
Protein DescriptionGene h_143B_1 h_143B_2 h_143B_3 Osteoblast1Osteoblast2Osteoblast3
A0A0A6YYA0Protein TMED7-TICAM2TMED7-TICAM27993.159 8374.977 7469.542 0 0 0
A0A0B4J2A2Peptidyl-prolyl cis-trans isomerase A-like 4CPPIAL4C 54159.09 49421.54 47170.47 0 0 0
A2RU67 Uncharacterized protein KIAA1467KIAA1467 7393.105 7569.978 11194.29 0 0 0
A3KN83 Protein strawberry notch homolog 1SBNO1 1279.061 38612.84 1348.947 0 0 0
A5YKK6 CCR4-NOT transcription complex subunit 1CNOT1 5659.091 6161.538 4830.499 0 0 0
A6NCE7 Microtubule-associated proteins 1A/1B light chain 3 beta 2MAP1LC3B246301.66 49457.35 50493.6 0 0 0
A6NHR9 Structural maintenance of chromosomes flexible hinge domain-containing protein 1SMCHD1 2005.118 1664.383 598.8105 0 0 0
A6NKD9 Coiled-coil domain-containing protein 85CCCDC85C 4775.521 6575.546 3380.49 0 0 0
A7MBM2 Protein dispatched homolog 2DISP2 1857.641 2258.144 2458.747 0 0 0
A8MWD9 Putative small nuclear ribonucleoprotein G-like protein 15SNRPGP15 29416.54 33156.51 24874.19 42343.49 523188.7 0
B1ALY0 Protein PALM2-AKAP2 (Fragment)PALM2-AKAP232981.47 19687.77 26341.13 0 0 0
B4DGG1 Uncharacterized protein33128.54 36413.04 32495.15 0 0 0
B4E1Z4 Uncharacterized protein270678.5 262296.3 389110.5 4228377 5263997 1517109
B5ME19 Eukaryotic translation initiation factor 3 subunit C-like proteinEIF3CL 47817.4 49077.27 47513.58 128058 63098.57 104513.3
B9A064 Immunoglobulin lambda-like polypeptide 5IGLL5 400331.6 547239.7 193385.9 5589226 8012192 4820024
C9J1V9 HCG2043275EEF1E1-BLOC1S511084.35 9337.505 17418.6 0 0 0
E7EVH7 Uncharacterized protein25366.14 25269.9 23379.42 0 0 0
E9PSI1 Uncharacterized protein26436.31 22717.94 23413.15 0 0 0
F2Z307 Protein ATP6V1G2-DDX39BATP6V1G2-DDX39B13754.68 10619.81 12069.17 0 0 0
H3BMM5 Uncharacterized protein6605.287 6420.453 6455.261 0 0 0
H3BU86 Protein STX16-NPEPL1STX16-NPEPL116283.99 15811.5 15155.82 0 0 0
I3L0A0 HCG2044781TMEM189-UBE2V1247570.3 244125.7 241102.8 50509.09 0 50917.48
M0QZK8 Uncharacterized protein25841.48 11436.78 24890.66 0 0 0
M0R2C6 Uncharacterized protein (Fragment)21188.6 27654.83 19783.99 0 0 0
O00139 Kinesin-like protein KIF2AKIF2A 20052.39 13921.74 18846.99 0 0 0
O00151 PDZ and LIM domain protein 1PDLIM1 62069.79 66124.42 62069.66 76848.63 0 47939.38
O00154 Cytosolic acyl coenzyme A thioester hydrolaseACOT7 31515 59043.22 62844.92 0 0 0
O00159 Unconventional myosin-IcMYO1C 492748.1 512426.1 393205.4 85332.45 0 133874.4
O00161 Synaptosomal-associated protein 23SNAP23 281644 387292.7 376689 0 0 0
O00170 AH receptor-interacting proteinAIP 18191.9 18666.39 19043.83 0 0 0
O00186 Syntaxin-binding protein 3STXBP3 110305.1 122633.7 105747.4 0 0 0
O00203 AP-3 complex subunit beta-1AP3B1 9730.424 106386.2 16708.73 129934.9 18222068 3270287
O00214 Galectin-8 LGALS8 8117.868 9897.013 8515.79 0 0 0
O00220 Tumor necrosis factor receptor superfamily member 10ATNFRSF10A 23590.62 42691.88 45223.38 0 0 0
O00231 26S proteasome non-ATPase regulatory subunit 11PSMD11 17450.16 20194.05 25352.68 85492.82 0 73611.55
O00233 26S proteasome non-ATPase regulatory subunit 9PSMD9 17982.27 17413.63 18037.73 0 0 0
O00244 Copper transport protein ATOX1ATOX1 22701.68 29539.88 25684.7 0 0 0
O00299 Chloride intracellular channel protein 1CLIC1 3007079 3015737 2570873 148484.3 148296 154672.1
O00303 Eukaryotic translation initiation factor 3 subunit FEIF3F 25888.85 25804.24 29065.37 68613.09 0 77429.93
O00308 NEDD4-like E3 ubiquitin-protein ligase WWP2WWP2 6393.567 4527.512 8081.101 0 0 0
O00329 Phosphatidylinositol 4,5-bisphosphate 3-kinase catalytic subunit delta isoformPIK3CD 1877.708 3994.923 4450.339 0 0 0
O00391 Sulfhydryl oxidase 1QSOX1 102190.7 112191.5 135421.9 1010303 1379340 784346.1
O00401 Neural Wiskott-Aldrich syndrome proteinWASL 263818.2 30201.01 240329.3 0 0 0
O00410 Importin-5IPO5 55320.82 66511.67 64487.22 68267 0 46220.8
O00442 RNA 3-terminal phosphate cyclaseRTCA 4930.489 6204.446 6636.592 0 0 0
O00443 Phosphatidylinositol 4-phosphate 3-kinase C2 domain-containing subunit alphaPIK3C2A 19825.8 16373.34 18385.19 0 0 0
O00468 Agrin AGRN 431814.1 502798.6 469434.5 583264.7 734229.8 570367
O00469 Procollagen-lysine,2-oxoglutarate 5-dioxygenase 2PLOD2 8786.131 7154.838 9761.852 195423.5 219409.1 167949.8
O00471 Exocyst complex component 5EXOC5 46877.32 44669.63 40182.28 0 0 0
O00487 26S proteasome non-ATPase regulatory subunit 14PSMD14 45467.95 45447.12 53917.02 145536.8 0 164732.9
O00499 Myc box-dependent-interacting protein 1BIN1 14756.88 15499.33 11794.2 0 0 0
O00505 Importin subunit alpha-4KPNA3 36249.28 36918.63 21276.03 0 0 0
O00506 Serine/threonine-protein kinase 25STK25 32328.1 32284.47 27900.79 0 0 0
O00522 Krev interaction trapped protein 1KRIT1 9224.692 8900.951 9190.264 0 0 0
O00541 Pescadillo homologPES1 3863.396 4677.577 7891.264 0 0 0
O00560 Syntenin-1SDCBP 1880159 1673640 1704755 354369.2 0 338963.3
O00567 Nucleolar protein 56NOP56 6719.899 8900.477 8623.729 0 0 0



O00592 PodocalyxinPODXL 92810.95 71734.74 49423 0 0 0
O00622 Protein CYR61CYR61 31409.86 26731.8 38166.04 802018.5 495080.8 812536.9
O00629 Importin subunit alpha-3KPNA4 7896.183 16136.03 14880.06 0 0 0
O00754 Lysosomal alpha-mannosidaseMAN2B1 41559.8 41785.77 51557.95 213196 275519.8 149103.6
O00762 Ubiquitin-conjugating enzyme E2 CUBE2C 26382.65 29787.42 13508.75 0 0 0
O00764 Pyridoxal kinasePDXK 29973.6 22081.25 21343.04 0 0 0
O14493 Claudin-4 CLDN4 11470.3 20203.97 15107.01 0 0 0
O14530 Thioredoxin domain-containing protein 9TXNDC9 9904.99 8884.696 7584.938 0 0 0
O14578 Citron Rho-interacting kinaseCIT 3654.218 6761.543 5796.103 0 0 0
O14579 Coatomer subunit epsilonCOPE 9315.512 10334.98 13650.64 0 0 0
O14672 Disintegrin and metalloproteinase domain-containing protein 10ADAM10 1486793 1396104 1445178 291035.2 0 319522.6
O14737 Programmed cell death protein 5PDCD5 17614.31 16982.56 13768.65 0 0 0
O14744 Protein arginine N-methyltransferase 5PRMT5 59354.33 60820.38 66415.69 0 0 0
O14745 Na(+)/H(+) exchange regulatory cofactor NHE-RF1SLC9A3R1 406796.3 405541.8 350551.9 0 0 0
O14763 Tumor necrosis factor receptor superfamily member 10BTNFRSF10B 51770.76 48952.66 45504.51 0 0 0
O14786 Neuropilin-1NRP1 66758.85 68377.22 70892.08 60399.73 88702.34 73123.23
O14787 Transportin-2TNPO2 27572.7 23643.96 26271.06 0 0 0
O14817 Tetraspanin-4TSPAN4 2301838 2046621 2131781 256016 0 479146.7
O14818 Proteasome subunit alpha type-7PSMA7 145089.8 142440.7 164870.3 86836.34 98504.18 79160.2
O14907 Tax1-binding protein 3TAX1BP3 99077.92 80741.05 74241.05 0 0 0
O14908 PDZ domain-containing protein GIPC1GIPC1 121106.5 119885.5 115684.3 0 0 0
O14910 Protein lin-7 homolog ALIN7A 111926 89221.92 84594.01 0 0 0
O14920 Inhibitor of nuclear factor kappa-B kinase subunit betaIKBKB 24726.93 19408.38 285881.8 0 0 0
O14929 Histone acetyltransferase type B catalytic subunitHAT1 2300.368 7051.301 6962.613 0 0 0
O14936 Peripheral plasma membrane protein CASKCASK 29567.47 26580.55 25892.1 0 0 0
O14939 Phospholipase D2PLD2 14761.33 14558.16 9806.649 0 0 0
O14950 Myosin regulatory light chain 12BMYL12B 47927.96 53905.22 53146.63 313671.6 241507 219710.3
O14960 Leukocyte cell-derived chemotaxin-2LECT2 32310.58 24385.49 41790.8 0 0 0
O14964 Hepatocyte growth factor-regulated tyrosine kinase substrateHGS 31276.61 28453.29 32439.52 0 0 0
O14976 Cyclin-G-associated kinaseGAK 3933.976 4413.537 7530.735 0 0 0
O14979 Heterogeneous nuclear ribonucleoprotein D-likeHNRNPDL 10741.81 10653.11 6081.136 0 0 0
O14980 Exportin-1 XPO1 19077.78 18660.2 20490.96 0 0 0
O15013 Rho guanine nucleotide exchange factor 10ARHGEF10 29349.88 27595.82 3667.655 0 0 0
O15020 Spectrin beta chain, non-erythrocytic 2SPTBN2 24925.48 25439.17 21851.5 0 0 0
O15027 Protein transport protein Sec16ASEC16A 7079.452 12219.29 6005.842 0 2417486 764338.8
O15031 Plexin-B2 PLXNB2 28191.05 29023.56 29966.91 63621.37 83108.97 36291.48
O15040 Tectonin beta-propeller repeat-containing protein 2TECPR2 1116.685 1736.284 2045.288 0 0 0
O15067 Phosphoribosylformylglycinamidine synthasePFAS 35028.22 38792.56 37054.05 0 0 0
O15072 A disintegrin and metalloproteinase with thrombospondin motifs 3ADAMTS3 7670.618 4801.088 8852.308 0 0 0
O15084 Serine/threonine-protein phosphatase 6 regulatory ankyrin repeat subunit AANKRD28 3871.416 3711.872 4447.469 0 0 0
O15118 Niemann-Pick C1 proteinNPC1 53572.03 60472.76 61604.42 0 0 0
O15144 Actin-related protein 2/3 complex subunit 2ARPC2 246650 238801.6 215517.2 0 392752.4 67848.52
O15145 Actin-related protein 2/3 complex subunit 3ARPC3 221417.7 202080 184260.9 41038.46 0 24972.87
O15160 DNA-directed RNA polymerases I and III subunit RPAC1POLR1C 6920.024 4515.089 9315.346 0 0 0
O15162 Phospholipid scramblase 1PLSCR1 307399.5 320640.4 333306.6 0 0 0
O15194 CTD small phosphatase-like proteinCTDSPL 21404.81 24641.34 38072.25 0 0 0
O15212 Prefoldin subunit 6PFDN6 32749.12 33827.16 29033.36 0 0 0
O15230 Laminin subunit alpha-5LAMA5 32244.85 31447.8 26635.21 36579.36 58980.03 29751.91
O15240 Neurosecretory protein VGFVGF 46353.84 52465.38 58302.65 0 0 0
O15258 Protein RER1RER1 15171.03 16741.17 7118.131 0 0 0
O15260 Surfeit locus protein 4SURF4 7608.559 13304.32 10221.85 143168.2 0 117005.4
O15305 Phosphomannomutase 2PMM2 11799.75 14337.3 10627.97 0 0 0
O15347 High mobility group protein B3HMGB3 5236.456 4848.144 5192.243 0 0 0
O15394 Neural cell adhesion molecule 2NCAM2 12620.12 12263.63 12853.2 0 0 0
O15397 Importin-8IPO8 4392.891 4769.096 3789.777 0 0 0
O15400 Syntaxin-7STX7 87556.81 88488.77 82097.2 43829.52 82294.27 171820.5
O15403 Monocarboxylate transporter 7SLC16A6 4068.613 2701.972 3098.658 0 0 0
O15427 Monocarboxylate transporter 4SLC16A3 125788.4 139132.8 119110.3 169751.5 181709.3 233618.8



O15431 High affinity copper uptake protein 1SLC31A1 54419.09 47661.28 47297.89 0 0 0
O15498 Synaptobrevin homolog YKT6YKT6 72272.98 73806.71 68583.47 0 0 0
O15511 Actin-related protein 2/3 complex subunit 5ARPC5 90044.46 80380.41 87323.72 0 0 0
O15554 Intermediate conductance calcium-activated potassium channel protein 4KCNN4 10866.09 10933.28 7637.92 0 0 0
O43150 Arf-GAP with SH3 domain, ANK repeat and PH domain-containing protein 2ASAP2 7971.25 11278.64 9219.929 0 0 0
O43175 D-3-phosphoglycerate dehydrogenasePHGDH 935284.6 983616.5 942149.6 102313.8 88738.13 116331.9
O43237 Cytoplasmic dynein 1 light intermediate chain 2DYNC1LI2 8422.508 7863.323 7398.911 0 0 0
O43242 26S proteasome non-ATPase regulatory subunit 3PSMD3 29359.27 31893.26 39662.57 132062.8 0 60403.45
O43252 Bifunctional 3-phosphoadenosine 5-phosphosulfate synthase 1PAPSS1 11569.37 7636.98 16594.77 0 0 0
O43264 Centromere/kinetochore protein zw10 homologZW10 8628.369 7679.44 4534.014 0 0 0
O43286 Beta-1,4-galactosyltransferase 5B4GALT5 63537.86 67290.68 82264.95 295101.6 376298.9 244293.5
O43294 Transforming growth factor beta-1-induced transcript 1 proteinTGFB1I1 6876.101 6991.599 6280.562 158149.4 0 56003.31
O43390 Heterogeneous nuclear ribonucleoprotein RHNRNPR 14073.14 17087.68 15948.03 40704.81 0 41427.71
O43396 Thioredoxin-like protein 1TXNL1 5948.153 7494.109 6173.866 0 0 0
O43399 Tumor protein D54TPD52L2 165197.1 169411.3 147129.3 0 0 0
O43427 Acidic fibroblast growth factor intracellular-binding proteinFIBP 10147.77 9279.934 9148.632 0 0 0
O43447 Peptidyl-prolyl cis-trans isomerase HPPIH 3545.695 3657.883 3064.594 0 0 0
O43488 Aflatoxin B1 aldehyde reductase member 2AKR7A2 17842.16 17108.73 16866.82 0 0 0
O43491 Band 4.1-like protein 2EPB41L2 254123.8 294683.6 248357.8 0 0 0
O43505 Beta-1,4-glucuronyltransferase 1B4GAT1 25632.99 24278.47 32845.58 163779.5 137959.4 101226.5
O43592 Exportin-T XPOT 20730.08 10134.48 11033.42 0 0 0
O43597 Protein sprouty homolog 2SPRY2 16109.55 16650.93 18533.52 0 0 0
O43617 Trafficking protein particle complex subunit 3TRAPPC3 26973.75 30227.04 26685.42 0 0 0
O43633 Charged multivesicular body protein 2aCHMP2A 155905.7 121182.9 131958.2 0 0 0
O43657 Tetraspanin-6TSPAN6 84235.96 90925.66 85150.26 0 0 0
O43681 ATPase ASNA1ASNA1 24759.89 26949.09 26032.53 0 0 0
O43684 Mitotic checkpoint protein BUB3BUB3 44268.69 43755.64 36580.73 0 0 0
O43688 Phospholipid phosphatase 2PLPP2 87265.38 72379.66 80303.39 0 0 0
O43739 Cytohesin-3CYTH3 33095.4 23310.06 20974.6 0 0 0
O43741 5-AMP-activated protein kinase subunit beta-2PRKAB2 6507.164 8322.603 5220.972 0 0 0
O43747 AP-1 complex subunit gamma-1AP1G1 14062.76 16652.02 2742555 0 2675926 2.56E+08
O43752 Syntaxin-6STX6 16446.01 18733.75 13551.36 0 0 0
O43765 Small glutamine-rich tetratricopeptide repeat-containing protein alphaSGTA 11646.24 11604.59 14563.32 0 0 0
O43795 Unconventional myosin-IbMYO1B 366613.9 396807.7 310267 0 0 0
O43809 Cleavage and polyadenylation specificity factor subunit 5NUDT21 7545.716 20260.28 8004.012 0 0 0
O43813 LanC-like protein 1LANCL1 112361 107325.6 112150.4 0 0 0
O43847 Nardilysin NRD1 21404.26 18675.99 16607.79 0 0 0
O43852 CalumeninCALU 3814.591 4377.7 4270.342 217148.3 230224.7 153953.6
O43854 EGF-like repeat and discoidin I-like domain-containing protein 3EDIL3 217768.8 217354.5 210261.1 1517839 1147329 2769120
O43865 Adenosylhomocysteinase 2AHCYL1 179673.4 165787.2 171644.6 199581.1 166282.1 224099
O43913 Origin recognition complex subunit 5ORC5 3360.269 3652.171 3272.511 0 0 0
O43924 Retinal rod rhodopsin-sensitive cGMP 3,5-cyclic phosphodiesterase subunit deltaPDE6D 6795.793 6123.401 6591.685 0 0 0
O60231 Putative pre-mRNA-splicing factor ATP-dependent RNA helicase DHX16DHX16 1577.489 2331.302 2090.322 0 0 0
O60245 Protocadherin-7PCDH7 8314.455 6577.306 5831.016 0 0 0
O60256 Phosphoribosyl pyrophosphate synthase-associated protein 2PRPSAP2 4891.893 23494.28 5273.12 0 0 0
O60264 SWI/SNF-related matrix-associated actin-dependent regulator of chromatin subfamily A member 5SMARCA5 16529.11 10841.96 16258.25 0 0 0
O60271 C-Jun-amino-terminal kinase-interacting protein 4SPAG9 10120.42 5512.823 7864.258 0 0 0
O60291 E3 ubiquitin-protein ligase MGRN1MGRN1 27566.71 28688.36 27899.65 0 0 0
O60341 Lysine-specific histone demethylase 1AKDM1A 3323.557 3925.754 3716.112 0 0 0
O60343 TBC1 domain family member 4TBC1D4 2422.238 2388.578 3790.196 0 0 0
O60353 Frizzled-6 FZD6 31608.21 28092.22 24697.22 0 0 0
O60361 Putative nucleoside diphosphate kinaseNME2P1 90223.64 91692.07 150707.4 0 0 0
O60443 Non-syndromic hearing impairment protein 5DFNA5 26619.08 24721.69 24607.32 0 0 0
O60462 Neuropilin-2NRP2 46458.38 42156.69 35249.66 95607.87 100312.9 46468.12
O60488 Long-chain-fatty-acid--CoA ligase 4ACSL4 825809.5 785422.8 727459.5 0 0 0
O60493 Sorting nexin-3SNX3 50854.57 51831.98 48839.49 29374.17 0 24071.7
O60502 Protein O-GlcNAcaseMGEA5 8243.77 5228.258 5900.311 0 0 0
O60503 Adenylate cyclase type 9ADCY9 10958.37 8940.839 9398.204 0 0 0



O60506 Heterogeneous nuclear ribonucleoprotein QSYNCRIP 7679.208 7072.797 13618.71 0 0 0
O60568 Procollagen-lysine,2-oxoglutarate 5-dioxygenase 3PLOD3 5745.654 6024.239 8426.503 27799.45 0 36297.83
O60610 Protein diaphanous homolog 1DIAPH1 12919.81 14644.92 14697.13 0 0 0
O60645 Exocyst complex component 3EXOC3 25658.99 21046.72 22432.11 0 0 0
O60664 Perilipin-3 PLIN3 32132.99 31556.29 16764.33 0 0 0
O60669 Monocarboxylate transporter 2SLC16A7 15161.6 18564.82 15798.88 0 0 0
O60671 Cell cycle checkpoint protein RAD1RAD1 3403.961 3487.325 2428.936 0 0 0
O60678 Protein arginine N-methyltransferase 3PRMT3 12240.22 9192.637 7942.693 0 0 0
O60684 Importin subunit alpha-7KPNA6 33680.9 23851.64 25497.56 0 0 0
O60687 Sushi repeat-containing protein SRPX2SRPX2 2365.562 7686.472 21443.59 290020.5 141376.2 212756.8
O60711 Leupaxin LPXN 11459.67 15892.06 5224.333 0 0 0
O60716 Catenin delta-1CTNND1 222976 227997.7 197685.2 9478.817 0 32046.69
O60739 Eukaryotic translation initiation factor 1bEIF1B 38295 35505.86 36967.15 0 0 0
O60749 Sorting nexin-2SNX2 22076.19 22636.16 22300.53 0 0 0
O60763 General vesicular transport factor p115USO1 14632.47 14710.45 15360.29 0 0 0
O60779 Thiamine transporter 1SLC19A2 15422.89 17880.53 14957.89 0 0 0
O60784 Target of Myb protein 1TOM1 14259.53 12864.45 15207.14 0 0 0
O60814 Histone H2B type 1-KHIST1H2BK 8442991 8670687 8037664 1926069 11448047 5566483
O60832 H/ACA ribonucleoprotein complex subunit 4DKC1 8464.182 5600.883 8677.977 34582.58 23718.96 0
O60841 Eukaryotic translation initiation factor 5BEIF5B 5208.155 4382.07 3256.48 55386.78 0 34832.05
O60869 Endothelial differentiation-related factor 1EDF1 6728.935 5428.117 7197.682 0 0 0
O60884 DnaJ homolog subfamily A member 2DNAJA2 118860.5 86104.19 43013.79 0 0 0
O60888 Protein CutACUTA 304398.7 279582.8 293128.6 2194230 2946819 1880132
O60925 Prefoldin subunit 1PFDN1 24535.97 36312.82 19414.83 0 0 0
O75044 SLIT-ROBO Rho GTPase-activating protein 2SRGAP2 77574.19 73334.09 56867.02 0 0 0
O75051 Plexin-A2 PLXNA2 66675.44 65456.93 59254.69 0 0 0
O75054 Immunoglobulin superfamily member 3IGSF3 85276.37 85587.66 86761.16 0 0 0
O75083 WD repeat-containing protein 1WDR1 451494.8 399227.7 295588.8 84703.58 250799.3 241404.9
O75084 Frizzled-7 FZD7 49996.3 66492.63 64801.22 0 0 0
O75110 Probable phospholipid-transporting ATPase IIAATP9A 1277.209 599.4937 4043.401 0 0 0
O75116 Rho-associated protein kinase 2ROCK2 14323.71 21131.6 18824.28 112059.3 0 34732.52
O75122 CLIP-associating protein 2CLASP2 4080.457 2818.037 2593.865 0 0 0
O75144 ICOS ligandICOSLG 25495.6 25266.5 28274.08 261061.1 344439.5 174962.5
O75147 Obscurin-like protein 1OBSL1 45007.11 42795.21 30378.39 0 0 0
O75153 Clustered mitochondria protein homologCLUH 17473.47 20921.9 21532.65 0 0 0
O75165 DnaJ homolog subfamily C member 13DNAJC13 6987.304 10666.54 6737.802 19961.42 16769.07 23090.7
O75204 Transmembrane protein 127TMEM127 10215.22 9690.163 9619.627 0 0 0
O75317 Ubiquitin carboxyl-terminal hydrolase 12USP12 31176.63 30265.9 39584.24 0 0 0
O75326 Semaphorin-7ASEMA7A 20940.14 21660.84 20623.16 0 0 0
O75340 Programmed cell death protein 6PDCD6 816212.9 791242.1 818194.8 145949.9 185389.6 256656.5
O75347 Tubulin-specific chaperone ATBCA 100825 93530.41 93579.23 0 0 0
O75351 Vacuolar protein sorting-associated protein 4BVPS4B 71295.52 68976.48 70149.84 0 0 0
O75352 Mannose-P-dolichol utilization defect 1 proteinMPDU1 2943.214 2086.349 3105.327 0 0 0
O75367 Core histone macro-H2A.1H2AFY 117443.3 115041.1 110990.7 165873.2 295734.2 158213.8
O75369 Filamin-B FLNB 86157.18 93663.46 73542.5 63724.9 0 124895.7
O75382 Tripartite motif-containing protein 3TRIM3 16109.4 15364.02 17906.78 0 0 0
O75387 Large neutral amino acids transporter small subunit 3SLC43A1 79255.02 47911.55 46716.92 0 0 0
O75400 Pre-mRNA-processing factor 40 homolog APRPF40A 18866.91 7127.216 12323.7 0 0 0
O75436 Vacuolar protein sorting-associated protein 26AVPS26A 21945 19083.99 18648.71 0 0 0
O75487 Glypican-4GPC4 46651.32 46474.89 40416.48 0 0 0
O75506 Heat shock factor-binding protein 1HSBP1 9260.093 9112.402 11449.73 0 0 0
O75508 Claudin-11CLDN11 285084.6 302909.5 362481.4 0 0 0
O75531 Barrier-to-autointegration factorBANF1 273813.2 235604.5 199810.8 180065.9 400535.2 0
O75533 Splicing factor 3B subunit 1SF3B1 20216.28 22035.95 24386.97 0 0 0
O75534 Cold shock domain-containing protein E1CSDE1 24467.15 20719.57 20695.36 0 0 0
O75608 Acyl-protein thioesterase 1LYPLA1 34985.28 33242.77 27940.45 0 0 0
O75643 U5 small nuclear ribonucleoprotein 200 kDa helicaseSNRNP200 19096.32 17137.16 18467.23 0 0 0
O75663 TIP41-like proteinTIPRL 419035.5 7873.451 1184877 2873284 3123115 5899021



O75674 TOM1-like protein 1TOM1L1 47839.9 47595.71 45077.2 0 0 0
O75694 Nuclear pore complex protein Nup155NUP155 10252.88 10335.18 9769.436 0 0 0
O75695 Protein XRP2RP2 94008.13 94204.63 83889.5 0 0 0
O75718 Cartilage-associated proteinCRTAP 5807.982 4998.809 12309.03 0 0 0
O75762 Transient receptor potential cation channel subfamily A member 1TRPA1 2088.396 1893.382 2053.721 0 0 0
O75787 Renin receptorATP6AP2 2289.143 3077.091 6436.844 0 0 0
O75822 Eukaryotic translation initiation factor 3 subunit JEIF3J 28103.36 25174.82 28083.11 0 0 0
O75832 26S proteasome non-ATPase regulatory subunit 10PSMD10 115945.4 87012.84 227191 0 0 0
O75844 CAAX prenyl protease 1 homologZMPSTE24 2755.402 2095.041 1425.124 0 0 0
O75874 Isocitrate dehydrogenase [NADP] cytoplasmicIDH1 52908.31 52814.7 47006.22 33301.76 45359.41 120190.2
O75891 Cytosolic 10-formyltetrahydrofolate dehydrogenaseALDH1L1 13062.45 24405.61 29848.32 84823.53 0 31407.48
O75915 PRA1 family protein 3ARL6IP5 5775.765 5522.641 0 81814.47 0 64194.84
O75954 Tetraspanin-9TSPAN9 109962.9 105825.7 100250.5 40375.2 0 65267.51
O75962 Triple functional domain proteinTRIO 13794.72 15064.02 9326.92 0 0 0
O75970 Multiple PDZ domain proteinMPDZ 12692.42 14008.79 14143.15 0 0 0
O75976 Carboxypeptidase DCPD 20511.66 22332.1 20430.87 0 0 0
O76003 Glutaredoxin-3GLRX3 59345.54 58078.28 51881.02 0 0 0
O76061 Stanniocalcin-2STC2 7025.187 8811.929 18068.65 538649.4 736076.5 779267.9
O76076 WNT1-inducible-signaling pathway protein 2WISP2 1911.733 1804.991 2709.133 39972.79 77585.02 0
O76081 Regulator of G-protein signaling 20RGS20 15439.6 14258.48 9535.395 0 0 0
O76094 Signal recognition particle subunit SRP72SRP72 7984.225 3545.824 6661.597 0 0 0
O94760 N(G),N(G)-dimethylarginine dimethylaminohydrolase 1DDAH1 130324.2 129442.1 129732.4 0 0 0
O94804 Serine/threonine-protein kinase 10STK10 169523.2 161062.7 143089.8 0 0 0
O94806 Serine/threonine-protein kinase D3PRKD3 22733.34 27322.37 25216.75 0 0 0
O94808 Glutamine--fructose-6-phosphate aminotransferase [isomerizing] 2GFPT2 16581.99 15594.05 14080.3 0 0 0
O94813 Slit homolog 2 proteinSLIT2 29712.35 37899.26 36407.82 276861.3 0 360025
O94823 Probable phospholipid-transporting ATPase VBATP10B 4767.847 4598.514 3854.079 592786.6 886658.8 752521.8
O94887 FERM, RhoGEF and pleckstrin domain-containing protein 2FARP2 32286 19352.96 20922.97 0 0 0
O94906 Pre-mRNA-processing factor 6PRPF6 4145.307 5083.658 1748.565 0 0 0
O94915 Protein furry homolog-likeFRYL 21956.22 22449.06 22192.48 38147.28 0 30633.2
O94973 AP-2 complex subunit alpha-2AP2A2 33317.96 30175.25 30005.32 0 0 0
O94985 Calsyntenin-1CLSTN1 24642.96 23627.83 34600.38 69439.66 140893.7 0
O95084 Serine protease 23PRSS23 23006.49 25789.04 24347.65 191351.6 205617.8 377140.4
O95155 Ubiquitin conjugation factor E4 BUBE4B 2216.948 2821.402 1723.402 0 0 0
O95163 Elongator complex protein 1IKBKAP 8255.947 7309.521 9624.156 0 0 0
O95164 Ubiquitin-like protein 3UBL3 55260.66 39020.12 33667.33 0 0 0
O95183 Vesicle-associated membrane protein 5VAMP5 71848.59 68370.65 67712.73 0 0 0
O95197 Reticulon-3RTN3 17223.72 25834.18 25544.69 104513.2 61486.48 103020
O95214 Leptin receptor overlapping transcript-like 1LEPROTL1 18226.08 15837.05 24004.56 0 0 0
O95219 Sorting nexin-4SNX4 7933.151 8054.277 7585.353 0 0 0
O95235 Kinesin-like protein KIF20AKIF20A 4355.309 6203.38 3171.926 0 0 0
O95248 Myotubularin-related protein 5SBF1 9124.306 8917.305 9217.787 0 0 0
O95249 Golgi SNAP receptor complex member 1GOSR1 11327.15 9469.666 12819.52 0 0 0
O95297 Myelin protein zero-like protein 1MPZL1 173390.3 181341.1 156814 0 0 0
O95336 6-phosphogluconolactonasePGLS 22041.75 23601.72 22669 0 0 0
O95340 Bifunctional 3-phosphoadenosine 5-phosphosulfate synthase 2PAPSS2 8322.408 11592.92 13415.63 0 0 0
O95347 Structural maintenance of chromosomes protein 2SMC2 8454.838 7400.808 6388.485 0 0 0
O95352 Ubiquitin-like modifier-activating enzyme ATG7ATG7 4651.106 17806.05 89564.23 0 0 0
O95372 Acyl-protein thioesterase 2LYPLA2 4203.006 5164.434 6566.631 0 0 0
O95376 E3 ubiquitin-protein ligase ARIH2ARIH2 7533.676 6746.592 7693.298 0 0 0
O95394 Phosphoacetylglucosamine mutasePGM3 6321.671 5977.571 5219.906 0 0 0
O95415 Brain protein I3BRI3 19641.93 18784.44 20189.66 0 0 0
O95433 Activator of 90 kDa heat shock protein ATPase homolog 1AHSA1 66228.97 61561.89 60313.95 0 0 0
O95445 Apolipoprotein MAPOM 755016.3 721332.6 908426.3 2831498 3249384 1914968
O95456 Proteasome assembly chaperone 1PSMG1 6840.35 7900.076 6416.914 0 0 0
O95466 Formin-like protein 1FMNL1 8733.605 8497.285 7354.605 0 0 0
O95486 Protein transport protein Sec24ASEC24A 5675.006 4011.985 7253.047 0 0 0
O95490 Adhesion G protein-coupled receptor L2ADGRL2 74098.21 69244.74 73553.73 0 0 0



O95497 PantetheinaseVNN1 143899.2 207705.6 357785.1 1422246 2069474 916991.6
O95498 Vascular non-inflammatory molecule 2VNN2 146547 129311.4 210314.3 1526596 2430510 953240.3
O95602 DNA-directed RNA polymerase I subunit RPA1POLR1A 1206.216 1363.455 7034.791 0 0 0
O95630 STAM-binding proteinSTAMBP 12763.77 13623.41 15076.52 0 0 0
O95685 Protein phosphatase 1 regulatory subunit 3DPPP1R3D 2857.299 3279.203 3200.989 0 0 0
O95714 E3 ubiquitin-protein ligase HERC2HERC2 3725.115 4939.885 5961.314 0 0 0
O95721 Synaptosomal-associated protein 29SNAP29 24012.1 27857.36 34864.92 0 0 0
O95747 Serine/threonine-protein kinase OSR1OXSR1 90018.73 96439.33 88504.94 69762.28 40671.55 78193.48
O95772 MLN64 N-terminal domain homologSTARD3NL 55847.78 56279.86 39740.84 0 0 0
O95807 Transmembrane protein 50ATMEM50A 42355.21 42462.34 64391.47 0 0 0
O95816 BAG family molecular chaperone regulator 2BAG2 20388.48 28922.74 27320.45 0 0 0
O95817 BAG family molecular chaperone regulator 3BAG3 12977.5 4992.561 3143.377 0 0 0
O95819 Mitogen-activated protein kinase kinase kinase kinase 4MAP4K4 296943.1 284808.5 274815.1 147520 156364.6 143849.4
O95834 Echinoderm microtubule-associated protein-like 2EML2 35445.28 39737.57 49725.24 0 0 0
O95835 Serine/threonine-protein kinase LATS1LATS1 7406.903 5952.674 6696.852 0 0 0
O95857 Tetraspanin-13TSPAN13 40936.05 42881.48 57784.68 0 0 0
O95858 Tetraspanin-15TSPAN15 52267.66 66397.14 55851.61 0 0 0
O95865 N(G),N(G)-dimethylarginine dimethylaminohydrolase 2DDAH2 101966.8 69399 93622.15 356854.1 272996.9 136166.9
O95881 Thioredoxin domain-containing protein 12TXNDC12 1222.204 1454.758 1376.259 0 0 0
O95965 Integrin beta-like protein 1ITGBL1 0 273.3481 616.4772 20498.62 25871.37 0
O96013 Serine/threonine-protein kinase PAK 4PAK4 41260.12 43590.66 36323.05 0 0 0
O96019 Actin-like protein 6AACTL6A 34163.12 39289.45 32833.77 0 0 0
P00338 L-lactate dehydrogenase A chainLDHA 1402728 1407553 1524892 1417967 1133633 1244605
P00352 Retinal dehydrogenase 1ALDH1A1 7024.703 5677.931 13511.82 45905.95 0 46841.77
P00374 Dihydrofolate reductaseDHFR 16597.99 18047.25 23501.3 0 0 0
P00387 NADH-cytochrome b5 reductase 3CYB5R3 13542.71 13552.66 12653 80357.67 32311.95 62279.48
P00390 Glutathione reductase, mitochondrialGSR 27035.6 24174.17 41769.09 110477.4 75510.74 66857.32
P00441 Superoxide dismutase [Cu-Zn]SOD1 126947.7 132138.5 133320.7 497276.2 522567.7 300515.3
P00450 CeruloplasminCP 17258.51 18969.85 37665.18 90107.81 196353.4 135910.3
P00488 Coagulation factor XIII A chainF13A1 218689.4 207763.7 258529.2 2800774 2963346 4349714
P00491 Purine nucleoside phosphorylasePNP 47749.01 50214.48 48374.4 109750.7 125599.8 85691.2
P00492 Hypoxanthine-guanine phosphoribosyltransferaseHPRT1 70196.73 72960.51 73462.03 0 0 0
P00533 Epidermal growth factor receptorEGFR 327690 318877.5 302814.7 60279.79 90307.98 53028.61
P00558 Phosphoglycerate kinase 1PGK1 460287.2 463929.5 427267 215485.5 104420.2 240834.3
P00568 Adenylate kinase isoenzyme 1AK1 12220.04 14503.15 10397.76 0 0 0
P00734 ProthrombinF2 2102351 2014787 2650318 7057864 3789778 6725526
P00738 HaptoglobinHP 19262.71 17358.24 22627.18 242131.8 0 561067.6
P00740 Coagulation factor IXF9 241345.5 236467 291182.4 694409.9 1086583 573202.1
P00742 Coagulation factor XF10 140995.7 136778.5 174987.3 532302.2 825313.4 527205
P00747 PlasminogenPLG 30049.37 50542.73 41967.45 2657273 3331337 1611935
P00749 Urokinase-type plasminogen activatorPLAU 64612.13 71144.77 84884.44 0 0 0
P00750 Tissue-type plasminogen activatorPLAT 16486.23 17563.44 24696.89 0 0 0
P01008 Antithrombin-IIISERPINC1 3075163 3555323 5055003 30211412 40719696 21346772
P01023 Alpha-2-macroglobulinA2M 87755872 84397112 99073416 1.29E+08 1.28E+08 96147840
P01024 Complement C3C3 1818626 1698691 2116302 19360314 23938682 11885536
P01031 Complement C5C5 78293.91 75965.98 98955.54 1889089 3999791 1238066
P01033 Metalloproteinase inhibitor 1TIMP1 45560.97 43955.09 64660.74 5632950 8258561 3181560
P01034 Cystatin-C CST3 0 13142.27 37289.65 478651.9 357385.6 371644
P01042 Kininogen-1KNG1 751500.4 777435.9 1404809 10547805 16567593 8058223
P01112 GTPase HRasHRAS 206987.9 184078.9 188463.7 0 0 0
P01130 Low-density lipoprotein receptorLDLR 35312.05 37909.39 33685.69 0 0 0
P01266 ThyroglobulinTG 39946.37 40027.64 58106.93 0 0 0
P01344 Insulin-like growth factor IIIGF2 204205.3 194215.7 254392.9 1340448 2355847 1486736
P01583 Interleukin-1 alphaIL1A 8201.05 7419.439 6583.353 0 0 0
P01591 Immunoglobulin J chainJCHAIN 25265.86 23373.25 29376.03 1552234 1854049 1286563
P01621 Ig kappa chain V-III region NG9 (Fragment)65450.5 61613.93 70577.98 490984.3 452385.6 392804
P01891 HLA class I histocompatibility antigen, A-68 alpha chainHLA-A 359019.6 354224.2 332251.7 0 276833.3 308168.7
P01893 Putative HLA class I histocompatibility antigen, alpha chain HHLA-H 822733.6 771215.4 508418.7 367584.1 0 567797.1



P02042 Hemoglobin subunit deltaHBD 29925040 40045292 46053936 1.64E+08 1.74E+08 1.67E+08
P02100 Hemoglobin subunit epsilonHBE1 2143.851 2364.205 1317.096 47252.03 70522.69 49799.61
P02452 Collagen alpha-1(I) chainCOL1A1 424782.5 424851.3 607705.7 43402192 60887532 57844964
P02458 Collagen alpha-1(II) chainCOL2A1 106178 90045.66 134282.7 20690848 19684960 9763341
P02461 Collagen alpha-1(III) chainCOL3A1 182361 173153.8 320679.3 2539115 3970310 2653301
P02462 Collagen alpha-1(IV) chainCOL4A1 24374.47 37834.79 27592.59 237286 470051.9 201699.3
P02533 Keratin, type I cytoskeletal 14KRT14 263107.2 476859.5 409342.8 1427313 3483941 2303723
P02538 Keratin, type II cytoskeletal 6AKRT6A 67239.31 156709.9 137018.7 462970.6 1042913 1003104
P02647 Apolipoprotein A-IAPOA1 11565842 3896263 4477374 47196760 59620932 18950614
P02649 Apolipoprotein EAPOE 64062.46 48715.43 36169.06 2960874 2121512 1423429
P02656 Apolipoprotein C-IIIAPOC3 54020.49 65942.34 90416.66 1624285 2062006 1517510
P02675 Fibrinogen beta chainFGB 86718.77 49821.5 127161.9 204348.2 1194950 1453643
P02679 Fibrinogen gamma chainFGG 28605.97 0 29118.03 652600.9 323055.3 578729.3
P02749 Beta-2-glycoprotein 1APOH 778721.2 798113.6 1121085 1993687 6668891 3616376
P02751 FibronectinFN1 900942.7 891407.6 1164282 1.76E+08 2.1E+08 2.49E+08
P02753 Retinol-binding protein 4RBP4 454999.9 432352.8 1403791 7708837 8963601 5013635
P02765 Alpha-2-HS-glycoproteinAHSG 2453798 5962496 1779508 5.4E+08 4.82E+08 2.35E+08
P02768 Serum albuminALB 2.56E+08 2.41E+08 3.33E+08 1.87E+10 1.72E+10 1.31E+10
P02771 Alpha-fetoproteinAFP 5221326 5154493 7359711 52023072 77304440 26327024
P02774 Vitamin D-binding proteinGC 4231523 4142006 5554745 30924030 44400800 23247808
P02787 SerotransferrinTF 17217.92 20192.37 19104.04 5493981 0 217694.3
P02788 LactotransferrinLTF 38254420 40907900 58653644 2.98E+08 4.57E+08 2.22E+08
P02790 HemopexinHPX 67781.34 79466.01 94413.54 588119.3 1366101 553144.3
P02792 Ferritin light chainFTL 211424.3 239087.5 484434.7 500452.6 3513572 4951271
P02794 Ferritin heavy chainFTH1 150147 159158 211612.5 1591932 886506.6 462145.6
P03952 Plasma kallikreinKLKB1 101691.9 92893.97 133371.5 1166066 602828.3 283999.9
P03956 Interstitial collagenaseMMP1 1464575 1355593 1949859 245802.8 156423.7 120538.1
P04003 C4b-binding protein alpha chainC4BPA 183297.4 196614.6 223487.8 1036900 1155821 1730243
P04004 VitronectinVTN 3368242 2959434 4282778 19663492 6645257 37739532
P04040 Catalase CAT 11834.4 8108.995 17946.29 292154.1 0 179690.2
P04049 RAF proto-oncogene serine/threonine-protein kinaseRAF1 45544.87 44522.12 51948.32 0 0 0
P04066 Tissue alpha-L-fucosidaseFUCA1 11678.22 18640.9 7471.654 0 0 0
P04075 Fructose-bisphosphate aldolase AALDOA 843655.3 808306.3 900088.3 613206.5 790384.3 514858.7
P04080 Cystatin-B CSTB 81326.05 89313.91 89391.77 0 0 0
P04083 Annexin A1ANXA1 284546.3 207539.5 235209.2 352890.1 339134 248198.2
P04114 Apolipoprotein B-100APOB 98188.14 99071.81 112893.3 3385774 3458774 2642429
P04180 Phosphatidylcholine-sterol acyltransferaseLCAT 34041.27 40109.73 65642.16 0 0 0
P04216 Thy-1 membrane glycoproteinTHY1 0 0 0 475917.8 514798.4 711335.2
P04259 Keratin, type II cytoskeletal 6BKRT6B 260876.8 307446.1 199650.3 5356778 997069.3 1505684
P04264 Keratin, type II cytoskeletal 1KRT1 698027.1 1292948 643146.9 10337758 19867054 10563592
P04275 von Willebrand factorVWF 0 2014.66 2758.468 174714.3 137147.3 129039.4
P04278 Sex hormone-binding globulinSHBG 145808.5 160326.3 209430.7 784091.8 1257457 741959.2
P04350 Tubulin beta-4A chainTUBB4A 17924.69 16048.53 23192.81 0 0 0
P04406 Glyceraldehyde-3-phosphate dehydrogenaseGAPDH 1159782 1200191 1078160 1739243 1198381 1925284
P04424 Argininosuccinate lyaseASL 40306.52 40086.21 43394.62 0 0 0
P04745 Alpha-amylase 1AMY1A 95616.66 90819.88 118939.7 620849.6 870071.3 442593.3
P04792 Heat shock protein beta-1HSPB1 71246.21 65581.97 65709.02 191661.7 181669.6 147272.5
P04818 Thymidylate synthaseTYMS 99660.2 102065 73839.64 0 0 0
P04843 Dolichyl-diphosphooligosaccharide--protein glycosyltransferase subunit 1RPN1 9415.239 11874.61 14174.99 0 165713.3 110866.6
P04899 Guanine nucleotide-binding protein G(i) subunit alpha-2GNAI2 2964142 2855167 2762525 297261.3 258325.9 340356.3
P05023 Sodium/potassium-transporting ATPase subunit alpha-1ATP1A1 1551442 1575169 1516954 73673.88 208159.9 112211
P05026 Sodium/potassium-transporting ATPase subunit beta-1ATP1B1 307469.8 165582.1 151217.5 0 0 0
P05062 Fructose-bisphosphate aldolase BALDOB 8959.201 8816.631 8835.114 0 0 0
P05090 Apolipoprotein DAPOD 73168.7 119438.7 128125.9 709488.9 1354631 1194718
P05106 Integrin beta-3ITGB3 27424.83 29223.73 27533.29 186609.5 202846 380741.4
P05107 Integrin beta-2ITGB2 150798.2 141683.7 137879.7 0 0 0
P05121 Plasminogen activator inhibitor 1SERPINE1 149925.9 155154 184755.9 3233969 3739385 2250639
P05155 Plasma protease C1 inhibitorSERPING1 715403 690601.5 986424.4 4814396 6697312 3028103



P05156 Complement factor ICFI 159392.1 157450.3 187845.8 2456741 3263148 1261623
P05160 Coagulation factor XIII B chainF13B 18912.25 0 13314.34 112520.1 0 81283.26
P05231 Interleukin-6IL6 0 0 0 417961.8 593040.3 466689.3
P05362 Intercellular adhesion molecule 1ICAM1 952106.4 948801.3 840351.1 0 0 0
P05386 60S acidic ribosomal protein P1RPLP1 116879.6 87620.88 70062.41 949130.3 40380.62 721693.7
P05387 60S acidic ribosomal protein P2RPLP2 107354.8 102074.9 88407.4 415662.4 0 328147.9
P05388 60S acidic ribosomal protein P0RPLP0 65671.36 64505.79 67975.7 152766.5 92050.16 77703.5
P05452 TetranectinCLEC3B 290133.1 296075.9 411210.6 2183074 2862270 2648154
P05455 Lupus La proteinSSB 8048.934 6934.504 7336.17 0 0 0
P05543 Thyroxine-binding globulinSERPINA7 240195.5 225133.8 314042 1435918 1952742 1097828
P05546 Heparin cofactor 2SERPIND1 68810.05 90707.73 137420.5 428486.8 965370.8 444054.9
P05556 Integrin beta-1ITGB1 2191049 2154714 2276576 460622.6 438754.5 536648.9
P05771 Protein kinase C beta typePRKCB 5619.034 8110.264 7024.646 0 0 0
P05783 Keratin, type I cytoskeletal 18KRT18 8586.776 5278.095 1088.208 0 0 0
P05976 Myosin light chain 1/3, skeletal muscle isoformMYL1 57483.55 23257.31 27088.58 0 108986.6 136927.6
P05997 Collagen alpha-2(V) chainCOL5A2 19578.41 22536.01 30371.6 451310 825428.4 403068.6
P06132 Uroporphyrinogen decarboxylaseUROD 40026.72 41456.28 44788.65 0 0 0
P06213 Insulin receptorINSR 8405.239 8853.051 11618.61 0 0 0
P06241 Tyrosine-protein kinase FynFYN 21418.93 17818.09 26468.25 0 0 0
P06276 CholinesteraseBCHE 14313.07 16373.55 17201.73 24746.38 34684.11 0
P06396 Gelsolin GSN 987670.8 1002935 1350053 4862841 6779867 3406601
P06493 Cyclin-dependent kinase 1CDK1 37492.29 41615.98 42065.89 0 0 0
P06727 Apolipoprotein A-IVAPOA4 142675.3 81242.7 115726.9 617209.1 1151623 408372.7
P06730 Eukaryotic translation initiation factor 4EEIF4E 36173.83 35540.69 23596.29 0 0 0
P06732 Creatine kinase M-typeCKM 8739.011 9385.838 1517.276 0 0 0
P06733 Alpha-enolaseENO1 1885072 1793528 1717534 689404.8 773133.4 696294.7
P06737 Glycogen phosphorylase, liver formPYGL 70043.48 69501.11 81215.98 363014.7 57072.76 248760.7
P06744 Glucose-6-phosphate isomeraseGPI 75093.37 78782.54 81592.7 131988.2 0 116845.9
P06748 NucleophosminNPM1 103783.8 132061.2 128843.7 358042.8 227261 254393.4
P06753 Tropomyosin alpha-3 chainTPM3 204739.2 212104.8 185968.5 56467.45 52839.91 0
P06756 Integrin alpha-VITGAV 289998.4 274655.2 271357.1 101437.4 80761.59 92205.98
P06858 Lipoprotein lipaseLPL 16910.54 14110.7 24785.38 0 0 0
P06865 Beta-hexosaminidase subunit alphaHEXA 11529.59 10330.28 23735.75 92746.87 104162.4 0
P06899 Histone H2B type 1-JHIST1H2BJ 789635.9 749447.3 801455.6 100599.7 344947.4 268551.1
P07093 Glia-derived nexinSERPINE2 15610.3 16936.39 16990.62 457769.6 469718.5 506453.9
P07108 Acyl-CoA-binding proteinDBI 80844.4 76384.92 74999.28 0 0 0
P07148 Fatty acid-binding protein, liverFABP1 53338744 29009618 41069984 3125538 1.47E+09 7.85E+08
P07195 L-lactate dehydrogenase B chainLDHB 449106.2 422736 464388.2 292822.7 226628.2 222021.7
P07203 Glutathione peroxidase 1GPX1 15710.06 15290.54 12018.55 0 0 0
P07204 ThrombomodulinTHBD 405387.7 161390.3 281107.1 0 0 0
P07225 Vitamin K-dependent protein SPROS1 183438.5 173999.3 243875.9 2482576 2928418 1551278
P07237 Protein disulfide-isomeraseP4HB 10307.21 10335.94 10993.46 64108.5 51358.36 45800.79
P07339 Cathepsin DCTSD 20915.37 23786.34 28247.53 95830.89 96158.34 153021.5
P07355 Annexin A2ANXA2 7870237 8234866 7710950 943532.4 759536.7 1043306
P07437 Tubulin beta chainTUBB 1004115 1006875 913036.7 2073206 605203.6 2824406
P07451 Carbonic anhydrase 3CA3 14822.87 22819.92 18567.81 0 0 0
P07585 Decorin DCN 0 0 0 2122213 2781883 2407803
P07602 ProsaposinPSAP 48227.5 41231.77 53407.05 193225.8 300181.3 193927.3
P07686 Beta-hexosaminidase subunit betaHEXB 15101.07 13045.63 24080.62 92746.98 104162.2 0
P07737 Profilin-1 PFN1 3129337 2909234 2673551 570275.9 414578.3 246133.2
P07738 Bisphosphoglycerate mutaseBPGM 6931.562 11131.41 13770.46 294303.5 293818.1 104174.7
P07814 Bifunctional glutamate/proline--tRNA ligaseEPRS 29443.65 28978.62 31746.55 66408.54 0 19529.06
P07858 Cathepsin BCTSB 15052.99 22093.29 26290.55 141920.2 268427.5 225307
P07900 Heat shock protein HSP 90-alphaHSP90AA1 1922161 1924894 1819638 815443.8 680620.6 839277.8
P07910 Heterogeneous nuclear ribonucleoproteins C1/C2HNRNPC 4781.046 3684.193 3313.813 53965.45 64064.68 49368.46
P07942 Laminin subunit beta-1LAMB1 453448.8 442634.1 428244.3 1245133 1898862 1111659
P07947 Tyrosine-protein kinase YesYES1 487135.3 488754.9 453963.4 25294.37 0 33762.27
P07948 Tyrosine-protein kinase LynLYN 107062.3 97078.45 83382.14 0 0 0



P07996 Thrombospondin-1THBS1 2431149 2440913 2908014 1.2E+08 1.42E+08 1.49E+08
P08069 Insulin-like growth factor 1 receptorIGF1R 43638.47 36668.27 37699.65 0 0 0
P08123 Collagen alpha-2(I) chainCOL1A2 130359.8 121527.6 187102.8 16283200 22820206 22035850
P08133 Annexin A6ANXA6 622328.9 626200.9 570821 329509.4 533282.4 456115.5
P08174 Complement decay-accelerating factorCD55 177970.8 174258.5 169277.6 0 0 0
P08183 Multidrug resistance protein 1ABCB1 9950.797 12026.93 7922.902 0 0 0
P08195 4F2 cell-surface antigen heavy chainSLC3A2 1379741 1384831 1328158 224560.8 200606.7 295840.9
P08237 ATP-dependent 6-phosphofructokinase, muscle typePFKM 24258.21 22442.38 22460.72 0 0 0
P08238 Heat shock protein HSP 90-betaHSP90AB1 386316.8 346622.3 365248.1 167274.3 171790.8 138891.1
P08243 Asparagine synthetase [glutamine-hydrolyzing]ASNS 32279.49 34293.61 38687.57 0 0 0
P08253 72 kDa type IV collagenaseMMP2 26577.24 27735.48 35500.92 4767561 7582943 4855409
P08473 Neprilysin MME 42903.97 42343.38 52297.52 0 0 0
P08476 Inhibin beta A chainINHBA 5202.885 5426.913 7889.681 277860.4 344188.5 247076.1
P08567 Pleckstrin PLEK 0 16334.44 20913.45 344736.1 182247.9 438759
P08572 Collagen alpha-2(IV) chainCOL4A2 75983.08 77064.7 69640.48 241830.9 229149.3 99816.63
P08581 Hepatocyte growth factor receptorMET 7994.305 10524.31 71355.48 0 0 0
P08582 MelanotransferrinMFI2 34414.27 35497.09 29926.24 0 0 0
P08648 Integrin alpha-5ITGA5 635472.5 574154.8 543858.9 66235.57 110083.9 231015.3
P08670 Vimentin VIM 75138.96 64626.21 55070.45 357802.6 337939.6 340517.4
P08697 Alpha-2-antiplasminSERPINF2 5603241 5517329 3741123 17089592 52681304 25172122
P08727 Keratin, type I cytoskeletal 19KRT19 16601.55 66265.41 18047.3 38018.48 38059.3 158347.7
P08758 Annexin A5ANXA5 2059838 2081299 1897555 1117415 1359860 1536302
P08779 Keratin, type I cytoskeletal 16KRT16 0 19418.03 28646.71 53910.55 292206.1 43204.13
P08865 40S ribosomal protein SARPSA 63796.08 61946.65 65805.94 396736.2 0 188253.2
P08962 CD63 antigenCD63 463847.2 811878.6 735731.3 963948.6 449293.1 1065170
P09110 3-ketoacyl-CoA thiolase, peroxisomalACAA1 2488.327 2452.436 4272.729 0 0 0
P09211 Glutathione S-transferase PGSTP1 150757.3 190189.9 198037.8 314307.7 226907.3 135854.6
P09341 Growth-regulated alpha proteinCXCL1 17354.26 20919.99 24863.8 7859904 7623940 2650093
P09382 Galectin-1 LGALS1 519623.6 548352.8 527650.9 295349.5 571497.9 327089.2
P09429 High mobility group protein B1HMGB1 43504.48 18176.11 19529.45 466443.9 427932 389514.8
P09455 Retinol-binding protein 1RBP1 4772.824 4782.841 1824.119 0 0 0
P09471 Guanine nucleotide-binding protein G(o) subunit alphaGNAO1 49665.95 53244.6 47142.61 0 0 0
P09486 SPARC SPARC 136526.2 131131.4 183241 4275316 7280123 3400598
P09493 Tropomyosin alpha-1 chainTPM1 251555 267459.2 242066.6 58146.41 51667.28 56522.45
P09496 Clathrin light chain ACLTA 124195.8 181348.2 199592.3 0 0 0
P09497 Clathrin light chain BCLTB 54789.19 67609.7 64464.85 0 0 0
P09525 Annexin A4ANXA4 25849.92 29362.84 29040.56 0 0 0
P09619 Platelet-derived growth factor receptor betaPDGFRB 0 0 0 49292.74 95045.67 44908.23
P09651 Heterogeneous nuclear ribonucleoprotein A1HNRNPA1 51677.91 52966.61 56734.8 279193.2 0 259750.4
P09871 Complement C1s subcomponentC1S 109202.5 122693.1 136112.3 1130071 1684504 1021190
P09874 Poly [ADP-ribose] polymerase 1PARP1 5293.738 5286.859 6411.046 0 0 0
P09960 Leukotriene A-4 hydrolaseLTA4H 20801.59 27897.17 24127.6 0 0 0
P09972 Fructose-bisphosphate aldolase CALDOC 101157.9 103992 91365.46 116641 0 107956.1
P0C0L4 Complement C4-AC4A 298674.3 309157.8 394449.8 3976250 4735114 3259220
P0C0S8 Histone H2A type 1HIST1H2AG15602849 10649732 27210384 1617089 4094493 3721678
P0C2W1 F-box/SPRY domain-containing protein 1FBXO45 2751.729 2422.619 2874.256 0 0 0
P0C7U0 Protein ELFN1ELFN1 0 7163.189 168984.4 1443784 1512039 1313869
P0DMV8 Heat shock 70 kDa protein 1AHSPA1A 243312.4 231179.2 234603.6 568768.5 437351.5 768514.4
P10114 Ras-related protein Rap-2aRAP2A 344807.7 321691.8 314188.3 0 0 0
P10124 Serglycin SRGN 166051.4 145038.2 146956.1 498227.2 710033.3 623048.3
P10145 Interleukin-8CXCL8 33740.48 30182.54 39200.91 1520724 1844316 669054.6
P10155 60 kDa SS-A/Ro ribonucleoproteinTROVE2 4528.78 4618.59 4435.701 0 0 0
P10301 Ras-related protein R-RasRRAS 430326.8 387204.4 362210.5 100126.1 245577.8 34837.4
P10398 Serine/threonine-protein kinase A-RafARAF 33730.57 36973.12 29036.2 0 0 0
P10586 Receptor-type tyrosine-protein phosphatase FPTPRF 94778.95 33898.23 34760.39 0 0 0
P10599 ThioredoxinTXN 119432 79451.83 71937.59 225647.6 0 174902.8
P10619 Lysosomal protective proteinCTSA 7339.859 2688.93 3341.48 0 0 0
P10643 Complement component C7C7 112006.5 113351.7 156437 805346.6 1131515 930895.1



P10646 Tissue factor pathway inhibitorTFPI 1323.767 3789.917 2444.394 26564.4 0 37333.99
P10768 S-formylglutathione hydrolaseESD 51937.04 66809.37 50399.13 0 0 0
P10809 60 kDa heat shock protein, mitochondrialHSPD1 9852.661 7154.553 8767.29 0 0 0
P10915 Hyaluronan and proteoglycan link protein 1HAPLN1 0 2799.836 2176.817 0 269042.9 184374.5
P11021 78 kDa glucose-regulated proteinHSPA5 33478.75 30993.21 26532.06 71909.9 175954.1 114792.6
P11047 Laminin subunit gamma-1LAMC1 262389.9 271018.7 264296.8 769181.1 1185000 722636.9
P11117 Lysosomal acid phosphataseACP2 32071.61 32710.78 36957.84 0 0 0
P11142 Heat shock cognate 71 kDa proteinHSPA8 2711343 2503239 2369818 505054.3 444828.1 651406.8
P11166 Solute carrier family 2, facilitated glucose transporter member 1SLC2A1 1562504 1545666 1366642 389148.1 203733 585202.5
P11169 Solute carrier family 2, facilitated glucose transporter member 3SLC2A3 263938.9 255152.6 224906.3 355022.8 277595.3 663835.8
P11171 Protein 4.1EPB41 53520.95 53793.91 8764.718 0 0 0
P11172 Uridine 5-monophosphate synthaseUMPS 22926.34 23026.65 18945.69 0 0 0
P11177 Pyruvate dehydrogenase E1 component subunit beta, mitochondrialPDHB 42870.14 0 67750.9 216935.8 314982.9 160104.5
P11216 Glycogen phosphorylase, brain formPYGB 127000.2 127686 136071.9 613863.8 0 279215.6
P11233 Ras-related protein Ral-ARALA 457671 365657.6 304302.6 0 0 0
P11279 Lysosome-associated membrane glycoprotein 1LAMP1 133474.3 128179.3 118083.7 0 0 0
P11362 Fibroblast growth factor receptor 1FGFR1 23329.42 22214.34 27870.9 118196.1 179770.2 90240.34
P11387 DNA topoisomerase 1TOP1 22284.46 25765.7 19806.12 0 0 0
P11388 DNA topoisomerase 2-alphaTOP2A 8926.441 11906.63 8429.68 0 0 0
P11413 Glucose-6-phosphate 1-dehydrogenaseG6PD 92559.41 91679.59 104564.1 134576.4 1334118 120024.2
P11717 Cation-independent mannose-6-phosphate receptorIGF2R 154962.8 154212.1 154126.6 424402.3 403580.5 348016.4
P11766 Alcohol dehydrogenase class-3ADH5 92025.27 91040.13 102111.9 81656.02 0 106451.5
P11802 Cyclin-dependent kinase 4CDK4 4719.658 5113.743 4752.214 0 0 0
P11908 Ribose-phosphate pyrophosphokinase 2PRPS2 9574.733 10565.47 20884.52 0 0 0
P11940 Polyadenylate-binding protein 1PABPC1 45481.06 43053.52 43375.31 41435.05 0 25945.5
P12004 Proliferating cell nuclear antigenPCNA 20884.54 18280.86 17961.5 0 0 0
P12081 Histidine--tRNA ligase, cytoplasmicHARS 14505.27 14007.83 13090.62 0 0 0
P12107 Collagen alpha-1(XI) chainCOL11A1 15887.71 13469.25 21892.9 437364.8 787103.4 418072.1
P12109 Collagen alpha-1(VI) chainCOL6A1 434203.4 483034.6 548718.1 26611642 37608784 19312486
P12110 Collagen alpha-2(VI) chainCOL6A2 688619.6 654839.3 920085.7 8113221 12491387 14542009
P12111 Collagen alpha-3(VI) chainCOL6A3 715036.7 698176.7 992105.7 8482742 12983499 16302902
P12259 Coagulation factor VF5 398761.8 392911.9 516528.6 1771764 1797123 1716002
P12268 Inosine-5-monophosphate dehydrogenase 2IMPDH2 56762.98 57921.21 59285.85 22792.53 0 47820.7
P12277 Creatine kinase B-typeCKB 238853.5 226218.7 199916.2 0 0 0
P12532 Creatine kinase U-type, mitochondrialCKMT1A 47920.72 45394.53 44768.22 0 0 0
P12814 Alpha-actinin-1ACTN1 1631021 1287272 1374860 420413 416863.5 151910.5
P12931 Proto-oncogene tyrosine-protein kinase SrcSRC 83000.48 93092.31 79166.42 0 0 0
P12955 Xaa-Pro dipeptidasePEPD 33796.66 28352.3 37331.4 46923.04 77766.69 78194.5
P12956 X-ray repair cross-complementing protein 6XRCC6 16427.61 19146.33 18755.75 0 0 0
P13010 X-ray repair cross-complementing protein 5XRCC5 16091.96 18949.84 18863.23 0 0 0
P13473 Lysosome-associated membrane glycoprotein 2LAMP2 343697.2 380650.7 371173 728902.3 929983.1 380651.4
P13489 Ribonuclease inhibitorRNH1 82251 85903.07 78910.72 0 967384.4 25124.95
P13497 Bone morphogenetic protein 1BMP1 30017.48 29325.88 32617.71 103323.3 84347.03 164019.7
P13535 Myosin-8 MYH8 59625.64 36620.27 9741.907 0 0 0
P13591 Neural cell adhesion molecule 1NCAM1 113392.9 128736.4 147237.4 405040.1 585858.6 315098.7
P13611 Versican core proteinVCAN 31127.99 50309.82 38393.57 1117257 1469838 1261549
P13612 Integrin alpha-4ITGA4 566738.1 567950.5 538285.1 0 27137.66 22112.88
P13639 Elongation factor 2EEF2 449379.5 438703.4 386822.8 212138.2 145287 229210.4
P13645 Keratin, type I cytoskeletal 10KRT10 843123.2 1505597 1372899 6469691 15882172 7045640
P13647 Keratin, type II cytoskeletal 5KRT5 32966 64063.03 48576.67 166713 787060.1 319471.8
P13667 Protein disulfide-isomerase A4PDIA4 3922.58 2707.318 2276.746 0 0 0
P13693 Translationally-controlled tumor proteinTPT1 102736.8 58264.53 84410.52 0 0 0
P13716 Delta-aminolevulinic acid dehydrataseALAD 9837.738 15666.99 16303.73 0 0 0
P13796 Plastin-2 LCP1 122710.1 69666.71 114348.8 0 472448.1 298711
P13797 Plastin-3 PLS3 112406.4 146419.9 111424.1 165890.6 321151.1 164319.5
P13798 Acylamino-acid-releasing enzymeAPEH 29258.04 29893.95 26262.51 203079 255145 130696.7
P13807 Glycogen [starch] synthase, muscleGYS1 10076.19 10097.36 9165.446 0 0 0
P13861 cAMP-dependent protein kinase type II-alpha regulatory subunitPRKAR2A 66728.89 68210.18 60731.44 0 0 0



P13929 Beta-enolaseENO3 559387.3 548708.3 692914.4 656578.9 927322.9 666539
P13984 General transcription factor IIF subunit 2GTF2F2 2834.801 3087.251 4863.234 0 0 0
P14174 Macrophage migration inhibitory factorMIF 525712 450931.8 457265.3 364194.1 633662.8 256857.4
P14314 Glucosidase 2 subunit betaPRKCSH 27319.32 9095.69 14914.35 0 0 0
P14324 Farnesyl pyrophosphate synthaseFDPS 21059.7 11718.15 12430.94 0 0 0
P14384 Carboxypeptidase MCPM 2186.68 3786.9 13141.27 0 0 0
P14543 Nidogen-1NID1 228779.2 317012.5 253096.3 421199.3 854475.1 426171.2
P14550 Alcohol dehydrogenase [NADP(+)]AKR1A1 34214.95 54229.03 56004.05 0 0 0
P14618 Pyruvate kinase PKMPKM 2174561 2260892 2197864 1522820 1172836 1636030
P14625 EndoplasminHSP90B1 45765.21 48207.66 46926.71 142014.2 153715.8 134359.1
P14678 Small nuclear ribonucleoprotein-associated proteins B and BSNRPB 31999.81 27836.26 27744.16 0 0 0
P14780 Matrix metalloproteinase-9MMP9 6336.946 17430.52 10845.83 0 0 0
P14866 Heterogeneous nuclear ribonucleoprotein LHNRNPL 6017.602 5045.017 7643.668 0 0 0
P14923 Junction plakoglobinJUP 12588.59 10982.74 14192.55 0 0 0
P15104 Glutamine synthetaseGLUL 11007.81 12486.19 12592.41 0 0 0
P15121 Aldose reductaseAKR1B1 48726.54 49559.36 48804.96 52623.18 0 40846.57
P15144 Aminopeptidase NANPEP 4306041 4388485 3956607 465741.3 521707.7 541507.1
P15151 Poliovirus receptorPVR 64735.91 58565.63 121245.4 0 0 0
P15169 Carboxypeptidase N catalytic chainCPN1 21396.35 33184.99 33255.28 94620.27 80507.63 69497.42
P15260 Interferon gamma receptor 1IFNGR1 19557.22 15729.27 16871.46 0 0 0
P15374 Ubiquitin carboxyl-terminal hydrolase isozyme L3UCHL3 25528.55 24926.64 17886.82 0 0 0
P15529 Membrane cofactor proteinCD46 197972.2 194847.7 175000.7 0 0 0
P15531 Nucleoside diphosphate kinase ANME1 107885.9 98963.84 100219.9 0 0 0
P15559 NAD(P)H dehydrogenase [quinone] 1NQO1 8417.411 9093.737 10661.03 0 0 0
P15880 40S ribosomal protein S2RPS2 124284.2 120316.1 92468.32 167419.5 0 138721.3
P16035 Metalloproteinase inhibitor 2TIMP2 17206.84 10671.3 25151.07 674719.6 1076181 594139.3
P16070 CD44 antigenCD44 1668030 1505488 1354908 706553.1 1354348 984418.4
P16112 Aggrecan core proteinACAN 26621.29 33737.57 28729.61 482052.2 648320.6 522338.6
P16333 Cytoplasmic protein NCK1NCK1 32804.43 29480.92 27680.71 0 0 0
P16402 Histone H1.3HIST1H1D 2712.008 7680.454 0 217047.5 397714.7 475124.5
P16403 Histone H1.2HIST1H1C 4980.941 18165.04 12470.28 175510.3 210927.8 203434.3
P16885 1-phosphatidylinositol 4,5-bisphosphate phosphodiesterase gamma-2PLCG2 10379.29 28057.75 14771.6 0 0 0
P16930 FumarylacetoacetaseFAH 27265.81 30355.75 33457.72 110371 138357.7 78087.6
P16949 Stathmin STMN1 108396.9 112730.4 95763.18 0 0 0
P16989 Y-box-binding protein 3YBX3 14636.03 19148.17 12614.64 0 0 0
P17066 Heat shock 70 kDa protein 6HSPA6 1825262 1810724 1629733 618722.8 544536.9 756627.7
P17081 Rho-related GTP-binding protein RhoQRHOQ 6469.417 5571.474 7281.602 0 0 0
P17096 High mobility group protein HMG-I/HMG-YHMGA1 3687.919 2192.117 6605.804 0 0 0
P17174 Aspartate aminotransferase, cytoplasmicGOT1 52955.5 68428.13 69003.5 0 0 0
P17301 Integrin alpha-2ITGA2 1009662 984344 883273.1 50015.98 51923 45628.58
P17302 Gap junction alpha-1 proteinGJA1 124116.2 129005.2 148090.5 0 0 0
P17516 Aldo-keto reductase family 1 member C4AKR1C4 6832.339 4223.949 5983.1 0 0 0
P17655 Calpain-2 catalytic subunitCAPN2 65544.27 64223.46 61648.42 10050.96 0 10921.24
P17812 CTP synthase 1CTPS1 20776.92 20517.01 20301.43 0 0 0
P17844 Probable ATP-dependent RNA helicase DDX5DDX5 41271.52 40623.71 20131.07 68812.92 67227.61 67164.85
P17858 ATP-dependent 6-phosphofructokinase, liver typePFKL 45184.76 41476.06 38879.52 99858.99 0 103868.5
P17936 Insulin-like growth factor-binding protein 3IGFBP3 12576.61 6261.276 14508.17 2017370 1273004 1964008
P17948 Vascular endothelial growth factor receptor 1FLT1 31893.48 28433.65 24419.78 0 0 0
P17980 26S protease regulatory subunit 6APSMC3 60037.38 62950.76 63730.88 0 0 0
P17987 T-complex protein 1 subunit alphaTCP1 105662 104974.6 116663.7 130138.4 126603.8 117422.5
P18031 Tyrosine-protein phosphatase non-receptor type 1PTPN1 7576.963 8027.679 7217.724 0 0 0
P18065 Insulin-like growth factor-binding protein 2IGFBP2 27339.62 29786.61 45108.41 1135821 1632740 798135
P18077 60S ribosomal protein L35aRPL35A 15435.44 12092.56 15573.57 0 0 0
P18085 ADP-ribosylation factor 4ARF4 323125.1 320038.6 274515 62027.86 14358.39 78393.39
P18124 60S ribosomal protein L7RPL7 121444.8 115933.3 57083.38 445772.2 0 41926.02
P18206 Vinculin VCL 161814.8 154140.2 166864.2 291263.1 587345.9 255023.1
P18433 Receptor-type tyrosine-protein phosphatase alphaPTPRA 46711.7 43568.67 35359.64 0 0 0
P18621 60S ribosomal protein L17RPL17 69757.83 55763.35 45099.66 200641.6 20258.1 156001.8



P18669 Phosphoglycerate mutase 1PGAM1 259234.5 169318.6 279757.3 0 0 0
P18754 Regulator of chromosome condensationRCC1 2957.087 3815.347 4370.665 0 0 0
P18858 DNA ligase 1LIG1 1384.476 1375.96 1362.402 0 0 0
P19021 Peptidyl-glycine alpha-amidating monooxygenasePAM 7053.125 7126.544 6897.303 0 0 0
P19022 Cadherin-2CDH2 52471.48 47255.59 39384.42 0 0 0
P19338 Nucleolin NCL 40349.73 41763.84 39259.07 228344.8 130208.5 161819.3
P19367 Hexokinase-1HK1 11184.95 12655.81 11544.51 0 0 0
P19387 DNA-directed RNA polymerase II subunit RPB3POLR2C 6881.188 5007.706 6486.116 0 0 0
P19438 Tumor necrosis factor receptor superfamily member 1ATNFRSF1A 9150.521 12225.68 21799.87 0 0 0
P19525 Interferon-induced, double-stranded RNA-activated protein kinaseEIF2AK2 16165.97 16077.09 4678.995 0 0 0
P19623 Spermidine synthaseSRM 32004.71 32804.76 27421.71 0 0 0
P19634 Sodium/hydrogen exchanger 1SLC9A1 14338.58 14316.5 11894.72 0 0 0
P19784 Casein kinase II subunit alphaCSNK2A2 20411.52 21254.77 19425.27 0 0 0
P19823 Inter-alpha-trypsin inhibitor heavy chain H2ITIH2 5457429 5426182 7400795 34503536 42908024 26339244
P19827 Inter-alpha-trypsin inhibitor heavy chain H1ITIH1 662811 564146.3 1614610 3924111 5111713 2982691
P20042 Eukaryotic translation initiation factor 2 subunit 2EIF2S2 11076.61 11605.89 19061.28 75326.13 2296786 23276.21
P20337 Ras-related protein Rab-3BRAB3B 66199.8 77089.81 50154.52 0 0 0
P20338 Ras-related protein Rab-4ARAB4A 9708.833 11137.75 14655.8 0 0 0
P20340 Ras-related protein Rab-6ARAB6A 68230.97 110219 97305.55 0 0 0
P20594 Atrial natriuretic peptide receptor 2NPR2 13676.73 14646.52 11647.71 0 0 0
P20618 Proteasome subunit beta type-1PSMB1 143259.1 131830.8 145013.1 158835 0 119417
P20700 Lamin-B1 LMNB1 13902.63 15405.05 14140.41 0 0 0
P20742 Pregnancy zone proteinPZP 2207538 2024129 2813263 2856046 3205320 2454337
P20774 Mimecan OGN 37575.14 34131.71 21414.67 233844.1 343776.9 154995.6
P20849 Collagen alpha-1(IX) chainCOL9A1 20810.83 19204.69 28521.77 141804.7 173300.7 92944.56
P20908 Collagen alpha-1(V) chainCOL5A1 29241.74 27993.36 31002.68 727181.1 987781.4 637353.9
P20936 Ras GTPase-activating protein 1RASA1 5287.128 5815.677 6560.585 0 0 0
P20962 ParathymosinPTMS 6391.431 6924.742 7793.045 0 0 0
P21127 Cyclin-dependent kinase 11BCDK11B 36944.5 29310.46 36961.09 0 0 0
P21266 Glutathione S-transferase Mu 3GSTM3 28858.66 32648.62 34992.86 0 0 0
P21281 V-type proton ATPase subunit B, brain isoformATP6V1B2 26225.77 27153.32 27066.87 0 0 0
P21283 V-type proton ATPase subunit C 1ATP6V1C1 7909.916 8167.086 7767.062 0 0 0
P21291 Cysteine and glycine-rich protein 1CSRP1 84980.58 87469.35 83442.97 0 0 0
P21333 Filamin-A FLNA 201938.9 180235.9 173953.5 690854.6 670321.5 765811.9
P21359 NeurofibrominNF1 35534.41 34734.56 30708.17 0 0 0
P21399 Cytoplasmic aconitate hydrataseACO1 61015.65 58294.36 57916.84 73739.38 0 88251.52
P21453 Sphingosine 1-phosphate receptor 1S1PR1 14079.01 13827.11 15699.31 4308854 6081246 2831802
P21589 5-nucleotidaseNT5E 155873 169958.6 178985.5 223716.3 251527.7 285565.7
P21810 Biglycan BGN 30743.75 26600.61 56474.4 3712922 6318149 5764266
P21926 CD9 antigenCD9 607472.4 654677.1 547520.1 202728.4 161303.1 221922
P21964 Catechol O-methyltransferaseCOMT 31365.35 29155.12 36800.98 0 0 0
P21980 Protein-glutamine gamma-glutamyltransferase 2TGM2 1095.827 1504.6 0 73070.27 0 106890.9
P22059 Oxysterol-binding protein 1OSBP 19629.51 130455.3 5025.07 0 0 0
P22102 Trifunctional purine biosynthetic protein adenosine-3GART 92760.67 90326.3 81901.11 0 0 0
P22105 Tenascin-XTNXB 2953.698 3181.553 3601.627 133076.1 178456.4 164121.3
P22234 Multifunctional protein ADE2PAICS 107100.2 107599.5 114188 0 0 0
P22303 AcetylcholinesteraseACHE 27053.63 24330.06 17961.6 0 0 0
P22314 Ubiquitin-like modifier-activating enzyme 1UBA1 67495.34 71263.64 76378.48 58141.82 295258.8 75957.52
P22352 Glutathione peroxidase 3GPX3 40674.96 40279.96 40938.83 102954.1 321520.5 142458.1
P22392 Nucleoside diphosphate kinase BNME2 467219.2 448339.9 445903.1 0 99813.16 124463.2
P22413 Ectonucleotide pyrophosphatase/phosphodiesterase family member 1ENPP1 44499.91 43136.04 37395.38 0 0 0
P22626 Heterogeneous nuclear ribonucleoproteins A2/B1HNRNPA2B124031.71 15001.14 26934.31 286667.9 283283.8 208013.1
P22692 Insulin-like growth factor-binding protein 4IGFBP4 20808 11594.88 27173.2 527457.6 935729.9 311529.9
P22694 cAMP-dependent protein kinase catalytic subunit betaPRKACB 28895.26 36778.05 40155.65 0 0 0
P23142 Fibulin-1 FBLN1 186856.3 185248.1 266740.6 4094277 5281919 3169619
P23229 Integrin alpha-6ITGA6 174326.9 176936.4 172621.6 31793.19 50239.89 112400.1
P23246 Splicing factor, proline- and glutamine-richSFPQ 58819.82 25059.12 50038.02 80971.68 0 99451.78
P23258 Tubulin gamma-1 chainTUBG1 14128.34 15955.63 15677.27 0 0 0



P23284 Peptidyl-prolyl cis-trans isomerase BPPIB 56336.99 58585.38 56272.42 66169.91 125086.5 121793.8
P23297 Protein S100-A1S100A1 30644.17 23398.02 33096.2 0 0 0
P23396 40S ribosomal protein S3RPS3 122006 115286 117659.4 285864.1 121836.6 192196.1
P23458 Tyrosine-protein kinase JAK1JAK1 86524.32 82540.41 73327.55 0 0 0
P23468 Receptor-type tyrosine-protein phosphatase deltaPTPRD 58006.56 61018.37 56202.98 0 0 0
P23469 Receptor-type tyrosine-protein phosphatase epsilonPTPRE 13283 16987.94 10073.65 0 0 0
P23470 Receptor-type tyrosine-protein phosphatase gammaPTPRG 40483.37 39884.71 36271.8 0 0 0
P23471 Receptor-type tyrosine-protein phosphatase zetaPTPRZ1 3769.577 3778.1 4271.455 15068.59 22215.65 0
P23526 AdenosylhomocysteinaseAHCY 567316.3 588292.7 678983.9 433160.9 399695.3 450404.5
P23528 Cofilin-1 CFL1 3532851 3335559 2637645 353840.9 230560.1 369754.2
P23588 Eukaryotic translation initiation factor 4BEIF4B 3005.857 3767.909 3544.085 0 0 0
P23677 Inositol-trisphosphate 3-kinase AITPKA 3148.011 3628.016 4165.306 0 0 0
P23919 Thymidylate kinaseDTYMK 67149.72 67972.13 66070.04 0 0 0
P23921 Ribonucleoside-diphosphate reductase large subunitRRM1 61215.11 64621.39 77627.86 32617.52 0 40310.43
P24043 Laminin subunit alpha-2LAMA2 45457.39 46769.24 46127.98 61991.2 66399.36 19241.04
P24386 Rab proteins geranylgeranyltransferase component A 1CHM 7081.992 8327.18 3284.627 0 0 0
P24394 Interleukin-4 receptor subunit alphaIL4R 16569.71 9633.532 13532.49 0 0 0
P24534 Elongation factor 1-betaEEF1B2 92760.78 31003.77 87696.65 0 0 0
P24666 Low molecular weight phosphotyrosine protein phosphataseACP1 69359.24 66307.55 73483.86 0 0 0
P24821 Tenascin TNC 119927.9 109347.5 148830.2 1014257 1299209 1850307
P24941 Cyclin-dependent kinase 2CDK2 233664.1 235614.6 203436.6 0 0 0
P25098 Beta-adrenergic receptor kinase 1ADRBK1 15999.99 16007.92 15300.66 0 0 0
P25116 Proteinase-activated receptor 1F2R 43445.62 41304.69 36658.55 0 0 0
P25205 DNA replication licensing factor MCM3MCM3 10900.69 11199.41 12168.09 0 0 0
P25325 3-mercaptopyruvate sulfurtransferaseMPST 21393.39 20527.61 23680.02 0 0 0
P25391 Laminin subunit alpha-1LAMA1 81804.8 84088.16 85485.34 72692.16 21761.62 15202.79
P25398 40S ribosomal protein S12RPS12 14798.36 18930.99 16296.54 26241.1 0 29554.4
P25685 DnaJ homolog subfamily B member 1DNAJB1 13751.73 13541.57 10256.79 0 0 0
P25786 Proteasome subunit alpha type-1PSMA1 74368.35 67136.15 99074.22 155388.7 72433.41 176696.1
P25787 Proteasome subunit alpha type-2PSMA2 42391.9 22565.85 54589.14 60645.3 0 71392.14
P25788 Proteasome subunit alpha type-3PSMA3 56716.36 51097.89 67266.71 96510.58 48027.72 73604.73
P25789 Proteasome subunit alpha type-4PSMA4 243925.5 241996.5 297530.6 183114.4 0 181164.6
P26006 Integrin alpha-3ITGA3 548641.3 534405.8 476519.9 65444 95352.14 98118.67
P26022 Pentraxin-related protein PTX3PTX3 175182.4 147850.2 217663.1 5258973 5900698 4052882
P26038 Moesin MSN 3311767 3245841 3067309 175839.6 143079.8 142847.2
P26232 Catenin alpha-2CTNNA2 34102.47 37230.55 28735.49 0 0 0
P26358 DNA (cytosine-5)-methyltransferase 1DNMT1 6229.929 8609.217 9202.223 0 0 0
P26368 Splicing factor U2AF 65 kDa subunitU2AF2 7982.995 7939.718 7896.79 0 55446.54 27127.76
P26373 60S ribosomal protein L13RPL13 54178.68 47616.16 55531.46 109179.1 0 92670.12
P26583 High mobility group protein B2HMGB2 6809.559 6310.305 7611.938 200395.9 0 265663.4
P26639 Threonine--tRNA ligase, cytoplasmicTARS 64432.39 69404.98 71497.41 0 0 0
P26640 Valine--tRNA ligaseVARS 31031.32 30282.8 33440.88 34824.42 0 3077459
P26641 Elongation factor 1-gammaEEF1G 160334.8 166125.9 130297.1 143115.5 0 121053.2
P26927 Hepatocyte growth factor-like proteinMST1 58335.46 54299.87 77651.38 496300.6 651340.6 337064.9
P27105 Erythrocyte band 7 integral membrane proteinSTOM 185684.1 135528.2 153076.2 90858.41 377093.6 537546.1
P27348 14-3-3 protein thetaYWHAQ 308826.7 292402.8 321685.1 0 81860.28 193102.2
P27361 Mitogen-activated protein kinase 3MAPK3 9732.484 8531.196 14843.14 0 0 0
P27448 MAP/microtubule affinity-regulating kinase 3MARK3 31490.96 29735.19 26807.77 0 0 0
P27635 60S ribosomal protein L10RPL10 9308.512 27428.69 0 370579.1 0 196406.8
P27658 Collagen alpha-1(VIII) chainCOL8A1 3016.81 2566.205 0 106448 0 114843
P27694 Replication protein A 70 kDa DNA-binding subunitRPA1 7552.458 8940.097 7204.613 0 0 0
P27695 DNA-(apurinic or apyrimidinic site) lyaseAPEX1 4695.581 7964.373 8685.086 0 0 0
P27701 CD82 antigenCD82 470344.4 464133.5 474329.4 336899.3 360719.3 285588.5
P27708 CAD proteinCAD 121080.2 104121.2 151215.7 98922.84 36475.49 102711
P27816 Microtubule-associated protein 4MAP4 4009.459 3360.061 4199.01 0 0 0
P27986 Phosphatidylinositol 3-kinase regulatory subunit alphaPIK3R1 12822.73 6281.726 9734.533 0 0 0
P28065 Proteasome subunit beta type-9PSMB9 3295.465 5542.842 981.8821 48954.49 0 34380
P28066 Proteasome subunit alpha type-5PSMA5 116033.7 124084.2 142086.9 59979.58 0 88638.95



P28070 Proteasome subunit beta type-4PSMB4 105795.1 70795.49 65547.66 0 0 0
P28072 Proteasome subunit beta type-6PSMB6 113092.8 99943.1 108460.5 0 0 0
P28074 Proteasome subunit beta type-5PSMB5 87010.83 97325.89 124769.8 88018.07 0 80479.29
P28340 DNA polymerase delta catalytic subunitPOLD1 126199 120325.3 303412.3 0 0 0
P28482 Mitogen-activated protein kinase 1MAPK1 9663.09 10609.94 17198.35 0 0 0
P28827 Receptor-type tyrosine-protein phosphatase muPTPRM 26400.93 39566.26 43332.05 0 0 0
P28838 Cytosol aminopeptidaseLAP3 8667.288 8859.294 9394.686 0 0 0
P29218 Inositol monophosphatase 1IMPA1 22474.43 21583.66 20289.65 0 0 0
P29279 Connective tissue growth factorCTGF 250001.4 189784.3 271716 653843.9 183631.5 555122.1
P29317 Ephrin type-A receptor 2EPHA2 183128.9 184250.1 165098.4 220922.2 122074 0
P29323 Ephrin type-B receptor 2EPHB2 80847.69 84013.85 71628.56 0 0 0
P29353 SHC-transforming protein 1SHC1 1118.223 1321.258 3800.431 0 0 0
P29373 Cellular retinoic acid-binding protein 2CRABP2 28758.84 29583.01 42207.52 0 0 0
P29401 TransketolaseTKT 76947.53 59905.1 82285.6 41212.16 105995.6 0
P29597 Non-receptor tyrosine-protein kinase TYK2TYK2 18416.27 18058.32 17419.93 624058.2 420228.9 221371.3
P29692 Elongation factor 1-deltaEEF1D 42238.5 37988.91 32373.99 0 0 0
P29966 Myristoylated alanine-rich C-kinase substrateMARCKS 585363.9 817655.5 855201.3 145674.5 218640.9 173402
P30041 Peroxiredoxin-6PRDX6 330974.2 346297.6 325798.3 259275.2 386791.8 203849.8
P30044 Peroxiredoxin-5, mitochondrialPRDX5 91115.11 90572.88 85953.5 18218.36 0 28496.21
P30046 D-dopachrome decarboxylaseDDT 48175.3 50564.66 80489.84 0 0 0
P30050 60S ribosomal protein L12RPL12 45886.82 43855.21 43431.68 65994.09 38388.59 59679.95
P30085 UMP-CMP kinaseCMPK1 47799.12 50768.02 44973.64 0 66511.83 18704.8
P30086 Phosphatidylethanolamine-binding protein 1PEBP1 102572.2 89844.1 80956.58 864857.3 749178.4 378717.7
P30101 Protein disulfide-isomerase A3PDIA3 20344.7 21156.39 20954.79 117309.3 106873.5 101523
P30260 Cell division cycle protein 27 homologCDC27 3836.85 3330.99 3222.542 0 0 0
P30530 Tyrosine-protein kinase receptor UFOAXL 36530.15 33484.78 86457.89 0 0 0
P30566 Adenylosuccinate lyaseADSL 15836.91 16228.97 14415.16 0 0 0
P30613 Pyruvate kinase PKLRPKLR 12472.59 14388.37 13292.7 0 0 0
P30626 Sorcin SRI 174439.5 160505.6 158114.5 53859.1 0 121597.1
P30825 High affinity cationic amino acid transporter 1SLC7A1 317088.3 273609.4 288341 0 0 0
P30876 DNA-directed RNA polymerase II subunit RPB2POLR2B 9069.708 5233.447 6327.32 0 0 0
P31146 Coronin-1ACORO1A 14867.01 19086.17 19274.7 46749.95 0 73769.52
P31150 Rab GDP dissociation inhibitor alphaGDI1 39428.62 40732.27 38662.2 0 0 0
P31151 Protein S100-A7S100A7 0 6571.135 68214.88 69399.45 0 377961.9
P31323 cAMP-dependent protein kinase type II-beta regulatory subunitPRKAR2B 13864.87 22949.46 22746.01 0 0 0
P31350 Ribonucleoside-diphosphate reductase subunit M2RRM2 29652.97 31828.51 21205.64 0 0 0
P31431 Syndecan-4SDC4 932008.1 887749.9 765806 278091 341028.8 188536.7
P31641 Sodium- and chloride-dependent taurine transporterSLC6A6 208750.4 225182.6 193144.2 0 0 0
P31689 DnaJ homolog subfamily A member 1DNAJA1 137367.2 132480 142788 0 0 0
P31749 RAC-alpha serine/threonine-protein kinaseAKT1 11623.66 10728.7 9195.713 0 0 0
P31939 Bifunctional purine biosynthesis protein PURHATIC 136393.5 137801.7 133328.4 66230.28 0 78304.53
P31946 14-3-3 protein beta/alphaYWHAB 1487788 1302901 1420271 457719.9 665098 334443.9
P31948 Stress-induced-phosphoprotein 1STIP1 47251.4 47934.93 41455.84 0 53418.32 39852.93
P31949 Protein S100-A11S100A11 92609.4 90579.77 74448.42 0 0 0
P32119 Peroxiredoxin-2PRDX2 124896.9 37985.19 56066.01 874579.1 2926373 696385.6
P32121 Beta-arrestin-2ARRB2 14030.74 14347.3 11473.9 0 0 0
P32754 4-hydroxyphenylpyruvate dioxygenaseHPD 10108.37 16269.61 20645.22 82480.48 0 29991.63
P32856 Syntaxin-2STX2 25070.3 25514.55 25689.71 0 0 0
P32929 Cystathionine gamma-lyaseCTH 3031.116 3120.146 1964.149 0 0 0
P32969 60S ribosomal protein L9RPL9 14992.88 9667.371 13989.59 0 0 0
P32970 CD70 antigenCD70 87878.7 85822.01 87573.87 0 0 0
P33121 Long-chain-fatty-acid--CoA ligase 1ACSL1 6131.029 10545.73 6222.228 0 0 0
P33151 Cadherin-5CDH5 21131.63 16795.39 25167.44 0 0 0
P33176 Kinesin-1 heavy chainKIF5B 41789.19 38997.11 33950.85 20263.89 0 97795.73
P33316 Deoxyuridine 5-triphosphate nucleotidohydrolase, mitochondrialDUT 68390.14 58249.77 70173.48 0 0 0
P33527 Multidrug resistance-associated protein 1ABCC1 27046.61 35977.91 26107.52 0 0 0
P33908 Mannosyl-oligosaccharide 1,2-alpha-mannosidase IAMAN1A1 13268.09 16263.67 8548.771 0 0 0
P33991 DNA replication licensing factor MCM4MCM4 13203.59 35296.54 26697.95 0 0 0



P33993 DNA replication licensing factor MCM7MCM7 7480.018 8401.94 8283.792 0 0 0
P34096 Ribonuclease 4RNASE4 25916.49 55479.34 78799.86 394484.2 899940.6 176979
P34810 MacrosialinCD68 26623.2 23829.88 24259.97 0 0 0
P34896 Serine hydroxymethyltransferase, cytosolicSHMT1 2795.367 8057.241 7389.356 0 0 0
P34897 Serine hydroxymethyltransferase, mitochondrialSHMT2 18903.75 16770.21 15097.12 0 0 0
P34913 Bifunctional epoxide hydrolase 2EPHX2 19730.54 18096.55 23392.5 0 0 0
P35052 Glypican-1GPC1 464633.8 470309.6 388622.2 374183.1 449793.3 346271.7
P35080 Profilin-2 PFN2 177153.5 165108 156367.4 0 0 0
P35222 Catenin beta-1CTNNB1 218222.7 218113.8 193836.7 1837456 0 259060.6
P35237 Serpin B6 SERPINB6 23095.93 20239.37 23209.21 0 0 0
P35240 Merlin NF2 30589.43 29773.34 28554.66 0 0 0
P35241 Radixin RDX 11674039 12040106 10426629 590720.6 0 491819.5
P35249 Replication factor C subunit 4RFC4 7639.227 8899.927 7883.316 0 0 0
P35250 Replication factor C subunit 2RFC2 6876.766 7892.565 6676.007 0 0 0
P35268 60S ribosomal protein L22RPL22 54380 58881.79 43815.88 0 0 0
P35354 Prostaglandin G/H synthase 2PTGS2 7051.1 3198.456 2796.361 0 0 0
P35367 Histamine H1 receptorHRH1 19142.36 15659.81 22017.63 0 0 0
P35442 Thrombospondin-2THBS2 312506.6 286563.8 361508.3 12761292 16182934 18263486
P35443 Thrombospondin-4THBS4 244322.3 238632.8 500335.6 4121698 5082330 3146594
P35520 Cystathionine beta-synthaseCBS 9155.757 9973.041 6954.328 0 0 0
P35527 Keratin, type I cytoskeletal 9KRT9 68079.08 138127.1 88918.57 1450968 1080219 952070.8
P35555 Fibrillin-1 FBN1 11472.07 10436.49 11454.57 736185.1 819462.9 334094.3
P35573 Glycogen debranching enzymeAGL 7669.777 7300.216 8509.054 31137.61 0 22176.75
P35579 Myosin-9 MYH9 105033.2 109749.8 101047.5 1586663 1109664 2097555
P35580 Myosin-10MYH10 21396.45 20884.98 20917.27 25781.76 0 41446.24
P35590 Tyrosine-protein kinase receptor Tie-1TIE1 15019.71 20994.79 19143.96 75566.35 151418.4 75198.24
P35606 Coatomer subunit betaCOPB2 25992.44 26533.77 18938.63 199634.6 0 51834.25
P35609 Alpha-actinin-2ACTN2 6182.233 8751.242 6000.094 0 0 0
P35611 Alpha-adducinADD1 18400.9 19508.09 17332.95 0 0 0
P35613 Basigin BSG 2796074 2601753 2574789 111841.6 370525.9 229997.5
P35637 RNA-binding protein FUSFUS 656.3418 949.5368 982.4919 0 0 0
P35659 Protein DEKDEK 3654.717 6412.455 6146.479 0 0 0
P35754 Glutaredoxin-1GLRX 38207.89 38279.6 34984.61 27107.58 0 21645.74
P35813 Protein phosphatase 1APPM1A 10862.02 15310.34 13317.37 0 0 0
P35858 Insulin-like growth factor-binding protein complex acid labile subunitIGFALS 14425.52 20172.28 27117.75 157362.4 0 137216
P35908 Keratin, type II cytoskeletal 2 epidermalKRT2 300333.8 813002.1 612862.1 3921650 4317927 3845191
P35998 26S protease regulatory subunit 7PSMC2 43676.42 62664.58 73020.03 130122.5 0 114981.1
P36383 Gap junction gamma-1 proteinGJC1 64676.75 57073.8 60841.4 0 0 0
P36404 ADP-ribosylation factor-like protein 2ARL2 13668.66 13928.68 14882.96 0 0 0
P36507 Dual specificity mitogen-activated protein kinase kinase 2MAP2K2 19632.41 13360.1 18452.63 0 0 0
P36578 60S ribosomal protein L4RPL4 101175.2 111443.4 48389.89 439432.4 163174.8 164768.5
P36639 7,8-dihydro-8-oxoguanine triphosphataseNUDT1 10641.45 12795.19 12732.64 0 0 0
P36871 Phosphoglucomutase-1PGM1 29650.13 35263.84 35628.2 70538.02 0 57453.18
P36894 Bone morphogenetic protein receptor type-1ABMPR1A 20567.06 19248.63 15717.92 0 0 0
P36896 Activin receptor type-1BACVR1B 10459.79 5626.749 9606.875 0 0 0
P36897 TGF-beta receptor type-1TGFBR1 38731.53 32284.74 32415.27 0 0 0
P36915 Guanine nucleotide-binding protein-like 1GNL1 8255.161 6253.688 7698.381 0 0 0
P36941 Tumor necrosis factor receptor superfamily member 3LTBR 23655.72 41670.96 38283.34 0 0 0
P36955 Pigment epithelium-derived factorSERPINF1 717322.6 681092 952768.6 6594453 9604032 5833403
P36969 Phospholipid hydroperoxide glutathione peroxidase, mitochondrialGPX4 13526.63 12529.72 15661.9 0 0 0
P37173 TGF-beta receptor type-2TGFBR2 11767.33 10778.83 8961.181 0 0 0
P37235 Hippocalcin-like protein 1HPCAL1 23907.62 22974.07 18400.56 0 0 0
P37802 Transgelin-2TAGLN2 300879.8 300655 303936.3 535100.7 755208.1 510033.4
P37837 TransaldolaseTALDO1 35393.66 34400.63 32940.98 36514.13 0 19887
P38606 V-type proton ATPase catalytic subunit AATP6V1A 27692.71 26885.82 26002.32 0 0 0
P38646 Stress-70 protein, mitochondrialHSPA9 9891.303 10238.11 7698.904 0 0 0
P38919 Eukaryotic initiation factor 4A-IIIEIF4A3 30407.4 31866.76 33019.71 0 0 0
P39023 60S ribosomal protein L3RPL3 43698.73 35385.48 26855.36 301901 0 143680.8



P39059 Collagen alpha-1(XV) chainCOL15A1 13881.52 14064.61 21347.51 299284.7 425056.8 527137.8
P39060 Collagen alpha-1(XVIII) chainCOL18A1 27190.72 38239.04 46983.71 152962.1 246012.4 199019.7
P39656 Dolichyl-diphosphooligosaccharide--protein glycosyltransferase 48 kDa subunitDDOST 8008.86 9256.522 5817.031 0 0 0
P39748 Flap endonuclease 1FEN1 20970.69 10122.68 11027.96 0 0 0
P40121 Macrophage-capping proteinCAPG 11916.52 16661.21 10957.68 0 0 0
P40123 Adenylyl cyclase-associated protein 2CAP2 15076.79 13125.08 11673.48 0 0 0
P40189 Interleukin-6 receptor subunit betaIL6ST 28596.85 26874.38 27437.05 0 0 0
P40227 T-complex protein 1 subunit zetaCCT6A 61407.16 53409.42 62511.23 36129.03 0 26595.21
P40261 Nicotinamide N-methyltransferaseNNMT 901470.7 913259.6 700146.3 128469.6 0 19585.66
P40429 60S ribosomal protein L13aRPL13A 78398.63 90048.03 54935.95 374509.3 125134.8 187870.9
P40616 ADP-ribosylation factor-like protein 1ARL1 29685.28 30293.18 27943.67 0 0 0
P40763 Signal transducer and activator of transcription 3STAT3 6819.661 6958.905 7424.647 0 0 0
P40818 Ubiquitin carboxyl-terminal hydrolase 8USP8 17515.62 17116.28 15983.46 0 0 0
P40925 Malate dehydrogenase, cytoplasmicMDH1 80397.47 94369.52 87551.37 83937.3 76213.53 46654.41
P40937 Replication factor C subunit 5RFC5 1815.882 1696.585 1452.854 0 0 0
P40938 Replication factor C subunit 3RFC3 5320.766 5134.731 5497.268 0 0 0
P41091 Eukaryotic translation initiation factor 2 subunit 3EIF2S3 29328.53 19000.34 46474.12 0 0 0
P41221 Protein Wnt-5aWNT5A 26922.45 8045.867 16174.58 200939.4 197744.2 462463.6
P41227 N-alpha-acetyltransferase 10NAA10 5500.567 6299.499 6567.567 0 0 0
P41240 Tyrosine-protein kinase CSKCSK 13715.51 12226.19 14333.92 0 0 0
P41250 Glycine--tRNA ligaseGARS 36000.23 38298.39 33183.24 86277.4 0 78438.21
P41252 Isoleucine--tRNA ligase, cytoplasmicIARS 32089.05 30598.56 39959.36 73344.55 0 47734.98
P41440 Folate transporter 1SLC19A1 100204.9 110274.1 111975.1 0 0 0
P41743 Protein kinase C iota typePRKCI 52312.89 43059.55 39755.03 0 0 0
P42025 Beta-centractinACTR1B 31003.24 31672.98 32124.29 0 0 0
P42166 Lamina-associated polypeptide 2, isoform alphaTMPO 2285.93 3229.697 33941.52 0 0 0
P42229 Signal transducer and activator of transcription 5ASTAT5A 7886.298 6149.54 6814.457 0 0 0
P42285 Superkiller viralicidic activity 2-like 2SKIV2L2 1472.843 1253.255 1329.052 0 0 0
P42336 Phosphatidylinositol 4,5-bisphosphate 3-kinase catalytic subunit alpha isoformPIK3CA 3586.386 3992.896 3371.67 0 0 0
P42345 Serine/threonine-protein kinase mTORMTOR 29331.96 30336.91 28346.55 0 0 0
P42356 Phosphatidylinositol 4-kinase alphaPI4KA 49124.78 40473.19 42308.54 0 0 0
P42704 Leucine-rich PPR motif-containing protein, mitochondrialLRPPRC 12942.58 16760.35 1739.361 0 0 0
P42766 60S ribosomal protein L35RPL35 36111.62 33002.69 17717.81 83681.4 0 68882.77
P42858 HuntingtinHTT 5657.713 6256.326 6780.435 0 0 0
P42892 Endothelin-converting enzyme 1ECE1 26451.55 32661.33 22450.95 0 0 0
P43007 Neutral amino acid transporter ASLC1A4 208222.1 201141.8 197525.4 84354.33 69500.54 160293.5
P43034 Platelet-activating factor acetylhydrolase IB subunit alphaPAFAH1B1 62973.39 45593.6 47829.24 0 106988.5 140059.1
P43121 Cell surface glycoprotein MUC18MCAM 56888.41 47324.07 44489.8 0 0 0
P43246 DNA mismatch repair protein Msh2MSH2 8075.029 6895.141 7530.083 0 0 0
P43250 G protein-coupled receptor kinase 6GRK6 16665.66 16682.11 14869.37 0 0 0
P43487 Ran-specific GTPase-activating proteinRANBP1 48922.02 55432.18 35946.98 0 0 0
P43490 Nicotinamide phosphoribosyltransferaseNAMPT 21398.85 25495.73 22012.1 0 0 0
P43652 Afamin AFM 356036.3 715567.3 1025683 5852610 8279819 3657650
P45877 Peptidyl-prolyl cis-trans isomerase CPPIC 5784.928 5902.411 8440.591 22691.54 0 14425.15
P45880 Voltage-dependent anion-selective channel protein 2VDAC2 1491.421 4066.146 4980.331 0 0 0
P46019 Phosphorylase b kinase regulatory subunit alpha, liver isoformPHKA2 2592.138 2023.873 2749.859 0 0 0
P46060 Ran GTPase-activating protein 1RANGAP1 20882.15 19435.88 20783.25 0 0 0
P46063 ATP-dependent DNA helicase Q1RECQL 8610.291 6896.357 5134.626 0 0 0
P46108 Adapter molecule crkCRK 16537.1 17278.27 11891.01 0 0 0
P46109 Crk-like proteinCRKL 42047 41878 38630.55 0 0 0
P46379 Large proline-rich protein BAG6BAG6 7691.73 12096.14 17070.12 0 0 0
P46531 Neurogenic locus notch homolog protein 1NOTCH1 6923.657 9320.405 8136.783 0 0 0
P46734 Dual specificity mitogen-activated protein kinase kinase 3MAP2K3 3206.673 10123.54 12675.79 0 0 0
P46776 60S ribosomal protein L27aRPL27A 197672 170159 101234.2 363245.3 0 244713.4
P46778 60S ribosomal protein L21RPL21 16042.35 28580.33 20855.61 44947.46 0 25222.69
P46779 60S ribosomal protein L28RPL28 11398.94 8992.952 10432.35 0 0 0
P46781 40S ribosomal protein S9RPS9 194786.3 216093.4 170276.8 286528.7 0 212652.6
P46783 40S ribosomal protein S10RPS10 13641.02 3690.124 22122.71 0 0 0



P46926 Glucosamine-6-phosphate isomerase 1GNPDA1 25811.36 11431.51 38885.9 0 0 0
P46939 Utrophin UTRN 21771.42 23197.9 21068.11 0 0 0
P46940 Ras GTPase-activating-like protein IQGAP1IQGAP1 339740.3 331100.7 353268 946158.3 3378706 751005.9
P46952 3-hydroxyanthranilate 3,4-dioxygenaseHAAO 34636.03 0 36279.78 154607 233416.2 0
P47755 F-actin-capping protein subunit alpha-2CAPZA2 249074.7 262877.9 223947.7 257106.1 340079.7 255140.5
P47895 Aldehyde dehydrogenase family 1 member A3ALDH1A3 29027.59 30395.67 26542.73 0 0 0
P47914 60S ribosomal protein L29RPL29 43234.61 38734.45 25113.9 226760.7 0 122028.7
P47929 Galectin-7 LGALS7 8256.094 16841.57 8812.322 82412.69 0 124450
P48029 Sodium- and chloride-dependent creatine transporter 1SLC6A8 20296.44 17268.24 16977.81 0 0 0
P48059 LIM and senescent cell antigen-like-containing domain protein 1LIMS1 113672.2 129151 146090.4 267761.3 131554.8 389170.4
P48060 Glioma pathogenesis-related protein 1GLIPR1 19148.36 16876.49 16220.96 0 0 0
P48067 Sodium- and chloride-dependent glycine transporter 1SLC6A9 10038.46 12966.45 13623.92 0 0 0
P48147 Prolyl endopeptidasePREP 22475.03 27829.35 23413.46 0 0 0
P48163 NADP-dependent malic enzymeME1 20316.46 16033.1 1663.74 0 0 0
P48449 Lanosterol synthaseLSS 82676.38 72946.42 7106.087 0 0 0
P48506 Glutamate--cysteine ligase catalytic subunitGCLC 10485.36 11792.8 9587.11 0 54635.28 29257.06
P48507 Glutamate--cysteine ligase regulatory subunitGCLM 28812.53 27455.9 27030.01 93683.2 25525.57 118412.3
P48509 CD151 antigenCD151 1229945 680427.5 1312156 86873.29 0 162621.3
P48556 26S proteasome non-ATPase regulatory subunit 8PSMD8 14619.35 20908.58 21860.07 0 0 0
P48643 T-complex protein 1 subunit epsilonCCT5 54803.85 40518.79 56937.8 68410.31 0 74324.78
P48723 Heat shock 70 kDa protein 13HSPA13 64361.91 18570.69 18523.8 112141.1 196403.3 101769.1
P48729 Casein kinase I isoform alphaCSNK1A1 19828.92 21593.97 18131.48 0 0 0
P48730 Casein kinase I isoform deltaCSNK1D 13996.88 19125.25 13546.95 0 0 0
P48735 Isocitrate dehydrogenase [NADP], mitochondrialIDH2 1964.843 2608.079 2213.171 0 0 0
P48736 Phosphatidylinositol 4,5-bisphosphate 3-kinase catalytic subunit gamma isoformPIK3CG 8108.986 9185.395 10445.05 0 0 0
P48739 Phosphatidylinositol transfer protein beta isoformPITPNB 52083.38 48074.86 45004.8 0 0 0
P48740 Mannan-binding lectin serine protease 1MASP1 32180.23 16866.11 32581.33 544179.4 468809.7 546199.8
P48960 CD97 antigenCD97 60958.88 62855.26 56501.46 0 0 0
P49023 Paxillin PXN 8854.212 12107.32 8433.752 0 0 0
P49189 4-trimethylaminobutyraldehyde dehydrogenaseALDH9A1 43871.32 39163.85 49037.48 52866.31 0 39805
P49257 Protein ERGIC-53LMAN1 30434.08 29455.45 26438.24 0 0 0
P49327 Fatty acid synthaseFASN 176310.2 169428.8 204065 341196.7 296635.1 22849.91
P49368 T-complex protein 1 subunit gammaCCT3 153116.2 152563.3 169169.6 251895.5 307944.7 226285.9
P49419 Alpha-aminoadipic semialdehyde dehydrogenaseALDH7A1 16786.64 13052.17 15800.4 0 0 0
P49458 Signal recognition particle 9 kDa proteinSRP9 19471.38 20162.71 19231.41 0 0 0
P49589 Cysteine--tRNA ligase, cytoplasmicCARS 23645.4 20110.19 17286.85 0 0 0
P49591 Serine--tRNA ligase, cytoplasmicSARS 93523.41 92865.55 93221.33 165330.3 0 69157.27
P49642 DNA primase small subunitPRIM1 2384.919 2828.288 3513.458 0 0 0
P49721 Proteasome subunit beta type-2PSMB2 106251.2 101033.9 121856.4 107652.7 153592.3 124003.8
P49736 DNA replication licensing factor MCM2MCM2 6254.597 6361.117 7336.646 0 0 0
P49746 Thrombospondin-3THBS3 306084.3 307646.4 420117.3 3353682 1933116 1242553
P49747 Cartilage oligomeric matrix proteinCOMP 82534.63 78965.99 115334.2 474714.5 842766 542616.3
P49756 RNA-binding protein 25RBM25 6722.559 7173.258 9961.418 0 0 0
P49757 Protein numb homologNUMB 57881.11 59186.73 43296.98 0 0 0
P49773 Histidine triad nucleotide-binding protein 1HINT1 35204.43 28767.38 28270.36 0 0 0
P49795 Regulator of G-protein signaling 19RGS19 83890.52 79367.48 83866.33 0 0 0
P49840 Glycogen synthase kinase-3 alphaGSK3A 5082.756 5696.216 2793.087 0 0 0
P49841 Glycogen synthase kinase-3 betaGSK3B 4202.666 4461.722 3136.881 0 0 0
P49902 Cytosolic purine 5-nucleotidaseNT5C2 18062.09 16210.5 14984.78 0 0 0
P49915 GMP synthase [glutamine-hydrolyzing]GMPS 63483.11 66488.95 62751.54 55682.5 28037.98 64366.95
P49959 Double-strand break repair protein MRE11AMRE11A 2007.486 5883.25 5228.863 0 0 0
P50148 Guanine nucleotide-binding protein G(q) subunit alphaGNAQ 422929.5 455005.3 404573.1 0 0 0
P50150 Guanine nucleotide-binding protein G(I)/G(S)/G(O) subunit gamma-4GNG4 87441.73 62785.22 90010.98 0 0 0
P50151 Guanine nucleotide-binding protein G(I)/G(S)/G(O) subunit gamma-10GNG10 293203 286466.6 313646.3 0 0 0
P50281 Matrix metalloproteinase-14MMP14 159112.7 156209.2 138976.2 14407011 17113416 6649655
P50395 Rab GDP dissociation inhibitor betaGDI2 268706.1 270500.3 250087.4 201159.8 289885.8 165554.2
P50443 Sulfate transporterSLC26A2 43137.51 45056.08 39097.89 0 0 0
P50454 Serpin H1 SERPINH1 12283.42 12881.87 13134.04 92115.6 0 58914.52



P50479 PDZ and LIM domain protein 4PDLIM4 20542.83 9707.508 18358.49 0 0 0
P50502 Hsc70-interacting proteinST13 89489.25 92321.56 81601.88 174720 113459.3 144820.3
P50570 Dynamin-2DNM2 35119.41 33620.13 32563.08 42013.88 14185.54 80349.38
P50583 Bis(5-nucleosyl)-tetraphosphatase [asymmetrical]NUDT2 7226.916 7080.926 7269.183 10972.29 0 12644.83
P50748 Kinetochore-associated protein 1KNTC1 10174.54 6527.131 6931.543 0 0 0
P50897 Palmitoyl-protein thioesterase 1PPT1 20354.17 18451.44 11438.85 0 0 0
P50914 60S ribosomal protein L14RPL14 140533.3 147550 94273.45 535075.2 0 202625.1
P50990 T-complex protein 1 subunit thetaCCT8 145260.4 141788.4 146112 67177.52 69977.49 176332.5
P50991 T-complex protein 1 subunit deltaCCT4 169511.3 157933.6 173796.7 129441.5 52399.73 139428.4
P50995 Annexin A11ANXA11 506660.9 483501.9 502869.3 111385.3 81562.49 167797.1
P51148 Ras-related protein Rab-5CRAB5C 702735.3 686781.4 683213.1 0 0 0
P51149 Ras-related protein Rab-7aRAB7A 1091709 1053675 986073.9 167883.9 150092 231399.6
P51151 Ras-related protein Rab-9ARAB9A 20135.46 19712.33 13365.32 0 0 0
P51159 Ras-related protein Rab-27ARAB27A 34726.34 31503.49 28697.03 0 0 0
P51178 1-phosphatidylinositol 4,5-bisphosphate phosphodiesterase delta-1PLCD1 5178.86 4943.55 9051.53 0 0 0
P51570 GalactokinaseGALK1 103881.2 108566 128865.6 216940 0 310678.4
P51572 B-cell receptor-associated protein 31BCAP31 11267.15 7257.913 12055.49 0 0 0
P51580 Thiopurine S-methyltransferaseTPMT 11201.4 10597.25 12338.28 0 0 0
P51668 Ubiquitin-conjugating enzyme E2 D1UBE2D1 12096.6 12621.43 10760.16 0 0 0
P51674 Neuronal membrane glycoprotein M6-aGPM6A 61218.56 60704.75 58413.63 0 0 0
P51797 Chloride transport protein 6CLCN6 9083.168 8760.947 8381.09 0 0 0
P51798 H(+)/Cl(-) exchange transporter 7CLCN7 6652.594 6596.673 5700.028 0 0 0
P51809 Vesicle-associated membrane protein 7VAMP7 24992.21 27380.83 18070.37 0 0 0
P51812 Ribosomal protein S6 kinase alpha-3RPS6KA3 18360.34 20540.01 9787.271 0 0 0
P51828 Adenylate cyclase type 7ADCY7 10999.24 9545.063 10081.38 0 0 0
P51884 Lumican LUM 409843.3 412555.9 626848.3 5233277 7073753 2957281
P52209 6-phosphogluconate dehydrogenase, decarboxylatingPGD 65995.03 70056.84 62347.21 0 60463.39 59889.23
P52272 Heterogeneous nuclear ribonucleoprotein MHNRNPM 17545.69 10537.85 9179.9 0 0 0
P52292 Importin subunit alpha-1KPNA2 75173.29 74962.46 63842.36 0 0 0
P52294 Importin subunit alpha-5KPNA1 8740.892 6548.583 6069.178 0 0 0
P52306 Rap1 GTPase-GDP dissociation stimulator 1RAP1GDS1 8746.048 7823.974 264324.6 0 0 0
P52569 Cationic amino acid transporter 2SLC7A2 92405.88 104249.2 117677.1 0 0 0
P52594 Arf-GAP domain and FG repeat-containing protein 1AGFG1 25128.07 27334.77 31441.32 0 0 0
P52655 Transcription initiation factor IIA subunit 1GTF2A1 8711.167 11910 7074.404 0 0 0
P52701 DNA mismatch repair protein Msh6MSH6 15850.48 12020.85 11999.66 0 0 0
P52758 Ribonuclease UK114HRSP12 10160.4 9671.941 16697.44 62007.31 80021.64 37036.96
P52789 Hexokinase-2HK2 11037.78 10863.3 7725.922 0 0 0
P52799 Ephrin-B2 EFNB2 14468.85 13653.49 14793.56 0 0 0
P52823 Stanniocalcin-1STC1 0 0 0 108828.1 111768 47332.22
P52888 Thimet oligopeptidaseTHOP1 11380.39 9589.72 9742.567 0 0 0
P52907 F-actin-capping protein subunit alpha-1CAPZA1 303901.6 296001.9 242199.8 78834.39 117225.8 123305.7
P53004 Biliverdin reductase ABLVRA 30767.21 27189.34 30572.52 0 0 0
P53384 Cytosolic Fe-S cluster assembly factor NUBP1NUBP1 7324.387 7044.364 10049.1 0 0 0
P53396 ATP-citrate synthaseACLY 79852.66 83301.63 89141.04 127618.5 70695.2 122859
P53621 Coatomer subunit alphaCOPA 13756.92 13897.77 11355.79 51662.27 0 17481.03
P53634 Dipeptidyl peptidase 1CTSC 39932.71 40223.91 54466.84 291105.8 605369.6 322451.3
P53675 Clathrin heavy chain 2CLTCL1 47883.61 38406.57 50099.5 0 0 0
P53680 AP-2 complex subunit sigmaAP2S1 63691.2 67629.27 66106.4 12192.28 0 14399.82
P53794 Sodium/myo-inositol cotransporterSLC5A3 84414.74 90742.07 89560.56 0 0 0
P53801 Pituitary tumor-transforming gene 1 protein-interacting proteinPTTG1IP 755788.6 689983.2 644428.4 0 0 0
P54136 Arginine--tRNA ligase, cytoplasmicRARS 60911.13 58983.97 62471.68 0 0 0
P54252 Ataxin-3 ATXN3 8464.431 7076.626 9429.407 0 0 0
P54289 Voltage-dependent calcium channel subunit alpha-2/delta-1CACNA2D1 60837.35 59918.35 68665.7 130190.4 168615.8 75846.95
P54577 Tyrosine--tRNA ligase, cytoplasmicYARS 4752309 33025.7 43107.62 0 25972.88 2.32E+08
P54578 Ubiquitin carboxyl-terminal hydrolase 14USP14 46671.21 48425.78 46052.98 0 0 0
P54619 5-AMP-activated protein kinase subunit gamma-1PRKAG1 7673.13 9317.71 11823.03 0 0 0
P54652 Heat shock-related 70 kDa protein 2HSPA2 4028717 3896790 3455992 1022708 834494.4 1333530
P54687 Branched-chain-amino-acid aminotransferase, cytosolicBCAT1 22180.82 28241.44 18825.49 0 0 0



P54727 UV excision repair protein RAD23 homolog BRAD23B 36251.02 34183.25 26513.34 0 0 0
P54760 Ephrin type-B receptor 4EPHB4 215235.3 224945.2 209064.7 0 0 0
P54764 Ephrin type-A receptor 4EPHA4 12550.2 13137.86 8577.389 0 0 0
P54852 Epithelial membrane protein 3EMP3 95368.49 125755.7 87132.06 0 0 0
P55001 Microfibrillar-associated protein 2MFAP2 11511.91 11613.31 15206.2 57025.92 132073.6 59632.9
P55011 Solute carrier family 12 member 2SLC12A2 44207.81 41151.49 36658.7 0 0 0
P55039 Developmentally-regulated GTP-binding protein 2DRG2 7338.25 8114.146 7591.102 0 0 0
P55058 Phospholipid transfer proteinPLTP 4515.894 17125.04 15596.48 0 0 0
P55072 Transitional endoplasmic reticulum ATPaseVCP 234438.7 219419.1 270544.4 601210.6 702868.1 434573.7
P55082 Microfibril-associated glycoprotein 3MFAP3 27961.71 33419.82 11897.84 0 0 0
P55085 Proteinase-activated receptor 2F2RL1 41302.2 41041.79 41805.88 0 0 0
P55196 Afadin MLLT4 145138.4 129714.2 123137.4 0 0 0
P55263 Adenosine kinaseADK 90343.61 87128.39 95820.41 81258.3 74845.74 107763.4
P55268 Laminin subunit beta-2LAMB2 0 0 0 240018.3 299273.3 269564.7
P55285 Cadherin-6CDH6 8974.295 9176.19 16025.94 263199.5 355019.1 180554.9
P55287 Cadherin-11CDH11 13763.77 23572.3 28573.01 51290.77 137032.8 63581.63
P55290 Cadherin-13CDH13 69006.82 65259.14 73271.69 313293 335220.8 271303.9
P55854 Small ubiquitin-related modifier 3SUMO3 118085.5 140055.2 132955.2 0 83022.21 36787.14
P55884 Eukaryotic translation initiation factor 3 subunit BEIF3B 46325.28 49490.45 47352.94 49992.45 0 58704.16
P56192 Methionine--tRNA ligase, cytoplasmicMARS 45412.5 30527.98 54982.08 0 0 0
P56537 Eukaryotic translation initiation factor 6EIF6 59415.63 58402.25 53838.92 0 0 0
P56545 C-terminal-binding protein 2CTBP2 6184.859 5764.435 6291.619 0 0 0
P56557 Transmembrane protein 50BTMEM50B 11004.83 9917.006 10656.79 0 0 0
P56559 ADP-ribosylation factor-like protein 4CARL4C 2071.729 2752.304 2597.038 0 0 0
P56945 Breast cancer anti-estrogen resistance protein 1BCAR1 5453.484 6618.924 7275.281 0 0 0
P57075 Ubiquitin-associated and SH3 domain-containing protein AUBASH3A 190448.2 188122.2 186554.9 0 0 0
P57087 Junctional adhesion molecule BJAM2 14615.16 11406.89 11165.04 0 0 0
P57088 Transmembrane protein 33TMEM33 10089.5 5206.209 9235.5 0 0 0
P57737 Coronin-7 CORO7 18372.98 14379.39 13488.54 0 0 0
P57764 Gasdermin-DGSDMD 44236.64 43978.59 25436.34 0 0 0
P58546 MyotrophinMTPN 31687.86 30289.22 29328.36 0 0 0
P59768 Guanine nucleotide-binding protein G(I)/G(S)/G(O) subunit gamma-2GNG2 72627.31 72684.46 75343.32 0 0 0
P59998 Actin-related protein 2/3 complex subunit 4ARPC4 546434.8 550923.9 429952.3 0 83282.08 79696.24
P60033 CD81 antigenCD81 9180990 8083270 8601820 1900062 1581627 3493846
P60174 Triosephosphate isomeraseTPI1 873439.4 875483.8 890705.8 612185.1 791724.8 478278.5
P60228 Eukaryotic translation initiation factor 3 subunit EEIF3E 22124.94 22061.78 20291.72 0 34705.58 46802.96
P60468 Protein transport protein Sec61 subunit betaSEC61B 7120.533 10247.23 6004.925 0 0 0
P60510 Serine/threonine-protein phosphatase 4 catalytic subunitPPP4C 6144.028 5590.85 4779.335 0 0 0
P60520 Gamma-aminobutyric acid receptor-associated protein-like 2GABARAPL246389.82 37595.43 36205.27 0 0 0
P60660 Myosin light polypeptide 6MYL6 281194.1 278378.6 253769.2 710507.8 645990.9 834062.3
P60709 Actin, cytoplasmic 1ACTB 14243921 15145455 14161980 6261976 7845540 5209281
P60763 Ras-related C3 botulinum toxin substrate 3RAC3 3050777 3000850 2935979 487732.5 501458.9 874617.4
P60842 Eukaryotic initiation factor 4A-IEIF4A1 668411.2 663240.4 617589.4 274392.6 309223.2 259137.9
P60866 40S ribosomal protein S20RPS20 52559.8 39343.82 40132.35 43334.54 0 43740.13
P60900 Proteasome subunit alpha type-6PSMA6 77575.3 77354.95 89368.62 89078.78 82337.61 75443.92
P60903 Protein S100-A10S100A10 539297.3 509740.5 471190.2 0 0 0
P60953 Cell division control protein 42 homologCDC42 531263.4 635027.7 538824.9 141234.6 55109.74 193880.1
P60981 Destrin DSTN 429548.7 440206.7 398469.8 240116 0 247415.7
P60983 Glia maturation factor betaGMFB 67418.47 60795.49 54834.76 0 0 0
P61011 Signal recognition particle 54 kDa proteinSRP54 5156.412 5500.787 0 145157.8 0 217647.1
P61019 Ras-related protein Rab-2ARAB2A 296640.4 272412.6 263321.6 87045.52 160335.3 91564.16
P61020 Ras-related protein Rab-5BRAB5B 38847.45 37612.67 35828.55 0 0 0
P61026 Ras-related protein Rab-10RAB10 507322.5 464808.2 594733.6 103561.3 122831.8 244707.1
P61077 Ubiquitin-conjugating enzyme E2 D3UBE2D3 147926.7 147275.3 174801.1 0 0 0
P61081 NEDD8-conjugating enzyme Ubc12UBE2M 109254.2 110481.5 117685.8 0 0 0
P61086 Ubiquitin-conjugating enzyme E2 KUBE2K 42111.9 26166.86 31883.46 0 0 0
P61088 Ubiquitin-conjugating enzyme E2 NUBE2N 135403.6 125248.4 85138.89 0 0 0
P61106 Ras-related protein Rab-14RAB14 90537.01 92180.95 80637.11 0 0 0



P61160 Actin-related protein 2ACTR2 216555.9 216722.7 183366.5 62835.01 0 45822.85
P61163 Alpha-centractinACTR1A 36116.54 37448.34 62829.45 0 0 0
P61204 ADP-ribosylation factor 3ARF3 1050299 1045676 1069877 417896.3 304944.6 432398.3
P61221 ATP-binding cassette sub-family E member 1ABCE1 37301.73 37763.85 42494.39 0 0 0
P61224 Ras-related protein Rap-1bRAP1B 1045838 1617043 1320353 951262.6 1428546 480165.9
P61247 40S ribosomal protein S3aRPS3A 90407.03 104816.7 86737.74 145218.5 46896.07 115120.1
P61289 Proteasome activator complex subunit 3PSME3 10470.94 9097.298 9078.174 0 0 0
P61313 60S ribosomal protein L15RPL15 109833.3 60277.35 130109.2 206750.1 0 139648.8
P61353 60S ribosomal protein L27RPL27 18293.08 20620.24 8542.936 160842 0 185503.7
P61421 V-type proton ATPase subunit d 1ATP6V0D1 14852.18 18211.41 13940.13 0 0 0
P61457 Pterin-4-alpha-carbinolamine dehydratasePCBD1 6006.209 5179.166 7003.997 0 0 0
P61586 Transforming protein RhoARHOA 183585.8 178978.3 199630.5 0 0 0
P61587 Rho-related GTP-binding protein RhoERND3 15134.39 15014.74 15043.41 0 0 0
P61758 Prefoldin subunit 3VBP1 42169.45 36221.02 44521.74 0 0 0
P61764 Syntaxin-binding protein 1STXBP1 30417.3 30805.01 33281.04 0 0 0
P61769 Beta-2-microglobulinB2M 125055.9 102698 61280.75 876844.1 1359867 630079.4
P61923 Coatomer subunit zeta-1COPZ1 9037.488 9798.712 6611.071 0 0 0
P61960 Ubiquitin-fold modifier 1UFM1 9853.445 14937.61 11461.99 0 0 0
P61966 AP-1 complex subunit sigma-1AAP1S1 17270.79 18081.53 17013.43 0 0 0
P61970 Nuclear transport factor 2NUTF2 44060.55 42301.69 47265.5 0 0 0
P61978 Heterogeneous nuclear ribonucleoprotein KHNRNPK 54067.92 63271.64 61591.28 0 95889.98 23617.05
P61981 14-3-3 protein gammaYWHAG 434417.7 390502.4 389770.7 155837.7 175087.5 149514.7
P62070 Ras-related protein R-Ras2RRAS2 54905.03 58098.03 65837.03 0 0 0
P62079 Tetraspanin-5TSPAN5 75064.06 74266.53 132525.9 0 0 0
P62140 Serine/threonine-protein phosphatase PP1-beta catalytic subunitPPP1CB 54444.11 51999.54 50453.96 40180.05 0 35705.42
P62158 CalmodulinCALM1 2699979 2641173 2314734 782175.1 927278.9 665159.1
P62166 Neuronal calcium sensor 1NCS1 53323.02 54814.75 47200.98 0 0 0
P62191 26S protease regulatory subunit 4PSMC1 75097.64 77134.24 72785.37 45534.24 39560.24 69532.2
P62195 26S protease regulatory subunit 8PSMC5 16772.83 19972.85 20897.58 42887.3 0 39157.28
P62241 40S ribosomal protein S8RPS8 230510.4 237089.1 122213.8 472493.3 241984.1 265366.6
P62249 40S ribosomal protein S16RPS16 99307.05 91550.59 100391.3 234529.9 0 221601.8
P62256 Ubiquitin-conjugating enzyme E2 HUBE2H 651.2461 17494.94 1099.573 0 0 0
P62258 14-3-3 protein epsilonYWHAE 982014.2 931389.8 811181.6 211570.7 366755.4 138827.3
P62263 40S ribosomal protein S14RPS14 49732.34 54325.73 45141.75 105136.9 93636.84 129242.1
P62266 40S ribosomal protein S23RPS23 40842.17 45253.61 32684.03 45551.25 0 49588.64
P62269 40S ribosomal protein S18RPS18 57583.52 58399.34 61814.75 140462.4 90347.64 163563.9
P62277 40S ribosomal protein S13RPS13 31558.9 33353.04 26647.39 87283.6 61189.55 75518.88
P62280 40S ribosomal protein S11RPS11 43247.3 55674.29 59930.99 93967.92 0 81768.91
P62306 Small nuclear ribonucleoprotein FSNRPF 8891.437 8473.638 8678.691 0 0 0
P62310 U6 snRNA-associated Sm-like protein LSm3LSM3 20358.38 20578.78 16727.62 0 0 0
P62318 Small nuclear ribonucleoprotein Sm D3SNRPD3 17878.46 20340.5 19297.43 53257.95 0 39733.36
P62328 Thymosin beta-4TMSB4X 42426.6 41356.95 46743.44 0 411711.1 180083
P62330 ADP-ribosylation factor 6ARF6 402994.8 383906.4 341634.4 68841.8 0 42646.13
P62333 26S protease regulatory subunit 10BPSMC6 48036.09 46155.38 53453.44 172746 0 111203.6
P62424 60S ribosomal protein L7aRPL7A 85263.25 86920.47 71739.77 193385.7 110345.1 151183.5
P62633 Cellular nucleic acid-binding proteinCNBP 72422.82 70945.67 68694.66 0 0 0
P62701 40S ribosomal protein S4, X isoformRPS4X 46274.2 52568.11 47222.36 172884.6 0 134552.5
P62736 Actin, aortic smooth muscleACTA2 1069810 1127318 977674.3 546390 757150.4 623295.3
P62745 Rho-related GTP-binding protein RhoBRHOB 16569.37 101265.1 66814.63 0 0 0
P62750 60S ribosomal protein L23aRPL23A 9765.542 2427.965 0 10187.77 0 14947.42
P62753 40S ribosomal protein S6RPS6 105206.3 100675.7 67615 419110.5 0 225311.6
P62805 Histone H4HIST1H4A 12646569 14402630 15429954 1319124 5238356 2664199
P62820 Ras-related protein Rab-1ARAB1A 1440589 1412406 1316655 1081687 1032340 1383776
P62826 GTP-binding nuclear protein RanRAN 462883.6 429987.9 462293.9 471053.1 268026.7 583597.5
P62829 60S ribosomal protein L23RPL23 37224.36 25328.45 21352.37 0 0 0
P62834 Ras-related protein Rap-1ARAP1A 325459.9 326477.4 299998.9 73275.25 0 85352.38
P62841 40S ribosomal protein S15RPS15 3077.422 2619.534 7029.281 0 0 0
P62847 40S ribosomal protein S24RPS24 38983.51 40872.03 30875.99 0 0 0



P62851 40S ribosomal protein S25RPS25 17899.9 20247 12195.62 84136.37 26728.56 52238.82
P62854 40S ribosomal protein S26RPS26 157678.4 148477.2 105058.4 192189.6 0 243160.2
P62857 40S ribosomal protein S28RPS28 115905.9 111478.8 97150.36 83164.5 116205.3 56583.36
P62873 Guanine nucleotide-binding protein G(I)/G(S)/G(T) subunit beta-1GNB1 900910.4 838073.6 805890 0 0 0
P62877 E3 ubiquitin-protein ligase RBX1RBX1 8452.905 11389.48 12106.42 0 0 0
P62879 Guanine nucleotide-binding protein G(I)/G(S)/G(T) subunit beta-2GNB2 2250715 2273586 1477535 418117.8 285086.9 422605.3
P62899 60S ribosomal protein L31RPL31 17024.65 16836.69 23304.86 0 0 0
P62906 60S ribosomal protein L10aRPL10A 57085.67 49524.57 47402.39 167471.6 0 140242.3
P62917 60S ribosomal protein L8RPL8 51250.99 57033.64 20446.21 244910.3 147052.3 161696.1
P62937 Peptidyl-prolyl cis-trans isomerase APPIA 2158438 2091197 1853758 679068.9 738548 484851.5
P62942 Peptidyl-prolyl cis-trans isomerase FKBP1AFKBP1A 205291.6 309503.4 213848.4 718601.1 951429 469706.2
P62979 Ubiquitin-40S ribosomal protein S27aRPS27A 8734137 8635324 8777780 5457158 5896259 4741509
P62993 Growth factor receptor-bound protein 2GRB2 55200.62 53912.91 49386.64 0 0 0
P62995 Transformer-2 protein homolog betaTRA2B 10403.72 11645.56 8647.525 530145.9 843934.4 670002.1
P63010 AP-2 complex subunit betaAP2B1 73228.8 62587.03 60150.06 145662 0 64156.13
P63096 Guanine nucleotide-binding protein G(i) subunit alpha-1GNAI1 49945.08 69017.04 50474.87 0 0 0
P63098 Calcineurin subunit B type 1PPP3R1 39874.96 49728.18 41359.32 0 0 0
P63104 14-3-3 protein zeta/deltaYWHAZ 650263.2 542450.6 461486.9 217797.2 353191.5 247508.4
P63165 Small ubiquitin-related modifier 1SUMO1 11461.38 12684.16 8408.303 0 0 0
P63167 Dynein light chain 1, cytoplasmicDYNLL1 13991.32 15893 15196.4 0 0 0
P63173 60S ribosomal protein L38RPL38 9914.51 8751.33 8472.256 0 0 0
P63208 S-phase kinase-associated protein 1SKP1 110588.8 105789 103404.8 0 0 0
P63218 Guanine nucleotide-binding protein G(I)/G(S)/G(O) subunit gamma-5GNG5 136372.5 138451.9 156881.9 0 0 0
P63244 Guanine nucleotide-binding protein subunit beta-2-like 1GNB2L1 67391.63 67025.38 75133.67 67212.32 0 58400.58
P63261 Actin, cytoplasmic 2ACTG1 1708002 1191062 1442109 359404.6 364770.3 0
P63279 SUMO-conjugating enzyme UBC9UBE2I 28119.97 28397.7 28496.65 0 0 0
P67775 Serine/threonine-protein phosphatase 2A catalytic subunit alpha isoformPPP2CA 206244.9 213219.1 178561.3 162806.2 142829.9 141568.3
P67809 Nuclease-sensitive element-binding protein 1YBX1 38459.79 30590.14 27701.62 0 0 0
P67870 Casein kinase II subunit betaCSNK2B 79187.59 84190.92 72595.71 134752.7 0 78242.53
P67936 Tropomyosin alpha-4 chainTPM4 278973.3 263483.9 260093.4 664716.5 824317.3 424795.4
P68036 Ubiquitin-conjugating enzyme E2 L3UBE2L3 40589.93 41494.47 37014.74 0 0 0
P68104 Elongation factor 1-alpha 1EEF1A1 2980547 2924158 2649892 2665316 2023420 2707649
P68363 Tubulin alpha-1B chainTUBA1B 2036896 1956375 2059270 14435993 5758159 17968256
P68366 Tubulin alpha-4A chainTUBA4A 355450.4 315721.7 340827.6 4405745 4899424 10116559
P68371 Tubulin beta-4B chainTUBB4B 1301613 1201666 1257260 3311132 1586903 4510178
P68400 Casein kinase II subunit alphaCSNK2A1 66434.24 46325.83 43696.3 55528.15 35800.42 76615.82
P68402 Platelet-activating factor acetylhydrolase IB subunit betaPAFAH1B2 24485.34 17996.34 16032.5 0 0 0
P68431 Histone H3.1HIST1H3A 5419.544 4500.853 3240.767 0 0 0
P69891 Hemoglobin subunit gamma-1HBG1 21290046 22325190 29510474 1.62E+08 1.78E+08 1.57E+08
P69905 Hemoglobin subunit alphaHBA1 6335963 5738111 7285479 44398616 40482928 43246024
P78310 Coxsackievirus and adenovirus receptorCXADR 44774.28 27064.35 49558.82 0 0 0
P78324 Tyrosine-protein phosphatase non-receptor type substrate 1SIRPA 2534.379 3050.114 3055.742 0 0 0
P78344 Eukaryotic translation initiation factor 4 gamma 2EIF4G2 40562.71 36879.16 35315.05 0 0 0
P78356 Phosphatidylinositol 5-phosphate 4-kinase type-2 betaPIP4K2B 11127.5 11251.39 9985.688 0 0 0
P78371 T-complex protein 1 subunit betaCCT2 119448.8 124766 139654.4 177742.1 0 187005.8
P78509 Reelin RELN 4575.363 9204.396 9414.576 0 0 0
P78527 DNA-dependent protein kinase catalytic subunitPRKDC 45100.39 44179.64 51193.51 1202790 2386365 812444.3
P78536 Disintegrin and metalloproteinase domain-containing protein 17ADAM17 13009.88 26066.11 16860.21 0 0 0
P78539 Sushi repeat-containing protein SRPXSRPX 322248.9 318791.8 283035 389804.3 232763.3 283262.5
P78552 Interleukin-13 receptor subunit alpha-1IL13RA1 14544.26 15305.67 9638.896 0 0 0
P80162 C-X-C motif chemokine 6CXCL6 0 0 0 3016109 2149925 1037208
P80723 Brain acid soluble protein 1BASP1 1047194 1834839 1843298 378723.9 700093.6 450837.5
P83731 60S ribosomal protein L24RPL24 20802.56 19773.67 20490.21 51250.79 0 32660.62
P84022 Mothers against decapentaplegic homolog 3SMAD3 26380.3 37360.91 34332.88 0 0 0
P84085 ADP-ribosylation factor 5ARF5 19726.32 13828.78 23958.87 0 0 0
P84090 Enhancer of rudimentary homologERH 44798.67 43626 39598.39 0 0 0
P84095 Rho-related GTP-binding protein RhoGRHOG 457651.9 442307.4 487567.9 14677.78 0 33250.8
P84098 60S ribosomal protein L19RPL19 40038.22 44803.41 14701.82 613335.1 0 167605.1



P84103 Serine/arginine-rich splicing factor 3SRSF3 53451.89 55138.33 41088.93 280170.1 250698.9 235834.3
P86790 Vacuolar fusion protein CCZ1 homolog BCCZ1B 5482.636 7347.539 9207.359 0 0 0
P98095 Fibulin-2 FBLN2 30712.96 33108.81 44534.77 0 0 0
P98155 Very low-density lipoprotein receptorVLDLR 15913.5 15801.36 12787.12 0 0 0
P98160 Basement membrane-specific heparan sulfate proteoglycan core proteinHSPG2 219168.9 248984.8 178548.2 403314.8 502427 701589.1
P98172 Ephrin-B1 EFNB1 349983.9 342810.7 268609.7 0 0 0
P98194 Calcium-transporting ATPase type 2C member 1ATP2C1 32999.45 33021.87 34066.22 0 0 0
P98196 Probable phospholipid-transporting ATPase IHATP11A 213049.6 206940.3 139779.5 8535011 11612708 4439523
P98198 Phospholipid-transporting ATPase IDATP8B2 11824.56 18765.09 14941.6 0 0 0
P99999 Cytochrome cCYCS 2920.682 3854.759 3626.338 0 0 0
Q00013 55 kDa erythrocyte membrane proteinMPP1 21290.36 21068.63 7267.303 0 0 0
Q00169 Phosphatidylinositol transfer protein alpha isoformPITPNA 18775.72 11043.29 8349.547 0 0 0
Q00266 S-adenosylmethionine synthase isoform type-1MAT1A 22078.02 24858.65 24425.84 0 0 0
Q00341 Vigilin HDLBP 19071.64 16835.82 1654.017 0 0 0
Q00534 Cyclin-dependent kinase 6CDK6 6057.43 14899.38 14154.94 0 0 0
Q00535 Cyclin-dependent-like kinase 5CDK5 4953.514 17325.27 4685.543 0 0 0
Q00537 Cyclin-dependent kinase 17CDK17 24299.43 23836.75 20722.32 0 0 0
Q00577 Transcriptional activator protein Pur-alphaPURA 11267.65 8941.1 9093.983 0 0 0
Q00610 Clathrin heavy chain 1CLTC 742904.2 708280.5 840289 470776.2 624443.8 568830.6
Q00688 Peptidyl-prolyl cis-trans isomerase FKBP3FKBP3 2482.183 2956.27 2222.776 0 0 0
Q00796 Sorbitol dehydrogenaseSORD 55925.72 56904.2 53353.53 0 0 0
Q01082 Spectrin beta chain, non-erythrocytic 1SPTBN1 87384.93 87798.87 57584.35 6173.706 0 32380.52
Q01105 Protein SETSET 25018.81 26440.63 24813.76 133960 0 74832.05
Q01130 Serine/arginine-rich splicing factor 2SRSF2 31312.49 35507.8 43663.32 246599.6 0 162563
Q01433 AMP deaminase 2AMPD2 31047.33 25144.48 25496.75 47425.62 0 46546.25
Q01469 Fatty acid-binding protein, epidermalFABP5 198221.5 186869 219581.2 266190.1 151779.6 124789.8
Q01518 Adenylyl cyclase-associated protein 1CAP1 322608.9 326478.3 289650.3 157799.9 137914.4 166223.9
Q01581 Hydroxymethylglutaryl-CoA synthase, cytoplasmicHMGCS1 73968.66 77088.48 77790.57 0 0 0
Q01628 Interferon-induced transmembrane protein 3IFITM3 77410.53 73526.37 70650.82 27576.04 0 46307.61
Q01629 Interferon-induced transmembrane protein 2IFITM2 70251.63 67708.8 66889.65 0 0 0
Q01650 Large neutral amino acids transporter small subunit 1SLC7A5 704307.9 713232 687927.6 0 0 0
Q01813 ATP-dependent 6-phosphofructokinase, platelet typePFKP 69471.39 73030.27 66446.45 63212.09 0 74323.12
Q01970 1-phosphatidylinositol 4,5-bisphosphate phosphodiesterase beta-3PLCB3 32658.24 28884.6 27519.64 0 0 0
Q01974 Tyrosine-protein kinase transmembrane receptor ROR2ROR2 16985.28 15962.26 15605.98 0 0 0
Q02241 Kinesin-like protein KIF23KIF23 129557.4 111666.1 118955.8 0 0 0
Q02790 Peptidyl-prolyl cis-trans isomerase FKBP4FKBP4 23621.24 22156.92 25283.57 0 0 0
Q02809 Procollagen-lysine,2-oxoglutarate 5-dioxygenase 1PLOD1 5940.784 5526.483 8395.998 138342.7 165899.1 140330.6
Q02818 Nucleobindin-1NUCB1 8178.85 5976.336 10034.65 134929.5 173293.9 115882
Q02878 60S ribosomal protein L6RPL6 21665.35 21676.16 15300.06 123840.5 24586.78 26101.67
Q02880 DNA topoisomerase 2-betaTOP2B 4315.163 5364.06 7651.334 0 0 0
Q02952 A-kinase anchor protein 12AKAP12 110973.7 102306.8 98238.21 0 0 0
Q03113 Guanine nucleotide-binding protein subunit alpha-12GNA12 28385.79 36480.36 27618.8 0 0 0
Q03135 Caveolin-1CAV1 22960.76 42718.13 18425.09 0 0 0
Q03169 Tumor necrosis factor alpha-induced protein 2TNFAIP2 4299.382 6758.688 5870.63 0 0 0
Q03181 Peroxisome proliferator-activated receptor deltaPPARD 1382024 1412161 1520314 95690448 1.2E+08 55573584
Q03405 Urokinase plasminogen activator surface receptorPLAUR 100382.8 135165.8 136371.9 0 0 0
Q03426 Mevalonate kinaseMVK 6463.75 6539.639 6188.786 0 0 0
Q04206 Transcription factor p65RELA 41549.05 16043.44 16426.07 0 0 0
Q04446 1,4-alpha-glucan-branching enzymeGBE1 12930.96 12883.88 15311.29 0 0 0
Q04637 Eukaryotic translation initiation factor 4 gamma 1EIF4G1 10376.41 10340.55 11456.06 0 0 0
Q04756 Hepatocyte growth factor activatorHGFAC 194989.4 211279.7 263617.8 572580.1 1077806 727438.1
Q04771 Activin receptor type-1ACVR1 47789.55 45670.77 44040.74 0 0 0
Q04917 14-3-3 protein etaYWHAH 137669.1 112800.5 124005.8 41405.19 0 52227.13
Q05193 Dynamin-1DNM1 9666.969 7845.513 6539.436 0 0 0
Q05397 Focal adhesion kinase 1PTK2 19297.88 35176.93 30832.17 0 0 0
Q05519 Serine/arginine-rich splicing factor 11SRSF11 23777.55 26331.98 57984.04 133929 128881.6 91454.57
Q05639 Elongation factor 1-alpha 2EEF1A2 36309.28 45262.17 40749.14 0 0 0
Q05655 Protein kinase C delta typePRKCD 16993.75 19657.53 17626.26 0 0 0



Q06033 Inter-alpha-trypsin inhibitor heavy chain H3ITIH3 798618.1 730263.6 1043166 5470790 6167389 3656485
Q06124 Tyrosine-protein phosphatase non-receptor type 11PTPN11 18855.7 16682.28 20538.71 0 0 0
Q06203 AmidophosphoribosyltransferasePPAT 40803 35690.18 78344.38 2732075 3298194 1831235
Q06210 Glutamine--fructose-6-phosphate aminotransferase [isomerizing] 1GFPT1 20805.78 24691.53 24052.68 77428.16 286029.8 26590.38
Q06265 Exosome complex component RRP45EXOSC9 1578.692 1491.53 1899.39 0 0 0
Q06323 Proteasome activator complex subunit 1PSME1 52867.49 47184.03 48040.46 15101.39 0 6016.05
Q06418 Tyrosine-protein kinase receptor TYRO3TYRO3 9206.602 6149.745 7114.884 0 0 0
Q06481 Amyloid-like protein 2APLP2 9787.177 16119.1 14397.96 0 0 0
Q06828 FibromodulinFMOD 53181.96 65445.42 76135.14 472282 639771.8 355573.4
Q06830 Peroxiredoxin-1PRDX1 451835.6 427795.7 389257.4 861762.8 1150091 615647
Q07020 60S ribosomal protein L18RPL18 146768.2 141249.2 87121.98 295541.5 0 165165.9
Q07021 Complement component 1 Q subcomponent-binding protein, mitochondrialC1QBP 28818.52 26719.15 22144.97 0 0 0
Q07065 Cytoskeleton-associated protein 4CKAP4 6851.082 6140.705 5097.701 0 0 0
Q07157 Tight junction protein ZO-1TJP1 30779.71 26809.79 26682.71 0 0 0
Q07352 Zinc finger protein 36, C3H1 type-like 1ZFP36L1 9490.103 10209.95 8905.653 0 0 0
Q07617 Sperm-associated antigen 1SPAG1 13571.55 12623.04 12452.77 0 0 0
Q07812 Apoptosis regulator BAXBAX 19404.77 15295.06 17901.61 0 0 0
Q07954 Prolow-density lipoprotein receptor-related protein 1LRP1 244118 215861.6 243186.1 206711 227710.2 205834.2
Q07955 Serine/arginine-rich splicing factor 1SRSF1 31794.45 33904.33 32514.42 0 0 0
Q07960 Rho GTPase-activating protein 1ARHGAP1 27042.61 29377.86 26374.72 0 0 0
Q08170 Serine/arginine-rich splicing factor 4SRSF4 23439.42 19641.67 56587.17 0 0 0
Q08209 Serine/threonine-protein phosphatase 2B catalytic subunit alpha isoformPPP3CA 168638.4 166016.3 160152.8 0 0 0
Q08257 Quinone oxidoreductaseCRYZ 6050.297 7349.273 7677.097 0 0 0
Q08357 Sodium-dependent phosphate transporter 2SLC20A2 25876.7 26350.62 47225.72 0 0 0
Q08380 Galectin-3-binding proteinLGALS3BP 61241.78 83436.55 72899.27 902531.9 560760.2 1261738
Q08431 LactadherinMFGE8 612598.1 720747.5 759273.6 1901814 1495151 3789209
Q08629 Testican-1 SPOCK1 74565.45 68742.36 64183.66 370466.2 697844.5 330086.3
Q08722 Leukocyte surface antigen CD47CD47 861895.1 796076.8 791722.6 0 0 0
Q08752 Peptidyl-prolyl cis-trans isomerase DPPID 24261.47 24278.48 21314.8 0 0 0
Q08AM6 Protein VAC14 homologVAC14 1751.354 4017.062 2824.938 0 0 0
Q08J23 tRNA (cytosine(34)-C(5))-methyltransferaseNSUN2 11244.01 11756.63 13874.6 0 0 0
Q09666 Neuroblast differentiation-associated protein AHNAKAHNAK 913184.3 926263.4 847314.8 0 165102.5 56424.61
Q0VAQ4 Small cell adhesion glycoproteinSMAGP 25516.76 27652.48 23204.69 0 0 0
Q10469 Alpha-1,6-mannosyl-glycoprotein 2-beta-N-acetylglucosaminyltransferaseMGAT2 10411.62 10267.07 17210.07 0 866996.6 322290.1
Q10471 Polypeptide N-acetylgalactosaminyltransferase 2GALNT2 6797.078 14882.33 0 54223.19 0 57685.2
Q10567 AP-1 complex subunit beta-1AP1B1 35515.19 31212.05 33432.81 0 30350.18 56866.69
Q10588 ADP-ribosyl cyclase/cyclic ADP-ribose hydrolase 2BST1 26784.28 32293.73 27050.69 51451.12 0 41807.05
Q12765 Secernin-1SCRN1 35207.45 31928.7 29598.78 0 0 0
Q12768 WASH complex subunit strumpellinKIAA0196 4499.863 4019.654 3662.131 0 0 0
Q12788 Transducin beta-like protein 3TBL3 7549.285 8032.701 7679.236 0 0 0
Q12791 Calcium-activated potassium channel subunit alpha-1KCNMA1 25195.47 27192.13 24963.74 0 0 0
Q12792 Twinfilin-1 TWF1 38434.35 39757.19 32530.59 0 0 0
Q12805 EGF-containing fibulin-like extracellular matrix protein 1EFEMP1 32742.71 46141.29 67704.9 555236.3 873508.7 402843.4
Q12841 Follistatin-related protein 1FSTL1 47788.4 49379.16 68141.23 864688.6 1442083 576107.3
Q12846 Syntaxin-4STX4 77215.47 79593.03 66398.38 0 0 0
Q12860 Contactin-1CNTN1 25540.25 26905.02 35432.76 289396.3 354674.5 136727.6
Q12874 Splicing factor 3A subunit 3SF3A3 2881.852 3068.698 3067.576 0 0 0
Q12884 Prolyl endopeptidase FAPFAP 43329.22 41670.77 53203.57 232141.7 228566.4 229654.2
Q12904 Aminoacyl tRNA synthase complex-interacting multifunctional protein 1AIMP1 16807.39 15466.84 18087.59 0 0 0
Q12905 Interleukin enhancer-binding factor 2ILF2 12510.74 13539.39 11895.76 0 0 0
Q12906 Interleukin enhancer-binding factor 3ILF3 22817.48 39103.9 7364.316 0 0 0
Q12907 Vesicular integral-membrane protein VIP36LMAN2 26262.62 25915.81 26275.65 175740 104373 145558.8
Q12913 Receptor-type tyrosine-protein phosphatase etaPTPRJ 34313.85 28726.25 32032.31 0 0 0
Q12923 Tyrosine-protein phosphatase non-receptor type 13PTPN13 6420.339 6740.942 8199.23 0 0 0
Q12929 Epidermal growth factor receptor kinase substrate 8EPS8 42939.29 40211.89 43654.5 0 0 0
Q12931 Heat shock protein 75 kDa, mitochondrialTRAP1 2902899 2885581 2750584 1655165 1377226 1700805
Q12959 Disks large homolog 1DLG1 172393.2 152596.7 157642.6 0 0 0
Q12965 Unconventional myosin-IeMYO1E 32904.73 32021.55 25362.95 0 0 0



Q12974 Protein tyrosine phosphatase type IVA 2PTP4A2 45490.09 53094.52 46234.51 0 0 0
Q12979 Active breakpoint cluster region-related proteinABR 23805.86 24240.72 22144.03 0 0 0
Q13042 Cell division cycle protein 16 homologCDC16 4070.445 3567.729 4355.643 0 0 0
Q13043 Serine/threonine-protein kinase 4STK4 25886.96 23670.48 26965.94 0 0 0
Q13045 Protein flightless-1 homologFLII 9616.006 10638.53 6396 0 0 0
Q13085 Acetyl-CoA carboxylase 1ACACA 5492.997 5706.652 10487.81 0 0 0
Q13093 Platelet-activating factor acetylhydrolasePLA2G7 5642.156 4764.579 9582.001 36724.54 58812.06 30298.66
Q13103 Secreted phosphoprotein 24SPP2 25596.22 25273.67 28894.85 384678.6 352302.3 443168.6
Q13107 Ubiquitin carboxyl-terminal hydrolase 4USP4 7257.822 4854.266 6745.376 0 0 0
Q13131 5-AMP-activated protein kinase catalytic subunit alpha-1PRKAA1 20008.84 21239.41 20457 0 0 0
Q13136 Liprin-alpha-1PPFIA1 25793.43 17403.3 26338.62 0 0 0
Q13148 TAR DNA-binding protein 43TARDBP 9830.063 14271.66 13864.83 0 0 0
Q13155 Aminoacyl tRNA synthase complex-interacting multifunctional protein 2AIMP2 27704.95 27049 18143.32 0 0 0
Q13162 Peroxiredoxin-4PRDX4 3861.994 4370.248 5505.465 0 0 0
Q13163 Dual specificity mitogen-activated protein kinase kinase 5MAP2K5 4087441 3641516 5486425 27340140 38997316 18936590
Q13177 Serine/threonine-protein kinase PAK 2PAK2 24224.63 21724.19 22433.8 0 0 0
Q13200 26S proteasome non-ATPase regulatory subunit 2PSMD2 100826.8 101249.2 101294.3 94136.73 49600.45 109541.2
Q13247 Serine/arginine-rich splicing factor 6SRSF6 14275.94 15685.48 10618.53 0 0 0
Q13253 Noggin NOG 11927.35 10324.41 11476.01 0 0 0
Q13257 Mitotic spindle assembly checkpoint protein MAD2AMAD2L1 29948.5 27564.91 31180.33 0 0 0
Q13263 Transcription intermediary factor 1-betaTRIM28 8611.814 7720.773 10034.67 0 0 0
Q13277 Syntaxin-3STX3 36510.52 37248.35 39067.34 0 0 0
Q13283 Ras GTPase-activating protein-binding protein 1G3BP1 12170.98 11709.13 8722.356 0 0 0
Q13308 Inactive tyrosine-protein kinase 7PTK7 226106.6 245072.1 196680.3 213580 294510.3 145318.2
Q13322 Growth factor receptor-bound protein 10GRB10 12131.43 8069.064 12480.67 0 0 0
Q13325 Interferon-induced protein with tetratricopeptide repeats 5IFIT5 1810.013 11607.6 11392.71 0 0 0
Q13347 Eukaryotic translation initiation factor 3 subunit IEIF3I 26814.55 20076.77 21488.85 33469.04 0 40554.53
Q13409 Cytoplasmic dynein 1 intermediate chain 2DYNC1I2 7739.724 5358.744 8308.866 0 0 0
Q13418 Integrin-linked protein kinaseILK 128889.2 150355 159019.8 268917.5 116830.2 371684.4
Q13433 Zinc transporter ZIP6SLC39A6 19492.77 37008.28 19992.98 0 0 0
Q13442 28 kDa heat- and acid-stable phosphoproteinPDAP1 31568.11 47403.43 30139.09 0 0 0
Q13443 Disintegrin and metalloproteinase domain-containing protein 9ADAM9 68093.59 80540.16 81170.71 0 0 0
Q13459 Unconventional myosin-IXbMYO9B 4370.762 3804.22 2648.804 0 0 0
Q13464 Rho-associated protein kinase 1ROCK1 18981.72 11925.18 2891.356 0 0 0
Q13492 Phosphatidylinositol-binding clathrin assembly proteinPICALM 4090.637 4309.445 10686.18 0 0 0
Q13496 MyotubularinMTM1 2448.893 2334.89 2392.259 0 0 0
Q13501 Sequestosome-1SQSTM1 17626.83 12736.35 15008.03 0 0 0
Q13509 Tubulin beta-3 chainTUBB3 58188.05 68498.4 79703.3 719906 0 1048418
Q13526 Peptidyl-prolyl cis-trans isomerase NIMA-interacting 1PIN1 4727.691 5466.894 4352 0 0 0
Q13535 Serine/threonine-protein kinase ATRATR 995.1937 1904.299 1728.355 0 0 0
Q13547 Histone deacetylase 1HDAC1 178283.7 71869.55 522098.1 0 0 0
Q13557 Calcium/calmodulin-dependent protein kinase type II subunit deltaCAMK2D 3144.137 6097.837 6663.453 0 0 0
Q13561 Dynactin subunit 2DCTN2 16803.99 20130.19 21756.6 0 0 0
Q13576 Ras GTPase-activating-like protein IQGAP2IQGAP2 43974.58 57483.11 17759.69 0 0 0
Q13614 Myotubularin-related protein 2MTMR2 12318.41 20731.95 16020.1 0 0 0
Q13616 Cullin-1 CUL1 12706.38 12516.94 10194.56 0 0 0
Q13617 Cullin-2 CUL2 11844.42 15145.36 14885.1 0 0 0
Q13618 Cullin-3 CUL3 19313.37 25615.85 24094.2 0 0 0
Q13620 Cullin-4B CUL4B 7234.46 5975.685 4195.355 0 0 0
Q13625 Apoptosis-stimulating of p53 protein 2TP53BP2 47461.17 60644.56 40897.86 0 0 0
Q13630 GDP-L-fucose synthaseTSTA3 13411.58 11072.59 11156.74 0 0 0
Q13636 Ras-related protein Rab-31RAB31 54088.73 54368.48 50040.99 0 0 0
Q13637 Ras-related protein Rab-32RAB32 44092.98 45438.08 38481.97 65917.03 0 64449.97
Q13641 Trophoblast glycoproteinTPBG 150858 156856.5 139014.6 0 0 0
Q13642 Four and a half LIM domains protein 1FHL1 192974.6 207297.6 182500.8 545492.3 0 757147.1
Q13671 Ras and Rab interactor 1RIN1 44659.93 33466.76 24372.99 0 0 0
Q13685 Angio-associated migratory cell proteinAAMP 16706.28 10263.91 10507.45 0 0 0
Q13740 CD166 antigenALCAM 66965.49 69189.92 64054.54 0 149907.5 66167.41



Q13748 Tubulin alpha-3C/D chainTUBA3C 612371.8 581482.3 563122.9 1258749 0 1384352
Q13822 Ectonucleotide pyrophosphatase/phosphodiesterase family member 2ENPP2 26072.61 18342.66 23298.73 174375.2 226232 231670.7
Q13838 Spliceosome RNA helicase DDX39BDDX39B 18352.49 13661.84 11284.51 0 0 0
Q13867 Bleomycin hydrolaseBLMH 25345.29 31333.03 57954.92 0 0 0
Q13873 Bone morphogenetic protein receptor type-2BMPR2 16231.61 14231.7 13551.61 0 0 0
Q13884 Beta-1-syntrophinSNTB1 10358.74 10676.77 13395.1 0 0 0
Q13895 Bystin BYSL 3151.673 2388.024 2353.277 0 0 0
Q14008 Cytoskeleton-associated protein 5CKAP5 8681.51 9233.457 12842.37 0 0 0
Q14019 Coactosin-like proteinCOTL1 119363 150839.7 265454.3 177453.7 0 203258.5
Q14103 Heterogeneous nuclear ribonucleoprotein D0HNRNPD 17817.5 19471.69 19881.22 43171.5 0 32162.7
Q14108 Lysosome membrane protein 2SCARB2 60031.01 65199.8 61114.66 0 0 0
Q14112 Nidogen-2NID2 51437.14 53907.41 43483.89 272059 382887.5 446308
Q14118 DystroglycanDAG1 85631.26 84328.49 77828.28 0 0 0
Q14126 Desmoglein-2DSG2 361514.4 372242.7 339083 0 0 0
Q14141 Septin-6 6-Sep 21550.71 26706.09 24686.67 0 0 0
Q14145 Kelch-like ECH-associated protein 1KEAP1 9506.967 10640.43 8636.943 0 0 0
Q14152 Eukaryotic translation initiation factor 3 subunit AEIF3A 24463.14 21319.22 29036.12 3388728 0 1656833
Q14155 Rho guanine nucleotide exchange factor 7ARHGEF7 16393.56 12384.18 22141.66 0 0 0
Q14157 Ubiquitin-associated protein 2-likeUBAP2L 3476.364 3199.709 3289.941 0 0 0
Q14160 Protein scribble homologSCRIB 185433.5 195314 175783.2 0 0 0
Q14166 Tubulin--tyrosine ligase-like protein 12TTLL12 29458.12 28256.82 29013.35 0 0 0
Q14168 MAGUK p55 subfamily member 2MPP2 29887.48 27103.03 21264.52 0 0 0
Q14185 Dedicator of cytokinesis protein 1DOCK1 12911.18 14662.43 63032.34 0 0 0
Q14192 Four and a half LIM domains protein 2FHL2 22710.19 25884.14 24400.74 0 0 0
Q14195 Dihydropyrimidinase-related protein 3DPYSL3 31922.11 33005.63 32544.22 0 0 0
Q14203 Dynactin subunit 1DCTN1 9061.535 4775.824 8888.541 0 0 0
Q14204 Cytoplasmic dynein 1 heavy chain 1DYNC1H1 112817.8 114223.9 126208.1 141071.6 87666.41 197685.1
Q14240 Eukaryotic initiation factor 4A-IIEIF4A2 25717.97 28392.22 32182.17 0 0 0
Q14247 Src substrate cortactinCTTN 542688.5 497354.2 443037.1 0 0 0
Q14254 Flotillin-2 FLOT2 137272.4 131410.3 132285.7 35988.51 0 63282.87
Q14258 E3 ubiquitin/ISG15 ligase TRIM25TRIM25 2537.875 2701.924 4352.725 0 0 0
Q14289 Protein-tyrosine kinase 2-betaPTK2B 59747.73 62201.38 93437.91 61265.67 105555.6 0
Q14315 Filamin-C FLNC 58450.32 56851.64 48641.71 0 0 0
Q14344 Guanine nucleotide-binding protein subunit alpha-13GNA13 2273103 2191041 2090379 2337526 0 389962.7
Q14376 UDP-glucose 4-epimeraseGALE 13509.57 13513.29 15612.42 0 0 0
Q14393 Growth arrest-specific protein 6GAS6 8789.074 9480.752 7765.577 0 0 0
Q14439 Probable G-protein coupled receptor 176GPR176 20006.66 17287.86 15042.36 0 0 0
Q14444 Caprin-1 CAPRIN1 10033.66 7803.999 5683.656 0 0 0
Q14515 SPARC-like protein 1SPARCL1 53476.12 48511.52 53985.2 0 102401 55028.52
Q14517 Protocadherin Fat 1FAT1 9792.629 9201.183 20037.04 0 0 0
Q14520 Hyaluronan-binding protein 2HABP2 108710.3 104257.8 103399.2 56901.07 56525.19 55130.77
Q14566 DNA replication licensing factor MCM6MCM6 6154.124 7258.399 6403.049 0 0 0
Q14624 Inter-alpha-trypsin inhibitor heavy chain H4ITIH4 32037.14 49722.22 42147.91 210113.4 258568 202851.2
Q14627 Interleukin-13 receptor subunit alpha-2IL13RA2 23744.07 9351.157 7402.68 0 0 0
Q14642 Type I inositol 1,4,5-trisphosphate 5-phosphataseINPP5A 38614.09 40935.15 35492.57 0 0 0
Q14644 Ras GTPase-activating protein 3RASA3 54172.08 54797.39 49059.34 439620.3 0 44306.38
Q14651 Plastin-1 PLS1 13843.89 14950.47 13134.43 0 0 0
Q14676 Mediator of DNA damage checkpoint protein 1MDC1 19267.14 14723.72 18420.12 0 0 0
Q14677 Clathrin interactor 1CLINT1 6155.07 10766.59 2318.639 0 0 0
Q14683 Structural maintenance of chromosomes protein 1ASMC1A 3444.142 3952.088 29840.8 0 0 0
Q14697 Neutral alpha-glucosidase ABGANAB 20547.72 22342.55 25099.66 112382.4 128031.8 87484.97
Q14699 Raftlin RFTN1 240639.8 240124.6 227870.3 0 0 0
Q14703 Membrane-bound transcription factor site-1 proteaseMBTPS1 12541.82 12478.79 16686.02 0 0 0
Q14714 Sarcospan SSPN 9325.172 10430.53 7496.992 0 0 0
Q14738 Serine/threonine-protein phosphatase 2A 56 kDa regulatory subunit delta isoformPPP2R5D 5372.16 7018.874 4005.371 0 0 0
Q14764 Major vault proteinMVP 154333.6 157417.9 108385.8 765741.1 804876 841241
Q14766 Latent-transforming growth factor beta-binding protein 1LTBP1 0 0 0 380742.7 551262.3 152547.7
Q14847 LIM and SH3 domain protein 1LASP1 98105.32 83749.19 83551.7 0 0 0



Q14974 Importin subunit beta-1KPNB1 162822.5 189652.5 189538.3 39158.12 57689.78 46835.98
Q14997 Proteasome activator complex subunit 4PSME4 4900.575 5339.742 4992.947 0 0 0
Q14999 Cullin-7 CUL7 15960.89 14774.4 12897.56 0 0 0
Q14C86 GTPase-activating protein and VPS9 domain-containing protein 1GAPVD1 9139.57 13002.32 16687.69 0 0 0
Q14CN4 Keratin, type II cytoskeletal 72KRT72 1253.022 18837.77 11150.39 0 0 0
Q15003 Condensin complex subunit 2NCAPH 8429.953 6567.806 1935.686 0 0 0
Q15008 26S proteasome non-ATPase regulatory subunit 6PSMD6 35416.98 38307.23 36889.72 61890.34 42058.74 51917.22
Q15012 Lysosomal-associated transmembrane protein 4ALAPTM4A 40613.43 43433.43 38317.22 0 0 0
Q15021 Condensin complex subunit 1NCAPD2 3612.006 3356.54 3178.739 0 0 0
Q15025 TNFAIP3-interacting protein 1TNIP1 15538.59 15424.28 12868.95 0 0 0
Q15029 116 kDa U5 small nuclear ribonucleoprotein componentEFTUD2 20334.92 18038.13 14813.79 0 0 0
Q15036 Sorting nexin-17SNX17 16447.87 21029.83 27214.79 0 0 0
Q15052 Rho guanine nucleotide exchange factor 6ARHGEF6 24032.69 26017.46 21090.63 0 0 0
Q15056 Eukaryotic translation initiation factor 4HEIF4H 56102.05 55611.32 56458.57 0 0 0
Q15057 Arf-GAP with coiled-coil, ANK repeat and PH domain-containing protein 2ACAP2 9377.39 8919.769 9231.923 0 0 0
Q15063 Periostin POSTN 148781.5 140961 164623.5 1602861 2226877 1816469
Q15084 Protein disulfide-isomerase A6PDIA6 10488.72 11398.51 10245.32 0 0 0
Q15102 Platelet-activating factor acetylhydrolase IB subunit gammaPAFAH1B3 20652.28 23096.06 21091.2 0 38401.33 29813.59
Q15113 Procollagen C-endopeptidase enhancer 1PCOLCE 17403.11 16542.78 50534.54 4340181 5408422 4506807
Q15121 Astrocytic phosphoprotein PEA-15PEA15 6581.635 9305.422 2220.712 0 0 0
Q15124 Phosphoglucomutase-like protein 5PGM5 9702.516 9914.223 16057.42 0 0 0
Q15172 Serine/threonine-protein phosphatase 2A 56 kDa regulatory subunit alpha isoformPPP2R5A 8802.427 15167.34 6359.018 0 0 0
Q15181 Inorganic pyrophosphatasePPA1 61952.73 60444.28 60075.94 0 0 0
Q15185 Prostaglandin E synthase 3PTGES3 105114.9 99750.87 97078.46 0 0 0
Q15208 Serine/threonine-protein kinase 38STK38 15965.88 17720.76 14296.73 0 0 0
Q15233 Non-POU domain-containing octamer-binding proteinNONO 20505.3 22646.02 20112.09 0 0 0
Q15257 Serine/threonine-protein phosphatase 2A activatorPPP2R4 38026.49 33523.71 28673.48 0 0 0
Q15262 Receptor-type tyrosine-protein phosphatase kappaPTPRK 34955.51 34267.93 29222.65 0 0 0
Q15283 Ras GTPase-activating protein 2RASA2 23768.61 29343.14 26933.98 0 0 0
Q15286 Ras-related protein Rab-35RAB35 1483694 1442558 1370325 1079379 660415.8 1388577
Q15293 Reticulocalbin-1RCN1 3048.666 3105.975 3171.936 0 0 0
Q15334 Lethal(2) giant larvae protein homolog 1LLGL1 136976.1 139574.6 119718.6 0 0 0
Q15349 Ribosomal protein S6 kinase alpha-2RPS6KA2 12846.45 12810.04 15680.72 0 0 0
Q15365 Poly(rC)-binding protein 1PCBP1 250085.5 270778.2 250799.1 186053.2 118090.2 167179.7
Q15366 Poly(rC)-binding protein 2PCBP2 183204 191992.1 180878.3 345370.9 181962 339339.1
Q15369 Transcription elongation factor B polypeptide 1TCEB1 17098.97 13369.93 13843.31 0 0 0
Q15382 GTP-binding protein RhebRHEB 132430.9 146855.5 123573.1 0 0 0
Q15392 Delta(24)-sterol reductaseDHCR24 20402.28 23645.09 28918.73 175281.1 0 129490.3
Q15393 Splicing factor 3B subunit 3SF3B3 20070 35197.15 15338.52 0 0 0
Q15404 Ras suppressor protein 1RSU1 199730.4 152969.2 196829.9 101374.4 126301.4 109636.1
Q15417 Calponin-3CNN3 29933.24 21865.8 21512.92 0 0 0
Q15418 Ribosomal protein S6 kinase alpha-1RPS6KA1 12951.37 10801.27 21337.77 0 0 0
Q15427 Splicing factor 3B subunit 4SF3B4 22407.86 21677.09 21992.75 0 0 0
Q15435 Protein phosphatase 1 regulatory subunit 7PPP1R7 7034.77 6429.899 7033.54 0 0 0
Q15436 Protein transport protein Sec23ASEC23A 7352.077 9429.697 9319.452 0 0 0
Q15437 Protein transport protein Sec23BSEC23B 15025.08 11304 13790.86 0 0 0
Q15493 RegucalcinRGN 24918.83 19006.85 27056.25 175878.1 294994 258608.3
Q15555 Microtubule-associated protein RP/EB family member 2MAPRE2 23152.04 19206.25 22193.29 78771.14 77669.15 111437.9
Q15582 Transforming growth factor-beta-induced protein ig-h3TGFBI 269255.8 254313.9 342088.9 3156945 4577377 4117508
Q15599 Na(+)/H(+) exchange regulatory cofactor NHE-RF2SLC9A3R2 160136.3 156260.4 140432.8 0 0 0
Q15631 Translin TSN 54558.07 49091.53 34853.21 0 0 0
Q15642 Cdc42-interacting protein 4TRIP10 13767.64 16324.21 8627.617 0 0 0
Q15648 Mediator of RNA polymerase II transcription subunit 1MED1 35878.2 36318.85 41887.52 0 0 0
Q15654 Thyroid receptor-interacting protein 6TRIP6 10764.47 16880.15 11384.05 0 0 0
Q15678 Tyrosine-protein phosphatase non-receptor type 14PTPN14 14283.59 16323.75 14876.17 0 0 0
Q15691 Microtubule-associated protein RP/EB family member 1MAPRE1 21185.62 40978.02 22808.72 0 0 0
Q15717 ELAV-like protein 1ELAVL1 6580.167 6073.05 9043.709 0 0 0
Q15751 Probable E3 ubiquitin-protein ligase HERC1HERC1 4911.732 3365.896 5091.338 0 0 0



Q15758 Neutral amino acid transporter B(0)SLC1A5 3330772 3107550 3312355 488744.4 489888.5 781771.8
Q15785 Mitochondrial import receptor subunit TOM34TOMM34 85168.38 80747.31 72553.32 0 0 0
Q15797 Mothers against decapentaplegic homolog 1SMAD1 47522.56 45405.66 42792.82 0 0 0
Q15813 Tubulin-specific chaperone ETBCE 4398.528 4531.48 5038.469 0 0 0
Q15819 Ubiquitin-conjugating enzyme E2 variant 2UBE2V2 146290.3 124084 182693.9 0 0 0
Q15836 Vesicle-associated membrane protein 3VAMP3 12201.24 41417.78 13590.71 0 0 0
Q15907 Ras-related protein Rab-11BRAB11B 1103947 1096471 1026268 73445.16 207065.8 366701.8
Q15942 Zyxin ZYX 32778.16 36231.04 33470.41 0 0 0
Q16186 Proteasomal ubiquitin receptor ADRM1ADRM1 33385.15 19451 21869.28 0 0 0
Q16222 UDP-N-acetylhexosamine pyrophosphorylaseUAP1 56651.09 56567.91 58788.11 0 0 0
Q16270 Insulin-like growth factor-binding protein 7IGFBP7 24884.1 22870.54 34722.39 1170431 1688007 859752.2
Q16363 Laminin subunit alpha-4LAMA4 3654.372 4246.252 4045.913 413254.1 400325.9 458215.7
Q16394 Exostosin-1EXT1 17769.4 18319.84 21433.2 64458.87 57028.74 56867.5
Q16401 26S proteasome non-ATPase regulatory subunit 5PSMD5 9170.339 8482.613 10609.78 80363.08 23702.31 33219.02
Q16512 Serine/threonine-protein kinase N1PKN1 4563.196 4310.443 2756.427 0 0 0
Q16513 Serine/threonine-protein kinase N2PKN2 20561.5 21120.58 20614.25 0 0 0
Q16537 Serine/threonine-protein phosphatase 2A 56 kDa regulatory subunit epsilon isoformPPP2R5E 15701.85 16127.67 14808.88 0 0 0
Q16539 Mitogen-activated protein kinase 14MAPK14 29480.09 24818.59 21889.13 0 0 0
Q16543 Hsp90 co-chaperone Cdc37CDC37 30385.58 39444.85 30477.62 0 0 0
Q16555 Dihydropyrimidinase-related protein 2DPYSL2 48099.3 49799.51 53954 94712.34 68673.52 77048.34
Q16563 Synaptophysin-like protein 1SYPL1 63134.88 57489.04 53164.43 0 0 0
Q16576 Histone-binding protein RBBP7RBBP7 13817.9 13014.99 12557.9 0 0 0
Q16610 Extracellular matrix protein 1ECM1 22471.54 15318.93 20253.48 209460.7 256405.7 324061.6
Q16625 Occludin OCLN 28479.95 28686.49 38398.69 0 0 0
Q16637 Survival motor neuron proteinSMN1 25322.17 10442.28 20537.32 0 0 0
Q16643 Drebrin DBN1 243764.5 146987.3 203479.4 0 0 0
Q16658 Fascin FSCN1 369283.3 321269.7 357751 79565.14 53311.13 56508.36
Q16674 Melanoma-derived growth regulatory proteinMIA 9855.498 8513.603 12160.12 89204.71 140415.5 80642.96
Q16719 KynureninaseKYNU 4796.014 5188.229 6148.14 0 0 0
Q16739 Ceramide glucosyltransferaseUGCG 8342.184 9943.415 9427.756 0 0 0
Q16774 Guanylate kinaseGUK1 6571.833 7030.688 5256.028 0 0 0
Q16775 Hydroxyacylglutathione hydrolase, mitochondrialHAGH 7517.462 8914.319 8960.565 0 0 0
Q16832 Discoidin domain-containing receptor 2DDR2 25967.89 41758.9 35872.52 0 0 0
Q16851 UTP--glucose-1-phosphate uridylyltransferaseUGP2 24579.15 24993.88 29723.74 0 0 0
Q16853 Membrane primary amine oxidaseAOC3 152216.1 139337.4 161207.9 1155179 1155577 600363.4
Q16881 Thioredoxin reductase 1, cytoplasmicTXNRD1 25017.17 40878.44 34257.8 0 0 0
Q29980 MHC class I polypeptide-related sequence BMICB 30856.98 28077.73 33158.33 0 0 0
Q29983 MHC class I polypeptide-related sequence AMICA 33665.38 41778.95 33497.91 0 0 0
Q29RF7 Sister chromatid cohesion protein PDS5 homolog APDS5A 8914.115 5764.592 7749.595 0 0 0
Q2M2H8 Probable maltase-glucoamylase 2MGAM2 3248.131 4435.173 4884.795 0 0 0
Q2M2I8 AP2-associated protein kinase 1AAK1 7752.802 11765.31 5771.75 0 0 0
Q31612 HLA class I histocompatibility antigen, B-73 alpha chainHLA-B 599799.6 601416.3 544420.6 638216.1 901350.4 427994.2
Q32P28 Prolyl 3-hydroxylase 1P3H1 8638.754 9347.077 6724.162 58860.05 0 42562.89
Q32P44 Echinoderm microtubule-associated protein-like 3EML3 2287.429 3823.884 26632.09 0 0 0
Q3SY69 Mitochondrial 10-formyltetrahydrofolate dehydrogenaseALDH1L2 147155.4 167662.3 114766 504748.3 1442816 1403507
Q3ZCW2 Galectin-related proteinLGALSL 20462.28 18765.22 24753 0 0 0
Q460N5 Poly [ADP-ribose] polymerase 14PARP14 26203.28 23369.86 19496.99 0 0 0
Q4J6C6 Prolyl endopeptidase-likePREPL 9809.483 7790.578 9015.791 0 0 0
Q4KMP7 TBC1 domain family member 10BTBC1D10B 45383.93 39932.29 32335.28 0 0 0
Q4KMQ1 Taperin TPRN 10905.25 6330.121 13322.33 0 0 0
Q4KMQ2 Anoctamin-6ANO6 39852.55 43891.84 28909.81 0 0 0
Q52LJ0 Protein FAM98BFAM98B 6159.364 5213.557 6900.21 0 0 0
Q53EZ4 Centrosomal protein of 55 kDaCEP55 39260.45 45408.93 44010.82 0 0 0
Q53GA4 Pleckstrin homology-like domain family A member 2PHLDA2 111003.8 109071.4 151325.3 0 0 0
Q53GL0 Pleckstrin homology domain-containing family O member 1PLEKHO1 23187.11 13069.98 20615.47 0 0 0
Q53H76 Phospholipase A1 member APLA1A 30699.28 31660.44 44473.43 0 99442.86 74261.45
Q53H96 Pyrroline-5-carboxylate reductase 3PYCRL 3382.893 4273.728 2840.203 0 0 0
Q562R1 Beta-actin-like protein 2ACTBL2 3835528 6864551 3162676 539130.9 3083245 1032835



Q58FF6 Putative heat shock protein HSP 90-beta 4HSP90AB4P107953.3 131090.5 109082.6 0 0 0
Q58FF8 Putative heat shock protein HSP 90-beta 2HSP90AB2P 177113 160181.9 177430.7 83086.01 73887.04 78047.16
Q5GLZ8 Probable E3 ubiquitin-protein ligase HERC4HERC4 7171.396 2847.247 5159.829 0 0 0
Q5H9R7 Serine/threonine-protein phosphatase 6 regulatory subunit 3PPP6R3 101819.9 104428.1 96113.06 0 0 0
Q5HYA8 Meckelin TMEM67 2917.022 2117.621 2583.819 0 0 0
Q5HYW2 NHS-like protein 2NHSL2 72988.77 64749.29 57790.71 0 0 0
Q5JSL3 Dedicator of cytokinesis protein 11DOCK11 15346.24 13236.57 10603.63 0 0 0
Q5KU26 Collectin-12COLEC12 11182.92 14489.89 7457.54 0 0 0
Q5M775 Cytospin-BSPECC1 7508.437 7821.016 8400.76 0 0 0
Q5SR56 Hippocampus abundant transcript-like protein 1HIATL1 14514.4 12960.31 13070.1 0 0 0
Q5SSJ5 Heterochromatin protein 1-binding protein 3HP1BP3 13464.38 20266.09 9423.014 0 0 0
Q5SYE7 NHS-like protein 1NHSL1 11044.84 10369.91 8473.705 0 0 0
Q5T0F9 Coiled-coil and C2 domain-containing protein 1BCC2D1B 10260.82 6231.636 9331.173 0 0 0
Q5T1M5 FK506-binding protein 15FKBP15 0 3554.406 5726.692 260015.3 341091.1 0
Q5T2T1 MAGUK p55 subfamily member 7MPP7 8360.761 4348.292 8042.355 0 0 0
Q5T447 E3 ubiquitin-protein ligase HECTD3HECTD3 13613.67 3964.342 5880.235 0 0 0
Q5T4S7 E3 ubiquitin-protein ligase UBR4UBR4 23872.59 26272.05 32136.26 69927.66 15165.43 67587.99
Q5T5C0 Syntaxin-binding protein 5STXBP5 11540.71 13617.56 10986.87 0 0 0
Q5T9L3 Protein wntless homologWLS 45781.99 47822.19 42187.61 0 0 0
Q5TAT6 Collagen alpha-1(XIII) chainCOL13A1 79535.42 74532.34 73741.41 0 0 0
Q5TBA9 Protein furry homologFRY 37507.09 22273.9 22206.32 0 61508.5 418833.3
Q5TEC6 Histone H3HIST2H3PS29228294 9214771 9237425 2510084 2961339 3398035
Q5VSL9 Striatin-interacting protein 1STRIP1 5498.135 5394.349 5833.797 0 0 0
Q5VST6 Alpha/beta hydrolase domain-containing protein 17BABHD17B 31477.39 17714.01 27966.42 0 0 0
Q5VU43 MyomegalinPDE4DIP 26127.56 0 40109.39 1001814 1436005 595991.9
Q5VU97 VWFA and cache domain-containing protein 1CACHD1 6572.452 7125.992 6277.56 0 0 0
Q5VVQ6 Ubiquitin thioesterase OTU1YOD1 11312.85 11590.86 11099.12 0 0 0
Q5VW32 BRO1 domain-containing protein BROXBROX 137462.2 136361.1 276733.4 0 0 0
Q5VW38 Protein GPR107GPR107 20012.51 17991.16 18754.98 0 0 0
Q5VWZ2 Lysophospholipase-like protein 1LYPLAL1 5697.698 6427.048 18844.97 0 0 0
Q5VZE5 N-alpha-acetyltransferase 35, NatC auxiliary subunitNAA35 1896.074 2292.516 2052.835 0 0 0
Q5W0Z9 Probable palmitoyltransferase ZDHHC20ZDHHC20 46244.89 30915.57 34175.45 0 0 0
Q5W111 SPRY domain-containing protein 7SPRYD7 17487.56 16211.04 15884.48 0 0 0
Q5ZPR3 CD276 antigenCD276 86718.61 58960.72 85368.47 0 0 0
Q658P3 Metalloreductase STEAP3STEAP3 333423.6 329629.3 288301.5 0 0 0
Q66K14 TBC1 domain family member 9BTBC1D9B 5097 4380.699 5270.892 0 0 0
Q68CZ2 Tensin-3 TNS3 134360 122811.6 100796.3 0 0 0
Q68D85 Natural cytotoxicity triggering receptor 3 ligand 1NCR3LG1 40236.56 37998.1 38346.36 0 0 0
Q68D91 Metallo-beta-lactamase domain-containing protein 2MBLAC2 24862.12 25203.73 23145.93 0 0 0
Q68EM7 Rho GTPase-activating protein 17ARHGAP17 36893.02 33494.53 34406.9 0 0 0
Q6DD88 Atlastin-3 ATL3 7177.754 6384.243 6522.832 56015 0 46711.82
Q6F5E8 Leucine-rich repeat-containing protein 16CRLTPR 7593.539 7117.796 7771.946 0 0 0
Q6FI81 AnamorsinCIAPIN1 1597.318 7272.537 1757.953 0 0 0
Q6GQQ9 OTU domain-containing protein 7BOTUD7B 19502.52 18314.02 16089.56 0 0 0
Q6IAA8 Ragulator complex protein LAMTOR1LAMTOR1 41310.05 39368.67 35830.52 0 0 0
Q6IBS0 Twinfilin-2 TWF2 70705.94 65513.48 34381.18 0 0 0
Q6IQ22 Ras-related protein Rab-12RAB12 53136.05 53298.52 47138.75 0 0 0
Q6L8Q7 2,5-phosphodiesterase 12PDE12 17943.62 19999.79 15353.98 0 0 0
Q6NYC8 PhostensinPPP1R18 53718.22 51299.33 51191.45 0 0 0
Q6P1N0 Coiled-coil and C2 domain-containing protein 1ACC2D1A 5810.28 9302.636 3321.809 0 0 0
Q6P2E9 Enhancer of mRNA-decapping protein 4EDC4 11409.48 4173.149 3570.202 0 0 0
Q6P2Q9 Pre-mRNA-processing-splicing factor 8PRPF8 8842.534 8351.028 8056.503 0 0 0
Q6P4E1 Protein CASC4CASC4 6490.721 5540.1 4815.886 0 0 0
Q6P4Q7 Metal transporter CNNM4CNNM4 10535.12 11442.2 8904.598 0 0 0
Q6P5Z2 Serine/threonine-protein kinase N3PKN3 1674.668 1436.317 1255.357 0 0 0
Q6P9B6 TLD domain-containing protein 1TLDC1 137977.3 147474.7 122660.2 0 0 0
Q6P9B9 Integrator complex subunit 5INTS5 2215.942 1547.632 14262.26 464583.6 674871.1 286240.6
Q6P9H4 Connector enhancer of kinase suppressor of ras 3CNKSR3 12936.49 11990.8 10732.63 0 0 0



Q6PCB8 Embigin EMB 99135.72 93450.1 85625.52 0 0 0
Q6R327 Rapamycin-insensitive companion of mTORRICTOR 36918.64 36932.84 35448.31 0 0 0
Q6RW13 Type-1 angiotensin II receptor-associated proteinAGTRAP 10060.84 9493.719 9420.163 0 0 0
Q6UWE0 E3 ubiquitin-protein ligase LRSAM1LRSAM1 10403.23 7377.051 10504.64 0 0 0
Q6UX71 Plexin domain-containing protein 2PLXDC2 5731.179 5534.981 9638.06 0 0 0
Q6V1X1 Dipeptidyl peptidase 8DPP8 32776.91 39012.5 32281.43 0 0 0
Q6XZF7 Dynamin-binding proteinDNMBP 12994.7 10839.19 13540.63 0 0 0
Q6YHK3 CD109 antigenCD109 83712.88 84214.41 97910.44 443494.6 511132.1 318346.5
Q6ZNJ1 Neurobeachin-like protein 2NBEAL2 3176.714 3422.447 3687.619 0 0 0
Q6ZS17 Protein FAM65AFAM65A 59770.76 63025.22 53408.98 0 0 0
Q6ZUX7 Lipoma HMGIC fusion partner-like 2 proteinLHFPL2 119462.3 105246 105478.1 0 0 0
Q6ZVL6 UPF0606 protein KIAA1549LKIAA1549L 11785.41 12245.1 14000.27 0 0 0
Q70E73 Ras-associated and pleckstrin homology domains-containing protein 1RAPH1 9565.23 8513.322 8407.877 0 0 0
Q70IA6 MOB kinase activator 2MOB2 6492.048 8275.594 6906.896 0 0 0
Q75QN2 Integrator complex subunit 8INTS8 3733.224 2183.175 2104.932 0 0 0
Q76LX8 A disintegrin and metalloproteinase with thrombospondin motifs 13ADAMTS13 33601.52 34261.28 48475.44 333701 390530.8 298895.4
Q7KYR7 Butyrophilin subfamily 2 member A1BTN2A1 44855.83 43053.37 39475.95 0 0 0
Q7KZ85 Transcription elongation factor SPT6SUPT6H 10712351 11044703 6325591 1.03E+08 1.32E+08 80323176
Q7KZF4 Staphylococcal nuclease domain-containing protein 1SND1 24030.49 18856.19 21489.13 0 0 0
Q7KZI7 Serine/threonine-protein kinase MARK2MARK2 73652.91 65131.27 71346.52 0 0 0
Q7L0J3 Synaptic vesicle glycoprotein 2ASV2A 25179.77 25139.33 28158.82 0 0 0
Q7L0Q8 Rho-related GTP-binding protein RhoURHOU 10454.01 11256.9 9073.689 0 0 0
Q7L1Q6 Basic leucine zipper and W2 domain-containing protein 1BZW1 55481.19 45803.59 46676.05 0 0 0
Q7L273 BTB/POZ domain-containing protein KCTD9KCTD9 30094.36 30096.52 27662.95 0 0 0
Q7L2E3 Putative ATP-dependent RNA helicase DHX30DHX30 9699.125 6668.414 3680.376 0 0 0
Q7L2H7 Eukaryotic translation initiation factor 3 subunit MEIF3M 18052.23 16954.9 17801.68 0 0 0
Q7L576 Cytoplasmic FMR1-interacting protein 1CYFIP1 217875.9 235676.1 180044.7 22524.39 21223.2 30570.35
Q7L7X3 Serine/threonine-protein kinase TAO1TAOK1 25025.55 20933.5 20955.32 0 0 0
Q7LBR1 Charged multivesicular body protein 1bCHMP1B 295690.8 292869.8 280795.9 0 0 0
Q7LDG7 RAS guanyl-releasing protein 2RASGRP2 47705.06 18108.11 5743.131 54803.99 0 63936.05
Q7RTV0 PHD finger-like domain-containing protein 5APHF5A 4274.005 3869.318 4625.354 0 0 0
Q7Z2H8 Proton-coupled amino acid transporter 1SLC36A1 5454.231 4567.335 8476.94 0 0 0
Q7Z2K8 G protein-regulated inducer of neurite outgrowth 1GPRIN1 30010.74 32761.03 28530.38 0 0 0
Q7Z2W4 Zinc finger CCCH-type antiviral protein 1ZC3HAV1 29331.8 33720.57 26185.96 0 0 0
Q7Z304 MAM domain-containing protein 2MAMDC2 550522.2 22854.43 20786.71 43753.21 0 349404.8
Q7Z3C6 Autophagy-related protein 9AATG9A 6250.536 7602.928 6208.366 0 0 0
Q7Z3U7 Protein MON2 homologMON2 17583.39 17753.38 29904.57 4238394 4733293 2830150
Q7Z406 Myosin-14MYH14 93929.33 94331.67 91325.9 1153926 730364.6 1417264
Q7Z460 CLIP-associating protein 1CLASP1 6335.898 13892.58 17435.18 0 0 0
Q7Z4F1 Low-density lipoprotein receptor-related protein 10LRP10 31227.58 28775.18 26501.18 0 0 0
Q7Z4W1 L-xylulose reductaseDCXR 43048.44 43805.99 54267.08 0 0 0
Q7Z5N4 Protein sidekick-1SDK1 33371.9 36292.18 32469.74 0 0 0
Q7Z698 Sprouty-related, EVH1 domain-containing protein 2SPRED2 36695.52 47361.84 34618.52 0 0 0
Q7Z6B7 SLIT-ROBO Rho GTPase-activating protein 1SRGAP1 19306.37 19686.34 17737.05 0 0 0
Q7Z6M1 Rab9 effector protein with kelch motifsRABEPK 8974.256 7784.954 9746.842 0 0 0
Q7Z6Z7 E3 ubiquitin-protein ligase HUWE1HUWE1 32145.53 34503.19 33454.63 15995571 20045522 4963382
Q7Z7A1 Centriolin CNTRL 168459.1 168196.8 129269.8 0 0 0
Q7Z7K6 Centromere protein VCENPV 6608.472 7185.314 5988.179 0 0 0
Q86SF2 N-acetylgalactosaminyltransferase 7GALNT7 6931.566 6320.565 11190.88 0 0 0
Q86SJ2 Amphoterin-induced protein 2AMIGO2 15695.44 19316.25 17300.67 0 0 0
Q86SQ4 G-protein coupled receptor 126GPR126 2567.114 3817.743 3678.225 0 0 0
Q86T03 Type 1 phosphatidylinositol 4,5-bisphosphate 4-phosphataseTMEM55B 41113.75 36784.83 29145.36 0 0 0
Q86TI2 Dipeptidyl peptidase 9DPP9 17894.68 17566.2 15457.99 0 0 0
Q86TV6 Tetratricopeptide repeat protein 7BTTC7B 15003.08 14072.82 12433.65 0 0 0
Q86UD1 Out at first protein homologOAF 30438.72 32818.33 44863.54 168282.2 209887.3 114285.3
Q86UP2 Kinectin KTN1 44883.36 37377.55 56018.37 148453.7 0 87126.7
Q86UU1 Pleckstrin homology-like domain family B member 1PHLDB1 4230.585 5024.806 4377.861 0 0 0
Q86UX7 Fermitin family homolog 3FERMT3 120689.4 56933.38 92726.31 165117.6 152384.8 175049.1



Q86VE9 Serine incorporator 5SERINC5 290935.9 178141.9 282791.9 0 0 0
Q86VI3 Ras GTPase-activating-like protein IQGAP3IQGAP3 19770.37 19551.79 11361.44 0 0 0
Q86VI4 Lysosomal-associated transmembrane protein 4BLAPTM4B 527767.9 546820.6 527836.8 0 0 0
Q86VN1 Vacuolar protein-sorting-associated protein 36VPS36 8419.467 9679.582 6080.678 0 0 0
Q86VP6 Cullin-associated NEDD8-dissociated protein 1CAND1 27065.79 26700.6 32565.17 66374.02 0 80426.06
Q86W42 THO complex subunit 6 homologTHOC6 3743.827 1343.155 2553.704 0 0 0
Q86W92 Liprin-beta-1PPFIBP1 48786.98 51026.23 49989.79 0 0 0
Q86WI1 Fibrocystin-LPKHD1L1 16172.07 15290.04 35085.83 0 0 0
Q86WR7 Proline and serine-rich protein 2PROSER2 28012.95 31261.44 37900.81 0 0 0
Q86X55 Histone-arginine methyltransferase CARM1CARM1 20511.05 11909.3 16509.13 0 0 0
Q86XS8 E3 ubiquitin-protein ligase RNF130RNF130 21688.04 20908.34 18908.98 0 0 0
Q86Y82 Syntaxin-12STX12 50474.18 35237.11 72522.51 0 0 0
Q86YD5 Low-density lipoprotein receptor class A domain-containing protein 3LDLRAD3 11953.98 11901.42 9369.655 0 0 0
Q86YQ8 Copine-8 CPNE8 354830.1 333812.8 334843.8 66077.84 48093.49 86873.32
Q8IUC4 Rhophilin-2RHPN2 4767.081 4312.058 2389.073 0 0 0
Q8IUL8 Cartilage intermediate layer protein 2CILP2 35772.81 35557.9 44440.3 212758 166226.9 168581.3
Q8IUR7 Armadillo repeat-containing protein 8ARMC8 6437.25 4227.655 8589.728 0 0 0
Q8IUW5 RELT-like protein 1RELL1 43830.29 47159.71 43190.9 0 0 0
Q8IUX7 Adipocyte enhancer-binding protein 1AEBP1 13697.11 12787.21 20695.71 177514.9 237493.7 176406.4
Q8IV08 Phospholipase D3PLD3 28567.39 29046.63 26586.6 0 0 0
Q8IVB5 LIX1-like proteinLIX1L 11558.1 9662.39 11671.76 0 0 0
Q8IVF2 Protein AHNAK2AHNAK2 29269.1 20337.91 20989.74 0 0 0
Q8IVF7 Formin-like protein 3FMNL3 33762.82 29747.86 33664.09 0 0 0
Q8IVM0 Coiled-coil domain-containing protein 50CCDC50 90860.79 91604.48 80136.79 0 0 0
Q8IWA0 WD repeat-containing protein 75WDR75 6046.27 4097.114 6003.846 0 0 0
Q8IWB7 WD repeat and FYVE domain-containing protein 1WDFY1 6294.445 8647.307 7289.188 0 0 0
Q8IWE4 DCN1-like protein 3DCUN1D3 31146.84 29812.04 27707.98 0 0 0
Q8IWT6 Volume-regulated anion channel subunit LRRC8ALRRC8A 11930.65 11601.77 11358.94 0 0 0
Q8IWW6 Rho GTPase-activating protein 12ARHGAP12 5858.728 5359.231 4487.825 0 0 0
Q8IXI1 Mitochondrial Rho GTPase 2RHOT2 533925.7 607868.4 522902.9 0 0 0
Q8IXS8 Protein FAM126BFAM126B 3504.967 2985.017 2564.834 0 0 0
Q8IXU6 Solute carrier family 35 member F2SLC35F2 26355.76 21683.77 16758.78 0 0 0
Q8IY95 Transmembrane protein 192TMEM192 22774.93 27672.97 48706.41 0 0 0
Q8IYB3 Serine/arginine repetitive matrix protein 1SRRM1 3116.952 1586.457 3481.269 0 0 0
Q8IYI6 Exocyst complex component 8EXOC8 39159.4 41032.12 30445.14 0 0 0
Q8IYJ1 Copine-9 CPNE9 156983.6 147703.7 158409.8 0 0 0
Q8IYT4 Katanin p60 ATPase-containing subunit A-like 2KATNAL2 99584.11 100722.2 99624.45 0 0 0
Q8IZ07 Ankyrin repeat domain-containing protein 13AANKRD13A 13014.66 13522.37 12709.7 0 0 0
Q8IZ21 Phosphatase and actin regulator 4PHACTR4 4697.133 6600.136 4722.886 0 0 0
Q8IZ83 Aldehyde dehydrogenase family 16 member A1ALDH16A1 17776.19 10700.24 15873.61 41232.11 0 42253.07
Q8IZA0 Dyslexia-associated protein KIAA0319-like proteinKIAA0319L 2795.68 2586.743 2749.023 0 0 0
Q8IZL8 Proline-, glutamic acid- and leucine-rich protein 1PELP1 7742.77 13675.21 13666.42 0 0 0
Q8IZP0 Abl interactor 1ABI1 115807.5 106971.3 99668.89 0 0 0
Q8N0X7 Spartin SPG20 4827.226 5798.991 6218.386 0 0 0
Q8N0Y7 Probable phosphoglycerate mutase 4PGAM4 0 13303.74 17142.59 0 153991.7 309154.7
Q8N1F7 Nuclear pore complex protein Nup93NUP93 21295.23 18461.67 22544.17 0 0 0
Q8N1G4 Leucine-rich repeat-containing protein 47LRRC47 24387.29 16870.03 21444.46 0 0 0
Q8N1N4 Keratin, type II cytoskeletal 78KRT78 7528.635 10987.26 13815.72 100808.7 71649.63 60882.41
Q8N392 Rho GTPase-activating protein 18ARHGAP18 93587.23 90261.28 75932.28 0 0 0
Q8N3C0 Activating signal cointegrator 1 complex subunit 3ASCC3 2118.179 3696.69 6401.993 0 0 0
Q8N3D4 EH domain-binding protein 1-like protein 1EHBP1L1 12540.9 13589.49 11931.6 0 0 0
Q8N3F8 MICAL-like protein 1MICALL1 21415.69 19553.85 18599.58 0 0 0
Q8N3R9 MAGUK p55 subfamily member 5MPP5 17279.57 25393.16 24874.26 0 0 0
Q8N3T6 Transmembrane protein 132CTMEM132C 3696.503 3872.768 5413.827 0 0 0
Q8N474 Secreted frizzled-related protein 1SFRP1 38077.05 56585.94 47710.43 0 0 0
Q8N4C8 Misshapen-like kinase 1MINK1 93502.6 92228.73 87918.34 0 0 0
Q8N5I2 Arrestin domain-containing protein 1ARRDC1 107403.8 102985.9 81089.86 0 0 0
Q8N653 Leucine-zipper-like transcriptional regulator 1LZTR1 10135.26 7785.778 9487.822 0 0 0



Q8N7R7 Cyclin-Y-like protein 1CCNYL1 20626.5 23026.3 16892.08 0 0 0
Q8N884 Cyclic GMP-AMP synthaseMB21D1 26252.32 18480.34 34791.26 514410.3 727557.6 332782.3
Q8N8S7 Protein enabled homologENAH 14975.38 10520.45 15155.79 0 0 0
Q8N9N7 Leucine-rich repeat-containing protein 57LRRC57 104384.2 105451.8 90900.59 0 0 0
Q8NB49 Phospholipid-transporting ATPase IGATP11C 25463.42 26478.75 24112.99 0 0 0
Q8NB90 Spermatogenesis-associated protein 5SPATA5 39087.32 56818.27 57787.05 0 0 0
Q8NBF2 NHL repeat-containing protein 2NHLRC2 30425.96 30523.94 33497.09 0 0 0
Q8NBJ4 Golgi membrane protein 1GOLM1 28001.2 25255.7 29774.76 317513.1 487378.2 232587.2
Q8NBM8 Prenylcysteine oxidase-likePCYOX1L 17901.54 19115.41 21702.63 0 0 0
Q8NBN3 Transmembrane protein 87ATMEM87A 18878.67 21484.83 23256.95 0 0 0
Q8NBS9 Thioredoxin domain-containing protein 5TXNDC5 6912.962 4633.802 9291.59 59496.86 79353.56 49275.71
Q8NBW4 Sodium-coupled neutral amino acid transporter 9SLC38A9 32996.48 40488.7 39675.39 0 0 0
Q8NC42 E3 ubiquitin-protein ligase RNF149RNF149 83115.27 81571.67 79596.1 0 0 0
Q8NC51 Plasminogen activator inhibitor 1 RNA-binding proteinSERBP1 12241.24 9973.752 11879.53 0 0 0
Q8NC54 Keratinocyte-associated transmembrane protein 2KCT2 13222.33 14290.24 10828.43 0 0 0
Q8NCH0 Carbohydrate sulfotransferase 14CHST14 9230.646 10750.69 10815.94 0 0 0
Q8ND76 Cyclin-Y CCNY 28881.06 29124.48 26256.17 0 0 0
Q8NDI1 EH domain-binding protein 1EHBP1 7262.23 8531.905 9907.51 0 0 0
Q8NDZ4 Deleted in autism protein 1C3orf58 4051.522 3999.53 5271.883 0 0 0
Q8NE01 Metal transporter CNNM3CNNM3 14659.36 16345.72 12434.76 0 0 0
Q8NE71 ATP-binding cassette sub-family F member 1ABCF1 4572.204 7354.465 4994.542 0 0 0
Q8NEM2 SHC SH2 domain-binding protein 1SHCBP1 15583.59 13053.49 34204.09 0 0 0
Q8NEW0 Zinc transporter 7SLC30A7 6668.546 4056.631 7252.297 0 0 0
Q8NFA0 Ubiquitin carboxyl-terminal hydrolase 32USP32 12487.5 13904.6 11347.4 0 0 0
Q8NFH3 Nucleoporin Nup43NUP43 7704.96 6068.69 7407.505 0 0 0
Q8NFH5 Nucleoporin NUP53NUP35 19260.9 20432.15 20672.68 0 0 0
Q8NFJ5 Retinoic acid-induced protein 3GPRC5A 75365.1 73715.63 61545.98 0 0 0
Q8NFT2 Metalloreductase STEAP2STEAP2 26069.52 28234.96 21687.4 0 0 0
Q8NG11 Tetraspanin-14TSPAN14 468670.6 407565.9 358265.3 83921.62 0 106427.6
Q8NHP8 Putative phospholipase B-like 2PLBD2 7640.084 9984.08 11841.77 46761.61 49197.2 33544.15
Q8NI27 THO complex subunit 2THOC2 2394.719 1584.426 2061.042 0 0 0
Q8NI35 InaD-like proteinINADL 17523262 19570016 12474945 2.11E+08 3.29E+08 1.42E+08
Q8TAA9 Vang-like protein 1VANGL1 49399.23 56590.89 47390.59 0 0 0
Q8TAF3 WD repeat-containing protein 48WDR48 20846.37 30055.71 33567.27 0 0 0
Q8TAG9 Exocyst complex component 6EXOC6 27227.08 23640.84 22610.58 0 0 0
Q8TAT6 Nuclear protein localization protein 4 homologNPLOC4 8406.63 10357.91 7597.711 0 0 0
Q8TAV4 Stomatin-like protein 3STOML3 321057.7 186527.1 252755.1 0 377093.6 1059369
Q8TB03 Uncharacterized protein CXorf38CXorf38 2189.489 1955.23 2051.495 0 0 0
Q8TB61 Adenosine 3-phospho 5-phosphosulfate transporter 1SLC35B2 23690.21 21319.21 22191.43 44509.49 30410.88 32111.28
Q8TB68 Proline-rich protein 7PRR7 6907.346 7087.095 4462.879 0 0 0
Q8TB73 Protein NDNFNDNF 73209.55 80219.93 65036.23 96410.66 0 231979.5
Q8TB96 T-cell immunomodulatory proteinITFG1 4061.157 4036.958 2805.109 0 0 0
Q8TBC3 SH3KBP1-binding protein 1SHKBP1 9428.342 10288.53 10291.19 0 0 0
Q8TBC4 NEDD8-activating enzyme E1 catalytic subunitUBA3 13809.84 12446.5 19836.44 0 0 0
Q8TBF2 Prostamide/prostaglandin F synthaseFAM213B 15349.2 5303.695 9853.314 0 0 0
Q8TBX8 Phosphatidylinositol 5-phosphate 4-kinase type-2 gammaPIP4K2C 34496.44 33935.89 30462.84 0 0 0
Q8TBZ3 WD repeat-containing protein 20WDR20 19190.09 24698.22 21308.04 0 0 0
Q8TC12 Retinol dehydrogenase 11RDH11 14481.07 14961.19 12677.34 0 0 0
Q8TCG1 Protein CIP2AKIAA1524 11982.86 7048.749 2923.995 0 0 0
Q8TCT8 Signal peptide peptidase-like 2ASPPL2A 35033.64 32884.09 26921.18 0 0 0
Q8TCT9 Minor histocompatibility antigen H13HM13 38804.29 42821.11 28284.34 0 0 0
Q8TCU6 Phosphatidylinositol 3,4,5-trisphosphate-dependent Rac exchanger 1 proteinPREX1 5527.305 7624.571 7458.917 0 0 0
Q8TCZ2 CD99 antigen-like protein 2CD99L2 34685.09 32734.3 32231.17 0 0 0
Q8TD19 Serine/threonine-protein kinase Nek9NEK9 9958.363 9855.197 9798.432 0 0 0
Q8TD55 Pleckstrin homology domain-containing family O member 2PLEKHO2 35204.77 35255.75 31686.57 0 0 0
Q8TDM6 Disks large homolog 5DLG5 7720.04 9184.438 7910.026 0 0 0
Q8TDN6 Ribosome biogenesis protein BRX1 homologBRIX1 5865.197 5783.36 6217.377 0 0 0
Q8TDW0 Volume-regulated anion channel subunit LRRC8CLRRC8C 18219.04 17906.93 16718.66 0 0 0



Q8TDZ2 Protein-methionine sulfoxide oxidase MICAL1MICAL1 4504.524 4215.168 6127.405 0 0 0
Q8TEQ6 Gem-associated protein 5GEMIN5 10824.94 10323.94 11893.58 0 0 0
Q8TEW0 Partitioning defective 3 homologPARD3 17656.36 18425.83 21830.5 0 0 0
Q8TEX9 Importin-4IPO4 15263.55 11707.75 9485.095 0 0 0
Q8TF42 Ubiquitin-associated and SH3 domain-containing protein BUBASH3B 130265.3 127151.9 124387.8 0 0 0
Q8WTT2 Nucleolar complex protein 3 homologNOC3L 3442.615 3448.682 7827.148 0 0 0
Q8WTV0 Scavenger receptor class B member 1SCARB1 186958.6 182766.5 183845.7 0 0 0
Q8WU20 Fibroblast growth factor receptor substrate 2FRS2 6415.71 5768.185 1295.974 0 0 0
Q8WUJ3 Cell migration-inducing and hyaluronan-binding proteinCEMIP 11076.44 12133.23 12767.49 146531.9 116685.5 141083.8
Q8WUM4 Programmed cell death 6-interacting proteinPDCD6IP 634061.8 572903 613106.7 88995.02 59865.63 160786.5
Q8WUM9 Sodium-dependent phosphate transporter 1SLC20A1 119369.9 110622.8 106290.8 0 0 0
Q8WUW1 Protein BRICK1BRK1 154187.5 137633.1 132421.6 0 0 0
Q8WUY9 DEP domain-containing protein 1BDEPDC1B 26525.84 25966.89 26113.77 0 0 0
Q8WV24 Pleckstrin homology-like domain family A member 1PHLDA1 102326.6 77694.72 85370.16 0 0 0
Q8WV41 Sorting nexin-33SNX33 13341.65 30759.48 24574.92 0 0 0
Q8WV99 AN1-type zinc finger protein 2BZFAND2B 46601.39 46089.25 43123.73 0 0 0
Q8WVJ2 NudC domain-containing protein 2NUDCD2 19623.35 21122.72 18142.46 0 0 0
Q8WVM8 Sec1 family domain-containing protein 1SCFD1 14411.48 16548.52 15557.01 0 0 0
Q8WVY7 Ubiquitin-like domain-containing CTD phosphatase 1UBLCP1 9726.165 15597.75 11667.99 0 0 0
Q8WWA0 Intelectin-1ITLN1 389680.2 341933.6 331559.3 287552.2 253904.9 260935.5
Q8WWI1 LIM domain only protein 7LMO7 12408.3 14623.45 11426.13 0 0 0
Q8WWI5 Choline transporter-like protein 1SLC44A1 193251.9 190316.2 217874.8 519212.8 0 161801.5
Q8WWN8 Arf-GAP with Rho-GAP domain, ANK repeat and PH domain-containing protein 3ARAP3 8991.941 7506.612 6681.761 0 0 0
Q8WWU7 Intelectin-2ITLN2 826604.8 734785.9 742833.9 313265.5 289193 540924.7
Q8WWZ4 ATP-binding cassette sub-family A member 10ABCA10 248608.2 216342.4 352554.6 1579875 2874770 1343837
Q8WWZ8 Oncoprotein-induced transcript 3 proteinOIT3 65153.9 66187.59 69892.95 197604.7 277849.5 190872.4
Q8WXE1 ATR-interacting proteinATRIP 12465.95 11848.33 15354.8 0 0 0
Q8WXE9 Stonin-2 STON2 4845.172 5506.961 4908.904 549122.7 585295.3 794003.8
Q8WYA6 Beta-catenin-like protein 1CTNNBL1 7396.037 23246.02 6724.355 0 0 0
Q8WYP5 Protein ELYSAHCTF1 484.8956 646.1437 436.0402 0 0 0
Q8WZA0 Protein LZICLZIC 14478.55 20499.51 13878.4 0 0 0
Q92499 ATP-dependent RNA helicase DDX1DDX1 14058.4 12774.95 12252.02 61581.58 0 46923.38
Q92520 Protein FAM3CFAM3C 12883.31 16362.14 14244.39 0 119390.1 58729.86
Q92530 Proteasome inhibitor PI31 subunitPSMF1 32300.28 29932.48 29647.07 0 0 0
Q92536 Y+L amino acid transporter 2SLC7A6 200348 198275.8 182499.6 0 0 0
Q92537 Sushi domain-containing protein 6SUSD6 13036.54 12576.45 11513.18 0 0 0
Q92538 Golgi-specific brefeldin A-resistance guanine nucleotide exchange factor 1GBF1 15710.65 5676.862 7653.734 0 0 0
Q92544 Transmembrane 9 superfamily member 4TM9SF4 14212.82 13328.78 12996.93 23876.97 0 36278.88
Q92558 Wiskott-Aldrich syndrome protein family member 1WASF1 9963.431 10713.38 9169.637 0 0 0
Q92597 Protein NDRG1NDRG1 32802.95 35348.55 31166.17 0 0 0
Q92598 Heat shock protein 105 kDaHSPH1 32620.36 34171.53 31204.95 0 0 0
Q92599 Septin-8 8-Sep 27953.88 27315.05 24217.38 0 0 0
Q92600 Cell differentiation protein RCD1 homologRQCD1 63481.78 9184.982 97207.8 0 0 0
Q92614 Unconventional myosin-XVIIIaMYO18A 36614.96 31720.08 59277.77 631656.5 889543.4 285507.7
Q92616 Translational activator GCN1GCN1L1 260939.2 255263.2 353688 13711688 21284766 3531866
Q92626 Peroxidasin homologPXDN 35444.11 44808.73 37690.18 874253.5 959492.4 1894679
Q92688 Acidic leucine-rich nuclear phosphoprotein 32 family member BANP32B 6952.751 8085.102 8912.4 0 0 0
Q92692 Nectin-2 PVRL2 316502.1 324842.1 285751.9 0 0 0
Q92696 Geranylgeranyl transferase type-2 subunit alphaRABGGTA 14532.64 12493.6 45022.13 0 0 0
Q92729 Receptor-type tyrosine-protein phosphatase UPTPRU 3889.991 5582.064 4030.501 0 0 0
Q92734 Protein TFGTFG 58139.37 60905.2 57300.78 0 0 0
Q92738 USP6 N-terminal-like proteinUSP6NL 12455.92 10672.07 11542.88 0 0 0
Q92743 Serine protease HTRA1HTRA1 20761.67 15646.81 19082.82 5173575 2761369 8269728
Q92747 Actin-related protein 2/3 complex subunit 1AARPC1A 36499.74 38986.38 33349.59 0 0 0
Q92769 Histone deacetylase 2HDAC2 14766 36727.55 18227.34 0 0 0
Q92783 Signal transducing adapter molecule 1STAM 44365.3 41012.57 35639.52 0 0 0
Q92796 Disks large homolog 3DLG3 11303.48 11659.7 15405.39 0 0 0
Q92820 Gamma-glutamyl hydrolaseGGH 22243.63 24150.68 24728.68 19831.76 0 23583.55



Q92841 Probable ATP-dependent RNA helicase DDX17DDX17 5347.089 4088.737 5011.25 0 0 0
Q92882 Osteoclast-stimulating factor 1OSTF1 36117.3 28163.97 33837.67 0 0 0
Q92888 Rho guanine nucleotide exchange factor 1ARHGEF1 36537.03 39009.49 29124.72 0 0 0
Q92890 Ubiquitin fusion degradation protein 1 homologUFD1L 4467.002 4757.069 7038.358 0 0 0
Q92896 Golgi apparatus protein 1GLG1 18052.15 16957.69 17633.52 53510.26 0 34039.91
Q92905 COP9 signalosome complex subunit 5COPS5 3221.082 3665.508 3083.323 0 0 0
Q92930 Ras-related protein Rab-8BRAB8B 178081.5 188431.3 130620.8 42334.47 0 62894.6
Q92945 Far upstream element-binding protein 2KHSRP 6947.648 6611.358 5398.351 0 0 0
Q92954 Proteoglycan 4PRG4 22551.47 26924.04 34496.59 142148.6 195878 91801.29
Q93008 Probable ubiquitin carboxyl-terminal hydrolase FAF-XUSP9X 7569.145 7863.054 8634.109 85802.86 33276.18 78836.37
Q93009 Ubiquitin carboxyl-terminal hydrolase 7USP7 11623.51 14147.51 8131.401 0 0 0
Q93034 Cullin-5 CUL5 14595.04 11695.77 4858.045 0 0 0
Q93052 Lipoma-preferred partnerLPP 11804.49 17453.48 11478.16 0 0 0
Q93063 Exostosin-2EXT2 21341.07 22358.08 27775.38 70040.61 0 37517.64
Q93088 Betaine--homocysteine S-methyltransferase 1BHMT 22608.24 28535.22 37111.95 216999.3 266992.1 143047.1
Q93096 Protein tyrosine phosphatase type IVA 1PTP4A1 1909.984 1906.271 8260.496 0 0 0
Q969E2 Secretory carrier-associated membrane protein 4SCAMP4 25434.6 50517.39 54261.57 0 0 0
Q969P0 Immunoglobulin superfamily member 8IGSF8 360120.2 325066.1 336909.7 119654.4 85423.12 160093.8
Q969Q5 Ras-related protein Rab-24RAB24 24850.2 21771.89 13456.33 0 0 0
Q969W9 Protein TMEPAIPMEPA1 27319.04 31334.83 20121.81 0 0 0
Q969Z4 Tumor necrosis factor receptor superfamily member 19LRELT 16894.07 16055.86 15681.78 0 0 0
Q96A54 Adiponectin receptor protein 1ADIPOR1 11234.72 12146.23 12662.18 0 0 0
Q96A57 Transmembrane protein 230TMEM230 11087.83 8975.771 6169.063 0 0 0
Q96A65 Exocyst complex component 4EXOC4 63072.56 64805.57 55502.29 0 0 0
Q96AC1 Fermitin family homolog 2FERMT2 248472.3 239032.8 224256.4 0 0 0
Q96AE4 Far upstream element-binding protein 1FUBP1 3418.791 3135.536 2749.921 0 0 0
Q96AG4 Leucine-rich repeat-containing protein 59LRRC59 29233.41 14931.05 25913.29 0 0 0
Q96B97 SH3 domain-containing kinase-binding protein 1SH3KBP1 7801.587 4039.11 10284.12 0 0 0
Q96BD0 Solute carrier organic anion transporter family member 4A1SLCO4A1 142476.8 138380.3 131029.9 0 0 0
Q96BJ3 Axin interactor, dorsalization-associated proteinAIDA 83878.16 90740.8 75876.3 0 0 0
Q96BM9 ADP-ribosylation factor-like protein 8AARL8A 56320.09 68046.41 62797.14 0 0 0
Q96BN8 Ubiquitin thioesterase otulinOTULIN 13156.71 11741.55 11703.29 0 0 0
Q96BY6 Dedicator of cytokinesis protein 10DOCK10 33109.95 35482.48 30929.3 0 0 0
Q96CC6 Inactive rhomboid protein 1RHBDF1 3600.882 3862.051 3132.114 0 0 0
Q96CG8 Collagen triple helix repeat-containing protein 1CTHRC1 5455.661 5766.625 12569.42 76020.31 64791.75 88464.18
Q96CN7 Isochorismatase domain-containing protein 1ISOC1 19060.51 18641.14 16326.02 0 0 0
Q96CS7 Pleckstrin homology domain-containing family B member 2PLEKHB2 79461.73 78190.95 68958.72 0 0 0
Q96CW5 Gamma-tubulin complex component 3TUBGCP3 16134.33 15930.14 11087.81 0 0 0
Q96CX2 BTB/POZ domain-containing protein KCTD12KCTD12 37823.79 39208.83 39143.39 114435 111293.4 69247.63
Q96D15 Reticulocalbin-3RCN3 54101.43 42751.39 84333.61 436612.4 604471.3 194022.6
Q96D31 Calcium release-activated calcium channel protein 1ORAI1 48765.95 54088.01 53622.88 0 0 0
Q96D71 RalBP1-associated Eps domain-containing protein 1REPS1 3712.46 3127.955 3585.978 0 0 0
Q96DG6 Carboxymethylenebutenolidase homologCMBL 37325.88 21335.69 7285.385 0 0 0
Q96DM3 Uncharacterized protein C18orf8C18orf8 3336.323 4552.377 3491.099 0 0 0
Q96DX4 RING finger and SPRY domain-containing protein 1RSPRY1 39284.29 22621.86 25893.65 0 0 0
Q96EC8 Protein YIPF6YIPF6 24330.67 26950.11 31138.23 0 0 0
Q96EG1 Arylsulfatase GARSG 16054.15 15023.16 15568.95 47078.93 48014.05 25521.71
Q96EK5 KIF1-binding proteinKIF1BP 4489.449 4955.668 5041.353 0 0 0
Q96EY5 Multivesicular body subunit 12AMVB12A 109767.3 94952.79 114003.3 0 0 0
Q96F85 CB1 cannabinoid receptor-interacting protein 1CNRIP1 103915.9 99102.61 108475.1 0 0 0
Q96FN4 Copine-2 CPNE2 13741.14 13581.91 15235.9 0 0 0
Q96FQ6 Protein S100-A16S100A16 212940.9 207687 193694.4 0 0 0
Q96FS4 Signal-induced proliferation-associated protein 1SIPA1 12910.11 12482.96 12664.83 0 0 0
Q96FX8 p53 apoptosis effector related to PMP-22PERP 53624.5 64112.86 48703.59 0 0 0
Q96FZ7 Charged multivesicular body protein 6CHMP6 111114.8 95130.88 111440.1 0 0 0
Q96G03 Phosphoglucomutase-2PGM2 23188.94 22461.4 22398.5 0 0 0
Q96GD4 Aurora kinase BAURKB 18641.47 19038.81 16122.43 0 0 0
Q96GK7 Fumarylacetoacetate hydrolase domain-containing protein 2AFAHD2A 9294.835 6792.713 8678.108 0 0 0



Q96GQ7 Probable ATP-dependent RNA helicase DDX27DDX27 3339.922 6736.204 5520.507 0 0 0
Q96GR4 Probable palmitoyltransferase ZDHHC12ZDHHC12 5298.413 6571.111 5748.183 0 0 0
Q96HC4 PDZ and LIM domain protein 5PDLIM5 70161.55 73440.97 73076.8 0 13015.1 19338.67
Q96HR9 Receptor expression-enhancing protein 6REEP6 2968.467 7031.807 3175.076 0 0 0
Q96I24 Far upstream element-binding protein 3FUBP3 47681.92 6826.471 6670.16 423461.2 0 619744.4
Q96II8 Leucine-rich repeat and calponin homology domain-containing protein 3LRCH3 3181.988 3626.493 3268.702 0 0 0
Q96IJ6 Mannose-1-phosphate guanyltransferase alphaGMPPA 6770.972 5290.899 4534.254 0 0 0
Q96IU4 Alpha/beta hydrolase domain-containing protein 14BABHD14B 34578.09 31739.63 29569.77 0 0 0
Q96IY4 Carboxypeptidase B2CPB2 119973.2 120028.8 144980.6 0 0 0
Q96J84 Kin of IRRE-like protein 1KIRREL 68280.84 60552.09 63552.55 0 0 0
Q96J92 Serine/threonine-protein kinase WNK4WNK4 5134.127 5484.546 5095.969 0 0 0
Q96JA1 Leucine-rich repeats and immunoglobulin-like domains protein 1LRIG1 7214.342 7652.213 5443.468 0 0 0
Q96JB6 Lysyl oxidase homolog 4LOXL4 0 0 0 31368.49 19492.06 32217.52
Q96JD6 1,5-anhydro-D-fructose reductaseAKR1E2 35063.44 35622.3 41341.8 0 0 0
Q96KB5 Lymphokine-activated killer T-cell-originated protein kinasePBK 28867.23 24434.82 22570.12 0 0 0
Q96KG7 Multiple epidermal growth factor-like domains protein 10MEGF10 7895.114 15615.98 13577.16 0 0 0
Q96KP4 Cytosolic non-specific dipeptidaseCNDP2 64130.89 45664.83 57195.74 0 0 0
Q96LD4 Tripartite motif-containing protein 47TRIM47 4318.716 3441.152 3235.518 0 0 0
Q96ME1 F-box/LRR-repeat protein 18FBXL18 9267.122 8657.162 3130.325 0 0 0
Q96N06 Spermatogenesis-associated protein 33SPATA33 6525.047 7731.021 7295.076 0 0 0
Q96N67 Dedicator of cytokinesis protein 7DOCK7 10369.12 12775.36 11384.14 0 0 0
Q96NE9 FERM domain-containing protein 6FRMD6 27391.87 27721.29 28532.4 0 0 0
Q96NT5 Proton-coupled folate transporterSLC46A1 9044.01 9742.818 8110.051 0 0 0
Q96NY7 Chloride intracellular channel protein 6CLIC6 1249604 1307805 1090402 0 0 0
Q96P48 Arf-GAP with Rho-GAP domain, ANK repeat and PH domain-containing protein 1ARAP1 13449.27 13359.73 12685.98 0 0 0
Q96P70 Importin-9IPO9 5936.6 6087.417 1471.426 0 0 0
Q96PD2 Discoidin, CUB and LCCL domain-containing protein 2DCBLD2 24958.04 36521.18 15264.78 0 0 0
Q96PD5 N-acetylmuramoyl-L-alanine amidasePGLYRP2 48308.66 49318.72 67120.68 217558.9 382687 0
Q96PK6 RNA-binding protein 14RBM14 1951.19 3069.251 2748.677 0 0 0
Q96PU5 E3 ubiquitin-protein ligase NEDD4-likeNEDD4L 99695.24 99978.46 91429.11 0 0 0
Q96PY5 Formin-like protein 2FMNL2 190047.1 188152.8 173153 0 0 0
Q96Q11 CCA tRNA nucleotidyltransferase 1, mitochondrialTRNT1 10599.52 13475.45 13285.55 0 0 0
Q96Q45 Transmembrane protein 237TMEM237 64727.83 36787.95 38528.73 0 0 0
Q96QD8 Sodium-coupled neutral amino acid transporter 2SLC38A2 673942 786017.8 586850.8 0 0 0
Q96QE2 Proton myo-inositol cotransporterSLC2A13 9608.821 9675.554 10451.14 0 0 0
Q96RF0 Sorting nexin-18SNX18 30391.9 31690.45 29373.46 0 0 0
Q96RI0 Proteinase-activated receptor 4F2RL3 3942.285 2796.209 4764.685 49568.36 0 105924.1
Q96RS6 NudC domain-containing protein 1NUDCD1 19399.51 17619.83 12981.26 0 0 0
Q96RT1 Protein LAP2ERBB2IP 114600.3 113449 107889.3 0 0 0
Q96RT8 Gamma-tubulin complex component 5TUBGCP5 1710.415 2674.235 3242.667 0 0 0
Q96RW7 Hemicentin-1HMCN1 1366210 1581811 706604.1 47601024 65044392 31404530
Q96S59 Ran-binding protein 9RANBP9 3869.88 3413.381 2673.258 0 0 0
Q96S86 Hyaluronan and proteoglycan link protein 3HAPLN3 2493.505 3057.867 4122.193 142351.1 0 184007.1
Q96S97 Myeloid-associated differentiation markerMYADM 235439.5 325991.3 228357.2 0 0 0
Q96S99 Pleckstrin homology domain-containing family F member 1PLEKHF1 8293.021 5711.919 8830.189 0 0 0
Q96SB3 Neurabin-2PPP1R9B 11334.13 12633.91 11522.82 0 0 0
Q96SL1 Disrupted in renal carcinoma protein 2DIRC2 24654.59 26584.95 22690.46 0 0 0
Q96SU4 Oxysterol-binding protein-related protein 9OSBPL9 11150.47 13594.02 20729.11 0 0 0
Q96SZ5 2-aminoethanethiol dioxygenaseADO 13021.38 9689.097 11932.37 0 0 0
Q96T76 MMS19 nucleotide excision repair protein homologMMS19 11847.64 11194.68 8497.676 0 0 0
Q96TA1 Niban-like protein 1FAM129B 148273.7 151374.1 133829.5 1247459 0 671176.1
Q99417 C-Myc-binding proteinMYCBP 15152.36 15141.94 17608.93 0 0 0
Q99426 Tubulin-folding cofactor BTBCB 12447.45 14441.68 22406.48 0 0 0
Q99436 Proteasome subunit beta type-7PSMB7 127927.2 126299.3 155551.5 126185.6 98506.67 112890.4
Q99447 Ethanolamine-phosphate cytidylyltransferasePCYT2 18466.79 16417.04 18921.29 0 0 0
Q99460 26S proteasome non-ATPase regulatory subunit 1PSMD1 42721.35 32348.42 42592.18 0 0 0
Q99497 Protein deglycase DJ-1PARK7 159766.6 149498.5 142258.6 158832.8 163500.6 132105.1
Q99523 Sortilin SORT1 35760.59 28704.83 28612.25 0 0 0



Q99536 Synaptic vesicle membrane protein VAT-1 homologVAT1 400805.2 418409.6 347790.3 73252.43 58272.39 64052.93
Q99569 Plakophilin-4PKP4 21077.58 12536.51 10351.75 0 0 0
Q99570 Phosphoinositide 3-kinase regulatory subunit 4PIK3R4 8484.197 2369.439 3440.596 0 0 0
Q99584 Protein S100-A13S100A13 161976.2 159402.6 156454.8 0 0 0
Q99615 DnaJ homolog subfamily C member 7DNAJC7 16010.93 14354.85 15643.01 0 0 0
Q99622 Protein C10C12orf57 20727.65 16811.27 18156.26 0 0 0
Q99627 COP9 signalosome complex subunit 8COPS8 21700.93 22250.66 23648.01 0 0 0
Q99650 Oncostatin-M-specific receptor subunit betaOSMR 31643.86 22519.35 34246.32 0 0 0
Q99653 Calcineurin B homologous protein 1CHP1 59016.69 59082.5 50963.41 0 0 0
Q99661 Kinesin-like protein KIF2CKIF2C 10934.31 7404.416 6853.039 0 0 0
Q99685 Monoglyceride lipaseMGLL 41250.16 53955.99 39861.47 0 0 0
Q99715 Collagen alpha-1(XII) chainCOL12A1 2922520 2792096 2997279 9335523 8199789 12020047
Q99717 Mothers against decapentaplegic homolog 5SMAD5 3020.275 4483.824 2585.594 0 0 0
Q99733 Nucleosome assembly protein 1-like 4NAP1L4 30638.62 28009.03 37439.86 0 0 0
Q99747 Gamma-soluble NSF attachment proteinNAPG 127877 119891.7 109260.3 0 0 0
Q99755 Phosphatidylinositol 4-phosphate 5-kinase type-1 alphaPIP5K1A 123621.8 142165.9 132689.3 0 0 0
Q99805 Transmembrane 9 superfamily member 2TM9SF2 101942.9 104640.2 101866.4 84320.18 32916.44 64334.05
Q99808 Equilibrative nucleoside transporter 1SLC29A1 458354.4 532196.6 491910.5 47406.21 0 73315.46
Q99828 Calcium and integrin-binding protein 1CIB1 9768.196 10568.86 9045.471 0 0 0
Q99961 Endophilin-A2SH3GL1 80553.61 71142.33 71853.61 39432.07 0 30842.87
Q9BPX3 Condensin complex subunit 3NCAPG 15163.51 12099.51 11867.8 0 0 0
Q9BPX5 Actin-related protein 2/3 complex subunit 5-like proteinARPC5L 176030.2 160027.3 145810.1 0 0 0
Q9BPZ7 Target of rapamycin complex 2 subunit MAPKAP1MAPKAP1 7955.141 9423.6 7905.598 0 0 0
Q9BQ04 RNA-binding protein 4BRBM4B 8948.372 6707.156 8899.47 0 0 0
Q9BQ24 Zinc finger FYVE domain-containing protein 21ZFYVE21 23736.55 23001.45 24076.37 0 0 0
Q9BQA1 Methylosome protein 50WDR77 55234.9 55946.62 56765.5 0 0 0
Q9BQG0 Myb-binding protein 1AMYBBP1A 10630.74 10398.32 2291.89 0 0 0
Q9BQL6 Fermitin family homolog 1FERMT1 88363.13 90847.63 75151.88 0 0 0
Q9BR76 Coronin-1BCORO1B 74688.27 77827.91 70052.37 0 0 0
Q9BRA2 Thioredoxin domain-containing protein 17TXNDC17 87275.82 88351.53 83523.46 25577.71 121196.9 42447.66
Q9BRG1 Vacuolar protein-sorting-associated protein 25VPS25 55521.45 41600.27 48148.54 0 0 0
Q9BRP4 Proteasomal ATPase-associated factor 1PAAF1 4578.001 9928.876 8620.063 0 0 0
Q9BRX2 Protein pelota homologPELO 5533.766 5765.06 5439.37 0 0 0
Q9BS26 Endoplasmic reticulum resident protein 44ERP44 18870.19 16688.33 8500.584 0 0 0
Q9BSA4 Protein tweety homolog 2TTYH2 19622.46 18709.03 19411.35 0 0 0
Q9BSJ8 Extended synaptotagmin-1ESYT1 15402.58 15805.77 6856.673 39546.98 0 82468.09
Q9BSQ5 Cerebral cavernous malformations 2 proteinCCM2 19751.52 12516.63 16481.87 0 0 0
Q9BT09 Protein canopy homolog 3CNPY3 6648.5 13790.22 15179.51 0 0 0
Q9BT67 NEDD4 family-interacting protein 1NDFIP1 75928.53 72117.86 55323.16 0 0 0
Q9BT78 COP9 signalosome complex subunit 4COPS4 13436.82 21189.62 21472.72 0 0 0
Q9BTE3 Mini-chromosome maintenance complex-binding proteinMCMBP 9353.876 8807.186 11122.39 0 0 0
Q9BTM9 Ubiquitin-related modifier 1URM1 31992.59 29856.48 21151.51 0 0 0
Q9BTT0 Acidic leucine-rich nuclear phosphoprotein 32 family member EANP32E 32697.39 22374.79 14692.66 0 0 0
Q9BTT6 Leucine-rich repeat-containing protein 1LRRC1 23835.25 27878.2 23541.61 0 0 0
Q9BTU6 Phosphatidylinositol 4-kinase type 2-alphaPI4K2A 30871.51 29126.15 28764.74 0 0 0
Q9BTW9 Tubulin-specific chaperone DTBCD 14318.77 11703.21 10798.91 0 0 0
Q9BTX1 Nucleoporin NDC1NDC1 16499.71 18661.54 19164.77 0 0 0
Q9BUF5 Tubulin beta-6 chainTUBB6 160836.8 276092.9 337238.3 6209379 2288837 5673297
Q9BUJ2 Heterogeneous nuclear ribonucleoprotein U-like protein 1HNRNPUL1 4366.056 5572.911 5630.61 0 0 0
Q9BUL8 Programmed cell death protein 10PDCD10 210861.3 213442 205653.5 0 0 0
Q9BUN8 Derlin-1 DERL1 7970.88 9311.881 8684.131 0 0 0
Q9BV20 Methylthioribose-1-phosphate isomeraseMRI1 3273.438 4017.172 2777.603 0 0 0
Q9BV57 1,2-dihydroxy-3-keto-5-methylthiopentene dioxygenaseADI1 13587.62 14500.21 12035.42 0 0 0
Q9BV68 E3 ubiquitin-protein ligase RNF126RNF126 22400.91 21021.46 14499.44 0 0 0
Q9BV86 N-terminal Xaa-Pro-Lys N-methyltransferase 1NTMT1 23710.25 22564.77 24559.39 0 0 0
Q9BVA1 Tubulin beta-2B chainTUBB2B 363484 380710.6 348144 1458404 1150398 3119961
Q9BVC4 Target of rapamycin complex subunit LST8MLST8 12606.02 11270.46 9202.944 0 0 0
Q9BVC6 Transmembrane protein 109TMEM109 149186 146071.1 139363 0 0 0



Q9BVG4 Protein PBDC1PBDC1 14389.24 15632.3 13699.69 0 0 0
Q9BVG9 Phosphatidylserine synthase 2PTDSS2 14067.32 14838.9 11836.93 0 0 0
Q9BVK6 Transmembrane emp24 domain-containing protein 9TMED9 10652.24 9093.951 13005.48 0 0 0
Q9BVL2 Nucleoporin p58/p45NUP58 4166.377 6713.87 4334.04 0 0 0
Q9BVQ7 Spermatogenesis-associated protein 5-like protein 1SPATA5L1 5657.302 4163.413 8162.829 0 0 0
Q9BWS9 Chitinase domain-containing protein 1CHID1 6417.568 6550.017 8945.004 0 0 0
Q9BX67 Junctional adhesion molecule CJAM3 127174.4 117974.7 116424.2 0 0 0
Q9BX79 Stimulated by retinoic acid gene 6 protein homologSTRA6 2252.665 2022.287 1624.19 0 0 0
Q9BX97 Plasmalemma vesicle-associated proteinPLVAP 31245.83 30643.11 39923.76 65092.79 0 56856.02
Q9BXB5 Oxysterol-binding protein-related protein 10OSBPL10 9619.296 10344.58 8629.391 0 0 0
Q9BXF6 Rab11 family-interacting protein 5RAB11FIP5 12807.44 11370.7 14485.24 0 0 0
Q9BXI6 TBC1 domain family member 10ATBC1D10A 56877.69 55146.13 50475.41 0 0 0
Q9BXJ9 N-alpha-acetyltransferase 15, NatA auxiliary subunitNAA15 18798.69 19278.12 18746.79 0 0 0
Q9BXP2 Solute carrier family 12 member 9SLC12A9 4002.359 4163.806 3014.037 0 0 0
Q9BXS4 Transmembrane protein 59TMEM59 23202.94 29225.49 21902.11 0 0 0
Q9BXX0 EMILIN-2 EMILIN2 44978.25 37165.32 42246.54 0 0 0
Q9BY32 Inosine triphosphate pyrophosphataseITPA 13047.46 13336.46 16555.51 0 0 0
Q9BY44 Eukaryotic translation initiation factor 2AEIF2A 13825.53 12667.18 13923.15 0 0 0
Q9BY67 Cell adhesion molecule 1CADM1 55915.63 53854.32 52710.48 0 0 0
Q9BY76 Angiopoietin-related protein 4ANGPTL4 0 0 0 119535.9 91896.05 168165.9
Q9BYG5 Partitioning defective 6 homolog betaPARD6B 9907.035 8371.726 8728.489 0 0 0
Q9BYI3 Hyccin FAM126A 20493.99 13324.72 18514.07 0 0 0
Q9BYN0 Sulfiredoxin-1SRXN1 2789.305 4188.848 2810.005 0 0 0
Q9BZ29 Dedicator of cytokinesis protein 9DOCK9 23637.86 20185.34 18942.86 0 0 0
Q9BZ67 FERM domain-containing protein 8FRMD8 13321.46 22273.5 19161.32 0 0 0
Q9BZE4 Nucleolar GTP-binding protein 1GTPBP4 5379.319 7271.304 4081.139 0 0 0
Q9BZE9 Tether containing UBX domain for GLUT4ASPSCR1 9674.993 9897.467 6618.756 0 0 0
Q9BZF9 Uveal autoantigen with coiled-coil domains and ankyrin repeatsUACA 4702.824 7453.68 5251.977 0 0 0
Q9BZG1 Ras-related protein Rab-34RAB34 164951.1 162685.1 149617.7 0 0 0
Q9BZG8 Diphthamide biosynthesis protein 1DPH1 4648.462 5783.692 4111.265 0 0 0
Q9BZH6 WD repeat-containing protein 11WDR11 5451.198 5650.534 6217.646 0 0 0
Q9BZK7 F-box-like/WD repeat-containing protein TBL1XR1TBL1XR1 5363.937 6680.294 7988.036 0 0 0
Q9BZL6 Serine/threonine-protein kinase D2PRKD2 18318.67 18687.92 16798.58 17198.17 0 25297.49
Q9BZM6 NKG2D ligand 1ULBP1 4777.597 4181.789 3512.154 0 0 0
Q9BZQ8 Protein NibanFAM129A 72811.75 72898.6 64429.36 0 0 0
Q9BZX2 Uridine-cytidine kinase 2UCK2 14286.14 14289.07 13609.96 0 0 0
Q9C004 Protein sprouty homolog 4SPRY4 111042.4 88646.48 70945.92 0 0 0
Q9C0B5 Palmitoyltransferase ZDHHC5ZDHHC5 67865.07 68296.95 52120.37 0 0 0
Q9C0C4 Semaphorin-4CSEMA4C 24333.07 27397.37 26432.46 0 0 0
Q9C0D5 Protein TANC1TANC1 14214.19 13586.43 11584.09 0 0 0
Q9C0D9 Ethanolaminephosphotransferase 1EPT1 25081.9 24678 24401.4 0 0 0
Q9C0H5 Rho GTPase-activating protein 39ARHGAP39 10089.43 8840.366 9257.251 0 0 0
Q9C0I1 Myotubularin-related protein 12MTMR12 2306.051 1775.648 1897.398 0 0 0
Q9GZM5 Protein YIPF3YIPF3 20877.52 24945.56 21781.2 0 0 0
Q9GZM7 Tubulointerstitial nephritis antigen-likeTINAGL1 171326.1 187408.4 173897.7 0 0 0
Q9GZN8 UPF0687 protein C20orf27C20orf27 1507.387 2459.902 1055.402 0 0 0
Q9GZP1 Neurensin-2NRSN2 49621.76 71867.9 70463.7 0 0 0
Q9GZS3 WD repeat-containing protein 61WDR61 9955.389 44022.16 47475.5 0 0 0
Q9GZU7 Carboxy-terminal domain RNA polymerase II polypeptide A small phosphatase 1CTDSP1 32944.63 35356.15 29612.66 0 0 0
Q9GZX5 Zinc finger protein 350ZNF350 597641.6 627661.6 1091737 0 50420504 27278870
Q9GZZ9 Ubiquitin-like modifier-activating enzyme 5UBA5 9673.714 10476.06 8555.549 0 0 0
Q9H013 Disintegrin and metalloproteinase domain-containing protein 19ADAM19 13209.17 18058.78 11785.95 0 0 0
Q9H074 Polyadenylate-binding protein-interacting protein 1PAIP1 13852.63 14079.96 14086.83 0 0 0
Q9H0D6 5-3 exoribonuclease 2XRN2 1622.242 9207.782 1668.064 0 0 0
Q9H0N0 Ras-related protein Rab-6CRAB6C 151331.7 115251.1 104308 0 0 0
Q9H0R3 Transmembrane protein 222TMEM222 7707.659 9120.064 7522.031 0 0 0
Q9H0U4 Ras-related protein Rab-1BRAB1B 68939.6 77317.06 77937.07 0 0 0
Q9H0W9 Ester hydrolase C11orf54C11orf54 23455.68 18257.93 17945.7 0 0 0



Q9H1A4 Anaphase-promoting complex subunit 1ANAPC1 8371.67 9245.748 12185.54 0 0 0
Q9H1C7 Cysteine-rich and transmembrane domain-containing protein 1CYSTM1 196600.8 167866.3 173940.9 0 0 0
Q9H1Y0 Autophagy protein 5ATG5 2086.021 2383.824 2102.025 0 0 0
Q9H201 Epsin-3 EPN3 7735.877 6383.168 4807.047 0 0 0
Q9H228 Sphingosine 1-phosphate receptor 5S1PR5 7754.019 8247.444 7759.005 0 0 0
Q9H246 Uncharacterized protein C1orf21C1orf21 16228.69 17550.04 11359.89 0 0 0
Q9H267 Vacuolar protein sorting-associated protein 33BVPS33B 7734.353 7340.648 5021.919 0 0 0
Q9H299 SH3 domain-binding glutamic acid-rich-like protein 3SH3BGRL3 404385.7 186522.2 373690.7 470359 690882.8 355954
Q9H2C0 Gigaxonin GAN 7417.804 13098.56 7733.58 0 0 0
Q9H2G2 STE20-like serine/threonine-protein kinaseSLK 68055.61 61659.73 80260.45 0 0 0
Q9H2H9 Sodium-coupled neutral amino acid transporter 1SLC38A1 235756.1 239856.5 233266.8 0 0 0
Q9H2K8 Serine/threonine-protein kinase TAO3TAOK3 23208.98 22067.71 22061.19 0 0 0
Q9H2U1 ATP-dependent RNA helicase DHX36DHX36 3711.719 3063.425 2775.379 0 0 0
Q9H2U2 Inorganic pyrophosphatase 2, mitochondrialPPA2 105767.2 105652.5 104089.7 0 0 0
Q9H3K6 BolA-like protein 2BOLA2 16331.5 23377.75 21559.58 0 0 0
Q9H3S7 Tyrosine-protein phosphatase non-receptor type 23PTPN23 18339.45 22176.06 22417.02 0 0 0
Q9H3U1 Protein unc-45 homolog AUNC45A 19391.9 18196.17 16209.91 0 0 0
Q9H3Z4 DnaJ homolog subfamily C member 5DNAJC5 29321.59 26172.11 37778.14 0 0 0
Q9H425 Uncharacterized protein C1orf198C1orf198 4318.255 4644.426 3580.934 0 0 0
Q9H444 Charged multivesicular body protein 4bCHMP4B 363344.4 207329 253529.2 0 0 0
Q9H4A4 Aminopeptidase BRNPEP 26409.92 27649.13 25251.95 0 0 0
Q9H4B7 Tubulin beta-1 chainTUBB1 114478.5 70297.26 93422.71 3927363 1112367 5073463
Q9H4F8 SPARC-related modular calcium-binding protein 1SMOC1 10241.63 9399.056 11480.86 154725.4 0 79816.55
Q9H4G0 Band 4.1-like protein 1EPB41L1 27946.81 28713.49 32113.13 0 0 0
Q9H4G4 Golgi-associated plant pathogenesis-related protein 1GLIPR2 132880.2 108049 109716.6 121954.1 179785.7 145865.8
Q9H583 HEAT repeat-containing protein 1HEATR1 59737.82 76904.23 3865.161 460353.1 0 492470
Q9H5V8 CUB domain-containing protein 1CDCP1 290352.2 291369.1 295797.9 0 0 0
Q9H6B4 CXADR-like membrane proteinCLMP 46041.66 1203838 48738.96 4471939 0 3086545
Q9H6X2 Anthrax toxin receptor 1ANTXR1 27597.35 34224.99 32715.45 0 0 0
Q9H773 dCTP pyrophosphatase 1DCTPP1 25704.07 18475.88 19413.31 0 0 0
Q9H7B4 Histone-lysine N-methyltransferase SMYD3SMYD3 4084.333 3658.66 3504.022 0 0 0
Q9H7D0 Dedicator of cytokinesis protein 5DOCK5 7030.371 4434.81 6104.261 0 0 0
Q9H7D7 WD repeat-containing protein 26WDR26 9934.765 9813.409 8214.436 0 0 0
Q9H7F0 Probable cation-transporting ATPase 13A3ATP13A3 21684.38 21662.49 21705.09 0 0 0
Q9H7F4 Transmembrane protein 185BTMEM185B 10795.86 10215.82 8234.552 0 0 0
Q9H7P6 Multivesicular body subunit 12BMVB12B 8701.325 8668.724 7179.134 0 0 0
Q9H813 Transmembrane protein 206TMEM206 21593.28 19533.53 20213.55 0 0 0
Q9H832 Ubiquitin-conjugating enzyme E2 ZUBE2Z 35245.97 37222.83 32395.39 0 0 0
Q9H853 Putative tubulin-like protein alpha-4BTUBA4B 657242 656404.6 625444.1 4566328 1709119 5628501
Q9H8M9 Protein eva-1 homolog AEVA1A 498806.9 489682.1 479027.2 0 0 0
Q9H8S9 MOB kinase activator 1AMOB1A 48989.75 45929.56 45983.79 0 0 0
Q9H8W4 Pleckstrin homology domain-containing family F member 2PLEKHF2 9355.224 4705.364 6129.582 0 0 0
Q9H944 Mediator of RNA polymerase II transcription subunit 20MED20 2332.829 2645.923 1919.423 0 0 0
Q9H9A6 Leucine-rich repeat-containing protein 40LRRC40 9356.379 8944.264 9391.009 0 0 0
Q9H9H4 Vacuolar protein sorting-associated protein 37BVPS37B 134880.1 122529 129408 0 0 0
Q9H9Q2 COP9 signalosome complex subunit 7bCOPS7B 7562.411 7677.614 7962.987 0 0 0
Q9H9T3 Elongator complex protein 3ELP3 8087.753 8807.787 9274.582 0 0 0
Q9H9Y6 DNA-directed RNA polymerase I subunit RPA2POLR1B 1702.935 711.8166 1800.153 0 0 0
Q9HAB3 Solute carrier family 52, riboflavin transporter, member 2SLC52A2 152880.4 181717.6 191482.4 0 0 0
Q9HAB8 Phosphopantothenate--cysteine ligasePPCS 8685.248 13206.3 11813.38 0 0 0
Q9HAC8 Ubiquitin domain-containing protein 1UBTD1 123424.3 124150.2 117309.5 0 0 0
Q9HAT8 E3 ubiquitin-protein ligase pellino homolog 2PELI2 20326.13 18767.05 18938.36 0 0 0
Q9HAU0 Pleckstrin homology domain-containing family A member 5PLEKHA5 11527.89 8750.279 7839.19 0 0 0
Q9HAU4 E3 ubiquitin-protein ligase SMURF2SMURF2 13403.8 19310.53 16997.8 0 0 0
Q9HAV0 Guanine nucleotide-binding protein subunit beta-4GNB4 51117.84 119724.7 43109.38 43964.9 0 72563.13
Q9HAV4 Exportin-5 XPO5 3563.321 2955.407 2739.44 0 0 0
Q9HB07 UPF0160 protein MYG1, mitochondrialC12orf10 19323.53 23149.32 18110.38 0 0 0
Q9HB09 Bcl-2-like protein 12BCL2L12 44469.8 34259.17 25514.67 0 0 0



Q9HB71 Calcyclin-binding proteinCACYBP 40676.83 38701.6 44341.71 0 0 0
Q9HBA0 Transient receptor potential cation channel subfamily V member 4TRPV4 6974.054 8317.037 4868.224 0 0 0
Q9HBH0 Rho-related GTP-binding protein RhoFRHOF 11973.3 12800.13 12349.22 0 0 0
Q9HBI1 Beta-parvinPARVB 55491.35 71050.05 88868.74 0 84116.48 156210.9
Q9HC07 Transmembrane protein 165TMEM165 9266.703 12357.1 9256.536 0 0 0
Q9HCE1 Putative helicase MOV-10MOV10 2135.128 3167.771 1472.074 0 0 0
Q9HCE7 E3 ubiquitin-protein ligase SMURF1SMURF1 2817.489 2830.686 3383.221 0 0 0
Q9HCJ6 Synaptic vesicle membrane protein VAT-1 homolog-likeVAT1L 4509.686 6543.694 5556.031 0 0 0
Q9HCM4 Band 4.1-like protein 5EPB41L5 29762.34 18898.43 37149.32 0 0 0
Q9HCN3 Transmembrane protein 8ATMEM8A 30135.22 31731.22 26534.84 0 0 0
Q9HCP0 Casein kinase I isoform gamma-1CSNK1G1 24498.75 29348.14 23973.45 0 0 0
Q9HD45 Transmembrane 9 superfamily member 3TM9SF3 11224.86 30086.54 27120.08 0 0 0
Q9HD67 Unconventional myosin-XMYO10 68772.76 68358.59 54172.98 0 0 0
Q9HDC5 Junctophilin-1JPH1 19603.11 19810.88 21047.23 0 0 0
Q9HDC9 Adipocyte plasma membrane-associated proteinAPMAP 65033.13 69158.13 69844.88 5043623 4710812 3572824
Q9NP58 ATP-binding cassette sub-family B member 6, mitochondrialABCB6 10779.44 9542.345 9261.832 0 0 0
Q9NP72 Ras-related protein Rab-18RAB18 23967.49 24379.87 17629.37 0 0 0
Q9NP79 Vacuolar protein sorting-associated protein VTA1 homologVTA1 127945.8 95069.14 98919.41 0 72524.54 61220.77
Q9NPF0 CD320 antigenCD320 25540.57 52869.42 50551.92 0 0 0
Q9NPG4 Protocadherin-12PCDH12 29728.85 30027.84 37515.59 0 215536.9 24885
Q9NPH2 Inositol-3-phosphate synthase 1ISYNA1 8104.136 8765.729 9762.459 0 0 0
Q9NPH3 Interleukin-1 receptor accessory proteinIL1RAP 96826.47 93084.66 113005.4 534726.8 630523.4 404219
Q9NPI0 Transmembrane protein 138TMEM138 15193.17 19991.04 19017.86 0 0 0
Q9NPQ8 Synembryn-ARIC8A 22690.11 21539.15 19247.97 0 0 0
Q9NPR2 Semaphorin-4BSEMA4B 6131.955 5172.496 4748.667 0 0 0
Q9NQ79 Cartilage acidic protein 1CRTAC1 12345.3 7878.31 14768.35 0 0 0
Q9NQ84 G-protein coupled receptor family C group 5 member CGPRC5C 14066.97 15722.25 14705.08 0 0 0
Q9NQC3 Reticulon-4RTN4 207621.7 215354.1 179082.5 990735.6 831440.5 818230.7
Q9NQH7 Probable Xaa-Pro aminopeptidase 3XPNPEP3 1384944 1355922 1348009 277034.8 278955.9 274383.6
Q9NQR4 Omega-amidase NIT2NIT2 5582.064 7585.811 9304.943 0 0 0
Q9NQS3 Nectin-3 PVRL3 7469.054 8773.051 9755.804 0 0 0
Q9NQW7 Xaa-Pro aminopeptidase 1XPNPEP1 22291.64 19393.56 23048.36 0 30603.16 24009.25
Q9NQX7 Integral membrane protein 2CITM2C 139623.8 139812.4 104976.8 0 0 0
Q9NR09 Baculoviral IAP repeat-containing protein 6BIRC6 4720.087 5432.396 8102.783 0 0 0
Q9NR12 PDZ and LIM domain protein 7PDLIM7 141357 133910.9 121536.8 0 0 0
Q9NR19 Acetyl-coenzyme A synthetase, cytoplasmicACSS2 10446.4 12217.89 10633.42 0 0 0
Q9NR30 Nucleolar RNA helicase 2DDX21 16666.8 17611.76 15412.69 59828184 63204688 35631700
Q9NR31 GTP-binding protein SAR1aSAR1A 96875.98 70510.24 70320.36 94917.96 95572.46 164484.4
Q9NRA2 Sialin SLC17A5 7997.062 7393.208 7112.539 0 0 0
Q9NRG9 Aladin AAAS 265494.7 138165.4 461122.1 0 0 0
Q9NRN5 Olfactomedin-like protein 3OLFML3 16307.52 18371.35 24753.99 246114.2 344209.4 317987
Q9NRN7 L-aminoadipate-semialdehyde dehydrogenase-phosphopantetheinyl transferaseAASDHPPT 11750.46 8816.823 11591.21 0 0 0
Q9NRR3 CDC42 small effector protein 2CDC42SE2 47532.98 42805.38 40632.63 0 0 0
Q9NRR8 CDC42 small effector protein 1CDC42SE1 33058.52 43831.14 33725.6 0 0 0
Q9NRV9 Heme-binding protein 1HEBP1 60563.38 57665.58 44522.94 0 0 0
Q9NRW1 Ras-related protein Rab-6BRAB6B 1114089 1263665 1188279 0 0 0
Q9NRW7 Vacuolar protein sorting-associated protein 45VPS45 20701.84 18421.71 19580.54 0 0 0
Q9NRY6 Phospholipid scramblase 3PLSCR3 154578.3 183628 200811.6 1263432 0 474169.8
Q9NS86 LanC-like protein 2LANCL2 23027.6 19165.29 25146.86 0 0 0
Q9NS93 Transmembrane 7 superfamily member 3TM7SF3 4548.664 3181.507 1291.872 0 0 0
Q9NSD9 Phenylalanine--tRNA ligase beta subunitFARSB 11063.33 11505.27 11330.59 0 0 0
Q9NT62 Ubiquitin-like-conjugating enzyme ATG3ATG3 18229.96 17924.3 16669.01 0 0 0
Q9NTJ3 Structural maintenance of chromosomes protein 4SMC4 7909.427 6214.17 9389.512 0 0 0
Q9NTK5 Obg-like ATPase 1OLA1 50714.38 57020.14 55545.51 0 0 0
Q9NUE0 Palmitoyltransferase ZDHHC18ZDHHC18 18517.49 16707.8 17336.56 0 0 0
Q9NUM4 Transmembrane protein 106BTMEM106B 91381.61 73376.33 122531.1 0 0 0
Q9NUP9 Protein lin-7 homolog CLIN7C 271349.5 256924.3 240886 0 0 0
Q9NUQ8 ATP-binding cassette sub-family F member 3ABCF3 8216.902 7411.34 4437.373 0 0 0



Q9NUQ9 Protein FAM49BFAM49B 298086 288672.3 261044 0 0 0
Q9NUS5 AP-5 complex subunit sigma-1AP5S1 76883.02 63728.13 58447.04 0 0 0
Q9NUU7 ATP-dependent RNA helicase DDX19ADDX19A 13424.04 16159.22 18627.13 0 0 0
Q9NV58 E3 ubiquitin-protein ligase RNF19ARNF19A 10921.57 7118.723 10878.1 0 0 0
Q9NV70 Exocyst complex component 1EXOC1 17498.51 20574.93 17307.5 0 0 0
Q9NV96 Cell cycle control protein 50ATMEM30A 67741.91 71035.11 62315.95 0 0 0
Q9NVE7 Pantothenate kinase 4PANK4 11767.33 10101.99 12359.73 0 0 0
Q9NVJ2 ADP-ribosylation factor-like protein 8BARL8B 35812.73 38575.21 40427.83 0 0 0
Q9NVM1 Protein eva-1 homolog BEVA1B 40993.21 33369.1 33469.75 0 0 0
Q9NVP1 ATP-dependent RNA helicase DDX18DDX18 8318.988 7767.488 7637.623 0 0 0
Q9NVQ4 Fas apoptotic inhibitory molecule 1FAIM 21522.3 5622.451 20694.48 0 0 0
Q9NVS9 Pyridoxine-5-phosphate oxidasePNPO 7916.906 7210.108 6712.774 0 0 0
Q9NWD8 Transmembrane protein 248TMEM248 16050.2 13733.85 14024.36 0 0 0
Q9NWX6 Probable tRNA(His) guanylyltransferaseTHG1L 14836.03 11616.57 15831.64 0 0 0
Q9NX47 E3 ubiquitin-protein ligase MARCH55-Mar 3208.969 2067.339 3328.463 0 0 0
Q9NX57 Ras-related protein Rab-20RAB20 19374.04 21479.21 20224.78 0 0 0
Q9NX62 Inositol monophosphatase 3IMPAD1 18665.67 19556.4 20443.17 0 0 0
Q9NXH9 tRNA (guanine(26)-N(2))-dimethyltransferaseTRMT1 1064.51 1054.183 1339.014 0 0 0
Q9NXU5 ADP-ribosylation factor-like protein 15ARL15 26836.28 32597.21 30630.4 0 0 0
Q9NY26 Zinc transporter ZIP1SLC39A1 1656.717 1225.554 1378.869 0 0 0
Q9NY33 Dipeptidyl peptidase 3DPP3 24088.18 24425.82 24803.95 0 0 0
Q9NY35 Claudin domain-containing protein 1CLDND1 175999.4 185907.9 173766.2 0 0 0
Q9NY97 N-acetyllactosaminide beta-1,3-N-acetylglucosaminyltransferase 2B3GNT2 3627.655 3936.165 4631.216 0 0 0
Q9NYB9 Abl interactor 2ABI2 189701.5 184087.3 147148.7 0 0 0
Q9NYL2 Mitogen-activated protein kinase kinase kinase MLTZAK 8833.772 9831.66 9614.377 0 0 0
Q9NYL9 Tropomodulin-3TMOD3 29892.83 26408.71 27540.84 0 0 0
Q9NYM9 BET1-like proteinBET1L 18752.78 20183.56 16227.1 0 0 0
Q9NYT0 Pleckstrin-2PLEK2 55905.66 50976.28 49186.22 0 0 0
Q9NZD2 Glycolipid transfer proteinGLTP 55044.65 32240.35 28409.61 0 0 0
Q9NZD8 Maspardin SPG21 19986.03 27472.36 17018.21 0 0 0
Q9NZJ4 Sacsin SACS 3256.53 6473.505 6201.248 0 0 0
Q9NZL4 Hsp70-binding protein 1HSPBP1 36580.07 35484.01 31844.96 0 0 0
Q9NZL9 Methionine adenosyltransferase 2 subunit betaMAT2B 12915.26 14229.97 11298.93 0 0 0
Q9NZN3 EH domain-containing protein 3EHD3 531990.3 607679.7 547493 157525 161339 250372.8
Q9NZP8 Complement C1r subcomponent-like proteinC1RL 0 0 0 56888.91 66546.84 50780.08
Q9NZQ3 NCK-interacting protein with SH3 domainNCKIPSD 15472.74 17112.02 13132.51 0 0 0
Q9NZQ7 Programmed cell death 1 ligand 1CD274 15711.9 13758.85 14743.51 0 0 0
Q9NZR2 Low-density lipoprotein receptor-related protein 1BLRP1B 167663.5 154967.6 164071.5 0 0 0
Q9NZT1 Calmodulin-like protein 5CALML5 0 3064.045 1726.188 735275.8 0 546168.8
Q9NZT2 Opioid growth factor receptorOGFR 7154.746 10924.11 9045.84 0 0 0
Q9NZV1 Cysteine-rich motor neuron 1 proteinCRIM1 27745.41 35664.19 38718.44 0 0 0
Q9NZW5 MAGUK p55 subfamily member 6MPP6 409900.6 421694.8 376775.1 0 0 0
Q9NZZ3 Charged multivesicular body protein 5CHMP5 429032.3 308008.8 406834.7 0 0 0
Q9P0K7 AnkycorbinRAI14 6730.761 7026.801 5012.517 0 0 0
Q9P0M6 Core histone macro-H2A.2H2AFY2 60496.52 73967.4 39623.72 0 0 0
Q9P0T7 Transmembrane protein 9TMEM9 28789.66 18043.64 14738.54 0 0 0
Q9P0V3 SH3 domain-binding protein 4SH3BP4 74827.25 68895.36 66752.02 0 0 0
Q9P0V9 Septin-10 10-Sep 28787.41 29552.9 27104.1 0 0 0
Q9P1F3 Costars family protein ABRACLABRACL 131810.2 70955.53 68881.56 0 0 0
Q9P1T7 MyoD family inhibitor domain-containing proteinMDFIC 2997.048 3721.059 3553.544 0 0 0
Q9P206 Uncharacterized protein KIAA1522KIAA1522 8182.695 15384.49 9411.014 0 0 0
Q9P258 Protein RCC2RCC2 10918.52 10001.92 8561.179 0 0 0
Q9P265 Disco-interacting protein 2 homolog BDIP2B 129780.8 175020.8 139801.5 0 109252.7 417751.8
Q9P270 SLAIN motif-containing protein 2SLAIN2 17348.25 13164.61 13907.42 0 0 0
Q9P273 Teneurin-3TENM3 14505.41 9903.511 12208.69 0 0 0
Q9P287 BRCA2 and CDKN1A-interacting proteinBCCIP 7704.938 6454.152 13674.11 0 0 0
Q9P289 Serine/threonine-protein kinase 26STK26 189886.5 182321.7 167269.8 0 0 0
Q9P2B2 Prostaglandin F2 receptor negative regulatorPTGFRN 2984692 2955263 2754783 429118 349189.3 619980.5



Q9P2D3 HEAT repeat-containing protein 5BHEATR5B 27965 16789.19 31341.85 1624527 2242156 2293727
Q9P2I0 Cleavage and polyadenylation specificity factor subunit 2CPSF2 784210.6 30885.85 35353.25 0 0 0
Q9P2J5 Leucine--tRNA ligase, cytoplasmicLARS 12258.93 13616.11 13634.1 0 0 0
Q9UBB4 Ataxin-10 ATXN10 12687.46 11343.1 12080.17 0 0 0
Q9UBB6 NeurochondrinNCDN 7234.018 5664.056 4316.177 0 0 0
Q9UBC2 Epidermal growth factor receptor substrate 15-like 1EPS15L1 8817.226 9318.151 10518.34 0 0 0
Q9UBF2 Coatomer subunit gamma-2COPG2 5024.568 4527.727 10919.85 40402.85 85860.48 28727.37
Q9UBF8 Phosphatidylinositol 4-kinase betaPI4KB 2405.984 3517.357 2867.935 0 0 0
Q9UBG0 C-type mannose receptor 2MRC2 20570.91 21968.99 25609.44 98426.73 154751.3 156549.5
Q9UBH6 Xenotropic and polytropic retrovirus receptor 1XPR1 6217.9 6060.094 6475.825 0 0 0
Q9UBQ0 Vacuolar protein sorting-associated protein 29VPS29 28126.19 20701.6 24125.66 0 0 0
Q9UBQ5 Eukaryotic translation initiation factor 3 subunit KEIF3K 9824.192 8118.224 13656.6 0 0 0
Q9UBQ7 Glyoxylate reductase/hydroxypyruvate reductaseGRHPR 12497.22 13220.8 10936.16 0 0 0
Q9UBR2 Cathepsin ZCTSZ 61214.93 34322.88 50471.74 533875.4 626240.5 226822.2
Q9UBS4 DnaJ homolog subfamily B member 11DNAJB11 26927.05 15745.1 16029.63 0 0 0
Q9UBV8 Peflin PEF1 76598.27 91966.58 92337.45 21869.42 0 57074.88
Q9UBX5 Fibulin-5 FBLN5 8424.685 0 11306.15 0 85261.71 59463.8
Q9UDY2 Tight junction protein ZO-2TJP2 54485.28 54302.1 46668.63 32899.14 0 46084.13
Q9UDY4 DnaJ homolog subfamily B member 4DNAJB4 4331.076 3824.681 4575.538 0 0 0
Q9UEY8 Gamma-adducinADD3 19393.23 18124.46 18374.04 0 0 0
Q9UGH3 Solute carrier family 23 member 2SLC23A2 68408.64 71177.44 55656.73 0 0 0
Q9UGJ0 5-AMP-activated protein kinase subunit gamma-2PRKAG2 20178.36 14587.74 19207.79 0 0 0
Q9UGM3 Deleted in malignant brain tumors 1 proteinDMBT1 75712.56 82140.17 101509.2 1620548 1058128 1228339
Q9UGQ3 Solute carrier family 2, facilitated glucose transporter member 6SLC2A6 16802.01 16929.56 14068.71 0 0 0
Q9UHA4 Ragulator complex protein LAMTOR3LAMTOR3 18132.11 20684.14 16571.97 0 0 0
Q9UHB6 LIM domain and actin-binding protein 1LIMA1 37875.28 39906.68 34876.21 0 0 0
Q9UHB9 Signal recognition particle subunit SRP68SRP68 6947.381 5449.29 6108.767 0 0 0
Q9UHD1 Cysteine and histidine-rich domain-containing protein 1CHORDC1 77619.83 62452.48 87515.43 0 0 0
Q9UHD2 Serine/threonine-protein kinase TBK1TBK1 2285.395 1815.07 982.4697 0 0 0
Q9UHD8 Septin-9 9-Sep 75673.2 80240.32 77122.4 69914.99 25911.91 65536.16
Q9UHE8 Metalloreductase STEAP1STEAP1 42146.21 42997.06 38935.78 0 0 0
Q9UHI6 Probable ATP-dependent RNA helicase DDX20DDX20 8812.599 10212.52 9762.775 0 0 0
Q9UHI8 A disintegrin and metalloproteinase with thrombospondin motifs 1ADAMTS1 4737.664 4118.776 0 211929.6 79440.09 195730
Q9UHR4 Brain-specific angiogenesis inhibitor 1-associated protein 2-like protein 1BAIAP2L1 14034.38 22925.71 22638.62 0 0 0
Q9UHV9 Prefoldin subunit 2PFDN2 28689.35 34654.26 34322.24 0 0 0
Q9UHY7 Enolase-phosphatase E1ENOPH1 11631.13 11883.54 10793.1 0 0 0
Q9UI10 Translation initiation factor eIF-2B subunit deltaEIF2B4 6909.791 1335.778 2080.397 0 0 0
Q9UI12 V-type proton ATPase subunit HATP6V1H 9015.301 14375.46 20130.79 0 0 0
Q9UI26 Importin-11IPO11 9028.803 9666.316 6966.214 0 0 0
Q9UIA9 Exportin-7 XPO7 6578.74 7450.894 6512.186 0 0 0
Q9UID3 Vacuolar protein sorting-associated protein 51 homologVPS51 5859.301 888.6252 4183.605 0 103561.2 74403.73
Q9UIK4 Death-associated protein kinase 2DAPK2 10888.18 10675.95 15423.12 0 0 0
Q9UIQ6 Leucyl-cystinyl aminopeptidaseLNPEP 31112.39 32072.73 27657.17 0 0 0
Q9UIW2 Plexin-A1 PLXNA1 67289.13 73893.81 56829.33 0 0 0
Q9UJ68 Mitochondrial peptide methionine sulfoxide reductaseMSRA 6025.712 7688.434 5709.044 0 0 0
Q9UJF2 Ras GTPase-activating protein nGAPRASAL2 2242.798 1737.952 1626.561 0 0 0
Q9UJU6 Drebrin-like proteinDBNL 39962.01 52407.53 44499.96 0 0 0
Q9UK41 Vacuolar protein sorting-associated protein 28 homologVPS28 193114.7 172089.5 182380.9 0 0 0
Q9UK55 Protein Z-dependent protease inhibitorSERPINA10 16923.55 33367.94 51155.66 349665.4 471716.7 349283.9
Q9UK76 Hematological and neurological expressed 1 proteinHN1 26492.37 27843.43 31604.04 0 0 0
Q9UKD2 mRNA turnover protein 4 homologMRTO4 5597.471 2951.217 3875.341 0 0 0
Q9UKE5 TRAF2 and NCK-interacting protein kinaseTNIK 54029.14 47953.04 47946.16 0 0 0
Q9UKF6 Cleavage and polyadenylation specificity factor subunit 3CPSF3 18757.78 11368.31 4102.616 0 0 0
Q9UKJ5 Cysteine-rich hydrophobic domain-containing protein 2CHIC2 57188.89 50172.67 50342.92 0 0 0
Q9UKK9 ADP-sugar pyrophosphataseNUDT5 38975.79 35394.41 26814.92 0 0 0
Q9UKN8 General transcription factor 3C polypeptide 4GTF3C4 793973.1 427433.8 422944.1 0 0 0
Q9UKS6 Protein kinase C and casein kinase substrate in neurons protein 3PACSIN3 168216.3 159485.2 150438.5 0 0 0
Q9UKZ9 Procollagen C-endopeptidase enhancer 2PCOLCE2 19373.82 22200.09 4440.23 0 0 0



Q9UL15 BAG family molecular chaperone regulator 5BAG5 42277.29 58220.28 50640.79 0 0 0
Q9UL26 Ras-related protein Rab-22ARAB22A 150743.2 158383.6 131187.6 0 0 0
Q9UL46 Proteasome activator complex subunit 2PSME2 22706.54 22654.85 14701.95 0 0 0
Q9ULC4 Malignant T-cell-amplified sequence 1MCTS1 3456.758 4351.976 3678.854 0 0 0
Q9ULC8 Probable palmitoyltransferase ZDHHC8ZDHHC8 5872.277 5954.503 7294.636 0 0 0
Q9ULF5 Zinc transporter ZIP10SLC39A10 111377.6 109318.1 82683.16 0 0 0
Q9ULH1 Arf-GAP with SH3 domain, ANK repeat and PH domain-containing protein 1ASAP1 17697.17 3989.121 6753.726 0 0 0
Q9ULK4 Mediator of RNA polymerase II transcription subunit 23MED23 728.098 918.3856 614.769 0 0 0
Q9ULP9 TBC1 domain family member 24TBC1D24 5225.778 4872.148 5289.689 0 0 0
Q9ULT8 E3 ubiquitin-protein ligase HECTD1HECTD1 10831.06 9776.334 9413.826 0 0 0
Q9ULV4 Coronin-1CCORO1C 97184.11 125423.3 101552 0 0 0
Q9UM47 Neurogenic locus notch homolog protein 3NOTCH3 18425.17 18508.47 22724.52 0 120623.2 54712.08
Q9UM54 Unconventional myosin-VIMYO6 18149.23 16785.25 19305 0 0 0
Q9UMS4 Pre-mRNA-processing factor 19PRPF19 25278.67 48736.36 132598 0 0 0
Q9UMX0 Ubiquilin-1UBQLN1 12951.86 12477.68 13349.07 0 0 0
Q9UMY4 Sorting nexin-12SNX12 19749.77 18896.79 15603.46 0 0 0
Q9UN37 Vacuolar protein sorting-associated protein 4AVPS4A 121270.2 111676.5 123559.1 50112.12 35106.15 57587.57
Q9UN42 Protein ATP1B4ATP1B4 306962.4 362588.1 355112.1 0 0 0
Q9UN70 Protocadherin gamma-C3PCDHGC3 19537.91 19251.86 17944.68 0 0 0
Q9UN86 Ras GTPase-activating protein-binding protein 2G3BP2 1492.419 1726.258 1644.353 0 0 0
Q9UNF0 Protein kinase C and casein kinase substrate in neurons protein 2PACSIN2 62686.77 55919.01 53164.92 0 0 0
Q9UNH7 Sorting nexin-6SNX6 15770.43 16730.31 15076.15 0 0 0
Q9UNK0 Syntaxin-8STX8 15789.77 21541.11 11015.63 0 0 0
Q9UNK4 Group IID secretory phospholipase A2PLA2G2D 40678.41 38151.14 48105.55 0 0 0
Q9UNM6 26S proteasome non-ATPase regulatory subunit 13PSMD13 27052.79 25834.55 32188.86 56780.98 0 61337.15
Q9UNN5 FAS-associated factor 1FAF1 14352.19 14114.96 10947.3 0 0 0
Q9UNN8 Endothelial protein C receptorPROCR 151868.3 149418.5 129700.6 0 0 0
Q9UNP9 Peptidyl-prolyl cis-trans isomerase EPPIE 71793.24 71800.04 1159747 318547.6 381440.6 282898.7
Q9UNQ0 ATP-binding cassette sub-family G member 2ABCG2 41820.4 43459.96 39796.6 0 0 0
Q9UNS2 COP9 signalosome complex subunit 3COPS3 5674.709 18263.49 13506.49 0 0 0
Q9UNX4 WD repeat-containing protein 3WDR3 3177.037 3555.513 3089.684 0 0 0
Q9UNY4 Transcription termination factor 2TTF2 3054.73 4170.855 4053.024 0 0 0
Q9UNZ2 NSFL1 cofactor p47NSFL1C 11245.33 11215.88 9864.317 0 0 0
Q9UPN3 Microtubule-actin cross-linking factor 1, isoforms 1/2/3/5MACF1 21554.36 21896.34 19652.49 0 0 0
Q9UPT5 Exocyst complex component 7EXOC7 34325.5 37286.85 25951.09 0 0 0
Q9UPU5 Ubiquitin carboxyl-terminal hydrolase 24USP24 5893.811 6458.474 6142.94 0 0 0
Q9UPY3 Endoribonuclease DicerDICER1 1403.439 2231.783 1067.398 0 0 0
Q9UPY5 Cystine/glutamate transporterSLC7A11 16772.17 20470.56 15507.75 0 0 0
Q9UQ13 Leucine-rich repeat protein SHOC-2SHOC2 22735.5 19920.55 25843.82 0 0 0
Q9UQ16 Dynamin-3DNM3 62087.58 61190.67 54781.97 97435.65 63464.75 119591.4
Q9UQ49 Sialidase-3NEU3 35645.04 33855.11 32522.43 0 0 0
Q9UQ80 Proliferation-associated protein 2G4PA2G4 39428.64 37004.57 46826.18 13828.51 0 30537.7
Q9UQB8 Brain-specific angiogenesis inhibitor 1-associated protein 2BAIAP2 58627.85 46795.13 51413.58 0 0 0
Q9UQE7 Structural maintenance of chromosomes protein 3SMC3 29309.87 28572.91 107414.5 0 0 0
Q9UQN3 Charged multivesicular body protein 2bCHMP2B 7042.969 2123.947 7249.437 0 0 0
Q9Y223 Bifunctional UDP-N-acetylglucosamine 2-epimerase/N-acetylmannosamine kinaseGNE 13372.38 18205.91 13356.14 0 0 0
Q9Y224 UPF0568 protein C14orf166C14orf166 8198.011 7384.636 7564.194 0 0 0
Q9Y225 RING finger protein 24RNF24 4140.067 10866.65 19871.06 0 0 0
Q9Y230 RuvB-like 2RUVBL2 61335.84 62000.15 62552.71 15991016 32627920 83068.62
Q9Y262 Eukaryotic translation initiation factor 3 subunit LEIF3L 19864.49 19248.71 18186.88 21255.54 0 20137.19
Q9Y265 RuvB-like 1RUVBL1 65073.77 66758.95 38958.36 91734.94 0 177367.7
Q9Y266 Nuclear migration protein nudCNUDC 74011.95 91471.92 80440.25 0 0 0
Q9Y281 Cofilin-2 CFL2 1308003 1250869 1160666 682974.3 457304.1 446995.5
Q9Y287 Integral membrane protein 2BITM2B 116935.7 112503.2 99554.02 0 0 0
Q9Y295 Developmentally-regulated GTP-binding protein 1DRG1 9673.732 12157.06 9523.27 0 0 0
Q9Y2A7 Nck-associated protein 1NCKAP1 187196.1 189738.9 164152.9 18227.92 0 16128.25
Q9Y2D4 Exocyst complex component 6BEXOC6B 38880.92 33106.21 31311.06 0 0 0
Q9Y2D5 A-kinase anchor protein 2AKAP2 211813.2 210551.4 185917 0 0 0



Q9Y2E4 Disco-interacting protein 2 homolog CDIP2C 7810.111 7033.623 7561.206 0 0 0
Q9Y2H0 Disks large-associated protein 4DLGAP4 28198.42 25033.06 24723.05 0 0 0
Q9Y2H1 Serine/threonine-protein kinase 38-likeSTK38L 4290.479 6342.069 3604.601 0 0 0
Q9Y2I8 WD repeat-containing protein 37WDR37 9880.698 9587.925 6201.439 0 0 0
Q9Y2J2 Band 4.1-like protein 3EPB41L3 172318.5 225004.6 210063.6 0 1999146 902620.4
Q9Y2L1 Exosome complex exonuclease RRP44DIS3 3151.746 6448.787 2532.948 0 0 0
Q9Y2P8 RNA 3-terminal phosphate cyclase-like proteinRCL1 11109.51 12664.5 11673.81 0 0 0
Q9Y2U9 Kelch domain-containing protein 2KLHDC2 4489.575 3147.14 3012.248 0 0 0
Q9Y2V2 Calcium-regulated heat stable protein 1CARHSP1 18649.69 19876.49 17491.28 0 0 0
Q9Y2X3 Nucleolar protein 58NOP58 3898.712 3975.41 2252.344 0 0 0
Q9Y2X7 ARF GTPase-activating protein GIT1GIT1 5652.251 6162.986 4173.238 832881.3 749694.8 1166966
Q9Y2Z0 Protein SGT1 homologSUGT1 11933.48 12238.54 12617.23 0 0 0
Q9Y303 Putative N-acetylglucosamine-6-phosphate deacetylaseAMDHD2 10712.02 10723.18 12617.44 0 0 0
Q9Y316 Protein MEMO1MEMO1 20631.39 18281.6 21471.11 0 0 0
Q9Y333 U6 snRNA-associated Sm-like protein LSm2LSM2 22698.84 15186.64 20464.56 0 0 0
Q9Y371 Endophilin-B1SH3GLB1 2721.558 2325.222 1988.787 0 0 0
Q9Y383 Putative RNA-binding protein Luc7-like 2LUC7L2 2646.071 2421.966 2995.806 0 0 0
Q9Y3A5 Ribosome maturation protein SBDSSBDS 20445.36 19983.41 15662.31 0 0 0
Q9Y3A6 Transmembrane emp24 domain-containing protein 5TMED5 5439.915 5404.594 3003.657 0 0 0
Q9Y3B8 Oligoribonuclease, mitochondrialREXO2 57626.79 34309.37 22895.72 0 0 0
Q9Y3D0 Mitotic spindle-associated MMXD complex subunit MIP18FAM96B 10999.51 10864.45 11976.33 0 0 0
Q9Y3D6 Mitochondrial fission 1 proteinFIS1 11207.39 3863.112 11142.66 0 0 0
Q9Y3E7 Charged multivesicular body protein 3CHMP3 52568.02 49834 53582.82 0 0 0
Q9Y3F4 Serine-threonine kinase receptor-associated proteinSTRAP 16684.82 10298.76 9512.531 0 0 0
Q9Y3I0 tRNA-splicing ligase RtcB homologRTCB 20109.95 19887.6 19721.48 0 0 0
Q9Y3L3 SH3 domain-binding protein 1SH3BP1 6852.385 9639.76 4664.596 0 0 0
Q9Y3T9 Nucleolar complex protein 2 homologNOC2L 3292.553 3719.122 9601.362 0 0 0
Q9Y3U8 60S ribosomal protein L36RPL36 34651.91 33821.23 24151.44 88326.1 0 59096.22
Q9Y446 Plakophilin-3PKP3 44678.56 43778.04 40967.29 0 0 0
Q9Y450 HBS1-like proteinHBS1L 9808.274 17775.22 22362.99 0 0 0
Q9Y487 V-type proton ATPase 116 kDa subunit a isoform 2ATP6V0A2 8450.901 8870.377 8116.367 0 0 0
Q9Y490 Talin-1 TLN1 292570.2 326805.2 291183.5 683451.7 546153.9 838229.5
Q9Y4C2 TRPM8 channel-associated factor 1TCAF1 9674.198 14148.83 9882.302 0 0 0
Q9Y4D1 Disheveled-associated activator of morphogenesis 1DAAM1 12560.97 9260.736 11682.98 0 0 0
Q9Y4D7 Plexin-D1 PLXND1 4440.812 4982.938 5672.821 0 0 0
Q9Y4E8 Ubiquitin carboxyl-terminal hydrolase 15USP15 2408.191 1995.287 2141.506 0 0 0
Q9Y4G6 Talin-2 TLN2 15488.14 17269.26 14336.44 0 0 0
Q9Y4I1 Unconventional myosin-VaMYO5A 8288.72 15261.19 32790.64 0 0 0
Q9Y4K0 Lysyl oxidase homolog 2LOXL2 79924.15 74891.3 72203.17 642683.1 872959.6 732888.2
Q9Y4L1 Hypoxia up-regulated protein 1HYOU1 5180.128 5315.193 5108.686 0 0 0
Q9Y4R8 Telomere length regulation protein TEL2 homologTELO2 2836.051 5044.457 1038.199 0 0 0
Q9Y4X5 E3 ubiquitin-protein ligase ARIH1ARIH1 2040.233 2151.856 2929.436 0 0 0
Q9Y547 Intraflagellar transport protein 25 homologHSPB11 17297.87 17543.46 15732.42 0 0 0
Q9Y570 Protein phosphatase methylesterase 1PPME1 11483.03 11344.71 11180.64 0 0 0
Q9Y597 BTB/POZ domain-containing protein KCTD3KCTD3 5071.105 4685.59 7048.612 0 0 0
Q9Y5B8 Nucleoside diphosphate kinase 7NME7 6456.507 6388.816 5226.852 0 0 0
Q9Y5C1 Angiopoietin-related protein 3ANGPTL3 15162.97 15592.07 24271.66 113178.1 0 92974.05
Q9Y5K5 Ubiquitin carboxyl-terminal hydrolase isozyme L5UCHL5 29716.04 30918.59 42403.12 0 0 0
Q9Y5K6 CD2-associated proteinCD2AP 26104.73 27338.95 25096.88 0 0 0
Q9Y5K8 V-type proton ATPase subunit DATP6V1D 6562.016 3707.664 3465.495 0 0 0
Q9Y5L0 Transportin-3TNPO3 11150.42 5722.03 9417.571 0 0 0
Q9Y5M8 Signal recognition particle receptor subunit betaSRPRB 10649.68 10347.63 11052.92 0 0 0
Q9Y5R8 Trafficking protein particle complex subunit 1TRAPPC1 3555.572 2602.676 1846.575 0 0 0
Q9Y5S2 Serine/threonine-protein kinase MRCK betaCDC42BPB 13977.6 13814.61 13040.41 0 0 0
Q9Y5S9 RNA-binding protein 8ARBM8A 8322.004 12356.17 14655.54 0 0 0
Q9Y5X1 Sorting nexin-9SNX9 36077.16 37023.86 32110.13 49476.39 0 45505.39
Q9Y5X3 Sorting nexin-5SNX5 19729.58 14299.31 17338.75 0 0 0
Q9Y5X9 Endothelial lipaseLIPG 10001.36 18510.92 11884.73 0 0 0



Q9Y5Y0 Feline leukemia virus subgroup C receptor-related protein 1FLVCR1 36063.94 28725.61 30177.14 0 0 0
Q9Y5Y2 Cytosolic Fe-S cluster assembly factor NUBP2NUBP2 10796.62 21705.78 22851.84 0 0 0
Q9Y613 FH1/FH2 domain-containing protein 1FHOD1 8174.381 9149.942 7409.558 0 0 0
Q9Y617 Phosphoserine aminotransferasePSAT1 157250.2 166425.2 164755.9 0 0 0
Q9Y624 Junctional adhesion molecule AF11R 15641.67 17610 13809.22 0 0 0
Q9Y625 Glypican-6GPC6 57598.46 53811.64 44875.04 0 39932.67 69858.97
Q9Y639 NeuroplastinNPTN 245761.6 235711.3 209231 0 0 0
Q9Y653 G-protein coupled receptor 56GPR56 5993.801 8278.187 6321.939 0 0 0
Q9Y666 Solute carrier family 12 member 7SLC12A7 10081.84 7226.621 6738.814 0 0 0
Q9Y678 Coatomer subunit gamma-1COPG1 15688.21 16472.22 20761.89 0 0 0
Q9Y696 Chloride intracellular channel protein 4CLIC4 605602.5 579022.1 507515.5 28295.85 0 84226.45
Q9Y6C2 EMILIN-1 EMILIN1 47080.34 55774.7 69798.81 256856.4 238170.1 430163.6
Q9Y6D5 Brefeldin A-inhibited guanine nucleotide-exchange protein 2ARFGEF2 14377.14 15571.7 11001.12 0 0 0
Q9Y6D6 Brefeldin A-inhibited guanine nucleotide-exchange protein 1ARFGEF1 4292.07 5417.717 2728.328 0 0 0
Q9Y6E0 Serine/threonine-protein kinase 24STK24 60120.32 59652.49 51782.94 0 0 0
Q9Y6E2 Basic leucine zipper and W2 domain-containing protein 2BZW2 45059.73 48503.27 40073.91 1457851 3367015 0
Q9Y6G9 Cytoplasmic dynein 1 light intermediate chain 1DYNC1LI1 17337.1 20878.32 22337.28 127102.4 0 36341.48
Q9Y6M4 Casein kinase I isoform gamma-3CSNK1G3 97558.98 99907.52 88124.56 0 0 0
Q9Y6M5 Zinc transporter 1SLC30A1 79364.88 82078.95 71273.23 0 0 0
Q9Y6M7 Sodium bicarbonate cotransporter 3SLC4A7 152475.8 152139.9 128322.1 0 0 0
Q9Y6N7 Roundabout homolog 1ROBO1 30006.11 17299.61 34087.06 0 0 0
Q9Y6W5 Wiskott-Aldrich syndrome protein family member 2WASF2 47017.61 23206.83 23995.63 0 0 0
Q9Y6X5 Bis(5-adenosyl)-triphosphatase ENPP4ENPP4 19726.01 20930.35 21873.19 0 0 0



h_143B.vs.Osteoblast FCh_143B.vs.Osteoblast Pvalueh_143B.vs.Osteoblast log2FCh_143B.vs.Osteoblast Sigh_143B.vs.Osteoblast UP.DOWNGO_NUM GO_DescriptionKEGG_DescriptionKEGG_EC
Inf 0 Inf Significant up 2 Biological Process:transport (GO:0006810),Cellular Component:integral component of membrane (GO:0016021)p24 family protein gamma-3--
Inf 0 Inf Significant up 3 Biological Process:protein peptidyl-prolyl isomerization (GO:0000413),Molecular Function:peptidyl-prolyl cis-trans isomerase activity (GO:0003755),Biological Process:protein folding (GO:0006457)peptidylprolyl cis-trans isomerase A-like 45.2.1.8
Inf 0 Inf Significant up -- -- -- --
Inf 0 Inf Significant up -- -- -- --
Inf 0 Inf Significant up -- -- CCR4-NOT transcription complex subunit 1--
Inf 0 Inf Significant up -- -- -- --
Inf 0 Inf Significant up 4 Molecular Function:protein binding (GO:0005515),Molecular Function:ATP binding (GO:0005524),Cellular Component:chromosome (GO:0005694),Biological Process:chromosome organization (GO:0051276)-- --
Inf 0 Inf Significant up -- -- -- --
Inf 0 Inf Significant up -- -- -- --
0.103085 0.48299 -3.27809 NonsignificantNone -- -- small nuclear ribonucleoprotein G--

Inf 0 Inf Significant up 2 Biological Process:regulation of cell shape (GO:0008360),Cellular Component:membrane (GO:0016020)A-kinase anchor protein 2--
Inf 0 Inf Significant up -- -- integrin alpha FG-GAP repeat containing protein 3--
0.083754 0.094723 -3.5777 NonsignificantNone 2 Molecular Function:serine-type endopeptidase activity (GO:0004252),Biological Process:proteolysis (GO:0006508)component factor B3.4.21.47
0.48841 0.117272 -1.03383 NonsignificantNone 5 Molecular Function:translation initiation factor activity (GO:0003743),Molecular Function:protein binding (GO:0005515),Cellular Component:eukaryotic translation initiation factor 3 complex (GO:0005852),Biological Process:translational initiation (GO:0006413),Molecular Function:translation initiation factor binding (GO:0031369)translation initiation factor 3 subunit C--

0.061936 0.025659 -4.01307 Significant down -- -- -- --
Inf 0 Inf Significant up -- -- eukaryotic translation elongation factor 1 epsilon-1--
Inf 0 Inf Significant up 1 Molecular Function:protein binding (GO:0005515)kinesin light chain--
Inf 0 Inf Significant up 2 Biological Process:vacuolar transport (GO:0007034),Cellular Component:integral component of membrane (GO:0016021)transmembrane 9 superfamily member 1--
Inf 0 Inf Significant up -- -- V-type H+-transporting ATPase subunit G--
Inf 0 Inf Significant up 2 Biological Process:vesicle docking involved in exocytosis (GO:0006904),Biological Process:vesicle-mediated transport (GO:0016192)vacuolar protein sorting-associated protein 33--
Inf 0 Inf Significant up 1 Cellular Component:membrane (GO:0016020)syntaxin 16--
4.816613 4.29E-06 2.268019 Significant up -- -- transmembrane protein 189--

Inf 0 Inf Significant up -- -- gamma-glutamylcyclotransferase4.3.2.9
Inf 0 Inf Significant up 4 Molecular Function:nucleotide binding (GO:0000166),Molecular Function:aminoacyl-tRNA ligase activity (GO:0004812),Molecular Function:ATP binding (GO:0005524),Biological Process:tRNA aminoacylation for protein translation (GO:0006418)seryl-tRNA synthetase6.1.1.11
Inf 0 Inf Significant up 4 Molecular Function:microtubule motor activity (GO:0003777),Molecular Function:ATP binding (GO:0005524),Biological Process:microtubule-based movement (GO:0007018),Molecular Function:microtubule binding (GO:0008017)kinesin family member 2/24--
1.016465 0.954876 0.02356 NonsignificantNone 2 Molecular Function:protein binding (GO:0005515),Molecular Function:zinc ion binding (GO:0008270)-- --

Inf 0 Inf Significant up -- -- acyl-coenzyme A thioesterase 73.1.2.2
4.252847 0.005995 2.088429 Significant up 4 Molecular Function:motor activity (GO:0003774),Molecular Function:protein binding (GO:0005515),Molecular Function:ATP binding (GO:0005524),Cellular Component:myosin complex (GO:0016459)myosin I --

Inf 0 Inf Significant up -- -- synaptosomal-associated protein 23--
Inf 0 Inf Significant up -- -- AH receptor-interacting protein--
Inf 0 Inf Significant up 2 Biological Process:vesicle docking involved in exocytosis (GO:0006904),Biological Process:vesicle-mediated transport (GO:0016192)syntaxin-binding protein 3--
0.006143 0.327974 -7.34684 NonsignificantNone 3 Biological Process:intracellular protein transport (GO:0006886),Biological Process:vesicle-mediated transport (GO:0016192),Cellular Component:membrane coat (GO:0030117)AP-3 complex subunit beta--

Inf 0 Inf Significant up 1 Molecular Function:carbohydrate binding (GO:0030246)galectin-8 --
Inf 0 Inf Significant up 2 Molecular Function:protein binding (GO:0005515),Biological Process:signal transduction (GO:0007165)tumor necrosis factor receptor superfamily member 10--
0.263965 0.001627 -1.92158 NonsignificantNone 1 Molecular Function:protein binding (GO:0005515)26S proteasome regulatory subunit N6--

Inf 0 Inf Significant up 1 Molecular Function:protein binding (GO:0005515)26S proteasome non-ATPase regulatory subunit 9--
Inf 0 Inf Significant up 2 Biological Process:metal ion transport (GO:0030001),Molecular Function:metal ion binding (GO:0046872)copper chaperone--
19.03565 0.002911 4.250632 Significant up 1 Molecular Function:protein binding (GO:0005515)chloride intracellular channel protein 1--
0.368651 0.000999 -1.43967 NonsignificantNone 1 Molecular Function:protein binding (GO:0005515)translation initiation factor 3 subunit F--

Inf 0 Inf Significant up 2 Molecular Function:ubiquitin-protein transferase activity (GO:0004842),Molecular Function:protein binding (GO:0005515)NEDD4-like E3 ubiquitin-protein ligase WWP22.3.2.26
Inf 0 Inf Significant up 1 Molecular Function:kinase activity (GO:0016301)phosphatidylinositol-4,5-bisphosphate 3-kinase catalytic subunit alpha/beta/delta2.7.1.153

0.11021 0.031944 -3.18168 Significant down 3 Molecular Function:thiol oxidase activity (GO:0016972),Biological Process:cell redox homeostasis (GO:0045454),Biological Process:oxidation-reduction process (GO:0055114)thiol oxidase1.8.3.2
Inf 0 Inf Significant up 1 Molecular Function:actin binding (GO:0003779)Wiskott-Aldrich syndrome protein--
1.084947 0.638655 0.117624 NonsignificantNone 1 Molecular Function:protein binding (GO:0005515)importin-5--

Inf 0 Inf Significant up -- -- RNA 3'-terminal phosphate cyclase (ATP)6.5.1.4
Inf 0 Inf Significant up 3 Molecular Function:protein binding (GO:0005515),Molecular Function:kinase activity (GO:0016301),Molecular Function:phosphatidylinositol binding (GO:0035091)phosphatidylinositol-4-phosphate 3-kinase2.7.1.154
0.743724 0.046093 -0.42716 NonsignificantNone 4 Molecular Function:protein binding (GO:0005515),Biological Process:G-protein coupled acetylcholine receptor signaling pathway (GO:0007213),Biological Process:receptor clustering (GO:0043113),Molecular Function:laminin binding (GO:0043236)agrin --
0.044104 0.006241 -4.50296 Significant down 2 Molecular Function:oxidoreductase activity (GO:0016491),Biological Process:oxidation-reduction process (GO:0055114)procollagen-lysine,2-oxoglutarate 5-dioxygenase 21.14.11.4

Inf 0 Inf Significant up 3 Cellular Component:cytoplasm (GO:0005737),Biological Process:exocytosis (GO:0006887),Biological Process:vesicle docking (GO:0048278)exocyst complex component 5--
0.311196 0.000916 -1.6841 NonsignificantNone 1 Molecular Function:protein binding (GO:0005515)26S proteasome regulatory subunit N11--

Inf 0 Inf Significant up 2 Molecular Function:protein binding (GO:0005515),Cellular Component:cytoplasm (GO:0005737)amphiphysin--
Inf 0 Inf Significant up 5 Molecular Function:protein binding (GO:0005515),Cellular Component:nucleus (GO:0005634),Cellular Component:cytoplasm (GO:0005737),Biological Process:protein import into nucleus (GO:0006606),Molecular Function:protein transporter activity (GO:0008565)-- --
Inf 0 Inf Significant up 3 Molecular Function:protein kinase activity (GO:0004672),Molecular Function:ATP binding (GO:0005524),Biological Process:protein phosphorylation (GO:0006468)serine/threonine-protein kinase 24/25/MST42.7.11.1
Inf 0 Inf Significant up -- -- Krev interaction trapped protein 1--
Inf 0 Inf Significant up 2 Cellular Component:nucleolus (GO:0005730),Biological Process:ribosome biogenesis (GO:0042254)pescadillo --
5.056309 0.000451 2.338085 Significant up 1 Molecular Function:protein binding (GO:0005515)syntenin-1--

Inf 0 Inf Significant up -- -- nucleolar protein 56--



Inf 0 Inf Significant up -- -- podocalyxin-like--
0.045651 0.023136 -4.4532 Significant down 4 Biological Process:regulation of cell growth (GO:0001558),Molecular Function:protein binding (GO:0005515),Molecular Function:insulin-like growth factor binding (GO:0005520),Cellular Component:extracellular region (GO:0005576)cysteine rich protein 61--

Inf 0 Inf Significant up 5 Molecular Function:protein binding (GO:0005515),Cellular Component:nucleus (GO:0005634),Cellular Component:cytoplasm (GO:0005737),Biological Process:protein import into nucleus (GO:0006606),Molecular Function:protein transporter activity (GO:0008565)-- --
0.211507 0.043265 -2.24122 Significant down 5 Molecular Function:alpha-mannosidase activity (GO:0004559),Biological Process:carbohydrate metabolic process (GO:0005975),Biological Process:mannose metabolic process (GO:0006013),Molecular Function:zinc ion binding (GO:0008270),Molecular Function:mannosidase activity (GO:0015923)lysosomal alpha-mannosidase3.2.1.24

Inf 0 Inf Significant up -- -- ubiquitin-conjugating enzyme E2 C2.3.2.23
Inf 0 Inf Significant up -- -- pyridoxine kinase2.7.1.35
Inf 0 Inf Significant up 1 Cellular Component:integral component of membrane (GO:0016021)claudin --
Inf 0 Inf Significant up 1 Biological Process:cell redox homeostasis (GO:0045454)-- --
Inf 0 Inf Significant up 3 Molecular Function:protein kinase activity (GO:0004672),Molecular Function:ATP binding (GO:0005524),Biological Process:protein phosphorylation (GO:0006468)citron Rho-interacting kinase2.7.11.1
Inf 0 Inf Significant up -- -- coatomer subunit epsilon--
4.725815 6.66E-05 2.240563 Significant up -- -- disintegrin and metalloproteinase domain-containing protein 103.4.24.81

Inf 0 Inf Significant up 1 Molecular Function:DNA binding (GO:0003677)programmed cell death protein 5--
Inf 0 Inf Significant up 2 Biological Process:protein methylation (GO:0006479),Molecular Function:methyltransferase activity (GO:0008168)type II protein arginine methyltransferase2.1.1.320
Inf 0 Inf Significant up 1 Molecular Function:protein binding (GO:0005515)Na(+)/H(+) exchange regulatory cofactor NHE-RF1--
Inf 0 Inf Significant up 2 Molecular Function:protein binding (GO:0005515),Biological Process:signal transduction (GO:0007165)tumor necrosis factor receptor superfamily member 10--
0.927114 0.578519 -0.10918 NonsignificantNone 1 Cellular Component:membrane (GO:0016020)neuropilin 1--

Inf 0 Inf Significant up 2 Biological Process:intracellular protein transport (GO:0006886),Molecular Function:Ran GTPase binding (GO:0008536)transportin-2--
5.876467 0.000782 2.554949 Significant up 1 Cellular Component:integral component of membrane (GO:0016021)tetraspanin-4--
1.710395 0.002277 0.77433 NonsignificantNone 5 Molecular Function:endopeptidase activity (GO:0004175),Molecular Function:threonine-type endopeptidase activity (GO:0004298),Cellular Component:proteasome core complex (GO:0005839),Biological Process:ubiquitin-dependent protein catabolic process (GO:0006511),Biological Process:proteolysis involved in cellular protein catabolic process (GO:0051603)20S proteasome subunit alpha 43.4.25.1

Inf 0 Inf Significant up 1 Molecular Function:protein binding (GO:0005515)-- --
Inf 0 Inf Significant up 1 Molecular Function:protein binding (GO:0005515)PDZ domain-containing protein GIPC--
Inf 0 Inf Significant up 1 Molecular Function:protein binding (GO:0005515)protein lin-7--
Inf 0 Inf Significant up 4 Molecular Function:protein kinase activity (GO:0004672),Molecular Function:ATP binding (GO:0005524),Biological Process:protein phosphorylation (GO:0006468),Molecular Function:IkappaB kinase activity (GO:0008384)inhibitor of nuclear factor kappa-B kinase subunit beta2.7.11.10
Inf 0 Inf Significant up 1 Biological Process:chromatin organization (GO:0006325)histone acetyltransferase 12.3.1.48
Inf 0 Inf Significant up 4 Molecular Function:protein kinase activity (GO:0004672),Molecular Function:protein binding (GO:0005515),Molecular Function:ATP binding (GO:0005524),Biological Process:protein phosphorylation (GO:0006468)calcium/calmodulin-dependent serine protein kinase2.7.11.1
Inf 0 Inf Significant up 2 Molecular Function:catalytic activity (GO:0003824),Molecular Function:phosphatidylinositol binding (GO:0035091)phospholipase D1/23.1.4.4
0.200003 0.018008 -2.32191 Significant down 1 Molecular Function:calcium ion binding (GO:0005509)myosin regulatory light chain 12--

Inf 0 Inf Significant up -- -- -- --
Inf 0 Inf Significant up 2 Biological Process:intracellular protein transport (GO:0006886),Molecular Function:metal ion binding (GO:0046872)hepatocyte growth factor-regulated tyrosine kinase substrate--
Inf 0 Inf Significant up 3 Molecular Function:protein kinase activity (GO:0004672),Molecular Function:ATP binding (GO:0005524),Biological Process:protein phosphorylation (GO:0006468)cyclin G-associated kinase2.7.11.1
Inf 0 Inf Significant up 1 Molecular Function:nucleic acid binding (GO:0003676)heterogeneous nuclear ribonucleoprotein A/B/D--
Inf 0 Inf Significant up 2 Biological Process:intracellular protein transport (GO:0006886),Molecular Function:Ran GTPase binding (GO:0008536)exportin-1--
Inf 0 Inf Significant up 2 Molecular Function:Rho guanyl-nucleotide exchange factor activity (GO:0005089),Biological Process:regulation of Rho protein signal transduction (GO:0035023)Rho guanine nucleotide exchange factor 10--
Inf 0 Inf Significant up 1 Molecular Function:protein binding (GO:0005515)spectrin beta--
0.005302 0.306436 -7.55927 NonsignificantNone -- -- COPII coat assembly protein SEC16--
0.476345 0.142717 -1.06992 NonsignificantNone 2 Molecular Function:protein binding (GO:0005515),Cellular Component:membrane (GO:0016020)plexin B --

Inf 0 Inf Significant up -- -- -- --
Inf 0 Inf Significant up -- -- phosphoribosylformylglycinamidine synthase6.3.5.3
Inf 0 Inf Significant up 3 Molecular Function:metalloendopeptidase activity (GO:0004222),Biological Process:proteolysis (GO:0006508),Cellular Component:extracellular matrix (GO:0031012)a disintegrin and metalloproteinase with thrombospondin motifs 33.4.24.-
Inf 0 Inf Significant up 1 Molecular Function:protein binding (GO:0005515)serine/threonine-protein phosphatase 6 regulatory ankyrin repeat subunit A--
Inf 0 Inf Significant up 1 Cellular Component:integral component of membrane (GO:0016021)Niemann-Pick C1 protein--
1.014571 0.986856 0.02087 NonsignificantNone 4 Cellular Component:Arp2/3 protein complex (GO:0005885),Cellular Component:actin cytoskeleton (GO:0015629),Biological Process:regulation of actin filament polymerization (GO:0030833),Biological Process:Arp2/3 complex-mediated actin nucleation (GO:0034314)actin related protein 2/3 complex, subunit 2--
6.137922 0.001511 2.61775 Significant up 4 Cellular Component:cytoskeleton (GO:0005856),Cellular Component:Arp2/3 protein complex (GO:0005885),Biological Process:regulation of actin filament polymerization (GO:0030833),Biological Process:Arp2/3 complex-mediated actin nucleation (GO:0034314)actin related protein 2/3 complex, subunit 3--

Inf 0 Inf Significant up 2 Molecular Function:DNA-directed 5'-3' RNA polymerase activity (GO:0003899),Molecular Function:protein dimerization activity (GO:0046983)DNA-directed RNA polymerases I and III subunit RPAC1--
Inf 0 Inf Significant up -- -- -- --
Inf 0 Inf Significant up -- -- carboxy-terminal domain RNA polymerase II polypeptide A small phosphatase3.1.3.16
Inf 0 Inf Significant up 3 Biological Process:protein folding (GO:0006457),Cellular Component:prefoldin complex (GO:0016272),Molecular Function:unfolded protein binding (GO:0051082)prefoldin beta subunit--
0.720828 0.26479 -0.47227 NonsignificantNone 5 Molecular Function:receptor binding (GO:0005102),Biological Process:cell adhesion (GO:0007155),Biological Process:regulation of cell adhesion (GO:0030155),Biological Process:regulation of cell migration (GO:0030334),Biological Process:regulation of embryonic development (GO:0045995)laminin, alpha 3/5--

Inf 0 Inf Significant up -- -- -- --
Inf 0 Inf Significant up 1 Cellular Component:integral component of membrane (GO:0016021)-- --
0.079779 0.06551 -3.64784 NonsignificantNone 1 Cellular Component:integral component of membrane (GO:0016021)ER-derived vesicles protein--

Inf 0 Inf Significant up 3 Molecular Function:phosphomannomutase activity (GO:0004615),Cellular Component:cytoplasm (GO:0005737),Biological Process:GDP-mannose biosynthetic process (GO:0009298)phosphomannomutase5.4.2.8
Inf 0 Inf Significant up -- -- high mobility group protein B3--
Inf 0 Inf Significant up 1 Molecular Function:protein binding (GO:0005515)neural cell adhesion molecule--
Inf 0 Inf Significant up 2 Biological Process:intracellular protein transport (GO:0006886),Molecular Function:Ran GTPase binding (GO:0008536)importin-8--
0.866413 0.759964 -0.20687 NonsignificantNone 1 Molecular Function:protein binding (GO:0005515)syntaxin 7 --

Inf 0 Inf Significant up 2 Cellular Component:integral component of membrane (GO:0016021),Biological Process:transmembrane transport (GO:0055085)MFS transporter, MCP family, solute carrier family 16 (monocarboxylic acid transporters), member 6--
0.656375 0.030664 -0.60741 NonsignificantNone 2 Cellular Component:integral component of membrane (GO:0016021),Biological Process:transmembrane transport (GO:0055085)MFS transporter, MCP family, solute carrier family 16 (monocarboxylic acid transporters), member 3--



Inf 0 Inf Significant up 3 Molecular Function:copper ion transmembrane transporter activity (GO:0005375),Cellular Component:integral component of membrane (GO:0016021),Biological Process:copper ion transmembrane transport (GO:0035434)solute carrier family 31 (copper transporter), member 1--
Inf 0 Inf Significant up 2 Cellular Component:integral component of membrane (GO:0016021),Biological Process:vesicle-mediated transport (GO:0016192)synaptobrevin homolog YKT6--
Inf 0 Inf Significant up 4 Cellular Component:Arp2/3 protein complex (GO:0005885),Cellular Component:actin cytoskeleton (GO:0015629),Biological Process:regulation of actin filament polymerization (GO:0030833),Biological Process:Arp2/3 complex-mediated actin nucleation (GO:0034314)actin related protein 2/3 complex, subunit 5--
Inf 0 Inf Significant up 5 Molecular Function:calmodulin binding (GO:0005516),Biological Process:potassium ion transport (GO:0006813),Molecular Function:calcium-activated potassium channel activity (GO:0015269),Cellular Component:integral component of membrane (GO:0016021),Molecular Function:small conductance calcium-activated potassium channel activity (GO:0016286)potassium intermediate/small conductance calcium-activated channel subfamily N member 4--
Inf 0 Inf Significant up 2 Molecular Function:GTPase activator activity (GO:0005096),Molecular Function:protein binding (GO:0005515)Arf-GAP with SH3 domain, ANK repeat and PH domain-containing protein--
9.307748 9.68E-07 3.218432 Significant up 3 Biological Process:metabolic process (GO:0008152),Molecular Function:NAD binding (GO:0051287),Biological Process:oxidation-reduction process (GO:0055114)-- --

Inf 0 Inf Significant up -- -- dynein light intermediate chain 1, cytosolic--
0.349551 0.329239 -1.51643 NonsignificantNone 4 Cellular Component:proteasome complex (GO:0000502),Molecular Function:protein binding (GO:0005515),Molecular Function:enzyme regulator activity (GO:0030234),Biological Process:regulation of protein catabolic process (GO:0042176)26S proteasome regulatory subunit N3--

Inf 0 Inf Significant up 1 Molecular Function:sulfate adenylyltransferase (ATP) activity (GO:0004781)-- --
Inf 0 Inf Significant up 2 Cellular Component:nucleus (GO:0005634),Biological Process:mitotic nuclear division (GO:0007067)protein transport protein DSL1/ZW10--
0.232713 0.023842 -2.10338 Significant down -- -- beta-1,4-galactosyltransferase 52.4.1.-
0.062722 0.299677 -3.99487 NonsignificantNone 1 Molecular Function:zinc ion binding (GO:0008270)-- --
0.382381 0.000213 -1.38692 NonsignificantNone 1 Molecular Function:nucleic acid binding (GO:0003676)heterogeneous nuclear ribonucleoprotein R--

Inf 0 Inf Significant up 1 Biological Process:cell redox homeostasis (GO:0045454)-- --
Inf 0 Inf Significant up -- -- -- --
Inf 0 Inf Significant up 1 Molecular Function:fibroblast growth factor binding (GO:0017134)-- --
Inf 0 Inf Significant up 3 Biological Process:protein peptidyl-prolyl isomerization (GO:0000413),Molecular Function:peptidyl-prolyl cis-trans isomerase activity (GO:0003755),Biological Process:protein folding (GO:0006457)peptidyl-prolyl isomerase H (cyclophilin H)5.2.1.8
Inf 0 Inf Significant up -- -- aflatoxin B1 aldehyde reductase--
Inf 0 Inf Significant up 5 Molecular Function:actin binding (GO:0003779),Molecular Function:structural molecule activity (GO:0005198),Cellular Component:cytoskeleton (GO:0005856),Molecular Function:cytoskeletal protein binding (GO:0008092),Biological Process:cortical actin cytoskeleton organization (GO:0030866)erythrocyte membrane protein band 4.1--

0.20537 0.025646 -2.2837 Significant down -- -- beta-1,4-glucuronyltransferase 12.4.1.-
Inf 0 Inf Significant up 2 Biological Process:intracellular protein transport (GO:0006886),Molecular Function:Ran GTPase binding (GO:0008536)exportin-T --
Inf 0 Inf Significant up 3 Biological Process:multicellular organism development (GO:0007275),Biological Process:regulation of signal transduction (GO:0009966),Cellular Component:membrane (GO:0016020)protein sprouty homolog 2--
Inf 0 Inf Significant up -- -- trafficking protein particle complex subunit 3--
Inf 0 Inf Significant up 1 Biological Process:vacuolar transport (GO:0007034)charged multivesicular body protein 2A--
Inf 0 Inf Significant up 1 Cellular Component:integral component of membrane (GO:0016021)tetraspanin-6--
Inf 0 Inf Significant up -- -- -- --
Inf 0 Inf Significant up 1 Molecular Function:protein binding (GO:0005515)cell cycle arrest protein BUB3--
Inf 0 Inf Significant up -- -- phosphatidate phosphatase3.1.3.4
Inf 0 Inf Significant up 2 Molecular Function:ARF guanyl-nucleotide exchange factor activity (GO:0005086),Biological Process:regulation of ARF protein signal transduction (GO:0032012)cytohesin --
Inf 0 Inf Significant up 1 Molecular Function:protein binding (GO:0005515)5'-AMP-activated protein kinase, regulatory beta subunit--
0.007142 0.495626 -7.12942 NonsignificantNone 4 Biological Process:intracellular protein transport (GO:0006886),Biological Process:vesicle-mediated transport (GO:0016192),Cellular Component:membrane coat (GO:0030117),Cellular Component:clathrin adaptor complex (GO:0030131)AP-1 complex subunit gamma-1--

Inf 0 Inf Significant up 3 Molecular Function:protein binding (GO:0005515),Cellular Component:membrane (GO:0016020),Biological Process:Golgi vesicle transport (GO:0048193)syntaxin 6 --
Inf 0 Inf Significant up 1 Molecular Function:protein binding (GO:0005515)small glutamine-rich tetratricopeptide repeat-containing protein alpha--
Inf 0 Inf Significant up 4 Molecular Function:motor activity (GO:0003774),Molecular Function:protein binding (GO:0005515),Molecular Function:ATP binding (GO:0005524),Cellular Component:myosin complex (GO:0016459)myosin I --
Inf 0 Inf Significant up 3 Molecular Function:mRNA binding (GO:0003729),Cellular Component:mRNA cleavage factor complex (GO:0005849),Biological Process:mRNA polyadenylation (GO:0006378)cleavage and polyadenylation specificity factor subunit 5--
Inf 0 Inf Significant up -- -- -- --
Inf 0 Inf Significant up -- -- nardilysin 3.4.24.61
0.020725 0.014086 -5.59247 Significant down 1 Molecular Function:calcium ion binding (GO:0005509)-- --
0.118762 0.082891 -3.07386 NonsignificantNone 1 Molecular Function:protein binding (GO:0005515)-- --
0.876506 0.231509 -0.19016 NonsignificantNone 3 Molecular Function:adenosylhomocysteinase activity (GO:0004013),Biological Process:S-adenosylhomocysteine catabolic process (GO:0019510),Molecular Function:NAD binding (GO:0051287)adenosylhomocysteinase3.3.1.1

Inf 0 Inf Significant up 3 Cellular Component:origin recognition complex (GO:0000808),Cellular Component:nucleus (GO:0005634),Biological Process:DNA replication (GO:0006260)origin recognition complex subunit 5--
Inf 0 Inf Significant up -- -- retinal rod rhodopsin-sensitive cGMP 3',5'-cyclic phosphodiesterase subunit delta--
Inf 0 Inf Significant up 3 Molecular Function:nucleic acid binding (GO:0003676),Molecular Function:helicase activity (GO:0004386),Molecular Function:ATP binding (GO:0005524)pre-mRNA-splicing factor ATP-dependent RNA helicase DHX163.6.4.13
Inf 0 Inf Significant up 3 Molecular Function:calcium ion binding (GO:0005509),Biological Process:homophilic cell adhesion via plasma membrane adhesion molecules (GO:0007156),Cellular Component:membrane (GO:0016020)protocadherin delta 1--
Inf 0 Inf Significant up 3 Molecular Function:magnesium ion binding (GO:0000287),Molecular Function:ribose phosphate diphosphokinase activity (GO:0004749),Biological Process:nucleotide biosynthetic process (GO:0009165)-- --
Inf 0 Inf Significant up 7 Molecular Function:nucleic acid binding (GO:0003676),Molecular Function:DNA binding (GO:0003677),Molecular Function:ATP binding (GO:0005524),Cellular Component:nucleus (GO:0005634),Biological Process:chromatin remodeling (GO:0006338),Molecular Function:nucleosome binding (GO:0031491),Biological Process:ATP-dependent chromatin remodeling (GO:0043044)SWI/SNF-related matrix-associated actin-dependent regulator of chromatin subfamily A member 53.6.4.-
Inf 0 Inf Significant up -- -- c-Jun-amino-terminal kinase-interacting protein 4--
Inf 0 Inf Significant up -- -- E3 ubiquitin-protein ligase MGRN12.3.2.27
Inf 0 Inf Significant up 3 Molecular Function:protein binding (GO:0005515),Molecular Function:oxidoreductase activity (GO:0016491),Biological Process:oxidation-reduction process (GO:0055114)lysine-specific histone demethylase 1A1.-.-.-
Inf 0 Inf Significant up 1 Molecular Function:protein binding (GO:0005515)TBC1 domain family member 4--
Inf 0 Inf Significant up 3 Molecular Function:protein binding (GO:0005515),Biological Process:cell surface receptor signaling pathway (GO:0007166),Cellular Component:membrane (GO:0016020)frizzled 6 --
Inf 0 Inf Significant up 5 Molecular Function:nucleoside diphosphate kinase activity (GO:0004550),Biological Process:nucleoside diphosphate phosphorylation (GO:0006165),Biological Process:GTP biosynthetic process (GO:0006183),Biological Process:UTP biosynthetic process (GO:0006228),Biological Process:CTP biosynthetic process (GO:0006241)nucleoside-diphosphate kinase2.7.4.6
Inf 0 Inf Significant up -- -- non-syndromic hearing impairment protein 5--
0.511016 0.087215 -0.96856 NonsignificantNone 1 Cellular Component:membrane (GO:0016020)neuropilin 2--

Inf 0 Inf Significant up 2 Molecular Function:catalytic activity (GO:0003824),Biological Process:metabolic process (GO:0008152)long-chain acyl-CoA synthetase6.2.1.3
1.890087 0.00188 0.918453 NonsignificantNone 1 Molecular Function:phosphatidylinositol binding (GO:0035091)sorting nexin-3/12--

Inf 0 Inf Significant up -- -- -- --
Inf 0 Inf Significant up 3 Biological Process:cyclic nucleotide biosynthetic process (GO:0009190),Molecular Function:phosphorus-oxygen lyase activity (GO:0016849),Biological Process:intracellular signal transduction (GO:0035556)adenylate cyclase 94.6.1.1



Inf 0 Inf Significant up 1 Molecular Function:nucleic acid binding (GO:0003676)heterogeneous nuclear ribonucleoprotein Q--
0.21006 0.004814 -2.25113 Significant down 2 Molecular Function:oxidoreductase activity (GO:0016491),Biological Process:oxidation-reduction process (GO:0055114)-- --

Inf 0 Inf Significant up 4 Molecular Function:actin binding (GO:0003779),Biological Process:cellular component organization (GO:0016043),Molecular Function:Rho GTPase binding (GO:0017048),Biological Process:actin cytoskeleton organization (GO:0030036)diaphanous 1--
Inf 0 Inf Significant up 2 Cellular Component:exocyst (GO:0000145),Biological Process:exocytosis (GO:0006887)exocyst complex component 3--
Inf 0 Inf Significant up -- -- perilipin-3 --
Inf 0 Inf Significant up 2 Cellular Component:integral component of membrane (GO:0016021),Biological Process:transmembrane transport (GO:0055085)MFS transporter, MCP family, solute carrier family 16 (monocarboxylic acid transporters), member 7--
Inf 0 Inf Significant up 1 Cellular Component:nucleus (GO:0005634)cell cycle checkpoint protein3.1.11.2
Inf 0 Inf Significant up -- -- type I protein arginine methyltransferase2.1.1.319
Inf 0 Inf Significant up 5 Molecular Function:protein binding (GO:0005515),Cellular Component:nucleus (GO:0005634),Cellular Component:cytoplasm (GO:0005737),Biological Process:protein import into nucleus (GO:0006606),Molecular Function:protein transporter activity (GO:0008565)-- --
0.048895 0.039393 -4.35418 Significant down -- -- sushi repeat-containing protein SRPX2--

Inf 0 Inf Significant up 1 Molecular Function:zinc ion binding (GO:0008270)-- --
10.41382 0.000927 3.380428 Significant up 1 Molecular Function:protein binding (GO:0005515)catenin (cadherin-associated protein), delta 1--

Inf 0 Inf Significant up 2 Molecular Function:translation initiation factor activity (GO:0003743),Biological Process:translational initiation (GO:0006413)translation initiation factor 1--
Inf 0 Inf Significant up 2 Biological Process:intracellular protein transport (GO:0006886),Molecular Function:phosphatidylinositol binding (GO:0035091)sorting nexin-1/2--
Inf 0 Inf Significant up 6 Cellular Component:Golgi membrane (GO:0000139),Cellular Component:cytoplasm (GO:0005737),Biological Process:intracellular protein transport (GO:0006886),Molecular Function:protein transporter activity (GO:0008565),Cellular Component:membrane (GO:0016020),Biological Process:vesicle fusion with Golgi apparatus (GO:0048280)-- --
Inf 0 Inf Significant up 2 Biological Process:transport (GO:0006810),Cellular Component:membrane (GO:0016020)solute carrier family 19 (thiamine transporter), member 2/3--
Inf 0 Inf Significant up 2 Cellular Component:intracellular (GO:0005622),Biological Process:intracellular protein transport (GO:0006886)-- --
1.327906 0.533502 0.409153 NonsignificantNone 1 Molecular Function:DNA binding (GO:0003677)histone H2B--
0.260062 0.014739 -1.94307 NonsignificantNone 2 Molecular Function:RNA binding (GO:0003723),Biological Process:RNA processing (GO:0006396)H/ACA ribonucleoprotein complex subunit 45.4.99.-
0.09493 0.156057 -3.39699 NonsignificantNone 1 Molecular Function:GTP binding (GO:0005525)translation initiation factor 5B--

Inf 0 Inf Significant up 1 Molecular Function:sequence-specific DNA binding (GO:0043565)putative transcription factor--
Inf 0 Inf Significant up 2 Molecular Function:heat shock protein binding (GO:0031072),Molecular Function:unfolded protein binding (GO:0051082)DnaJ homolog subfamily A member 2--
0.124923 0.023009 -3.00088 Significant down 1 Biological Process:response to metal ion (GO:0010038)periplasmic divalent cation tolerance protein--

Inf 0 Inf Significant up 3 Biological Process:protein folding (GO:0006457),Cellular Component:prefoldin complex (GO:0016272),Molecular Function:unfolded protein binding (GO:0051082)prefoldin subunit 1--
Inf 0 Inf Significant up 2 Molecular Function:protein binding (GO:0005515),Biological Process:signal transduction (GO:0007165)SLIT-ROBO Rho GTPase activating protein--
Inf 0 Inf Significant up 2 Molecular Function:protein binding (GO:0005515),Cellular Component:membrane (GO:0016020)plexin A --
Inf 0 Inf Significant up -- -- immunoglobulin superfamily, member 2/3--
1.986992 0.054998 0.990586 NonsignificantNone 1 Molecular Function:protein binding (GO:0005515)-- --

Inf 0 Inf Significant up 3 Molecular Function:protein binding (GO:0005515),Biological Process:cell surface receptor signaling pathway (GO:0007166),Cellular Component:membrane (GO:0016020)frizzled 1/7--
Inf 0 Inf Significant up 2 Molecular Function:nucleotide binding (GO:0000166),Molecular Function:metal ion binding (GO:0046872)phospholipid-translocating ATPase3.6.3.1
0.246515 0.38792 -2.02025 NonsignificantNone 4 Molecular Function:protein kinase activity (GO:0004672),Molecular Function:ATP binding (GO:0005524),Biological Process:protein phosphorylation (GO:0006468),Molecular Function:Rho GTPase binding (GO:0017048)Rho-associated protein kinase 22.7.11.1

Inf 0 Inf Significant up -- -- CLIP-associating protein 1/2--
0.101268 0.041059 -3.30375 Significant down -- -- inducible T-cell co-stimulator ligand--

Inf 0 Inf Significant up -- -- obscurin-like protein 1--
Inf 0 Inf Significant up -- -- protein TIF31--
0.407743 0.006039 -1.29427 NonsignificantNone -- -- DnaJ homolog subfamily C member 13--

Inf 0 Inf Significant up -- -- -- --
Inf 0 Inf Significant up 2 Biological Process:protein deubiquitination (GO:0016579),Molecular Function:thiol-dependent ubiquitinyl hydrolase activity (GO:0036459)ubiquitin carboxyl-terminal hydrolase 12/463.4.19.12
Inf 0 Inf Significant up 2 Molecular Function:protein binding (GO:0005515),Cellular Component:membrane (GO:0016020)semaphorin 7--
4.125283 5.28E-05 2.044493 Significant up 1 Molecular Function:calcium ion binding (GO:0005509)-- --

Inf 0 Inf Significant up 3 Biological Process:tubulin complex assembly (GO:0007021),Biological Process:post-chaperonin tubulin folding pathway (GO:0007023),Molecular Function:beta-tubulin binding (GO:0048487)tubulin-specific chaperone A--
Inf 0 Inf Significant up 1 Molecular Function:ATP binding (GO:0005524)vacuolar protein-sorting-associated protein 4--
Inf 0 Inf Significant up -- -- mannose-P-dolichol utilization defect 1--
0.554152 0.174782 -0.85165 NonsignificantNone 1 Molecular Function:DNA binding (GO:0003677)histone H2A--
0.895495 0.709157 -0.15924 NonsignificantNone 1 Molecular Function:protein binding (GO:0005515)filamin --

Inf 0 Inf Significant up 3 Molecular Function:protein binding (GO:0005515),Cellular Component:intracellular (GO:0005622),Molecular Function:zinc ion binding (GO:0008270)tripartite motif-containing protein 2/3--
Inf 0 Inf Significant up 2 Cellular Component:integral component of membrane (GO:0016021),Biological Process:transmembrane transport (GO:0055085)MFS transporter, LAT3 family, solute carrier family 43, member 1--
Inf 0 Inf Significant up 1 Molecular Function:protein binding (GO:0005515)pre-mRNA-processing factor 40--
Inf 0 Inf Significant up -- -- vacuolar protein sorting-associated protein 26--
Inf 0 Inf Significant up 3 Cellular Component:proteinaceous extracellular matrix (GO:0005578),Cellular Component:membrane (GO:0016020),Molecular Function:heparan sulfate proteoglycan binding (GO:0043395)glypican 4 --
Inf 0 Inf Significant up 1 Molecular Function:transcription corepressor activity (GO:0003714)heat shock factor-binding protein 1--
Inf 0 Inf Significant up 1 Cellular Component:integral component of membrane (GO:0016021)claudin --
0.814361 0.578131 -0.29626 NonsignificantNone 1 Molecular Function:DNA binding (GO:0003677)barrier-to-autointegration factor--

Inf 0 Inf Significant up -- -- splicing factor 3B subunit 1--
Inf 0 Inf Significant up 1 Molecular Function:DNA binding (GO:0003677)-- --
Inf 0 Inf Significant up 1 Molecular Function:hydrolase activity (GO:0016787)lysophospholipase I3.1.1.5
Inf 0 Inf Significant up 2 Molecular Function:nucleic acid binding (GO:0003676),Molecular Function:ATP binding (GO:0005524)pre-mRNA-splicing helicase BRR23.6.4.13
0.135496 0.029083 -2.88367 Significant down -- -- type 2A phosphatase activator TIP41--



Inf 0 Inf Significant up 2 Cellular Component:intracellular (GO:0005622),Biological Process:intracellular protein transport (GO:0006886)-- --
Inf 0 Inf Significant up -- -- nuclear pore complex protein Nup155--
Inf 0 Inf Significant up -- -- protein XRP2--
Inf 0 Inf Significant up -- -- cartilage-associated protein--
Inf 0 Inf Significant up 4 Molecular Function:ion channel activity (GO:0005216),Biological Process:ion transport (GO:0006811),Cellular Component:membrane (GO:0016020),Biological Process:transmembrane transport (GO:0055085)transient receptor potential cation channel subfamily A member 1--
Inf 0 Inf Significant up 2 Molecular Function:receptor activity (GO:0004872),Cellular Component:integral component of membrane (GO:0016021)renin receptor--
Inf 0 Inf Significant up 3 Molecular Function:translation initiation factor activity (GO:0003743),Cellular Component:cytoplasm (GO:0005737),Cellular Component:eukaryotic translation initiation factor 3 complex (GO:0005852)translation initiation factor 3 subunit J--
Inf 0 Inf Significant up 1 Molecular Function:protein binding (GO:0005515)26S proteasome non-ATPase regulatory subunit 10--
Inf 0 Inf Significant up 2 Molecular Function:metalloendopeptidase activity (GO:0004222),Biological Process:proteolysis (GO:0006508)STE24 endopeptidase3.4.24.84
0.768057 0.628914 -0.38071 NonsignificantNone 1 Biological Process:oxidation-reduction process (GO:0055114)isocitrate dehydrogenase1.1.1.42
0.386107 0.18644 -1.37293 NonsignificantNone 4 Biological Process:metabolic process (GO:0008152),Biological Process:biosynthetic process (GO:0009058),Molecular Function:oxidoreductase activity (GO:0016491),Biological Process:oxidation-reduction process (GO:0055114)formyltetrahydrofolate dehydrogenase1.5.1.6
0.077381 0.082742 -3.69187 NonsignificantNone -- -- PRA1 family protein 3--
1.99439 0.013303 0.995947 NonsignificantNone 1 Cellular Component:integral component of membrane (GO:0016021)tetraspanin-9--

Inf 0 Inf Significant up 6 Molecular Function:protein kinase activity (GO:0004672),Molecular Function:Rho guanyl-nucleotide exchange factor activity (GO:0005089),Molecular Function:protein binding (GO:0005515),Molecular Function:ATP binding (GO:0005524),Biological Process:protein phosphorylation (GO:0006468),Biological Process:regulation of Rho protein signal transduction (GO:0035023)triple functional domain protein2.7.11.1
Inf 0 Inf Significant up 1 Molecular Function:protein binding (GO:0005515)multiple PDZ domain protein--
Inf 0 Inf Significant up 3 Molecular Function:metallocarboxypeptidase activity (GO:0004181),Biological Process:proteolysis (GO:0006508),Molecular Function:zinc ion binding (GO:0008270)carboxypeptidase D3.4.17.22
Inf 0 Inf Significant up 3 Molecular Function:electron carrier activity (GO:0009055),Molecular Function:protein disulfide oxidoreductase activity (GO:0015035),Biological Process:cell redox homeostasis (GO:0045454)-- --
0.016507 0.011749 -5.92076 Significant down 2 Molecular Function:hormone activity (GO:0005179),Cellular Component:extracellular region (GO:0005576)-- --
0.036441 0.204025 -4.7783 NonsignificantNone 4 Biological Process:regulation of cell growth (GO:0001558),Molecular Function:protein binding (GO:0005515),Molecular Function:insulin-like growth factor binding (GO:0005520),Cellular Component:extracellular region (GO:0005576)-- --

Inf 0 Inf Significant up -- -- regulator of G-protein signaling--
Inf 0 Inf Significant up 4 Molecular Function:protein binding (GO:0005515),Biological Process:SRP-dependent cotranslational protein targeting to membrane (GO:0006614),Molecular Function:7S RNA binding (GO:0008312),Cellular Component:signal recognition particle (GO:0048500)signal recognition particle subunit SRP72--
Inf 0 Inf Significant up -- -- dimethylargininase3.5.3.18
Inf 0 Inf Significant up 4 Molecular Function:protein kinase activity (GO:0004672),Molecular Function:protein serine/threonine kinase activity (GO:0004674),Molecular Function:ATP binding (GO:0005524),Biological Process:protein phosphorylation (GO:0006468)serine/threonine kinase 102.7.11.1
Inf 0 Inf Significant up 4 Molecular Function:protein kinase activity (GO:0004672),Molecular Function:ATP binding (GO:0005524),Biological Process:protein phosphorylation (GO:0006468),Biological Process:intracellular signal transduction (GO:0035556)protein kinase D2.7.11.13
Inf 0 Inf Significant up 2 Biological Process:carbohydrate metabolic process (GO:0005975),Molecular Function:carbohydrate binding (GO:0030246)glucosamine---fructose-6-phosphate aminotransferase (isomerizing)2.6.1.16
0.108883 0.091618 -3.19915 NonsignificantNone 1 Molecular Function:protein binding (GO:0005515)slit 2 --
0.005923 0.012934 -7.3994 Significant down 2 Molecular Function:nucleotide binding (GO:0000166),Molecular Function:metal ion binding (GO:0046872)phospholipid-translocating ATPase3.6.3.1

Inf 0 Inf Significant up 2 Molecular Function:Rho guanyl-nucleotide exchange factor activity (GO:0005089),Biological Process:regulation of Rho protein signal transduction (GO:0035023)FERM, RhoGEF and pleckstrin domain protein 2--
Inf 0 Inf Significant up 2 Molecular Function:protein binding (GO:0005515),Cellular Component:nucleus (GO:0005634)pre-mRNA-processing factor 6--

0.64551 0.189872 -0.63149 NonsignificantNone -- -- -- --
Inf 0 Inf Significant up 4 Biological Process:intracellular protein transport (GO:0006886),Biological Process:vesicle-mediated transport (GO:0016192),Cellular Component:membrane coat (GO:0030117),Cellular Component:clathrin adaptor complex (GO:0030131)AP-2 complex subunit alpha--
0.262666 0.27228 -1.9287 NonsignificantNone 3 Molecular Function:calcium ion binding (GO:0005509),Biological Process:homophilic cell adhesion via plasma membrane adhesion molecules (GO:0007156),Cellular Component:membrane (GO:0016020)-- --
0.094487 0.059479 -3.40374 NonsignificantNone 2 Molecular Function:serine-type endopeptidase activity (GO:0004252),Biological Process:proteolysis (GO:0006508)serine protease 233.4.21.-

Inf 0 Inf Significant up 5 Cellular Component:ubiquitin ligase complex (GO:0000151),Molecular Function:ubiquitin-protein transferase activity (GO:0004842),Biological Process:ubiquitin-dependent protein catabolic process (GO:0006511),Biological Process:protein ubiquitination (GO:0016567),Molecular Function:ubiquitin-ubiquitin ligase activity (GO:0034450)ubiquitin conjugation factor E4 B2.3.2.27
Inf 0 Inf Significant up 2 Biological Process:tRNA wobble uridine modification (GO:0002098),Cellular Component:Elongator holoenzyme complex (GO:0033588)elongator complex protein 1--
Inf 0 Inf Significant up -- -- -- --
Inf 0 Inf Significant up 2 Cellular Component:integral component of membrane (GO:0016021),Biological Process:vesicle-mediated transport (GO:0016192)vesicle-associated membrane protein 5--

0.25501 0.009692 -1.97138 NonsignificantNone -- -- reticulon-3--
Inf 0 Inf Significant up -- -- -- --
Inf 0 Inf Significant up 1 Molecular Function:phosphatidylinositol binding (GO:0035091)sorting nexin-4--
Inf 0 Inf Significant up 4 Molecular Function:microtubule motor activity (GO:0003777),Molecular Function:ATP binding (GO:0005524),Biological Process:microtubule-based movement (GO:0007018),Molecular Function:microtubule binding (GO:0008017)kinesin family member 20--
Inf 0 Inf Significant up -- -- myotubularin-related protein 5/13--
Inf 0 Inf Significant up -- -- golgi SNAP receptor complex member 1--
Inf 0 Inf Significant up -- -- myelin protein zero--
Inf 0 Inf Significant up 1 Biological Process:carbohydrate metabolic process (GO:0005975)6-phosphogluconolactonase3.1.1.31
Inf 0 Inf Significant up 1 Molecular Function:sulfate adenylyltransferase (ATP) activity (GO:0004781)-- --
Inf 0 Inf Significant up 4 Molecular Function:protein binding (GO:0005515),Molecular Function:ATP binding (GO:0005524),Cellular Component:chromosome (GO:0005694),Biological Process:chromosome organization (GO:0051276)structural maintenance of chromosome 2--
Inf 0 Inf Significant up 1 Molecular Function:small protein activating enzyme activity (GO:0008641)ubiquitin-like modifier-activating enzyme ATG7--
Inf 0 Inf Significant up 1 Molecular Function:hydrolase activity (GO:0016787)lysophospholipase II3.1.1.5
Inf 0 Inf Significant up -- -- ariadne-2 2.3.2.27
Inf 0 Inf Significant up 2 Biological Process:carbohydrate metabolic process (GO:0005975),Biological Process:organic substance metabolic process (GO:0071704)phosphoacetylglucosamine mutase5.4.2.3
Inf 0 Inf Significant up -- -- -- --
Inf 0 Inf Significant up 3 Molecular Function:ATPase activator activity (GO:0001671),Biological Process:response to stress (GO:0006950),Molecular Function:chaperone binding (GO:0051087)-- --
0.298252 0.039162 -1.7454 NonsignificantNone -- -- -- --

Inf 0 Inf Significant up 2 Cellular Component:endoplasmic reticulum (GO:0005783),Biological Process:proteasome assembly (GO:0043248)proteasome assembly chaperone 1--
Inf 0 Inf Significant up 4 Molecular Function:actin binding (GO:0003779),Biological Process:cellular component organization (GO:0016043),Molecular Function:Rho GTPase binding (GO:0017048),Biological Process:actin cytoskeleton organization (GO:0030036)-- --
Inf 0 Inf Significant up 4 Biological Process:intracellular protein transport (GO:0006886),Biological Process:ER to Golgi vesicle-mediated transport (GO:0006888),Molecular Function:zinc ion binding (GO:0008270),Cellular Component:COPII vesicle coat (GO:0030127)protein transport protein SEC24--
Inf 0 Inf Significant up 5 Molecular Function:G-protein coupled receptor activity (GO:0004930),Biological Process:G-protein coupled receptor signaling pathway (GO:0007186),Cellular Component:membrane (GO:0016020),Cellular Component:integral component of membrane (GO:0016021),Molecular Function:carbohydrate binding (GO:0030246)latrophilin 2--



0.160906 0.022119 -2.63571 Significant down 1 Biological Process:nitrogen compound metabolic process (GO:0006807)pantetheine hydrolase3.5.1.92
0.09901 0.07504 -3.33628 NonsignificantNone 1 Biological Process:nitrogen compound metabolic process (GO:0006807)pantetheine hydrolase3.5.1.92

Inf 0 Inf Significant up 2 Molecular Function:DNA binding (GO:0003677),Molecular Function:DNA-directed 5'-3' RNA polymerase activity (GO:0003899)DNA-directed RNA polymerase I subunit RPA12.7.7.6
Inf 0 Inf Significant up 1 Molecular Function:protein binding (GO:0005515)STAM-binding protein3.4.19.12
Inf 0 Inf Significant up 1 Molecular Function:protein binding (GO:0005515)protein phosphatase 1 regulatory subunit 3A/B/C/D/E--
Inf 0 Inf Significant up 4 Molecular Function:ubiquitin-protein transferase activity (GO:0004842),Molecular Function:zinc ion binding (GO:0008270),Biological Process:protein ubiquitination (GO:0016567),Molecular Function:metal ion binding (GO:0046872)E3 ubiquitin-protein ligase HERC22.3.2.26
Inf 0 Inf Significant up -- -- synaptosomal-associated protein 29--
1.457705 0.068505 0.543699 NonsignificantNone 4 Molecular Function:protein kinase activity (GO:0004672),Molecular Function:protein serine/threonine kinase activity (GO:0004674),Molecular Function:ATP binding (GO:0005524),Biological Process:protein phosphorylation (GO:0006468)serine/threonine-protein kinase OSR1/STK392.7.11.1

Inf 0 Inf Significant up -- -- -- --
Inf 0 Inf Significant up -- -- -- --
Inf 0 Inf Significant up -- -- BCL2-associated athanogene 2--
Inf 0 Inf Significant up 2 Molecular Function:protein binding (GO:0005515),Molecular Function:chaperone binding (GO:0051087)BCL2-associated athanogene 3--
1.913115 5.11E-05 0.935924 NonsignificantNone 3 Molecular Function:protein kinase activity (GO:0004672),Molecular Function:ATP binding (GO:0005524),Biological Process:protein phosphorylation (GO:0006468)mitogen-activated protein kinase kinase kinase kinase 42.7.11.1

Inf 0 Inf Significant up 1 Molecular Function:protein binding (GO:0005515)echinoderm microtubule-associated protein-like 1/2--
Inf 0 Inf Significant up 3 Molecular Function:protein kinase activity (GO:0004672),Molecular Function:ATP binding (GO:0005524),Biological Process:protein phosphorylation (GO:0006468)serine/threonine-protein kinase LATS1/22.7.11.1
Inf 0 Inf Significant up 1 Cellular Component:integral component of membrane (GO:0016021)tetraspanin-13/31--
Inf 0 Inf Significant up 1 Cellular Component:integral component of membrane (GO:0016021)tetraspanin-15--
0.345929 0.118675 -1.53145 NonsignificantNone -- -- dimethylargininase3.5.3.18

Inf 0 Inf Significant up -- -- protein-disulfide reductase (glutathione)1.8.4.2
0.01919 0.013725 -5.70353 Significant down -- -- -- --

Inf 0 Inf Significant up 3 Molecular Function:protein kinase activity (GO:0004672),Molecular Function:ATP binding (GO:0005524),Biological Process:protein phosphorylation (GO:0006468)p21-activated kinase 42.7.11.1
Inf 0 Inf Significant up -- -- actin-like protein 6A--
1.141975 0.122186 0.191532 NonsignificantNone 2 Molecular Function:oxidoreductase activity (GO:0016491),Biological Process:oxidation-reduction process (GO:0055114)L-lactate dehydrogenase1.1.1.27
0.188428 0.001251 -2.40791 Significant down 3 Biological Process:metabolic process (GO:0008152),Molecular Function:oxidoreductase activity (GO:0016491),Biological Process:oxidation-reduction process (GO:0055114)retinal dehydrogenase1.2.1.36

Inf 0 Inf Significant up 4 Molecular Function:dihydrofolate reductase activity (GO:0004146),Biological Process:glycine biosynthetic process (GO:0006545),Biological Process:nucleotide biosynthetic process (GO:0009165),Biological Process:oxidation-reduction process (GO:0055114)dihydrofolate reductase1.5.1.3
0.2272 0.084501 -2.13797 NonsignificantNone 2 Molecular Function:oxidoreductase activity (GO:0016491),Biological Process:oxidation-reduction process (GO:0055114)cytochrome-b5 reductase1.6.2.2

0.36773 0.020848 -1.44328 NonsignificantNone 3 Molecular Function:oxidoreductase activity (GO:0016491),Biological Process:cell redox homeostasis (GO:0045454),Biological Process:oxidation-reduction process (GO:0055114)glutathione reductase (NADPH)1.8.1.7
0.297197 0.047719 -1.75051 NonsignificantNone 3 Biological Process:superoxide metabolic process (GO:0006801),Molecular Function:metal ion binding (GO:0046872),Biological Process:oxidation-reduction process (GO:0055114)superoxide dismutase, Cu-Zn family1.15.1.1
0.174949 0.020963 -2.51499 Significant down 3 Molecular Function:copper ion binding (GO:0005507),Molecular Function:oxidoreductase activity (GO:0016491),Biological Process:oxidation-reduction process (GO:0055114)ceruloplasmin1.16.3.1
0.067727 0.023497 -3.88412 Significant down 2 Molecular Function:protein-glutamine gamma-glutamyltransferase activity (GO:0003810),Biological Process:peptide cross-linking (GO:0018149)coagulation factor XIII A1 polypeptide2.3.2.13
0.455822 0.036999 -1.13346 NonsignificantNone 2 Molecular Function:catalytic activity (GO:0003824),Biological Process:nucleoside metabolic process (GO:0009116)purine-nucleoside phosphorylase2.4.2.1

Inf 0 Inf Significant up 1 Biological Process:nucleoside metabolic process (GO:0009116)hypoxanthine phosphoribosyltransferase2.4.2.8
4.662602 5.17E-05 2.221135 Significant up 6 Molecular Function:protein kinase activity (GO:0004672),Molecular Function:transmembrane receptor protein tyrosine kinase activity (GO:0004714),Molecular Function:ATP binding (GO:0005524),Biological Process:protein phosphorylation (GO:0006468),Biological Process:transmembrane receptor protein tyrosine kinase signaling pathway (GO:0007169),Cellular Component:membrane (GO:0016020)epidermal growth factor receptor2.7.10.1
2.410179 0.00374 1.26914 NonsignificantNone 2 Molecular Function:phosphoglycerate kinase activity (GO:0004618),Biological Process:glycolytic process (GO:0006096)phosphoglycerate kinase2.7.2.3

Inf 0 Inf Significant up -- -- adenylate kinase2.7.4.3
0.385102 0.027108 -1.37669 NonsignificantNone 5 Molecular Function:serine-type endopeptidase activity (GO:0004252),Molecular Function:calcium ion binding (GO:0005509),Cellular Component:extracellular region (GO:0005576),Biological Process:proteolysis (GO:0006508),Biological Process:blood coagulation (GO:0007596)coagulation factor II (thrombin)3.4.21.5
0.049177 0.251821 -4.34588 NonsignificantNone 2 Molecular Function:serine-type endopeptidase activity (GO:0004252),Biological Process:proteolysis (GO:0006508)haptoglobin--
0.326649 0.074472 -1.61419 NonsignificantNone 5 Molecular Function:serine-type endopeptidase activity (GO:0004252),Molecular Function:calcium ion binding (GO:0005509),Molecular Function:protein binding (GO:0005515),Cellular Component:extracellular region (GO:0005576),Biological Process:proteolysis (GO:0006508)coagulation factor IX (Christmas factor)3.4.21.22
0.240215 0.038312 -2.0576 Significant down 5 Molecular Function:serine-type endopeptidase activity (GO:0004252),Molecular Function:calcium ion binding (GO:0005509),Molecular Function:protein binding (GO:0005515),Cellular Component:extracellular region (GO:0005576),Biological Process:proteolysis (GO:0006508)coagulation factor X3.4.21.6
0.016125 0.03797 -5.95455 Significant down 2 Molecular Function:serine-type endopeptidase activity (GO:0004252),Biological Process:proteolysis (GO:0006508)plasminogen3.4.21.7

Inf 0 Inf Significant up 2 Molecular Function:serine-type endopeptidase activity (GO:0004252),Biological Process:proteolysis (GO:0006508)urokinase plasminogen activator3.4.21.73
Inf 0 Inf Significant up 4 Molecular Function:serine-type endopeptidase activity (GO:0004252),Molecular Function:protein binding (GO:0005515),Cellular Component:extracellular region (GO:0005576),Biological Process:proteolysis (GO:0006508)tissue plasminogen activator3.4.21.68
0.126634 0.039461 -2.98127 Significant down -- -- antithrombin III--
0.766313 0.079461 -0.38399 NonsignificantNone 3 Molecular Function:endopeptidase inhibitor activity (GO:0004866),Cellular Component:extracellular region (GO:0005576),Cellular Component:extracellular space (GO:0005615)alpha-2-macroglobulin--
0.102087 0.042223 -3.29213 Significant down 3 Molecular Function:endopeptidase inhibitor activity (GO:0004866),Cellular Component:extracellular region (GO:0005576),Cellular Component:extracellular space (GO:0005615)complement component 3--
0.035529 0.110771 -4.81485 NonsignificantNone 3 Molecular Function:endopeptidase inhibitor activity (GO:0004866),Cellular Component:extracellular region (GO:0005576),Cellular Component:extracellular space (GO:0005615)complement component 5--
0.00903 0.061402 -6.79099 NonsignificantNone 1 Molecular Function:metalloendopeptidase inhibitor activity (GO:0008191)metallopeptidase inhibitor 1--

0.062639 0.004884 -3.9968 Significant down 1 Molecular Function:cysteine-type endopeptidase inhibitor activity (GO:0004869)cystatin-C --
0.083408 0.050125 -3.58368 NonsignificantNone 1 Molecular Function:cysteine-type endopeptidase inhibitor activity (GO:0004869)kininogen --

Inf 0 Inf Significant up 2 Molecular Function:GTP binding (GO:0005525),Biological Process:small GTPase mediated signal transduction (GO:0007264)GTPase HRas--
Inf 0 Inf Significant up 2 Molecular Function:calcium ion binding (GO:0005509),Molecular Function:protein binding (GO:0005515)low-density lipoprotein receptor--
Inf 0 Inf Significant up -- -- thyroglobulin--
0.125952 0.040913 -2.98905 Significant down 2 Molecular Function:hormone activity (GO:0005179),Cellular Component:extracellular region (GO:0005576)insulin-like growth factor 2--

Inf 0 Inf Significant up 5 Molecular Function:cytokine activity (GO:0005125),Molecular Function:interleukin-1 receptor binding (GO:0005149),Cellular Component:extracellular space (GO:0005615),Biological Process:inflammatory response (GO:0006954),Biological Process:immune response (GO:0006955)interleukin 1 alpha--
0.016624 0.01116 -5.91057 Significant down -- -- -- --
0.147917 0.00531 -2.75714 Significant down -- -- -- --
1.191444 0.038233 0.252711 NonsignificantNone 2 Biological Process:immune response (GO:0006955),Biological Process:antigen processing and presentation (GO:0019882)major histocompatibility complex, class I--
1.498403 0.208958 0.583426 NonsignificantNone 2 Biological Process:immune response (GO:0006955),Biological Process:antigen processing and presentation (GO:0019882)major histocompatibility complex, class I--



0.22952 2.06E-05 -2.12331 Significant down 2 Molecular Function:oxygen binding (GO:0019825),Molecular Function:heme binding (GO:0020037)hemoglobin subunit delta--
0.034762 0.018021 -4.84636 Significant down 2 Molecular Function:oxygen binding (GO:0019825),Molecular Function:heme binding (GO:0020037)hemoglobin subunit epsilon--
0.008988 0.009981 -6.79771 Significant down 2 Molecular Function:extracellular matrix structural constituent (GO:0005201),Molecular Function:protein binding (GO:0005515)collagen, type I, alpha--
0.006592 0.041388 -7.24512 Significant down 2 Molecular Function:extracellular matrix structural constituent (GO:0005201),Molecular Function:protein binding (GO:0005515)collagen, type II, alpha--
0.073798 0.02433 -3.76027 Significant down 2 Molecular Function:extracellular matrix structural constituent (GO:0005201),Molecular Function:protein binding (GO:0005515)collagen, type III, alpha--
0.098788 0.082928 -3.33952 NonsignificantNone 2 Molecular Function:extracellular matrix structural constituent (GO:0005201),Cellular Component:collagen trimer (GO:0005581)collagen, type IV, alpha--
0.159295 0.075372 -2.65023 NonsignificantNone 2 Molecular Function:structural molecule activity (GO:0005198),Cellular Component:intermediate filament (GO:0005882)type I keratin, acidic--
0.14387 0.059174 -2.79716 NonsignificantNone 2 Molecular Function:structural molecule activity (GO:0005198),Cellular Component:intermediate filament (GO:0005882)type II keratin, basic--

0.158541 0.045379 -2.65707 Significant down 4 Cellular Component:extracellular region (GO:0005576),Biological Process:lipid transport (GO:0006869),Molecular Function:lipid binding (GO:0008289),Biological Process:lipoprotein metabolic process (GO:0042157)apolipoprotein A-I--
0.022894 0.041248 -5.44886 Significant down 4 Cellular Component:extracellular region (GO:0005576),Biological Process:lipid transport (GO:0006869),Molecular Function:lipid binding (GO:0008289),Biological Process:lipoprotein metabolic process (GO:0042157)apolipoprotein E--
0.040428 0.00964 -4.6285 Significant down 4 Cellular Component:extracellular region (GO:0005576),Biological Process:lipid transport (GO:0006869),Molecular Function:lipid binding (GO:0008289),Biological Process:lipoprotein metabolic process (GO:0042157)apolipoprotein C-III--
0.092432 0.151096 -3.43547 NonsignificantNone 5 Molecular Function:receptor binding (GO:0005102),Cellular Component:fibrinogen complex (GO:0005577),Biological Process:signal transduction (GO:0007165),Biological Process:platelet activation (GO:0030168),Biological Process:protein polymerization (GO:0051258)fibrinogen beta chain--
0.055704 0.039208 -4.16607 Significant down 5 Molecular Function:receptor binding (GO:0005102),Cellular Component:fibrinogen complex (GO:0005577),Biological Process:signal transduction (GO:0007165),Biological Process:platelet activation (GO:0030168),Biological Process:protein polymerization (GO:0051258)fibrinogen gamma chain--
0.219719 0.144232 -2.18627 NonsignificantNone -- -- beta-2-glycoprotein 1--
0.004662 0.00997 -7.74474 Significant down 2 Molecular Function:protein binding (GO:0005515),Cellular Component:extracellular region (GO:0005576)fibronectin 1--
0.10565 0.005886 -3.24263 Significant down -- -- retinol-binding protein 4--

0.008108 0.046938 -6.94651 Significant down 1 Molecular Function:cysteine-type endopeptidase inhibitor activity (GO:0004869)-- --
0.016969 0.010791 -5.88094 Significant down 1 Cellular Component:extracellular space (GO:0005615)serum albumin--
0.113942 0.088644 -3.13363 NonsignificantNone 1 Cellular Component:extracellular space (GO:0005615)alpha-fetoprotein--

0.1413 0.044131 -2.82317 Significant down 1 Cellular Component:extracellular space (GO:0005615)vitamin D-binding protein--
0.006596 0.476888 -7.24412 NonsignificantNone -- -- transferrin --
0.141134 0.055071 -2.82486 NonsignificantNone -- -- lactotransferrin3.4.21.-
0.09638 0.104333 -3.37512 NonsignificantNone -- -- hemopexin--

0.104285 0.17749 -3.2614 NonsignificantNone 2 Biological Process:cellular iron ion homeostasis (GO:0006879),Molecular Function:ferric iron binding (GO:0008199)ferritin light chain--
0.177148 0.133643 -2.49698 NonsignificantNone 2 Biological Process:cellular iron ion homeostasis (GO:0006879),Molecular Function:ferric iron binding (GO:0008199)ferritin heavy chain1.16.3.2
0.159754 0.155233 -2.64608 NonsignificantNone 2 Molecular Function:serine-type endopeptidase activity (GO:0004252),Biological Process:proteolysis (GO:0006508)plasma kallikrein3.4.21.34
9.124617 0.001613 3.189764 Significant up 4 Molecular Function:metalloendopeptidase activity (GO:0004222),Biological Process:proteolysis (GO:0006508),Molecular Function:zinc ion binding (GO:0008270),Cellular Component:extracellular matrix (GO:0031012)matrix metalloproteinase-1 (interstitial collagenase)3.4.24.7
0.153812 0.0351 -2.70076 Significant down -- -- complement component 4 binding protein, alpha--
0.165663 0.186626 -2.59367 NonsignificantNone 3 Molecular Function:scavenger receptor activity (GO:0005044),Biological Process:immune response (GO:0006955),Molecular Function:polysaccharide binding (GO:0030247)vitronectin --
0.053534 0.15625 -4.2234 NonsignificantNone 3 Molecular Function:catalase activity (GO:0004096),Molecular Function:heme binding (GO:0020037),Biological Process:oxidation-reduction process (GO:0055114)catalase 1.11.1.6

Inf 0 Inf Significant up 4 Molecular Function:protein kinase activity (GO:0004672),Biological Process:protein phosphorylation (GO:0006468),Biological Process:signal transduction (GO:0007165),Biological Process:intracellular signal transduction (GO:0035556)RAF proto-oncogene serine/threonine-protein kinase2.7.11.1
Inf 0 Inf Significant up 2 Molecular Function:alpha-L-fucosidase activity (GO:0004560),Biological Process:carbohydrate metabolic process (GO:0005975)alpha-L-fucosidase3.2.1.51
1.330267 0.06772 0.411716 NonsignificantNone 2 Molecular Function:fructose-bisphosphate aldolase activity (GO:0004332),Biological Process:glycolytic process (GO:0006096)fructose-bisphosphate aldolase, class I4.1.2.13

Inf 0 Inf Significant up 1 Molecular Function:cysteine-type endopeptidase inhibitor activity (GO:0004869)cystatin-A/B--
0.773535 0.149304 -0.37046 NonsignificantNone 2 Molecular Function:calcium ion binding (GO:0005509),Molecular Function:calcium-dependent phospholipid binding (GO:0005544)annexin A1--
0.032693 0.007176 -4.93489 Significant down 2 Molecular Function:lipid transporter activity (GO:0005319),Biological Process:lipid transport (GO:0006869)apolipoprotein B--

Inf 0 Inf Significant up 2 Biological Process:lipid metabolic process (GO:0006629),Molecular Function:O-acyltransferase activity (GO:0008374)lecithin-cholesterol acyltransferase2.3.1.43
#NAME? 0 #NAME? Significant down -- -- Thy-1 cell surface antigen--
0.097712 0.227975 -3.35532 NonsignificantNone 2 Molecular Function:structural molecule activity (GO:0005198),Cellular Component:intermediate filament (GO:0005882)type II keratin, basic--
0.064612 0.055341 -3.95206 NonsignificantNone 2 Molecular Function:structural molecule activity (GO:0005198),Cellular Component:intermediate filament (GO:0005882)type II keratin, basic--
0.016239 0.0093 -5.94441 Significant down 1 Molecular Function:protein binding (GO:0005515)von Willebrand factor--
0.185221 0.042963 -2.43268 Significant down -- -- -- --

Inf 0 Inf Significant up 1 Molecular Function:GTPase activity (GO:0003924)tubulin beta--
0.707012 0.098037 -0.50019 NonsignificantNone 1 Biological Process:oxidation-reduction process (GO:0055114)glyceraldehyde 3-phosphate dehydrogenase1.2.1.12

Inf 0 Inf Significant up -- -- argininosuccinate lyase4.3.2.1
0.157938 0.04779 -2.66257 Significant down 3 Molecular Function:catalytic activity (GO:0003824),Biological Process:carbohydrate metabolic process (GO:0005975),Molecular Function:cation binding (GO:0043169)alpha-amylase3.2.1.1
0.389043 0.014342 -1.362 NonsignificantNone -- -- heat shock protein beta-1--

Inf 0 Inf Significant up -- -- thymidylate synthase2.1.1.45
0.085484 0.135174 -3.5482 NonsignificantNone 4 Molecular Function:dolichyl-diphosphooligosaccharide-protein glycotransferase activity (GO:0004579),Cellular Component:endoplasmic reticulum (GO:0005783),Biological Process:protein glycosylation (GO:0006486),Cellular Component:integral component of membrane (GO:0016021)oligosaccharyltransferase complex subunit alpha (ribophorin I)--
9.578544 2.17E-06 3.259806 Significant up 5 Molecular Function:GTPase activity (GO:0003924),Molecular Function:signal transducer activity (GO:0004871),Biological Process:G-protein coupled receptor signaling pathway (GO:0007186),Molecular Function:guanyl nucleotide binding (GO:0019001),Molecular Function:G-protein beta/gamma-subunit complex binding (GO:0031683)guanine nucleotide-binding protein G(i) subunit alpha--
11.78436 5.26E-06 3.558801 Significant up 2 Molecular Function:nucleotide binding (GO:0000166),Molecular Function:metal ion binding (GO:0046872)sodium/potassium-transporting ATPase subunit alpha3.6.3.9

Inf 0 Inf Significant up 3 Cellular Component:sodium:potassium-exchanging ATPase complex (GO:0005890),Biological Process:potassium ion transport (GO:0006813),Biological Process:sodium ion transport (GO:0006814)sodium/potassium-transporting ATPase subunit beta--
Inf 0 Inf Significant up 2 Molecular Function:fructose-bisphosphate aldolase activity (GO:0004332),Biological Process:glycolytic process (GO:0006096)fructose-bisphosphate aldolase, class I4.1.2.13

0.09842 0.036172 -3.34491 Significant down -- -- apolipoprotein D and lipocalin family protein--
0.109299 0.066624 -3.19365 NonsignificantNone -- -- integrin beta 3--

Inf 0 Inf Significant up -- -- integrin beta 2--
0.053105 0.021749 -4.23502 Significant down -- -- plasminogen activator inhibitor 1--
0.164543 0.061039 -2.60346 NonsignificantNone -- -- C1 inhibitor--



0.072289 0.065441 -3.79008 NonsignificantNone 5 Molecular Function:serine-type endopeptidase activity (GO:0004252),Molecular Function:scavenger receptor activity (GO:0005044),Molecular Function:protein binding (GO:0005515),Biological Process:proteolysis (GO:0006508),Cellular Component:membrane (GO:0016020)complement factor I3.4.21.45
0.166285 0.036477 -2.58827 Significant down -- -- coagulation factor XIII B polypeptide--
#NAME? 0 #NAME? Significant down 3 Molecular Function:interleukin-6 receptor binding (GO:0005138),Cellular Component:extracellular region (GO:0005576),Biological Process:immune response (GO:0006955)interleukin 6--

Inf 0 Inf Significant up -- -- intercellular adhesion molecule 1--
0.16045 0.221281 -2.6398 NonsignificantNone -- -- large subunit ribosomal protein LP1--

0.266947 0.096706 -1.90537 NonsignificantNone -- -- large subunit ribosomal protein LP2--
0.614389 0.213138 -0.70278 NonsignificantNone 2 Cellular Component:intracellular (GO:0005622),Biological Process:ribosome biogenesis (GO:0042254)large subunit ribosomal protein LP0--
0.129645 0.000399 -2.94737 Significant down -- -- C-type lectin domain family 3 member B--

Inf 0 Inf Significant up 2 Molecular Function:nucleic acid binding (GO:0003676),Molecular Function:RNA binding (GO:0003723)lupus La protein--
0.173715 0.036765 -2.5252 Significant down -- -- thyroxine-binding globulin--
0.161563 0.098623 -2.62983 NonsignificantNone -- -- heparin cofactor II--
4.611572 3.19E-06 2.205259 Significant up -- -- integrin beta 1--

Inf 0 Inf Significant up 6 Molecular Function:protein kinase activity (GO:0004672),Molecular Function:protein serine/threonine kinase activity (GO:0004674),Molecular Function:protein binding (GO:0005515),Molecular Function:ATP binding (GO:0005524),Biological Process:protein phosphorylation (GO:0006468),Biological Process:intracellular signal transduction (GO:0035556)classical protein kinase C beta type2.7.11.13
Inf 0 Inf Significant up 2 Molecular Function:structural molecule activity (GO:0005198),Cellular Component:intermediate filament (GO:0005882)type I keratin, acidic--
0.292323 0.015458 -1.77437 NonsignificantNone 1 Molecular Function:calcium ion binding (GO:0005509)myosin light chain 1--
0.043151 0.056746 -4.53445 NonsignificantNone 2 Molecular Function:extracellular matrix structural constituent (GO:0005201),Molecular Function:protein binding (GO:0005515)collagen, type V/XI/XXIV/XXVII, alpha--

Inf 0 Inf Significant up 2 Molecular Function:uroporphyrinogen decarboxylase activity (GO:0004853),Biological Process:porphyrin-containing compound biosynthetic process (GO:0006779)uroporphyrinogen decarboxylase4.1.1.37
Inf 0 Inf Significant up 6 Molecular Function:protein kinase activity (GO:0004672),Molecular Function:transmembrane receptor protein tyrosine kinase activity (GO:0004714),Molecular Function:ATP binding (GO:0005524),Biological Process:protein phosphorylation (GO:0006468),Biological Process:transmembrane receptor protein tyrosine kinase signaling pathway (GO:0007169),Cellular Component:membrane (GO:0016020)insulin receptor2.7.10.1
Inf 0 Inf Significant up 3 Molecular Function:protein kinase activity (GO:0004672),Molecular Function:protein binding (GO:0005515),Biological Process:protein phosphorylation (GO:0006468)tyrosine-protein kinase Fyn2.7.10.2
0.537192 0.037892 -0.89649 NonsignificantNone -- -- cholinesterase3.1.1.8
0.221981 0.055374 -2.17149 NonsignificantNone -- -- gelsolin --

Inf 0 Inf Significant up 3 Molecular Function:protein kinase activity (GO:0004672),Molecular Function:ATP binding (GO:0005524),Biological Process:protein phosphorylation (GO:0006468)-- --
0.156 0.108586 -2.68038 NonsignificantNone 4 Cellular Component:extracellular region (GO:0005576),Biological Process:lipid transport (GO:0006869),Molecular Function:lipid binding (GO:0008289),Biological Process:lipoprotein metabolic process (GO:0042157)apolipoprotein A-IV--

Inf 0 Inf Significant up 4 Molecular Function:RNA binding (GO:0003723),Molecular Function:translation initiation factor activity (GO:0003743),Cellular Component:cytoplasm (GO:0005737),Biological Process:translational initiation (GO:0006413)translation initiation factor 4E--
Inf 0 Inf Significant up 1 Molecular Function:kinase activity (GO:0016301)creatine kinase2.7.3.2
2.499561 4.09E-05 1.321675 NonsignificantNone -- -- enolase 4.2.1.11
0.330061 0.236058 -1.5992 NonsignificantNone 2 Biological Process:carbohydrate metabolic process (GO:0005975),Molecular Function:glycogen phosphorylase activity (GO:0008184)glycogen phosphorylase2.4.1.1
0.630858 0.004958 -0.66461 NonsignificantNone 3 Molecular Function:glucose-6-phosphate isomerase activity (GO:0004347),Biological Process:gluconeogenesis (GO:0006094),Biological Process:glycolytic process (GO:0006096)glucose-6-phosphate isomerase5.3.1.9
0.43431 0.017886 -1.2032 NonsignificantNone 1 Molecular Function:nucleic acid binding (GO:0003676)nucleophosmin 1--
3.67656 0.000721 1.878356 NonsignificantNone -- -- tropomyosin 3--
3.04663 2.28E-05 1.607214 NonsignificantNone -- -- integrin alpha V--

Inf 0 Inf Significant up 1 Molecular Function:protein binding (GO:0005515)lipoprotein lipase3.1.1.34
0.154371 0.001265 -2.69553 Significant down 1 Biological Process:carbohydrate metabolic process (GO:0005975)hexosaminidase3.2.1.52
3.277615 0.001835 1.712646 NonsignificantNone 1 Molecular Function:DNA binding (GO:0003677)histone H2B--
0.034546 0.000996 -4.85533 Significant down -- -- glia-derived nexin--

Inf 0 Inf Significant up 1 Molecular Function:fatty-acyl-CoA binding (GO:0000062)diazepam-binding inhibitor (GABA receptor modulator, acyl-CoA-binding protein)--
0.054634 0.235058 -4.19405 NonsignificantNone -- -- fatty acid-binding protein 1, liver--
1.80213 0.001567 0.849703 NonsignificantNone 2 Molecular Function:oxidoreductase activity (GO:0016491),Biological Process:oxidation-reduction process (GO:0055114)L-lactate dehydrogenase1.1.1.27

Inf 0 Inf Significant up 3 Molecular Function:glutathione peroxidase activity (GO:0004602),Biological Process:response to oxidative stress (GO:0006979),Biological Process:oxidation-reduction process (GO:0055114)glutathione peroxidase1.11.1.9
Inf 0 Inf Significant up 3 Molecular Function:transmembrane signaling receptor activity (GO:0004888),Molecular Function:calcium ion binding (GO:0005509),Cellular Component:integral component of membrane (GO:0016021)thrombomodulin--
0.086367 0.034386 -3.53337 Significant down 3 Molecular Function:calcium ion binding (GO:0005509),Molecular Function:protein binding (GO:0005515),Cellular Component:extracellular region (GO:0005576)protein S --
0.196175 0.015241 -2.34979 Significant down 1 Biological Process:cell redox homeostasis (GO:0045454)protein disulfide-isomerase A15.3.4.1
0.21144 0.039749 -2.24168 Significant down 2 Molecular Function:aspartic-type endopeptidase activity (GO:0004190),Biological Process:proteolysis (GO:0006508)cathepsin D3.4.23.5

8.671814 2.35E-06 3.116334 Significant up 2 Molecular Function:calcium ion binding (GO:0005509),Molecular Function:calcium-dependent phospholipid binding (GO:0005544)annexin A2--
0.531369 0.317835 -0.91221 NonsignificantNone 1 Molecular Function:GTPase activity (GO:0003924)tubulin beta--

Inf 0 Inf Significant up -- -- carbonic anhydrase4.2.1.1
#NAME? 0 #NAME? Significant down 1 Molecular Function:protein binding (GO:0005515)decorin --
0.207856 0.035151 -2.26635 Significant down 1 Biological Process:lipid metabolic process (GO:0006629)saposin --
0.176824 0.000922 -2.49962 Significant down 1 Biological Process:carbohydrate metabolic process (GO:0005975)hexosaminidase3.2.1.52
7.077345 0.000103 2.823208 Significant up -- -- profilin --
0.045982 0.073502 -4.44277 NonsignificantNone -- -- -- --
0.699491 0.679432 -0.51562 NonsignificantNone 8 Molecular Function:nucleotide binding (GO:0000166),Molecular Function:aminoacyl-tRNA ligase activity (GO:0004812),Molecular Function:proline-tRNA ligase activity (GO:0004827),Molecular Function:ATP binding (GO:0005524),Cellular Component:cytoplasm (GO:0005737),Biological Process:tRNA aminoacylation for protein translation (GO:0006418),Biological Process:prolyl-tRNA aminoacylation (GO:0006433),Biological Process:tRNA aminoacylation (GO:0043039)-- --
0.099798 0.034988 -3.32485 Significant down 4 Molecular Function:cysteine-type endopeptidase activity (GO:0004197),Biological Process:proteolysis (GO:0006508),Molecular Function:cysteine-type peptidase activity (GO:0008234),Biological Process:regulation of catalytic activity (GO:0050790)cathepsin B3.4.22.1
2.426494 5.13E-05 1.278873 NonsignificantNone 4 Molecular Function:ATP binding (GO:0005524),Biological Process:protein folding (GO:0006457),Biological Process:response to stress (GO:0006950),Molecular Function:unfolded protein binding (GO:0051082)molecular chaperone HtpG--
0.070365 0.006492 -3.82899 Significant down 1 Molecular Function:nucleic acid binding (GO:0003676)heterogeneous nuclear ribonucleoprotein C1/C2--
0.311192 0.056618 -1.68412 NonsignificantNone -- -- laminin, beta 1--
16.14104 8.25E-05 4.012662 Significant up 3 Molecular Function:protein kinase activity (GO:0004672),Molecular Function:protein binding (GO:0005515),Biological Process:protein phosphorylation (GO:0006468)tyrosine-protein kinase Yes2.7.10.2

Inf 0 Inf Significant up 3 Molecular Function:protein kinase activity (GO:0004672),Molecular Function:protein binding (GO:0005515),Biological Process:protein phosphorylation (GO:0006468)tyrosine-protein kinase Lyn2.7.10.2



0.018946 0.00412 -5.72198 Significant down 4 Molecular Function:calcium ion binding (GO:0005509),Molecular Function:protein binding (GO:0005515),Cellular Component:extracellular region (GO:0005576),Biological Process:cell adhesion (GO:0007155)thrombospondin 1--
Inf 0 Inf Significant up 6 Molecular Function:protein kinase activity (GO:0004672),Molecular Function:transmembrane receptor protein tyrosine kinase activity (GO:0004714),Molecular Function:ATP binding (GO:0005524),Biological Process:protein phosphorylation (GO:0006468),Biological Process:transmembrane receptor protein tyrosine kinase signaling pathway (GO:0007169),Cellular Component:membrane (GO:0016020)insulin-like growth factor 1 receptor2.7.10.1

0.00718 0.010209 -7.12177 Significant down 1 Molecular Function:extracellular matrix structural constituent (GO:0005201)collagen, type I, alpha--
1.379438 0.054682 0.464081 NonsignificantNone 2 Molecular Function:calcium ion binding (GO:0005509),Molecular Function:calcium-dependent phospholipid binding (GO:0005544)annexin A6--

Inf 0 Inf Significant up -- -- decay accelerating factor--
Inf 0 Inf Significant up 5 Molecular Function:ATP binding (GO:0005524),Biological Process:transport (GO:0006810),Cellular Component:integral component of membrane (GO:0016021),Molecular Function:ATPase activity (GO:0016887),Biological Process:transmembrane transport (GO:0055085)ATP-binding cassette, subfamily B (MDR/TAP), member 13.6.3.44
5.676396 4.91E-06 2.504975 Significant up 2 Molecular Function:catalytic activity (GO:0003824),Biological Process:carbohydrate metabolic process (GO:0005975)solute carrier family 3, member 2--

Inf 0 Inf Significant up 2 Molecular Function:6-phosphofructokinase activity (GO:0003872),Biological Process:glycolytic process (GO:0006096)6-phosphofructokinase 12.7.1.11
2.297674 0.000179 1.200174 NonsignificantNone 4 Molecular Function:ATP binding (GO:0005524),Biological Process:protein folding (GO:0006457),Biological Process:response to stress (GO:0006950),Molecular Function:unfolded protein binding (GO:0051082)molecular chaperone HtpG--

Inf 0 Inf Significant up 2 Molecular Function:asparagine synthase (glutamine-hydrolyzing) activity (GO:0004066),Biological Process:asparagine biosynthetic process (GO:0006529)asparagine synthase (glutamine-hydrolysing)6.3.5.4
0.00522 0.025248 -7.58175 Significant down 4 Molecular Function:metalloendopeptidase activity (GO:0004222),Biological Process:proteolysis (GO:0006508),Molecular Function:zinc ion binding (GO:0008270),Cellular Component:extracellular matrix (GO:0031012)matrix metalloproteinase-2 (gelatinase A)3.4.24.24

Inf 0 Inf Significant up 2 Molecular Function:metalloendopeptidase activity (GO:0004222),Biological Process:proteolysis (GO:0006508)neprilysin 3.4.24.11
0.021308 0.010008 -5.55245 Significant down 2 Molecular Function:growth factor activity (GO:0008083),Biological Process:growth (GO:0040007)inhibin, beta--
0.057854 0.055826 -4.11145 NonsignificantNone 1 Biological Process:intracellular signal transduction (GO:0035556)pleckstrin --
0.390136 0.124518 -1.35795 NonsignificantNone 2 Molecular Function:extracellular matrix structural constituent (GO:0005201),Cellular Component:collagen trimer (GO:0005581)collagen, type IV, alpha--

Inf 0 Inf Significant up 4 Molecular Function:protein kinase activity (GO:0004672),Molecular Function:protein binding (GO:0005515),Biological Process:protein phosphorylation (GO:0006468),Cellular Component:membrane (GO:0016020)proto-oncogene tyrosine-protein kinase Met2.7.10.1
Inf 0 Inf Significant up -- -- melanoma-associated antigen p97--
4.304779 0.00133 2.105939 Significant up -- -- integrin alpha 5--
0.188018 5.06E-06 -2.41106 Significant down 2 Molecular Function:structural molecule activity (GO:0005198),Cellular Component:intermediate filament (GO:0005882)vimentin --
0.156533 0.131046 -2.67546 NonsignificantNone -- -- alpha-2-antiplasmin--
0.430475 0.362093 -1.216 NonsignificantNone 2 Molecular Function:structural molecule activity (GO:0005198),Cellular Component:intermediate filament (GO:0005882)type I keratin, acidic--
1.504566 0.007404 0.589348 NonsignificantNone 2 Molecular Function:calcium ion binding (GO:0005509),Molecular Function:calcium-dependent phospholipid binding (GO:0005544)annexin A5--
0.185187 0.388023 -2.43295 NonsignificantNone 2 Molecular Function:structural molecule activity (GO:0005198),Cellular Component:intermediate filament (GO:0005882)type I keratin, acidic--
0.218293 0.272287 -2.19566 NonsignificantNone 4 Molecular Function:structural constituent of ribosome (GO:0003735),Cellular Component:intracellular (GO:0005622),Cellular Component:ribosome (GO:0005840),Biological Process:translation (GO:0006412)small subunit ribosomal protein SAe--
0.811591 0.51464 -0.30118 NonsignificantNone 1 Cellular Component:integral component of membrane (GO:0016021)CD63 antigen--

Inf 0 Inf Significant up 1 Biological Process:metabolic process (GO:0008152)acetyl-CoA acyltransferase 12.3.1.16
0.796056 0.438548 -0.32906 NonsignificantNone 1 Molecular Function:protein binding (GO:0005515)glutathione S-transferase2.5.1.18
0.003482 0.071141 -8.16597 NonsignificantNone 3 Cellular Component:extracellular region (GO:0005576),Biological Process:immune response (GO:0006955),Molecular Function:chemokine activity (GO:0008009)C-X-C motif chemokine 1/2/3--
1.336442 0.263949 0.418397 NonsignificantNone 1 Molecular Function:carbohydrate binding (GO:0030246)galectin-1 --
0.063253 7.14E-05 -3.98272 Significant down -- -- high mobility group protein B1--

Inf 0 Inf Significant up -- -- -- --
Inf 0 Inf Significant up 5 Molecular Function:GTPase activity (GO:0003924),Molecular Function:signal transducer activity (GO:0004871),Biological Process:G-protein coupled receptor signaling pathway (GO:0007186),Molecular Function:guanyl nucleotide binding (GO:0019001),Molecular Function:G-protein beta/gamma-subunit complex binding (GO:0031683)guanine nucleotide-binding protein G(o) subunit alpha--
0.030148 0.054253 -5.05178 NonsignificantNone 4 Molecular Function:calcium ion binding (GO:0005509),Molecular Function:protein binding (GO:0005515),Cellular Component:proteinaceous extracellular matrix (GO:0005578),Biological Process:signal transduction (GO:0007165)-- --
4.575559 1.32E-05 2.193948 Significant up -- -- tropomyosin 1--

Inf 0 Inf Significant up 5 Molecular Function:structural molecule activity (GO:0005198),Biological Process:intracellular protein transport (GO:0006886),Biological Process:vesicle-mediated transport (GO:0016192),Cellular Component:clathrin coat of trans-Golgi network vesicle (GO:0030130),Cellular Component:clathrin coat of coated pit (GO:0030132)clathrin light chain A--
Inf 0 Inf Significant up 5 Molecular Function:structural molecule activity (GO:0005198),Biological Process:intracellular protein transport (GO:0006886),Biological Process:vesicle-mediated transport (GO:0016192),Cellular Component:clathrin coat of trans-Golgi network vesicle (GO:0030130),Cellular Component:clathrin coat of coated pit (GO:0030132)clathrin light chain B--
Inf 0 Inf Significant up 2 Molecular Function:calcium ion binding (GO:0005509),Molecular Function:calcium-dependent phospholipid binding (GO:0005544)annexin A4--
#NAME? 0 #NAME? Significant down 2 Molecular Function:protein kinase activity (GO:0004672),Biological Process:protein phosphorylation (GO:0006468)platelet-derived growth factor receptor beta2.7.10.1
0.199624 9.26E-05 -2.32464 Significant down 1 Molecular Function:nucleic acid binding (GO:0003676)heterogeneous nuclear ribonucleoprotein A1/A3--
0.095941 0.029996 -3.38171 Significant down 2 Molecular Function:serine-type endopeptidase activity (GO:0004252),Biological Process:proteolysis (GO:0006508)complement component 1, s subcomponent3.4.21.42

Inf 0 Inf Significant up 4 Molecular Function:DNA binding (GO:0003677),Molecular Function:NAD+ ADP-ribosyltransferase activity (GO:0003950),Biological Process:protein ADP-ribosylation (GO:0006471),Molecular Function:zinc ion binding (GO:0008270)poly [ADP-ribose] polymerase2.4.2.30
Inf 0 Inf Significant up 2 Molecular Function:metallopeptidase activity (GO:0008237),Molecular Function:zinc ion binding (GO:0008270)leukotriene-A4 hydrolase3.3.2.6

0.88014 0.106963 -0.1842 NonsignificantNone 2 Molecular Function:fructose-bisphosphate aldolase activity (GO:0004332),Biological Process:glycolytic process (GO:0006096)fructose-bisphosphate aldolase, class I4.1.2.13
0.083729 0.012975 -3.57813 Significant down 3 Molecular Function:endopeptidase inhibitor activity (GO:0004866),Cellular Component:extracellular region (GO:0005576),Cellular Component:extracellular space (GO:0005615)complement component 4--
5.667496 0.092565 2.502711 NonsignificantNone 1 Molecular Function:DNA binding (GO:0003677)histone H2A--

Inf 0 Inf Significant up 1 Molecular Function:protein binding (GO:0005515)F-box protein 45--
0.061883 0.000811 -4.01431 Significant down 1 Molecular Function:protein binding (GO:0005515)protein phosphatase 1 regulatory subunit 28--
0.399573 0.066055 -1.32347 NonsignificantNone -- -- heat shock 70kDa protein 1/2/6/8--

Inf 0 Inf Significant up 2 Molecular Function:GTP binding (GO:0005525),Biological Process:small GTPase mediated signal transduction (GO:0007264)Ras-related protein Rap-2A--
0.250119 0.016639 -1.99931 NonsignificantNone -- -- proteoglycan peptide core protein--
0.025563 0.064678 -5.28979 NonsignificantNone 3 Cellular Component:extracellular region (GO:0005576),Biological Process:immune response (GO:0006955),Molecular Function:chemokine activity (GO:0008009)interleukin 8--

Inf 0 Inf Significant up 1 Molecular Function:RNA binding (GO:0003723)60 kDa SS-A/Ro ribonucleoprotein--
3.100167 0.015169 1.632346 NonsignificantNone 2 Molecular Function:GTP binding (GO:0005525),Biological Process:small GTPase mediated signal transduction (GO:0007264)Ras-related protein R-Ras--

Inf 0 Inf Significant up 4 Molecular Function:protein kinase activity (GO:0004672),Biological Process:protein phosphorylation (GO:0006468),Biological Process:signal transduction (GO:0007165),Biological Process:intracellular signal transduction (GO:0035556)A-Raf proto-oncogene serine/threonine-protein kinase2.7.11.1
Inf 0 Inf Significant up 3 Molecular Function:protein tyrosine phosphatase activity (GO:0004725),Molecular Function:protein binding (GO:0005515),Biological Process:protein dephosphorylation (GO:0006470)receptor-type tyrosine-protein phosphatase F3.1.3.48
0.450749 0.026246 -1.1496 NonsignificantNone 1 Biological Process:cell redox homeostasis (GO:0045454)thioredoxin 1--

Inf 0 Inf Significant up 2 Molecular Function:serine-type carboxypeptidase activity (GO:0004185),Biological Process:proteolysis (GO:0006508)cathepsin A (carboxypeptidase C)3.4.16.5
0.133134 0.011435 -2.90905 Significant down 1 Molecular Function:protein binding (GO:0005515)complement component 7--



0.078855 0.00564 -3.66465 Significant down 1 Molecular Function:serine-type endopeptidase inhibitor activity (GO:0004867)tissue factor pathway inhibitor--
Inf 0 Inf Significant up -- -- S-formylglutathione hydrolase3.1.2.12
Inf 0 Inf Significant up 1 Molecular Function:ATP binding (GO:0005524)chaperonin GroEL--
0.010976 0.118783 -6.50952 NonsignificantNone 2 Molecular Function:hyaluronic acid binding (GO:0005540),Biological Process:cell adhesion (GO:0007155)hyaluronan and proteoglycan link protein 1--
0.250937 0.094834 -1.9946 NonsignificantNone -- -- heat shock 70kDa protein 5--
0.298005 0.050853 -1.74659 NonsignificantNone -- -- laminin, gamma 1--

Inf 0 Inf Significant up 1 Molecular Function:acid phosphatase activity (GO:0003993)lysosomal acid phosphatase3.1.3.2
4.736433 6.89E-05 2.243801 Significant up -- -- heat shock 70kDa protein 1/2/6/8--
3.798382 0.000973 1.925385 NonsignificantNone 3 Cellular Component:integral component of membrane (GO:0016021),Molecular Function:transmembrane transporter activity (GO:0022857),Biological Process:transmembrane transport (GO:0055085)MFS transporter, SP family, solute carrier family 2 (facilitated glucose transporter), member 1--
0.573871 0.258221 -0.8012 NonsignificantNone 3 Cellular Component:integral component of membrane (GO:0016021),Molecular Function:transmembrane transporter activity (GO:0022857),Biological Process:transmembrane transport (GO:0055085)MFS transporter, SP family, solute carrier family 2 (facilitated glucose transporter), member 3--

Inf 0 Inf Significant up 5 Molecular Function:actin binding (GO:0003779),Molecular Function:structural molecule activity (GO:0005198),Cellular Component:cytoskeleton (GO:0005856),Molecular Function:cytoskeletal protein binding (GO:0008092),Biological Process:cortical actin cytoskeleton organization (GO:0030866)erythrocyte membrane protein band 4.1--
Inf 0 Inf Significant up 3 Molecular Function:orotidine-5'-phosphate decarboxylase activity (GO:0004590),Biological Process:'de novo' pyrimidine nucleobase biosynthetic process (GO:0006207),Biological Process:nucleoside metabolic process (GO:0009116)-- --
0.239777 0.059267 -2.06023 NonsignificantNone -- -- pyruvate dehydrogenase E1 component beta subunit1.2.4.1
0.291693 0.309702 -1.77748 NonsignificantNone 2 Biological Process:carbohydrate metabolic process (GO:0005975),Molecular Function:glycogen phosphorylase activity (GO:0008184)glycogen phosphorylase2.4.1.1

Inf 0 Inf Significant up 2 Molecular Function:GTP binding (GO:0005525),Biological Process:small GTPase mediated signal transduction (GO:0007264)Ras-related protein Ral-A--
Inf 0 Inf Significant up 1 Cellular Component:membrane (GO:0016020)lysosomal-associated membrane protein 1/2--
0.189112 0.057462 -2.40268 NonsignificantNone 2 Molecular Function:protein kinase activity (GO:0004672),Biological Process:protein phosphorylation (GO:0006468)fibroblast growth factor receptor 12.7.10.1

Inf 0 Inf Significant up 4 Molecular Function:DNA binding (GO:0003677),Molecular Function:DNA topoisomerase type I activity (GO:0003917),Cellular Component:chromosome (GO:0005694),Biological Process:DNA topological change (GO:0006265)DNA topoisomerase I5.99.1.2
Inf 0 Inf Significant up 5 Molecular Function:DNA binding (GO:0003677),Molecular Function:DNA topoisomerase type II (ATP-hydrolyzing) activity (GO:0003918),Molecular Function:ATP binding (GO:0005524),Cellular Component:nucleus (GO:0005634),Biological Process:DNA topological change (GO:0006265)DNA topoisomerase II5.99.1.3
0.181784 0.394103 -2.45971 NonsignificantNone 4 Molecular Function:glucose-6-phosphate dehydrogenase activity (GO:0004345),Biological Process:glucose metabolic process (GO:0006006),Molecular Function:NADP binding (GO:0050661),Biological Process:oxidation-reduction process (GO:0055114)-- --
0.393964 0.009077 -1.34386 NonsignificantNone 4 Molecular Function:transporter activity (GO:0005215),Cellular Component:cytoplasm (GO:0005737),Biological Process:transport (GO:0006810),Cellular Component:integral component of membrane (GO:0016021)insulin-like growth factor 2 receptor--
1.010689 0.928456 0.015339 NonsignificantNone 1 Biological Process:oxidation-reduction process (GO:0055114)-- --

Inf 0 Inf Significant up 3 Molecular Function:protein kinase activity (GO:0004672),Molecular Function:ATP binding (GO:0005524),Biological Process:protein phosphorylation (GO:0006468)cyclin-dependent kinase 42.7.11.22
Inf 0 Inf Significant up 3 Molecular Function:magnesium ion binding (GO:0000287),Molecular Function:ribose phosphate diphosphokinase activity (GO:0004749),Biological Process:nucleotide biosynthetic process (GO:0009165)ribose-phosphate pyrophosphokinase2.7.6.1
1.305123 0.409425 0.384186 NonsignificantNone 2 Molecular Function:nucleic acid binding (GO:0003676),Molecular Function:RNA binding (GO:0003723)polyadenylate-binding protein--

Inf 0 Inf Significant up 2 Molecular Function:DNA binding (GO:0003677),Biological Process:regulation of DNA replication (GO:0006275)proliferating cell nuclear antigen--
Inf 0 Inf Significant up 3 Molecular Function:aminoacyl-tRNA ligase activity (GO:0004812),Molecular Function:ATP binding (GO:0005524),Biological Process:tRNA aminoacylation for protein translation (GO:0006418)histidyl-tRNA synthetase6.1.1.21
0.031202 0.047447 -5.00224 Significant down 1 Molecular Function:extracellular matrix structural constituent (GO:0005201)collagen, type V/XI/XXIV/XXVII, alpha--
0.017549 0.035766 -5.83243 Significant down -- -- collagen, type VI, alpha--
0.064403 0.02844 -3.95673 Significant down -- -- collagen, type VI, alpha--
0.063685 0.034823 -3.97291 Significant down 1 Molecular Function:serine-type endopeptidase inhibitor activity (GO:0004867)collagen, type VI, alpha--
0.247536 9.29E-06 -2.01429 Significant down 1 Molecular Function:copper ion binding (GO:0005507)coagulation factor V (labile factor)--
1.642469 0.320127 0.715866 NonsignificantNone 2 Molecular Function:catalytic activity (GO:0003824),Biological Process:oxidation-reduction process (GO:0055114)IMP dehydrogenase1.1.1.205

Inf 0 Inf Significant up 1 Molecular Function:kinase activity (GO:0016301)creatine kinase2.7.3.2
Inf 0 Inf Significant up 1 Molecular Function:kinase activity (GO:0016301)creatine kinase2.7.3.2
4.340083 0.00127 2.117723 Significant up 1 Molecular Function:protein binding (GO:0005515)actinin alpha 1/4--

Inf 0 Inf Significant up 3 Molecular Function:protein kinase activity (GO:0004672),Molecular Function:protein binding (GO:0005515),Biological Process:protein phosphorylation (GO:0006468)tyrosine-protein kinase Src2.7.10.2
0.490331 0.032034 -1.02817 NonsignificantNone 2 Molecular Function:aminopeptidase activity (GO:0004177),Molecular Function:manganese ion binding (GO:0030145)Xaa-Pro dipeptidase3.4.13.9

Inf 0 Inf Significant up 3 Molecular Function:DNA binding (GO:0003677),Molecular Function:ATP-dependent DNA helicase activity (GO:0004003),Biological Process:double-strand break repair via nonhomologous end joining (GO:0006303)ATP-dependent DNA helicase 2 subunit 1--
Inf 0 Inf Significant up 3 Molecular Function:DNA binding (GO:0003677),Molecular Function:ATP-dependent DNA helicase activity (GO:0004003),Biological Process:double-strand break repair via nonhomologous end joining (GO:0006303)ATP-dependent DNA helicase 2 subunit 2--
0.537142 0.188371 -0.89662 NonsignificantNone 1 Cellular Component:membrane (GO:0016020)lysosomal-associated membrane protein 1/2--
0.165953 0.541108 -2.59115 NonsignificantNone 1 Molecular Function:protein binding (GO:0005515)ribonuclease inhibitor--
0.261483 0.068884 -1.93521 NonsignificantNone 3 Molecular Function:metalloendopeptidase activity (GO:0004222),Molecular Function:calcium ion binding (GO:0005509),Biological Process:proteolysis (GO:0006508)bone morphogenetic protein 13.4.24.19

Inf 0 Inf Significant up 3 Molecular Function:motor activity (GO:0003774),Molecular Function:ATP binding (GO:0005524),Cellular Component:myosin complex (GO:0016459)myosin heavy chain--
0.298137 0.059656 -1.74595 NonsignificantNone 1 Molecular Function:protein binding (GO:0005515)neural cell adhesion molecule--
0.031136 0.006584 -5.00527 Significant down 3 Molecular Function:protein binding (GO:0005515),Molecular Function:hyaluronic acid binding (GO:0005540),Biological Process:cell adhesion (GO:0007155)versican core protein--
22.64576 2.94E-05 4.501169 Significant up -- -- integrin alpha 4--
2.17325 0.002022 1.119854 NonsignificantNone 1 Molecular Function:GTP binding (GO:0005525)elongation factor 2--

0.126596 0.106122 -2.98169 NonsignificantNone 2 Molecular Function:structural molecule activity (GO:0005198),Cellular Component:intermediate filament (GO:0005882)type I keratin, acidic--
0.114358 0.181299 -3.12837 NonsignificantNone 2 Molecular Function:structural molecule activity (GO:0005198),Cellular Component:intermediate filament (GO:0005882)type II keratin, basic--

Inf 0 Inf Significant up 1 Biological Process:cell redox homeostasis (GO:0045454)protein disulfide-isomerase A45.3.4.1
Inf 0 Inf Significant up -- -- -- --
Inf 0 Inf Significant up 3 Molecular Function:porphobilinogen synthase activity (GO:0004655),Biological Process:tetrapyrrole biosynthetic process (GO:0033014),Molecular Function:metal ion binding (GO:0046872)porphobilinogen synthase4.2.1.24
0.265164 0.025301 -1.91504 NonsignificantNone 2 Molecular Function:calcium ion binding (GO:0005509),Molecular Function:protein binding (GO:0005515)plastin-2 --
0.568426 0.153416 -0.81496 NonsignificantNone 2 Molecular Function:calcium ion binding (GO:0005509),Molecular Function:protein binding (GO:0005515)plastin-3 --
0.145036 0.043128 -2.78552 Significant down 2 Biological Process:proteolysis (GO:0006508),Molecular Function:serine-type peptidase activity (GO:0008236)acylaminoacyl-peptidase3.4.19.1

Inf 0 Inf Significant up 2 Molecular Function:glycogen (starch) synthase activity (GO:0004373),Biological Process:glycogen biosynthetic process (GO:0005978)glycogen synthase2.4.1.11
Inf 0 Inf Significant up -- -- cAMP-dependent protein kinase regulator--



0.800292 0.208619 -0.3214 NonsignificantNone -- -- enolase 4.2.1.11
Inf 0 Inf Significant up 3 Cellular Component:transcription factor TFIIF complex (GO:0005674),Biological Process:transcription from RNA polymerase II promoter (GO:0006366),Biological Process:transcription initiation from RNA polymerase II promoter (GO:0006367)transcription initiation factor TFIIF subunit beta3.6.4.12
1.142817 0.629767 0.192595 NonsignificantNone -- -- phenylpyruvate tautomerase5.3.2.1

Inf 0 Inf Significant up 1 Molecular Function:calcium ion binding (GO:0005509)protein kinase C substrate 80K-H--
Inf 0 Inf Significant up 1 Biological Process:isoprenoid biosynthetic process (GO:0008299)-- --
Inf 0 Inf Significant up 3 Molecular Function:metallocarboxypeptidase activity (GO:0004181),Biological Process:proteolysis (GO:0006508),Molecular Function:zinc ion binding (GO:0008270)carboxypeptidase M3.4.17.12
0.469424 0.108253 -1.09104 NonsignificantNone 2 Molecular Function:calcium ion binding (GO:0005509),Biological Process:cell-matrix adhesion (GO:0007160)nidogen (entactin)--

Inf 0 Inf Significant up -- -- alcohol dehydrogenase (NADP+)1.1.1.2
1.531348 0.00565 0.614802 NonsignificantNone 4 Molecular Function:magnesium ion binding (GO:0000287),Molecular Function:pyruvate kinase activity (GO:0004743),Biological Process:glycolytic process (GO:0006096),Molecular Function:potassium ion binding (GO:0030955)pyruvate kinase2.7.1.40
0.327606 0.003005 -1.60997 NonsignificantNone 4 Molecular Function:ATP binding (GO:0005524),Biological Process:protein folding (GO:0006457),Biological Process:response to stress (GO:0006950),Molecular Function:unfolded protein binding (GO:0051082)heat shock protein 90kDa beta--

Inf 0 Inf Significant up -- -- small nuclear ribonucleoprotein B and B'--
Inf 0 Inf Significant up 4 Molecular Function:metalloendopeptidase activity (GO:0004222),Biological Process:proteolysis (GO:0006508),Molecular Function:zinc ion binding (GO:0008270),Cellular Component:extracellular matrix (GO:0031012)matrix metalloproteinase-9 (gelatinase B)3.4.24.35
Inf 0 Inf Significant up 1 Molecular Function:nucleic acid binding (GO:0003676)heterogeneous nuclear ribonucleoprotein L--
Inf 0 Inf Significant up 1 Molecular Function:protein binding (GO:0005515)junction plakoglobin--
Inf 0 Inf Significant up 3 Molecular Function:glutamate-ammonia ligase activity (GO:0004356),Biological Process:glutamine biosynthetic process (GO:0006542),Biological Process:nitrogen compound metabolic process (GO:0006807)glutamine synthetase6.3.1.2
1.049116 0.763378 0.069174 NonsignificantNone -- -- aldehyde reductase1.1.1.21
8.27436 1.02E-05 3.048648 Significant up 2 Molecular Function:metallopeptidase activity (GO:0008237),Molecular Function:zinc ion binding (GO:0008270)aminopeptidase N3.4.11.2

Inf 0 Inf Significant up -- -- poliovirus receptor--
0.359066 0.003208 -1.47768 NonsignificantNone 3 Molecular Function:metallocarboxypeptidase activity (GO:0004181),Biological Process:proteolysis (GO:0006508),Molecular Function:zinc ion binding (GO:0008270)carboxypeptidase N catalytic subunit3.4.17.3

Inf 0 Inf Significant up 3 Molecular Function:protein binding (GO:0005515),Cellular Component:membrane (GO:0016020),Molecular Function:cytokine binding (GO:0019955)interferon gamma receptor 1--
Inf 0 Inf Significant up 3 Molecular Function:thiol-dependent ubiquitin-specific protease activity (GO:0004843),Cellular Component:intracellular (GO:0005622),Biological Process:ubiquitin-dependent protein catabolic process (GO:0006511)ubiquitin carboxyl-terminal hydrolase L33.4.19.12
Inf 0 Inf Significant up -- -- membrane cofactor protein--
Inf 0 Inf Significant up 5 Molecular Function:nucleoside diphosphate kinase activity (GO:0004550),Biological Process:nucleoside diphosphate phosphorylation (GO:0006165),Biological Process:GTP biosynthetic process (GO:0006183),Biological Process:UTP biosynthetic process (GO:0006228),Biological Process:CTP biosynthetic process (GO:0006241)nucleoside-diphosphate kinase2.7.4.6
Inf 0 Inf Significant up -- -- NAD(P)H dehydrogenase (quinone)1.6.5.2
0.734016 0.093566 -0.44612 NonsignificantNone 4 Molecular Function:RNA binding (GO:0003723),Molecular Function:structural constituent of ribosome (GO:0003735),Cellular Component:ribosome (GO:0005840),Biological Process:translation (GO:0006412)small subunit ribosomal protein S2e--
0.022613 0.035938 -5.46668 Significant down 1 Molecular Function:metalloendopeptidase inhibitor activity (GO:0008191)
1.487012 0.07652 0.572416 NonsignificantNone 2 Molecular Function:hyaluronic acid binding (GO:0005540),Biological Process:cell adhesion (GO:0007155)CD44 antigen--
0.053904 0.009012 -4.21345 Significant down 2 Molecular Function:hyaluronic acid binding (GO:0005540),Biological Process:cell adhesion (GO:0007155)aggrecan 1--

Inf 0 Inf Significant up 1 Molecular Function:protein binding (GO:0005515)NCK adaptor protein 1--
0.014303 0.042563 -6.12753 Significant down 4 Cellular Component:nucleosome (GO:0000786),Molecular Function:DNA binding (GO:0003677),Cellular Component:nucleus (GO:0005634),Biological Process:nucleosome assembly (GO:0006334)histone H1/5--
0.06038 8.58E-05 -4.04979 Significant down 4 Cellular Component:nucleosome (GO:0000786),Molecular Function:DNA binding (GO:0003677),Cellular Component:nucleus (GO:0005634),Biological Process:nucleosome assembly (GO:0006334)histone H1/5--

Inf 0 Inf Significant up 5 Molecular Function:phosphatidylinositol phospholipase C activity (GO:0004435),Molecular Function:protein binding (GO:0005515),Biological Process:lipid metabolic process (GO:0006629),Biological Process:signal transduction (GO:0007165),Biological Process:intracellular signal transduction (GO:0035556)phosphatidylinositol phospholipase C, gamma-23.1.4.11
0.278686 0.044458 -1.84329 NonsignificantNone 4 Molecular Function:catalytic activity (GO:0003824),Molecular Function:fumarylacetoacetase activity (GO:0004334),Biological Process:metabolic process (GO:0008152),Biological Process:aromatic amino acid family metabolic process (GO:0009072)fumarylacetoacetase3.7.1.2

Inf 0 Inf Significant up 1 Biological Process:regulation of microtubule polymerization or depolymerization (GO:0031110)stathmin --
Inf 0 Inf Significant up 1 Molecular Function:DNA binding (GO:0003677)cold shock domain protein A--
2.742723 0.000227 1.455609 NonsignificantNone -- -- heat shock 70kDa protein 1/2/6/8--

Inf 0 Inf Significant up 2 Molecular Function:GTP binding (GO:0005525),Biological Process:small GTPase mediated signal transduction (GO:0007264)Ras homolog gene family, member Q--
Inf 0 Inf Significant up -- -- high mobility group AT-hook protein 1--
Inf 0 Inf Significant up 2 Biological Process:biosynthetic process (GO:0009058),Molecular Function:pyridoxal phosphate binding (GO:0030170)aspartate aminotransferase, cytoplasmic2.6.1.1
19.49805 0.001758 4.285258 Significant up -- -- integrin alpha 2--

Inf 0 Inf Significant up -- -- gap junction alpha-1 protein--
Inf 0 Inf Significant up -- -- -- --
6.084756 5.01E-05 2.605199 Significant up 4 Molecular Function:calcium-dependent cysteine-type endopeptidase activity (GO:0004198),Molecular Function:calcium ion binding (GO:0005509),Cellular Component:intracellular (GO:0005622),Biological Process:proteolysis (GO:0006508)calpain-2 3.4.22.53

Inf 0 Inf Significant up 2 Molecular Function:CTP synthase activity (GO:0003883),Biological Process:pyrimidine nucleotide biosynthetic process (GO:0006221)CTP synthase6.3.4.2
0.502085 0.039128 -0.994 NonsignificantNone 2 Molecular Function:nucleic acid binding (GO:0003676),Molecular Function:ATP binding (GO:0005524)ATP-dependent RNA helicase DDX5/DBP23.6.4.13
0.410811 0.000221 -1.28345 NonsignificantNone 2 Molecular Function:6-phosphofructokinase activity (GO:0003872),Biological Process:glycolytic process (GO:0006096)6-phosphofructokinase 12.7.1.11
0.006346 0.018441 -7.29986 Significant down 3 Biological Process:regulation of cell growth (GO:0001558),Molecular Function:insulin-like growth factor binding (GO:0005520),Cellular Component:extracellular region (GO:0005576)insulin-like growth factor-binding protein 3--

Inf 0 Inf Significant up 2 Molecular Function:protein kinase activity (GO:0004672),Biological Process:protein phosphorylation (GO:0006468)FMS-like tyrosine kinase 12.7.10.1
Inf 0 Inf Significant up 1 Molecular Function:ATP binding (GO:0005524)26S proteasome regulatory subunit T5--
0.874749 0.043422 -0.19306 NonsignificantNone 1 Molecular Function:ATP binding (GO:0005524)T-complex protein 1 subunit alpha--

Inf 0 Inf Significant up 2 Molecular Function:protein tyrosine phosphatase activity (GO:0004725),Biological Process:protein dephosphorylation (GO:0006470)tyrosine-protein phosphatase non-receptor type 13.1.3.48
0.028664 0.041277 -5.12463 Significant down 3 Biological Process:regulation of cell growth (GO:0001558),Molecular Function:insulin-like growth factor binding (GO:0005520),Cellular Component:extracellular region (GO:0005576)-- --

Inf 0 Inf Significant up 4 Molecular Function:structural constituent of ribosome (GO:0003735),Cellular Component:intracellular (GO:0005622),Cellular Component:ribosome (GO:0005840),Biological Process:translation (GO:0006412)large subunit ribosomal protein L35Ae--
5.928937 0.000511 2.567773 Significant up 1 Molecular Function:GTP binding (GO:0005525)ADP-ribosylation factor 4--
0.402519 0.601653 -1.31287 NonsignificantNone -- -- large subunit ribosomal protein L7e--
0.425905 0.175291 -1.2314 NonsignificantNone 2 Biological Process:cell adhesion (GO:0007155),Molecular Function:actin filament binding (GO:0051015)vinculin --

Inf 0 Inf Significant up 2 Molecular Function:protein tyrosine phosphatase activity (GO:0004725),Biological Process:protein dephosphorylation (GO:0006470)receptor-type tyrosine-protein phosphatase A3.1.3.48
0.452693 0.332079 -1.14339 NonsignificantNone 3 Molecular Function:structural constituent of ribosome (GO:0003735),Cellular Component:ribosome (GO:0005840),Biological Process:translation (GO:0006412)large subunit ribosomal protein L17e--



Inf 0 Inf Significant up -- -- 2,3-bisphosphoglycerate-dependent phosphoglycerate mutase5.4.2.11
Inf 0 Inf Significant up -- -- regulator of chromosome condensation--
Inf 0 Inf Significant up 5 Molecular Function:DNA binding (GO:0003677),Molecular Function:DNA ligase (ATP) activity (GO:0003910),Molecular Function:ATP binding (GO:0005524),Biological Process:DNA repair (GO:0006281),Biological Process:DNA recombination (GO:0006310)-- --
Inf 0 Inf Significant up 4 Molecular Function:monooxygenase activity (GO:0004497),Molecular Function:copper ion binding (GO:0005507),Molecular Function:protein binding (GO:0005515),Biological Process:oxidation-reduction process (GO:0055114)peptidylglycine monooxygenase1.14.17.3
Inf 0 Inf Significant up 3 Molecular Function:calcium ion binding (GO:0005509),Biological Process:homophilic cell adhesion via plasma membrane adhesion molecules (GO:0007156),Cellular Component:membrane (GO:0016020)cadherin 2, type 1, N-cadherin--
0.233242 0.044096 -2.1001 Significant down 1 Molecular Function:nucleic acid binding (GO:0003676)nucleolin --

Inf 0 Inf Significant up 2 Molecular Function:ATP binding (GO:0005524),Biological Process:carbohydrate metabolic process (GO:0005975)hexokinase2.7.1.1
Inf 0 Inf Significant up 2 Molecular Function:DNA-directed 5'-3' RNA polymerase activity (GO:0003899),Molecular Function:protein dimerization activity (GO:0046983)DNA-directed RNA polymerase II subunit RPB3--
Inf 0 Inf Significant up 2 Molecular Function:protein binding (GO:0005515),Biological Process:signal transduction (GO:0007165)tumor necrosis factor receptor superfamily member 1A--
Inf 0 Inf Significant up 3 Molecular Function:protein kinase activity (GO:0004672),Molecular Function:ATP binding (GO:0005524),Biological Process:protein phosphorylation (GO:0006468)eukaryotic translation initiation factor 2-alpha kinase 22.7.11.1
Inf 0 Inf Significant up -- -- spermidine synthase2.5.1.16
Inf 0 Inf Significant up 4 Biological Process:cation transport (GO:0006812),Molecular Function:solute:proton antiporter activity (GO:0015299),Cellular Component:integral component of membrane (GO:0016021),Biological Process:transmembrane transport (GO:0055085)solute carrier family 9 (sodium/hydrogen exchanger), member 1--
Inf 0 Inf Significant up 3 Molecular Function:protein kinase activity (GO:0004672),Molecular Function:ATP binding (GO:0005524),Biological Process:protein phosphorylation (GO:0006468)casein kinase II subunit alpha2.7.11.1
0.176234 0.025262 -2.50444 Significant down 2 Molecular Function:serine-type endopeptidase inhibitor activity (GO:0004867),Biological Process:hyaluronan metabolic process (GO:0030212)inter-alpha-trypsin inhibitor heavy chain H2--
0.236433 0.012035 -2.0805 Significant down 2 Molecular Function:serine-type endopeptidase inhibitor activity (GO:0004867),Biological Process:hyaluronan metabolic process (GO:0030212)inter-alpha-trypsin inhibitor heavy chain H1--
0.017427 0.404971 -5.84255 NonsignificantNone 2 Molecular Function:translation initiation factor activity (GO:0003743),Biological Process:translational initiation (GO:0006413)translation initiation factor 2 subunit 2--

Inf 0 Inf Significant up 2 Molecular Function:GTP binding (GO:0005525),Biological Process:small GTPase mediated signal transduction (GO:0007264)Ras-related protein Rab-3B--
Inf 0 Inf Significant up 2 Molecular Function:GTP binding (GO:0005525),Biological Process:small GTPase mediated signal transduction (GO:0007264)Ras-related protein Rab-4A--
Inf 0 Inf Significant up 2 Molecular Function:GTP binding (GO:0005525),Biological Process:small GTPase mediated signal transduction (GO:0007264)Ras-related protein Rab-6A--
Inf 0 Inf Significant up 5 Molecular Function:protein kinase activity (GO:0004672),Biological Process:protein phosphorylation (GO:0006468),Biological Process:cyclic nucleotide biosynthetic process (GO:0009190),Molecular Function:phosphorus-oxygen lyase activity (GO:0016849),Biological Process:intracellular signal transduction (GO:0035556)atrial natriuretic peptide receptor B4.6.1.2
1.006529 0.957308 0.009389 NonsignificantNone 3 Molecular Function:threonine-type endopeptidase activity (GO:0004298),Cellular Component:proteasome core complex (GO:0005839),Biological Process:proteolysis involved in cellular protein catabolic process (GO:0051603)20S proteasome subunit beta 63.4.25.1

Inf 0 Inf Significant up 2 Molecular Function:structural molecule activity (GO:0005198),Cellular Component:intermediate filament (GO:0005882)lamin B --
0.827287 0.202954 -0.27354 NonsignificantNone 3 Molecular Function:endopeptidase inhibitor activity (GO:0004866),Cellular Component:extracellular region (GO:0005576),Cellular Component:extracellular space (GO:0005615)-- --
0.127108 0.058975 -2.97587 NonsignificantNone 1 Molecular Function:protein binding (GO:0005515)osteoglycin (osteoinductive factor, mimecan)--
0.167963 0.038358 -2.57378 Significant down -- -- collagen, type IX, alpha--
0.037511 0.018837 -4.73654 Significant down 1 Molecular Function:extracellular matrix structural constituent (GO:0005201)collagen, type V/XI/XXIV/XXVII, alpha--

Inf 0 Inf Significant up 2 Molecular Function:protein binding (GO:0005515),Biological Process:regulation of GTPase activity (GO:0043087)Ras GTPase-activating protein 1--
Inf 0 Inf Significant up -- -- -- --
Inf 0 Inf Significant up 3 Molecular Function:protein kinase activity (GO:0004672),Molecular Function:ATP binding (GO:0005524),Biological Process:protein phosphorylation (GO:0006468)cell division cycle 2-like2.7.11.22
Inf 0 Inf Significant up 1 Molecular Function:protein binding (GO:0005515)glutathione S-transferase2.5.1.18
Inf 0 Inf Significant up 3 Molecular Function:ATP binding (GO:0005524),Biological Process:proton transport (GO:0015992),Biological Process:ATP metabolic process (GO:0046034)V-type H+-transporting ATPase subunit B--
Inf 0 Inf Significant up 2 Molecular Function:hydrogen ion transmembrane transporter activity (GO:0015078),Biological Process:ATP hydrolysis coupled proton transport (GO:0015991)V-type H+-transporting ATPase subunit C--
Inf 0 Inf Significant up 1 Molecular Function:zinc ion binding (GO:0008270)cysteine and glycine-rich protein--
0.261463 6.52E-05 -1.93532 NonsignificantNone 1 Molecular Function:protein binding (GO:0005515)filamin --

Inf 0 Inf Significant up 1 Biological Process:regulation of GTPase activity (GO:0043087)neurofibromin 1--
0.72937 0.028998 -0.45528 NonsignificantNone 1 Biological Process:metabolic process (GO:0008152)aconitate hydratase4.2.1.3

0.003298 0.04281 -8.24421 Significant down 3 Molecular Function:G-protein coupled receptor activity (GO:0004930),Biological Process:G-protein coupled receptor signaling pathway (GO:0007186),Cellular Component:integral component of membrane (GO:0016021)sphingosine 1-phosphate receptor 1--
0.663526 0.01111 -0.59177 NonsignificantNone 2 Biological Process:nucleotide catabolic process (GO:0009166),Molecular Function:hydrolase activity (GO:0016787)5'-nucleotidase3.1.3.5
0.007206 0.022204 -7.11662 Significant down 1 Molecular Function:protein binding (GO:0005515)biglycan --
3.088419 0.000338 1.626868 NonsignificantNone 1 Cellular Component:integral component of membrane (GO:0016021)CD9 antigen--

Inf 0 Inf Significant up 1 Molecular Function:O-methyltransferase activity (GO:0008171)catechol O-methyltransferase2.1.1.6
0.01445 0.119912 -6.11279 NonsignificantNone 2 Molecular Function:protein-glutamine gamma-glutamyltransferase activity (GO:0003810),Biological Process:peptide cross-linking (GO:0018149)transglutaminase 22.3.2.13

Inf 0 Inf Significant up -- -- oxysterol-binding protein 1--
Inf 0 Inf Significant up 3 Molecular Function:phosphoribosylamine-glycine ligase activity (GO:0004637),Biological Process:biosynthetic process (GO:0009058),Biological Process:purine nucleobase biosynthetic process (GO:0009113)-- --
0.020471 0.007345 -5.61031 Significant down 1 Molecular Function:protein binding (GO:0005515)tenascin --

Inf 0 Inf Significant up 1 Biological Process:'de novo' IMP biosynthetic process (GO:0006189)-- --
Inf 0 Inf Significant up -- -- acetylcholinesterase3.1.1.7
0.501068 0.447877 -0.99692 NonsignificantNone 1 Molecular Function:small protein activating enzyme activity (GO:0008641)ubiquitin-activating enzyme E16.2.1.45
0.215006 0.158134 -2.21755 NonsignificantNone 3 Molecular Function:glutathione peroxidase activity (GO:0004602),Biological Process:response to oxidative stress (GO:0006979),Biological Process:oxidation-reduction process (GO:0055114)glutathione peroxidase1.11.1.9
4.046978 0.000111 2.016845 Significant up 5 Molecular Function:nucleoside diphosphate kinase activity (GO:0004550),Biological Process:nucleoside diphosphate phosphorylation (GO:0006165),Biological Process:GTP biosynthetic process (GO:0006183),Biological Process:UTP biosynthetic process (GO:0006228),Biological Process:CTP biosynthetic process (GO:0006241)nucleoside-diphosphate kinase2.7.4.6

Inf 0 Inf Significant up 7 Molecular Function:nucleic acid binding (GO:0003676),Molecular Function:catalytic activity (GO:0003824),Molecular Function:scavenger receptor activity (GO:0005044),Biological Process:immune response (GO:0006955),Molecular Function:hydrolase activity (GO:0016787),Molecular Function:polysaccharide binding (GO:0030247),Molecular Function:metal ion binding (GO:0046872)-- --
0.084795 0.010367 -3.55989 Significant down 1 Molecular Function:nucleic acid binding (GO:0003676)heterogeneous nuclear ribonucleoprotein A2/B1--
0.033569 0.08892 -4.89671 NonsignificantNone 3 Biological Process:regulation of cell growth (GO:0001558),Molecular Function:insulin-like growth factor binding (GO:0005520),Cellular Component:extracellular region (GO:0005576)-- --

Inf 0 Inf Significant up 3 Molecular Function:protein kinase activity (GO:0004672),Molecular Function:ATP binding (GO:0005524),Biological Process:protein phosphorylation (GO:0006468)protein kinase A2.7.11.11
0.050921 0.022734 -4.2956 Significant down 1 Molecular Function:calcium ion binding (GO:0005509)fibulin 1/2 --
2.694421 0.045594 1.429975 NonsignificantNone -- -- integrin alpha 6--
0.494825 0.053822 -1.01501 NonsignificantNone 1 Molecular Function:nucleic acid binding (GO:0003676)splicing factor, proline- and glutamine-rich--

Inf 0 Inf Significant up 1 Molecular Function:GTPase activity (GO:0003924)tubulin gamma--



0.546861 0.131619 -0.87076 NonsignificantNone 3 Biological Process:protein peptidyl-prolyl isomerization (GO:0000413),Molecular Function:peptidyl-prolyl cis-trans isomerase activity (GO:0003755),Biological Process:protein folding (GO:0006457)peptidyl-prolyl cis-trans isomerase B (cyclophilin B)5.2.1.8
Inf 0 Inf Significant up 1 Molecular Function:calcium ion binding (GO:0005509)-- --
0.591688 0.227674 -0.75709 NonsignificantNone 1 Molecular Function:RNA binding (GO:0003723)small subunit ribosomal protein S3e--

Inf 0 Inf Significant up 2 Molecular Function:protein kinase activity (GO:0004672),Biological Process:protein phosphorylation (GO:0006468)Janus kinase 12.7.10.2
Inf 0 Inf Significant up 3 Molecular Function:protein tyrosine phosphatase activity (GO:0004725),Molecular Function:protein binding (GO:0005515),Biological Process:protein dephosphorylation (GO:0006470)receptor-type tyrosine-protein phosphatase delta3.1.3.48
Inf 0 Inf Significant up 2 Molecular Function:protein tyrosine phosphatase activity (GO:0004725),Biological Process:protein dephosphorylation (GO:0006470)receptor-type tyrosine-protein phosphatase epsilon3.1.3.48
Inf 0 Inf Significant up 3 Molecular Function:protein tyrosine phosphatase activity (GO:0004725),Molecular Function:protein binding (GO:0005515),Biological Process:protein dephosphorylation (GO:0006470)receptor-type tyrosine-protein phosphatase gamma3.1.3.48
0.211334 0.151126 -2.2424 NonsignificantNone 3 Molecular Function:protein tyrosine phosphatase activity (GO:0004725),Molecular Function:protein binding (GO:0005515),Biological Process:protein dephosphorylation (GO:0006470)receptor-type tyrosine-protein phosphatase zeta3.1.3.48
1.429634 0.007934 0.515646 NonsignificantNone 3 Molecular Function:adenosylhomocysteinase activity (GO:0004013),Biological Process:S-adenosylhomocysteine catabolic process (GO:0019510),Molecular Function:NAD binding (GO:0051287)adenosylhomocysteinase3.3.1.1
9.962797 0.00049 3.316551 Significant up 2 Molecular Function:actin binding (GO:0003779),Cellular Component:intracellular (GO:0005622)cofilin --

Inf 0 Inf Significant up 1 Molecular Function:nucleic acid binding (GO:0003676)translation initiation factor 4B--
Inf 0 Inf Significant up 1 Molecular Function:inositol-1,4,5-trisphosphate 3-kinase activity (GO:0008440)1D-myo-inositol-triphosphate 3-kinase2.7.1.127
Inf 0 Inf Significant up -- -- dTMP kinase2.7.4.9
1.859958 0.021254 0.89527 NonsignificantNone 3 Molecular Function:ATP binding (GO:0005524),Biological Process:DNA replication (GO:0006260),Biological Process:oxidation-reduction process (GO:0055114)ribonucleoside-diphosphate reductase subunit M11.17.4.1
0.937161 0.856137 -0.09363 NonsignificantNone 5 Molecular Function:receptor binding (GO:0005102),Biological Process:cell adhesion (GO:0007155),Biological Process:regulation of cell adhesion (GO:0030155),Biological Process:regulation of cell migration (GO:0030334),Biological Process:regulation of embryonic development (GO:0045995)laminin, alpha 1/2--

Inf 0 Inf Significant up 2 Molecular Function:GDP-dissociation inhibitor activity (GO:0005092),Biological Process:small GTPase mediated signal transduction (GO:0007264)-- --
Inf 0 Inf Significant up 3 Biological Process:production of molecular mediator involved in inflammatory response (GO:0002532),Molecular Function:cytokine receptor activity (GO:0004896),Cellular Component:integral component of membrane (GO:0016021)interleukin 4 receptor--
Inf 0 Inf Significant up 2 Molecular Function:translation elongation factor activity (GO:0003746),Biological Process:translational elongation (GO:0006414)elongation factor 1-beta--
Inf 0 Inf Significant up -- -- -- --
0.090808 0.035532 -3.46103 Significant down 1 Molecular Function:protein binding (GO:0005515)tenascin --

Inf 0 Inf Significant up 3 Molecular Function:protein kinase activity (GO:0004672),Molecular Function:ATP binding (GO:0005524),Biological Process:protein phosphorylation (GO:0006468)cyclin-dependent kinase 22.7.11.22
Inf 0 Inf Significant up 3 Molecular Function:protein kinase activity (GO:0004672),Molecular Function:ATP binding (GO:0005524),Biological Process:protein phosphorylation (GO:0006468)beta-adrenergic-receptor kinase2.7.11.15
Inf 0 Inf Significant up 3 Molecular Function:G-protein coupled receptor activity (GO:0004930),Biological Process:G-protein coupled receptor signaling pathway (GO:0007186),Cellular Component:integral component of membrane (GO:0016021)coagulation factor II (thrombin) receptor--
Inf 0 Inf Significant up 3 Molecular Function:DNA binding (GO:0003677),Molecular Function:ATP binding (GO:0005524),Biological Process:DNA replication (GO:0006260)DNA replication licensing factor MCM33.6.4.12
Inf 0 Inf Significant up -- -- -- --
2.292414 0.121037 1.196868 NonsignificantNone 5 Molecular Function:receptor binding (GO:0005102),Biological Process:cell adhesion (GO:0007155),Biological Process:regulation of cell adhesion (GO:0030155),Biological Process:regulation of cell migration (GO:0030334),Biological Process:regulation of embryonic development (GO:0045995)laminin, alpha 1/2--
0.597729 0.011018 -0.74244 NonsignificantNone -- -- small subunit ribosomal protein S12e--

Inf 0 Inf Significant up -- -- DnaJ homolog subfamily B member 1--
0.594729 0.175529 -0.7497 NonsignificantNone 5 Molecular Function:endopeptidase activity (GO:0004175),Molecular Function:threonine-type endopeptidase activity (GO:0004298),Cellular Component:proteasome core complex (GO:0005839),Biological Process:ubiquitin-dependent protein catabolic process (GO:0006511),Biological Process:proteolysis involved in cellular protein catabolic process (GO:0051603)20S proteasome subunit alpha 63.4.25.1
0.603601 0.131318 -0.72833 NonsignificantNone 5 Molecular Function:endopeptidase activity (GO:0004175),Molecular Function:threonine-type endopeptidase activity (GO:0004298),Cellular Component:proteasome core complex (GO:0005839),Biological Process:ubiquitin-dependent protein catabolic process (GO:0006511),Biological Process:proteolysis involved in cellular protein catabolic process (GO:0051603)20S proteasome subunit alpha 23.4.25.1
0.802597 0.386545 -0.31725 NonsignificantNone 5 Molecular Function:endopeptidase activity (GO:0004175),Molecular Function:threonine-type endopeptidase activity (GO:0004298),Cellular Component:proteasome core complex (GO:0005839),Biological Process:ubiquitin-dependent protein catabolic process (GO:0006511),Biological Process:proteolysis involved in cellular protein catabolic process (GO:0051603)20S proteasome subunit alpha 73.4.25.1
1.433796 0.043687 0.51984 NonsignificantNone 5 Molecular Function:endopeptidase activity (GO:0004175),Molecular Function:threonine-type endopeptidase activity (GO:0004298),Cellular Component:proteasome core complex (GO:0005839),Biological Process:ubiquitin-dependent protein catabolic process (GO:0006511),Biological Process:proteolysis involved in cellular protein catabolic process (GO:0051603)20S proteasome subunit alpha 33.4.25.1
6.023475 5.9E-05 2.590596 Significant up -- -- integrin alpha 3--
0.035543 0.011956 -4.8143 Significant down -- -- -- --
20.84368 0.000443 4.381538 Significant up 3 Cellular Component:cytoplasm (GO:0005737),Molecular Function:cytoskeletal protein binding (GO:0008092),Cellular Component:extrinsic component of membrane (GO:0019898)moesin --

Inf 0 Inf Significant up 2 Biological Process:cell adhesion (GO:0007155),Molecular Function:actin filament binding (GO:0051015)catenin alpha--
Inf 0 Inf Significant up 3 Molecular Function:DNA binding (GO:0003677),Molecular Function:chromatin binding (GO:0003682),Molecular Function:zinc ion binding (GO:0008270)DNA (cytosine-5)-methyltransferase 12.1.1.37
0.192308 0.255624 -2.37851 NonsignificantNone 1 Molecular Function:nucleic acid binding (GO:0003676)splicing factor U2AF 65 kDa subunit--
0.519617 0.005958 -0.94448 NonsignificantNone 4 Molecular Function:structural constituent of ribosome (GO:0003735),Cellular Component:intracellular (GO:0005622),Cellular Component:ribosome (GO:0005840),Biological Process:translation (GO:0006412)large subunit ribosomal protein L13e--
0.029655 0.09121 -5.07556 NonsignificantNone -- -- high mobility group protein B2--

Inf 0 Inf Significant up 5 Molecular Function:nucleotide binding (GO:0000166),Molecular Function:aminoacyl-tRNA ligase activity (GO:0004812),Molecular Function:ATP binding (GO:0005524),Biological Process:tRNA aminoacylation for protein translation (GO:0006418),Biological Process:tRNA aminoacylation (GO:0043039)threonyl-tRNA synthetase6.1.1.3
0.020297 0.499323 -5.62259 NonsignificantNone 4 Molecular Function:nucleotide binding (GO:0000166),Molecular Function:aminoacyl-tRNA ligase activity (GO:0004812),Molecular Function:ATP binding (GO:0005524),Biological Process:tRNA aminoacylation for protein translation (GO:0006418)valyl-tRNA synthetase6.1.1.9
1.152692 0.309495 0.205008 NonsignificantNone 3 Molecular Function:translation elongation factor activity (GO:0003746),Molecular Function:protein binding (GO:0005515),Biological Process:translational elongation (GO:0006414)elongation factor 1-gamma--
0.128165 0.040721 -2.96393 Significant down 2 Molecular Function:serine-type endopeptidase activity (GO:0004252),Biological Process:proteolysis (GO:0006508)-- --
0.471695 0.307549 -1.08407 NonsignificantNone -- -- erythrocyte band 7 integral membrane protein--
2.237674 0.028593 1.162 NonsignificantNone -- -- 14-3-3 protein beta/theta/zeta--

Inf 0 Inf Significant up 3 Molecular Function:protein kinase activity (GO:0004672),Molecular Function:ATP binding (GO:0005524),Biological Process:protein phosphorylation (GO:0006468)mitogen-activated protein kinase 1/32.7.11.24
Inf 0 Inf Significant up 3 Molecular Function:protein kinase activity (GO:0004672),Molecular Function:ATP binding (GO:0005524),Biological Process:protein phosphorylation (GO:0006468)MAP/microtubule affinity-regulating kinase2.7.11.1
0.064794 0.093946 -3.948 NonsignificantNone 3 Molecular Function:structural constituent of ribosome (GO:0003735),Cellular Component:ribosome (GO:0005840),Biological Process:translation (GO:0006412)large subunit ribosomal protein L10e--
0.025229 0.001516 -5.30876 Significant down -- -- -- --

Inf 0 Inf Significant up 4 Molecular Function:nucleic acid binding (GO:0003676),Molecular Function:DNA binding (GO:0003677),Cellular Component:nucleus (GO:0005634),Biological Process:DNA replication (GO:0006260)replication factor A1--
Inf 0 Inf Significant up -- -- AP endonuclease 14.2.99.18
1.432869 0.021954 0.518907 NonsignificantNone 1 Cellular Component:integral component of membrane (GO:0016021)CD82 antigen--
1.580858 0.145027 0.660708 NonsignificantNone 5 Molecular Function:ATP binding (GO:0005524),Biological Process:cellular amino acid metabolic process (GO:0006520),Molecular Function:amino acid binding (GO:0016597),Molecular Function:carboxyl- or carbamoyltransferase activity (GO:0016743),Molecular Function:hydrolase activity (GO:0016787)-- --

Inf 0 Inf Significant up 1 Molecular Function:tubulin binding (GO:0015631)microtubule-associated protein 4--
Inf 0 Inf Significant up 1 Biological Process:signal transduction (GO:0007165)phosphoinositide-3-kinase regulatory subunit alpha/beta/delta--

0.07856 0.006653 -3.67005 Significant down 3 Molecular Function:threonine-type endopeptidase activity (GO:0004298),Cellular Component:proteasome core complex (GO:0005839),Biological Process:proteolysis involved in cellular protein catabolic process (GO:0051603)20S proteasome subunit beta 93.4.25.1
1.714478 0.035783 0.77777 NonsignificantNone 5 Molecular Function:endopeptidase activity (GO:0004175),Molecular Function:threonine-type endopeptidase activity (GO:0004298),Cellular Component:proteasome core complex (GO:0005839),Biological Process:ubiquitin-dependent protein catabolic process (GO:0006511),Biological Process:proteolysis involved in cellular protein catabolic process (GO:0051603)20S proteasome subunit alpha 53.4.25.1



Inf 0 Inf Significant up 3 Molecular Function:threonine-type endopeptidase activity (GO:0004298),Cellular Component:proteasome core complex (GO:0005839),Biological Process:proteolysis involved in cellular protein catabolic process (GO:0051603)20S proteasome subunit beta 73.4.25.1
Inf 0 Inf Significant up 3 Molecular Function:threonine-type endopeptidase activity (GO:0004298),Cellular Component:proteasome core complex (GO:0005839),Biological Process:proteolysis involved in cellular protein catabolic process (GO:0051603)20S proteasome subunit beta 13.4.25.1
1.222993 0.294246 0.290416 NonsignificantNone 3 Molecular Function:threonine-type endopeptidase activity (GO:0004298),Cellular Component:proteasome core complex (GO:0005839),Biological Process:proteolysis involved in cellular protein catabolic process (GO:0051603)20S proteasome subunit beta 53.4.25.1

Inf 0 Inf Significant up 3 Molecular Function:nucleotide binding (GO:0000166),Molecular Function:DNA binding (GO:0003677),Molecular Function:3'-5' exonuclease activity (GO:0008408)DNA polymerase delta subunit 12.7.7.7
Inf 0 Inf Significant up 3 Molecular Function:protein kinase activity (GO:0004672),Molecular Function:ATP binding (GO:0005524),Biological Process:protein phosphorylation (GO:0006468)mitogen-activated protein kinase 1/32.7.11.24
Inf 0 Inf Significant up 4 Molecular Function:protein tyrosine phosphatase activity (GO:0004725),Molecular Function:protein binding (GO:0005515),Biological Process:protein dephosphorylation (GO:0006470),Cellular Component:membrane (GO:0016020)receptor-type tyrosine-protein phosphatase mu3.1.3.48
Inf 0 Inf Significant up 3 Molecular Function:aminopeptidase activity (GO:0004177),Cellular Component:intracellular (GO:0005622),Biological Process:proteolysis (GO:0006508)-- --
Inf 0 Inf Significant up 1 Biological Process:phosphatidylinositol phosphorylation (GO:0046854)myo-inositol-1(or 4)-monophosphatase3.1.3.25
0.510917 0.193036 -0.96884 NonsignificantNone 4 Biological Process:regulation of cell growth (GO:0001558),Molecular Function:protein binding (GO:0005515),Molecular Function:insulin-like growth factor binding (GO:0005520),Cellular Component:extracellular region (GO:0005576)connective tissue growth factor--
1.034953 0.923296 0.049565 NonsignificantNone 3 Molecular Function:protein kinase activity (GO:0004672),Molecular Function:protein binding (GO:0005515),Biological Process:protein phosphorylation (GO:0006468)Eph receptor A22.7.10.1

Inf 0 Inf Significant up 3 Molecular Function:protein kinase activity (GO:0004672),Molecular Function:protein binding (GO:0005515),Biological Process:protein phosphorylation (GO:0006468)Eph receptor B22.7.10.1
Inf 0 Inf Significant up 1 Molecular Function:protein binding (GO:0005515)SHC-transforming protein 1--
Inf 0 Inf Significant up -- -- cellular retinoic acid-binding protein 2--
0.992422 0.984027 -0.01097 NonsignificantNone -- -- transketolase2.2.1.1
0.042582 0.073778 -4.55361 NonsignificantNone 2 Molecular Function:protein kinase activity (GO:0004672),Biological Process:protein phosphorylation (GO:0006468)non-receptor tyrosine-protein kinase TYK22.7.10.2

Inf 0 Inf Significant up 2 Molecular Function:translation elongation factor activity (GO:0003746),Biological Process:translational elongation (GO:0006414)elongation factor 1-delta--
4.199643 0.002746 2.070267 Significant up 1 Molecular Function:calmodulin binding (GO:0005516)myristoylated alanine-rich C-kinase substrate--
1.180198 0.445708 0.239029 NonsignificantNone 4 Molecular Function:antioxidant activity (GO:0016209),Molecular Function:oxidoreductase activity (GO:0016491),Molecular Function:peroxiredoxin activity (GO:0051920),Biological Process:oxidation-reduction process (GO:0055114)-- --
3.819529 0.000636 1.933395 NonsignificantNone 1 Molecular Function:oxidoreductase activity (GO:0016491)peroxiredoxin 5, atypical 2-Cys peroxiredoxin1.11.1.15

Inf 0 Inf Significant up -- -- D-dopachrome decarboxylase4.1.1.84
0.811725 0.342655 -0.30094 NonsignificantNone 3 Molecular Function:structural constituent of ribosome (GO:0003735),Cellular Component:ribosome (GO:0005840),Biological Process:translation (GO:0006412)large subunit ribosomal protein L12e--
1.122948 0.862709 0.167291 NonsignificantNone -- -- -- --
0.137183 0.059399 -2.86582 NonsignificantNone -- -- -- --
0.191755 0.002717 -2.38266 Significant down 1 Biological Process:cell redox homeostasis (GO:0045454)protein disulfide isomerase family A, member 35.3.4.1

Inf 0 Inf Significant up 1 Molecular Function:protein binding (GO:0005515)anaphase-promoting complex subunit 3--
Inf 0 Inf Significant up 3 Molecular Function:protein kinase activity (GO:0004672),Molecular Function:protein binding (GO:0005515),Biological Process:protein phosphorylation (GO:0006468)AXL receptor tyrosine kinase2.7.10.1
Inf 0 Inf Significant up -- -- adenylosuccinate lyase4.3.2.2
Inf 0 Inf Significant up 4 Molecular Function:magnesium ion binding (GO:0000287),Molecular Function:pyruvate kinase activity (GO:0004743),Biological Process:glycolytic process (GO:0006096),Molecular Function:potassium ion binding (GO:0030955)pyruvate kinase isozymes R/L2.7.1.40
1.873438 0.060636 0.905688 NonsignificantNone 1 Molecular Function:calcium ion binding (GO:0005509)-- --

Inf 0 Inf Significant up 3 Biological Process:amino acid transmembrane transport (GO:0003333),Molecular Function:amino acid transmembrane transporter activity (GO:0015171),Cellular Component:membrane (GO:0016020)solute carrier family 7 (cationic amino acid transporter), member 1--
Inf 0 Inf Significant up 2 Molecular Function:DNA binding (GO:0003677),Molecular Function:DNA-directed 5'-3' RNA polymerase activity (GO:0003899)DNA-directed RNA polymerase II subunit RPB22.7.7.6
0.294436 0.192428 -1.76397 NonsignificantNone 1 Molecular Function:protein binding (GO:0005515)coronin-1A--

Inf 0 Inf Significant up 2 Molecular Function:GDP-dissociation inhibitor activity (GO:0005092),Biological Process:small GTPase mediated signal transduction (GO:0007264)Rab GDP dissociation inhibitor--
0.167171 0.358043 -2.5806 NonsignificantNone -- -- protein S100-A7--

Inf 0 Inf Significant up -- -- cAMP-dependent protein kinase regulator--
Inf 0 Inf Significant up 1 Biological Process:oxidation-reduction process (GO:0055114)ribonucleoside-diphosphate reductase subunit M21.17.4.1
3.201317 0.000878 1.678665 NonsignificantNone -- -- syndecan 4--

Inf 0 Inf Significant up 3 Molecular Function:neurotransmitter:sodium symporter activity (GO:0005328),Biological Process:neurotransmitter transport (GO:0006836),Cellular Component:integral component of membrane (GO:0016021)solute carrier family 6 (neurotransmitter transporter, GABA) member 6/8/11/12/13--
Inf 0 Inf Significant up 2 Molecular Function:heat shock protein binding (GO:0031072),Molecular Function:unfolded protein binding (GO:0051082)DnaJ homolog subfamily A member 1--
Inf 0 Inf Significant up 4 Molecular Function:protein kinase activity (GO:0004672),Molecular Function:protein serine/threonine kinase activity (GO:0004674),Molecular Function:ATP binding (GO:0005524),Biological Process:protein phosphorylation (GO:0006468)RAC serine/threonine-protein kinase2.7.11.1
1.879702 0.000937 0.910504 NonsignificantNone 3 Molecular Function:IMP cyclohydrolase activity (GO:0003937),Molecular Function:phosphoribosylaminoimidazolecarboxamide formyltransferase activity (GO:0004643),Biological Process:purine nucleotide biosynthetic process (GO:0006164)-- --
2.889639 0.00115 1.530889 NonsignificantNone -- -- 14-3-3 protein beta/theta/zeta--
0.976665 0.861008 -0.03406 NonsignificantNone 1 Molecular Function:protein binding (GO:0005515)stress-induced-phosphoprotein 1--

Inf 0 Inf Significant up 1 Molecular Function:calcium ion binding (GO:0005509)-- --
0.048684 0.184265 -4.36041 NonsignificantNone 4 Molecular Function:antioxidant activity (GO:0016209),Molecular Function:oxidoreductase activity (GO:0016491),Molecular Function:peroxiredoxin activity (GO:0051920),Biological Process:oxidation-reduction process (GO:0055114)peroxiredoxin (alkyl hydroperoxide reductase subunit C)1.11.1.15

Inf 0 Inf Significant up -- -- beta-arrestin--
0.278725 0.362859 -1.84309 NonsignificantNone -- -- 4-hydroxyphenylpyruvate dioxygenase1.13.11.27

Inf 0 Inf Significant up 2 Molecular Function:protein binding (GO:0005515),Cellular Component:membrane (GO:0016020)syntaxin 1B/2/3--
Inf 0 Inf Significant up 1 Molecular Function:pyridoxal phosphate binding (GO:0030170)cystathionine gamma-lyase4.4.1.1
Inf 0 Inf Significant up 4 Molecular Function:structural constituent of ribosome (GO:0003735),Cellular Component:ribosome (GO:0005840),Biological Process:translation (GO:0006412),Molecular Function:rRNA binding (GO:0019843)large subunit ribosomal protein L9e--
Inf 0 Inf Significant up 3 Molecular Function:tumor necrosis factor receptor binding (GO:0005164),Biological Process:immune response (GO:0006955),Cellular Component:membrane (GO:0016020)tumor necrosis factor ligand superfamily member 7--
Inf 0 Inf Significant up 2 Molecular Function:catalytic activity (GO:0003824),Biological Process:metabolic process (GO:0008152)long-chain acyl-CoA synthetase6.2.1.3
Inf 0 Inf Significant up 3 Molecular Function:calcium ion binding (GO:0005509),Biological Process:homophilic cell adhesion via plasma membrane adhesion molecules (GO:0007156),Cellular Component:membrane (GO:0016020)cadherin 5, type 2, VE-cadherin--
0.647905 0.686657 -0.62615 NonsignificantNone 4 Molecular Function:microtubule motor activity (GO:0003777),Molecular Function:ATP binding (GO:0005524),Biological Process:microtubule-based movement (GO:0007018),Molecular Function:microtubule binding (GO:0008017)kinesin family member 5--

Inf 0 Inf Significant up 2 Molecular Function:hydrolase activity (GO:0016787),Biological Process:dUTP metabolic process (GO:0046080)dUTP pyrophosphatase3.6.1.23
Inf 0 Inf Significant up 5 Molecular Function:ATP binding (GO:0005524),Biological Process:transport (GO:0006810),Cellular Component:integral component of membrane (GO:0016021),Molecular Function:ATPase activity (GO:0016887),Biological Process:transmembrane transport (GO:0055085)ATP-binding cassette, subfamily C (CFTR/MRP), member 1--
Inf 0 Inf Significant up 3 Molecular Function:mannosyl-oligosaccharide 1,2-alpha-mannosidase activity (GO:0004571),Molecular Function:calcium ion binding (GO:0005509),Cellular Component:membrane (GO:0016020)mannosyl-oligosaccharide alpha-1,2-mannosidase3.2.1.113
Inf 0 Inf Significant up 3 Molecular Function:DNA binding (GO:0003677),Molecular Function:ATP binding (GO:0005524),Biological Process:DNA replication (GO:0006260)DNA replication licensing factor MCM43.6.4.12



Inf 0 Inf Significant up 3 Molecular Function:DNA binding (GO:0003677),Molecular Function:ATP binding (GO:0005524),Biological Process:DNA replication (GO:0006260)DNA replication licensing factor MCM73.6.4.12
0.108873 0.17743 -3.19929 NonsignificantNone -- -- ribonuclease 43.1.27.-

Inf 0 Inf Significant up 1 Cellular Component:membrane (GO:0016020)CD68 antigen--
Inf 0 Inf Significant up 1 Molecular Function:transferase activity (GO:0016740)glycine hydroxymethyltransferase2.1.2.1
Inf 0 Inf Significant up 1 Molecular Function:transferase activity (GO:0016740)glycine hydroxymethyltransferase2.1.2.1
Inf 0 Inf Significant up -- -- -- --
1.131013 0.276744 0.177615 NonsignificantNone 3 Cellular Component:proteinaceous extracellular matrix (GO:0005578),Cellular Component:membrane (GO:0016020),Molecular Function:heparan sulfate proteoglycan binding (GO:0043395)glypican 1 --

Inf 0 Inf Significant up -- -- profilin --
0.200387 0.480824 -2.31914 NonsignificantNone 1 Molecular Function:protein binding (GO:0005515)catenin beta 1--

Inf 0 Inf Significant up -- -- serpin B --
Inf 0 Inf Significant up 3 Cellular Component:cytoplasm (GO:0005737),Molecular Function:cytoskeletal protein binding (GO:0008092),Cellular Component:extrinsic component of membrane (GO:0019898)merlin --

21.0251 0.000431 4.394041 Significant up 3 Cellular Component:cytoplasm (GO:0005737),Molecular Function:cytoskeletal protein binding (GO:0008092),Cellular Component:extrinsic component of membrane (GO:0019898)radixin --
Inf 0 Inf Significant up 1 Molecular Function:ATP binding (GO:0005524)replication factor C subunit 2/4--
Inf 0 Inf Significant up 1 Molecular Function:ATP binding (GO:0005524)replication factor C subunit 2/4--
Inf 0 Inf Significant up 4 Molecular Function:structural constituent of ribosome (GO:0003735),Cellular Component:intracellular (GO:0005622),Cellular Component:ribosome (GO:0005840),Biological Process:translation (GO:0006412)large subunit ribosomal protein L22e--
Inf 0 Inf Significant up 1 Molecular Function:protein binding (GO:0005515)prostaglandin-endoperoxide synthase 21.14.99.1
Inf 0 Inf Significant up 3 Molecular Function:G-protein coupled receptor activity (GO:0004930),Biological Process:G-protein coupled receptor signaling pathway (GO:0007186),Cellular Component:integral component of membrane (GO:0016021)histamine receptor H1--
0.020348 0.010643 -5.61897 Significant down 4 Molecular Function:calcium ion binding (GO:0005509),Molecular Function:protein binding (GO:0005515),Cellular Component:extracellular region (GO:0005576),Biological Process:cell adhesion (GO:0007155)thrombospondin 2/3/4/5--
0.079615 0.019093 -3.65082 Significant down 3 Molecular Function:calcium ion binding (GO:0005509),Cellular Component:extracellular region (GO:0005576),Biological Process:cell adhesion (GO:0007155)thrombospondin 2/3/4/5--

Inf 0 Inf Significant up -- -- cystathionine beta-synthase4.2.1.22
0.084727 0.01771 -3.56104 Significant down 2 Molecular Function:structural molecule activity (GO:0005198),Cellular Component:intermediate filament (GO:0005882)type I keratin, acidic--
0.017655 0.053942 -5.82379 NonsignificantNone 1 Molecular Function:calcium ion binding (GO:0005509)fibrillin 1 --
0.293593 0.146754 -1.76811 NonsignificantNone -- -- -- --
0.065882 0.034621 -3.92397 Significant down 3 Molecular Function:motor activity (GO:0003774),Molecular Function:ATP binding (GO:0005524),Cellular Component:myosin complex (GO:0016459)myosin heavy chain--
0.62671 0.35515 -0.67413 NonsignificantNone 4 Molecular Function:motor activity (GO:0003774),Molecular Function:protein binding (GO:0005515),Molecular Function:ATP binding (GO:0005524),Cellular Component:myosin complex (GO:0016459)myosin heavy chain--

0.182533 0.082403 -2.45377 NonsignificantNone 3 Molecular Function:protein kinase activity (GO:0004672),Molecular Function:protein binding (GO:0005515),Biological Process:protein phosphorylation (GO:0006468)tyrosine kinase receptor 12.7.10.1
0.18946 0.399213 -2.40004 NonsignificantNone 5 Molecular Function:structural molecule activity (GO:0005198),Molecular Function:protein binding (GO:0005515),Biological Process:intracellular protein transport (GO:0006886),Biological Process:vesicle-mediated transport (GO:0016192),Cellular Component:membrane coat (GO:0030117)coatomer subunit beta'--

Inf 0 Inf Significant up 1 Molecular Function:protein binding (GO:0005515)actinin alpha 2/3--
Inf 0 Inf Significant up -- -- adducin --
11.19176 1.89E-05 3.484364 Significant up -- -- basigin --

Inf 0 Inf Significant up 2 Molecular Function:nucleic acid binding (GO:0003676),Molecular Function:zinc ion binding (GO:0008270)RNA-binding protein FUS--
Inf 0 Inf Significant up -- -- protein DEK--
1.524301 0.01404 0.608148 NonsignificantNone 3 Molecular Function:electron carrier activity (GO:0009055),Molecular Function:protein disulfide oxidoreductase activity (GO:0015035),Biological Process:cell redox homeostasis (GO:0045454)glutaredoxin 3--

Inf 0 Inf Significant up 4 Molecular Function:magnesium ion binding (GO:0000287),Molecular Function:catalytic activity (GO:0003824),Molecular Function:phosphoprotein phosphatase activity (GO:0004721),Molecular Function:manganese ion binding (GO:0030145)protein phosphatase 1A3.1.3.16
0.13967 0.000745 -2.83991 Significant down 1 Molecular Function:protein binding (GO:0005515)insulin-like growth factor-binding protein complex acid labile subunit--

0.142841 7.87E-05 -2.80752 Significant down 2 Molecular Function:structural molecule activity (GO:0005198),Cellular Component:intermediate filament (GO:0005882)type II keratin, basic--
0.487851 0.015033 -1.03549 NonsignificantNone 1 Molecular Function:ATP binding (GO:0005524)26S proteasome regulatory subunit T1--

Inf 0 Inf Significant up -- -- gap junction gamma-1 protein--
Inf 0 Inf Significant up 1 Molecular Function:GTP binding (GO:0005525)ADP-ribosylation factor-like protein 2--
Inf 0 Inf Significant up 3 Molecular Function:protein kinase activity (GO:0004672),Molecular Function:ATP binding (GO:0005524),Biological Process:protein phosphorylation (GO:0006468)mitogen-activated protein kinase kinase 22.7.12.2
0.340131 0.146579 -1.55584 NonsignificantNone 3 Molecular Function:structural constituent of ribosome (GO:0003735),Cellular Component:ribosome (GO:0005840),Biological Process:translation (GO:0006412)large subunit ribosomal protein L4e--

Inf 0 Inf Significant up 1 Molecular Function:hydrolase activity (GO:0016787)-- --
0.523693 0.011458 -0.93321 NonsignificantNone 2 Biological Process:carbohydrate metabolic process (GO:0005975),Biological Process:organic substance metabolic process (GO:0071704)phosphoglucomutase5.4.2.2

Inf 0 Inf Significant up 5 Molecular Function:protein kinase activity (GO:0004672),Molecular Function:transmembrane receptor protein serine/threonine kinase activity (GO:0004675),Molecular Function:ATP binding (GO:0005524),Biological Process:protein phosphorylation (GO:0006468),Cellular Component:membrane (GO:0016020)bone morphogenetic protein receptor type-1A2.7.11.30
Inf 0 Inf Significant up 5 Molecular Function:protein kinase activity (GO:0004672),Molecular Function:transmembrane receptor protein serine/threonine kinase activity (GO:0004675),Molecular Function:ATP binding (GO:0005524),Biological Process:protein phosphorylation (GO:0006468),Cellular Component:membrane (GO:0016020)activin receptor type-1B2.7.11.30
Inf 0 Inf Significant up 5 Molecular Function:protein kinase activity (GO:0004672),Molecular Function:transmembrane receptor protein serine/threonine kinase activity (GO:0004675),Molecular Function:ATP binding (GO:0005524),Biological Process:protein phosphorylation (GO:0006468),Cellular Component:membrane (GO:0016020)TGF-beta receptor type-12.7.11.30
Inf 0 Inf Significant up 1 Molecular Function:GTP binding (GO:0005525)-- --
Inf 0 Inf Significant up 1 Molecular Function:protein binding (GO:0005515)lymphotoxin beta receptor TNFR superfamily member 3--
0.106717 0.028872 -3.22813 Significant down -- -- pigment epithelium-derived factor--

Inf 0 Inf Significant up 3 Molecular Function:glutathione peroxidase activity (GO:0004602),Biological Process:response to oxidative stress (GO:0006979),Biological Process:oxidation-reduction process (GO:0055114)phospholipid-hydroperoxide glutathione peroxidase1.11.1.12
Inf 0 Inf Significant up 5 Molecular Function:protein kinase activity (GO:0004672),Molecular Function:ATP binding (GO:0005524),Biological Process:protein phosphorylation (GO:0006468),Cellular Component:membrane (GO:0016020),Molecular Function:metal ion binding (GO:0046872)TGF-beta receptor type-22.7.11.30
Inf 0 Inf Significant up 1 Molecular Function:calcium ion binding (GO:0005509)-- --
0.502944 0.061884 -0.99153 NonsignificantNone 1 Molecular Function:protein binding (GO:0005515)transgelin --
1.214341 0.599459 0.280173 NonsignificantNone 1 Biological Process:carbohydrate metabolic process (GO:0005975)transaldolase2.2.1.2

Inf 0 Inf Significant up 3 Molecular Function:ATP binding (GO:0005524),Biological Process:proton transport (GO:0015992),Biological Process:ATP metabolic process (GO:0046034)V-type H+-transporting ATPase subunit A3.6.3.14
Inf 0 Inf Significant up -- -- molecular chaperone DnaK--
Inf 0 Inf Significant up 2 Molecular Function:nucleic acid binding (GO:0003676),Molecular Function:ATP binding (GO:0005524)ATP-dependent RNA helicase3.6.4.13
0.158504 0.253133 -2.65741 NonsignificantNone 4 Molecular Function:structural constituent of ribosome (GO:0003735),Cellular Component:intracellular (GO:0005622),Cellular Component:ribosome (GO:0005840),Biological Process:translation (GO:0006412)large subunit ribosomal protein L3e--



0.039388 0.025852 -4.66609 Significant down 3 Molecular Function:structural molecule activity (GO:0005198),Biological Process:cell adhesion (GO:0007155),Cellular Component:extracellular matrix (GO:0031012)collagen, type XV, alpha--
0.187984 0.004146 -2.41132 Significant down 4 Molecular Function:structural molecule activity (GO:0005198),Molecular Function:protein binding (GO:0005515),Biological Process:cell adhesion (GO:0007155),Cellular Component:extracellular matrix (GO:0031012)collagen, type XVIII, alpha--

Inf 0 Inf Significant up 2 Cellular Component:endoplasmic reticulum membrane (GO:0005789),Biological Process:protein N-linked glycosylation via asparagine (GO:0018279)oligosaccharyltransferase complex subunit beta--
Inf 0 Inf Significant up 2 Molecular Function:nuclease activity (GO:0004518),Biological Process:DNA repair (GO:0006281)flap endonuclease-13.-.-.-
Inf 0 Inf Significant up -- -- capping protein (actin filament), gelsolin-like--
Inf 0 Inf Significant up 2 Molecular Function:actin binding (GO:0003779),Biological Process:cytoskeleton organization (GO:0007010)adenylyl cyclase-associated protein--
Inf 0 Inf Significant up 1 Molecular Function:protein binding (GO:0005515)interleukin 6 signal transducer--
1.884735 0.012401 0.914361 NonsignificantNone 1 Molecular Function:ATP binding (GO:0005524)T-complex protein 1 subunit zeta--
11.32404 0.004397 3.501317 Significant up 1 Molecular Function:methyltransferase activity (GO:0008168)nicotinamide N-methyltransferase2.1.1.1
0.324913 0.17264 -1.62187 NonsignificantNone 3 Molecular Function:structural constituent of ribosome (GO:0003735),Cellular Component:ribosome (GO:0005840),Biological Process:translation (GO:0006412)large subunit ribosomal protein L13Ae--

Inf 0 Inf Significant up 1 Molecular Function:GTP binding (GO:0005525)ADP-ribosylation factor-like protein 1--
Inf 0 Inf Significant up 2 Molecular Function:DNA binding (GO:0003677),Biological Process:signal transduction (GO:0007165)signal transducer and activator of transcription 3--
Inf 0 Inf Significant up 2 Biological Process:protein deubiquitination (GO:0016579),Molecular Function:thiol-dependent ubiquitinyl hydrolase activity (GO:0036459)ubiquitin carboxyl-terminal hydrolase 83.4.19.12
1.268432 0.199611 0.343046 NonsignificantNone 2 Molecular Function:oxidoreductase activity (GO:0016491),Biological Process:oxidation-reduction process (GO:0055114)malate dehydrogenase1.1.1.37

Inf 0 Inf Significant up 1 Molecular Function:ATP binding (GO:0005524)replication factor C subunit 3/5--
Inf 0 Inf Significant up -- -- replication factor C subunit 3/5--
Inf 0 Inf Significant up 1 Molecular Function:GTP binding (GO:0005525)translation initiation factor 2 subunit 3--
0.059389 0.090741 -4.07365 NonsignificantNone 4 Molecular Function:receptor binding (GO:0005102),Cellular Component:extracellular region (GO:0005576),Biological Process:multicellular organism development (GO:0007275),Biological Process:Wnt signaling pathway (GO:0016055)wingless-type MMTV integration site family, member 5--

Inf 0 Inf Significant up 1 Molecular Function:N-acetyltransferase activity (GO:0008080)N-alpha-acetyltransferase 10/112.3.1.255
Inf 0 Inf Significant up 3 Molecular Function:protein kinase activity (GO:0004672),Molecular Function:protein binding (GO:0005515),Biological Process:protein phosphorylation (GO:0006468)c-src tyrosine kinase2.7.10.2

0.43502 0.000912 -1.20085 NonsignificantNone 4 Molecular Function:nucleotide binding (GO:0000166),Molecular Function:aminoacyl-tRNA ligase activity (GO:0004812),Molecular Function:ATP binding (GO:0005524),Biological Process:tRNA aminoacylation for protein translation (GO:0006418)glycyl-tRNA synthetase6.1.1.14
0.565177 0.082694 -0.82323 NonsignificantNone 4 Molecular Function:nucleotide binding (GO:0000166),Molecular Function:aminoacyl-tRNA ligase activity (GO:0004812),Molecular Function:ATP binding (GO:0005524),Biological Process:tRNA aminoacylation for protein translation (GO:0006418)isoleucyl-tRNA synthetase6.1.1.5

Inf 0 Inf Significant up 2 Biological Process:transport (GO:0006810),Cellular Component:membrane (GO:0016020)solute carrier family 19 (folate transporter), member 1--
Inf 0 Inf Significant up 6 Molecular Function:protein kinase activity (GO:0004672),Molecular Function:protein serine/threonine kinase activity (GO:0004674),Molecular Function:protein binding (GO:0005515),Molecular Function:ATP binding (GO:0005524),Biological Process:protein phosphorylation (GO:0006468),Biological Process:intracellular signal transduction (GO:0035556)atypical protein kinase C iota type2.7.11.13
Inf 0 Inf Significant up -- -- centractin --
Inf 0 Inf Significant up 1 Molecular Function:DNA binding (GO:0003677)-- --
Inf 0 Inf Significant up 2 Molecular Function:DNA binding (GO:0003677),Biological Process:signal transduction (GO:0007165)signal transducer and activator of transcription 5A--
Inf 0 Inf Significant up 2 Molecular Function:nucleic acid binding (GO:0003676),Molecular Function:ATP binding (GO:0005524)ATP-dependent RNA helicase DOB13.6.4.13
Inf 0 Inf Significant up 1 Molecular Function:kinase activity (GO:0016301)phosphatidylinositol-4,5-bisphosphate 3-kinase catalytic subunit alpha/beta/delta2.7.1.153
Inf 0 Inf Significant up 3 Molecular Function:protein binding (GO:0005515),Molecular Function:kinase activity (GO:0016301),Molecular Function:macromolecular complex binding (GO:0044877)serine/threonine-protein kinase mTOR2.7.11.1
Inf 0 Inf Significant up 1 Molecular Function:kinase activity (GO:0016301)phosphatidylinositol 4-kinase A2.7.1.67
Inf 0 Inf Significant up -- -- leucine-rich PPR motif-containing protein, mitochondrial--
0.379434 0.014141 -1.39808 NonsignificantNone 4 Molecular Function:structural constituent of ribosome (GO:0003735),Cellular Component:intracellular (GO:0005622),Cellular Component:ribosome (GO:0005840),Biological Process:translation (GO:0006412)large subunit ribosomal protein L35e--

Inf 0 Inf Significant up -- -- -- --
Inf 0 Inf Significant up 2 Molecular Function:metalloendopeptidase activity (GO:0004222),Biological Process:proteolysis (GO:0006508)endothelin-converting enzyme3.4.24.71
1.931856 0.072189 0.949988 NonsignificantNone 2 Molecular Function:symporter activity (GO:0015293),Cellular Component:integral component of membrane (GO:0016021)solute carrier family 1 (glutamate/neutral amino acid transporter), member 4--
0.422041 0.015154 -1.24455 NonsignificantNone 1 Molecular Function:protein binding (GO:0005515)platelet-activating factor acetylhydrolase IB subunit alpha--

Inf 0 Inf Significant up -- -- melanoma cell adhesion molecule--
Inf 0 Inf Significant up 3 Molecular Function:ATP binding (GO:0005524),Biological Process:mismatch repair (GO:0006298),Molecular Function:mismatched DNA binding (GO:0030983)DNA mismatch repair protein MSH2--
Inf 0 Inf Significant up 3 Molecular Function:protein kinase activity (GO:0004672),Molecular Function:ATP binding (GO:0005524),Biological Process:protein phosphorylation (GO:0006468)G protein-coupled receptor kinase2.7.11.16
Inf 0 Inf Significant up 1 Biological Process:intracellular transport (GO:0046907)Ran-binding protein 1--
Inf 0 Inf Significant up -- -- nicotinamide phosphoribosyltransferase2.4.2.12
0.117891 0.05663 -3.08448 NonsignificantNone 1 Cellular Component:extracellular space (GO:0005615)-- --
0.361525 0.036366 -1.46783 NonsignificantNone 3 Biological Process:protein peptidyl-prolyl isomerization (GO:0000413),Molecular Function:peptidyl-prolyl cis-trans isomerase activity (GO:0003755),Biological Process:protein folding (GO:0006457)peptidyl-prolyl isomerase C (cyclophilin C)5.2.1.8

Inf 0 Inf Significant up 2 Cellular Component:mitochondrial outer membrane (GO:0005741),Biological Process:transmembrane transport (GO:0055085)voltage-dependent anion channel protein 2--
Inf 0 Inf Significant up -- -- phosphorylase kinase alpha/beta subunit--
Inf 0 Inf Significant up 3 Molecular Function:GTPase activator activity (GO:0005096),Molecular Function:protein binding (GO:0005515),Biological Process:signal transduction (GO:0007165)Ran GTPase-activating protein 1--
Inf 0 Inf Significant up 2 Molecular Function:nucleic acid binding (GO:0003676),Molecular Function:ATP binding (GO:0005524)ATP-dependent DNA helicase Q13.6.4.12
Inf 0 Inf Significant up 1 Molecular Function:protein binding (GO:0005515)proto-oncogene C-crk--
Inf 0 Inf Significant up 1 Molecular Function:protein binding (GO:0005515)proto-oncogene C-crk--
Inf 0 Inf Significant up 1 Molecular Function:protein binding (GO:0005515)-- --
Inf 0 Inf Significant up 6 Molecular Function:calcium ion binding (GO:0005509),Molecular Function:protein binding (GO:0005515),Biological Process:Notch signaling pathway (GO:0007219),Biological Process:multicellular organism development (GO:0007275),Cellular Component:integral component of membrane (GO:0016021),Biological Process:cell differentiation (GO:0030154)Notch 1 --
Inf 0 Inf Significant up 3 Molecular Function:protein kinase activity (GO:0004672),Molecular Function:ATP binding (GO:0005524),Biological Process:protein phosphorylation (GO:0006468)mitogen-activated protein kinase kinase 32.7.12.2
0.514361 0.083134 -0.95915 NonsignificantNone -- -- large subunit ribosomal protein L27Ae--
0.622091 0.22624 -0.6848 NonsignificantNone 4 Molecular Function:structural constituent of ribosome (GO:0003735),Cellular Component:intracellular (GO:0005622),Cellular Component:ribosome (GO:0005840),Biological Process:translation (GO:0006412)large subunit ribosomal protein L21e--

Inf 0 Inf Significant up -- -- large subunit ribosomal protein L28e--
0.776146 0.183137 -0.3656 NonsignificantNone 3 Molecular Function:RNA binding (GO:0003723),Cellular Component:intracellular (GO:0005622),Molecular Function:rRNA binding (GO:0019843)small subunit ribosomal protein S9e--

Inf 0 Inf Significant up -- -- small subunit ribosomal protein S10e--



Inf 0 Inf Significant up 1 Biological Process:carbohydrate metabolic process (GO:0005975)glucosamine-6-phosphate deaminase3.5.99.6
Inf 0 Inf Significant up 2 Molecular Function:protein binding (GO:0005515),Molecular Function:zinc ion binding (GO:0008270)-- --

0.20176 0.251169 -2.30929 NonsignificantNone 2 Molecular Function:protein binding (GO:0005515),Biological Process:regulation of GTPase activity (GO:0043087)Ras GTPase-activating-like protein IQGAP1--
0.182762 0.154939 -2.45196 NonsignificantNone 3 Molecular Function:3-hydroxyanthranilate 3,4-dioxygenase activity (GO:0000334),Molecular Function:iron ion binding (GO:0005506),Biological Process:oxidation-reduction process (GO:0055114)3-hydroxyanthranilate 3,4-dioxygenase1.13.11.6
0.863402 0.268431 -0.2119 NonsignificantNone 2 Cellular Component:F-actin capping protein complex (GO:0008290),Biological Process:barbed-end actin filament capping (GO:0051016)capping protein (actin filament) muscle Z-line, alpha--

Inf 0 Inf Significant up 3 Biological Process:metabolic process (GO:0008152),Molecular Function:oxidoreductase activity (GO:0016491),Biological Process:oxidation-reduction process (GO:0055114)aldehyde dehydrogenase (NAD(P)+)1.2.1.5
0.204675 0.226662 -2.28859 NonsignificantNone 4 Molecular Function:structural constituent of ribosome (GO:0003735),Cellular Component:intracellular (GO:0005622),Cellular Component:ribosome (GO:0005840),Biological Process:translation (GO:0006412)large subunit ribosomal protein L29e--
0.109283 0.010538 -3.19385 Significant down 1 Molecular Function:carbohydrate binding (GO:0030246)galectin-7 --

Inf 0 Inf Significant up 3 Molecular Function:neurotransmitter:sodium symporter activity (GO:0005328),Biological Process:neurotransmitter transport (GO:0006836),Cellular Component:integral component of membrane (GO:0016021)solute carrier family 6 (neurotransmitter transporter, GABA) member 6/8/11/12/13--
0.493241 0.213845 -1.01964 NonsignificantNone 1 Molecular Function:zinc ion binding (GO:0008270)-- --

Inf 0 Inf Significant up -- -- -- --
Inf 0 Inf Significant up 3 Molecular Function:neurotransmitter:sodium symporter activity (GO:0005328),Biological Process:neurotransmitter transport (GO:0006836),Cellular Component:integral component of membrane (GO:0016021)solute carrier family 6 (neurotransmitter transporter, amino acid) member 5/7/9/14--
Inf 0 Inf Significant up 4 Molecular Function:serine-type endopeptidase activity (GO:0004252),Biological Process:proteolysis (GO:0006508),Molecular Function:serine-type peptidase activity (GO:0008236),Molecular Function:serine-type exopeptidase activity (GO:0070008)prolyl oligopeptidase3.4.21.26
Inf 0 Inf Significant up 3 Molecular Function:malate dehydrogenase (decarboxylating) (NAD+) activity (GO:0004471),Molecular Function:NAD binding (GO:0051287),Biological Process:oxidation-reduction process (GO:0055114)malate dehydrogenase (oxaloacetate-decarboxylating)(NADP+)1.1.1.40
Inf 0 Inf Significant up -- -- lanosterol synthase5.4.99.7
0.253224 0.244289 -1.98152 NonsignificantNone 2 Molecular Function:glutamate-cysteine ligase activity (GO:0004357),Biological Process:glutathione biosynthetic process (GO:0006750)glutamate--cysteine ligase catalytic subunit6.3.2.2
0.350552 0.205162 -1.5123 NonsignificantNone -- -- glutamate--cysteine ligase regulatory subunit--
8.610816 0.034605 3.10615 Significant up 1 Cellular Component:integral component of membrane (GO:0016021)CD151 antigen--

Inf 0 Inf Significant up -- -- 26S proteasome regulatory subunit N12--
0.711156 0.060472 -0.49176 NonsignificantNone 1 Molecular Function:ATP binding (GO:0005524)T-complex protein 1 subunit epsilon--
0.247266 0.03762 -2.01587 Significant down -- -- stress 70 protein chaperone microsome-associated 60kDa protein--

Inf 0 Inf Significant up 3 Molecular Function:protein kinase activity (GO:0004672),Molecular Function:ATP binding (GO:0005524),Biological Process:protein phosphorylation (GO:0006468)casein kinase 1, alpha2.7.11.1
Inf 0 Inf Significant up 3 Molecular Function:protein kinase activity (GO:0004672),Molecular Function:ATP binding (GO:0005524),Biological Process:protein phosphorylation (GO:0006468)casein kinase 1, delta2.7.11.1
Inf 0 Inf Significant up 1 Biological Process:oxidation-reduction process (GO:0055114)isocitrate dehydrogenase1.1.1.42
Inf 0 Inf Significant up 1 Molecular Function:kinase activity (GO:0016301)phosphatidylinositol-4,5-bisphosphate 3-kinase catalytic subunit gamma2.7.1.153
Inf 0 Inf Significant up 2 Cellular Component:intracellular (GO:0005622),Biological Process:transport (GO:0006810)-- --
0.052353 4.57E-05 -4.25559 Significant down 2 Molecular Function:serine-type endopeptidase activity (GO:0004252),Biological Process:proteolysis (GO:0006508)mannan-binding lectin serine protease 13.4.21.-

Inf 0 Inf Significant up 5 Molecular Function:G-protein coupled receptor activity (GO:0004930),Molecular Function:calcium ion binding (GO:0005509),Biological Process:G-protein coupled receptor signaling pathway (GO:0007186),Cellular Component:membrane (GO:0016020),Cellular Component:integral component of membrane (GO:0016021)CD97 antigen--
Inf 0 Inf Significant up 1 Molecular Function:zinc ion binding (GO:0008270)paxillin --
0.950115 0.730088 -0.07383 NonsignificantNone 3 Biological Process:metabolic process (GO:0008152),Molecular Function:oxidoreductase activity (GO:0016491),Biological Process:oxidation-reduction process (GO:0055114)-- --

Inf 0 Inf Significant up 1 Cellular Component:membrane (GO:0016020)lectin, mannose-binding 1--
0.832177 0.746657 -0.26504 NonsignificantNone 2 Biological Process:biosynthetic process (GO:0009058),Biological Process:oxidation-reduction process (GO:0055114)fatty acid synthase, animal type2.3.1.85
0.604037 0.013725 -0.72729 NonsignificantNone 1 Molecular Function:ATP binding (GO:0005524)T-complex protein 1 subunit gamma--

Inf 0 Inf Significant up 3 Biological Process:metabolic process (GO:0008152),Molecular Function:oxidoreductase activity (GO:0016491),Biological Process:oxidation-reduction process (GO:0055114)-- --
Inf 0 Inf Significant up -- -- signal recognition particle subunit SRP9--
Inf 0 Inf Significant up -- -- cysteinyl-tRNA synthetase6.1.1.16
0.794954 0.704864 -0.33106 NonsignificantNone 4 Molecular Function:nucleotide binding (GO:0000166),Molecular Function:aminoacyl-tRNA ligase activity (GO:0004812),Molecular Function:ATP binding (GO:0005524),Biological Process:tRNA aminoacylation for protein translation (GO:0006418)seryl-tRNA synthetase6.1.1.11

Inf 0 Inf Significant up 1 Molecular Function:DNA primase activity (GO:0003896)DNA primase small subunit2.7.7.-
0.854361 0.275747 -0.22708 NonsignificantNone 3 Molecular Function:threonine-type endopeptidase activity (GO:0004298),Cellular Component:proteasome core complex (GO:0005839),Biological Process:proteolysis involved in cellular protein catabolic process (GO:0051603)20S proteasome subunit beta 43.4.25.1

Inf 0 Inf Significant up 7 Molecular Function:DNA binding (GO:0003677),Molecular Function:DNA helicase activity (GO:0003678),Molecular Function:ATP binding (GO:0005524),Cellular Component:nucleus (GO:0005634),Biological Process:DNA replication (GO:0006260),Biological Process:DNA replication initiation (GO:0006270),Cellular Component:MCM complex (GO:0042555)DNA replication licensing factor MCM23.6.4.12
0.158339 0.097858 -2.65892 NonsignificantNone 3 Molecular Function:calcium ion binding (GO:0005509),Cellular Component:extracellular region (GO:0005576),Biological Process:cell adhesion (GO:0007155)thrombospondin 2/3/4/5--
0.148828 0.041705 -2.74828 Significant down 3 Molecular Function:calcium ion binding (GO:0005509),Cellular Component:extracellular region (GO:0005576),Biological Process:cell adhesion (GO:0007155)thrombospondin 2/3/4/5--

Inf 0 Inf Significant up 2 Molecular Function:nucleic acid binding (GO:0003676),Biological Process:mRNA processing (GO:0006397)RNA-binding protein 25--
Inf 0 Inf Significant up 1 Molecular Function:protein binding (GO:0005515)numb --
Inf 0 Inf Significant up -- -- histidine triad (HIT) family protein--
Inf 0 Inf Significant up -- -- regulator of G-protein signaling--
Inf 0 Inf Significant up 3 Molecular Function:protein kinase activity (GO:0004672),Molecular Function:ATP binding (GO:0005524),Biological Process:protein phosphorylation (GO:0006468)glycogen synthase kinase 3 alpha2.7.11.26
Inf 0 Inf Significant up 3 Molecular Function:protein kinase activity (GO:0004672),Molecular Function:ATP binding (GO:0005524),Biological Process:protein phosphorylation (GO:0006468)glycogen synthase kinase 3 beta2.7.11.26
Inf 0 Inf Significant up -- -- 5'-nucleotidase3.1.3.5
1.301418 0.306807 0.380084 NonsignificantNone 4 Molecular Function:GMP synthase (glutamine-hydrolyzing) activity (GO:0003922),Molecular Function:ATP binding (GO:0005524),Biological Process:purine nucleotide biosynthetic process (GO:0006164),Biological Process:GMP biosynthetic process (GO:0006177)GMP synthase (glutamine-hydrolysing)6.3.5.2

Inf 0 Inf Significant up 5 Molecular Function:endonuclease activity (GO:0004519),Cellular Component:nucleus (GO:0005634),Biological Process:double-strand break repair (GO:0006302),Molecular Function:hydrolase activity (GO:0016787),Molecular Function:manganese ion binding (GO:0030145)double-strand break repair protein MRE11--
Inf 0 Inf Significant up 5 Molecular Function:GTPase activity (GO:0003924),Molecular Function:signal transducer activity (GO:0004871),Biological Process:G-protein coupled receptor signaling pathway (GO:0007186),Molecular Function:guanyl nucleotide binding (GO:0019001),Molecular Function:G-protein beta/gamma-subunit complex binding (GO:0031683)guanine nucleotide-binding protein G(q) subunit alpha--
Inf 0 Inf Significant up 3 Molecular Function:signal transducer activity (GO:0004871),Cellular Component:heterotrimeric G-protein complex (GO:0005834),Biological Process:G-protein coupled receptor signaling pathway (GO:0007186)guanine nucleotide-binding protein G(I)/G(S)/G(O) subunit gamma-4--
Inf 0 Inf Significant up 3 Molecular Function:signal transducer activity (GO:0004871),Cellular Component:heterotrimeric G-protein complex (GO:0005834),Biological Process:G-protein coupled receptor signaling pathway (GO:0007186)guanine nucleotide-binding protein G(I)/G(S)/G(O) subunit gamma-10--
0.011902 0.056949 -6.39266 NonsignificantNone 4 Molecular Function:metalloendopeptidase activity (GO:0004222),Biological Process:proteolysis (GO:0006508),Molecular Function:zinc ion binding (GO:0008270),Cellular Component:extracellular matrix (GO:0031012)matrix metalloproteinase-14 (membrane-inserted)3.4.24.80
1.202093 0.303994 0.265548 NonsignificantNone 2 Molecular Function:GDP-dissociation inhibitor activity (GO:0005092),Biological Process:small GTPase mediated signal transduction (GO:0007264)Rab GDP dissociation inhibitor--

Inf 0 Inf Significant up 3 Biological Process:sulfate transport (GO:0008272),Molecular Function:sulfate transmembrane transporter activity (GO:0015116),Cellular Component:integral component of membrane (GO:0016021)solute carrier family 26 (sulfate anion transporter), member 2--
0.169058 0.164578 -2.56441 NonsignificantNone -- -- serpin peptidase inhibitor, clade H, member 1--



Inf 0 Inf Significant up 2 Molecular Function:protein binding (GO:0005515),Molecular Function:zinc ion binding (GO:0008270)-- --
0.608344 0.034682 -0.71704 NonsignificantNone 1 Molecular Function:protein binding (GO:0005515)suppressor of tumorigenicity protein 13--
0.741879 0.60263 -0.43075 NonsignificantNone 2 Molecular Function:GTPase activity (GO:0003924),Molecular Function:GTP binding (GO:0005525)dynamin GTPase3.6.5.5
0.609079 0.112731 -0.7153 NonsignificantNone 1 Molecular Function:hydrolase activity (GO:0016787)bis(5'-nucleosidyl)-tetraphosphatase3.6.1.17

Inf 0 Inf Significant up -- -- kinetochore-associated protein 1--
Inf 0 Inf Significant up 1 Molecular Function:palmitoyl hydrolase activity (GO:0098599)palmitoyl-protein thioesterase3.1.2.22
0.345539 0.381987 -1.53308 NonsignificantNone 4 Molecular Function:structural constituent of ribosome (GO:0003735),Cellular Component:intracellular (GO:0005622),Cellular Component:ribosome (GO:0005840),Biological Process:translation (GO:0006412)large subunit ribosomal protein L14e--
1.381748 0.382461 0.466495 NonsignificantNone 1 Molecular Function:ATP binding (GO:0005524)T-complex protein 1 subunit theta--
1.56019 0.097975 0.641721 NonsignificantNone 1 Molecular Function:ATP binding (GO:0005524)T-complex protein 1 subunit delta--

4.138748 0.000137 2.049194 Significant up 2 Molecular Function:calcium ion binding (GO:0005509),Molecular Function:calcium-dependent phospholipid binding (GO:0005544)annexin A7/11--
Inf 0 Inf Significant up 2 Molecular Function:GTP binding (GO:0005525),Biological Process:small GTPase mediated signal transduction (GO:0007264)Ras-related protein Rab-5C--

5.70003 2.63E-05 2.51097 Significant up 2 Molecular Function:GTP binding (GO:0005525),Biological Process:small GTPase mediated signal transduction (GO:0007264)Ras-related protein Rab-7A--
Inf 0 Inf Significant up 2 Molecular Function:GTP binding (GO:0005525),Biological Process:small GTPase mediated signal transduction (GO:0007264)Ras-related protein Rab-9A--
Inf 0 Inf Significant up 2 Molecular Function:GTP binding (GO:0005525),Biological Process:small GTPase mediated signal transduction (GO:0007264)Ras-related protein Rab-27A--
Inf 0 Inf Significant up 5 Molecular Function:phosphatidylinositol phospholipase C activity (GO:0004435),Molecular Function:protein binding (GO:0005515),Biological Process:lipid metabolic process (GO:0006629),Biological Process:signal transduction (GO:0007165),Biological Process:intracellular signal transduction (GO:0035556)phosphatidylinositol phospholipase C, delta3.1.4.11
0.431262 0.025715 -1.21336 NonsignificantNone 1 Molecular Function:ATP binding (GO:0005524)galactokinase2.7.1.6

Inf 0 Inf Significant up 3 Cellular Component:endoplasmic reticulum (GO:0005783),Biological Process:intracellular protein transport (GO:0006886),Cellular Component:integral component of membrane (GO:0016021)B-cell receptor-associated protein 31--
Inf 0 Inf Significant up 1 Molecular Function:S-adenosylmethionine-dependent methyltransferase activity (GO:0008757)thiopurine S-methyltransferase2.1.1.67
Inf 0 Inf Significant up -- -- ubiquitin-conjugating enzyme E2 D2.3.2.23
Inf 0 Inf Significant up 1 Cellular Component:integral component of membrane (GO:0016021)-- --
Inf 0 Inf Significant up 4 Molecular Function:voltage-gated chloride channel activity (GO:0005247),Biological Process:chloride transport (GO:0006821),Cellular Component:membrane (GO:0016020),Biological Process:transmembrane transport (GO:0055085)chloride channel 6--
Inf 0 Inf Significant up 4 Molecular Function:voltage-gated chloride channel activity (GO:0005247),Biological Process:chloride transport (GO:0006821),Cellular Component:membrane (GO:0016020),Biological Process:transmembrane transport (GO:0055085)chloride channel 7--
Inf 0 Inf Significant up 2 Cellular Component:integral component of membrane (GO:0016021),Biological Process:vesicle-mediated transport (GO:0016192)vesicle-associated membrane protein 7--
Inf 0 Inf Significant up 4 Molecular Function:protein kinase activity (GO:0004672),Molecular Function:protein serine/threonine kinase activity (GO:0004674),Molecular Function:ATP binding (GO:0005524),Biological Process:protein phosphorylation (GO:0006468)ribosomal protein S6 kinase alpha-1/2/3/62.7.11.1
Inf 0 Inf Significant up 6 Molecular Function:adenylate cyclase activity (GO:0004016),Cellular Component:plasma membrane (GO:0005886),Biological Process:cAMP biosynthetic process (GO:0006171),Biological Process:cyclic nucleotide biosynthetic process (GO:0009190),Molecular Function:phosphorus-oxygen lyase activity (GO:0016849),Biological Process:intracellular signal transduction (GO:0035556)adenylate cyclase 74.6.1.1
0.094944 0.060304 -3.39679 NonsignificantNone 1 Molecular Function:protein binding (GO:0005515)lumican --
1.098988 0.130682 0.136175 NonsignificantNone 3 Molecular Function:phosphogluconate dehydrogenase (decarboxylating) activity (GO:0004616),Biological Process:pentose-phosphate shunt (GO:0006098),Biological Process:oxidation-reduction process (GO:0055114)-- --

Inf 0 Inf Significant up 1 Molecular Function:nucleic acid binding (GO:0003676)heterogeneous nuclear ribonucleoprotein M--
Inf 0 Inf Significant up 5 Molecular Function:protein binding (GO:0005515),Cellular Component:nucleus (GO:0005634),Cellular Component:cytoplasm (GO:0005737),Biological Process:protein import into nucleus (GO:0006606),Molecular Function:protein transporter activity (GO:0008565)importin subunit alpha-2--
Inf 0 Inf Significant up 5 Molecular Function:protein binding (GO:0005515),Cellular Component:nucleus (GO:0005634),Cellular Component:cytoplasm (GO:0005737),Biological Process:protein import into nucleus (GO:0006606),Molecular Function:protein transporter activity (GO:0008565)importin subunit alpha-1--
Inf 0 Inf Significant up 1 Molecular Function:protein binding (GO:0005515)-- --
Inf 0 Inf Significant up 3 Biological Process:amino acid transmembrane transport (GO:0003333),Molecular Function:amino acid transmembrane transporter activity (GO:0015171),Cellular Component:membrane (GO:0016020)solute carrier family 7 (cationic amino acid transporter), member 2--
Inf 0 Inf Significant up 1 Molecular Function:GTPase activator activity (GO:0005096)Arf-GAP domain and FG repeats-containing protein 1--
Inf 0 Inf Significant up 2 Cellular Component:transcription factor TFIIA complex (GO:0005672),Biological Process:transcription initiation from RNA polymerase II promoter (GO:0006367)transcription initiation factor TFIIA large subunit--
Inf 0 Inf Significant up 3 Molecular Function:ATP binding (GO:0005524),Biological Process:mismatch repair (GO:0006298),Molecular Function:mismatched DNA binding (GO:0030983)DNA mismatch repair protein MSH6--
0.204002 0.019931 -2.29335 Significant down -- -- 2-iminobutanoate/2-iminopropanoate deaminase3.5.99.10

Inf 0 Inf Significant up 2 Molecular Function:ATP binding (GO:0005524),Biological Process:carbohydrate metabolic process (GO:0005975)hexokinase2.7.1.1
Inf 0 Inf Significant up 1 Cellular Component:membrane (GO:0016020)ephrin-B --
#NAME? 0 #NAME? Significant down 2 Molecular Function:hormone activity (GO:0005179),Cellular Component:extracellular region (GO:0005576)-- --

Inf 0 Inf Significant up 2 Molecular Function:metalloendopeptidase activity (GO:0004222),Biological Process:proteolysis (GO:0006508)thimet oligopeptidase3.4.24.15
2.636797 0.001871 1.398787 NonsignificantNone 2 Cellular Component:F-actin capping protein complex (GO:0008290),Biological Process:barbed-end actin filament capping (GO:0051016)capping protein (actin filament) muscle Z-line, alpha--

Inf 0 Inf Significant up 5 Molecular Function:biliverdin reductase activity (GO:0004074),Molecular Function:zinc ion binding (GO:0008270),Molecular Function:oxidoreductase activity (GO:0016491),Biological Process:heme catabolic process (GO:0042167),Biological Process:oxidation-reduction process (GO:0055114)biliverdin reductase1.3.1.24
Inf 0 Inf Significant up -- -- -- --
0.785544 0.334508 -0.34824 NonsignificantNone 3 Molecular Function:catalytic activity (GO:0003824),Biological Process:metabolic process (GO:0008152),Molecular Function:cofactor binding (GO:0048037)ATP citrate (pro-S)-lyase2.3.3.8
0.376132 0.426222 -1.41069 NonsignificantNone 6 Molecular Function:structural molecule activity (GO:0005198),Molecular Function:protein binding (GO:0005515),Biological Process:intracellular protein transport (GO:0006886),Biological Process:vesicle-mediated transport (GO:0016192),Cellular Component:membrane coat (GO:0030117),Cellular Component:COPI vesicle coat (GO:0030126)coatomer subunit alpha--
0.110444 0.068349 -3.17861 NonsignificantNone 2 Biological Process:proteolysis (GO:0006508),Molecular Function:cysteine-type peptidase activity (GO:0008234)cathepsin C3.4.14.1

Inf 0 Inf Significant up 5 Molecular Function:structural molecule activity (GO:0005198),Biological Process:intracellular protein transport (GO:0006886),Biological Process:vesicle-mediated transport (GO:0016192),Cellular Component:clathrin coat of trans-Golgi network vesicle (GO:0030130),Cellular Component:clathrin coat of coated pit (GO:0030132)clathrin heavy chain--
4.949512 7.37E-05 2.307286 Significant up -- -- AP-2 complex subunit sigma-1--

Inf 0 Inf Significant up 4 Molecular Function:transporter activity (GO:0005215),Biological Process:transport (GO:0006810),Cellular Component:membrane (GO:0016020),Biological Process:transmembrane transport (GO:0055085)solute carrier family 5 (sodium/myo-inositol cotransporter), member 3--
Inf 0 Inf Significant up -- -- -- --
Inf 0 Inf Significant up 5 Molecular Function:nucleotide binding (GO:0000166),Molecular Function:arginine-tRNA ligase activity (GO:0004814),Molecular Function:ATP binding (GO:0005524),Cellular Component:cytoplasm (GO:0005737),Biological Process:arginyl-tRNA aminoacylation (GO:0006420)arginyl-tRNA synthetase6.1.1.19
Inf 0 Inf Significant up 2 Molecular Function:thiol-dependent ubiquitin-specific protease activity (GO:0004843),Biological Process:protein deubiquitination (GO:0016579)Ataxin-3 3.4.22.-
0.505591 0.147329 -0.98396 NonsignificantNone -- -- voltage-dependent calcium channel alpha-2/delta-1--
0.013871 0.504356 -6.17176 NonsignificantNone 5 Molecular Function:tRNA binding (GO:0000049),Molecular Function:nucleotide binding (GO:0000166),Molecular Function:aminoacyl-tRNA ligase activity (GO:0004812),Molecular Function:ATP binding (GO:0005524),Biological Process:tRNA aminoacylation for protein translation (GO:0006418)tyrosyl-tRNA synthetase6.1.1.1

Inf 0 Inf Significant up 2 Biological Process:protein deubiquitination (GO:0016579),Molecular Function:thiol-dependent ubiquitinyl hydrolase activity (GO:0036459)ubiquitin carboxyl-terminal hydrolase 143.4.19.12
Inf 0 Inf Significant up -- -- 5'-AMP-activated protein kinase, regulatory gamma subunit--
3.567048 0.00027 1.834731 NonsignificantNone -- -- heat shock 70kDa protein 1/2/6/8--

Inf 0 Inf Significant up 2 Molecular Function:catalytic activity (GO:0003824),Biological Process:metabolic process (GO:0008152)branched-chain amino acid aminotransferase2.6.1.42



Inf 0 Inf Significant up 4 Molecular Function:damaged DNA binding (GO:0003684),Molecular Function:protein binding (GO:0005515),Biological Process:nucleotide-excision repair (GO:0006289),Biological Process:proteasome-mediated ubiquitin-dependent protein catabolic process (GO:0043161)UV excision repair protein RAD23--
Inf 0 Inf Significant up 3 Molecular Function:protein kinase activity (GO:0004672),Molecular Function:protein binding (GO:0005515),Biological Process:protein phosphorylation (GO:0006468)Eph receptor B42.7.10.1
Inf 0 Inf Significant up 3 Molecular Function:protein kinase activity (GO:0004672),Molecular Function:protein binding (GO:0005515),Biological Process:protein phosphorylation (GO:0006468)Eph receptor A42.7.10.1
Inf 0 Inf Significant up 1 Cellular Component:integral component of membrane (GO:0016021)-- --
0.154107 0.103753 -2.69799 NonsignificantNone 1 Cellular Component:microfibril (GO:0001527)-- --

Inf 0 Inf Significant up 5 Molecular Function:transporter activity (GO:0005215),Biological Process:transport (GO:0006810),Biological Process:ion transport (GO:0006811),Cellular Component:membrane (GO:0016020),Biological Process:transmembrane transport (GO:0055085)solute carrier family 12 (sodium/potassium/chloride transporter), member 2--
Inf 0 Inf Significant up 1 Molecular Function:GTP binding (GO:0005525)uncharacterized protein--
Inf 0 Inf Significant up 1 Molecular Function:lipid binding (GO:0008289)phospholipid transfer protein--
0.416646 0.013221 -1.26311 NonsignificantNone 1 Molecular Function:ATP binding (GO:0005524)transitional endoplasmic reticulum ATPase--

Inf 0 Inf Significant up -- -- -- --
Inf 0 Inf Significant up 3 Molecular Function:G-protein coupled receptor activity (GO:0004930),Biological Process:G-protein coupled receptor signaling pathway (GO:0007186),Cellular Component:integral component of membrane (GO:0016021)coagulation factor II (thrombin) receptor-like 1--
Inf 0 Inf Significant up 2 Molecular Function:protein binding (GO:0005515),Biological Process:signal transduction (GO:0007165)afadin --
1.035719 0.777436 0.050632 NonsignificantNone -- -- adenosine kinase2.7.1.20
#NAME? 0 #NAME? Significant down -- -- laminin, beta 2--
0.042786 0.036687 -4.54671 Significant down 3 Molecular Function:calcium ion binding (GO:0005509),Biological Process:homophilic cell adhesion via plasma membrane adhesion molecules (GO:0007156),Cellular Component:membrane (GO:0016020)cadherin 6, type 2, K-cadherin--
0.261642 0.084215 -1.93433 NonsignificantNone 3 Molecular Function:calcium ion binding (GO:0005509),Biological Process:homophilic cell adhesion via plasma membrane adhesion molecules (GO:0007156),Cellular Component:membrane (GO:0016020)cadherin 11, type 2, OB-cadherin--
0.225629 0.005595 -2.14797 Significant down 3 Molecular Function:calcium ion binding (GO:0005509),Biological Process:homophilic cell adhesion via plasma membrane adhesion molecules (GO:0007156),Cellular Component:membrane (GO:0016020)cadherin 13, H-cadherin--
2.176212 0.034773 1.121819 NonsignificantNone -- -- small ubiquitin-related modifier--
0.878093 0.151611 -0.18755 NonsignificantNone 1 Molecular Function:nucleic acid binding (GO:0003676)translation initiation factor 3 subunit B--

Inf 0 Inf Significant up 4 Molecular Function:nucleotide binding (GO:0000166),Molecular Function:aminoacyl-tRNA ligase activity (GO:0004812),Molecular Function:ATP binding (GO:0005524),Biological Process:tRNA aminoacylation for protein translation (GO:0006418)methionyl-tRNA synthetase6.1.1.10
Inf 0 Inf Significant up 2 Biological Process:mature ribosome assembly (GO:0042256),Molecular Function:ribosome binding (GO:0043022)translation initiation factor 6--
Inf 0 Inf Significant up 3 Biological Process:metabolic process (GO:0008152),Molecular Function:NAD binding (GO:0051287),Biological Process:oxidation-reduction process (GO:0055114)C-terminal binding protein--
Inf 0 Inf Significant up -- -- -- --
Inf 0 Inf Significant up 1 Molecular Function:GTP binding (GO:0005525)ADP-ribosylation factor-like protein 4--
Inf 0 Inf Significant up 1 Molecular Function:protein binding (GO:0005515)breast cancer anti-estrogen resistance 1--
Inf 0 Inf Significant up 1 Molecular Function:protein binding (GO:0005515)ubiquitin-associated and SH3 domain-containing protein3.1.3.48
Inf 0 Inf Significant up -- -- junctional adhesion molecule 2--
Inf 0 Inf Significant up 1 Cellular Component:integral component of membrane (GO:0016021)transmembrane protein 33--
Inf 0 Inf Significant up 1 Molecular Function:protein binding (GO:0005515)coronin-7 --
Inf 0 Inf Significant up -- -- gasdermin-D--
Inf 0 Inf Significant up -- -- -- --
Inf 0 Inf Significant up 3 Molecular Function:signal transducer activity (GO:0004871),Cellular Component:heterotrimeric G-protein complex (GO:0005834),Biological Process:G-protein coupled receptor signaling pathway (GO:0007186)guanine nucleotide-binding protein G(I)/G(S)/G(O) subunit gamma-2--
6.247502 0.003586 2.643279 Significant up 4 Cellular Component:Arp2/3 protein complex (GO:0005885),Cellular Component:actin cytoskeleton (GO:0015629),Biological Process:actin filament polymerization (GO:0030041),Biological Process:Arp2/3 complex-mediated actin nucleation (GO:0034314)actin related protein 2/3 complex, subunit 4--
3.708114 0.000719 1.890686 NonsignificantNone 1 Cellular Component:integral component of membrane (GO:0016021)CD81 antigen--
1.402425 0.108142 0.487924 NonsignificantNone 2 Molecular Function:triose-phosphate isomerase activity (GO:0004807),Biological Process:metabolic process (GO:0008152)triosephosphate isomerase (TIM)5.3.1.1
0.527376 0.190711 -0.9231 NonsignificantNone 1 Molecular Function:protein binding (GO:0005515)translation initiation factor 3 subunit E--

Inf 0 Inf Significant up -- -- protein transport protein SEC61 subunit beta--
Inf 0 Inf Significant up 1 Molecular Function:hydrolase activity (GO:0016787)serine/threonine-protein phosphatase 4 catalytic subunit3.1.3.16
Inf 0 Inf Significant up -- -- GABA(A) receptor-associated protein--
0.371294 0.012522 -1.42937 NonsignificantNone 1 Molecular Function:calcium ion binding (GO:0005509)myosin light chain 6--
2.254585 0.000619 1.172862 NonsignificantNone -- -- actin beta/gamma 1--
4.822172 5.45E-05 2.269683 Significant up 2 Molecular Function:GTP binding (GO:0005525),Biological Process:small GTPase mediated signal transduction (GO:0007264)Ras-related C3 botulinum toxin substrate 3--
2.312943 7.31E-05 1.20973 NonsignificantNone 2 Molecular Function:nucleic acid binding (GO:0003676),Molecular Function:ATP binding (GO:0005524)translation initiation factor 4A--
1.010902 0.936978 0.015644 NonsignificantNone -- -- small subunit ribosomal protein S20e--
0.989624 0.885985 -0.01505 NonsignificantNone 5 Molecular Function:endopeptidase activity (GO:0004175),Molecular Function:threonine-type endopeptidase activity (GO:0004298),Cellular Component:proteasome core complex (GO:0005839),Biological Process:ubiquitin-dependent protein catabolic process (GO:0006511),Biological Process:proteolysis involved in cellular protein catabolic process (GO:0051603)20S proteasome subunit alpha 13.4.25.1

Inf 0 Inf Significant up -- -- calpactin-1 light chain--
4.369577 0.001122 2.127494 Significant up 2 Molecular Function:GTP binding (GO:0005525),Biological Process:small GTPase mediated signal transduction (GO:0007264)cell division control protein 42--
1.734212 0.001644 0.794281 NonsignificantNone 2 Molecular Function:actin binding (GO:0003779),Cellular Component:intracellular (GO:0005622)destrin (actin-depolymerizing factor)--

Inf 0 Inf Significant up 2 Molecular Function:actin binding (GO:0003779),Cellular Component:intracellular (GO:0005622)-- --
0.029374 0.129236 -5.08929 NonsignificantNone 4 Molecular Function:GTP binding (GO:0005525),Biological Process:SRP-dependent cotranslational protein targeting to membrane (GO:0006614),Molecular Function:7S RNA binding (GO:0008312),Cellular Component:signal recognition particle (GO:0048500)signal recognition particle subunit SRP543.6.5.4
2.455781 0.003067 1.296182 NonsignificantNone 2 Molecular Function:GTP binding (GO:0005525),Biological Process:small GTPase mediated signal transduction (GO:0007264)Ras-related protein Rab-2A--

Inf 0 Inf Significant up 2 Molecular Function:GTP binding (GO:0005525),Biological Process:small GTPase mediated signal transduction (GO:0007264)Ras-related protein Rab-5B--
3.325968 0.003341 1.733774 NonsignificantNone 2 Molecular Function:GTP binding (GO:0005525),Biological Process:small GTPase mediated signal transduction (GO:0007264)Ras-related protein Rab-10--

Inf 0 Inf Significant up -- -- ubiquitin-conjugating enzyme E2 D2.3.2.23
Inf 0 Inf Significant up -- -- ubiquitin-conjugating enzyme E2 M--
Inf 0 Inf Significant up -- -- ubiquitin-conjugating enzyme (huntingtin interacting protein 2)2.3.2.23
Inf 0 Inf Significant up -- -- ubiquitin-conjugating enzyme E2 N2.3.2.23
Inf 0 Inf Significant up 2 Molecular Function:GTP binding (GO:0005525),Biological Process:small GTPase mediated signal transduction (GO:0007264)Ras-related protein Rab-14--



3.783405 0.002357 1.919685 NonsignificantNone -- -- actin-related protein 2--
Inf 0 Inf Significant up -- -- centractin --
2.740429 8.17E-05 1.454402 NonsignificantNone 1 Molecular Function:GTP binding (GO:0005525)ADP-ribosylation factor 3--

Inf 0 Inf Significant up 2 Molecular Function:ATP binding (GO:0005524),Molecular Function:ATPase activity (GO:0016887)ATP-binding cassette, sub-family E, member 1--
1.392751 0.306434 0.477938 NonsignificantNone 2 Molecular Function:GTP binding (GO:0005525),Biological Process:small GTPase mediated signal transduction (GO:0007264)Ras-related protein Rap-1B--
0.91774 0.790102 -0.12384 NonsignificantNone 3 Molecular Function:structural constituent of ribosome (GO:0003735),Cellular Component:ribosome (GO:0005840),Biological Process:translation (GO:0006412)small subunit ribosomal protein S3Ae--

Inf 0 Inf Significant up 1 Cellular Component:proteasome activator complex (GO:0008537)proteasome activator subunit 3 (PA28 gamma)--
0.577792 0.139879 -0.79138 NonsignificantNone 3 Molecular Function:structural constituent of ribosome (GO:0003735),Cellular Component:ribosome (GO:0005840),Biological Process:translation (GO:0006412)large subunit ribosomal protein L15e--
0.091347 0.000619 -3.4525 Significant down 4 Molecular Function:structural constituent of ribosome (GO:0003735),Cellular Component:intracellular (GO:0005622),Cellular Component:ribosome (GO:0005840),Biological Process:translation (GO:0006412)large subunit ribosomal protein L27e--

Inf 0 Inf Significant up -- -- V-type H+-transporting ATPase subunit d--
Inf 0 Inf Significant up 2 Biological Process:tetrahydrobiopterin biosynthetic process (GO:0006729),Molecular Function:4-alpha-hydroxytetrahydrobiopterin dehydratase activity (GO:0008124)4a-hydroxytetrahydrobiopterin dehydratase4.2.1.96
Inf 0 Inf Significant up 2 Molecular Function:GTP binding (GO:0005525),Biological Process:small GTPase mediated signal transduction (GO:0007264)Ras homolog gene family, member A--
Inf 0 Inf Significant up 2 Molecular Function:GTP binding (GO:0005525),Biological Process:small GTPase mediated signal transduction (GO:0007264)Rho family GTPase 3--
Inf 0 Inf Significant up -- -- -- --
Inf 0 Inf Significant up 2 Biological Process:vesicle docking involved in exocytosis (GO:0006904),Biological Process:vesicle-mediated transport (GO:0016192)syntaxin-binding protein 1--
0.100822 0.055933 -3.31012 NonsignificantNone -- -- beta-2-microglobulin--

Inf 0 Inf Significant up -- -- coatomer subunit zeta--
Inf 0 Inf Significant up -- -- ubiquitin-fold modifier 1--
Inf 0 Inf Significant up -- -- AP-1 complex subunit sigma 1/2--
Inf 0 Inf Significant up 2 Cellular Component:intracellular (GO:0005622),Biological Process:transport (GO:0006810)-- --
0.998161 0.998065 -0.00266 NonsignificantNone 1 Molecular Function:RNA binding (GO:0003723)heterogeneous nuclear ribonucleoprotein K--
2.528289 0.000124 1.338161 NonsignificantNone -- -- 14-3-3 protein gamma/eta--

Inf 0 Inf Significant up 2 Molecular Function:GTP binding (GO:0005525),Biological Process:small GTPase mediated signal transduction (GO:0007264)Ras-related protein R-Ras2--
Inf 0 Inf Significant up 1 Cellular Component:integral component of membrane (GO:0016021)tetraspanin-5--
1.378372 0.007722 0.462965 NonsignificantNone 1 Molecular Function:hydrolase activity (GO:0016787)serine/threonine-protein phosphatase PP1 catalytic subunit3.1.3.16
3.224056 0.000242 1.688877 NonsignificantNone 1 Molecular Function:calcium ion binding (GO:0005509)calmodulin--

Inf 0 Inf Significant up 1 Molecular Function:calcium ion binding (GO:0005509)neuronal calcium sensor 1--
1.455229 0.121973 0.541246 NonsignificantNone 1 Molecular Function:ATP binding (GO:0005524)26S proteasome regulatory subunit T2--
0.46839 0.001985 -1.09422 NonsignificantNone 1 Molecular Function:ATP binding (GO:0005524)26S proteasome regulatory subunit T6--

0.601946 0.188788 -0.73229 NonsignificantNone -- -- small subunit ribosomal protein S8e--
0.42568 0.000212 -1.23216 NonsignificantNone 3 Molecular Function:structural constituent of ribosome (GO:0003735),Cellular Component:ribosome (GO:0005840),Biological Process:translation (GO:0006412)small subunit ribosomal protein S16e--

Inf 0 Inf Significant up -- -- ubiquitin-conjugating enzyme E2 H2.3.2.23
3.799167 0.001356 1.925683 NonsignificantNone -- -- 14-3-3 protein epsilon--
0.454856 0.005299 -1.13652 NonsignificantNone 3 Molecular Function:structural constituent of ribosome (GO:0003735),Cellular Component:ribosome (GO:0005840),Biological Process:translation (GO:0006412)small subunit ribosomal protein S14e--
0.832317 0.207926 -0.2648 NonsignificantNone 4 Molecular Function:structural constituent of ribosome (GO:0003735),Cellular Component:intracellular (GO:0005622),Cellular Component:ribosome (GO:0005840),Biological Process:translation (GO:0006412)small subunit ribosomal protein S23e--
0.450835 0.078596 -1.14933 NonsignificantNone 5 Molecular Function:RNA binding (GO:0003723),Molecular Function:structural constituent of ribosome (GO:0003735),Cellular Component:intracellular (GO:0005622),Cellular Component:ribosome (GO:0005840),Biological Process:translation (GO:0006412)small subunit ribosomal protein S18e--
0.408762 0.004819 -1.29067 NonsignificantNone 4 Molecular Function:structural constituent of ribosome (GO:0003735),Cellular Component:intracellular (GO:0005622),Cellular Component:ribosome (GO:0005840),Biological Process:translation (GO:0006412)small subunit ribosomal protein S13e--
0.602615 0.021505 -0.73069 NonsignificantNone 4 Molecular Function:structural constituent of ribosome (GO:0003735),Cellular Component:intracellular (GO:0005622),Cellular Component:ribosome (GO:0005840),Biological Process:translation (GO:0006412)small subunit ribosomal protein S11e--

Inf 0 Inf Significant up -- -- small nuclear ribonucleoprotein F--
Inf 0 Inf Significant up -- -- U6 snRNA-associated Sm-like protein LSm3--
0.412342 0.151059 -1.27808 NonsignificantNone -- -- small nuclear ribonucleoprotein D3--
0.147041 0.273824 -2.76571 NonsignificantNone 2 Molecular Function:actin monomer binding (GO:0003785),Biological Process:actin filament organization (GO:0007015)thymosin, beta 4--
6.748328 0.001069 2.75453 Significant up 1 Molecular Function:GTP binding (GO:0005525)ADP-ribosylation factor 6--
0.346646 0.202378 -1.52847 NonsignificantNone 1 Molecular Function:ATP binding (GO:0005524)26S proteasome regulatory subunit T4--
0.536197 0.045173 -0.89917 NonsignificantNone -- -- large subunit ribosomal protein L7Ae--

Inf 0 Inf Significant up 2 Molecular Function:nucleic acid binding (GO:0003676),Molecular Function:zinc ion binding (GO:0008270)cellular nucleic acid-binding protein--
0.316736 0.111873 -1.65865 NonsignificantNone 1 Molecular Function:RNA binding (GO:0003723)small subunit ribosomal protein S4e--
1.647676 0.005279 0.720433 NonsignificantNone -- -- actin, aortic smooth muscle--

Inf 0 Inf Significant up 2 Molecular Function:GTP binding (GO:0005525),Biological Process:small GTPase mediated signal transduction (GO:0007264)Ras homolog gene family, member B--
0.485117 0.277075 -1.0436 NonsignificantNone 3 Molecular Function:structural constituent of ribosome (GO:0003735),Cellular Component:ribosome (GO:0005840),Biological Process:translation (GO:0006412)large subunit ribosomal protein L23Ae--
0.282938 0.248642 -1.82144 NonsignificantNone 4 Molecular Function:structural constituent of ribosome (GO:0003735),Cellular Component:intracellular (GO:0005622),Cellular Component:ribosome (GO:0005840),Biological Process:translation (GO:0006412)small subunit ribosomal protein S6e--
4.606445 0.001406 2.203654 Significant up -- -- histone H4--
1.192077 0.125911 0.253477 NonsignificantNone 2 Molecular Function:GTP binding (GO:0005525),Biological Process:small GTPase mediated signal transduction (GO:0007264)Ras-related protein Rab-1A--
1.024562 0.917662 0.035008 NonsignificantNone 2 Molecular Function:GTP binding (GO:0005525),Biological Process:small GTPase mediated signal transduction (GO:0007264)GTP-binding nuclear protein Ran--

Inf 0 Inf Significant up 3 Molecular Function:structural constituent of ribosome (GO:0003735),Cellular Component:ribosome (GO:0005840),Biological Process:translation (GO:0006412)large subunit ribosomal protein L23e--
4.000717 0.000284 2.000258 Significant up 2 Molecular Function:GTP binding (GO:0005525),Biological Process:small GTPase mediated signal transduction (GO:0007264)Ras-related protein Rap-1A--

Inf 0 Inf Significant up 3 Molecular Function:structural constituent of ribosome (GO:0003735),Cellular Component:ribosome (GO:0005840),Biological Process:translation (GO:0006412)small subunit ribosomal protein S15e--
Inf 0 Inf Significant up 4 Molecular Function:structural constituent of ribosome (GO:0003735),Cellular Component:intracellular (GO:0005622),Cellular Component:ribosome (GO:0005840),Biological Process:translation (GO:0006412)small subunit ribosomal protein S24e--



0.308653 0.149327 -1.69594 NonsignificantNone -- -- small subunit ribosomal protein S25e--
0.629707 0.065084 -0.66725 NonsignificantNone 4 Molecular Function:structural constituent of ribosome (GO:0003735),Cellular Component:intracellular (GO:0005622),Cellular Component:ribosome (GO:0005840),Biological Process:translation (GO:0006412)small subunit ribosomal protein S26e--
1.267947 0.276323 0.342494 NonsignificantNone 4 Molecular Function:structural constituent of ribosome (GO:0003735),Cellular Component:intracellular (GO:0005622),Cellular Component:ribosome (GO:0005840),Biological Process:translation (GO:0006412)small subunit ribosomal protein S28e--

Inf 0 Inf Significant up 1 Molecular Function:protein binding (GO:0005515)guanine nucleotide-binding protein G(I)/G(S)/G(T) subunit beta-1--
Inf 0 Inf Significant up 1 Molecular Function:zinc ion binding (GO:0008270)RING-box protein 1--
5.331127 0.003605 2.414441 Significant up 1 Molecular Function:protein binding (GO:0005515)guanine nucleotide-binding protein G(I)/G(S)/G(T) subunit beta-2--

Inf 0 Inf Significant up 3 Molecular Function:structural constituent of ribosome (GO:0003735),Cellular Component:ribosome (GO:0005840),Biological Process:translation (GO:0006412)large subunit ribosomal protein L31e--
0.333671 0.002501 -1.5835 NonsignificantNone -- -- large subunit ribosomal protein L10Ae--
0.232509 0.012105 -2.10464 Significant down 4 Molecular Function:structural constituent of ribosome (GO:0003735),Cellular Component:intracellular (GO:0005622),Cellular Component:ribosome (GO:0005840),Biological Process:translation (GO:0006412)large subunit ribosomal protein L8e--
3.208144 0.000309 1.681739 NonsignificantNone 3 Biological Process:protein peptidyl-prolyl isomerization (GO:0000413),Molecular Function:peptidyl-prolyl cis-trans isomerase activity (GO:0003755),Biological Process:protein folding (GO:0006457)peptidyl-prolyl cis-trans isomerase A (cyclophilin A)5.2.1.8
0.34053 0.030264 -1.55415 NonsignificantNone -- -- FK506-binding protein 15.2.1.8

1.624564 0.009101 0.700053 NonsignificantNone 4 Molecular Function:structural constituent of ribosome (GO:0003735),Molecular Function:protein binding (GO:0005515),Cellular Component:ribosome (GO:0005840),Biological Process:translation (GO:0006412)small subunit ribosomal protein S27Ae--
Inf 0 Inf Significant up 1 Molecular Function:protein binding (GO:0005515)growth factor receptor-binding protein 2--
0.015017 0.017794 -6.05722 Significant down 1 Molecular Function:nucleic acid binding (GO:0003676)transformer-2 protein--
0.622653 0.508304 -0.6835 NonsignificantNone 4 Biological Process:intracellular protein transport (GO:0006886),Biological Process:vesicle-mediated transport (GO:0016192),Cellular Component:membrane coat (GO:0030117),Cellular Component:clathrin adaptor complex (GO:0030131)AP-2 complex subunit beta-1--

Inf 0 Inf Significant up 5 Molecular Function:GTPase activity (GO:0003924),Molecular Function:signal transducer activity (GO:0004871),Biological Process:G-protein coupled receptor signaling pathway (GO:0007186),Molecular Function:guanyl nucleotide binding (GO:0019001),Molecular Function:G-protein beta/gamma-subunit complex binding (GO:0031683)guanine nucleotide-binding protein G(i) subunit alpha--
Inf 0 Inf Significant up 1 Molecular Function:calcium ion binding (GO:0005509)serine/threonine-protein phosphatase 2B regulatory subunit--
2.021022 0.015185 1.015085 NonsignificantNone -- -- 14-3-3 protein beta/theta/zeta--

Inf 0 Inf Significant up -- -- small ubiquitin-related modifier--
Inf 0 Inf Significant up 2 Biological Process:microtubule-based process (GO:0007017),Cellular Component:dynein complex (GO:0030286)dynein light chain LC8-type--
Inf 0 Inf Significant up 4 Molecular Function:structural constituent of ribosome (GO:0003735),Cellular Component:intracellular (GO:0005622),Cellular Component:ribosome (GO:0005840),Biological Process:translation (GO:0006412)large subunit ribosomal protein L38e--
Inf 0 Inf Significant up 1 Biological Process:ubiquitin-dependent protein catabolic process (GO:0006511)S-phase kinase-associated protein 1--
Inf 0 Inf Significant up 3 Molecular Function:signal transducer activity (GO:0004871),Cellular Component:heterotrimeric G-protein complex (GO:0005834),Biological Process:G-protein coupled receptor signaling pathway (GO:0007186)guanine nucleotide-binding protein G(I)/G(S)/G(O) subunit gamma-5--
1.112151 0.233694 0.153352 NonsignificantNone 1 Molecular Function:protein binding (GO:0005515)guanine nucleotide-binding protein subunit beta-2-like 1 protein--
3.996431 0.018376 1.998712 NonsignificantNone -- -- actin beta/gamma 1--

Inf 0 Inf Significant up -- -- ubiquitin-conjugating enzyme E2 I--
1.337253 0.016362 0.419272 NonsignificantNone 1 Molecular Function:hydrolase activity (GO:0016787)serine/threonine-protein phosphatase 2A catalytic subunit3.1.3.16

Inf 0 Inf Significant up 1 Molecular Function:DNA binding (GO:0003677)Y-box-binding protein 1--
0.73859 0.503336 -0.43715 NonsignificantNone 2 Cellular Component:protein kinase CK2 complex (GO:0005956),Molecular Function:protein kinase regulator activity (GO:0019887)casein kinase II subunit beta--

0.419343 0.085424 -1.2538 NonsignificantNone -- -- tropomyosin 4--
Inf 0 Inf Significant up -- -- ubiquitin-conjugating enzyme E2 L32.3.2.23
1.156592 0.188439 0.20988 NonsignificantNone 1 Molecular Function:GTP binding (GO:0005525)elongation factor 1-alpha--

0.1586 0.098223 -2.65654 NonsignificantNone 1 Molecular Function:GTPase activity (GO:0003924)tubulin alpha--
0.052107 0.078348 -4.26239 NonsignificantNone 1 Molecular Function:GTPase activity (GO:0003924)tubulin alpha--
0.399708 0.156558 -1.32298 NonsignificantNone 1 Molecular Function:GTPase activity (GO:0003924)tubulin beta--
0.931596 0.79516 -0.10222 NonsignificantNone 3 Molecular Function:protein kinase activity (GO:0004672),Molecular Function:ATP binding (GO:0005524),Biological Process:protein phosphorylation (GO:0006468)casein kinase II subunit alpha2.7.11.1

Inf 0 Inf Significant up -- -- platelet-activating factor acetylhydrolase IB subunit beta/gamma3.1.1.47
Inf 0 Inf Significant up 1 Molecular Function:DNA binding (GO:0003677)histone H3--
0.147139 3.57E-05 -2.76475 Significant down 2 Molecular Function:oxygen binding (GO:0019825),Molecular Function:heme binding (GO:0020037)hemoglobin subunit gamma--
0.151096 8.31E-06 -2.72646 Significant down 2 Molecular Function:oxygen binding (GO:0019825),Molecular Function:heme binding (GO:0020037)hemoglobin subunit alpha--

Inf 0 Inf Significant up -- -- coxsackievirus and adenovirus receptor--
Inf 0 Inf Significant up -- -- signal-regulatory protein alpha/beta1/gamma--
Inf 0 Inf Significant up 2 Molecular Function:RNA binding (GO:0003723),Molecular Function:protein binding (GO:0005515)translation initiation factor 4G--
Inf 0 Inf Significant up 2 Molecular Function:phosphatidylinositol phosphate kinase activity (GO:0016307),Biological Process:phosphatidylinositol metabolic process (GO:0046488)1-phosphatidylinositol-5-phosphate 4-kinase2.7.1.149
0.701615 0.007813 -0.51125 NonsignificantNone 1 Molecular Function:ATP binding (GO:0005524)T-complex protein 1 subunit beta--

Inf 0 Inf Significant up -- -- reelin 3.4.21.-
0.031914 0.095371 -4.96966 NonsignificantNone 7 Molecular Function:DNA binding (GO:0003677),Molecular Function:DNA-dependent protein kinase activity (GO:0004677),Molecular Function:protein binding (GO:0005515),Molecular Function:ATP binding (GO:0005524),Cellular Component:nucleus (GO:0005634),Biological Process:double-strand break repair via nonhomologous end joining (GO:0006303),Molecular Function:kinase activity (GO:0016301)DNA-dependent protein kinase catalytic subunit2.7.11.1

Inf 0 Inf Significant up -- -- disintegrin and metalloproteinase domain-containing protein 173.4.24.86
1.020142 0.905196 0.028771 NonsignificantNone -- -- -- --

Inf 0 Inf Significant up -- -- interleukin 13 receptor alpha-1--
#NAME? 0 #NAME? Significant down 3 Cellular Component:extracellular region (GO:0005576),Biological Process:immune response (GO:0006955),Molecular Function:chemokine activity (GO:0008009)C-X-C motif chemokine 5/6--
3.089148 0.019334 1.627209 NonsignificantNone -- -- brain acid soluble protein 1--
0.485166 0.258401 -1.04345 NonsignificantNone -- -- large subunit ribosomal protein L24e--

Inf 0 Inf Significant up 1 Cellular Component:intracellular (GO:0005622)mothers against decapentaplegic homolog 2/3--
Inf 0 Inf Significant up 1 Molecular Function:GTP binding (GO:0005525)ADP-ribosylation factor 5--
Inf 0 Inf Significant up 3 Biological Process:pyrimidine nucleotide biosynthetic process (GO:0006221),Biological Process:cell cycle (GO:0007049),Biological Process:positive regulation of Notch signaling pathway (GO:0045747)-- --
19.29993 0.000165 4.270524 Significant up 2 Molecular Function:GTP binding (GO:0005525),Biological Process:small GTPase mediated signal transduction (GO:0007264)Ras homolog gene family, member G--
0.084977 0.354672 -3.55678 NonsignificantNone 4 Molecular Function:structural constituent of ribosome (GO:0003735),Cellular Component:intracellular (GO:0005622),Cellular Component:ribosome (GO:0005840),Biological Process:translation (GO:0006412)large subunit ribosomal protein L19e--



0.195224 0.000117 -2.3568 Significant down 1 Molecular Function:nucleic acid binding (GO:0003676)splicing factor, arginine/serine-rich 3--
Inf 0 Inf Significant up -- -- -- --
Inf 0 Inf Significant up 2 Molecular Function:calcium ion binding (GO:0005509),Cellular Component:extracellular region (GO:0005576)fibulin 1/2 --
Inf 0 Inf Significant up 2 Molecular Function:calcium ion binding (GO:0005509),Molecular Function:protein binding (GO:0005515)very low-density lipoprotein receptor--
0.402345 0.023671 -1.31349 NonsignificantNone 1 Molecular Function:protein binding (GO:0005515)heparan sulfate proteoglycan 2 (perlecan)--

Inf 0 Inf Significant up 1 Cellular Component:membrane (GO:0016020)ephrin-B --
Inf 0 Inf Significant up 2 Molecular Function:nucleotide binding (GO:0000166),Molecular Function:metal ion binding (GO:0046872)Ca2+-transporting ATPase3.6.3.8
0.022767 0.061165 -5.45693 NonsignificantNone 2 Molecular Function:nucleotide binding (GO:0000166),Molecular Function:metal ion binding (GO:0046872)phospholipid-translocating ATPase3.6.3.1

Inf 0 Inf Significant up 2 Molecular Function:nucleotide binding (GO:0000166),Molecular Function:metal ion binding (GO:0046872)phospholipid-translocating ATPase3.6.3.1
Inf 0 Inf Significant up 2 Molecular Function:electron carrier activity (GO:0009055),Molecular Function:heme binding (GO:0020037)cytochrome c--
Inf 0 Inf Significant up 1 Molecular Function:protein binding (GO:0005515)55 kDa erythrocyte membrane protein--
Inf 0 Inf Significant up 2 Cellular Component:intracellular (GO:0005622),Biological Process:transport (GO:0006810)-- --
Inf 0 Inf Significant up 2 Molecular Function:methionine adenosyltransferase activity (GO:0004478),Biological Process:S-adenosylmethionine biosynthetic process (GO:0006556)S-adenosylmethionine synthetase2.5.1.6
Inf 0 Inf Significant up 1 Molecular Function:RNA binding (GO:0003723)-- --
Inf 0 Inf Significant up 3 Molecular Function:protein kinase activity (GO:0004672),Molecular Function:ATP binding (GO:0005524),Biological Process:protein phosphorylation (GO:0006468)cyclin-dependent kinase 62.7.11.22
Inf 0 Inf Significant up 3 Molecular Function:protein kinase activity (GO:0004672),Molecular Function:ATP binding (GO:0005524),Biological Process:protein phosphorylation (GO:0006468)cyclin-dependent kinase 52.7.11.22
Inf 0 Inf Significant up 3 Molecular Function:protein kinase activity (GO:0004672),Molecular Function:ATP binding (GO:0005524),Biological Process:protein phosphorylation (GO:0006468)cyclin-dependent kinase 172.7.11.22
Inf 0 Inf Significant up -- -- transcriptional activator protein Pur-alpha--
1.377046 0.024994 0.461576 NonsignificantNone 5 Molecular Function:structural molecule activity (GO:0005198),Biological Process:intracellular protein transport (GO:0006886),Biological Process:vesicle-mediated transport (GO:0016192),Cellular Component:clathrin coat of trans-Golgi network vesicle (GO:0030130),Cellular Component:clathrin coat of coated pit (GO:0030132)clathrin heavy chain--

Inf 0 Inf Significant up -- -- FK506-binding protein 35.2.1.8
Inf 0 Inf Significant up 1 Biological Process:oxidation-reduction process (GO:0055114)L-iditol 2-dehydrogenase1.1.1.14
4.024948 0.036725 2.00897 Significant up 1 Molecular Function:protein binding (GO:0005515)spectrin beta--
0.243538 0.227955 -2.03778 NonsignificantNone 2 Cellular Component:nucleus (GO:0005634),Biological Process:nucleosome assembly (GO:0006334)template-activating factor I--
0.180016 0.153957 -2.4738 NonsignificantNone 1 Molecular Function:nucleic acid binding (GO:0003676)splicing factor, arginine/serine-rich 2--
0.579525 0.004173 -0.78706 NonsignificantNone 1 Molecular Function:deaminase activity (GO:0019239)AMP deaminase3.5.4.6
1.114069 0.666171 0.155839 NonsignificantNone -- -- fatty acid-binding protein 5, epidermal--
2.032171 0.000382 1.023022 NonsignificantNone 2 Molecular Function:actin binding (GO:0003779),Biological Process:cytoskeleton organization (GO:0007010)adenylyl cyclase-associated protein--

Inf 0 Inf Significant up 2 Molecular Function:hydroxymethylglutaryl-CoA synthase activity (GO:0004421),Biological Process:isoprenoid biosynthetic process (GO:0008299)hydroxymethylglutaryl-CoA synthase2.3.3.10
1.999429 0.015625 0.999588 NonsignificantNone 2 Biological Process:response to biotic stimulus (GO:0009607),Cellular Component:integral component of membrane (GO:0016021)interferon induced transmembrane protein--

Inf 0 Inf Significant up 2 Biological Process:response to biotic stimulus (GO:0009607),Cellular Component:integral component of membrane (GO:0016021)interferon induced transmembrane protein--
Inf 0 Inf Significant up 3 Biological Process:amino acid transmembrane transport (GO:0003333),Molecular Function:amino acid transmembrane transporter activity (GO:0015171),Cellular Component:membrane (GO:0016020)solute carrier family 7 (L-type amino acid transporter), member 5--
1.012822 0.866363 0.018381 NonsignificantNone 2 Molecular Function:6-phosphofructokinase activity (GO:0003872),Biological Process:glycolytic process (GO:0006096)6-phosphofructokinase 12.7.1.11

Inf 0 Inf Significant up 7 Molecular Function:phosphatidylinositol phospholipase C activity (GO:0004435),Molecular Function:calcium ion binding (GO:0005509),Molecular Function:protein binding (GO:0005515),Biological Process:lipid metabolic process (GO:0006629),Biological Process:signal transduction (GO:0007165),Biological Process:lipid catabolic process (GO:0016042),Biological Process:intracellular signal transduction (GO:0035556)phosphatidylinositol phospholipase C, beta3.1.4.11
Inf 0 Inf Significant up 3 Molecular Function:protein kinase activity (GO:0004672),Molecular Function:protein binding (GO:0005515),Biological Process:protein phosphorylation (GO:0006468)receptor tyrosine kinase-like orphan receptor 22.7.10.1
Inf 0 Inf Significant up 4 Molecular Function:microtubule motor activity (GO:0003777),Molecular Function:ATP binding (GO:0005524),Biological Process:microtubule-based movement (GO:0007018),Molecular Function:microtubule binding (GO:0008017)kinesin family member 23--
Inf 0 Inf Significant up 1 Molecular Function:protein binding (GO:0005515)FK506-binding protein 4/55.2.1.8
0.044679 0.003619 -4.48424 Significant down 2 Molecular Function:oxidoreductase activity (GO:0016491),Biological Process:oxidation-reduction process (GO:0055114)procollagen-lysine,2-oxoglutarate 5-dioxygenase 11.14.11.4
0.057037 0.015309 -4.13195 Significant down 1 Molecular Function:calcium ion binding (GO:0005509)nucleobindin--
0.335999 0.360409 -1.57347 NonsignificantNone 4 Molecular Function:structural constituent of ribosome (GO:0003735),Cellular Component:intracellular (GO:0005622),Cellular Component:ribosome (GO:0005840),Biological Process:translation (GO:0006412)large subunit ribosomal protein L6e--

Inf 0 Inf Significant up 5 Molecular Function:DNA binding (GO:0003677),Molecular Function:DNA topoisomerase type II (ATP-hydrolyzing) activity (GO:0003918),Molecular Function:ATP binding (GO:0005524),Cellular Component:nucleus (GO:0005634),Biological Process:DNA topological change (GO:0006265)DNA topoisomerase II5.99.1.3
Inf 0 Inf Significant up 2 Biological Process:protein targeting (GO:0006605),Biological Process:signal transduction (GO:0007165)A-kinase anchor protein 12--
Inf 0 Inf Significant up 5 Molecular Function:GTPase activity (GO:0003924),Molecular Function:signal transducer activity (GO:0004871),Biological Process:G-protein coupled receptor signaling pathway (GO:0007186),Molecular Function:guanyl nucleotide binding (GO:0019001),Molecular Function:G-protein beta/gamma-subunit complex binding (GO:0031683)guanine nucleotide-binding protein subunit alpha-12--
Inf 0 Inf Significant up 1 Biological Process:caveola assembly (GO:0070836)caveolin 1 --
Inf 0 Inf Significant up 2 Cellular Component:exocyst (GO:0000145),Biological Process:exocytosis (GO:0006887)tumor necrosis factor alpha-induced protein 2--
0.015902 0.041826 -5.97462 Significant down 4 Cellular Component:nucleus (GO:0005634),Molecular Function:zinc ion binding (GO:0008270),Biological Process:steroid hormone mediated signaling pathway (GO:0043401),Molecular Function:sequence-specific DNA binding (GO:0043565)peroxisome proliferator-activated receptor delta--

Inf 0 Inf Significant up -- -- plasminogen activator, urokinase receptor--
Inf 0 Inf Significant up 1 Molecular Function:ATP binding (GO:0005524)mevalonate kinase2.7.1.36
Inf 0 Inf Significant up 1 Molecular Function:DNA binding (GO:0003677)transcription factor p65--
Inf 0 Inf Significant up 3 Molecular Function:catalytic activity (GO:0003824),Biological Process:carbohydrate metabolic process (GO:0005975),Molecular Function:cation binding (GO:0043169)1,4-alpha-glucan branching enzyme2.4.1.18
Inf 0 Inf Significant up 2 Molecular Function:RNA binding (GO:0003723),Molecular Function:protein binding (GO:0005515)translation initiation factor 4G--
0.281723 0.059956 -1.82765 NonsignificantNone 4 Molecular Function:serine-type endopeptidase activity (GO:0004252),Molecular Function:protein binding (GO:0005515),Cellular Component:extracellular region (GO:0005576),Biological Process:proteolysis (GO:0006508)hepatocyte growth factor activator3.4.21.-

Inf 0 Inf Significant up 5 Molecular Function:protein kinase activity (GO:0004672),Molecular Function:transmembrane receptor protein serine/threonine kinase activity (GO:0004675),Molecular Function:ATP binding (GO:0005524),Biological Process:protein phosphorylation (GO:0006468),Cellular Component:membrane (GO:0016020)activin receptor type-12.7.11.30
2.666283 0.00454 1.41483 NonsignificantNone -- -- 14-3-3 protein gamma/eta--

Inf 0 Inf Significant up 2 Molecular Function:GTPase activity (GO:0003924),Molecular Function:GTP binding (GO:0005525)dynamin GTPase3.6.5.5
Inf 0 Inf Significant up 6 Molecular Function:protein kinase activity (GO:0004672),Molecular Function:protein tyrosine kinase activity (GO:0004713),Molecular Function:signal transducer activity (GO:0004871),Cellular Component:focal adhesion (GO:0005925),Biological Process:protein phosphorylation (GO:0006468),Biological Process:signal complex assembly (GO:0007172)focal adhesion kinase 12.7.10.2
0.305121 0.009079 -1.71255 NonsignificantNone 1 Molecular Function:nucleic acid binding (GO:0003676)splicing factor, arginine/serine-rich 11--

Inf 0 Inf Significant up 1 Molecular Function:GTP binding (GO:0005525)elongation factor 1-alpha--
Inf 0 Inf Significant up 5 Molecular Function:protein kinase activity (GO:0004672),Molecular Function:protein serine/threonine kinase activity (GO:0004674),Molecular Function:ATP binding (GO:0005524),Biological Process:protein phosphorylation (GO:0006468),Biological Process:intracellular signal transduction (GO:0035556)novel protein kinase C delta type2.7.11.13



0.168166 0.028126 -2.57204 Significant down 2 Molecular Function:serine-type endopeptidase inhibitor activity (GO:0004867),Biological Process:hyaluronan metabolic process (GO:0030212)-- --
Inf 0 Inf Significant up 2 Molecular Function:protein tyrosine phosphatase activity (GO:0004725),Biological Process:protein dephosphorylation (GO:0006470)tyrosine-protein phosphatase non-receptor type 113.1.3.48
0.019696 0.026451 -5.66598 Significant down 1 Biological Process:nucleoside metabolic process (GO:0009116)amidophosphoribosyltransferase2.4.2.14
0.178311 0.31059 -2.48753 NonsignificantNone 2 Biological Process:carbohydrate metabolic process (GO:0005975),Molecular Function:carbohydrate binding (GO:0030246)glucosamine---fructose-6-phosphate aminotransferase (isomerizing)2.6.1.16

Inf 0 Inf Significant up -- -- exosome complex component RRP45--
4.675188 0.002472 2.225024 Significant up 1 Cellular Component:proteasome activator complex (GO:0008537)proteasome activator subunit 1 (PA28 alpha)--

Inf 0 Inf Significant up 3 Molecular Function:protein kinase activity (GO:0004672),Molecular Function:protein binding (GO:0005515),Biological Process:protein phosphorylation (GO:0006468)TYRO3 protein tyrosine kinase 32.7.10.1
Inf 0 Inf Significant up 3 Molecular Function:serine-type endopeptidase inhibitor activity (GO:0004867),Molecular Function:heparin binding (GO:0008201),Molecular Function:transition metal ion binding (GO:0046914)amyloid-like protein 2--
0.132706 0.035039 -2.9137 Significant down 1 Molecular Function:protein binding (GO:0005515)fibromodulin--
0.482926 0.097298 -1.05013 NonsignificantNone 4 Molecular Function:antioxidant activity (GO:0016209),Molecular Function:oxidoreductase activity (GO:0016491),Molecular Function:peroxiredoxin activity (GO:0051920),Biological Process:oxidation-reduction process (GO:0055114)peroxiredoxin 11.11.1.15
0.542846 0.148557 -0.88139 NonsignificantNone -- -- large subunit ribosomal protein L18e--

Inf 0 Inf Significant up 1 Cellular Component:mitochondrial matrix (GO:0005759)complement component 1 Q subcomponent-binding protein, mitochondrial--
Inf 0 Inf Significant up -- -- cytoskeleton-associated protein 4--
Inf 0 Inf Significant up 1 Molecular Function:protein binding (GO:0005515)tight junction protein 1--
Inf 0 Inf Significant up 1 Molecular Function:metal ion binding (GO:0046872)butyrate response factor--
Inf 0 Inf Significant up 1 Molecular Function:protein binding (GO:0005515)sperm-associated antigen 1--
Inf 0 Inf Significant up 1 Biological Process:regulation of apoptotic process (GO:0042981)apoptosis regulator BAX--
1.098258 0.147689 0.135217 NonsignificantNone 2 Molecular Function:calcium ion binding (GO:0005509),Molecular Function:protein binding (GO:0005515)low-density lipoprotein receptor-related protein 1 (alpha-2-macroglobulin receptor)--

Inf 0 Inf Significant up 1 Molecular Function:nucleic acid binding (GO:0003676)splicing factor, arginine/serine-rich 1--
Inf 0 Inf Significant up 1 Biological Process:signal transduction (GO:0007165)Rho GTPase-activating protein 1--
Inf 0 Inf Significant up 1 Molecular Function:nucleic acid binding (GO:0003676)splicing factor, arginine/serine-rich 4/5/6--
Inf 0 Inf Significant up 1 Molecular Function:hydrolase activity (GO:0016787)serine/threonine-protein phosphatase 2B catalytic subunit3.1.3.16
Inf 0 Inf Significant up 1 Biological Process:oxidation-reduction process (GO:0055114)NADPH2:quinone reductase1.6.5.5
Inf 0 Inf Significant up 3 Molecular Function:inorganic phosphate transmembrane transporter activity (GO:0005315),Biological Process:phosphate ion transport (GO:0006817),Cellular Component:membrane (GO:0016020)solute carrier family 20 (sodium-dependent phosphate transporter)--
0.079844 0.053793 -3.64667 NonsignificantNone 2 Molecular Function:scavenger receptor activity (GO:0005044),Cellular Component:membrane (GO:0016020)galectin-3-binding protein--
0.291201 0.137695 -1.77991 NonsignificantNone 1 Molecular Function:protein binding (GO:0005515)lactadherin--
0.148378 0.076224 -2.75265 NonsignificantNone 4 Molecular Function:calcium ion binding (GO:0005509),Molecular Function:protein binding (GO:0005515),Cellular Component:proteinaceous extracellular matrix (GO:0005578),Biological Process:signal transduction (GO:0007165)sparc/osteonectin, cwcv and kazal-like domains proteoglycan (testican)--

Inf 0 Inf Significant up -- -- CD47 antigen (Rh-related antigen, integrin-associated signal transducer)--
Inf 0 Inf Significant up 4 Biological Process:protein peptidyl-prolyl isomerization (GO:0000413),Molecular Function:peptidyl-prolyl cis-trans isomerase activity (GO:0003755),Molecular Function:protein binding (GO:0005515),Biological Process:protein folding (GO:0006457)peptidyl-prolyl isomerase D5.2.1.8
Inf 0 Inf Significant up -- -- vacuole morphology and inheritance protein 14--
Inf 0 Inf Significant up 1 Molecular Function:methyltransferase activity (GO:0008168)tRNA (cytosine34-C5)-methyltransferase2.1.1.203
8.085578 0.000608 3.015351 Significant up -- -- -- --

Inf 0 Inf Significant up -- -- -- --
0.021239 0.278617 -5.55715 NonsignificantNone 4 Cellular Component:Golgi stack (GO:0005795),Molecular Function:alpha-1,6-mannosylglycoprotein 2-beta-N-acetylglucosaminyltransferase activity (GO:0008455),Biological Process:oligosaccharide biosynthetic process (GO:0009312),Cellular Component:integral component of membrane (GO:0016021)alpha-1,6-mannosyl-glycoprotein beta-1,2-N-acetylglucosaminyltransferase2.4.1.143
0.193725 0.009368 -2.36792 Significant down -- -- polypeptide N-acetylgalactosaminyltransferase2.4.1.41
0.765602 0.581413 -0.38533 NonsignificantNone 4 Biological Process:intracellular protein transport (GO:0006886),Biological Process:vesicle-mediated transport (GO:0016192),Cellular Component:membrane coat (GO:0030117),Cellular Component:clathrin adaptor complex (GO:0030131)AP-1 complex subunit beta-1--
0.615701 0.02477 -0.6997 NonsignificantNone 1 Molecular Function:NAD+ nucleosidase activity (GO:0003953)-- --

Inf 0 Inf Significant up 2 Biological Process:proteolysis (GO:0006508),Molecular Function:dipeptidase activity (GO:0016805)secernin --
Inf 0 Inf Significant up 1 Cellular Component:WASH complex (GO:0071203)WASH complex subunit strumpellin--
Inf 0 Inf Significant up 3 Molecular Function:protein binding (GO:0005515),Biological Process:rRNA processing (GO:0006364),Cellular Component:small-subunit processome (GO:0032040)U3 small nucleolar RNA-associated protein 13--
Inf 0 Inf Significant up 5 Molecular Function:ion channel activity (GO:0005216),Biological Process:ion transport (GO:0006811),Biological Process:potassium ion transport (GO:0006813),Cellular Component:membrane (GO:0016020),Biological Process:transmembrane transport (GO:0055085)potassium large conductance calcium-activated channel subfamily M alpha member 1--
Inf 0 Inf Significant up 2 Molecular Function:actin binding (GO:0003779),Cellular Component:intracellular (GO:0005622)twinfilin --
0.080034 0.055159 -3.64325 NonsignificantNone 1 Molecular Function:calcium ion binding (GO:0005509)EGF-containing fibulin-like extracellular matrix protein 1--
0.057342 0.070612 -4.12428 NonsignificantNone 1 Molecular Function:protein binding (GO:0005515)-- --

Inf 0 Inf Significant up 2 Molecular Function:protein binding (GO:0005515),Cellular Component:membrane (GO:0016020)syntaxin 4 --
0.112549 0.069732 -3.15138 NonsignificantNone 1 Molecular Function:protein binding (GO:0005515)contactin 1--

Inf 0 Inf Significant up -- -- splicing factor 3A subunit 3--
0.20019 1.03E-06 -2.32056 Significant down 2 Biological Process:proteolysis (GO:0006508),Molecular Function:serine-type peptidase activity (GO:0008236)fibroblast activation protein, alpha3.4.21.-

Inf 0 Inf Significant up 1 Molecular Function:tRNA binding (GO:0000049)aminoacyl tRNA synthase complex-interacting multifunctional protein 1--
Inf 0 Inf Significant up -- -- interleukin enhancer-binding factor 2--
Inf 0 Inf Significant up -- -- interleukin enhancer-binding factor 3--
0.184306 0.03048 -2.43982 Significant down 1 Cellular Component:membrane (GO:0016020)lectin, mannose-binding 2--

Inf 0 Inf Significant up 3 Molecular Function:protein tyrosine phosphatase activity (GO:0004725),Molecular Function:protein binding (GO:0005515),Biological Process:protein dephosphorylation (GO:0006470)receptor-type tyrosine-protein phosphatase eta3.1.3.48
Inf 0 Inf Significant up 3 Molecular Function:protein tyrosine phosphatase activity (GO:0004725),Molecular Function:protein binding (GO:0005515),Biological Process:protein dephosphorylation (GO:0006470)tyrosine-protein phosphatase non-receptor type 13--
Inf 0 Inf Significant up 1 Molecular Function:protein binding (GO:0005515)epidermal growth factor receptor kinase substrate 8--

1.80408 0.000346 0.851263 NonsignificantNone 4 Molecular Function:ATP binding (GO:0005524),Biological Process:protein folding (GO:0006457),Biological Process:response to stress (GO:0006950),Molecular Function:unfolded protein binding (GO:0051082)TNF receptor-associated protein 1--
Inf 0 Inf Significant up 1 Molecular Function:protein binding (GO:0005515)disks large protein 1--
Inf 0 Inf Significant up 4 Molecular Function:motor activity (GO:0003774),Molecular Function:protein binding (GO:0005515),Molecular Function:ATP binding (GO:0005524),Cellular Component:myosin complex (GO:0016459)myosin I --



Inf 0 Inf Significant up 2 Molecular Function:protein tyrosine phosphatase activity (GO:0004725),Biological Process:protein dephosphorylation (GO:0006470)protein tyrosine phosphatase type IVA3.1.3.48
Inf 0 Inf Significant up 4 Molecular Function:Rho guanyl-nucleotide exchange factor activity (GO:0005089),Molecular Function:protein binding (GO:0005515),Biological Process:signal transduction (GO:0007165),Biological Process:regulation of Rho protein signal transduction (GO:0035023)active breakpoint cluster region-related protein--
Inf 0 Inf Significant up -- -- anaphase-promoting complex subunit 6--
Inf 0 Inf Significant up 4 Molecular Function:protein kinase activity (GO:0004672),Molecular Function:protein serine/threonine kinase activity (GO:0004674),Molecular Function:ATP binding (GO:0005524),Biological Process:protein phosphorylation (GO:0006468)serine/threonine kinase 4--
Inf 0 Inf Significant up 1 Molecular Function:protein binding (GO:0005515)-- --
Inf 0 Inf Significant up 3 Molecular Function:acetyl-CoA carboxylase activity (GO:0003989),Molecular Function:ATP binding (GO:0005524),Biological Process:fatty acid biosynthetic process (GO:0006633)-- --
0.158848 0.015772 -2.65428 Significant down 2 Molecular Function:1-alkyl-2-acetylglycerophosphocholine esterase activity (GO:0003847),Biological Process:lipid catabolic process (GO:0016042)platelet-activating factor acetylhydrolase3.1.1.47
0.067589 0.005146 -3.88707 Significant down 2 Cellular Component:extracellular region (GO:0005576),Biological Process:bone remodeling (GO:0046849)-- --

Inf 0 Inf Significant up 3 Molecular Function:thiol-dependent ubiquitin-specific protease activity (GO:0004843),Biological Process:protein deubiquitination (GO:0016579),Molecular Function:thiol-dependent ubiquitinyl hydrolase activity (GO:0036459)ubiquitin carboxyl-terminal hydrolase 4/113.4.19.12
Inf 0 Inf Significant up 3 Molecular Function:protein kinase activity (GO:0004672),Molecular Function:ATP binding (GO:0005524),Biological Process:protein phosphorylation (GO:0006468)5'-AMP-activated protein kinase, catalytic alpha subunit2.7.11.11
Inf 0 Inf Significant up 1 Molecular Function:protein binding (GO:0005515)-- --
Inf 0 Inf Significant up 1 Molecular Function:nucleic acid binding (GO:0003676)-- --
Inf 0 Inf Significant up -- -- aminoacyl tRNA synthase complex-interacting multifunctional protein 2--
Inf 0 Inf Significant up 4 Molecular Function:antioxidant activity (GO:0016209),Molecular Function:oxidoreductase activity (GO:0016491),Molecular Function:peroxiredoxin activity (GO:0051920),Biological Process:oxidation-reduction process (GO:0055114)peroxiredoxin (alkyl hydroperoxide reductase subunit C)1.11.1.15
0.154975 0.052739 -2.68989 NonsignificantNone 4 Molecular Function:protein kinase activity (GO:0004672),Molecular Function:protein binding (GO:0005515),Molecular Function:ATP binding (GO:0005524),Biological Process:protein phosphorylation (GO:0006468)mitogen-activated protein kinase kinase 52.7.12.2

Inf 0 Inf Significant up 3 Molecular Function:protein kinase activity (GO:0004672),Molecular Function:ATP binding (GO:0005524),Biological Process:protein phosphorylation (GO:0006468)p21-activated kinase 22.7.11.1
1.197774 0.450927 0.260356 NonsignificantNone -- -- 26S proteasome regulatory subunit N1--

Inf 0 Inf Significant up 1 Molecular Function:nucleic acid binding (GO:0003676)splicing factor, arginine/serine-rich 4/5/6--
Inf 0 Inf Significant up -- -- noggin --
Inf 0 Inf Significant up -- -- mitotic spindle assembly checkpoint protein MAD2--
Inf 0 Inf Significant up 3 Molecular Function:protein binding (GO:0005515),Cellular Component:intracellular (GO:0005622),Molecular Function:zinc ion binding (GO:0008270)tripartite motif-containing protein 282.3.2.27
Inf 0 Inf Significant up 2 Molecular Function:protein binding (GO:0005515),Cellular Component:membrane (GO:0016020)syntaxin 1B/2/3--
Inf 0 Inf Significant up 3 Molecular Function:nucleic acid binding (GO:0003676),Cellular Component:intracellular (GO:0005622),Biological Process:transport (GO:0006810)-- --
1.022115 0.920543 0.031558 NonsignificantNone 2 Molecular Function:protein kinase activity (GO:0004672),Biological Process:protein phosphorylation (GO:0006468)PTK7 protein tyrosine kinase 72.7.10.1

Inf 0 Inf Significant up 1 Biological Process:signal transduction (GO:0007165)growth factor receptor-bound protein 10--
Inf 0 Inf Significant up 1 Molecular Function:protein binding (GO:0005515)-- --
0.615841 0.031966 -0.69937 NonsignificantNone 1 Molecular Function:protein binding (GO:0005515)translation initiation factor 3 subunit I--

Inf 0 Inf Significant up 3 Molecular Function:protein binding (GO:0005515),Cellular Component:cytoplasmic dynein complex (GO:0005868),Biological Process:microtubule-based movement (GO:0007018)dynein intermediate chain, cytosolic--
0.578618 0.286463 -0.78932 NonsignificantNone 2 Molecular Function:protein kinase activity (GO:0004672),Biological Process:protein phosphorylation (GO:0006468)integrin-linked kinase2.7.11.1

Inf 0 Inf Significant up 4 Cellular Component:membrane (GO:0016020),Biological Process:metal ion transport (GO:0030001),Molecular Function:metal ion transmembrane transporter activity (GO:0046873),Biological Process:transmembrane transport (GO:0055085)solute carrier family 39 (zinc transporter), member 6--
Inf 0 Inf Significant up -- -- -- --
Inf 0 Inf Significant up 2 Molecular Function:metalloendopeptidase activity (GO:0004222),Biological Process:proteolysis (GO:0006508)disintegrin and metalloproteinase domain-containing protein 93.4.24.-
Inf 0 Inf Significant up 5 Molecular Function:motor activity (GO:0003774),Molecular Function:protein binding (GO:0005515),Molecular Function:ATP binding (GO:0005524),Biological Process:signal transduction (GO:0007165),Cellular Component:myosin complex (GO:0016459)myosin IX --
Inf 0 Inf Significant up 4 Molecular Function:protein kinase activity (GO:0004672),Molecular Function:ATP binding (GO:0005524),Biological Process:protein phosphorylation (GO:0006468),Molecular Function:Rho GTPase binding (GO:0017048)Rho-associated protein kinase 12.7.11.1
Inf 0 Inf Significant up 1 Molecular Function:phospholipid binding (GO:0005543)phosphatidylinositol-binding clathrin assembly protein--
Inf 0 Inf Significant up -- -- -- --
Inf 0 Inf Significant up 2 Molecular Function:protein binding (GO:0005515),Molecular Function:zinc ion binding (GO:0008270)sequestosome 1--

0.07781 0.126122 -3.6839 NonsignificantNone 1 Molecular Function:GTPase activity (GO:0003924)tubulin beta--
Inf 0 Inf Significant up 2 Molecular Function:protein binding (GO:0005515),Molecular Function:isomerase activity (GO:0016853)peptidyl-prolyl cis-trans isomerase NIMA-interacting 15.2.1.8
Inf 0 Inf Significant up 3 Molecular Function:protein serine/threonine kinase activity (GO:0004674),Molecular Function:protein binding (GO:0005515),Molecular Function:kinase activity (GO:0016301)serine/threonine-protein kinase ATR2.7.11.1
Inf 0 Inf Significant up -- -- histone deacetylase 1/23.5.1.98
Inf 0 Inf Significant up 5 Molecular Function:protein kinase activity (GO:0004672),Molecular Function:calmodulin-dependent protein kinase activity (GO:0004683),Molecular Function:calmodulin binding (GO:0005516),Molecular Function:ATP binding (GO:0005524),Biological Process:protein phosphorylation (GO:0006468)calcium/calmodulin-dependent protein kinase (CaM kinase) II2.7.11.17
Inf 0 Inf Significant up -- -- dynactin 2 --
Inf 0 Inf Significant up 2 Molecular Function:protein binding (GO:0005515),Biological Process:regulation of GTPase activity (GO:0043087)Ras GTPase-activating-like protein IQGAP2/3--
Inf 0 Inf Significant up -- -- -- --
Inf 0 Inf Significant up 2 Biological Process:ubiquitin-dependent protein catabolic process (GO:0006511),Molecular Function:ubiquitin protein ligase binding (GO:0031625)cullin 1 --
Inf 0 Inf Significant up 2 Biological Process:ubiquitin-dependent protein catabolic process (GO:0006511),Molecular Function:ubiquitin protein ligase binding (GO:0031625)cullin 2 --
Inf 0 Inf Significant up 2 Biological Process:ubiquitin-dependent protein catabolic process (GO:0006511),Molecular Function:ubiquitin protein ligase binding (GO:0031625)cullin 3 --
Inf 0 Inf Significant up 2 Biological Process:ubiquitin-dependent protein catabolic process (GO:0006511),Molecular Function:ubiquitin protein ligase binding (GO:0031625)cullin 4 --
Inf 0 Inf Significant up 1 Molecular Function:protein binding (GO:0005515)apoptosis-stimulating of p53 protein 2--
Inf 0 Inf Significant up 2 Molecular Function:catalytic activity (GO:0003824),Molecular Function:coenzyme binding (GO:0050662)GDP-L-fucose synthase1.1.1.271
Inf 0 Inf Significant up 2 Molecular Function:GTP binding (GO:0005525),Biological Process:small GTPase mediated signal transduction (GO:0007264)Ras-related protein Rab-22--
0.654629 0.004034 -0.61125 NonsignificantNone 2 Molecular Function:GTP binding (GO:0005525),Biological Process:small GTPase mediated signal transduction (GO:0007264)Ras-related protein Rab-32--

Inf 0 Inf Significant up 1 Molecular Function:protein binding (GO:0005515)-- --
0.298252 0.143436 -1.74539 NonsignificantNone 1 Molecular Function:zinc ion binding (GO:0008270)four and a half LIM domains protein 1--

Inf 0 Inf Significant up 1 Biological Process:signal transduction (GO:0007165)Ras and Rab interactor 1--
Inf 0 Inf Significant up 1 Molecular Function:protein binding (GO:0005515)-- --
0.617718 0.504228 -0.69498 NonsignificantNone -- -- activated leukocyte cell adhesion molecule--



0.44316 0.000695 -1.1741 NonsignificantNone 1 Molecular Function:GTPase activity (GO:0003924)tubulin alpha--
0.107095 0.008503 -3.22303 Significant down 7 Molecular Function:nucleic acid binding (GO:0003676),Molecular Function:catalytic activity (GO:0003824),Molecular Function:scavenger receptor activity (GO:0005044),Biological Process:immune response (GO:0006955),Molecular Function:hydrolase activity (GO:0016787),Molecular Function:polysaccharide binding (GO:0030247),Molecular Function:metal ion binding (GO:0046872)ectonucleotide pyrophosphatase/phosphodiesterase family member 23.1.4.39

Inf 0 Inf Significant up 2 Molecular Function:nucleic acid binding (GO:0003676),Molecular Function:ATP binding (GO:0005524)ATP-dependent RNA helicase UAP56/SUB23.6.4.13
Inf 0 Inf Significant up 2 Molecular Function:cysteine-type endopeptidase activity (GO:0004197),Biological Process:proteolysis (GO:0006508)bleomycin hydrolase3.4.22.40
Inf 0 Inf Significant up 5 Molecular Function:protein kinase activity (GO:0004672),Molecular Function:transmembrane receptor protein serine/threonine kinase activity (GO:0004675),Molecular Function:ATP binding (GO:0005524),Biological Process:protein phosphorylation (GO:0006468),Cellular Component:membrane (GO:0016020)bone morphogenetic protein receptor type-22.7.11.30
Inf 0 Inf Significant up 1 Molecular Function:protein binding (GO:0005515)-- --
Inf 0 Inf Significant up -- -- essential nuclear protein 1--
Inf 0 Inf Significant up -- -- cytoskeleton-associated protein 5--
0.937991 0.852031 -0.09235 NonsignificantNone 2 Molecular Function:actin binding (GO:0003779),Cellular Component:intracellular (GO:0005622)-- --
0.505927 0.179081 -0.983 NonsignificantNone 1 Molecular Function:nucleic acid binding (GO:0003676)heterogeneous nuclear ribonucleoprotein A/B/D--

Inf 0 Inf Significant up 1 Cellular Component:membrane (GO:0016020)lysosome membrane protein 2--
0.135144 0.024406 -2.88743 Significant down 2 Molecular Function:calcium ion binding (GO:0005509),Biological Process:cell-matrix adhesion (GO:0007160)nidogen (entactin)--

Inf 0 Inf Significant up 2 Biological Process:cytoskeletal anchoring at plasma membrane (GO:0007016),Cellular Component:dystrophin-associated glycoprotein complex (GO:0016010)dystroglycan 1--
Inf 0 Inf Significant up 3 Molecular Function:calcium ion binding (GO:0005509),Biological Process:homophilic cell adhesion via plasma membrane adhesion molecules (GO:0007156),Cellular Component:membrane (GO:0016020)desmoglein 2--
Inf 0 Inf Significant up 1 Molecular Function:GTP binding (GO:0005525)septin 6/8/11--
Inf 0 Inf Significant up 1 Molecular Function:protein binding (GO:0005515)kelch-like protein 19--
0.009886 0.212446 -6.66044 NonsignificantNone 1 Molecular Function:protein binding (GO:0005515)translation initiation factor 3 subunit A--

Inf 0 Inf Significant up 3 Molecular Function:Rho guanyl-nucleotide exchange factor activity (GO:0005089),Molecular Function:protein binding (GO:0005515),Biological Process:regulation of Rho protein signal transduction (GO:0035023)Rho guanine nucleotide exchange factor 7--
Inf 0 Inf Significant up -- -- -- --
Inf 0 Inf Significant up 1 Molecular Function:protein binding (GO:0005515)protein scribble--
Inf 0 Inf Significant up 1 Biological Process:cellular protein modification process (GO:0006464)tubulin--tyrosine ligase-like protein 12--
Inf 0 Inf Significant up 1 Molecular Function:protein binding (GO:0005515)-- --
Inf 0 Inf Significant up 1 Molecular Function:protein binding (GO:0005515)dedicator of cytokinesis protein 1--
Inf 0 Inf Significant up 1 Molecular Function:zinc ion binding (GO:0008270)four and a half LIM domains protein 2--
Inf 0 Inf Significant up 1 Molecular Function:hydrolase activity (GO:0016787)-- --
Inf 0 Inf Significant up -- -- dynactin 1 --
0.828402 0.523698 -0.2716 NonsignificantNone 5 Molecular Function:microtubule motor activity (GO:0003777),Molecular Function:ATP binding (GO:0005524),Biological Process:microtubule-based movement (GO:0007018),Molecular Function:ATPase activity (GO:0016887),Cellular Component:dynein complex (GO:0030286)dynein heavy chain 1, cytosolic--

Inf 0 Inf Significant up 2 Molecular Function:nucleic acid binding (GO:0003676),Molecular Function:ATP binding (GO:0005524)translation initiation factor 4A--
Inf 0 Inf Significant up 1 Molecular Function:protein binding (GO:0005515)cortactin --
2.692742 0.004008 1.429076 NonsignificantNone -- -- flotillin --

Inf 0 Inf Significant up 1 Molecular Function:protein binding (GO:0005515)tripartite motif-containing protein 252.3.2.27
0.86075 0.628755 -0.21633 NonsignificantNone 6 Molecular Function:protein kinase activity (GO:0004672),Molecular Function:protein tyrosine kinase activity (GO:0004713),Molecular Function:signal transducer activity (GO:0004871),Cellular Component:focal adhesion (GO:0005925),Biological Process:protein phosphorylation (GO:0006468),Biological Process:signal complex assembly (GO:0007172)focal adhesion kinase 22.7.10.2

Inf 0 Inf Significant up 1 Molecular Function:protein binding (GO:0005515)filamin --
1.60209 0.55382 0.679955 NonsignificantNone 5 Molecular Function:GTPase activity (GO:0003924),Molecular Function:signal transducer activity (GO:0004871),Biological Process:G-protein coupled receptor signaling pathway (GO:0007186),Molecular Function:guanyl nucleotide binding (GO:0019001),Molecular Function:G-protein beta/gamma-subunit complex binding (GO:0031683)guanine nucleotide-binding protein subunit alpha-13--

Inf 0 Inf Significant up -- -- UDP-glucose 4-epimerase5.1.3.2
Inf 0 Inf Significant up 2 Molecular Function:calcium ion binding (GO:0005509),Cellular Component:extracellular region (GO:0005576)growth arrest-specific 6--
Inf 0 Inf Significant up 3 Molecular Function:G-protein coupled receptor activity (GO:0004930),Biological Process:G-protein coupled receptor signaling pathway (GO:0007186),Cellular Component:integral component of membrane (GO:0016021)G protein-coupled receptor 176--
Inf 0 Inf Significant up -- -- caprin-1 --
0.660498 0.460972 -0.59837 NonsignificantNone 4 Molecular Function:calcium ion binding (GO:0005509),Molecular Function:protein binding (GO:0005515),Cellular Component:proteinaceous extracellular matrix (GO:0005578),Biological Process:signal transduction (GO:0007165)-- --

Inf 0 Inf Significant up 4 Molecular Function:calcium ion binding (GO:0005509),Molecular Function:protein binding (GO:0005515),Biological Process:homophilic cell adhesion via plasma membrane adhesion molecules (GO:0007156),Cellular Component:membrane (GO:0016020)protocadherin Fat 1/2/3--
1.876915 9.08E-06 0.908364 NonsignificantNone 3 Molecular Function:serine-type endopeptidase activity (GO:0004252),Molecular Function:protein binding (GO:0005515),Biological Process:proteolysis (GO:0006508)hyaluronan binding protein 23.4.21.-

Inf 0 Inf Significant up 3 Molecular Function:DNA binding (GO:0003677),Molecular Function:ATP binding (GO:0005524),Biological Process:DNA replication (GO:0006260)DNA replication licensing factor MCM63.6.4.12
0.184514 0.000558 -2.4382 Significant down 2 Molecular Function:serine-type endopeptidase inhibitor activity (GO:0004867),Biological Process:hyaluronan metabolic process (GO:0030212)-- --

Inf 0 Inf Significant up -- -- interleukin 13 receptor alpha-2--
Inf 0 Inf Significant up -- -- inositol-1,4,5-trisphosphate 5-phosphatase3.1.3.56
0.217704 0.51376 -2.19956 NonsignificantNone 3 Molecular Function:protein binding (GO:0005515),Biological Process:intracellular signal transduction (GO:0035556),Biological Process:regulation of GTPase activity (GO:0043087)Ras GTPase-activating protein 3--

Inf 0 Inf Significant up 2 Molecular Function:calcium ion binding (GO:0005509),Molecular Function:protein binding (GO:0005515)plastin-1 --
Inf 0 Inf Significant up 1 Molecular Function:protein binding (GO:0005515)mediator of DNA damage checkpoint protein 1--
Inf 0 Inf Significant up -- -- -- --
Inf 0 Inf Significant up 4 Molecular Function:protein binding (GO:0005515),Molecular Function:ATP binding (GO:0005524),Cellular Component:chromosome (GO:0005694),Biological Process:chromosome organization (GO:0051276)structural maintenance of chromosome 1--

0.20735 0.017084 -2.26986 Significant down 1 Biological Process:carbohydrate metabolic process (GO:0005975)alpha 1,3-glucosidase3.2.1.84
Inf 0 Inf Significant up -- -- -- --
Inf 0 Inf Significant up 2 Molecular Function:serine-type endopeptidase activity (GO:0004252),Biological Process:proteolysis (GO:0006508)membrane-bound transcription factor site-1 protease3.4.21.112
Inf 0 Inf Significant up 1 Cellular Component:integral component of membrane (GO:0016021)sarcospan --
Inf 0 Inf Significant up 3 Cellular Component:protein phosphatase type 2A complex (GO:0000159),Biological Process:signal transduction (GO:0007165),Molecular Function:protein phosphatase regulator activity (GO:0019888)serine/threonine-protein phosphatase 2A regulatory subunit B'--
0.174196 1.61E-05 -2.52121 Significant down -- -- major vault protein--
#NAME? 0 #NAME? Significant down 1 Molecular Function:calcium ion binding (GO:0005509)latent transforming growth factor beta binding protein 1--

Inf 0 Inf Significant up 2 Molecular Function:protein binding (GO:0005515),Molecular Function:zinc ion binding (GO:0008270)-- --



3.772262 0.000218 1.91543 NonsignificantNone 2 Biological Process:intracellular protein transport (GO:0006886),Molecular Function:Ran GTPase binding (GO:0008536)importin subunit beta-1--
Inf 0 Inf Significant up -- -- proteasome activator subunit 4--
Inf 0 Inf Significant up 2 Biological Process:ubiquitin-dependent protein catabolic process (GO:0006511),Molecular Function:ubiquitin protein ligase binding (GO:0031625)cullin 7 --
Inf 0 Inf Significant up 1 Biological Process:regulation of GTPase activity (GO:0043087)-- --
Inf 0 Inf Significant up 2 Molecular Function:structural molecule activity (GO:0005198),Cellular Component:intermediate filament (GO:0005882)type II keratin, basic--
Inf 0 Inf Significant up 2 Cellular Component:condensin complex (GO:0000796),Biological Process:mitotic chromosome condensation (GO:0007076)condensin complex subunit 2--
0.709672 0.115993 -0.49478 NonsignificantNone 1 Molecular Function:protein binding (GO:0005515)26S proteasome regulatory subunit N7--

Inf 0 Inf Significant up 1 Cellular Component:integral component of membrane (GO:0016021)lysosomal-associated transmembrane protein--
Inf 0 Inf Significant up -- -- condensin complex subunit 1--
Inf 0 Inf Significant up -- -- -- --
Inf 0 Inf Significant up 1 Molecular Function:GTP binding (GO:0005525)116 kDa U5 small nuclear ribonucleoprotein component--
Inf 0 Inf Significant up 1 Molecular Function:phosphatidylinositol binding (GO:0035091)sorting nexin-17--
Inf 0 Inf Significant up 3 Molecular Function:Rho guanyl-nucleotide exchange factor activity (GO:0005089),Molecular Function:protein binding (GO:0005515),Biological Process:regulation of Rho protein signal transduction (GO:0035023)Rho guanine nucleotide exchange factor 6--
Inf 0 Inf Significant up 1 Molecular Function:nucleic acid binding (GO:0003676)-- --
Inf 0 Inf Significant up 1 Molecular Function:GTPase activator activity (GO:0005096)Arf-GAP with coiled-coil, ANK repeat and PH domain-containing protein--
0.080473 0.010923 -3.63536 Significant down -- -- -- --

Inf 0 Inf Significant up 1 Biological Process:cell redox homeostasis (GO:0045454)protein disulfide-isomerase A65.3.4.1
0.633679 0.033443 -0.65818 NonsignificantNone -- -- platelet-activating factor acetylhydrolase IB subunit beta/gamma3.1.1.47
0.005926 0.004859 -7.39868 Significant down -- -- -- --

Inf 0 Inf Significant up 2 Molecular Function:protein binding (GO:0005515),Biological Process:regulation of apoptotic process (GO:0042981)-- --
Inf 0 Inf Significant up 1 Biological Process:carbohydrate metabolic process (GO:0005975)phosphoglucomutase-like protein 5--
Inf 0 Inf Significant up 3 Cellular Component:protein phosphatase type 2A complex (GO:0000159),Biological Process:signal transduction (GO:0007165),Molecular Function:protein phosphatase regulator activity (GO:0019888)serine/threonine-protein phosphatase 2A regulatory subunit B'--
Inf 0 Inf Significant up 4 Molecular Function:magnesium ion binding (GO:0000287),Molecular Function:inorganic diphosphatase activity (GO:0004427),Cellular Component:cytoplasm (GO:0005737),Biological Process:phosphate-containing compound metabolic process (GO:0006796)inorganic pyrophosphatase3.6.1.1
Inf 0 Inf Significant up -- -- cytosolic prostaglandin-E synthase5.3.99.3
Inf 0 Inf Significant up 4 Molecular Function:protein kinase activity (GO:0004672),Molecular Function:protein serine/threonine kinase activity (GO:0004674),Molecular Function:ATP binding (GO:0005524),Biological Process:protein phosphorylation (GO:0006468)serine/threonine kinase 382.7.11.1
Inf 0 Inf Significant up 1 Molecular Function:nucleic acid binding (GO:0003676)non-POU domain-containing octamer-binding protein--
Inf 0 Inf Significant up 1 Molecular Function:phosphatase activator activity (GO:0019211)serine/threonine-protein phosphatase 2A activator--
Inf 0 Inf Significant up 4 Molecular Function:protein tyrosine phosphatase activity (GO:0004725),Molecular Function:protein binding (GO:0005515),Biological Process:protein dephosphorylation (GO:0006470),Cellular Component:membrane (GO:0016020)receptor-type tyrosine-protein phosphatase kappa3.1.3.48
Inf 0 Inf Significant up 3 Molecular Function:protein binding (GO:0005515),Biological Process:intracellular signal transduction (GO:0035556),Biological Process:regulation of GTPase activity (GO:0043087)Ras GTPase-activating protein 2--
1.373423 0.203875 0.457776 NonsignificantNone 2 Molecular Function:GTP binding (GO:0005525),Biological Process:small GTPase mediated signal transduction (GO:0007264)Ras-related protein Rab-35--

Inf 0 Inf Significant up 1 Molecular Function:calcium ion binding (GO:0005509)-- --
Inf 0 Inf Significant up 1 Molecular Function:protein binding (GO:0005515)lethal(2) giant larvae protein--
Inf 0 Inf Significant up 4 Molecular Function:protein kinase activity (GO:0004672),Molecular Function:protein serine/threonine kinase activity (GO:0004674),Molecular Function:ATP binding (GO:0005524),Biological Process:protein phosphorylation (GO:0006468)ribosomal protein S6 kinase alpha-1/2/3/62.7.11.1
1.637227 0.0094 0.711254 NonsignificantNone 1 Molecular Function:RNA binding (GO:0003723)poly(rC)-binding protein 1--
0.64162 0.192129 -0.64021 NonsignificantNone 1 Molecular Function:RNA binding (GO:0003723)poly(rC)-binding protein 2--

Inf 0 Inf Significant up 1 Biological Process:ubiquitin-dependent protein catabolic process (GO:0006511)transcription elongation factor B, polypeptide 1--
Inf 0 Inf Significant up 2 Molecular Function:GTP binding (GO:0005525),Biological Process:small GTPase mediated signal transduction (GO:0007264)Ras homolog enriched in brain--
0.159608 0.10924 -2.64739 NonsignificantNone 3 Molecular Function:oxidoreductase activity (GO:0016491),Molecular Function:flavin adenine dinucleotide binding (GO:0050660),Biological Process:oxidation-reduction process (GO:0055114)-- --

Inf 0 Inf Significant up 2 Molecular Function:nucleic acid binding (GO:0003676),Cellular Component:nucleus (GO:0005634)splicing factor 3B subunit 3--
1.629143 0.013605 0.704114 NonsignificantNone 1 Molecular Function:protein binding (GO:0005515)-- --

Inf 0 Inf Significant up 1 Molecular Function:protein binding (GO:0005515)-- --
Inf 0 Inf Significant up 4 Molecular Function:protein kinase activity (GO:0004672),Molecular Function:protein serine/threonine kinase activity (GO:0004674),Molecular Function:ATP binding (GO:0005524),Biological Process:protein phosphorylation (GO:0006468)ribosomal protein S6 kinase alpha-1/2/3/62.7.11.1
Inf 0 Inf Significant up 1 Molecular Function:nucleic acid binding (GO:0003676)splicing factor 3B subunit 4--
Inf 0 Inf Significant up -- -- protein phosphatase 1 regulatory subunit 7--
Inf 0 Inf Significant up 4 Biological Process:intracellular protein transport (GO:0006886),Biological Process:ER to Golgi vesicle-mediated transport (GO:0006888),Molecular Function:zinc ion binding (GO:0008270),Cellular Component:COPII vesicle coat (GO:0030127)protein transport protein SEC23--
Inf 0 Inf Significant up 4 Biological Process:intracellular protein transport (GO:0006886),Biological Process:ER to Golgi vesicle-mediated transport (GO:0006888),Molecular Function:zinc ion binding (GO:0008270),Cellular Component:COPII vesicle coat (GO:0030127)protein transport protein SEC23--
0.097305 0.024378 -3.36135 Significant down -- -- gluconolactonase3.1.1.17
0.240974 0.02459 -2.05305 Significant down 2 Molecular Function:protein binding (GO:0005515),Molecular Function:microtubule binding (GO:0008017)microtubule-associated protein, RP/EB family--
0.07304 0.012533 -3.77517 Significant down -- -- transforming growth factor-beta-induced protein--

Inf 0 Inf Significant up 1 Molecular Function:protein binding (GO:0005515)Na(+)/H(+) exchange regulatory cofactor NHE-RF2--
Inf 0 Inf Significant up 1 Molecular Function:sequence-specific DNA binding (GO:0043565)-- --
Inf 0 Inf Significant up 1 Molecular Function:protein binding (GO:0005515)thyroid hormone receptor interactor 10--
Inf 0 Inf Significant up 3 Molecular Function:RNA polymerase II transcription cofactor activity (GO:0001104),Biological Process:regulation of transcription from RNA polymerase II promoter (GO:0006357),Cellular Component:mediator complex (GO:0016592)mediator of RNA polymerase II transcription subunit 1--
Inf 0 Inf Significant up 1 Molecular Function:zinc ion binding (GO:0008270)thyroid receptor-interacting protein 6--
Inf 0 Inf Significant up 2 Molecular Function:protein tyrosine phosphatase activity (GO:0004725),Biological Process:protein dephosphorylation (GO:0006470)tyrosine-protein phosphatase non-receptor type 14/213.1.3.48
Inf 0 Inf Significant up 2 Molecular Function:protein binding (GO:0005515),Molecular Function:microtubule binding (GO:0008017)microtubule-associated protein, RP/EB family--
Inf 0 Inf Significant up 1 Molecular Function:nucleic acid binding (GO:0003676)ELAV-like protein 1--
Inf 0 Inf Significant up 2 Molecular Function:ubiquitin-protein transferase activity (GO:0004842),Molecular Function:protein binding (GO:0005515)E3 ubiquitin-protein ligase HERC12.3.2.26



5.538883 2.51E-05 2.469595 Significant up 2 Molecular Function:symporter activity (GO:0015293),Cellular Component:integral component of membrane (GO:0016021)solute carrier family 1 (neutral amino acid transporter), member 5--
Inf 0 Inf Significant up 1 Molecular Function:protein binding (GO:0005515)mitochondrial import receptor subunit TOM34--
Inf 0 Inf Significant up 1 Cellular Component:intracellular (GO:0005622)mothers against decapentaplegic homolog 1--
Inf 0 Inf Significant up 1 Molecular Function:protein binding (GO:0005515)tubulin-specific chaperone E--
Inf 0 Inf Significant up -- -- ubiquitin-conjugating enzyme E2 variant--
Inf 0 Inf Significant up 2 Cellular Component:integral component of membrane (GO:0016021),Biological Process:vesicle-mediated transport (GO:0016192)vesicle-associated membrane protein 3--

4.98551 0.000623 2.317741 Significant up 2 Molecular Function:GTP binding (GO:0005525),Biological Process:small GTPase mediated signal transduction (GO:0007264)Ras-related protein Rab-11B--
Inf 0 Inf Significant up 1 Molecular Function:zinc ion binding (GO:0008270)zyxin --
Inf 0 Inf Significant up 2 Cellular Component:nucleus (GO:0005634),Cellular Component:cytoplasm (GO:0005737)26S proteasome regulatory subunit N13--
Inf 0 Inf Significant up 2 Biological Process:metabolic process (GO:0008152),Molecular Function:uridylyltransferase activity (GO:0070569)-- --
0.022182 0.037484 -5.49446 Significant down 4 Biological Process:regulation of cell growth (GO:0001558),Molecular Function:protein binding (GO:0005515),Molecular Function:insulin-like growth factor binding (GO:0005520),Cellular Component:extracellular region (GO:0005576)-- --
0.009393 0.001739 -6.73413 Significant down 5 Molecular Function:receptor binding (GO:0005102),Biological Process:cell adhesion (GO:0007155),Biological Process:regulation of cell adhesion (GO:0030155),Biological Process:regulation of cell migration (GO:0030334),Biological Process:regulation of embryonic development (GO:0045995)laminin, alpha 4--
0.322516 0.000127 -1.63256 NonsignificantNone 3 Biological Process:glycosaminoglycan biosynthetic process (GO:0006024),Biological Process:heparan sulfate proteoglycan biosynthetic process (GO:0015012),Cellular Component:integral component of membrane (GO:0016021)-- --
0.20587 0.173572 -2.28019 NonsignificantNone 1 Biological Process:proteasome assembly (GO:0043248)26S proteasome non-ATPase regulatory subunit 5--

Inf 0 Inf Significant up 5 Molecular Function:protein kinase activity (GO:0004672),Molecular Function:protein serine/threonine kinase activity (GO:0004674),Molecular Function:ATP binding (GO:0005524),Biological Process:protein phosphorylation (GO:0006468),Biological Process:signal transduction (GO:0007165)protein kinase N2.7.11.13
Inf 0 Inf Significant up 5 Molecular Function:protein kinase activity (GO:0004672),Molecular Function:protein serine/threonine kinase activity (GO:0004674),Molecular Function:ATP binding (GO:0005524),Biological Process:protein phosphorylation (GO:0006468),Biological Process:signal transduction (GO:0007165)protein kinase N2.7.11.13
Inf 0 Inf Significant up 3 Cellular Component:protein phosphatase type 2A complex (GO:0000159),Biological Process:signal transduction (GO:0007165),Molecular Function:protein phosphatase regulator activity (GO:0019888)serine/threonine-protein phosphatase 2A regulatory subunit B'--
Inf 0 Inf Significant up 3 Molecular Function:protein kinase activity (GO:0004672),Molecular Function:ATP binding (GO:0005524),Biological Process:protein phosphorylation (GO:0006468)p38 MAP kinase2.7.11.24
Inf 0 Inf Significant up 1 Molecular Function:protein kinase binding (GO:0019901)cell division cycle protein 37--
0.631577 0.019907 -0.66297 NonsignificantNone 1 Molecular Function:hydrolase activity (GO:0016787)dihydropyrimidinase-like 2--

Inf 0 Inf Significant up 1 Cellular Component:membrane (GO:0016020)-- --
Inf 0 Inf Significant up 1 Molecular Function:protein binding (GO:0005515)histone-binding protein RBBP7--

0.07348 0.017761 -3.7665 Significant down 2 Cellular Component:extracellular region (GO:0005576),Biological Process:signal transduction (GO:0007165)-- --
Inf 0 Inf Significant up 1 Cellular Component:membrane (GO:0016020)occludin --
Inf 0 Inf Significant up 4 Molecular Function:RNA binding (GO:0003723),Cellular Component:nucleus (GO:0005634),Cellular Component:cytoplasm (GO:0005737),Biological Process:mRNA processing (GO:0006397)survival motor neuron protein--
Inf 0 Inf Significant up 2 Molecular Function:actin binding (GO:0003779),Cellular Component:intracellular (GO:0005622)-- --
5.535317 6.74E-05 2.468666 Significant up 1 Molecular Function:actin filament binding (GO:0051015)fascin 1/2 --
0.098398 0.037417 -3.34523 Significant down -- -- melanoma inhibitory activity protein--

Inf 0 Inf Significant up -- -- kynureninase3.7.1.3
Inf 0 Inf Significant up -- -- ceramide glucosyltransferase2.4.1.80
Inf 0 Inf Significant up -- -- guanylate kinase2.7.4.8
Inf 0 Inf Significant up -- -- hydroxyacylglutathione hydrolase3.1.2.6
Inf 0 Inf Significant up 2 Molecular Function:protein kinase activity (GO:0004672),Biological Process:protein phosphorylation (GO:0006468)discoidin domain receptor family member 22.7.10.1
Inf 0 Inf Significant up 2 Biological Process:metabolic process (GO:0008152),Molecular Function:uridylyltransferase activity (GO:0070569)UTP--glucose-1-phosphate uridylyltransferase2.7.7.9
0.155528 0.047226 -2.68475 Significant down 5 Molecular Function:copper ion binding (GO:0005507),Molecular Function:primary amine oxidase activity (GO:0008131),Biological Process:amine metabolic process (GO:0009308),Molecular Function:quinone binding (GO:0048038),Biological Process:oxidation-reduction process (GO:0055114)primary-amine oxidase1.4.3.21

Inf 0 Inf Significant up 5 Molecular Function:electron carrier activity (GO:0009055),Molecular Function:protein disulfide oxidoreductase activity (GO:0015035),Molecular Function:oxidoreductase activity (GO:0016491),Biological Process:cell redox homeostasis (GO:0045454),Biological Process:oxidation-reduction process (GO:0055114)thioredoxin reductase (NADPH)1.8.1.9
Inf 0 Inf Significant up -- -- MHC class I-related protein--
Inf 0 Inf Significant up -- -- MHC class I-related protein--
Inf 0 Inf Significant up -- -- sister chromatid cohesion protein PDS5--
Inf 0 Inf Significant up 1 Biological Process:carbohydrate metabolic process (GO:0005975)-- --
Inf 0 Inf Significant up 3 Molecular Function:protein kinase activity (GO:0004672),Molecular Function:ATP binding (GO:0005524),Biological Process:protein phosphorylation (GO:0006468)AP2-associated kinase2.7.11.1
0.887208 0.64432 -0.17265 NonsignificantNone 2 Biological Process:immune response (GO:0006955),Biological Process:antigen processing and presentation (GO:0019882)major histocompatibility complex, class I--
0.162422 0.117945 -2.62218 NonsignificantNone 2 Molecular Function:oxidoreductase activity (GO:0016491),Biological Process:oxidation-reduction process (GO:0055114)leucine proline-enriched proteoglycan (leprecan)--

Inf 0 Inf Significant up 1 Molecular Function:protein binding (GO:0005515)echinoderm microtubule-associated protein-like 3--
0.128193 0.085968 -2.96361 NonsignificantNone 4 Biological Process:metabolic process (GO:0008152),Biological Process:biosynthetic process (GO:0009058),Molecular Function:oxidoreductase activity (GO:0016491),Biological Process:oxidation-reduction process (GO:0055114)formyltetrahydrofolate dehydrogenase1.5.1.6

Inf 0 Inf Significant up 1 Molecular Function:carbohydrate binding (GO:0030246)-- --
Inf 0 Inf Significant up 1 Molecular Function:NAD+ ADP-ribosyltransferase activity (GO:0003950)poly [ADP-ribose] polymerase 10/14/152.4.2.30
Inf 0 Inf Significant up 4 Molecular Function:serine-type endopeptidase activity (GO:0004252),Biological Process:proteolysis (GO:0006508),Molecular Function:serine-type peptidase activity (GO:0008236),Molecular Function:serine-type exopeptidase activity (GO:0070008)
Inf 0 Inf Significant up -- -- TBC1 domain family member 10--
Inf 0 Inf Significant up 1 Molecular Function:phosphatase binding (GO:0019902)-- --
Inf 0 Inf Significant up 1 Molecular Function:protein dimerization activity (GO:0046983)anoctamin-6--
Inf 0 Inf Significant up -- -- protein FAM98B--
Inf 0 Inf Significant up -- -- centrosomal protein CEP55--
Inf 0 Inf Significant up -- -- -- --
Inf 0 Inf Significant up -- -- -- --
0.410019 0.01865 -1.28624 NonsignificantNone -- -- phospholipase A1 member A3.1.1.-

Inf 0 Inf Significant up -- -- pyrroline-5-carboxylate reductase1.5.1.2
2.9779 0.090117 1.574296 NonsignificantNone -- -- -- --



Inf 0 Inf Significant up 4 Molecular Function:ATP binding (GO:0005524),Biological Process:protein folding (GO:0006457),Biological Process:response to stress (GO:0006950),Molecular Function:unfolded protein binding (GO:0051082)molecular chaperone HtpG--
2.190134 0.00012 1.131019 NonsignificantNone 4 Molecular Function:ATP binding (GO:0005524),Biological Process:protein folding (GO:0006457),Biological Process:response to stress (GO:0006950),Molecular Function:unfolded protein binding (GO:0051082)molecular chaperone HtpG--

Inf 0 Inf Significant up 1 Molecular Function:ubiquitin-protein transferase activity (GO:0004842)E3 ubiquitin-protein ligase HERC42.3.2.26
Inf 0 Inf Significant up -- -- serine/threonine-protein phosphatase 6 regulatory subunit 3--
Inf 0 Inf Significant up 3 Biological Process:negative regulation of centrosome duplication (GO:0010826),Cellular Component:MKS complex (GO:0036038),Biological Process:cilium assembly (GO:0060271)meckelin --
Inf 0 Inf Significant up -- -- -- --
Inf 0 Inf Significant up -- -- dedicator of cytokinesis protein 9/10/11--
Inf 0 Inf Significant up -- -- collectin sub-family member 12--
Inf 0 Inf Significant up 1 Molecular Function:protein binding (GO:0005515)-- --
Inf 0 Inf Significant up 2 Cellular Component:integral component of membrane (GO:0016021),Biological Process:transmembrane transport (GO:0055085)-- --
Inf 0 Inf Significant up 4 Cellular Component:nucleosome (GO:0000786),Molecular Function:DNA binding (GO:0003677),Cellular Component:nucleus (GO:0005634),Biological Process:nucleosome assembly (GO:0006334)-- --
Inf 0 Inf Significant up -- -- -- --
Inf 0 Inf Significant up 1 Molecular Function:protein binding (GO:0005515)coiled-coil and C2 domain-containing protein 1--

0.01544 0.086479 -6.01718 NonsignificantNone -- -- FK506-binding protein 15--
Inf 0 Inf Significant up 1 Molecular Function:protein binding (GO:0005515)-- --
Inf 0 Inf Significant up 1 Molecular Function:ubiquitin-protein transferase activity (GO:0004842)E3 ubiquitin-protein ligase HECTD32.3.2.26
0.538907 0.319086 -0.89189 NonsignificantNone 1 Molecular Function:zinc ion binding (GO:0008270)E3 ubiquitin-protein ligase UBR42.3.2.27

Inf 0 Inf Significant up 1 Molecular Function:protein binding (GO:0005515)syntaxin-binding protein 5--
Inf 0 Inf Significant up -- -- -- --
Inf 0 Inf Significant up -- -- collagen, type XIII, alpha--

0.11379 0.444444 -3.13555 NonsignificantNone -- -- -- --
3.120877 0.001657 1.641952 NonsignificantNone 1 Molecular Function:DNA binding (GO:0003677)histone H3--

Inf 0 Inf Significant up -- -- -- --
Inf 0 Inf Significant up -- -- -- --
0.032749 0.056223 -4.93239 NonsignificantNone 1 Cellular Component:microtubule organizing center (GO:0005815)myomegalin--

Inf 0 Inf Significant up -- -- -- --
Inf 0 Inf Significant up -- -- ubiquitin thioesterase OTU13.1.2.-
Inf 0 Inf Significant up -- -- -- --
Inf 0 Inf Significant up 1 Cellular Component:integral component of membrane (GO:0016021)-- --
Inf 0 Inf Significant up 1 Molecular Function:hydrolase activity (GO:0016787)phospholipase/carboxylesterase--
Inf 0 Inf Significant up -- -- N-alpha-acetyltransferase 35, NatC auxiliary subunit--
Inf 0 Inf Significant up -- -- palmitoyltransferase ZDHHC2/15/202.3.1.225
Inf 0 Inf Significant up 1 Molecular Function:protein binding (GO:0005515)-- --
Inf 0 Inf Significant up -- -- immune costimulatory protein B7-H3--
Inf 0 Inf Significant up -- -- metalloreductase STEAP31.16.1.-
Inf 0 Inf Significant up -- -- TBC1 domain family member 8/9--
Inf 0 Inf Significant up 1 Molecular Function:protein binding (GO:0005515)tensin --
Inf 0 Inf Significant up 2 Molecular Function:structural molecule activity (GO:0005198),Cellular Component:viral capsid (GO:0019028)natural cytotoxicity triggering receptor 3 ligand 1--
Inf 0 Inf Significant up -- -- -- --
Inf 0 Inf Significant up 3 Molecular Function:protein binding (GO:0005515),Cellular Component:cytoplasm (GO:0005737),Biological Process:signal transduction (GO:0007165)Rho GTPase-activating protein 17--
0.130345 0.065392 -2.9396 NonsignificantNone 2 Molecular Function:GTPase activity (GO:0003924),Molecular Function:GTP binding (GO:0005525)atlastin 3.6.5.-

Inf 0 Inf Significant up 1 Molecular Function:protein binding (GO:0005515)leucine-rich repeat-containing protein 16--
Inf 0 Inf Significant up 5 Cellular Component:cytoplasm (GO:0005737),Biological Process:metabolic process (GO:0008152),Molecular Function:methyltransferase activity (GO:0008168),Biological Process:iron-sulfur cluster assembly (GO:0016226),Molecular Function:iron-sulfur cluster binding (GO:0051536)-- --
Inf 0 Inf Significant up 2 Molecular Function:DNA binding (GO:0003677),Molecular Function:zinc ion binding (GO:0008270)OTU domain-containing protein 73.4.19.12
Inf 0 Inf Significant up 10 Biological Process:regulation of receptor recycling (GO:0001919),Biological Process:lysosome organization (GO:0007040),Cellular Component:late endosome membrane (GO:0031902),Biological Process:positive regulation of TOR signaling (GO:0032008),Biological Process:endosome localization (GO:0032439),Biological Process:cholesterol homeostasis (GO:0042632),Biological Process:positive regulation of MAPK cascade (GO:0043410),Cellular Component:membrane raft (GO:0045121),Biological Process:cellular response to amino acid stimulus (GO:0071230),Cellular Component:Ragulator complex (GO:0071986)ragulator complex protein LAMTOR1--
Inf 0 Inf Significant up 2 Molecular Function:actin binding (GO:0003779),Cellular Component:intracellular (GO:0005622)twinfilin --
Inf 0 Inf Significant up 2 Molecular Function:GTP binding (GO:0005525),Biological Process:small GTPase mediated signal transduction (GO:0007264)Ras-related protein Rab-12--
Inf 0 Inf Significant up -- -- -- --
Inf 0 Inf Significant up 1 Molecular Function:phosphatase binding (GO:0019902)phostensin--
Inf 0 Inf Significant up 1 Molecular Function:protein binding (GO:0005515)coiled-coil and C2 domain-containing protein 1--
Inf 0 Inf Significant up -- -- enhancer of mRNA-decapping protein 4--
Inf 0 Inf Significant up 4 Molecular Function:RNA binding (GO:0003723),Molecular Function:protein binding (GO:0005515),Molecular Function:U6 snRNA binding (GO:0017070),Molecular Function:U5 snRNA binding (GO:0030623)pre-mRNA-processing factor 8--
Inf 0 Inf Significant up -- -- -- --
Inf 0 Inf Significant up -- -- metal transporter CNNM--
Inf 0 Inf Significant up 5 Molecular Function:protein kinase activity (GO:0004672),Molecular Function:protein serine/threonine kinase activity (GO:0004674),Molecular Function:ATP binding (GO:0005524),Biological Process:protein phosphorylation (GO:0006468),Biological Process:signal transduction (GO:0007165)protein kinase N2.7.11.13
Inf 0 Inf Significant up -- -- -- --
0.012644 0.052618 -6.30546 NonsignificantNone -- -- integrator complex subunit 5--

Inf 0 Inf Significant up 4 Molecular Function:protein binding (GO:0005515),Cellular Component:cytoplasm (GO:0005737),Biological Process:regulation of signal transduction (GO:0009966),Cellular Component:membrane (GO:0016020)-- --



Inf 0 Inf Significant up -- -- -- --
Inf 0 Inf Significant up -- -- rapamycin-insensitive companion of mTOR--
Inf 0 Inf Significant up 1 Biological Process:angiotensin-activated signaling pathway (GO:0038166)-- --
Inf 0 Inf Significant up 1 Molecular Function:protein binding (GO:0005515)E3 ubiquitin-protein ligase LRSAM12.3.2.27
Inf 0 Inf Significant up 1 Cellular Component:membrane (GO:0016020)-- --
Inf 0 Inf Significant up 2 Biological Process:proteolysis (GO:0006508),Molecular Function:serine-type peptidase activity (GO:0008236)dipeptidyl-peptidase 83.4.14.5
Inf 0 Inf Significant up 4 Molecular Function:Rho guanyl-nucleotide exchange factor activity (GO:0005089),Molecular Function:protein binding (GO:0005515),Cellular Component:cytoplasm (GO:0005737),Biological Process:regulation of Rho protein signal transduction (GO:0035023)dynamin-binding protein--
0.208832 0.026475 -2.25958 Significant down 3 Molecular Function:endopeptidase inhibitor activity (GO:0004866),Cellular Component:extracellular region (GO:0005576),Cellular Component:extracellular space (GO:0005615)CD109 antigen--

Inf 0 Inf Significant up 1 Molecular Function:protein binding (GO:0005515)-- --
Inf 0 Inf Significant up -- -- -- --
Inf 0 Inf Significant up -- -- -- --
Inf 0 Inf Significant up -- -- -- --
Inf 0 Inf Significant up 1 Biological Process:signal transduction (GO:0007165)-- --
Inf 0 Inf Significant up -- -- -- --
Inf 0 Inf Significant up -- -- integrator complex subunit 8--
0.113708 0.00037 -3.13659 Significant down 2 Molecular Function:metalloendopeptidase activity (GO:0004222),Biological Process:proteolysis (GO:0006508)a disintegrin and metalloproteinase with thrombospondin motifs 133.4.24.87

Inf 0 Inf Significant up 1 Molecular Function:protein binding (GO:0005515)butyrophilin--
0.089019 0.022458 -3.48974 Significant down 2 Molecular Function:nucleic acid binding (GO:0003676),Molecular Function:DNA binding (GO:0003677)transcription elongation factor SPT6--

Inf 0 Inf Significant up -- -- staphylococcal nuclease domain-containing protein 1--
Inf 0 Inf Significant up 3 Molecular Function:protein kinase activity (GO:0004672),Molecular Function:ATP binding (GO:0005524),Biological Process:protein phosphorylation (GO:0006468)MAP/microtubule affinity-regulating kinase2.7.11.1
Inf 0 Inf Significant up 3 Cellular Component:integral component of membrane (GO:0016021),Molecular Function:transmembrane transporter activity (GO:0022857),Biological Process:transmembrane transport (GO:0055085)MFS transporter, VNT family, synaptic vesicle glycoprotein 2--
Inf 0 Inf Significant up 2 Molecular Function:GTP binding (GO:0005525),Biological Process:small GTPase mediated signal transduction (GO:0007264)Ras homolog gene family, member U--
Inf 0 Inf Significant up 1 Molecular Function:protein binding (GO:0005515)-- --
Inf 0 Inf Significant up 1 Biological Process:protein homooligomerization (GO:0051260)BTB/POZ domain-containing protein KCTD9--
Inf 0 Inf Significant up 3 Molecular Function:nucleic acid binding (GO:0003676),Molecular Function:helicase activity (GO:0004386),Molecular Function:ATP binding (GO:0005524)ATP-dependent RNA helicase DHX303.6.4.13
Inf 0 Inf Significant up 1 Molecular Function:protein binding (GO:0005515)translation initiation factor 3 subunit M--
8.525487 0.000363 3.091782 Significant up -- -- cytoplasmic FMR1 interacting protein--

Inf 0 Inf Significant up 3 Molecular Function:protein kinase activity (GO:0004672),Molecular Function:ATP binding (GO:0005524),Biological Process:protein phosphorylation (GO:0006468)thousand and one amino acid protein kinase2.7.11.1
Inf 0 Inf Significant up 1 Biological Process:vacuolar transport (GO:0007034)charged multivesicular body protein 1--
0.401753 0.11935 -1.31562 NonsignificantNone 4 Molecular Function:guanyl-nucleotide exchange factor activity (GO:0005085),Molecular Function:calcium ion binding (GO:0005509),Biological Process:small GTPase mediated signal transduction (GO:0007264),Biological Process:intracellular signal transduction (GO:0035556)RAS guanyl-releasing protein 2--

Inf 0 Inf Significant up -- -- PHD finger-like domain-containing protein 5A--
Inf 0 Inf Significant up -- -- solute carrier family 36 (proton-coupled amino acid transporter)--
Inf 0 Inf Significant up -- -- -- --
Inf 0 Inf Significant up 1 Molecular Function:NAD+ ADP-ribosyltransferase activity (GO:0003950)poly [ADP-ribose] polymerase 7/11/12/132.4.2.30
1.007506 0.995737 0.010788 NonsignificantNone 1 Cellular Component:membrane (GO:0016020)-- --

Inf 0 Inf Significant up -- -- autophagy-related protein 9--
0.005528 0.020577 -7.49901 Significant down -- -- -- --
0.084683 0.037259 -3.56178 Significant down 3 Molecular Function:motor activity (GO:0003774),Molecular Function:ATP binding (GO:0005524),Cellular Component:myosin complex (GO:0016459)myosin heavy chain--

Inf 0 Inf Significant up -- -- CLIP-associating protein 1/2--
Inf 0 Inf Significant up 1 Molecular Function:protein binding (GO:0005515)low-density lipoprotein receptor-related protein 3/10/12--
Inf 0 Inf Significant up -- -- L-xylulose reductase1.1.1.10
Inf 0 Inf Significant up 1 Molecular Function:protein binding (GO:0005515)protein sidekick--
Inf 0 Inf Significant up 3 Biological Process:multicellular organism development (GO:0007275),Biological Process:regulation of signal transduction (GO:0009966),Cellular Component:membrane (GO:0016020)sprouty-related, EVH1 domain-containing protein--
Inf 0 Inf Significant up 2 Molecular Function:protein binding (GO:0005515),Biological Process:signal transduction (GO:0007165)SLIT-ROBO Rho GTPase activating protein--
Inf 0 Inf Significant up 1 Molecular Function:protein binding (GO:0005515)Rab9 effector protein with kelch motifs--
0.002441 0.094084 -8.67815 NonsignificantNone 1 Molecular Function:ubiquitin-protein transferase activity (GO:0004842)E3 ubiquitin-protein ligase HUWE12.3.2.26

Inf 0 Inf Significant up -- -- centriolin --
Inf 0 Inf Significant up 2 Biological Process:metabolic process (GO:0008152),Molecular Function:carbon-sulfur lyase activity (GO:0016846)-- --
Inf 0 Inf Significant up -- -- polypeptide N-acetylgalactosaminyltransferase2.4.1.41
Inf 0 Inf Significant up 1 Molecular Function:protein binding (GO:0005515)
Inf 0 Inf Significant up 4 Molecular Function:G-protein coupled receptor activity (GO:0004930),Biological Process:G-protein coupled receptor signaling pathway (GO:0007186),Cellular Component:membrane (GO:0016020),Cellular Component:integral component of membrane (GO:0016021)G protein-coupled receptor 126--
Inf 0 Inf Significant up 2 Molecular Function:phosphatidylinositol-4,5-bisphosphate 4-phosphatase activity (GO:0034597),Biological Process:phosphatidylinositol dephosphorylation (GO:0046856)phosphatidylinositol-4,5-bisphosphate 4-phosphatase3.1.3.78
Inf 0 Inf Significant up 2 Biological Process:proteolysis (GO:0006508),Molecular Function:serine-type peptidase activity (GO:0008236)dipeptidyl-peptidase 93.4.14.5
Inf 0 Inf Significant up 1 Molecular Function:protein binding (GO:0005515)tetratricopeptide repeat protein 7--
0.219554 0.010261 -2.18735 Significant down -- -- -- --
0.391315 0.057677 -1.3536 NonsignificantNone -- -- kinectin --

Inf 0 Inf Significant up -- -- -- --
0.548875 0.019396 -0.86545 NonsignificantNone -- -- kindlin 3 --



Inf 0 Inf Significant up 1 Cellular Component:membrane (GO:0016020)-- --
Inf 0 Inf Significant up 2 Molecular Function:protein binding (GO:0005515),Biological Process:regulation of GTPase activity (GO:0043087)Ras GTPase-activating-like protein IQGAP2/3--
Inf 0 Inf Significant up 1 Cellular Component:integral component of membrane (GO:0016021)lysosomal-associated transmembrane protein--
Inf 0 Inf Significant up 2 Molecular Function:phosphatidylinositol-3-phosphate binding (GO:0032266),Molecular Function:ubiquitin binding (GO:0043130)ESCRT-II complex subunit VPS36--

0.39206 0.004521 -1.35086 NonsignificantNone -- -- cullin-associated NEDD8-dissociated protein 1--
Inf 0 Inf Significant up 1 Molecular Function:protein binding (GO:0005515)THO complex subunit 6--
Inf 0 Inf Significant up 1 Molecular Function:protein binding (GO:0005515)-- --
Inf 0 Inf Significant up 1 Molecular Function:protein binding (GO:0005515)-- --
Inf 0 Inf Significant up -- -- -- --
Inf 0 Inf Significant up 2 Biological Process:protein methylation (GO:0006479),Molecular Function:methyltransferase activity (GO:0008168)type I protein arginine methyltransferase2.1.1.319
Inf 0 Inf Significant up 2 Molecular Function:protein binding (GO:0005515),Molecular Function:zinc ion binding (GO:0008270)E3 ubiquitin-protein ligase RNF1302.3.2.27
Inf 0 Inf Significant up 1 Molecular Function:protein binding (GO:0005515)syntaxin 12/13--
Inf 0 Inf Significant up 1 Molecular Function:protein binding (GO:0005515)-- --
5.090843 3.11E-05 2.347904 Significant up 1 Molecular Function:protein binding (GO:0005515)-- --

Inf 0 Inf Significant up 1 Biological Process:signal transduction (GO:0007165)-- --
0.211428 0.000732 -2.24176 Significant down -- -- -- --

Inf 0 Inf Significant up 1 Molecular Function:protein binding (GO:0005515)-- --
Inf 0 Inf Significant up -- -- -- --
0.079775 0.011217 -3.64792 Significant down 3 Molecular Function:metallocarboxypeptidase activity (GO:0004181),Biological Process:proteolysis (GO:0006508),Molecular Function:zinc ion binding (GO:0008270)adipocyte enhancer-binding protein 1--

Inf 0 Inf Significant up 1 Molecular Function:catalytic activity (GO:0003824)phospholipase D3/43.1.4.4
Inf 0 Inf Significant up -- -- LIX1-like protein--
Inf 0 Inf Significant up -- -- -- --
Inf 0 Inf Significant up 4 Molecular Function:actin binding (GO:0003779),Biological Process:cellular component organization (GO:0016043),Molecular Function:Rho GTPase binding (GO:0017048),Biological Process:actin cytoskeleton organization (GO:0030036)-- --
Inf 0 Inf Significant up -- -- -- --
Inf 0 Inf Significant up 1 Molecular Function:protein binding (GO:0005515)NET1-associated nuclear protein 1 (U3 small nucleolar RNA-associated protein 17)--
Inf 0 Inf Significant up 2 Molecular Function:protein binding (GO:0005515),Molecular Function:metal ion binding (GO:0046872)-- --
Inf 0 Inf Significant up -- -- DCN1-like protein 3--
Inf 0 Inf Significant up 1 Molecular Function:protein binding (GO:0005515)volume-regulated anion channel--
Inf 0 Inf Significant up 2 Molecular Function:protein binding (GO:0005515),Biological Process:signal transduction (GO:0007165)Rho GTPase-activating protein 12/27--
Inf 0 Inf Significant up 2 Molecular Function:GTP binding (GO:0005525),Biological Process:small GTPase mediated signal transduction (GO:0007264)mitochondrial Rho GTPase 23.6.5.-
Inf 0 Inf Significant up -- -- protein FAM126--
Inf 0 Inf Significant up 2 Biological Process:transport (GO:0006810),Cellular Component:integral component of membrane (GO:0016021)solute carrier family 35, member F1/2--
Inf 0 Inf Significant up -- -- -- --
Inf 0 Inf Significant up 1 Biological Process:mRNA processing (GO:0006397)serine/arginine repetitive matrix protein 1--
Inf 0 Inf Significant up -- -- exocyst complex component 8--
Inf 0 Inf Significant up 1 Molecular Function:protein binding (GO:0005515)-- --
Inf 0 Inf Significant up 2 Molecular Function:protein binding (GO:0005515),Molecular Function:ATP binding (GO:0005524)katanin p60 ATPase-containing subunit A13.6.4.3
Inf 0 Inf Significant up -- -- ankyrin repeat domain-containing protein 13--
Inf 0 Inf Significant up -- -- phosphatase and actin regulator 4--
0.354155 0.00227 -1.49755 NonsignificantNone 3 Biological Process:metabolic process (GO:0008152),Molecular Function:oxidoreductase activity (GO:0016491),Biological Process:oxidation-reduction process (GO:0055114)-- --

Inf 0 Inf Significant up -- -- -- --
Inf 0 Inf Significant up -- -- proline-, glutamic acid- and leucine-rich protein 1--
Inf 0 Inf Significant up 2 Molecular Function:protein binding (GO:0005515),Cellular Component:cytoplasm (GO:0005737)-- --
Inf 0 Inf Significant up -- -- spartin --
0.065738 0.21901 -3.92713 NonsignificantNone -- -- 2,3-bisphosphoglycerate-dependent phosphoglycerate mutase5.4.2.11

Inf 0 Inf Significant up 2 Cellular Component:nuclear pore (GO:0005643),Biological Process:transport (GO:0006810)nuclear pore complex protein Nup93--
Inf 0 Inf Significant up 3 Molecular Function:RNA binding (GO:0003723),Molecular Function:phenylalanine-tRNA ligase activity (GO:0004826),Molecular Function:protein binding (GO:0005515)-- --

0.13856 0.027925 -2.85142 Significant down 2 Molecular Function:structural molecule activity (GO:0005198),Cellular Component:intermediate filament (GO:0005882)type II keratin, basic--
Inf 0 Inf Significant up 1 Biological Process:signal transduction (GO:0007165)Rho GTPase-activating protein 18/28/40--
Inf 0 Inf Significant up 2 Molecular Function:nucleic acid binding (GO:0003676),Molecular Function:ATP binding (GO:0005524)activating signal cointegrator complex subunit 33.6.4.12
Inf 0 Inf Significant up 1 Molecular Function:protein binding (GO:0005515)-- --
Inf 0 Inf Significant up 2 Molecular Function:protein binding (GO:0005515),Molecular Function:zinc ion binding (GO:0008270)MICAL-like protein 1--
Inf 0 Inf Significant up 1 Molecular Function:protein binding (GO:0005515)MAGUK p55 subfamily member 5--
Inf 0 Inf Significant up -- -- transmembrane protein 132--
Inf 0 Inf Significant up 1 Molecular Function:protein binding (GO:0005515)secreted frizzled-related protein 1--
Inf 0 Inf Significant up 3 Molecular Function:protein kinase activity (GO:0004672),Molecular Function:ATP binding (GO:0005524),Biological Process:protein phosphorylation (GO:0006468)misshapen/NIK-related kinase2.7.11.1
Inf 0 Inf Significant up -- -- -- --
Inf 0 Inf Significant up 1 Molecular Function:protein binding (GO:0005515)-- --



Inf 0 Inf Significant up -- -- -- --
0.050499 0.048384 -4.30759 Significant down -- -- cyclic GMP-AMP synthase2.7.7.86

Inf 0 Inf Significant up -- -- enabled --
Inf 0 Inf Significant up 1 Molecular Function:protein binding (GO:0005515)-- --
Inf 0 Inf Significant up 2 Molecular Function:nucleotide binding (GO:0000166),Molecular Function:metal ion binding (GO:0046872)phospholipid-translocating ATPase3.6.3.1
Inf 0 Inf Significant up 1 Molecular Function:ATP binding (GO:0005524)AAA family ATPase--
Inf 0 Inf Significant up 1 Molecular Function:protein binding (GO:0005515)-- --
0.080032 0.051166 -3.64328 NonsignificantNone -- -- -- --

Inf 0 Inf Significant up 2 Biological Process:prenylcysteine catabolic process (GO:0030328),Biological Process:oxidation-reduction process (GO:0055114)-- --
Inf 0 Inf Significant up 1 Cellular Component:integral component of membrane (GO:0016021)-- --
0.110768 0.022098 -3.17439 Significant down 1 Biological Process:cell redox homeostasis (GO:0045454)thioredoxin domain-containing protein 5--

Inf 0 Inf Significant up -- -- solute carrier family 38 (sodium-coupled neutral amino acid transporter), member 9--
Inf 0 Inf Significant up 2 Molecular Function:protein binding (GO:0005515),Molecular Function:zinc ion binding (GO:0008270)E3 ubiquitin-protein ligase RNF1492.3.2.27
Inf 0 Inf Significant up -- -- plasminogen activator inhibitor 1 RNA-binding protein--
Inf 0 Inf Significant up -- -- -- --
Inf 0 Inf Significant up 2 Molecular Function:sulfotransferase activity (GO:0008146),Cellular Component:integral component of membrane (GO:0016021)dermatan 4-sulfotransferase 12.8.2.35
Inf 0 Inf Significant up -- -- -- --
Inf 0 Inf Significant up 1 Molecular Function:protein binding (GO:0005515)-- --
Inf 0 Inf Significant up -- -- -- --
Inf 0 Inf Significant up -- -- metal transporter CNNM--
Inf 0 Inf Significant up 2 Molecular Function:ATP binding (GO:0005524),Molecular Function:ATPase activity (GO:0016887)ATP-binding cassette, subfamily F, member 1--
Inf 0 Inf Significant up -- -- -- --
Inf 0 Inf Significant up 4 Biological Process:cation transport (GO:0006812),Molecular Function:cation transmembrane transporter activity (GO:0008324),Cellular Component:integral component of membrane (GO:0016021),Biological Process:transmembrane transport (GO:0055085)solute carrier family 30 (zinc transporter), member 5/7--
Inf 0 Inf Significant up 4 Molecular Function:thiol-dependent ubiquitin-specific protease activity (GO:0004843),Molecular Function:calcium ion binding (GO:0005509),Biological Process:protein deubiquitination (GO:0016579),Molecular Function:thiol-dependent ubiquitinyl hydrolase activity (GO:0036459)ubiquitin carboxyl-terminal hydrolase 6/323.4.19.12
Inf 0 Inf Significant up 1 Molecular Function:protein binding (GO:0005515)nuclear pore complex protein Nup43--
Inf 0 Inf Significant up -- -- nuclear pore complex protein Nup53--
Inf 0 Inf Significant up 3 Molecular Function:G-protein coupled receptor activity (GO:0004930),Biological Process:G-protein coupled receptor signaling pathway (GO:0007186),Cellular Component:integral component of membrane (GO:0016021)G protein-coupled receptor family C group 5 member A--
Inf 0 Inf Significant up -- -- metalloreductase STEAP21.16.1.-

4.32364 0.004875 2.112246 Significant up 1 Cellular Component:integral component of membrane (GO:0016021)tetraspanin-14--
0.227531 0.002651 -2.13587 Significant down -- -- -- --

Inf 0 Inf Significant up -- -- THO complex subunit 2--
0.072673 0.060584 -3.78244 NonsignificantNone 1 Molecular Function:protein binding (GO:0005515)InaD-like protein--

Inf 0 Inf Significant up 2 Biological Process:multicellular organism development (GO:0007275),Cellular Component:integral component of membrane (GO:0016021)vang-like --
Inf 0 Inf Significant up 1 Molecular Function:protein binding (GO:0005515)WD repeat-containing protein 48--
Inf 0 Inf Significant up 2 Cellular Component:exocyst (GO:0000145),Biological Process:vesicle docking involved in exocytosis (GO:0006904)exocyst complex component 6--
Inf 0 Inf Significant up -- -- nuclear protein localization protein 4 homolog--
0.352876 0.40084 -1.50277 NonsignificantNone -- -- erythrocyte band 7 integral membrane protein--

Inf 0 Inf Significant up -- -- -- --
0.62786 0.092758 -0.67149 NonsignificantNone 1 Biological Process:transmembrane transport (GO:0055085)solute carrier family 35 (adenosine 3'-phospho 5'-phosphosulfate transporter), member B2--

Inf 0 Inf Significant up -- -- -- --
0.443508 0.405599 -1.17297 NonsignificantNone -- -- -- --

Inf 0 Inf Significant up -- -- integrin alpha FG-GAP repeat containing protein 1--
Inf 0 Inf Significant up 1 Biological Process:protein homooligomerization (GO:0051260)SH3KBP1-binding protein 1--
Inf 0 Inf Significant up 4 Molecular Function:ATP binding (GO:0005524),Molecular Function:small protein activating enzyme activity (GO:0008641),Molecular Function:acid-amino acid ligase activity (GO:0016881),Biological Process:protein neddylation (GO:0045116)ubiquitin-activating enzyme E1 C6.2.1.45
Inf 0 Inf Significant up -- -- prostamide/prostaglandin F2alpha synthase1.11.1.20
Inf 0 Inf Significant up 2 Molecular Function:phosphatidylinositol phosphate kinase activity (GO:0016307),Biological Process:phosphatidylinositol metabolic process (GO:0046488)1-phosphatidylinositol-5-phosphate 4-kinase2.7.1.149
Inf 0 Inf Significant up 1 Molecular Function:protein binding (GO:0005515)-- --
Inf 0 Inf Significant up -- -- retinol dehydrogenase 111.1.1.300
Inf 0 Inf Significant up -- -- -- --
Inf 0 Inf Significant up 2 Molecular Function:aspartic-type endopeptidase activity (GO:0004190),Cellular Component:integral component of membrane (GO:0016021)signal peptide peptidase-like 2A3.4.23.-
Inf 0 Inf Significant up 2 Molecular Function:aspartic-type endopeptidase activity (GO:0004190),Cellular Component:integral component of membrane (GO:0016021)minor histocompatibility antigen H133.4.23.-
Inf 0 Inf Significant up 3 Molecular Function:Rho guanyl-nucleotide exchange factor activity (GO:0005089),Biological Process:regulation of Rho protein signal transduction (GO:0035023),Biological Process:intracellular signal transduction (GO:0035556)phosphatidylinositol-3,4,5-trisphosphate-dependent Rac exchanger 1 protein--
Inf 0 Inf Significant up -- -- -- --
Inf 0 Inf Significant up 3 Molecular Function:protein kinase activity (GO:0004672),Molecular Function:ATP binding (GO:0005524),Biological Process:protein phosphorylation (GO:0006468)NIMA (never in mitosis gene a)-related kinase 92.7.11.1
Inf 0 Inf Significant up -- -- -- --
Inf 0 Inf Significant up 1 Molecular Function:protein binding (GO:0005515)-- --
Inf 0 Inf Significant up -- -- ribosome biogenesis protein BRX1--
Inf 0 Inf Significant up 1 Molecular Function:protein binding (GO:0005515)volume-regulated anion channel--



Inf 0 Inf Significant up 3 Molecular Function:protein binding (GO:0005515),Molecular Function:zinc ion binding (GO:0008270),Molecular Function:FAD binding (GO:0071949)F-actin monooxygenase1.14.13.225
Inf 0 Inf Significant up 1 Molecular Function:protein binding (GO:0005515)gem associated protein 5--
Inf 0 Inf Significant up 1 Molecular Function:protein binding (GO:0005515)partitioning defective protein 3--
Inf 0 Inf Significant up 3 Molecular Function:protein binding (GO:0005515),Biological Process:intracellular protein transport (GO:0006886),Molecular Function:Ran GTPase binding (GO:0008536)importin-4--
Inf 0 Inf Significant up 1 Molecular Function:protein binding (GO:0005515)ubiquitin-associated and SH3 domain-containing protein3.1.3.48
Inf 0 Inf Significant up -- -- nucleolar complex protein 3--
Inf 0 Inf Significant up 1 Cellular Component:membrane (GO:0016020)scavenger receptor class B, member 1--
Inf 0 Inf Significant up 1 Molecular Function:insulin receptor binding (GO:0005158)fibroblast growth factor receptor substrate 2--
0.088986 0.005432 -3.49028 Significant down -- -- cell migration-inducing and hyaluronan-binding protein3.2.1.35
5.87789 0.000135 2.555298 Significant up 1 Molecular Function:protein binding (GO:0005515)programmed cell death 6-interacting protein--

Inf 0 Inf Significant up 3 Molecular Function:inorganic phosphate transmembrane transporter activity (GO:0005315),Biological Process:phosphate ion transport (GO:0006817),Cellular Component:membrane (GO:0016020)solute carrier family 20 (sodium-dependent phosphate transporter)--
Inf 0 Inf Significant up -- -- chromosome 3 open reading frame 10--
Inf 0 Inf Significant up 2 Biological Process:signal transduction (GO:0007165),Biological Process:intracellular signal transduction (GO:0035556)-- --
Inf 0 Inf Significant up -- -- -- --
Inf 0 Inf Significant up 2 Molecular Function:protein binding (GO:0005515),Molecular Function:phosphatidylinositol binding (GO:0035091)sorting nexin-9/18/33--
Inf 0 Inf Significant up 1 Molecular Function:zinc ion binding (GO:0008270)-- --
Inf 0 Inf Significant up -- -- -- --
Inf 0 Inf Significant up 2 Biological Process:vesicle docking involved in exocytosis (GO:0006904),Biological Process:vesicle-mediated transport (GO:0016192)sec1 family domain-containing protein 1--
Inf 0 Inf Significant up 1 Molecular Function:protein binding (GO:0005515)ubiquitin-like domain-containing CTD phosphatase 13.1.3.16
1.325004 0.013531 0.405996 NonsignificantNone -- -- intelectin --

Inf 0 Inf Significant up 2 Molecular Function:protein binding (GO:0005515),Molecular Function:zinc ion binding (GO:0008270)F-box protein 20--
0.588772 0.576744 -0.76422 NonsignificantNone -- -- solute carrier family 44 (choline transporter-like protein), member 1--

Inf 0 Inf Significant up 3 Molecular Function:GTPase activator activity (GO:0005096),Molecular Function:protein binding (GO:0005515),Biological Process:signal transduction (GO:0007165)Arf-GAP with Rho-GAP domain, ANK repeat and PH domain-containing protein 3--
2.015269 0.010571 1.010972 NonsignificantNone -- -- intelectin --
0.140986 0.072181 -2.82638 NonsignificantNone 2 Molecular Function:ATP binding (GO:0005524),Molecular Function:ATPase activity (GO:0016887)ATP-binding cassette, subfamily A (ABC1), member 10--
0.302006 0.03069 -1.72735 NonsignificantNone -- -- -- --

Inf 0 Inf Significant up -- -- ATR interacting protein--
0.007914 0.01402 -6.98142 Significant down -- -- stonin-1/2 --

Inf 0 Inf Significant up -- -- beta-catenin-like protein 1--
Inf 0 Inf Significant up -- -- -- --
Inf 0 Inf Significant up 1 Molecular Function:beta-catenin binding (GO:0008013)-- --
0.240145 0.110452 -2.05802 NonsignificantNone 3 Molecular Function:nucleic acid binding (GO:0003676),Molecular Function:protein binding (GO:0005515),Molecular Function:ATP binding (GO:0005524)ATP-dependent RNA helicase DDX13.6.4.13
0.162774 0.245623 -2.61906 NonsignificantNone -- -- -- --

Inf 0 Inf Significant up -- -- proteasome inhibitor subunit 1 (PI31)--
Inf 0 Inf Significant up 3 Biological Process:amino acid transmembrane transport (GO:0003333),Molecular Function:amino acid transmembrane transporter activity (GO:0015171),Cellular Component:membrane (GO:0016020)solute carrier family 7 (L-type amino acid transporter), member 6--
Inf 0 Inf Significant up -- -- -- --
Inf 0 Inf Significant up 2 Molecular Function:ARF guanyl-nucleotide exchange factor activity (GO:0005086),Biological Process:regulation of ARF protein signal transduction (GO:0032012)golgi-specific brefeldin A-resistance guanine nucleotide exchange factor 1--
0.449261 0.227017 -1.15437 NonsignificantNone 1 Cellular Component:integral component of membrane (GO:0016021)transmembrane 9 superfamily member 2/4--

Inf 0 Inf Significant up 1 Molecular Function:actin binding (GO:0003779)WAS protein family, member 1--
Inf 0 Inf Significant up -- -- protein NDRG1--
Inf 0 Inf Significant up -- -- heat shock protein 110kDa--
Inf 0 Inf Significant up 1 Molecular Function:GTP binding (GO:0005525)septin 6/8/11--
Inf 0 Inf Significant up -- -- CCR4-NOT transcription complex subunit 9--
0.070633 0.085068 -3.82352 NonsignificantNone 4 Molecular Function:motor activity (GO:0003774),Molecular Function:protein binding (GO:0005515),Molecular Function:ATP binding (GO:0005524),Cellular Component:myosin complex (GO:0016459)myosin XVIII--
0.022578 0.134753 -5.46894 NonsignificantNone -- -- -- --
0.031633 0.066481 -4.9824 NonsignificantNone 1 Molecular Function:protein binding (GO:0005515)peroxidase1.11.1.7

Inf 0 Inf Significant up -- -- acidic leucine-rich nuclear phosphoprotein 32 family member B--
Inf 0 Inf Significant up -- -- poliovirus receptor-related protein 2--
Inf 0 Inf Significant up 4 Molecular Function:Rab geranylgeranyltransferase activity (GO:0004663),Molecular Function:zinc ion binding (GO:0008270),Molecular Function:protein prenyltransferase activity (GO:0008318),Biological Process:protein prenylation (GO:0018342)geranylgeranyl transferase type-2 subunit alpha2.5.1.60
Inf 0 Inf Significant up 4 Molecular Function:protein tyrosine phosphatase activity (GO:0004725),Molecular Function:protein binding (GO:0005515),Biological Process:protein dephosphorylation (GO:0006470),Cellular Component:membrane (GO:0016020)receptor-type tyrosine-protein phosphatase U3.1.3.48
Inf 0 Inf Significant up 1 Molecular Function:protein binding (GO:0005515)protein TFG--
Inf 0 Inf Significant up -- -- USP6 N-terminal-like protein--
0.003424 0.077631 -8.18993 NonsignificantNone 4 Biological Process:regulation of cell growth (GO:0001558),Molecular Function:protein binding (GO:0005515),Molecular Function:insulin-like growth factor binding (GO:0005520),Cellular Component:extracellular region (GO:0005576)HtrA serine peptidase 13.4.21.-

Inf 0 Inf Significant up 1 Molecular Function:protein binding (GO:0005515)actin related protein 2/3 complex, subunit 1A/1B--
Inf 0 Inf Significant up -- -- histone deacetylase 1/23.5.1.98
Inf 0 Inf Significant up 2 Molecular Function:protein binding (GO:0005515),Biological Process:intracellular protein transport (GO:0006886)signal transducing adaptor molecule--
Inf 0 Inf Significant up 1 Molecular Function:protein binding (GO:0005515)discs large protein 3--
1.092134 0.32457 0.12715 NonsignificantNone 2 Biological Process:glutamine metabolic process (GO:0006541),Molecular Function:hydrolase activity (GO:0016787)gamma-glutamyl hydrolase3.4.19.9



Inf 0 Inf Significant up 2 Molecular Function:nucleic acid binding (GO:0003676),Molecular Function:ATP binding (GO:0005524)ATP-dependent RNA helicase DDX173.6.4.13
Inf 0 Inf Significant up 1 Molecular Function:protein binding (GO:0005515)-- --
Inf 0 Inf Significant up 3 Molecular Function:Rho guanyl-nucleotide exchange factor activity (GO:0005089),Cellular Component:cytoplasm (GO:0005737),Biological Process:regulation of Rho protein signal transduction (GO:0035023)Rho guanine nucleotide exchange factor 1--
Inf 0 Inf Significant up 1 Biological Process:ubiquitin-dependent protein catabolic process (GO:0006511)ubiquitin fusion degradation protein 1--
0.400862 0.225949 -1.31882 NonsignificantNone 1 Cellular Component:membrane (GO:0016020)golgi apparatus protein 1--

Inf 0 Inf Significant up 1 Molecular Function:protein binding (GO:0005515)COP9 signalosome complex subunit 53.4.-.-
3.149533 0.018546 1.655138 NonsignificantNone 2 Molecular Function:GTP binding (GO:0005525),Biological Process:small GTPase mediated signal transduction (GO:0007264)Ras-related protein Rab-8B--

Inf 0 Inf Significant up 1 Molecular Function:RNA binding (GO:0003723)far upstream element-binding protein--
0.195362 0.059902 -2.35578 NonsignificantNone 3 Molecular Function:scavenger receptor activity (GO:0005044),Biological Process:immune response (GO:0006955),Molecular Function:polysaccharide binding (GO:0030247)-- --
0.121599 0.072099 -3.0398 NonsignificantNone 2 Biological Process:protein deubiquitination (GO:0016579),Molecular Function:thiol-dependent ubiquitinyl hydrolase activity (GO:0036459)ubiquitin carboxyl-terminal hydrolase 9/243.4.19.12

Inf 0 Inf Significant up 3 Molecular Function:protein binding (GO:0005515),Biological Process:protein deubiquitination (GO:0016579),Molecular Function:thiol-dependent ubiquitinyl hydrolase activity (GO:0036459)ubiquitin carboxyl-terminal hydrolase 73.4.19.12
Inf 0 Inf Significant up 2 Biological Process:ubiquitin-dependent protein catabolic process (GO:0006511),Molecular Function:ubiquitin protein ligase binding (GO:0031625)cullin 5 --
Inf 0 Inf Significant up 1 Molecular Function:zinc ion binding (GO:0008270)lipoma-prefererred partner--
0.443013 0.313036 -1.17458 NonsignificantNone 3 Biological Process:glycosaminoglycan biosynthetic process (GO:0006024),Biological Process:heparan sulfate proteoglycan biosynthetic process (GO:0015012),Cellular Component:integral component of membrane (GO:0016021)-- --
0.14075 0.036356 -2.8288 Significant down -- -- betaine-homocysteine S-methyltransferase2.1.1.5

Inf 0 Inf Significant up 2 Biological Process:protein dephosphorylation (GO:0006470),Molecular Function:protein tyrosine/serine/threonine phosphatase activity (GO:0008138)protein tyrosine phosphatase type IVA3.1.3.48
Inf 0 Inf Significant up 2 Biological Process:protein transport (GO:0015031),Cellular Component:integral component of membrane (GO:0016021)secretory carrier-associated membrane protein--

2.79895 0.000789 1.484886 NonsignificantNone -- -- immunoglobulin superfamily, member 8--
Inf 0 Inf Significant up 2 Molecular Function:GTP binding (GO:0005525),Biological Process:small GTPase mediated signal transduction (GO:0007264)Ras-related protein Rab-24--
Inf 0 Inf Significant up -- -- -- --
Inf 0 Inf Significant up -- -- tumor necrosis factor receptor superfamily member 19-like--
Inf 0 Inf Significant up 1 Cellular Component:integral component of membrane (GO:0016021)adiponectin receptor--
Inf 0 Inf Significant up -- -- -- --
Inf 0 Inf Significant up 3 Cellular Component:exocyst (GO:0000145),Biological Process:vesicle docking involved in exocytosis (GO:0006904),Biological Process:protein transport (GO:0015031)exocyst complex component 4--
Inf 0 Inf Significant up -- -- kindlin 2 --
Inf 0 Inf Significant up 1 Molecular Function:RNA binding (GO:0003723)far upstream element-binding protein--
Inf 0 Inf Significant up 1 Molecular Function:protein binding (GO:0005515)-- --
Inf 0 Inf Significant up 1 Molecular Function:protein binding (GO:0005515)SH3 domain-containing kinase-binding protein 1--
Inf 0 Inf Significant up 4 Molecular Function:transporter activity (GO:0005215),Molecular Function:protein binding (GO:0005515),Biological Process:transport (GO:0006810),Cellular Component:membrane (GO:0016020)solute carrier organic anion transporter family, member 4A--
Inf 0 Inf Significant up -- -- -- --
Inf 0 Inf Significant up 1 Molecular Function:GTP binding (GO:0005525)ADP-ribosylation factor-like protein 8--
Inf 0 Inf Significant up -- -- ubiquitin thioesterase otulin3.4.19.12
Inf 0 Inf Significant up -- -- dedicator of cytokinesis protein 9/10/11--
Inf 0 Inf Significant up 2 Molecular Function:serine-type endopeptidase activity (GO:0004252),Cellular Component:integral component of membrane (GO:0016021)-- --
0.103769 0.000689 -3.26856 Significant down -- -- -- --

Inf 0 Inf Significant up 2 Molecular Function:catalytic activity (GO:0003824),Biological Process:metabolic process (GO:0008152)-- --
Inf 0 Inf Significant up -- -- -- --
Inf 0 Inf Significant up 5 Biological Process:microtubule cytoskeleton organization (GO:0000226),Cellular Component:spindle pole (GO:0000922),Cellular Component:microtubule organizing center (GO:0005815),Biological Process:microtubule nucleation (GO:0007020),Molecular Function:gamma-tubulin binding (GO:0043015)gamma-tubulin complex component 3--
0.393849 0.054739 -1.34429 NonsignificantNone 1 Biological Process:protein homooligomerization (GO:0051260)BTB/POZ domain-containing protein KCTD8/12/16--
0.146697 0.09678 -2.76909 NonsignificantNone 1 Molecular Function:calcium ion binding (GO:0005509)-- --

Inf 0 Inf Significant up -- -- calcium release-activated calcium channel protein 1--
Inf 0 Inf Significant up 1 Molecular Function:protein binding (GO:0005515)RalBP1-associated Eps domain-containing protein--
Inf 0 Inf Significant up 1 Molecular Function:hydrolase activity (GO:0016787)carboxymethylenebutenolidase3.1.1.45
Inf 0 Inf Significant up -- -- -- --
Inf 0 Inf Significant up 1 Molecular Function:protein binding (GO:0005515)-- --
Inf 0 Inf Significant up 1 Cellular Component:membrane (GO:0016020)-- --
0.386738 0.078234 -1.37057 NonsignificantNone 2 Biological Process:metabolic process (GO:0008152),Molecular Function:sulfuric ester hydrolase activity (GO:0008484)arylsulfatase G3.1.6.-

Inf 0 Inf Significant up -- -- -- --
Inf 0 Inf Significant up 1 Cellular Component:ESCRT I complex (GO:0000813)ESCRT-I complex subunit MVB12--
Inf 0 Inf Significant up -- -- -- --
Inf 0 Inf Significant up 1 Molecular Function:protein binding (GO:0005515)-- --
Inf 0 Inf Significant up 1 Molecular Function:calcium ion binding (GO:0005509)-- --
Inf 0 Inf Significant up 3 Molecular Function:GTPase activator activity (GO:0005096),Molecular Function:protein binding (GO:0005515),Biological Process:regulation of small GTPase mediated signal transduction (GO:0051056)signal-induced proliferation-associated gene 1--
Inf 0 Inf Significant up 1 Cellular Component:integral component of membrane (GO:0016021)TP53 apoptosis effector--
Inf 0 Inf Significant up 1 Biological Process:vacuolar transport (GO:0007034)charged multivesicular body protein 6--
Inf 0 Inf Significant up 2 Biological Process:carbohydrate metabolic process (GO:0005975),Biological Process:organic substance metabolic process (GO:0071704)-- --
Inf 0 Inf Significant up 3 Molecular Function:protein kinase activity (GO:0004672),Molecular Function:ATP binding (GO:0005524),Biological Process:protein phosphorylation (GO:0006468)aurora kinase B2.7.11.1
Inf 0 Inf Significant up 2 Molecular Function:catalytic activity (GO:0003824),Biological Process:metabolic process (GO:0008152)-- --



Inf 0 Inf Significant up 2 Molecular Function:nucleic acid binding (GO:0003676),Molecular Function:ATP binding (GO:0005524)ATP-dependent RNA helicase DDX273.6.4.13
Inf 0 Inf Significant up -- -- palmitoyltransferase2.3.1.225
4.464793 0.000247 2.158593 Significant up 2 Molecular Function:protein binding (GO:0005515),Molecular Function:zinc ion binding (GO:0008270)-- --

Inf 0 Inf Significant up -- -- receptor expression-enhancing protein 5/6--
0.039097 0.006896 -4.67682 Significant down 1 Molecular Function:RNA binding (GO:0003723)far upstream element-binding protein--

Inf 0 Inf Significant up 1 Molecular Function:protein binding (GO:0005515)-- --
Inf 0 Inf Significant up 2 Biological Process:biosynthetic process (GO:0009058),Molecular Function:nucleotidyltransferase activity (GO:0016779)mannose-1-phosphate guanylyltransferase2.7.7.13
Inf 0 Inf Significant up -- -- abhydrolase domain-containing protein 14--
Inf 0 Inf Significant up 4 Molecular Function:carboxypeptidase activity (GO:0004180),Molecular Function:metallocarboxypeptidase activity (GO:0004181),Biological Process:proteolysis (GO:0006508),Molecular Function:zinc ion binding (GO:0008270)carboxypeptidase B23.4.17.20
Inf 0 Inf Significant up -- -- -- --
Inf 0 Inf Significant up 4 Molecular Function:protein kinase activity (GO:0004672),Molecular Function:protein serine/threonine kinase activity (GO:0004674),Molecular Function:ATP binding (GO:0005524),Biological Process:protein phosphorylation (GO:0006468)WNK lysine deficient protein kinase2.7.11.1
Inf 0 Inf Significant up 1 Molecular Function:protein binding (GO:0005515)-- --
#NAME? 0 #NAME? Significant down 4 Molecular Function:scavenger receptor activity (GO:0005044),Molecular Function:copper ion binding (GO:0005507),Cellular Component:membrane (GO:0016020),Biological Process:oxidation-reduction process (GO:0055114)lysyl oxidase-like protein 2/3/41.4.3.-

Inf 0 Inf Significant up -- -- 1,5-anhydro-D-fructose reductase1.1.1.263
Inf 0 Inf Significant up 3 Molecular Function:protein kinase activity (GO:0004672),Molecular Function:ATP binding (GO:0005524),Biological Process:protein phosphorylation (GO:0006468)PDZ-binding kinase2.7.12.2
Inf 0 Inf Significant up -- -- -- --
Inf 0 Inf Significant up 2 Biological Process:metabolic process (GO:0008152),Molecular Function:hydrolase activity (GO:0016787)cytosolic nonspecific dipeptidase3.4.13.18
Inf 0 Inf Significant up 2 Cellular Component:intracellular (GO:0005622),Molecular Function:zinc ion binding (GO:0008270)tripartite motif-containing protein 47--
Inf 0 Inf Significant up 1 Molecular Function:protein binding (GO:0005515)F-box and leucine-rich repeat protein 18--
Inf 0 Inf Significant up -- -- -- --
Inf 0 Inf Significant up -- -- dedicator of cytokinesis protein 6/7/8--
Inf 0 Inf Significant up -- -- FERM domain-containing protein 6--
Inf 0 Inf Significant up 2 Cellular Component:integral component of membrane (GO:0016021),Biological Process:transmembrane transport (GO:0055085)MFS transporter, PCFT/HCP family, solute carrier family 46 (folate transporter), member 1--
Inf 0 Inf Significant up -- -- chloride intracellular channel protein 6--
Inf 0 Inf Significant up 3 Molecular Function:GTPase activator activity (GO:0005096),Molecular Function:protein binding (GO:0005515),Biological Process:signal transduction (GO:0007165)Arf-GAP with Rho-GAP domain, ANK repeat and PH domain-containing protein 1--
Inf 0 Inf Significant up 2 Biological Process:intracellular protein transport (GO:0006886),Molecular Function:Ran GTPase binding (GO:0008536)importin-9--
Inf 0 Inf Significant up -- -- -- --
0.182978 0.205108 -2.45025 NonsignificantNone 2 Molecular Function:N-acetylmuramoyl-L-alanine amidase activity (GO:0008745),Biological Process:peptidoglycan catabolic process (GO:0009253)peptidoglycan recognition protein--

Inf 0 Inf Significant up 1 Molecular Function:nucleic acid binding (GO:0003676)RNA-binding protein 14--
Inf 0 Inf Significant up 2 Molecular Function:ubiquitin-protein transferase activity (GO:0004842),Molecular Function:protein binding (GO:0005515)E3 ubiquitin-protein ligase NEDD4-like2.3.2.26
Inf 0 Inf Significant up 4 Molecular Function:actin binding (GO:0003779),Biological Process:cellular component organization (GO:0016043),Molecular Function:Rho GTPase binding (GO:0017048),Biological Process:actin cytoskeleton organization (GO:0030036)-- --
Inf 0 Inf Significant up 3 Molecular Function:RNA binding (GO:0003723),Biological Process:RNA processing (GO:0006396),Molecular Function:nucleotidyltransferase activity (GO:0016779)-- --
Inf 0 Inf Significant up -- -- -- --
Inf 0 Inf Significant up -- -- solute carrier family 38 (sodium-coupled neutral amino acid transporter), member 2--
Inf 0 Inf Significant up 3 Cellular Component:integral component of membrane (GO:0016021),Molecular Function:transmembrane transporter activity (GO:0022857),Biological Process:transmembrane transport (GO:0055085)MFS transporter, SP family, solute carrier family 2 (myo-inositol transporter), member 13--
Inf 0 Inf Significant up 2 Molecular Function:protein binding (GO:0005515),Molecular Function:phosphatidylinositol binding (GO:0035091)sorting nexin-9/18/33--
0.049319 0.231753 -4.3417 NonsignificantNone 3 Molecular Function:G-protein coupled receptor activity (GO:0004930),Biological Process:G-protein coupled receptor signaling pathway (GO:0007186),Cellular Component:integral component of membrane (GO:0016021)coagulation factor II (thrombin) receptor-like 3--

Inf 0 Inf Significant up -- -- -- --
Inf 0 Inf Significant up 1 Molecular Function:protein binding (GO:0005515)erbb2-interacting protein--
Inf 0 Inf Significant up 5 Biological Process:microtubule cytoskeleton organization (GO:0000226),Cellular Component:spindle pole (GO:0000922),Cellular Component:microtubule organizing center (GO:0005815),Biological Process:microtubule nucleation (GO:0007020),Molecular Function:gamma-tubulin binding (GO:0043015)gamma-tubulin complex component 5--
0.025371 0.040392 -5.3007 Significant down 1 Molecular Function:calcium ion binding (GO:0005509)hemicentin--

Inf 0 Inf Significant up 1 Molecular Function:protein binding (GO:0005515)-- --
0.019761 0.082292 -5.66123 NonsignificantNone 2 Molecular Function:hyaluronic acid binding (GO:0005540),Biological Process:cell adhesion (GO:0007155)hyaluronan and proteoglycan link protein 3--

Inf 0 Inf Significant up 1 Cellular Component:membrane (GO:0016020)-- --
Inf 0 Inf Significant up 1 Molecular Function:metal ion binding (GO:0046872)-- --
Inf 0 Inf Significant up 1 Molecular Function:protein binding (GO:0005515)neurabin --
Inf 0 Inf Significant up -- -- MFS transporter, FLVCR family, disrupted in renal carcinoma protein 2--
Inf 0 Inf Significant up -- -- oxysterol-binding protein-related protein 9/10/11--
Inf 0 Inf Significant up 1 Biological Process:oxidation-reduction process (GO:0055114)cysteamine dioxygenase1.13.11.19
Inf 0 Inf Significant up -- -- DNA repair/transcription protein MET18/MMS19--

0.15062 0.21628 -2.73101 NonsignificantNone -- -- -- --
Inf 0 Inf Significant up -- -- -- --
Inf 0 Inf Significant up 1 Molecular Function:protein binding (GO:0005515)tubulin-folding cofactor B--

1.21386 0.124449 0.279602 NonsignificantNone 3 Molecular Function:threonine-type endopeptidase activity (GO:0004298),Cellular Component:proteasome core complex (GO:0005839),Biological Process:proteolysis involved in cellular protein catabolic process (GO:0051603)20S proteasome subunit beta 23.4.25.1
Inf 0 Inf Significant up 2 Molecular Function:catalytic activity (GO:0003824),Biological Process:biosynthetic process (GO:0009058)ethanolamine-phosphate cytidylyltransferase2.7.7.14
Inf 0 Inf Significant up -- -- 26S proteasome regulatory subunit N2--
0.993586 0.933987 -0.00928 NonsignificantNone -- -- protein DJ-13.5.1.124

Inf 0 Inf Significant up -- -- sortilin --



5.966963 0.000117 2.576997 Significant up 1 Biological Process:oxidation-reduction process (GO:0055114)-- --
Inf 0 Inf Significant up 1 Molecular Function:protein binding (GO:0005515)-- --
Inf 0 Inf Significant up 4 Molecular Function:protein kinase activity (GO:0004672),Molecular Function:protein binding (GO:0005515),Molecular Function:ATP binding (GO:0005524),Biological Process:protein phosphorylation (GO:0006468)phosphoinositide-3-kinase, regulatory subunit 42.7.11.1
Inf 0 Inf Significant up -- -- -- --
Inf 0 Inf Significant up 1 Molecular Function:protein binding (GO:0005515)DnaJ homolog subfamily C member 7--
Inf 0 Inf Significant up -- -- -- --
Inf 0 Inf Significant up -- -- COP9 signalosome complex subunit 8--
Inf 0 Inf Significant up 1 Molecular Function:protein binding (GO:0005515)oncostatin M receptor--
Inf 0 Inf Significant up 1 Molecular Function:calcium ion binding (GO:0005509)calcineurin B homologous protein 1--
Inf 0 Inf Significant up 4 Molecular Function:microtubule motor activity (GO:0003777),Molecular Function:ATP binding (GO:0005524),Biological Process:microtubule-based movement (GO:0007018),Molecular Function:microtubule binding (GO:0008017)kinesin family member 2/24--
Inf 0 Inf Significant up -- -- acylglycerol lipase3.1.1.23
0.294765 0.025287 -1.76236 NonsignificantNone 1 Molecular Function:protein binding (GO:0005515)collagen, type XII, alpha--

Inf 0 Inf Significant up 1 Cellular Component:intracellular (GO:0005622)mothers against decapentaplegic homolog 5--
Inf 0 Inf Significant up 2 Cellular Component:nucleus (GO:0005634),Biological Process:nucleosome assembly (GO:0006334)nucleosome assembly protein 1-like 4--
Inf 0 Inf Significant up -- -- gamma-soluble NSF attachment protein--
Inf 0 Inf Significant up 2 Molecular Function:phosphatidylinositol phosphate kinase activity (GO:0016307),Biological Process:phosphatidylinositol metabolic process (GO:0046488)1-phosphatidylinositol-4-phosphate 5-kinase2.7.1.68
1.698785 0.105126 0.764503 NonsignificantNone 1 Cellular Component:integral component of membrane (GO:0016021)transmembrane 9 superfamily member 2/4--
8.186663 0.000662 3.033276 Significant up 3 Molecular Function:nucleoside transmembrane transporter activity (GO:0005337),Biological Process:transport (GO:0006810),Cellular Component:integral component of membrane (GO:0016021)solute carrier family 29 (equilibrative nucleoside transporter), member 1/2/3--

Inf 0 Inf Significant up 1 Molecular Function:calcium ion binding (GO:0005509)calcium and integrin-binding protein 1--
2.120714 0.00439 1.08455 NonsignificantNone 2 Molecular Function:protein binding (GO:0005515),Cellular Component:cytoplasm (GO:0005737)endophilin-A--

Inf 0 Inf Significant up -- -- condensin complex subunit 3--
Inf 0 Inf Significant up 4 Cellular Component:Arp2/3 protein complex (GO:0005885),Cellular Component:actin cytoskeleton (GO:0015629),Biological Process:regulation of actin filament polymerization (GO:0030833),Biological Process:Arp2/3 complex-mediated actin nucleation (GO:0034314)actin related protein 2/3 complex, subunit 5--
Inf 0 Inf Significant up -- -- target of rapamycin complex 2 subunit MAPKAP1--
Inf 0 Inf Significant up 2 Molecular Function:nucleic acid binding (GO:0003676),Molecular Function:zinc ion binding (GO:0008270)RNA-binding protein 4--
Inf 0 Inf Significant up 1 Molecular Function:metal ion binding (GO:0046872)-- --
Inf 0 Inf Significant up 1 Molecular Function:protein binding (GO:0005515)methylosome protein 50--
Inf 0 Inf Significant up 2 Molecular Function:DNA binding (GO:0003677),Molecular Function:DNA-directed DNA polymerase activity (GO:0003887)DNA polymerase phi2.7.7.7
Inf 0 Inf Significant up -- -- kindlin 1 --
Inf 0 Inf Significant up 1 Molecular Function:protein binding (GO:0005515)coronin-1B/1C/6--
1.369557 0.511931 0.45371 NonsignificantNone -- -- -- --

Inf 0 Inf Significant up -- -- ESCRT-II complex subunit VPS25--
Inf 0 Inf Significant up 1 Molecular Function:protein binding (GO:0005515)proteasomal ATPase-associated factor 1--
Inf 0 Inf Significant up -- -- protein pelota--
Inf 0 Inf Significant up 1 Biological Process:cell redox homeostasis (GO:0045454)endoplasmic reticulum resident protein 44--
Inf 0 Inf Significant up -- -- -- --

0.20798 0.060495 -2.26548 NonsignificantNone 2 Molecular Function:protein binding (GO:0005515),Molecular Function:lipid binding (GO:0008289)-- --
Inf 0 Inf Significant up -- -- -- --
Inf 0 Inf Significant up -- -- -- --
Inf 0 Inf Significant up 2 Biological Process:vacuolar transport (GO:0007034),Biological Process:metal ion transport (GO:0030001)-- --
Inf 0 Inf Significant up 1 Molecular Function:protein binding (GO:0005515)COP9 signalosome complex subunit 4--
Inf 0 Inf Significant up -- -- -- --
Inf 0 Inf Significant up 2 Cellular Component:cytoplasm (GO:0005737),Biological Process:tRNA thio-modification (GO:0034227)ubiquitin related modifier 1--
Inf 0 Inf Significant up -- -- acidic leucine-rich nuclear phosphoprotein 32 family member E--
Inf 0 Inf Significant up 1 Molecular Function:protein binding (GO:0005515)-- --
Inf 0 Inf Significant up 1 Molecular Function:kinase activity (GO:0016301)phosphatidylinositol 4-kinase type 22.7.1.67
Inf 0 Inf Significant up -- -- tubulin-specific chaperone D--
Inf 0 Inf Significant up -- -- nucleoporin NDC1--
0.054628 0.067671 -4.1942 NonsignificantNone 1 Molecular Function:GTPase activity (GO:0003924)tubulin beta--

Inf 0 Inf Significant up 1 Molecular Function:protein binding (GO:0005515)heterogeneous nuclear ribonucleoprotein U-like protein 1--
Inf 0 Inf Significant up -- -- programmed cell death protein 10--
Inf 0 Inf Significant up -- -- Derlin-1 --
Inf 0 Inf Significant up 1 Biological Process:cellular metabolic process (GO:0044237)methylthioribose-1-phosphate isomerase5.3.1.23
Inf 0 Inf Significant up 2 Molecular Function:acireductone dioxygenase [iron(II)-requiring] activity (GO:0010309),Biological Process:oxidation-reduction process (GO:0055114)-- --
Inf 0 Inf Significant up 2 Molecular Function:protein binding (GO:0005515),Molecular Function:zinc ion binding (GO:0008270)E3 ubiquitin-protein ligase RNF115/1262.3.2.27
Inf 0 Inf Significant up 2 Biological Process:N-terminal protein amino acid methylation (GO:0006480),Molecular Function:methyltransferase activity (GO:0008168)protein N-terminal methyltransferase2.1.1.244
0.190676 0.12736 -2.3908 NonsignificantNone 1 Molecular Function:GTPase activity (GO:0003924)tubulin beta--

Inf 0 Inf Significant up 1 Molecular Function:protein binding (GO:0005515)target of rapamycin complex subunit LST8--
Inf 0 Inf Significant up -- -- -- --



Inf 0 Inf Significant up -- -- -- --
Inf 0 Inf Significant up 1 Biological Process:phosphatidylserine biosynthetic process (GO:0006659)phosphatidylserine synthase 22.7.8.29
Inf 0 Inf Significant up 2 Biological Process:transport (GO:0006810),Cellular Component:integral component of membrane (GO:0016021)p24 family protein alpha--
Inf 0 Inf Significant up -- -- nucleoporin p58/p45--
Inf 0 Inf Significant up 1 Molecular Function:ATP binding (GO:0005524)-- --
Inf 0 Inf Significant up 1 Biological Process:carbohydrate metabolic process (GO:0005975)chitinase domain-containing protein 1--
Inf 0 Inf Significant up -- -- junctional adhesion molecule 3--
Inf 0 Inf Significant up -- -- -- --
0.556587 0.011993 -0.84532 NonsignificantNone -- -- plasmalemma vesicle-associated protein--

Inf 0 Inf Significant up -- -- oxysterol-binding protein-related protein 9/10/11--
Inf 0 Inf Significant up 1 Molecular Function:protein binding (GO:0005515)Rab11 family-interacting protein 1/2/5--
Inf 0 Inf Significant up -- -- TBC1 domain family member 10--
Inf 0 Inf Significant up 1 Molecular Function:protein binding (GO:0005515)N-alpha-acetyltransferase 15/16, NatA auxiliary subunit--
Inf 0 Inf Significant up 5 Molecular Function:transporter activity (GO:0005215),Biological Process:transport (GO:0006810),Biological Process:ion transport (GO:0006811),Cellular Component:membrane (GO:0016020),Biological Process:transmembrane transport (GO:0055085)solute carrier family 12 (potassium/chloride transporters), member 9--
Inf 0 Inf Significant up -- -- -- --
Inf 0 Inf Significant up 1 Molecular Function:protein binding (GO:0005515)-- --
Inf 0 Inf Significant up 1 Molecular Function:hydrolase activity (GO:0016787)inosine triphosphate pyrophosphatase3.6.1.-
Inf 0 Inf Significant up -- -- translation initiation factor 2A--
Inf 0 Inf Significant up -- -- cell adhesion molecule 1--
#NAME? 0 #NAME? Significant down -- -- angiopoietin-like 4--

Inf 0 Inf Significant up 1 Molecular Function:protein binding (GO:0005515)partitioning defective protein 6--
Inf 0 Inf Significant up -- -- protein FAM126--
Inf 0 Inf Significant up -- -- sulfiredoxin1.8.98.2
Inf 0 Inf Significant up -- -- dedicator of cytokinesis protein 9/10/11--
Inf 0 Inf Significant up -- -- -- --
Inf 0 Inf Significant up 1 Molecular Function:GTP binding (GO:0005525)nucleolar GTP-binding protein--
Inf 0 Inf Significant up 1 Molecular Function:protein binding (GO:0005515)tether containing UBX domain for GLUT4--
Inf 0 Inf Significant up -- -- -- --
Inf 0 Inf Significant up 2 Molecular Function:GTP binding (GO:0005525),Biological Process:small GTPase mediated signal transduction (GO:0007264)Ras-related protein Rab-34--
Inf 0 Inf Significant up -- -- 2-(3-amino-3-carboxypropyl)histidine synthase2.5.1.108
Inf 0 Inf Significant up -- -- -- --
Inf 0 Inf Significant up 1 Molecular Function:protein binding (GO:0005515)transducin (beta)-like 1--
0.844089 0.364825 -0.24453 NonsignificantNone 4 Molecular Function:protein kinase activity (GO:0004672),Molecular Function:ATP binding (GO:0005524),Biological Process:protein phosphorylation (GO:0006468),Biological Process:intracellular signal transduction (GO:0035556)protein kinase D2.7.11.13

Inf 0 Inf Significant up -- -- UL16 binding protein--
Inf 0 Inf Significant up -- -- -- --
Inf 0 Inf Significant up 3 Molecular Function:ATP binding (GO:0005524),Biological Process:metabolic process (GO:0008152),Molecular Function:kinase activity (GO:0016301)uridine kinase2.7.1.48
Inf 0 Inf Significant up 3 Biological Process:multicellular organism development (GO:0007275),Biological Process:regulation of signal transduction (GO:0009966),Cellular Component:membrane (GO:0016020)protein sprouty homolog 4--
Inf 0 Inf Significant up -- -- palmitoyltransferase ZDHHC5/82.3.1.225
Inf 0 Inf Significant up 2 Molecular Function:protein binding (GO:0005515),Cellular Component:membrane (GO:0016020)semaphorin 4--
Inf 0 Inf Significant up -- -- -- --
Inf 0 Inf Significant up 2 Biological Process:phospholipid biosynthetic process (GO:0008654),Cellular Component:membrane (GO:0016020)ethanolaminephosphotransferase2.7.8.1
Inf 0 Inf Significant up 3 Molecular Function:protein binding (GO:0005515),Cellular Component:cytoskeleton (GO:0005856),Biological Process:signal transduction (GO:0007165)Rho GTPase-activating protein 39--
Inf 0 Inf Significant up -- -- myotubularin-related protein 10/11/12--
Inf 0 Inf Significant up -- -- -- --
Inf 0 Inf Significant up 2 Biological Process:proteolysis (GO:0006508),Molecular Function:cysteine-type peptidase activity (GO:0008234)-- --
Inf 0 Inf Significant up -- -- -- --
Inf 0 Inf Significant up -- -- -- --
Inf 0 Inf Significant up 1 Molecular Function:protein binding (GO:0005515)WD repeat-containing protein 61--
Inf 0 Inf Significant up -- -- carboxy-terminal domain RNA polymerase II polypeptide A small phosphatase3.1.3.16

0.01988 0.18775 -5.65251 NonsignificantNone 3 Molecular Function:nucleic acid binding (GO:0003676),Cellular Component:intracellular (GO:0005622),Molecular Function:metal ion binding (GO:0046872)KRAB domain-containing zinc finger protein--
Inf 0 Inf Significant up 1 Molecular Function:small protein activating enzyme activity (GO:0008641)ubiquitin-like modifier-activating enzyme 5--
Inf 0 Inf Significant up 2 Molecular Function:metalloendopeptidase activity (GO:0004222),Biological Process:proteolysis (GO:0006508)disintegrin and metalloproteinase domain-containing protein 193.4.24.-
Inf 0 Inf Significant up 2 Molecular Function:RNA binding (GO:0003723),Molecular Function:protein binding (GO:0005515)polyadenylate-binding protein-interacting protein 1--
Inf 0 Inf Significant up 2 Molecular Function:nucleic acid binding (GO:0003676),Molecular Function:exonuclease activity (GO:0004527)5'-3' exoribonuclease 23.1.13.-
Inf 0 Inf Significant up 2 Molecular Function:GTP binding (GO:0005525),Biological Process:small GTPase mediated signal transduction (GO:0007264)Ras-related protein Rab-6C--
Inf 0 Inf Significant up -- -- transmembrane protein 222--
Inf 0 Inf Significant up 2 Molecular Function:GTP binding (GO:0005525),Biological Process:small GTPase mediated signal transduction (GO:0007264)Ras-related protein Rab-1B--
Inf 0 Inf Significant up 1 Cellular Component:nucleus (GO:0005634)-- --



Inf 0 Inf Significant up 1 Cellular Component:anaphase-promoting complex (GO:0005680)anaphase-promoting complex subunit 1--
Inf 0 Inf Significant up -- -- -- --
Inf 0 Inf Significant up 2 Cellular Component:cytoplasm (GO:0005737),Biological Process:autophagy (GO:0006914)autophagy-related protein 5--
Inf 0 Inf Significant up -- -- epsin --
Inf 0 Inf Significant up 3 Molecular Function:G-protein coupled receptor activity (GO:0004930),Biological Process:G-protein coupled receptor signaling pathway (GO:0007186),Cellular Component:integral component of membrane (GO:0016021)sphingosine 1-phosphate receptor 5--
Inf 0 Inf Significant up -- -- -- --
Inf 0 Inf Significant up 2 Biological Process:vesicle docking involved in exocytosis (GO:0006904),Biological Process:vesicle-mediated transport (GO:0016192)-- --
0.635777 0.198275 -0.65341 NonsignificantNone -- -- -- --

Inf 0 Inf Significant up 1 Molecular Function:protein binding (GO:0005515)kelch-like protein 16 (gigaxonin)--
Inf 0 Inf Significant up 4 Molecular Function:protein kinase activity (GO:0004672),Molecular Function:protein serine/threonine kinase activity (GO:0004674),Molecular Function:ATP binding (GO:0005524),Biological Process:protein phosphorylation (GO:0006468)STE20-like kinase2.7.11.1
Inf 0 Inf Significant up -- -- solute carrier family 38 (sodium-coupled neutral amino acid transporter), member 1--
Inf 0 Inf Significant up 3 Molecular Function:protein kinase activity (GO:0004672),Molecular Function:ATP binding (GO:0005524),Biological Process:protein phosphorylation (GO:0006468)thousand and one amino acid protein kinase2.7.11.1
Inf 0 Inf Significant up 3 Molecular Function:nucleic acid binding (GO:0003676),Molecular Function:helicase activity (GO:0004386),Molecular Function:ATP binding (GO:0005524)ATP-dependent RNA helicase DHX363.6.4.13
Inf 0 Inf Significant up 4 Molecular Function:magnesium ion binding (GO:0000287),Molecular Function:inorganic diphosphatase activity (GO:0004427),Cellular Component:cytoplasm (GO:0005737),Biological Process:phosphate-containing compound metabolic process (GO:0006796)inorganic pyrophosphatase3.6.1.1
Inf 0 Inf Significant up -- -- -- --
Inf 0 Inf Significant up 3 Molecular Function:protein tyrosine phosphatase activity (GO:0004725),Molecular Function:protein binding (GO:0005515),Biological Process:protein dephosphorylation (GO:0006470)tyrosine-protein phosphatase non-receptor type 233.1.3.48
Inf 0 Inf Significant up 1 Molecular Function:protein binding (GO:0005515)protein unc-45--
Inf 0 Inf Significant up -- -- DnaJ homolog subfamily C member 5--
Inf 0 Inf Significant up -- -- -- --
Inf 0 Inf Significant up 1 Biological Process:vacuolar transport (GO:0007034)charged multivesicular body protein 4--
Inf 0 Inf Significant up 2 Molecular Function:metallopeptidase activity (GO:0008237),Molecular Function:zinc ion binding (GO:0008270)aminopeptidase B3.4.11.6
0.027508 0.108303 -5.18398 NonsignificantNone 1 Molecular Function:GTPase activity (GO:0003924)tubulin beta--
0.088461 0.214469 -3.49882 NonsignificantNone 4 Molecular Function:calcium ion binding (GO:0005509),Molecular Function:protein binding (GO:0005515),Cellular Component:proteinaceous extracellular matrix (GO:0005578),Biological Process:signal transduction (GO:0007165)-- --

Inf 0 Inf Significant up 5 Molecular Function:actin binding (GO:0003779),Molecular Function:structural molecule activity (GO:0005198),Cellular Component:cytoskeleton (GO:0005856),Molecular Function:cytoskeletal protein binding (GO:0008092),Biological Process:cortical actin cytoskeleton organization (GO:0030866)erythrocyte membrane protein band 4.1--
0.783381 0.157157 -0.35221 NonsignificantNone -- -- -- --
0.098309 0.000804 -3.34653 Significant down -- -- U3 small nucleolar RNA-associated protein 10--

Inf 0 Inf Significant up -- -- CUB domain-containing protein 1--
0.11454 0.018577 -3.12608 Significant down 1 Molecular Function:protein binding (GO:0005515)adipocyte-specific adhesion molecule--

Inf 0 Inf Significant up 2 Molecular Function:receptor activity (GO:0004872),Cellular Component:integral component of membrane (GO:0016021)anthrax toxin receptor--
Inf 0 Inf Significant up 1 Molecular Function:nucleoside-triphosphate diphosphatase activity (GO:0047429)dCTP diphosphatase3.6.1.12
Inf 0 Inf Significant up 1 Molecular Function:protein binding (GO:0005515)SET and MYND domain-containing protein--
Inf 0 Inf Significant up 1 Molecular Function:protein binding (GO:0005515)dedicator of cytokinesis protein 5--
Inf 0 Inf Significant up 1 Molecular Function:protein binding (GO:0005515)
Inf 0 Inf Significant up 5 Molecular Function:nucleotide binding (GO:0000166),Biological Process:cation transport (GO:0006812),Cellular Component:integral component of membrane (GO:0016021),Molecular Function:ATPase activity (GO:0016887),Molecular Function:metal ion binding (GO:0046872)cation-transporting P-type ATPase 13A3/4/53.6.3.-
Inf 0 Inf Significant up -- -- -- --
Inf 0 Inf Significant up 1 Cellular Component:ESCRT I complex (GO:0000813)ESCRT-I complex subunit MVB12--
Inf 0 Inf Significant up -- -- -- --
Inf 0 Inf Significant up -- -- ubiquitin-conjugating enzyme E2 Z2.3.2.23
0.162895 0.104944 -2.61799 NonsignificantNone 1 Molecular Function:GTPase activity (GO:0003924)tubulin alpha--

Inf 0 Inf Significant up -- -- -- --
Inf 0 Inf Significant up -- -- MOB kinase activator 1--
Inf 0 Inf Significant up 1 Molecular Function:metal ion binding (GO:0046872)-- --
Inf 0 Inf Significant up 3 Molecular Function:RNA polymerase II transcription cofactor activity (GO:0001104),Biological Process:regulation of transcription from RNA polymerase II promoter (GO:0006357),Cellular Component:mediator complex (GO:0016592)mediator of RNA polymerase II transcription subunit 20--
Inf 0 Inf Significant up 1 Molecular Function:protein binding (GO:0005515)-- --
Inf 0 Inf Significant up -- -- ESCRT-I complex subunit VPS37--
Inf 0 Inf Significant up 1 Molecular Function:protein binding (GO:0005515)COP9 signalosome complex subunit 7--
Inf 0 Inf Significant up 3 Molecular Function:catalytic activity (GO:0003824),Molecular Function:N-acetyltransferase activity (GO:0008080),Molecular Function:iron-sulfur cluster binding (GO:0051536)elongator complex protein 32.3.1.48
Inf 0 Inf Significant up 3 Molecular Function:DNA binding (GO:0003677),Molecular Function:DNA-directed 5'-3' RNA polymerase activity (GO:0003899),Cellular Component:nucleus (GO:0005634)DNA-directed RNA polymerase I subunit RPA22.7.7.6
Inf 0 Inf Significant up 3 Cellular Component:integral component of plasma membrane (GO:0005887),Molecular Function:riboflavin transporter activity (GO:0032217),Biological Process:riboflavin transport (GO:0032218)riboflavin transporter 1/3--
Inf 0 Inf Significant up -- -- phosphopantothenate---cysteine ligase (ATP)6.3.2.51
Inf 0 Inf Significant up 2 Molecular Function:protein binding (GO:0005515),Molecular Function:ubiquitin binding (GO:0043130)-- --
Inf 0 Inf Significant up 1 Biological Process:Toll signaling pathway (GO:0008063)pellino 2.3.2.27
Inf 0 Inf Significant up 1 Molecular Function:protein binding (GO:0005515)-- --
Inf 0 Inf Significant up 2 Molecular Function:ubiquitin-protein transferase activity (GO:0004842),Molecular Function:protein binding (GO:0005515)E3 ubiquitin ligase SMURF1/22.3.2.26
1.224037 0.720066 0.291647 NonsignificantNone 1 Molecular Function:protein binding (GO:0005515)guanine nucleotide-binding protein subunit beta-4--

Inf 0 Inf Significant up -- -- exportin-5--
Inf 0 Inf Significant up -- -- -- --
Inf 0 Inf Significant up -- -- -- --



Inf 0 Inf Significant up -- -- calcyclin binding protein--
Inf 0 Inf Significant up 5 Molecular Function:ion channel activity (GO:0005216),Molecular Function:protein binding (GO:0005515),Biological Process:ion transport (GO:0006811),Cellular Component:membrane (GO:0016020),Biological Process:transmembrane transport (GO:0055085)transient receptor potential cation channel subfamily V member 4--
Inf 0 Inf Significant up 2 Molecular Function:GTP binding (GO:0005525),Biological Process:small GTPase mediated signal transduction (GO:0007264)Ras homolog gene family, member F--
0.597546 0.200945 -0.74288 NonsignificantNone 1 Molecular Function:protein binding (GO:0005515)parvin --

Inf 0 Inf Significant up -- -- -- --
Inf 0 Inf Significant up -- -- helicase MOV-103.6.4.13
Inf 0 Inf Significant up 2 Molecular Function:ubiquitin-protein transferase activity (GO:0004842),Molecular Function:protein binding (GO:0005515)E3 ubiquitin ligase SMURF1/22.3.2.26
Inf 0 Inf Significant up 1 Biological Process:oxidation-reduction process (GO:0055114)-- --
Inf 0 Inf Significant up -- -- -- --
Inf 0 Inf Significant up -- -- -- --
Inf 0 Inf Significant up 4 Molecular Function:protein kinase activity (GO:0004672),Molecular Function:protein serine/threonine kinase activity (GO:0004674),Molecular Function:ATP binding (GO:0005524),Biological Process:protein phosphorylation (GO:0006468)casein kinase 1, gamma2.7.11.1
Inf 0 Inf Significant up 1 Cellular Component:integral component of membrane (GO:0016021)transmembrane 9 superfamily member 3--
Inf 0 Inf Significant up 6 Molecular Function:motor activity (GO:0003774),Molecular Function:protein binding (GO:0005515),Molecular Function:ATP binding (GO:0005524),Cellular Component:cytoskeleton (GO:0005856),Biological Process:signal transduction (GO:0007165),Cellular Component:myosin complex (GO:0016459)myosin X --
Inf 0 Inf Significant up -- -- junctophilin--

0.01531 0.010203 -6.02941 Significant down 2 Biological Process:biosynthetic process (GO:0009058),Molecular Function:strictosidine synthase activity (GO:0016844)adipocyte plasma membrane-associated protein--
Inf 0 Inf Significant up 5 Molecular Function:ATP binding (GO:0005524),Biological Process:transport (GO:0006810),Cellular Component:integral component of membrane (GO:0016021),Molecular Function:ATPase activity (GO:0016887),Biological Process:transmembrane transport (GO:0055085)ATP-binding cassette, subfamily B (MDR/TAP), member 6--
Inf 0 Inf Significant up 2 Molecular Function:GTP binding (GO:0005525),Biological Process:small GTPase mediated signal transduction (GO:0007264)Ras-related protein Rab-18--
1.604714 0.06355 0.682316 NonsignificantNone -- -- vacuolar protein sorting-associated protein VTA1--

Inf 0 Inf Significant up 1 Molecular Function:protein binding (GO:0005515)CD320 antigen--
0.269727 0.526133 -1.89043 NonsignificantNone 3 Molecular Function:calcium ion binding (GO:0005509),Biological Process:homophilic cell adhesion via plasma membrane adhesion molecules (GO:0007156),Cellular Component:membrane (GO:0016020)protocadherin delta 2--

Inf 0 Inf Significant up 3 Molecular Function:inositol-3-phosphate synthase activity (GO:0004512),Biological Process:inositol biosynthetic process (GO:0006021),Biological Process:phospholipid biosynthetic process (GO:0008654)myo-inositol-1-phosphate synthase5.5.1.4
0.193006 0.022499 -2.37328 Significant down 2 Molecular Function:protein binding (GO:0005515),Biological Process:signal transduction (GO:0007165)interleukin 1 receptor accessory protein--

Inf 0 Inf Significant up -- -- -- --
Inf 0 Inf Significant up -- -- -- --
Inf 0 Inf Significant up 2 Molecular Function:protein binding (GO:0005515),Cellular Component:membrane (GO:0016020)semaphorin 4--
Inf 0 Inf Significant up 1 Molecular Function:calcium ion binding (GO:0005509)-- --
Inf 0 Inf Significant up 3 Molecular Function:G-protein coupled receptor activity (GO:0004930),Biological Process:G-protein coupled receptor signaling pathway (GO:0007186),Cellular Component:integral component of membrane (GO:0016021)G protein-coupled receptor family C group 5 member C--
0.228017 0.000274 -2.13279 Significant down -- -- reticulon-4--
4.924134 8.71E-05 2.29987 Significant up 2 Molecular Function:aminopeptidase activity (GO:0004177),Molecular Function:manganese ion binding (GO:0030145)Xaa-Pro aminopeptidase3.4.11.9

Inf 0 Inf Significant up 1 Biological Process:nitrogen compound metabolic process (GO:0006807)omega-amidase3.5.1.3
Inf 0 Inf Significant up -- -- poliovirus receptor-related protein 3--
0.790218 0.137723 -0.33968 NonsignificantNone 1 Molecular Function:hydrolase activity (GO:0016787)Xaa-Pro aminopeptidase3.4.11.9

Inf 0 Inf Significant up -- -- integral membrane protein 2C--
Inf 0 Inf Significant up 3 Molecular Function:ubiquitin-protein transferase activity (GO:0004842),Biological Process:apoptotic process (GO:0006915),Biological Process:regulation of cytokinesis (GO:0032465)baculoviral IAP repeat-containing protein 6 (apollon)2.3.2.23
Inf 0 Inf Significant up 2 Molecular Function:protein binding (GO:0005515),Molecular Function:zinc ion binding (GO:0008270)-- --
Inf 0 Inf Significant up 2 Molecular Function:catalytic activity (GO:0003824),Biological Process:metabolic process (GO:0008152)acetyl-CoA synthetase6.2.1.1
0.000313 0.025927 -11.6407 Significant down 5 Molecular Function:nucleic acid binding (GO:0003676),Molecular Function:RNA binding (GO:0003723),Molecular Function:helicase activity (GO:0004386),Molecular Function:ATP binding (GO:0005524),Cellular Component:nucleus (GO:0005634)ATP-dependent RNA helicase DDX213.6.4.13
0.669643 0.188807 -0.57853 NonsignificantNone 1 Molecular Function:GTP binding (GO:0005525)GTP-binding protein SAR13.6.5.-

Inf 0 Inf Significant up 2 Cellular Component:integral component of membrane (GO:0016021),Biological Process:transmembrane transport (GO:0055085)MFS transporter, ACS family, solute carrier family 17 (sodium-dependent inorganic phosphate cotransporter), member 5--
Inf 0 Inf Significant up 1 Molecular Function:protein binding (GO:0005515)aladin --
0.065432 0.01014 -3.93385 Significant down -- -- -- --

Inf 0 Inf Significant up 2 Molecular Function:magnesium ion binding (GO:0000287),Molecular Function:holo-[acyl-carrier-protein] synthase activity (GO:0008897)4'-phosphopantetheinyl transferase2.7.8.-
Inf 0 Inf Significant up -- -- -- --
Inf 0 Inf Significant up -- -- -- --
Inf 0 Inf Significant up -- -- -- --
Inf 0 Inf Significant up 2 Molecular Function:GTP binding (GO:0005525),Biological Process:small GTPase mediated signal transduction (GO:0007264)Ras-related protein Rab-6B--
Inf 0 Inf Significant up 2 Biological Process:vesicle docking involved in exocytosis (GO:0006904),Biological Process:vesicle-mediated transport (GO:0016192)vacuolar protein sorting-associated protein 45--
0.206805 0.330812 -2.27365 NonsignificantNone -- -- -- --

Inf 0 Inf Significant up -- -- -- --
Inf 0 Inf Significant up -- -- -- --
Inf 0 Inf Significant up 5 Molecular Function:magnesium ion binding (GO:0000287),Molecular Function:RNA binding (GO:0003723),Molecular Function:phenylalanine-tRNA ligase activity (GO:0004826),Molecular Function:ATP binding (GO:0005524),Biological Process:phenylalanyl-tRNA aminoacylation (GO:0006432)phenylalanyl-tRNA synthetase beta chain6.1.1.20
Inf 0 Inf Significant up -- -- ubiquitin-like-conjugating enzyme ATG3--
Inf 0 Inf Significant up 4 Molecular Function:protein binding (GO:0005515),Molecular Function:ATP binding (GO:0005524),Cellular Component:chromosome (GO:0005694),Biological Process:chromosome organization (GO:0051276)structural maintenance of chromosome 4--
Inf 0 Inf Significant up 1 Molecular Function:GTP binding (GO:0005525)obg-like ATPase 1--
Inf 0 Inf Significant up -- -- palmitoyltransferase ZDHHC9/14/182.3.1.225
Inf 0 Inf Significant up -- -- -- --
Inf 0 Inf Significant up 1 Molecular Function:protein binding (GO:0005515)protein lin-7--
Inf 0 Inf Significant up 2 Molecular Function:ATP binding (GO:0005524),Molecular Function:ATPase activity (GO:0016887)ATP-binding cassette, subfamily F, member 3--



Inf 0 Inf Significant up -- -- -- --
Inf 0 Inf Significant up 3 Biological Process:double-strand break repair via homologous recombination (GO:0000724),Biological Process:endosomal transport (GO:0016197),Cellular Component:AP-type membrane coat adaptor complex (GO:0030119)AP-5 complex subunit sigma-1--
Inf 0 Inf Significant up 2 Molecular Function:nucleic acid binding (GO:0003676),Molecular Function:ATP binding (GO:0005524)ATP-dependent RNA helicase DDX19/DBP53.6.4.13
Inf 0 Inf Significant up -- -- E3 ubiquitin-protein ligase RNF19A2.3.2.27
Inf 0 Inf Significant up 2 Cellular Component:exocyst (GO:0000145),Biological Process:exocytosis (GO:0006887)exocyst complex component 1--
Inf 0 Inf Significant up 1 Cellular Component:membrane (GO:0016020)-- --
Inf 0 Inf Significant up 3 Molecular Function:pantothenate kinase activity (GO:0004594),Molecular Function:ATP binding (GO:0005524),Biological Process:coenzyme A biosynthetic process (GO:0015937)type II pantothenate kinase2.7.1.33
Inf 0 Inf Significant up 1 Molecular Function:GTP binding (GO:0005525)ADP-ribosylation factor-like protein 8--
Inf 0 Inf Significant up -- -- -- --
Inf 0 Inf Significant up 2 Molecular Function:nucleic acid binding (GO:0003676),Molecular Function:ATP binding (GO:0005524)ATP-dependent RNA helicase DDX18/HAS13.6.4.13
Inf 0 Inf Significant up 1 Biological Process:negative regulation of apoptotic process (GO:0043066)-- --
Inf 0 Inf Significant up 3 Molecular Function:pyridoxamine-phosphate oxidase activity (GO:0004733),Molecular Function:FMN binding (GO:0010181),Biological Process:oxidation-reduction process (GO:0055114)pyridoxamine 5'-phosphate oxidase1.4.3.5
Inf 0 Inf Significant up -- -- -- --
Inf 0 Inf Significant up 3 Molecular Function:magnesium ion binding (GO:0000287),Biological Process:tRNA modification (GO:0006400),Molecular Function:tRNA guanylyltransferase activity (GO:0008193)tRNA(His) guanylyltransferase2.7.7.79
Inf 0 Inf Significant up 1 Molecular Function:zinc ion binding (GO:0008270)E3 ubiquitin-protein ligase MARCH52.3.2.27
Inf 0 Inf Significant up 2 Molecular Function:GTP binding (GO:0005525),Biological Process:small GTPase mediated signal transduction (GO:0007264)Ras-related protein Rab-20--
Inf 0 Inf Significant up 1 Biological Process:phosphatidylinositol phosphorylation (GO:0046854)-- --
Inf 0 Inf Significant up 4 Molecular Function:RNA binding (GO:0003723),Molecular Function:tRNA (guanine-N2-)-methyltransferase activity (GO:0004809),Biological Process:tRNA processing (GO:0008033),Molecular Function:metal ion binding (GO:0046872)-- --
Inf 0 Inf Significant up 1 Molecular Function:GTP binding (GO:0005525)ADP-ribosylation factor-like protein 15--
Inf 0 Inf Significant up 4 Cellular Component:membrane (GO:0016020),Biological Process:metal ion transport (GO:0030001),Molecular Function:metal ion transmembrane transporter activity (GO:0046873),Biological Process:transmembrane transport (GO:0055085)solute carrier family 39 (zinc transporter), member 1/2/3--
Inf 0 Inf Significant up -- -- dipeptidyl-peptidase III3.4.14.4
Inf 0 Inf Significant up 1 Cellular Component:integral component of membrane (GO:0016021)-- --
Inf 0 Inf Significant up 3 Biological Process:protein glycosylation (GO:0006486),Molecular Function:galactosyltransferase activity (GO:0008378),Cellular Component:membrane (GO:0016020)N-acetyllactosaminide beta-1,3-N-acetylglucosaminyltransferase2.4.1.149
Inf 0 Inf Significant up 2 Molecular Function:protein binding (GO:0005515),Cellular Component:cytoplasm (GO:0005737)abl interactor 2--
Inf 0 Inf Significant up 3 Molecular Function:protein kinase activity (GO:0004672),Molecular Function:protein binding (GO:0005515),Biological Process:protein phosphorylation (GO:0006468)sterile alpha motif and leucine zipper containing kinase AZK2.7.11.25
Inf 0 Inf Significant up 2 Molecular Function:tropomyosin binding (GO:0005523),Biological Process:pointed-end actin filament capping (GO:0051694)tropomodulin--
Inf 0 Inf Significant up -- -- blocked early in transport 1--
Inf 0 Inf Significant up 1 Biological Process:intracellular signal transduction (GO:0035556)pleckstrin --
Inf 0 Inf Significant up 4 Cellular Component:cytoplasm (GO:0005737),Molecular Function:glycolipid transporter activity (GO:0017089),Biological Process:glycolipid transport (GO:0046836),Molecular Function:glycolipid binding (GO:0051861)-- --
Inf 0 Inf Significant up -- -- maspardin --
Inf 0 Inf Significant up 1 Molecular Function:protein binding (GO:0005515)sacsin --
Inf 0 Inf Significant up -- -- hsp70-interacting protein--
Inf 0 Inf Significant up -- -- S-adenosylmethionine synthetase2.5.1.6
2.963903 0.000613 1.567498 NonsignificantNone 1 Molecular Function:protein binding (GO:0005515)EH domain-containing protein 3--
#NAME? 0 #NAME? Significant down 2 Molecular Function:serine-type endopeptidase activity (GO:0004252),Biological Process:proteolysis (GO:0006508)-- --

Inf 0 Inf Significant up 1 Molecular Function:protein binding (GO:0005515)-- --
Inf 0 Inf Significant up -- -- programmed cell death 1 ligand 1--
Inf 0 Inf Significant up 2 Molecular Function:calcium ion binding (GO:0005509),Molecular Function:protein binding (GO:0005515)low-density lipoprotein receptor-related protein 1B--
0.003738 0.093606 -8.06346 NonsignificantNone 1 Molecular Function:calcium ion binding (GO:0005509)calmodulin--

Inf 0 Inf Significant up 2 Molecular Function:receptor activity (GO:0004872),Cellular Component:membrane (GO:0016020)-- --
Inf 0 Inf Significant up 5 Biological Process:regulation of cell growth (GO:0001558),Molecular Function:serine-type endopeptidase inhibitor activity (GO:0004867),Molecular Function:protein binding (GO:0005515),Molecular Function:insulin-like growth factor binding (GO:0005520),Cellular Component:extracellular region (GO:0005576)-- --
Inf 0 Inf Significant up 1 Molecular Function:protein binding (GO:0005515)-- --
Inf 0 Inf Significant up 1 Biological Process:vacuolar transport (GO:0007034)charged multivesicular body protein 5--
Inf 0 Inf Significant up 1 Molecular Function:protein binding (GO:0005515)-- --
Inf 0 Inf Significant up 1 Molecular Function:DNA binding (GO:0003677)histone H2A--
Inf 0 Inf Significant up 1 Cellular Component:integral component of membrane (GO:0016021)-- --
Inf 0 Inf Significant up 1 Molecular Function:protein binding (GO:0005515)SH3 domain-binding protein 4--
Inf 0 Inf Significant up 1 Molecular Function:GTP binding (GO:0005525)septin 10 --
Inf 0 Inf Significant up -- -- -- --
Inf 0 Inf Significant up -- -- -- --
Inf 0 Inf Significant up -- -- -- --
Inf 0 Inf Significant up -- -- -- --
0.562428 0.590976 -0.83026 NonsignificantNone 2 Molecular Function:catalytic activity (GO:0003824),Biological Process:metabolic process (GO:0008152)-- --

Inf 0 Inf Significant up -- -- SLAIN motif-containing protein 1/2--
Inf 0 Inf Significant up 2 Biological Process:signal transduction (GO:0007165),Cellular Component:integral component of membrane (GO:0016021)-- --
Inf 0 Inf Significant up -- -- protein BCP1--
Inf 0 Inf Significant up 3 Molecular Function:protein kinase activity (GO:0004672),Molecular Function:ATP binding (GO:0005524),Biological Process:protein phosphorylation (GO:0006468)serine/threonine-protein kinase 24/25/MST42.7.11.1
6.218132 2.3E-05 2.636481 Significant up -- -- prostaglandin F2 receptor negative regulator--



0.012352 0.011026 -6.33906 Significant down -- -- -- --
Inf 0 Inf Significant up -- -- cleavage and polyadenylation specificity factor subunit 2--
Inf 0 Inf Significant up 4 Molecular Function:nucleotide binding (GO:0000166),Molecular Function:aminoacyl-tRNA ligase activity (GO:0004812),Molecular Function:ATP binding (GO:0005524),Biological Process:tRNA aminoacylation for protein translation (GO:0006418)leucyl-tRNA synthetase6.1.1.4
Inf 0 Inf Significant up -- -- ataxin-10 --
Inf 0 Inf Significant up -- -- -- --
Inf 0 Inf Significant up 1 Molecular Function:protein binding (GO:0005515)epidermal growth factor receptor substrate 15--
0.132086 0.121736 -2.92045 NonsignificantNone 5 Molecular Function:structural molecule activity (GO:0005198),Biological Process:intracellular protein transport (GO:0006886),Biological Process:vesicle-mediated transport (GO:0016192),Cellular Component:membrane coat (GO:0030117),Cellular Component:COPI vesicle coat (GO:0030126)coatomer subunit gamma--

Inf 0 Inf Significant up 1 Molecular Function:kinase activity (GO:0016301)phosphatidylinositol 4-kinase B2.7.1.67
0.166328 0.026341 -2.58789 Significant down -- -- mannose receptor, C type--

Inf 0 Inf Significant up 1 Cellular Component:integral component of membrane (GO:0016021)-- --
Inf 0 Inf Significant up -- -- vacuolar protein sorting-associated protein 29--
Inf 0 Inf Significant up -- -- translation initiation factor 3 subunit K--
Inf 0 Inf Significant up 3 Biological Process:metabolic process (GO:0008152),Molecular Function:NAD binding (GO:0051287),Biological Process:oxidation-reduction process (GO:0055114)-- --
0.105275 0.075042 -3.24777 NonsignificantNone 2 Biological Process:proteolysis (GO:0006508),Molecular Function:cysteine-type peptidase activity (GO:0008234)cathepsin X3.4.18.1

Inf 0 Inf Significant up -- -- DnaJ homolog subfamily B member 11--
2.20326 0.048419 1.13964 NonsignificantNone 1 Molecular Function:calcium ion binding (GO:0005509)-- --

0.136333 0.040525 -2.8748 Significant down 1 Molecular Function:calcium ion binding (GO:0005509)fibulin 5 --
1.312143 0.129287 0.391925 NonsignificantNone 1 Molecular Function:protein binding (GO:0005515)tight junction protein 2--

Inf 0 Inf Significant up -- -- DnaJ homolog subfamily B member 4--
Inf 0 Inf Significant up -- -- adducin --
Inf 0 Inf Significant up 4 Molecular Function:transporter activity (GO:0005215),Biological Process:transport (GO:0006810),Cellular Component:membrane (GO:0016020),Biological Process:transmembrane transport (GO:0055085)solute carrier family 23 (nucleobase transporter), member 1/2--
Inf 0 Inf Significant up -- -- 5'-AMP-activated protein kinase, regulatory gamma subunit--
0.066384 0.018068 -3.91303 Significant down 2 Molecular Function:scavenger receptor activity (GO:0005044),Cellular Component:membrane (GO:0016020)deleted in malignant brain tumors 1 protein--

Inf 0 Inf Significant up 3 Cellular Component:integral component of membrane (GO:0016021),Molecular Function:transmembrane transporter activity (GO:0022857),Biological Process:transmembrane transport (GO:0055085)MFS transporter, SP family, solute carrier family 2 (facilitated glucose transporter), member 6--
Inf 0 Inf Significant up 1 Biological Process:regulation of TOR signaling (GO:0032006)ragulator complex protein LAMTOR3--
Inf 0 Inf Significant up 1 Molecular Function:zinc ion binding (GO:0008270)-- --
Inf 0 Inf Significant up 4 Molecular Function:signal recognition particle binding (GO:0005047),Biological Process:SRP-dependent cotranslational protein targeting to membrane (GO:0006614),Molecular Function:7S RNA binding (GO:0008312),Molecular Function:endoplasmic reticulum signal peptide binding (GO:0030942)signal recognition particle subunit SRP68--
Inf 0 Inf Significant up -- -- cysteine and histidine-rich domain-containing protein 1--
Inf 0 Inf Significant up 3 Molecular Function:protein kinase activity (GO:0004672),Molecular Function:ATP binding (GO:0005524),Biological Process:protein phosphorylation (GO:0006468)TANK-binding kinase 12.7.11.10
1.444171 0.229105 0.530242 NonsignificantNone 1 Molecular Function:GTP binding (GO:0005525)septin 3/9/12--

Inf 0 Inf Significant up -- -- metalloreductase STEAP11.16.1.-
Inf 0 Inf Significant up 2 Molecular Function:nucleic acid binding (GO:0003676),Molecular Function:ATP binding (GO:0005524)ATP-dependent RNA helicase DDX203.6.4.13
0.027273 0.06324 -5.19638 NonsignificantNone 3 Molecular Function:metalloendopeptidase activity (GO:0004222),Biological Process:proteolysis (GO:0006508),Cellular Component:extracellular matrix (GO:0031012)a disintegrin and metalloproteinase with thrombospondin motifs 13.4.24.-

Inf 0 Inf Significant up 2 Molecular Function:protein binding (GO:0005515),Biological Process:plasma membrane organization (GO:0007009)BAI1-associated protein 2-like protein--
Inf 0 Inf Significant up 3 Biological Process:protein folding (GO:0006457),Cellular Component:prefoldin complex (GO:0016272),Molecular Function:unfolded protein binding (GO:0051082)prefoldin subunit 2--
Inf 0 Inf Significant up -- -- enolase-phosphatase E13.1.3.77
Inf 0 Inf Significant up 1 Biological Process:cellular metabolic process (GO:0044237)translation initiation factor eIF-2B subunit delta--
Inf 0 Inf Significant up 1 Biological Process:ATP hydrolysis coupled proton transport (GO:0015991)V-type H+-transporting ATPase subunit H--
Inf 0 Inf Significant up 2 Biological Process:intracellular protein transport (GO:0006886),Molecular Function:Ran GTPase binding (GO:0008536)-- --
Inf 0 Inf Significant up 2 Biological Process:intracellular protein transport (GO:0006886),Molecular Function:Ran GTPase binding (GO:0008536)exportin-7--

0.04095 0.104853 -4.60999 NonsignificantNone -- -- vacuolar protein sorting-associated protein 51--
Inf 0 Inf Significant up 3 Molecular Function:protein kinase activity (GO:0004672),Molecular Function:ATP binding (GO:0005524),Biological Process:protein phosphorylation (GO:0006468)death-associated protein kinase2.7.11.1
Inf 0 Inf Significant up 2 Molecular Function:metallopeptidase activity (GO:0008237),Molecular Function:zinc ion binding (GO:0008270)cystinyl aminopeptidase3.4.11.3
Inf 0 Inf Significant up 2 Molecular Function:protein binding (GO:0005515),Cellular Component:membrane (GO:0016020)plexin A --
Inf 0 Inf Significant up 2 Molecular Function:peptide-methionine (S)-S-oxide reductase activity (GO:0008113),Biological Process:oxidation-reduction process (GO:0055114)peptide-methionine (S)-S-oxide reductase1.8.4.11
Inf 0 Inf Significant up 2 Molecular Function:protein binding (GO:0005515),Biological Process:regulation of GTPase activity (GO:0043087)RAS protein activator-like 2--
Inf 0 Inf Significant up 3 Molecular Function:actin binding (GO:0003779),Molecular Function:protein binding (GO:0005515),Cellular Component:intracellular (GO:0005622)drebrin-like protein--
Inf 0 Inf Significant up -- -- ESCRT-I complex subunit VPS28--
0.086658 0.00105 -3.52853 Significant down -- -- serpin peptidase inhibitor, clade A--

Inf 0 Inf Significant up -- -- -- --
Inf 0 Inf Significant up 2 Cellular Component:intracellular (GO:0005622),Biological Process:ribosome biogenesis (GO:0042254)mRNA turnover protein 4--
Inf 0 Inf Significant up 3 Molecular Function:protein kinase activity (GO:0004672),Molecular Function:ATP binding (GO:0005524),Biological Process:protein phosphorylation (GO:0006468)TRAF2 and NCK interacting kinase2.7.11.1
Inf 0 Inf Significant up -- -- cleavage and polyadenylation specificity factor subunit 33.1.27.-
Inf 0 Inf Significant up -- -- -- --
Inf 0 Inf Significant up 1 Molecular Function:hydrolase activity (GO:0016787)-- --
Inf 0 Inf Significant up -- -- general transcription factor 3C polypeptide 42.3.1.48
Inf 0 Inf Significant up 1 Molecular Function:protein binding (GO:0005515)protein kinase C and casein kinase substrate in neurons protein--
Inf 0 Inf Significant up -- -- -- --



Inf 0 Inf Significant up 1 Molecular Function:chaperone binding (GO:0051087)BCL2-associated athanogene 5--
Inf 0 Inf Significant up 2 Molecular Function:GTP binding (GO:0005525),Biological Process:small GTPase mediated signal transduction (GO:0007264)Ras-related protein Rab-22--
Inf 0 Inf Significant up 1 Cellular Component:proteasome activator complex (GO:0008537)proteasome activator subunit 2 (PA28 beta)--
Inf 0 Inf Significant up 1 Molecular Function:RNA binding (GO:0003723)PUA domain protein--
Inf 0 Inf Significant up -- -- palmitoyltransferase ZDHHC5/82.3.1.225
Inf 0 Inf Significant up 4 Cellular Component:membrane (GO:0016020),Biological Process:metal ion transport (GO:0030001),Molecular Function:metal ion transmembrane transporter activity (GO:0046873),Biological Process:transmembrane transport (GO:0055085)solute carrier family 39 (zinc transporter), member 10--
Inf 0 Inf Significant up 2 Molecular Function:GTPase activator activity (GO:0005096),Molecular Function:protein binding (GO:0005515)Arf-GAP with SH3 domain, ANK repeat and PH domain-containing protein--
Inf 0 Inf Significant up -- -- mediator of RNA polymerase II transcription subunit 23--
Inf 0 Inf Significant up -- -- TBC1 domain family member 24--
Inf 0 Inf Significant up 3 Molecular Function:ubiquitin-protein transferase activity (GO:0004842),Biological Process:protein ubiquitination (GO:0016567),Molecular Function:metal ion binding (GO:0046872)E3 ubiquitin-protein ligase HECTD12.3.2.26
Inf 0 Inf Significant up 1 Molecular Function:protein binding (GO:0005515)coronin-1B/1C/6--
0.226835 0.287612 -2.14029 NonsignificantNone 6 Molecular Function:calcium ion binding (GO:0005509),Molecular Function:protein binding (GO:0005515),Biological Process:Notch signaling pathway (GO:0007219),Biological Process:multicellular organism development (GO:0007275),Cellular Component:integral component of membrane (GO:0016021),Biological Process:cell differentiation (GO:0030154)Notch 3 --

Inf 0 Inf Significant up 3 Molecular Function:motor activity (GO:0003774),Molecular Function:ATP binding (GO:0005524),Cellular Component:myosin complex (GO:0016459)myosin VI --
Inf 0 Inf Significant up 3 Molecular Function:ubiquitin-protein transferase activity (GO:0004842),Molecular Function:protein binding (GO:0005515),Biological Process:protein ubiquitination (GO:0016567)pre-mRNA-processing factor 192.3.2.27
Inf 0 Inf Significant up 1 Molecular Function:protein binding (GO:0005515)ubiquilin --
Inf 0 Inf Significant up 1 Molecular Function:phosphatidylinositol binding (GO:0035091)sorting nexin-3/12--
2.496438 0.000702 1.319871 NonsignificantNone 1 Molecular Function:ATP binding (GO:0005524)vacuolar protein-sorting-associated protein 4--

Inf 0 Inf Significant up 3 Cellular Component:sodium:potassium-exchanging ATPase complex (GO:0005890),Biological Process:potassium ion transport (GO:0006813),Biological Process:sodium ion transport (GO:0006814)sodium/potassium-transporting ATPase subunit beta--
Inf 0 Inf Significant up 3 Molecular Function:calcium ion binding (GO:0005509),Biological Process:homophilic cell adhesion via plasma membrane adhesion molecules (GO:0007156),Cellular Component:membrane (GO:0016020)protocadherin gamma subfamily C--
Inf 0 Inf Significant up 3 Molecular Function:nucleic acid binding (GO:0003676),Cellular Component:intracellular (GO:0005622),Biological Process:transport (GO:0006810)-- --
Inf 0 Inf Significant up 1 Molecular Function:protein binding (GO:0005515)protein kinase C and casein kinase substrate in neurons protein--
Inf 0 Inf Significant up 1 Molecular Function:phosphatidylinositol binding (GO:0035091)sorting nexin-5/6/32--
Inf 0 Inf Significant up 1 Molecular Function:protein binding (GO:0005515)syntaxin 8 --
Inf 0 Inf Significant up 3 Molecular Function:phospholipase A2 activity (GO:0004623),Biological Process:phospholipid metabolic process (GO:0006644),Biological Process:arachidonic acid secretion (GO:0050482)secretory phospholipase A23.1.1.4
0.480176 0.002055 -1.05837 NonsignificantNone 1 Molecular Function:protein binding (GO:0005515)26S proteasome regulatory subunit N9--

Inf 0 Inf Significant up 1 Molecular Function:protein binding (GO:0005515)FAS-associated factor 1--
Inf 0 Inf Significant up -- -- protein C receptor, endothelial (EPCR)--
1.326033 0.796407 0.407117 NonsignificantNone 4 Biological Process:protein peptidyl-prolyl isomerization (GO:0000413),Molecular Function:nucleic acid binding (GO:0003676),Molecular Function:peptidyl-prolyl cis-trans isomerase activity (GO:0003755),Biological Process:protein folding (GO:0006457)peptidyl-prolyl isomerase E (cyclophilin E)5.2.1.8

Inf 0 Inf Significant up 3 Molecular Function:ATP binding (GO:0005524),Cellular Component:membrane (GO:0016020),Molecular Function:ATPase activity (GO:0016887)ATP-binding cassette, subfamily G (WHITE), member 2--
Inf 0 Inf Significant up 1 Molecular Function:protein binding (GO:0005515)COP9 signalosome complex subunit 3--
Inf 0 Inf Significant up 1 Molecular Function:protein binding (GO:0005515)U3 small nucleolar RNA-associated protein 12--
Inf 0 Inf Significant up 2 Molecular Function:ATP binding (GO:0005524),Molecular Function:zinc ion binding (GO:0008270)transcription termination factor 23.6.4.-
Inf 0 Inf Significant up 1 Molecular Function:protein binding (GO:0005515)UBX domain-containing protein 1--
Inf 0 Inf Significant up 4 Molecular Function:calcium ion binding (GO:0005509),Molecular Function:protein binding (GO:0005515),Cellular Component:cytoskeleton (GO:0005856),Molecular Function:microtubule binding (GO:0008017)microtuble-actin crosslinking factor 1--
Inf 0 Inf Significant up 2 Cellular Component:exocyst (GO:0000145),Biological Process:exocytosis (GO:0006887)exocyst complex component 7--
Inf 0 Inf Significant up 2 Biological Process:protein deubiquitination (GO:0016579),Molecular Function:thiol-dependent ubiquitinyl hydrolase activity (GO:0036459)ubiquitin carboxyl-terminal hydrolase 9/243.4.19.12
Inf 0 Inf Significant up 5 Molecular Function:nucleic acid binding (GO:0003676),Molecular Function:ribonuclease III activity (GO:0004525),Molecular Function:protein binding (GO:0005515),Molecular Function:ATP binding (GO:0005524),Biological Process:RNA processing (GO:0006396)endoribonuclease Dicer3.1.26.-
Inf 0 Inf Significant up 3 Biological Process:amino acid transmembrane transport (GO:0003333),Molecular Function:amino acid transmembrane transporter activity (GO:0015171),Cellular Component:membrane (GO:0016020)solute carrier family 7 (L-type amino acid transporter), member 11--
Inf 0 Inf Significant up 1 Molecular Function:protein binding (GO:0005515)leucine-rich repeat protein SHOC2--
0.634814 0.169225 -0.65559 NonsignificantNone 2 Molecular Function:GTPase activity (GO:0003924),Molecular Function:GTP binding (GO:0005525)dynamin GTPase3.6.5.5

Inf 0 Inf Significant up -- -- sialidase-2/3/43.2.1.18
1.852151 0.081161 0.889202 NonsignificantNone -- -- -- --

Inf 0 Inf Significant up 2 Molecular Function:protein binding (GO:0005515),Biological Process:plasma membrane organization (GO:0007009)BAI1-associated protein 2--
Inf 0 Inf Significant up 4 Molecular Function:protein binding (GO:0005515),Molecular Function:ATP binding (GO:0005524),Cellular Component:chromosome (GO:0005694),Biological Process:chromosome organization (GO:0051276)structural maintenance of chromosome 3 (chondroitin sulfate proteoglycan 6)--
Inf 0 Inf Significant up 1 Biological Process:vacuolar transport (GO:0007034)charged multivesicular body protein 2B--
Inf 0 Inf Significant up -- -- -- --
Inf 0 Inf Significant up -- -- RLL motif containing protein 1--
Inf 0 Inf Significant up 2 Molecular Function:protein binding (GO:0005515),Molecular Function:zinc ion binding (GO:0008270)-- --
0.003817 0.227351 -8.0334 NonsignificantNone 2 Molecular Function:DNA helicase activity (GO:0003678),Molecular Function:ATP binding (GO:0005524)RuvB-like protein 23.6.4.12
0.922869 0.12568 -0.1158 NonsignificantNone 3 Molecular Function:translation initiation factor activity (GO:0003743),Cellular Component:cytoplasm (GO:0005737),Cellular Component:eukaryotic translation initiation factor 3 complex (GO:0005852)translation initiation factor 3 subunit L--
0.423113 0.106396 -1.24089 NonsignificantNone 2 Molecular Function:DNA helicase activity (GO:0003678),Molecular Function:ATP binding (GO:0005524)RuvB-like protein 1 (pontin 52)--

Inf 0 Inf Significant up -- -- -- --
2.34335 0.001284 1.228573 NonsignificantNone 2 Molecular Function:actin binding (GO:0003779),Cellular Component:intracellular (GO:0005622)cofilin --

Inf 0 Inf Significant up -- -- integral membrane protein 2B--
Inf 0 Inf Significant up 1 Molecular Function:GTP binding (GO:0005525)-- --
10.49958 0.000585 3.392259 Significant up -- -- NCK-associated protein 1--

Inf 0 Inf Significant up 2 Cellular Component:exocyst (GO:0000145),Biological Process:vesicle docking involved in exocytosis (GO:0006904)exocyst complex component 6--
Inf 0 Inf Significant up -- -- A-kinase anchor protein 2--



Inf 0 Inf Significant up 2 Molecular Function:catalytic activity (GO:0003824),Biological Process:metabolic process (GO:0008152)-- --
Inf 0 Inf Significant up 1 Biological Process:signaling (GO:0023052)-- --
Inf 0 Inf Significant up 4 Molecular Function:protein kinase activity (GO:0004672),Molecular Function:protein serine/threonine kinase activity (GO:0004674),Molecular Function:ATP binding (GO:0005524),Biological Process:protein phosphorylation (GO:0006468)serine/threonine kinase 382.7.11.1
Inf 0 Inf Significant up 1 Molecular Function:protein binding (GO:0005515)-- --
0.139544 0.263209 -2.84121 NonsignificantNone 5 Molecular Function:actin binding (GO:0003779),Molecular Function:structural molecule activity (GO:0005198),Cellular Component:cytoskeleton (GO:0005856),Molecular Function:cytoskeletal protein binding (GO:0008092),Biological Process:cortical actin cytoskeleton organization (GO:0030866)erythrocyte membrane protein band 4.1--

Inf 0 Inf Significant up -- -- exosome complex exonuclease DIS3/RRP443.1.13.-
Inf 0 Inf Significant up -- -- RNA 3'-terminal phosphate cyclase-like protein--
Inf 0 Inf Significant up -- -- -- --
Inf 0 Inf Significant up 1 Molecular Function:DNA binding (GO:0003677)-- --
Inf 0 Inf Significant up -- -- nucleolar protein 58--
0.005815 0.019023 -7.42602 Significant down 1 Molecular Function:GTPase activator activity (GO:0005096)G protein-coupled receptor kinase interactor 1--

Inf 0 Inf Significant up -- -- suppressor of G2 allele of SKP1--
Inf 0 Inf Significant up 1 Molecular Function:hydrolase activity (GO:0016787)N-acetylglucosamine-6-phosphate deacetylase3.5.1.25
Inf 0 Inf Significant up -- -- MEMO1 family protein--
Inf 0 Inf Significant up -- -- U6 snRNA-associated Sm-like protein LSm2--
Inf 0 Inf Significant up 2 Molecular Function:protein binding (GO:0005515),Cellular Component:cytoplasm (GO:0005737)endophilin-B1--
Inf 0 Inf Significant up 3 Molecular Function:mRNA binding (GO:0003729),Cellular Component:U1 snRNP (GO:0005685),Biological Process:mRNA splice site selection (GO:0006376)RNA-binding protein Luc7-like 2--
Inf 0 Inf Significant up 1 Biological Process:ribosome biogenesis (GO:0042254)ribosome maturation protein SDO1--
Inf 0 Inf Significant up 2 Biological Process:transport (GO:0006810),Cellular Component:integral component of membrane (GO:0016021)p24 family protein gamma-2--
Inf 0 Inf Significant up -- -- oligoribonuclease3.1.-.-
Inf 0 Inf Significant up -- -- -- --
Inf 0 Inf Significant up -- -- mitochondrial fission 1 protein--
Inf 0 Inf Significant up 1 Biological Process:vacuolar transport (GO:0007034)charged multivesicular body protein 3--
Inf 0 Inf Significant up 1 Molecular Function:protein binding (GO:0005515)serine-threonine kinase receptor-associated protein--
Inf 0 Inf Significant up 2 Biological Process:RNA processing (GO:0006396),Molecular Function:RNA ligase activity (GO:0008452)tRNA-splicing ligase RtcB6.5.1.3
Inf 0 Inf Significant up 3 Molecular Function:protein binding (GO:0005515),Cellular Component:cytoplasm (GO:0005737),Biological Process:signal transduction (GO:0007165)SH3-domain binding protein 1--
Inf 0 Inf Significant up -- -- nucleolar complex protein 2--
0.418863 0.035447 -1.25545 NonsignificantNone 4 Molecular Function:structural constituent of ribosome (GO:0003735),Cellular Component:intracellular (GO:0005622),Cellular Component:ribosome (GO:0005840),Biological Process:translation (GO:0006412)large subunit ribosomal protein L36e--

Inf 0 Inf Significant up 1 Molecular Function:protein binding (GO:0005515)-- --
Inf 0 Inf Significant up 1 Molecular Function:GTP binding (GO:0005525)elongation factor 1 alpha-like protein--
Inf 0 Inf Significant up 2 Molecular Function:hydrogen ion transmembrane transporter activity (GO:0015078),Biological Process:ATP hydrolysis coupled proton transport (GO:0015991)V-type H+-transporting ATPase subunit a--
0.440344 0.042363 -1.1833 NonsignificantNone 5 Cellular Component:ruffle (GO:0001726),Molecular Function:actin binding (GO:0003779),Molecular Function:structural constituent of cytoskeleton (GO:0005200),Cellular Component:focal adhesion (GO:0005925),Biological Process:cytoskeletal anchoring at plasma membrane (GO:0007016)talin --

Inf 0 Inf Significant up -- -- -- --
Inf 0 Inf Significant up 4 Molecular Function:actin binding (GO:0003779),Biological Process:cellular component organization (GO:0016043),Molecular Function:Rho GTPase binding (GO:0017048),Biological Process:actin cytoskeleton organization (GO:0030036)dishevelled associated activator of morphogenesis--
Inf 0 Inf Significant up 2 Molecular Function:protein binding (GO:0005515),Cellular Component:membrane (GO:0016020)plexin D --
Inf 0 Inf Significant up 3 Molecular Function:thiol-dependent ubiquitin-specific protease activity (GO:0004843),Biological Process:protein deubiquitination (GO:0016579),Molecular Function:thiol-dependent ubiquitinyl hydrolase activity (GO:0036459)ubiquitin carboxyl-terminal hydrolase 153.4.19.12
Inf 0 Inf Significant up 5 Cellular Component:ruffle (GO:0001726),Molecular Function:actin binding (GO:0003779),Molecular Function:structural constituent of cytoskeleton (GO:0005200),Cellular Component:focal adhesion (GO:0005925),Biological Process:cytoskeletal anchoring at plasma membrane (GO:0007016)talin --
Inf 0 Inf Significant up 4 Molecular Function:motor activity (GO:0003774),Molecular Function:protein binding (GO:0005515),Molecular Function:ATP binding (GO:0005524),Cellular Component:myosin complex (GO:0016459)myosin V --
0.100963 0.009677 -3.3081 Significant down 4 Molecular Function:scavenger receptor activity (GO:0005044),Molecular Function:copper ion binding (GO:0005507),Cellular Component:membrane (GO:0016020),Biological Process:oxidation-reduction process (GO:0055114)lysyl oxidase-like protein 2/3/41.4.3.-

Inf 0 Inf Significant up -- -- hypoxia up-regulated 1--
Inf 0 Inf Significant up -- -- telomere length regulation protein--
Inf 0 Inf Significant up -- -- ariadne-1 2.3.2.27
Inf 0 Inf Significant up -- -- heat shock protein beta-11--
Inf 0 Inf Significant up -- -- protein phosphatase methylesterase 13.1.1.89
Inf 0 Inf Significant up 1 Biological Process:protein homooligomerization (GO:0051260)BTB/POZ domain-containing protein KCTD3--
Inf 0 Inf Significant up 5 Molecular Function:nucleoside diphosphate kinase activity (GO:0004550),Biological Process:nucleoside diphosphate phosphorylation (GO:0006165),Biological Process:GTP biosynthetic process (GO:0006183),Biological Process:UTP biosynthetic process (GO:0006228),Biological Process:CTP biosynthetic process (GO:0006241)nucleoside-diphosphate kinase2.7.4.6
0.177948 0.00211 -2.49047 Significant down -- -- angiopoietin-like 3--

Inf 0 Inf Significant up 3 Molecular Function:thiol-dependent ubiquitin-specific protease activity (GO:0004843),Cellular Component:intracellular (GO:0005622),Biological Process:ubiquitin-dependent protein catabolic process (GO:0006511)ubiquitin carboxyl-terminal hydrolase L53.4.19.12
Inf 0 Inf Significant up 1 Molecular Function:protein binding (GO:0005515)CD2-associated protein--
Inf 0 Inf Significant up -- -- V-type H+-transporting ATPase subunit D--
Inf 0 Inf Significant up -- -- transportin-3--
Inf 0 Inf Significant up -- -- signal recognition particle receptor subunit beta--
Inf 0 Inf Significant up 2 Biological Process:transport (GO:0006810),Cellular Component:TRAPP complex (GO:0030008)trafficking protein particle complex subunit 1--
Inf 0 Inf Significant up 5 Molecular Function:protein kinase activity (GO:0004672),Molecular Function:protein serine/threonine kinase activity (GO:0004674),Molecular Function:ATP binding (GO:0005524),Biological Process:protein phosphorylation (GO:0006468),Biological Process:intracellular signal transduction (GO:0035556)serine/threonine-protein kinase MRCK2.7.11.1
Inf 0 Inf Significant up 1 Molecular Function:nucleic acid binding (GO:0003676)RNA-binding protein 8A--
0.738465 0.014695 -0.4374 NonsignificantNone 2 Molecular Function:protein binding (GO:0005515),Molecular Function:phosphatidylinositol binding (GO:0035091)sorting nexin-9/18/33--

Inf 0 Inf Significant up 1 Molecular Function:phosphatidylinositol binding (GO:0035091)sorting nexin-5/6/32--
Inf 0 Inf Significant up 1 Molecular Function:protein binding (GO:0005515)endothelial lipase3.1.1.3



Inf 0 Inf Significant up 2 Cellular Component:integral component of membrane (GO:0016021),Biological Process:transmembrane transport (GO:0055085)MFS transporter, FLVCR family, feline leukemia virus subgroup C receptor-related protein--
Inf 0 Inf Significant up -- -- -- --
Inf 0 Inf Significant up -- -- -- --
Inf 0 Inf Significant up -- -- phosphoserine aminotransferase2.6.1.52
Inf 0 Inf Significant up -- -- junctional adhesion molecule 1--

0.94898 0.832779 -0.07555 NonsignificantNone 3 Cellular Component:proteinaceous extracellular matrix (GO:0005578),Cellular Component:membrane (GO:0016020),Molecular Function:heparan sulfate proteoglycan binding (GO:0043395)glypican 6 --
Inf 0 Inf Significant up -- -- -- --
Inf 0 Inf Significant up 4 Molecular Function:G-protein coupled receptor activity (GO:0004930),Biological Process:G-protein coupled receptor signaling pathway (GO:0007186),Cellular Component:membrane (GO:0016020),Cellular Component:integral component of membrane (GO:0016021)G protein-coupled receptor 56--
Inf 0 Inf Significant up 5 Molecular Function:transporter activity (GO:0005215),Biological Process:transport (GO:0006810),Biological Process:ion transport (GO:0006811),Cellular Component:membrane (GO:0016020),Biological Process:transmembrane transport (GO:0055085)solute carrier family 12 (potassium/chloride transporter), member 7--
Inf 0 Inf Significant up 5 Molecular Function:structural molecule activity (GO:0005198),Biological Process:intracellular protein transport (GO:0006886),Biological Process:vesicle-mediated transport (GO:0016192),Cellular Component:membrane coat (GO:0030117),Cellular Component:COPI vesicle coat (GO:0030126)coatomer subunit gamma--
10.02551 0.001321 3.325604 Significant up -- -- chloride intracellular channel protein 4--
0.186614 0.053025 -2.42187 NonsignificantNone 1 Molecular Function:protein binding (GO:0005515)-- --

Inf 0 Inf Significant up 2 Molecular Function:ARF guanyl-nucleotide exchange factor activity (GO:0005086),Biological Process:regulation of ARF protein signal transduction (GO:0032012)brefeldin A-inhibited guanine nucleotide-exchange protein--
Inf 0 Inf Significant up 2 Molecular Function:ARF guanyl-nucleotide exchange factor activity (GO:0005086),Biological Process:regulation of ARF protein signal transduction (GO:0032012)brefeldin A-inhibited guanine nucleotide-exchange protein--
Inf 0 Inf Significant up 3 Molecular Function:protein kinase activity (GO:0004672),Molecular Function:ATP binding (GO:0005524),Biological Process:protein phosphorylation (GO:0006468)serine/threonine-protein kinase 24/25/MST42.7.11.1
0.018465 0.243955 -5.75906 NonsignificantNone 1 Molecular Function:protein binding (GO:0005515)-- --
0.246987 0.404329 -2.01749 NonsignificantNone -- -- dynein light intermediate chain 1, cytosolic--

Inf 0 Inf Significant up 4 Molecular Function:protein kinase activity (GO:0004672),Molecular Function:protein serine/threonine kinase activity (GO:0004674),Molecular Function:ATP binding (GO:0005524),Biological Process:protein phosphorylation (GO:0006468)casein kinase 1, gamma2.7.11.1
Inf 0 Inf Significant up 4 Biological Process:cation transport (GO:0006812),Molecular Function:cation transmembrane transporter activity (GO:0008324),Cellular Component:integral component of membrane (GO:0016021),Biological Process:transmembrane transport (GO:0055085)solute carrier family 30 (zinc transporter), member 1--
Inf 0 Inf Significant up 3 Biological Process:anion transport (GO:0006820),Molecular Function:anion transmembrane transporter activity (GO:0008509),Cellular Component:integral component of membrane (GO:0016021)solute carrier family 4 (sodium bicarbonate cotransporter), member 7--
Inf 0 Inf Significant up 1 Molecular Function:protein binding (GO:0005515)roundabout, axon guidance receptor 1--
Inf 0 Inf Significant up 1 Molecular Function:actin binding (GO:0003779)WAS protein family, member 2--
Inf 0 Inf Significant up 1 Molecular Function:catalytic activity (GO:0003824)ectonucleotide pyrophosphatase/phosphodiesterase family member 43.6.1.29



KEGG_ko COG_Function_DescriptionCOG_Function_ClassCOG_Class_DescriptionIPR_Term
-- -- -- -- IPR009038 [GOLD domain]
-- Peptidyl-prolyl cis-trans isomerase (rotamase) - cyclophilin familyO Posttranslational modification, protein turnover, chaperones ;IPR002130 [Cyclophilin-type peptidyl-prolyl cis-trans isomerase domain]
-- -- -- -- --
-- Predicted RNA methylaseR General function prediction only ;IPR026937 [Strawberry notch, helicase C domain]
ko03018 RNA degradation-- -- -- IPR007196 [CCR4-Not complex component, Not1, C-terminal] ; IPR024557[CCR4-Not complex, Not1 subunit, domain of unknown function DUF3819] ; IPR032191[CCR4-NOT transcription complex subunit 1, CAF1-binding domain] ; IPR032193[CCR4-NOT transcription complex subunit 1, TTP binding domain] ; IPR032194[CCR4-NOT transcription complex subunit 1, HEAT repeat]
-- -- -- -- IPR004241 [Autophagy protein Atg8 ubiquitin-like]
-- -- -- -- IPR010935 [SMCs flexible hinge]
-- -- -- -- IPR019359 [CCDC85 family]
-- -- -- -- --
ko03040 SpliceosomeSmall nuclear ribonucleoprotein (snRNP) homologK Transcription ;IPR001163 [LSM domain, eukaryotic/archaea-type]
-- -- -- -- IPR004965 [Paralemmin]
-- -- -- -- --
ko04610 Complement and coagulation cascades ko05150 Staphylococcus aureus infectionSecreted trypsin-like serine proteaseO Posttranslational modification, protein turnover, chaperones ;IPR000436 [Sushi/SCR/CCP domain] ; IPR001254[Serine proteases, trypsin domain] ; IPR002035[von Willebrand factor, type A]
ko03013 RNA transport-- -- -- IPR000717 [Proteasome component (PCI) domain] ; IPR008905[Eukaryotic translation initiation factor 3 subunit C, N-terminal domain]
-- -- -- -- IPR003597 [Immunoglobulin C1-set]
-- -- -- -- --
ko05132 Salmonella infectionTfp pilus assembly protein PilFNW Cell motility ; Extracellular structures ;IPR011990 [Tetratricopeptide-like helical domain] ; IPR018796[Uncharacterised protein family UPF0671]
-- -- -- -- IPR004240 [Nonaspanin (TM9SF)] ; IPR005024[Snf7 family]
ko00190 Oxidative phosphorylation ko01100 Metabolic pathways ko04145 Phagosome ko04150 mTOR signaling pathway ko04721 Synaptic vesicle cycle ko04966 Collecting duct acid secretion ko05110 Vibrio cholerae infection ko05120 Epithelial cell signaling in Helicobacter pylori infection ko05323 Rheumatoid arthritis-- -- -- --

-- -- -- IPR001619 [Sec1-like protein]
ko04130 SNARE interactions in vesicular transport-- -- -- IPR006011 [Syntaxin, N-terminal domain]
-- Sterol desaturase/sphingolipid hydroxylase, fatty acid hydroxylase superfamilyI Lipid transport and metabolism ;IPR000608 [Ubiquitin-conjugating enzyme E2] ; IPR019547[B domain of TMEM189, localisation domain]
ko00480 Glutathione metabolismCation transport regulator ChaCP Inorganic ion transport and metabolism ;--
ko00970 Aminoacyl-tRNA biosynthesisSeryl-tRNA synthetaseJ Translation, ribosomal structure and biogenesis ;IPR002314 [Aminoacyl-tRNA synthetase, class II (G/ P/ S/T)] ; IPR007397[F-box associated (FBA) domain]
-- -- -- -- IPR001752 [Kinesin motor domain]
-- -- -- -- IPR001478 [PDZ domain] ; IPR001781[Zinc finger, LIM-type] ; IPR031847[Domain of unknown function DUF4749]
ko00062 Fatty acid elongation ko01040 Biosynthesis of unsaturated fatty acids Acyl-CoA hydrolaseI Lipid transport and metabolism ;IPR006683 [Thioesterase domain]
-- -- -- -- IPR000048 [IQ motif, EF-hand binding site] ; IPR001609[Myosin head, motor domain] ; IPR010926[Class I myosin tail homology domain]
ko04130 SNARE interactions in vesicular transport ko04611 Platelet activation-- -- -- IPR000928 [SNAP-25]
-- -- -- -- IPR001179 [FKBP-type peptidyl-prolyl cis-trans isomerase domain]
-- -- -- -- IPR001619 [Sec1-like protein]
ko04142 Lysosome-- -- -- IPR002553 [Clathrin/coatomer adaptor, adaptin-like, N-terminal] ; IPR029390[AP-3 complex subunit beta, C-terminal domain] ; IPR029394[AP-3 complex subunit beta 1, serine-rich domain]
-- -- -- -- IPR001079 [Galectin, carbohydrate recognition domain]
ko04210 Apoptosis ko04217 Necroptosis ko04650 Natural killer cell mediated cytotoxicity ko05162 Measles ko05164 Influenza A-- -- -- IPR000488 [Death domain] ; IPR001368[TNFR/NGFR cysteine-rich region]
ko03050 Proteasome ko05169 Epstein-Barr virus infection-- -- -- IPR000717 [Proteasome component (PCI) domain]
-- Membrane-associated protease RseP, regulator of RpoE activityOK Posttranslational modification, protein turnover, chaperones ; Transcription ;IPR001478 [PDZ domain]
ko04978 Mineral absorption-- -- -- IPR006121 [Heavy metal-associated domain, HMA]
-- Glutathione S-transferaseO Posttranslational modification, protein turnover, chaperones ;IPR004045 [Glutathione S-transferase, N-terminal]
ko03013 RNA transport-- -- -- IPR000555 [JAB1/MPN/MOV34 metalloenzyme domain] ; IPR024969[Rpn11/EIF3F, C-terminal]
ko04120 Ubiquitin mediated proteolysis-- -- -- IPR000569 [HECT domain] ; IPR001202[WW domain]
ko00562 Inositol phosphate metabolism ko01521 EGFR tyrosine kinase inhibitor resistance ko01522 Endocrine resistance ko01524 Platinum drug resistance ko04012 ErbB signaling pathway ko04014 Ras signaling pathway ko04015 Rap1 signaling pathway ko04024 cAMP signaling pathway ko04062 Chemokine signaling pathway ko04066 HIF-1 signaling pathway ko04068 FoxO signaling pathway ko04070 Phosphatidylinositol signaling system ko04071 Sphingolipid signaling pathway ko04072 Phospholipase D signaling pathway ko04140 Autophagy - animal ko04150 mTOR signaling pathway ko04151 PI3K-Akt signaling pathway ko04152 AMPK signaling pathway ko04210 Apoptosis ko04211 Longevity regulating pathway ko04213 Longevity regulating pathway - multiple species ko04218 Cellular senescence ko04360 Axon guidance ko04370 VEGF signaling pathway ko04380 Osteoclast differentiation ko04510 Focal adhesion ko04550 Signaling pathways regulating pluripotency of stem cells ko04611 Platelet activation ko04620 Toll-like receptor signaling pathway ko04630 Jak-S-- -- -- IPR000341 [Phosphatidylinositol 3-kinase Ras-binding (PI3K RBD) domain] ; IPR000403[Phosphatidylinositol 3-/4-kinase, catalytic domain] ; IPR001263[Phosphoinositide 3-kinase, accessory (PIK) domain] ; IPR002420[Phosphatidylinositol 3-kinase, C2 domain] ; IPR003113[Phosphatidylinositol 3-kinase adaptor-binding (PI3K ABD) domain]
-- -- -- -- IPR013766 [Thioredoxin domain] ; IPR017905[ERV/ALR sulfhydryl oxidase domain]
ko04062 Chemokine signaling pathway ko04144 Endocytosis ko04520 Adherens junction ko04530 Tight junction ko04666 Fc gamma R-mediated phagocytosis ko04810 Regulation of actin cytoskeleton ko05100 Bacterial invasion of epithelial cells ko05130 Pathogenic Escherichia coli infection ko05131 Shigellosis ko05132 Salmonella infection ko05231 Choline metabolism in cancerAcyl transferase domain in polyketide synthase (PKS) enzymesQ Secondary metabolites biosynthesis, transport and catabolism ;IPR000095 [CRIB domain] ; IPR000697[WH1/EVH1 domain] ; IPR003124[WH2 domain]
-- -- -- -- IPR000357 [HEAT repeat]
-- RNA 3'-terminal phosphate cyclaseA RNA processing and modification ;IPR013791 [RNA 3'-terminal phosphate cyclase, insert domain] ; IPR023797[RNA 3'-terminal phosphate cyclase domain]
ko00562 Inositol phosphate metabolism ko01100 Metabolic pathways ko04070 Phosphatidylinositol signaling system-- -- -- IPR000008 [C2 domain] ; IPR000341[Phosphatidylinositol 3-kinase Ras-binding (PI3K RBD) domain] ; IPR000403[Phosphatidylinositol 3-/4-kinase, catalytic domain] ; IPR001263[Phosphoinositide 3-kinase, accessory (PIK) domain] ; IPR001683[Phox homologous domain] ; IPR002420[Phosphatidylinositol 3-kinase, C2 domain]
ko04512 ECM-receptor interaction-- -- -- IPR000082 [SEA domain] ; IPR000742[EGF-like domain] ; IPR001791[Laminin G domain] ; IPR002049[Laminin EGF domain] ; IPR002350[Kazal domain] ; IPR004850[NtA (N-terminal agrin) domain]
ko00310 Lysine degradationGlycosyltransferase involved in LPS biosynthesis, GR25 familyM Cell wall/membrane/envelope biogenesis ;IPR005123 [Oxoglutarate/iron-dependent dioxygenase]
-- -- -- -- IPR009976 [Exocyst complex component Sec10-like]
ko03050 Proteasome ko05169 Epstein-Barr virus infectionProteasome lid subunit RPN8/RPN11, contains Jab1/MPN domain metalloenzyme (JAMM) motifO Posttranslational modification, protein turnover, chaperones ;IPR000555 [JAB1/MPN/MOV34 metalloenzyme domain] ; IPR024969[Rpn11/EIF3F, C-terminal]
ko04144 Endocytosis ko04666 Fc gamma R-mediated phagocytosis-- -- -- IPR001452 [SH3 domain] ; IPR004148[BAR domain]
-- -- -- -- IPR000225 [Armadillo] ; IPR002652[Importin-alpha, importin-beta-binding domain] ; IPR032413[Atypical Arm repeat]
-- Serine/threonine protein kinaseT Signal transduction mechanisms ;IPR000719 [Protein kinase domain]
ko04015 Rap1 signaling pathway Ankyrin repeatT Signal transduction mechanisms ;IPR019748 [FERM central domain] ; IPR032022[KRIT, N-terminal NPxY motif-rich region]
-- -- -- -- IPR001357 [BRCT domain] ; IPR010613[Pescadillo]
-- -- -- -- IPR001478 [PDZ domain]
ko03008 Ribosome biogenesis in eukaryotesRNA processing factor Prp31, contains Nop domainJ Translation, ribosomal structure and biogenesis ;IPR002687 [Nop domain] ; IPR012974[NOP5, N-terminal]



-- -- -- -- IPR013836 [CD34/Podocalyxin]
-- -- -- -- IPR000867 [Insulin-like growth factor-binding protein, IGFBP] ; IPR001007[VWFC domain] ; IPR006208[Glycoprotein hormone subunit beta, cystine knot]
-- -- -- -- IPR000225 [Armadillo] ; IPR002652[Importin-alpha, importin-beta-binding domain] ; IPR032413[Atypical Arm repeat]
ko00511 Other glycan degradation ko04142 LysosomeAlpha-mannosidaseG Carbohydrate transport and metabolism ;IPR000602 [Glycoside hydrolase family 38, N-terminal domain] ; IPR011682[Glycosyl hydrolase family 38, C-terminal] ; IPR015341[Glycoside hydrolase family 38, central domain]
ko04120 Ubiquitin mediated proteolysisUbiquitin-protein ligaseO Posttranslational modification, protein turnover, chaperones ;IPR000608 [Ubiquitin-conjugating enzyme E2]
ko00750 Vitamin B6 metabolism ko01100 Metabolic pathwaysPyridoxal/pyridoxine/pyridoxamine kinaseH Coenzyme transport and metabolism ;IPR013749 [Pyridoxamine kinase/Phosphomethylpyrimidine kinase]
ko04514 Cell adhesion molecules (CAMs) ko04530 Tight junction ko04670 Leukocyte transendothelial migration ko05160 Hepatitis C-- -- -- IPR004031 [PMP-22/EMP/MP20/Claudin superfamily]
-- Negative regulator of GroEL, contains thioredoxin-like and TPR-like domainsO Posttranslational modification, protein turnover, chaperones ;IPR013766 [Thioredoxin domain]
-- Serine/threonine protein kinaseT Signal transduction mechanisms ;IPR000719 [Protein kinase domain] ; IPR001180[Citron homology (CNH) domain] ; IPR001849[Pleckstrin homology domain]
-- -- -- -- --
ko05010 Alzheimer's disease ko05120 Epithelial cell signaling in Helicobacter pylori infection-- -- -- IPR001762 [Disintegrin domain] ; IPR002870[Peptidase M12B, propeptide]
-- DNA-binding TFAR19-related protein, PDSD5 familyR General function prediction only ;IPR002836 [PDCD5-related protein]
ko03013 RNA transport Predicted RNA methylaseR General function prediction only ;IPR025799 [Protein arginine N-methyltransferase]
ko04530 Tight junction ko05165 Human papillomavirus infectionPeriplasmic serine protease, S1-C subfamily, contain C-terminal PDZ domainO Posttranslational modification, protein turnover, chaperones ;IPR001478 [PDZ domain] ; IPR015098[EBP50, C-terminal]
ko04210 Apoptosis ko04217 Necroptosis ko04650 Natural killer cell mediated cytotoxicity ko05162 Measles ko05164 Influenza A-- -- -- IPR000488 [Death domain] ; IPR001368[TNFR/NGFR cysteine-rich region]
ko04360 Axon guidance ko05166 HTLV-I infectionPhage-related protein, tail componentX Mobilome: prophages, transposons;IPR000421 [Coagulation factor 5/8 C-terminal domain] ; IPR000859[CUB domain] ; IPR000998[MAM domain] ; IPR022579[Neuropilin, C-terminal]
-- -- -- -- IPR001494 [Importin-beta, N-terminal domain]
-- -- -- -- IPR018499 [Tetraspanin/Peripherin]
ko03050 Proteasome20S proteasome, alpha and beta subunitsO Posttranslational modification, protein turnover, chaperones ;IPR000426 [Proteasome alpha-subunit, N-terminal domain] ; IPR001353[Proteasome, subunit alpha/beta]
-- -- -- -- IPR001478 [PDZ domain]
-- -- -- -- IPR001478 [PDZ domain]
-- -- -- -- IPR001478 [PDZ domain] ; IPR014775[L27 domain, C-terminal]
ko01523 Antifolate resistance ko04010 MAPK signaling pathway ko04014 Ras signaling pathway ko04062 Chemokine signaling pathway ko04064 NF-kappa B signaling pathway ko04068 FoxO signaling pathway ko04150 mTOR signaling pathway ko04151 PI3K-Akt signaling pathway ko04210 Apoptosis ko04380 Osteoclast differentiation ko04620 Toll-like receptor signaling pathway ko04621 NOD-like receptor signaling pathway ko04622 RIG-I-like receptor signaling pathway ko04623 Cytosolic DNA-sensing pathway ko04657 IL-17 signaling pathway ko04658 Th1 and Th2 cell differentiation ko04659 Th17 cell differentiation ko04660 T cell receptor signaling pathway ko04662 B cell receptor signaling pathway ko04668 TNF signaling pathway ko04722 Neurotrophin signaling pathway ko04910 Insulin signaling pathway ko04920 Adipocytokine signaling pathway ko04930 Type II diabetes mellitus ko04931 Insulin resistance ko04932 Non-alcoholic fatty liver disease (NAFLD) ko05120 Epithelial cell signaling in Helicobacter pylori infection ko05131 Shigellosis ko051PASTA domain, binds beta-lactamsM Cell wall/membrane/envelope biogenesis ;IPR000719 [Protein kinase domain] ; IPR022007[I-kappa-kinase-beta NEMO binding domain]
ko05034 Alcoholism-- -- -- IPR019467 [Histone acetyl transferase HAT1 N-terminal]
-- Serine/threonine protein kinaseT Signal transduction mechanisms ;IPR000719 [Protein kinase domain] ; IPR001478[PDZ domain] ; IPR008145[Guanylate kinase/L-type calcium channel beta subunit] ; IPR011511[Variant SH3 domain] ; IPR014775[L27 domain, C-terminal]
ko00564 Glycerophospholipid metabolism ko00565 Ether lipid metabolism ko01100 Metabolic pathways ko04014 Ras signaling pathway ko04024 cAMP signaling pathway ko04071 Sphingolipid signaling pathway ko04072 Phospholipase D signaling pathway ko04144 Endocytosis ko04666 Fc gamma R-mediated phagocytosis ko04724 Glutamatergic synapse ko04912 GnRH signaling pathway ko05231 Choline metabolism in cancerPhosphatidylserine/phosphatidylglycerophosphate/cardiolipin synthase or related enzymeI Lipid transport and metabolism ;IPR001683 [Phox homologous domain] ; IPR001736[Phospholipase D/Transphosphatidylase] ; IPR025202[Phospholipase D-like domain]
ko04510 Focal adhesion ko04530 Tight junction ko04611 Platelet activation ko04670 Leukocyte transendothelial migration ko04810 Regulation of actin cytoskeletonCa2+-binding protein, EF-hand superfamilyT Signal transduction mechanisms ;IPR002048 [EF-hand domain] ; IPR015070[DJBP, EF-hand domain]
-- Murein DD-endopeptidase MepM and murein hydrolase activator NlpD, contain LysM domainM Cell wall/membrane/envelope biogenesis ;IPR016047 [Peptidase M23]
ko04144 Endocytosis ko04145 Phagosome-- -- -- IPR000306 [FYVE zinc finger] ; IPR002014[VHS domain] ; IPR024641[Hepatocyte growth factor-regulated tyrosine kinase substrate, helical domain]
-- Serine/threonine protein kinaseT Signal transduction mechanisms ;IPR000719 [Protein kinase domain] ; IPR014020[Tensin phosphatase, C2 domain]
-- RNA recognition motif (RRM) domainJ Translation, ribosomal structure and biogenesis ;IPR000504 [RNA recognition motif domain]
ko03008 Ribosome biogenesis in eukaryotes ko03013 RNA transport ko05164 Influenza A ko05166 HTLV-I infection ko05169 Epstein-Barr virus infection-- -- -- IPR001494 [Importin-beta, N-terminal domain] ; IPR013598[Exportin-1/Importin-beta-like] ; IPR014877[CRM1 C-terminal domain]
-- -- -- -- IPR000219 [Dbl homology (DH) domain]
-- -- -- -- IPR001715 [Calponin homology domain] ; IPR002017[Spectrin repeat]
-- -- -- -- IPR024298 [Ancestral coatomer element 1, Sec16/Sec31] ; IPR024340[Sec16, central conserved domain]
ko04360 Axon guidanceDNA-binding beta-propeller fold protein YncER General function prediction only ;IPR001627 [Sema domain] ; IPR002165[Plexin repeat] ; IPR002909[IPT domain] ; IPR013548[Plexin, cytoplasmic RasGAP domain]
-- -- -- -- IPR006624 [Beta-propeller repeat TECPR]
ko00230 Purine metabolism ko01100 Metabolic pathways Phosphoribosylformylglycinamidine (FGAM) synthase, glutamine amidotransferase domainF Nucleotide transport and metabolism ;IPR010918 [AIR synthase-related protein, C-terminal domain]
-- -- -- -- IPR000884 [Thrombospondin type-1 (TSP1) repeat] ; IPR001590[Peptidase M12B, ADAM/reprolysin] ; IPR002870[Peptidase M12B, propeptide] ; IPR010294[ADAM-TS Spacer 1]
-- Chromosome segregation ATPaseD Cell cycle control, cell division, chromosome partitioning ;IPR002110 [Ankyrin repeat] ; IPR020683[Ankyrin repeat-containing domain]
ko04142 Lysosome ko04979 Cholesterol metabolismPredicted exporter protein, RND superfamilyR General function prediction only ;IPR000731 [Sterol-sensing domain] ; IPR003392[Protein patched/dispatched] ; IPR032190[Niemann-Pick C1, N-terminal]
ko04144 Endocytosis ko04666 Fc gamma R-mediated phagocytosis ko04810 Regulation of actin cytoskeleton ko05100 Bacterial invasion of epithelial cells ko05130 Pathogenic Escherichia coli infection ko05131 Shigellosis ko05132 Salmonella infection-- -- -- IPR007188 [Actin-related protein 2/3 complex subunit 2]
ko04144 Endocytosis ko04666 Fc gamma R-mediated phagocytosis ko04810 Regulation of actin cytoskeleton ko05100 Bacterial invasion of epithelial cells ko05130 Pathogenic Escherichia coli infection ko05131 Shigellosis ko05132 Salmonella infection-- -- -- IPR007204 [Actin-related protein 2/3 complex subunit 3]
ko00230 Purine metabolism ko00240 Pyrimidine metabolism ko01100 Metabolic pathways ko03020 RNA polymerase ko04623 Cytosolic DNA-sensing pathway ko05169 Epstein-Barr virus infectionDNA-directed RNA polymerase, alpha subunit/40 kD subunitK Transcription ;IPR011262 [DNA-directed RNA polymerase, insert domain] ; IPR011263[DNA-directed RNA polymerase, RpoA/D/Rpb3-type]
-- Uncharacterized protein YxjIS Function unknown ;IPR005552 [Scramblase]
-- TFIIF-interacting CTD phosphatase, includes NLI-interacting factorK Transcription ;IPR004274 [FCP1 homology domain]
-- Prefoldin, chaperonin cofactorO Posttranslational modification, protein turnover, chaperones ;IPR002777 [Prefoldin beta-like]
ko01100 Metabolic pathways ko04151 PI3K-Akt signaling pathway ko04510 Focal adhesion ko04512 ECM-receptor interaction ko05145 Toxoplasmosis ko05146 Amoebiasis ko05165 Human papillomavirus infection ko05200 Pathways in cancer ko05222 Small cell lung cancerUncharacterized membrane protein YhgE, phage infection protein (PIP) familyS Function unknown ;IPR000034 [Laminin IV] ; IPR001791[Laminin G domain] ; IPR002049[Laminin EGF domain] ; IPR008211[Laminin, N-terminal] ; IPR009254[Laminin alpha, domain I] ; IPR010307[Laminin domain II]
-- -- -- -- --
-- -- -- -- IPR004932 [Retrieval of early ER protein Rer1]
-- Uncharacterized membrane protein YphA, DoxX/SURF4 familyS Function unknown ;IPR002995 [Surfeit locus 4]
ko00051 Fructose and mannose metabolism ko00520 Amino sugar and nucleotide sugar metabolism ko01100 Metabolic pathways Hydroxymethylpyrimidine pyrophosphatase and other HAD family phosphatasesHR Coenzyme transport and metabolism ; General function prediction only ;IPR005002 [Phosphomannomutase]
-- -- -- -- IPR009071 [High mobility group box domain]
ko04514 Cell adhesion molecules (CAMs) ko05020 Prion diseasesOuter membrane protein assembly factor BamB, contains PQQ-like beta-propeller repeatM Cell wall/membrane/envelope biogenesis ;IPR003961 [Fibronectin type III] ; IPR013098[Immunoglobulin I-set]
-- -- -- -- IPR001494 [Importin-beta, N-terminal domain] ; IPR013713[Exportin/Importin, Cse1-like]
ko04130 SNARE interactions in vesicular transport ko04145 Phagosome-- -- -- IPR000727 [Target SNARE coiled-coil homology domain]
-- Sugar phosphate permeaseG Carbohydrate transport and metabolism ;IPR011701 [Major facilitator superfamily]
ko05230 Central carbon metabolism in cancerPredicted arabinose efflux permease, MFS familyG Carbohydrate transport and metabolism ;IPR011701 [Major facilitator superfamily]



ko01524 Platinum drug resistance ko04978 Mineral absorption-- -- -- IPR007274 [Ctr copper transporter]
ko04130 SNARE interactions in vesicular transport -- -- -- IPR001388 [Synaptobrevin] ; IPR010908[Longin domain]
ko04144 Endocytosis ko04666 Fc gamma R-mediated phagocytosis ko04810 Regulation of actin cytoskeleton ko05100 Bacterial invasion of epithelial cells ko05130 Pathogenic Escherichia coli infection ko05131 Shigellosis ko05132 Salmonella infection-- -- -- IPR006789 [Actin-related protein 2/3 complex subunit 5]
ko04911 Insulin secretion ko04970 Salivary secretion ko04974 Protein digestion and absorptionSignal-transduction protein containing cAMP-binding, CBS, and nucleotidyltransferase domainsT Signal transduction mechanisms ;IPR004178 [Calmodulin-binding domain] ; IPR013099[Potassium channel domain] ; IPR015449[Potassium channel, calcium-activated, SK]
ko04144 Endocytosis ko04666 Fc gamma R-mediated phagocytosisAnkyrin repeatT Signal transduction mechanisms ;IPR001164 [Arf GTPase activating protein] ; IPR001452[SH3 domain] ; IPR001849[Pleckstrin homology domain] ; IPR020683[Ankyrin repeat-containing domain]
ko00260 Glycine, serine and threonine metabolism ko01100 Metabolic pathways ko01200 Carbon metabolism ko01230 Biosynthesis of amino acidsPhosphoglycerate dehydrogenase or related dehydrogenaseHR Coenzyme transport and metabolism ; General function prediction only ;IPR006139 [D-isomer specific 2-hydroxyacid dehydrogenase, catalytic domain] ; IPR006140[D-isomer specific 2-hydroxyacid dehydrogenase, NAD-binding domain]
ko04145 Phagosome ko04962 Vasopressin-regulated water reabsorption ko05132 Salmonella infection-- -- -- IPR022780 [Dynein family light intermediate chain]
ko03050 Proteasome ko05169 Epstein-Barr virus infection-- -- -- IPR000717 [Proteasome component (PCI) domain] ; IPR013586[26S proteasome regulatory subunit, C-terminal]
ko00230 Purine metabolism ko00450 Selenocompound metabolism ko00920 Sulfur metabolism ko01100 Metabolic pathways ATP sulfurylase (sulfate adenylyltransferase)P Inorganic ion transport and metabolism ;IPR024951 [Sulphate adenylyltransferase catalytic domain] ; IPR025980[ATP-sulfurylase PUA-like domain]
-- -- -- -- IPR009361 [RZZ complex, subunit Zw10]
ko00512 Mucin type O-glycan biosynthesisGlycosyltransferase, GT2 familyG Carbohydrate transport and metabolism ;IPR027791 [Galactosyltransferase, C-terminal] ; IPR027995[Galactosyltransferase, N-terminal]
-- -- -- -- IPR001781 [Zinc finger, LIM-type]
-- RNA recognition motif (RRM) domainJ Translation, ribosomal structure and biogenesis ;IPR000504 [RNA recognition motif domain]
-- Thiol-disulfide isomerase or thioredoxinO Posttranslational modification, protein turnover, chaperones ;IPR010400 [PITH domain] ; IPR013766[Thioredoxin domain]
-- -- -- -- IPR007327 [Tumour protein D52]
-- -- -- -- IPR008614 [Acidic fibroblast growth factor intracellular-binding protein]
ko03040 SpliceosomePeptidyl-prolyl cis-trans isomerase (rotamase) - cyclophilin familyO Posttranslational modification, protein turnover, chaperones ;IPR002130 [Cyclophilin-type peptidyl-prolyl cis-trans isomerase domain]
ko00980 Metabolism of xenobiotics by cytochrome P450Predicted oxidoreductase (related to aryl-alcohol dehydrogenase)R General function prediction only ;IPR023210 [NADP-dependent oxidoreductase domain]
-- -- -- -- IPR007477 [SAB domain] ; IPR008379[Band 4.1, C-terminal] ; IPR014847[FERM adjacent (FA)] ; IPR018979[FERM, N-terminal] ; IPR018980[FERM, C-terminal PH-like domain] ; IPR019748[FERM central domain]
ko00515 Mannose type O-glycan biosynthesis ko01100 Metabolic pathways-- -- -- --
ko03013 RNA transport-- -- -- IPR001494 [Importin-beta, N-terminal domain] ; IPR013598[Exportin-1/Importin-beta-like]
ko05206 MicroRNAs in cancer-- -- -- IPR007875 [Sprouty]
-- -- -- -- IPR007194 [Transport protein particle (TRAPP) component]
ko04144 Endocytosis ko04217 Necroptosis-- -- -- IPR005024 [Snf7 family]
-- -- -- -- IPR018499 [Tetraspanin/Peripherin]
-- Anion-transporting ATPase, ArsA/GET3 familyP Inorganic ion transport and metabolism ;IPR025723 [Anion-transporting ATPase-like domain]
ko04110 Cell cycle ko05166 HTLV-I infectionPredicted NTPase, NACHT family domainT Signal transduction mechanisms ;IPR001680 [WD40 repeat]
ko00561 Glycerolipid metabolism ko00564 Glycerophospholipid metabolism ko00565 Ether lipid metabolism ko00600 Sphingolipid metabolism ko01100 Metabolic pathways ko04072 Phospholipase D signaling pathway ko04666 Fc gamma R-mediated phagocytosis ko04975 Fat digestion and absorption ko05231 Choline metabolism in cancer-- -- -- IPR000326 [Phosphatidic acid phosphatase type 2/haloperoxidase]
ko04072 Phospholipase D signaling pathway ko04144 EndocytosisGuanine-nucleotide exchange factor, contains Sec7 domainR General function prediction only ;IPR000904 [Sec7 domain] ; IPR001849[Pleckstrin homology domain]
ko04068 FoxO signaling pathway ko04152 AMPK signaling pathway ko04211 Longevity regulating pathway ko04213 Longevity regulating pathway - multiple species ko04371 Apelin signaling pathway ko04530 Tight junction ko04710 Circadian rhythm ko04910 Insulin signaling pathway ko04920 Adipocytokine signaling pathway ko04921 Oxytocin signaling pathway ko04922 Glucagon signaling pathway ko04931 Insulin resistance ko04932 Non-alcoholic fatty liver disease (NAFLD) ko05410 Hypertrophic cardiomyopathy (HCM)Carbohydrate-binding DOMON domainGT Carbohydrate transport and metabolism ; Signal transduction mechanisms ;IPR006828 [Association with the SNF1 complex (ASC) domain] ; IPR032640[AMP-activated protein kinase, glycogen-binding domain]
ko04142 Lysosome-- -- -- IPR002553 [Clathrin/coatomer adaptor, adaptin-like, N-terminal] ; IPR008152[Clathrin adaptor, alpha/beta/gamma-adaptin, appendage, Ig-like subdomain]
ko04130 SNARE interactions in vesicular transport-- -- -- IPR000727 [Target SNARE coiled-coil homology domain] ; IPR015260[Syntaxin 6, N-terminal]
-- Tetratricopeptide (TPR) repeatR General function prediction only ;IPR001440 [Tetratricopeptide repeat 1] ; IPR019734[Tetratricopeptide repeat] ; IPR032374[SGTA, homodimerisation domain]
-- -- -- -- IPR000048 [IQ motif, EF-hand binding site] ; IPR001609[Myosin head, motor domain] ; IPR010926[Class I myosin tail homology domain]
ko03015 mRNA surveillance pathway-- -- -- IPR016706 [Cleavage/polyadenylation specificity factor subunit 5]
-- Lantibiotic modifying enzymeV Defense mechanisms ;IPR007822 [Lanthionine synthetase C-like]
-- Secreted/periplasmic Zn-dependent peptidases, insulinase-likeO Posttranslational modification, protein turnover, chaperones ;IPR007863 [Peptidase M16, C-terminal] ; IPR011765[Peptidase M16, N-terminal] ; IPR032632[Peptidase M16, middle/third domain]
-- Ca2+-binding protein, EF-hand superfamilyT Signal transduction mechanisms ;IPR002048 [EF-hand domain]
-- -- -- -- IPR000421 [Coagulation factor 5/8 C-terminal domain] ; IPR000742[EGF-like domain] ; IPR013032[EGF-like, conserved site]
ko00270 Cysteine and methionine metabolism ko01100 Metabolic pathwaysS-adenosylhomocysteine hydrolaseH Coenzyme transport and metabolism ;IPR000043 [Adenosylhomocysteinase] ; IPR015878[S-adenosyl-L-homocysteine hydrolase, NAD binding domain]
ko04110 Cell cycle -- -- -- IPR020796 [Origin recognition complex, subunit 5]
ko00230 Purine metabolism-- -- -- IPR008015 [GMP phosphodiesterase, delta subunit]
ko03040 SpliceosomeHrpA-like RNA helicaseJ Translation, ribosomal structure and biogenesis ;IPR001650 [Helicase, C-terminal] ; IPR007502[Helicase-associated domain] ; IPR011545[DEAD/DEAH box helicase domain] ; IPR011709[Domain of unknown function DUF1605]
-- Large exoprotein involved in heme utilization or adhesionU Intracellular trafficking, secretion, and vesicular transport ;IPR002126 [Cadherin] ; IPR013164[Cadherin, N-terminal] ; IPR013585[Protocadherin]
-- Phosphoribosylpyrophosphate synthetaseFE Nucleotide transport and metabolism ; Amino acid transport and metabolism ;IPR005946 [Ribose-phosphate diphosphokinase] ; IPR029099[Ribose-phosphate pyrophosphokinase, N-terminal domain]
-- Uncharacterized conserved protein, contains Zn finger domainS Function unknown ;IPR000330 [SNF2-related, N-terminal domain] ; IPR001650[Helicase, C-terminal] ; IPR015194[ISWI, HAND domain] ; IPR015195[SLIDE domain] ; IPR020838[DBINO domain]
-- -- -- -- IPR019143 [JNK/Rab-associated protein-1, N-terminal] ; IPR032486[JNK-interacting protein, leucine zipper II]
ko04120 Ubiquitin mediated proteolysis-- -- -- --
-- Monoamine oxidaseE Amino acid transport and metabolism ;IPR002937 [Amine oxidase] ; IPR007526[SWIRM domain]
ko04919 Thyroid hormone signaling pathway ko04931 Insulin resistance-- -- -- IPR000195 [Rab-GTPase-TBC domain] ; IPR006020[PTB/PI domain] ; IPR021785[Domain of unknown function DUF3350]
ko04150 mTOR signaling pathway ko04310 Wnt signaling pathway ko04390 Hippo signaling pathway ko04550 Signaling pathways regulating pluripotency of stem cells ko04916 Melanogenesis ko05165 Human papillomavirus infection ko05166 HTLV-I infection ko05200 Pathways in cancer ko05205 Proteoglycans in cancer ko05217 Basal cell carcinoma ko05224 Breast cancer ko05225 Hepatocellular carcinoma ko05226 Gastric cancer-- -- -- IPR000539 [Frizzled protein] ; IPR020067[Frizzled domain]
ko00230 Purine metabolism ko00240 Pyrimidine metabolism ko01100 Metabolic pathways Nucleoside diphosphate kinaseF Nucleotide transport and metabolism ;IPR001564 [Nucleoside diphosphate kinase]
-- -- -- -- IPR007677 [Gasdermin]
-- Regulatory P domain of the subtilisin-like proprotein convertases and other proteasesO Posttranslational modification, protein turnover, chaperones ;IPR000421 [Coagulation factor 5/8 C-terminal domain] ; IPR000859[CUB domain] ; IPR000998[MAM domain] ; IPR022579[Neuropilin, C-terminal]
ko00061 Fatty acid biosynthesis ko00071 Fatty acid degradation ko01100 Metabolic pathways ko01212 Fatty acid metabolism ko03320 PPAR signaling pathway ko04146 Peroxisome ko04216 Ferroptosis ko04920 Adipocytokine signaling pathwayLong-chain acyl-CoA synthetase (AMP-forming)I Lipid transport and metabolism ;IPR000873 [AMP-dependent synthetase/ligase]
ko04144 Endocytosis-- -- -- IPR001683 [Phox homologous domain]
ko04931 Insulin resistanceN-acetyl-beta-hexosaminidaseG Carbohydrate transport and metabolism ;IPR011496 [Beta-N-acetylglucosaminidase]
ko00230 Purine metabolism ko01522 Endocrine resistance ko04015 Rap1 signaling pathway ko04020 Calcium signaling pathway ko04022 cGMP-PKG signaling pathway ko04024 cAMP signaling pathway ko04062 Chemokine signaling pathway ko04072 Phospholipase D signaling pathway ko04114 Oocyte meiosis ko04211 Longevity regulating pathway ko04213 Longevity regulating pathway - multiple species ko04261 Adrenergic signaling in cardiomyocytes ko04270 Vascular smooth muscle contraction ko04371 Apelin signaling pathway ko04540 Gap junction ko04611 Platelet activation ko04713 Circadian entrainment ko04723 Retrograde endocannabinoid signaling ko04724 Glutamatergic synapse ko04725 Cholinergic synapse ko04727 GABAergic synapse ko04750 Inflammatory mediator regulation of TRP channels ko04911 Insulin secretion ko04912 GnRH signaling pathway ko04913 Ovarian steroidogenesis ko04914 Progesterone-mediated oocyte maturation ko04915 Estrogen signaling pathway ko04916 Melanogenesis ko04918 Thyroid hormone synthesis ko04921 Oxytocin signaling pAdenylate cyclase, class 3T Signal transduction mechanisms ;IPR001054 [Adenylyl cyclase class-3/4/guanylyl cyclase]



-- RNA recognition motif (RRM) domainJ Translation, ribosomal structure and biogenesis ;IPR000504 [RNA recognition motif domain]
ko00310 Lysine degradation ko00514 Other types of O-glycan biosynthesisGlycosyltransferase involved in LPS biosynthesis, GR25 familyM Cell wall/membrane/envelope biogenesis ;IPR005123 [Oxoglutarate/iron-dependent dioxygenase]
ko04510 Focal adhesion ko04810 Regulation of actin cytoskeleton ko04933 AGE-RAGE signaling pathway in diabetic complications ko05131 ShigellosisTranscription elongation factorK Transcription ;IPR009408 [Formin Homology 1] ; IPR010465[DRF autoregulatory] ; IPR010472[Formin, FH3 domain] ; IPR010473[Formin, GTPase-binding domain] ; IPR015425[Formin, FH2 domain]
-- -- -- -- IPR010326 [Exocyst complex component EXOC3/Sec6]
-- -- -- -- IPR004279 [Perilipin]
-- Predicted arabinose efflux permease, MFS familyG Carbohydrate transport and metabolism ;IPR011701 [Major facilitator superfamily]
ko04218 Cellular senescence-- -- -- IPR003021 [Rad1/Rec1/Rad17]
-- Predicted RNA methylaseR General function prediction only ;--
-- -- -- -- IPR000225 [Armadillo] ; IPR002652[Importin-alpha, importin-beta-binding domain] ; IPR032413[Atypical Arm repeat]
-- Outer membrane protein assembly factor BamB, contains PQQ-like beta-propeller repeatM Cell wall/membrane/envelope biogenesis ;IPR000436 [Sushi/SCR/CCP domain] ; IPR003410[HYR domain] ; IPR025232[Domain of unknown function DUF4174]
-- -- -- -- IPR001781 [Zinc finger, LIM-type]
ko04015 Rap1 signaling pathway ko04520 Adherens junction ko04670 Leukocyte transendothelial migration-- -- -- IPR000225 [Armadillo]
ko03013 RNA transportTranslation initiation factor 1 (eIF-1/SUI1)J Translation, ribosomal structure and biogenesis ;IPR001950 [SUI1 domain]
ko04144 Endocytosis-- -- -- IPR001683 [Phox homologous domain] ; IPR005329[Sorting nexin, N-terminal] ; IPR015404[Sorting nexin Vps5-like, C-terminal]
-- -- -- -- IPR006953 [Vesicle tethering protein Uso1/P115-like , head domain] ; IPR006955[Uso1/p115-like vesicle tethering protein, C-terminal]
ko04977 Vitamin digestion and absorption-- -- -- IPR002666 [Reduced folate carrier]
-- -- -- -- IPR002014 [VHS domain] ; IPR004152[GAT domain]
ko05034 Alcoholism ko05203 Viral carcinogenesis ko05322 Systemic lupus erythematosus-- -- -- IPR007125 [Histone H2A/H2B/H3]
ko03008 Ribosome biogenesis in eukaryotesGlutamate 5-kinaseE Amino acid transport and metabolism ;IPR002478 [PUA domain] ; IPR002501[Pseudouridine synthase II, N-terminal] ; IPR012960[Dyskerin-like] ; IPR032819[tRNA pseudouridylate synthase B, C-terminal]
ko03013 RNA transportTranslation initiation factor IF-2, a GTPaseJ Translation, ribosomal structure and biogenesis ;IPR004161 [Translation elongation factor EFTu-like, domain 2] ; IPR023115[Translation initiation factor IF- 2, domain 3]
-- Archaeal ribosome-binding protein aMBF1, putative translation factor, contains Zn-ribbon and HTH domainsJ Translation, ribosomal structure and biogenesis ;IPR001387 [Cro/C1-type helix-turn-helix domain] ; IPR013729[Multiprotein bridging factor 1, N-terminal]
ko04141 Protein processing in endoplasmic reticulumDnaJ-class molecular chaperone with C-terminal Zn finger domainO Posttranslational modification, protein turnover, chaperones ;IPR001305 [Heat shock protein DnaJ, cysteine-rich domain] ; IPR001623[DnaJ domain] ; IPR002939[Chaperone DnaJ, C-terminal]
-- Uncharacterized protein involved in tolerance to divalent cationsP Inorganic ion transport and metabolism ;IPR004323 [Divalent ion tolerance protein, CutA]
-- -- -- -- IPR002777 [Prefoldin beta-like]
ko04360 Axon guidance-- -- -- IPR000198 [Rho GTPase-activating protein domain] ; IPR001060[FCH domain] ; IPR001452[SH3 domain]
ko04360 Axon guidanceStreptogramin lyaseV Defense mechanisms ;IPR001627 [Sema domain] ; IPR002165[Plexin repeat] ; IPR002909[IPT domain] ; IPR013548[Plexin, cytoplasmic RasGAP domain]
-- -- -- -- IPR013106 [Immunoglobulin V-set domain]
-- Predicted NTPase, NACHT family domainT Signal transduction mechanisms ;IPR001680 [WD40 repeat]
ko04150 mTOR signaling pathway ko04310 Wnt signaling pathway ko04390 Hippo signaling pathway ko04550 Signaling pathways regulating pluripotency of stem cells ko04916 Melanogenesis ko05165 Human papillomavirus infection ko05166 HTLV-I infection ko05200 Pathways in cancer ko05205 Proteoglycans in cancer ko05217 Basal cell carcinoma ko05224 Breast cancer ko05225 Hepatocellular carcinoma ko05226 Gastric cancer-- -- -- IPR000539 [Frizzled protein] ; IPR020067[Frizzled domain]
-- Magnesium-transporting ATPase (P-type)P Inorganic ion transport and metabolism ;IPR008250 [P-type ATPase, A  domain] ; IPR032630[P-type ATPase, C-terminal] ; IPR032631[P-type ATPase, N-terminal]
ko04022 cGMP-PKG signaling pathway ko04024 cAMP signaling pathway ko04062 Chemokine signaling pathway ko04071 Sphingolipid signaling pathway ko04270 Vascular smooth muscle contraction ko04310 Wnt signaling pathway ko04360 Axon guidance ko04510 Focal adhesion ko04530 Tight junction ko04611 Platelet activation ko04670 Leukocyte transendothelial migration ko04810 Regulation of actin cytoskeleton ko04921 Oxytocin signaling pathway ko05130 Pathogenic Escherichia coli infection ko05131 Shigellosis ko05132 Salmonella infection ko05200 Pathways in cancer ko05205 Proteoglycans in cancerSerine/threonine protein kinaseT Signal transduction mechanisms ;IPR000719 [Protein kinase domain] ; IPR015008[Rho binding domain]
-- -- -- -- IPR024395 [CLASP N-terminal domain]
ko04514 Cell adhesion molecules (CAMs) ko04672 Intestinal immune network for IgA production-- -- -- IPR013106 [Immunoglobulin V-set domain] ; IPR013162[CD80-like, immunoglobulin C2-set]
-- Uncharacterized conserved protein YjdB, contains Ig-like domainR General function prediction only ;IPR013098 [Immunoglobulin I-set]
-- Tetratricopeptide (TPR) repeatR General function prediction only ;IPR025697 [CLU domain] ; IPR028275[Clustered mitochondria protein, N-terminal] ; IPR033646[CLU central domain]
-- DnaJ-class molecular chaperone with C-terminal Zn finger domainO Posttranslational modification, protein turnover, chaperones ;IPR001623 [DnaJ domain] ; IPR025640[Domain of unknown function DUF4339]
-- -- -- -- --
-- -- -- -- IPR001394 [Peptidase C19, ubiquitin carboxyl-terminal hydrolase]
ko04360 Axon guidance-- -- -- IPR001627 [Sema domain] ; IPR002165[Plexin repeat] ; IPR007110[Immunoglobulin-like domain]
-- Ca2+-binding protein, EF-hand superfamilyT Signal transduction mechanisms ;IPR002048 [EF-hand domain]
-- -- -- -- IPR004226 [Tubulin binding cofactor A]
ko04144 Endocytosis ko04217 NecroptosisAAA+-type ATPase, SpoVK/Ycf46/Vps4 familyMDT Cell wall/membrane/envelope biogenesis ; Cell cycle control, cell division, chromosome partitioning ; Signal transduction mechanisms ;IPR003959 [ATPase, AAA-type, core] ; IPR007330[MIT] ; IPR015415[Vps4 oligomerisation, C-terminal]
-- -- -- -- IPR006603 [PQ-loop repeat]
ko04217 Necroptosis ko05034 Alcoholism ko05322 Systemic lupus erythematosusO-acetyl-ADP-ribose deacetylase (regulator of RNase III), contains Macro domainJ Translation, ribosomal structure and biogenesis ;IPR002589 [Macro domain] ; IPR007125[Histone H2A/H2B/H3] ; IPR032454[Histone H2A, C-terminal domain]
ko04010 MAPK signaling pathway ko04510 Focal adhesion ko05132 Salmonella infection ko05205 Proteoglycans in cancerUncharacterized surface anchored proteinS Function unknown ;IPR001715 [Calponin homology domain] ; IPR017868[Filamin/ABP280 repeat-like]
-- DNA-binding beta-propeller fold protein YncER General function prediction only ;IPR000315 [B-box-type zinc finger] ; IPR001258[NHL repeat] ; IPR017868[Filamin/ABP280 repeat-like] ; IPR027370[RING-type zinc-finger, LisH dimerisation motif]
-- -- -- -- IPR011701 [Major facilitator superfamily]
ko03040 Spliceosome-- -- -- IPR001202 [WW domain] ; IPR002713[FF domain]
ko04144 Endocytosis-- -- -- IPR028934 [Vacuolar protein sorting protein 26 related]
ko04310 Wnt signaling pathway-- -- -- IPR001863 [Glypican]

-- -- -- IPR009643 [Heat shock factor binding 1]
ko04514 Cell adhesion molecules (CAMs) ko04530 Tight junction ko04670 Leukocyte transendothelial migration ko05160 Hepatitis C-- -- -- IPR004031 [PMP-22/EMP/MP20/Claudin superfamily]
-- -- -- -- IPR004122 [Barrier- to-autointegration factor, BAF]
ko03040 Spliceosome-- -- -- IPR015016 [Splicing factor 3B subunit 1]
-- -- -- -- IPR002059 [Cold-shock protein, DNA-binding] ; IPR024642[SUZ-C domain]
ko00564 Glycerophospholipid metabolism ko05231 Choline metabolism in cancerPredicted esteraseR General function prediction only ;IPR003140 [Phospholipase/carboxylesterase/thioesterase]
ko03040 SpliceosomeReplicative superfamily II helicaseL Replication, recombination and repair ;IPR001650 [Helicase, C-terminal] ; IPR004179[Sec63 domain] ; IPR011545[DEAD/DEAH box helicase domain]

-- -- -- IPR007303 [TIP41-like protein]



-- -- -- -- IPR002014 [VHS domain] ; IPR004152[GAT domain]
ko03013 RNA transport-- -- -- IPR007187 [Nucleoporin, Nup133/Nup155-like, C-terminal] ; IPR014908[Nucleoporin, Nup133/Nup155-like, N-terminal]
-- -- -- -- IPR012945 [Tubulin binding cofactor C-like domain]
-- -- -- -- --
ko04750 Inflammatory mediator regulation of TRP channelsChromosome segregation ATPaseD Cell cycle control, cell division, chromosome partitioning ;IPR005821 [Ion transport domain] ; IPR020683[Ankyrin repeat-containing domain]
ko04614 Renin-angiotensin system-- -- -- IPR012493 [Renin receptor-like]
ko03013 RNA transport-- -- -- IPR013906 [Eukaryotic translation initiation factor 3 subunit J]
-- Ankyrin repeatT Signal transduction mechanisms ;IPR002110 [Ankyrin repeat] ; IPR020683[Ankyrin repeat-containing domain]
ko00900 Terpenoid backbone biosynthesis Zn-dependent protease with chaperone functionO Posttranslational modification, protein turnover, chaperones ;IPR001915 [Peptidase M48] ; IPR032456[CAAX prenyl protease 1, N-terminal]
ko00020 Citrate cycle (TCA cycle) ko00480 Glutathione metabolism ko01100 Metabolic pathways ko01200 Carbon metabolism ko01210 2-Oxocarboxylic acid metabolism ko01230 Biosynthesis of amino acids ko04146 PeroxisomeIsocitrate dehydrogenaseC Energy production and conversion ;IPR024084 [Isopropylmalate dehydrogenase-like domain]
ko00670 One carbon pool by folateAcyl-CoA reductase or other NAD-dependent aldehyde dehydrogenaseC Energy production and conversion ;IPR002376 [Formyl transferase, N-terminal] ; IPR005793[Formyl transferase, C-terminal] ; IPR009081[Phosphopantetheine binding ACP domain] ; IPR015590[Aldehyde dehydrogenase domain]
-- -- -- -- IPR004895 [Prenylated rab acceptor PRA1]
-- -- -- -- IPR018499 [Tetraspanin/Peripherin]
-- PASTA domain, binds beta-lactamsM Cell wall/membrane/envelope biogenesis ;IPR000219 [Dbl homology (DH) domain] ; IPR000719[Protein kinase domain] ; IPR001251[CRAL-TRIO lipid binding domain] ; IPR001452[SH3 domain] ; IPR001849[Pleckstrin homology domain] ; IPR002017[Spectrin repeat] ; IPR013098[Immunoglobulin I-set]
ko04530 Tight junction-- -- -- IPR001478 [PDZ domain] ; IPR015132[L27-2] ; IPR032078[Multiple PDZ domain protein]
-- Bacillopeptidase F, M6 metalloprotease familyO Posttranslational modification, protein turnover, chaperones ;IPR000834 [Peptidase M14, carboxypeptidase A]
-- Glutaredoxin-related proteinO Posttranslational modification, protein turnover, chaperones ;IPR002109 [Glutaredoxin] ; IPR013766[Thioredoxin domain]
-- -- -- -- IPR004978 [Stanniocalcin]
-- -- -- -- IPR000867 [Insulin-like growth factor-binding protein, IGFBP] ; IPR001007[VWFC domain]
-- -- -- -- IPR016137 [RGS domain]
ko03060 Protein exportTetratricopeptide (TPR) repeatR General function prediction only ;IPR013699 [Signal recognition particle, SRP72 subunit, RNA-binding] ; IPR019734[Tetratricopeptide repeat] ; IPR031545[Putative TPR-like repeat]
-- N-Dimethylarginine dimethylaminohydrolaseE Amino acid transport and metabolism ;--
ko04914 Progesterone-mediated oocyte maturationSerine/threonine protein kinaseT Signal transduction mechanisms ;IPR000719 [Protein kinase domain] ; IPR022165[Polo kinase kinase]
ko04015 Rap1 signaling pathway ko04925 Aldosterone synthesis and secretionSerine/threonine protein kinaseT Signal transduction mechanisms ;IPR000719 [Protein kinase domain] ; IPR001849[Pleckstrin homology domain] ; IPR002219[Protein kinase C-like, phorbol ester/diacylglycerol-binding domain]
ko00250 Alanine, aspartate and glutamate metabolism ko00520 Amino sugar and nucleotide sugar metabolism ko01100 Metabolic pathways ko04931 Insulin resistanceGlucosamine 6-phosphate synthetase, contains amidotransferase and phosphosugar isomerase domainsM Cell wall/membrane/envelope biogenesis ;IPR001347 [Sugar isomerase (SIS)]
ko04360 Axon guidanceLeucine-rich repeat (LRR) proteinK Transcription ;IPR000372 [Leucine-rich repeat N-terminal domain] ; IPR000483[Cysteine-rich flanking region, C-terminal] ; IPR000742[EGF-like domain] ; IPR001611[Leucine-rich repeat] ; IPR001791[Laminin G domain] ; IPR013032[EGF-like, conserved site]
-- Magnesium-transporting ATPase (P-type)P Inorganic ion transport and metabolism ;IPR008250 [P-type ATPase, A  domain] ; IPR032630[P-type ATPase, C-terminal] ; IPR032631[P-type ATPase, N-terminal]
ko04015 Rap1 signaling pathway ko04520 Adherens junction-- -- -- IPR000219 [Dbl homology (DH) domain] ; IPR001849[Pleckstrin homology domain] ; IPR014847[FERM adjacent (FA)] ; IPR018979[FERM, N-terminal] ; IPR018980[FERM, C-terminal PH-like domain] ; IPR019748[FERM central domain]
ko03040 SpliceosomeTetratricopeptide (TPR) repeatR General function prediction only ;IPR010491 [PRP1 splicing factor, N-terminal] ; IPR019734[Tetratricopeptide repeat]
-- -- -- -- IPR025481 [Cell morphogenesis protein C-terminal] ; IPR025614[Cell morphogenesis protein N-terminal] ; IPR029473[Cell morphogenesis central region]
ko04144 Endocytosis ko04721 Synaptic vesicle cycle ko04961 Endocrine and other factor-regulated calcium reabsorption ko05016 Huntington's disease-- -- -- IPR002553 [Clathrin/coatomer adaptor, adaptin-like, N-terminal] ; IPR003164[Clathrin adaptor, alpha-adaptin, appendage, C-terminal subdomain] ; IPR008152[Clathrin adaptor, alpha/beta/gamma-adaptin, appendage, Ig-like subdomain]
-- -- -- -- IPR002126 [Cadherin]
-- V8-like Glu-specific endopeptidaseE Amino acid transport and metabolism ;IPR001254 [Serine proteases, trypsin domain]
ko04120 Ubiquitin mediated proteolysis ko04141 Protein processing in endoplasmic reticulum-- -- -- IPR003613 [U box domain] ; IPR019474[Ubiquitin conjugation factor E4, core]
-- -- -- -- IPR006849 [Elongator complex subunit Iki3]
-- -- -- -- --
ko04130 SNARE interactions in vesicular transport-- -- -- IPR001388 [Synaptobrevin]
ko05010 Alzheimer's disease-- -- -- IPR003388 [Reticulon]
-- -- -- -- IPR007262 [Vacuolar protein sorting 55]
ko04144 Endocytosis-- -- -- IPR001683 [Phox homologous domain]
-- -- -- -- IPR001752 [Kinesin motor domain]
-- -- -- -- IPR001194 [DENN domain] ; IPR001849[Pleckstrin homology domain] ; IPR004182[GRAM domain] ; IPR005113[uDENN domain] ; IPR010569[Myotubularin-like phosphatase domain] ; IPR022096[SBF1/SBF2 domain]
ko04130 SNARE interactions in vesicular transport-- -- -- --
ko04514 Cell adhesion molecules (CAMs)-- -- -- IPR013106 [Immunoglobulin V-set domain]
ko00030 Pentose phosphate pathway ko01100 Metabolic pathways ko01200 Carbon metabolism6-phosphogluconolactonase/Glucosamine-6-phosphate isomerase/deaminaseG Carbohydrate transport and metabolism ;IPR006148 [Glucosamine/galactosamine-6-phosphate isomerase]
ko00230 Purine metabolism ko00450 Selenocompound metabolism ko00920 Sulfur metabolism ko01100 Metabolic pathways ATP sulfurylase (sulfate adenylyltransferase)P Inorganic ion transport and metabolism ;IPR024951 [Sulphate adenylyltransferase catalytic domain] ; IPR025980[ATP-sulfurylase PUA-like domain]

Chromosome segregation ATPaseD Cell cycle control, cell division, chromosome partitioning ;IPR003395 [RecF/RecN/SMC, N-terminal] ; IPR010935[SMCs flexible hinge]
ko04136 Autophagy - other ko04140 Autophagy - animal ko04216 FerroptosisMolybdopterin or thiamine biosynthesis adenylyltransferaseH Coenzyme transport and metabolism ;IPR000594 [THIF-type NAD/FAD binding fold] ; IPR032197[Ubiquitin-like modifier-activating enzyme Atg7, N-terminal]
ko00564 Glycerophospholipid metabolismPredicted esteraseR General function prediction only ;IPR003140 [Phospholipase/carboxylesterase/thioesterase]
-- -- -- -- IPR002867 [IBR domain]
ko00520 Amino sugar and nucleotide sugar metabolism ko01100 Metabolic pathways PhosphomannomutaseG Carbohydrate transport and metabolism ;IPR005843 [Alpha-D-phosphohexomutase, C-terminal] ; IPR005844[Alpha-D-phosphohexomutase, alpha/beta/alpha domain I]
-- -- -- -- IPR019317 [Brain protein I3]
-- Uncharacterized conserved protein YndB, AHSA1/START domainS Function unknown ;IPR013538 [Activator of Hsp90 ATPase homologue 1-like] ; IPR015310[Activator of Hsp90 ATPase, N-terminal]
-- -- -- -- IPR022734 [Apolipoprotein M]
-- -- -- -- IPR016565 [Proteasome assembly chaperone 1]
-- -- -- -- IPR010472 [Formin, FH3 domain] ; IPR010473[Formin, GTPase-binding domain] ; IPR015425[Formin, FH2 domain]
ko04141 Protein processing in endoplasmic reticulum-- -- -- IPR006895 [Zinc finger, Sec23/Sec24-type] ; IPR006896[Sec23/Sec24, trunk domain] ; IPR006900[Sec23/Sec24, helical domain] ; IPR007123[Gelsolin-like domain] ; IPR012990[Sec23/Sec24 beta-sandwich]
-- -- -- -- IPR000203 [GPS motif] ; IPR000832[GPCR, family 2, secretin-like] ; IPR000922[D-galactoside/L-rhamnose binding SUEL lectin domain] ; IPR001879[GPCR, family 2, extracellular hormone receptor domain] ; IPR003112[Olfactomedin-like domain] ; IPR003334[GPCR, family 2, latrophilin, C-terminal] ; IPR032471[GAIN domain, N-terminal]



ko00770 Pantothenate and CoA biosynthesisPredicted amidohydrolaseR General function prediction only ;IPR003010 [Carbon-nitrogen hydrolase]
ko00770 Pantothenate and CoA biosynthesisPredicted amidohydrolaseR General function prediction only ;IPR003010 [Carbon-nitrogen hydrolase]
ko00230 Purine metabolism ko00240 Pyrimidine metabolism ko01100 Metabolic pathways ko03020 RNA polymeraseDNA-directed RNA polymerase, beta' subunit/160 kD subunitK Transcription ;IPR000722 [RNA polymerase, alpha subunit] ; IPR007066[RNA polymerase Rpb1, domain 3] ; IPR007080[RNA polymerase Rpb1, domain 1] ; IPR007081[RNA polymerase Rpb1, domain 5] ; IPR007083[RNA polymerase Rpb1, domain 4]
ko04144 EndocytosisProteasome lid subunit RPN8/RPN11, contains Jab1/MPN domain metalloenzyme (JAMM) motifO Posttranslational modification, protein turnover, chaperones ;IPR000555 [JAB1/MPN/MOV34 metalloenzyme domain] ; IPR015063[USP8 dimerisation domain]
ko04910 Insulin signaling pathway ko04931 Insulin resistance-- -- -- IPR005036 [CBM21 (carbohydrate binding type-21) domain]
ko04120 Ubiquitin mediated proteolysisAlpha-tubulin suppressor and related RCC1 domain-containing proteinsDZ Cell cycle control, cell division, chromosome partitioning ; Cytoskeleton ;IPR000408 [Regulator of chromosome condensation, RCC1] ; IPR000433[Zinc finger, ZZ-type] ; IPR000569[HECT domain] ; IPR001199[Cytochrome b5-like heme/steroid binding domain] ; IPR004939[APC10/DOC domain] ; IPR010606[Mib-herc2] ; IPR021097[CPH domain]
ko04130 SNARE interactions in vesicular transport ko04140 Autophagy - animal-- -- -- --
-- Serine/threonine protein kinaseT Signal transduction mechanisms ;IPR000719 [Protein kinase domain] ; IPR024678[Serine/threonine-protein kinase OSR1/WNK, CCT domain]
-- -- -- -- IPR019498 [MENTAL domain]
-- -- -- -- IPR007919 [Uncharacterised protein family UPF0220]
ko04141 Protein processing in endoplasmic reticulum-- -- -- --
-- -- -- -- IPR001202 [WW domain] ; IPR003103[BAG domain]
ko04010 MAPK signaling pathwaySerine/threonine protein kinaseT Signal transduction mechanisms ;IPR000719 [Protein kinase domain] ; IPR001180[Citron homology (CNH) domain]
-- WD40 repeatR General function prediction only ;IPR001680 [WD40 repeat] ; IPR005108[HELP]
ko04390 Hippo signaling pathway ko04392 Hippo signaling pathway - multiple speciesPASTA domain, binds beta-lactamsM Cell wall/membrane/envelope biogenesis ;IPR000719 [Protein kinase domain] ; IPR015940[Ubiquitin-associated domain]
-- -- -- -- IPR018499 [Tetraspanin/Peripherin]
-- -- -- -- IPR018499 [Tetraspanin/Peripherin]
-- N-Dimethylarginine dimethylaminohydrolaseE Amino acid transport and metabolism ;--
ko00480 Glutathione metabolismThiol:disulfide interchange proteinO Posttranslational modification, protein turnover, chaperones ;--
-- -- -- -- IPR013111 [EGF-like domain, extracellular]
ko04012 ErbB signaling pathway ko04014 Ras signaling pathway ko04360 Axon guidance ko04510 Focal adhesion ko04660 T cell receptor signaling pathway ko04810 Regulation of actin cytoskeleton ko05206 MicroRNAs in cancer ko05211 Renal cell carcinomaSerine/threonine protein kinaseT Signal transduction mechanisms ;IPR000095 [CRIB domain] ; IPR000719[Protein kinase domain]
ko05225 Hepatocellular carcinomaActin-related proteinZ Cytoskeleton ;IPR004000 [Actin family]
ko00010 Glycolysis / Gluconeogenesis ko00270 Cysteine and methionine metabolism ko00620 Pyruvate metabolism ko00640 Propanoate metabolism ko01100 Metabolic pathways ko04922 Glucagon signaling pathwayMalate/lactate dehydrogenaseC Energy production and conversion ;IPR001236 [Lactate/malate dehydrogenase, N-terminal] ; IPR022383[Lactate/malate dehydrogenase, C-terminal]
ko00830 Retinol metabolism ko01100 Metabolic pathwaysAcyl-CoA reductase or other NAD-dependent aldehyde dehydrogenaseC Energy production and conversion ;IPR015590 [Aldehyde dehydrogenase domain]
ko00670 One carbon pool by folate ko00790 Folate biosynthesis ko01100 Metabolic pathways ko01523 Antifolate resistanceDihydrofolate reductaseH Coenzyme transport and metabolism ;IPR001796 [Dihydrofolate reductase domain]
ko00520 Amino sugar and nucleotide sugar metabolismFerredoxin-NADP reductaseC Energy production and conversion ;IPR001433 [Oxidoreductase FAD/NAD(P)-binding] ; IPR008333[Oxidoreductase, FAD-binding domain]
ko00480 Glutathione metabolism ko04918 Thyroid hormone synthesisPyruvate/2-oxoglutarate dehydrogenase complex, dihydrolipoamide dehydrogenase (E3) component or related enzymeC Energy production and conversion ;IPR004099 [Pyridine nucleotide-disulphide oxidoreductase, dimerisation domain] ; IPR023753[FAD/NAD(P)-binding domain]
ko04146 Peroxisome ko04213 Longevity regulating pathway - multiple species ko05014 Amyotrophic lateral sclerosis (ALS) ko05016 Huntington's disease ko05020 Prion diseasesCu/Zn superoxide dismutaseP Inorganic ion transport and metabolism ;IPR001424 [Superoxide dismutase, copper/zinc binding domain]
ko00860 Porphyrin and chlorophyll metabolism ko04216 FerroptosisMulticopper oxidase with three cupredoxin domains (includes cell division protein FtsP and spore coat protein CotA)DPM Cell cycle control, cell division, chromosome partitioning ; Inorganic ion transport and metabolism ; Cell wall/membrane/envelope biogenesis ;IPR001117 [Multicopper oxidase, type 1] ; IPR011706[Multicopper oxidase, type 2] ; IPR011707[Multicopper oxidase, type 3]
ko04610 Complement and coagulation cascades-- -- -- IPR001102 [Transglutaminase, N-terminal] ; IPR002931[Transglutaminase-like] ; IPR008958[Transglutaminase, C-terminal]
ko00230 Purine metabolism ko00240 Pyrimidine metabolism ko00760 Nicotinate and nicotinamide metabolism ko01100 Metabolic pathways Purine nucleoside phosphorylaseF Nucleotide transport and metabolism ;IPR000845 [Nucleoside phosphorylase domain]
ko00230 Purine metabolism ko00983 Drug metabolism - other enzymes ko01100 Metabolic pathways Hypoxanthine-guanine phosphoribosyltransferaseF Nucleotide transport and metabolism ;IPR000836 [Phosphoribosyltransferase domain]
ko01521 EGFR tyrosine kinase inhibitor resistance ko01522 Endocrine resistance ko04010 MAPK signaling pathway ko04012 ErbB signaling pathway ko04014 Ras signaling pathway ko04015 Rap1 signaling pathway ko04020 Calcium signaling pathway ko04060 Cytokine-cytokine receptor interaction ko04066 HIF-1 signaling pathway ko04068 FoxO signaling pathway ko04072 Phospholipase D signaling pathway ko04144 Endocytosis ko04151 PI3K-Akt signaling pathway ko04510 Focal adhesion ko04520 Adherens junction ko04540 Gap junction ko04630 Jak-STAT signaling pathway ko04810 Regulation of actin cytoskeleton ko04912 GnRH signaling pathway ko04915 Estrogen signaling pathway ko04921 Oxytocin signaling pathway ko04926 Relaxin signaling pathway ko05120 Epithelial cell signaling in Helicobacter pylori infection ko05160 Hepatitis C ko05165 Human papillomavirus infection ko05200 Pathways in cancer ko05205 Proteoglycans in cancer ko05206 MicroRNAs in cancer ko05212 Pancreatic cancer ko05213 Endometrial cancer ko05214 Glioma ko05215 Prostate caSerine/threonine protein kinaseT Signal transduction mechanisms ;IPR000494 [Receptor L-domain] ; IPR001245[Serine-threonine/tyrosine-protein kinase catalytic domain] ; IPR006211[Furin-like cysteine-rich domain] ; IPR032778[Growth factor receptor domain 4]
ko00010 Glycolysis / Gluconeogenesis ko01100 Metabolic pathways ko01200 Carbon metabolism ko01230 Biosynthesis of amino acids3-phosphoglycerate kinaseG Carbohydrate transport and metabolism ;IPR001576 [Phosphoglycerate kinase]
ko00230 Purine metabolism ko00730 Thiamine metabolism ko01100 Metabolic pathways Adenylate kinase or related kinaseF Nucleotide transport and metabolism ;--
ko04080 Neuroactive ligand-receptor interaction ko04610 Complement and coagulation cascades ko04810 Regulation of actin cytoskeletonSecreted trypsin-like serine proteaseO Posttranslational modification, protein turnover, chaperones ;IPR000001 [Kringle] ; IPR000294[Gamma-carboxyglutamic acid-rich (GLA) domain] ; IPR001254[Serine proteases, trypsin domain] ; IPR018992[Thrombin light chain]
-- Secreted trypsin-like serine proteaseO Posttranslational modification, protein turnover, chaperones ;IPR001254 [Serine proteases, trypsin domain]
ko04610 Complement and coagulation cascadesSecreted trypsin-like serine proteaseO Posttranslational modification, protein turnover, chaperones ;IPR000294 [Gamma-carboxyglutamic acid-rich (GLA) domain] ; IPR000742[EGF-like domain] ; IPR001254[Serine proteases, trypsin domain]
ko04610 Complement and coagulation cascadesSecreted trypsin-like serine proteaseO Posttranslational modification, protein turnover, chaperones ;IPR000294 [Gamma-carboxyglutamic acid-rich (GLA) domain] ; IPR000742[EGF-like domain] ; IPR001254[Serine proteases, trypsin domain]
ko04080 Neuroactive ligand-receptor interaction ko04610 Complement and coagulation cascades ko05150 Staphylococcus aureus infection ko05164 Influenza ASecreted trypsin-like serine proteaseO Posttranslational modification, protein turnover, chaperones ;IPR000001 [Kringle] ; IPR001254[Serine proteases, trypsin domain] ; IPR003609[PAN/Apple domain]
ko04064 NF-kappa B signaling pathway ko04610 Complement and coagulation cascades ko05202 Transcriptional misregulation in cancer ko05205 Proteoglycans in cancer ko05206 MicroRNAs in cancer ko05215 Prostate cancerSecreted trypsin-like serine proteaseO Posttranslational modification, protein turnover, chaperones ;IPR000001 [Kringle] ; IPR001254[Serine proteases, trypsin domain]
ko04371 Apelin signaling pathway ko04610 Complement and coagulation cascades ko05202 Transcriptional misregulation in cancer ko05215 Prostate cancer ko05418 Fluid shear stress and atherosclerosisSecreted trypsin-like serine proteaseO Posttranslational modification, protein turnover, chaperones ;IPR000001 [Kringle] ; IPR000083[Fibronectin, type I] ; IPR000742[EGF-like domain] ; IPR001254[Serine proteases, trypsin domain]
ko04610 Complement and coagulation cascadesSerine protease inhibitorO Posttranslational modification, protein turnover, chaperones ;IPR023796 [Serpin domain]
ko04610 Complement and coagulation cascadesUncharacterized conserved protein YfaS, alpha-2-macroglobulin familyR General function prediction only ;IPR001599 [Alpha-2-macroglobulin] ; IPR002890[Alpha-2-macroglobulin, N-terminal] ; IPR009048[Alpha-macroglobulin, receptor-binding] ; IPR011625[Alpha-2-macroglobulin, N-terminal 2] ; IPR011626[Alpha-macroglobulin complement component] ; IPR019565[Alpha-2-macroglobulin, thiol-ester bond-forming]
ko04145 Phagosome ko04610 Complement and coagulation cascades ko05133 Pertussis ko05134 Legionellosis ko05140 Leishmaniasis ko05142 Chagas disease (American trypanosomiasis) ko05150 Staphylococcus aureus infection ko05152 Tuberculosis ko05167 Kaposi's sarcoma-associated herpesvirus infection ko05168 Herpes simplex infection ko05203 Viral carcinogenesis ko05322 Systemic lupus erythematosusUncharacterized conserved protein YfaS, alpha-2-macroglobulin familyR General function prediction only ;IPR000020 [Anaphylatoxin/fibulin] ; IPR001599[Alpha-2-macroglobulin] ; IPR002890[Alpha-2-macroglobulin, N-terminal] ; IPR009048[Alpha-macroglobulin, receptor-binding] ; IPR011625[Alpha-2-macroglobulin, N-terminal 2] ; IPR011626[Alpha-macroglobulin complement component] ; IPR018933[Netrin module, non-TIMP type] ; IPR019565[Alpha-2-macroglobulin, thiol-ester bond-forming]
ko04610 Complement and coagulation cascades ko05020 Prion diseases ko05133 Pertussis ko05150 Staphylococcus aureus infection ko05168 Herpes simplex infection ko05322 Systemic lupus erythematosusUncharacterized conserved protein YfaS, alpha-2-macroglobulin familyR General function prediction only ;IPR000020 [Anaphylatoxin/fibulin] ; IPR001599[Alpha-2-macroglobulin] ; IPR002890[Alpha-2-macroglobulin, N-terminal] ; IPR009048[Alpha-macroglobulin, receptor-binding] ; IPR011625[Alpha-2-macroglobulin, N-terminal 2] ; IPR011626[Alpha-macroglobulin complement component] ; IPR018933[Netrin module, non-TIMP type]
ko04066 HIF-1 signaling pathway-- -- -- IPR001820 [Protease inhibitor I35 (TIMP)]
ko04970 Salivary secretion-- -- -- IPR000010 [Cystatin domain]
ko04610 Complement and coagulation cascadesABC-type Zn2+ transport system, periplasmic component/surface adhesinP Inorganic ion transport and metabolism ;IPR000010 [Cystatin domain]
ko01521 EGFR tyrosine kinase inhibitor resistance ko01522 Endocrine resistance ko04010 MAPK signaling pathway ko04012 ErbB signaling pathway ko04014 Ras signaling pathway ko04015 Rap1 signaling pathway ko04062 Chemokine signaling pathway ko04068 FoxO signaling pathway ko04071 Sphingolipid signaling pathway ko04072 Phospholipase D signaling pathway ko04137 Mitophagy - animal ko04140 Autophagy - animal ko04144 Endocytosis ko04150 mTOR signaling pathway ko04151 PI3K-Akt signaling pathway ko04210 Apoptosis ko04211 Longevity regulating pathway ko04213 Longevity regulating pathway - multiple species ko04218 Cellular senescence ko04360 Axon guidance ko04370 VEGF signaling pathway ko04371 Apelin signaling pathway ko04510 Focal adhesion ko04540 Gap junction ko04550 Signaling pathways regulating pluripotency of stem cells ko04630 Jak-STAT signaling pathway ko04650 Natural killer cell mediated cytotoxicity ko04660 T cell receptor signaling pathway ko04662 B cell receptor signaling pathway ko04664 Fc epsilon RI signalingGTPase SAR1 family domainR General function prediction only ;IPR001806 [Small GTPase superfamily]
ko04144 Endocytosis ko04913 Ovarian steroidogenesis ko04925 Aldosterone synthesis and secretion ko04976 Bile secretion ko04979 Cholesterol metabolism ko05145 Toxoplasmosis ko05160 Hepatitis CGlucose/arabinose dehydrogenase, beta-propeller foldG Carbohydrate transport and metabolism ;IPR000033 [LDLR class B repeat] ; IPR001881[EGF-like calcium-binding domain] ; IPR002172[Low-density lipoprotein (LDL) receptor class A repeat]
ko04918 Thyroid hormone synthesis ko05320 Autoimmune thyroid diseaseCarboxylesterase type BI Lipid transport and metabolism ;IPR000716 [Thyroglobulin type-1] ; IPR002018[Carboxylesterase, type B] ; IPR011641[Tyrosine-protein kinase ephrin type A/B receptor-like]
ko04010 MAPK signaling pathway ko04014 Ras signaling pathway ko04151 PI3K-Akt signaling pathway ko05200 Pathways in cancer ko05205 Proteoglycans in cancer ko05225 Hepatocellular carcinoma-- -- -- IPR013576 [Insulin-like growth factor II E-peptide, C-terminal] ; IPR016179[Insulin-like]
ko04010 MAPK signaling pathway ko04060 Cytokine-cytokine receptor interaction ko04217 Necroptosis ko04218 Cellular senescence ko04380 Osteoclast differentiation ko04640 Hematopoietic cell lineage ko04932 Non-alcoholic fatty liver disease (NAFLD) ko04933 AGE-RAGE signaling pathway in diabetic complications ko04940 Type I diabetes mellitus ko05020 Prion diseases ko05132 Salmonella infection ko05133 Pertussis ko05140 Leishmaniasis ko05152 Tuberculosis ko05162 Measles ko05164 Influenza A ko05321 Inflammatory bowel disease (IBD) ko05323 Rheumatoid arthritis ko05332 Graft-versus-host disease ko05418 Fluid shear stress and atherosclerosis-- -- -- IPR000975 [Interleukin-1 family] ; IPR003502[Interleukin-1 propeptide]
-- -- -- -- IPR024110 [Immunoglobulin J chain]
-- -- -- -- IPR013106 [Immunoglobulin V-set domain]
ko04144 Endocytosis ko04145 Phagosome ko04218 Cellular senescence ko04514 Cell adhesion molecules (CAMs) ko04612 Antigen processing and presentation ko04940 Type I diabetes mellitus ko05165 Human papillomavirus infection ko05166 HTLV-I infection ko05167 Kaposi's sarcoma-associated herpesvirus infection ko05168 Herpes simplex infection ko05169 Epstein-Barr virus infection ko05203 Viral carcinogenesis ko05320 Autoimmune thyroid disease ko05330 Allograft rejection ko05332 Graft-versus-host disease ko05416 Viral myocarditis-- -- -- IPR003597 [Immunoglobulin C1-set] ; IPR010579[MHC class I, alpha chain, C-terminal] ; IPR011161[MHC class I-like antigen recognition-like]
ko04144 Endocytosis ko04145 Phagosome ko04218 Cellular senescence ko04514 Cell adhesion molecules (CAMs) ko04612 Antigen processing and presentation ko04940 Type I diabetes mellitus ko05165 Human papillomavirus infection ko05166 HTLV-I infection ko05167 Kaposi's sarcoma-associated herpesvirus infection ko05168 Herpes simplex infection ko05169 Epstein-Barr virus infection ko05203 Viral carcinogenesis ko05320 Autoimmune thyroid disease ko05330 Allograft rejection ko05332 Graft-versus-host disease ko05416 Viral myocarditis-- -- -- IPR003597 [Immunoglobulin C1-set] ; IPR010579[MHC class I, alpha chain, C-terminal] ; IPR011161[MHC class I-like antigen recognition-like]



-- -- -- -- IPR000971 [Globin]
-- -- -- -- IPR000971 [Globin]
ko04151 PI3K-Akt signaling pathway ko04510 Focal adhesion ko04512 ECM-receptor interaction ko04611 Platelet activation ko04926 Relaxin signaling pathway ko04933 AGE-RAGE signaling pathway in diabetic complications ko04974 Protein digestion and absorption ko05146 Amoebiasis ko05165 Human papillomavirus infectionAutotransporter adhesinUW Intracellular trafficking, secretion, and vesicular transport ; Extracellular structures ;IPR000885 [Fibrillar collagen, C-terminal] ; IPR001007[VWFC domain] ; IPR008160[Collagen triple helix repeat]
ko04151 PI3K-Akt signaling pathway ko04510 Focal adhesion ko04512 ECM-receptor interaction ko04974 Protein digestion and absorption ko05165 Human papillomavirus infectionAutotransporter adhesinUW Intracellular trafficking, secretion, and vesicular transport ; Extracellular structures ;IPR000885 [Fibrillar collagen, C-terminal] ; IPR001007[VWFC domain] ; IPR008160[Collagen triple helix repeat]
ko04611 Platelet activation ko04926 Relaxin signaling pathway ko04933 AGE-RAGE signaling pathway in diabetic complications ko04974 Protein digestion and absorption ko05146 AmoebiasisAutotransporter adhesinUW Intracellular trafficking, secretion, and vesicular transport ; Extracellular structures ;IPR000885 [Fibrillar collagen, C-terminal] ; IPR001007[VWFC domain] ; IPR008160[Collagen triple helix repeat]
ko04151 PI3K-Akt signaling pathway ko04510 Focal adhesion ko04512 ECM-receptor interaction ko04926 Relaxin signaling pathway ko04933 AGE-RAGE signaling pathway in diabetic complications ko04974 Protein digestion and absorption ko05146 Amoebiasis ko05165 Human papillomavirus infection ko05200 Pathways in cancer ko05222 Small cell lung cancerAutotransporter adhesinUW Intracellular trafficking, secretion, and vesicular transport ; Extracellular structures ;IPR001442 [Collagen IV, non-collagenous] ; IPR008160[Collagen triple helix repeat]
-- -- -- -- IPR001664 [Intermediate filament protein]
-- DNA repair exonuclease SbcCD ATPase subunitL Replication, recombination and repair ;IPR001664 [Intermediate filament protein] ; IPR032444[Keratin type II head]
ko03320 PPAR signaling pathway ko04975 Fat digestion and absorption ko04977 Vitamin digestion and absorption ko04979 Cholesterol metabolism ko05143 African trypanosomiasis-- -- -- IPR000074 [Apolipoprotein A/E]
ko04979 Cholesterol metabolism ko05010 Alzheimer's disease-- -- -- IPR000074 [Apolipoprotein A/E]
ko03320 PPAR signaling pathway ko04979 Cholesterol metabolism-- -- -- IPR008403 [Apolipoprotein CIII]
ko04610 Complement and coagulation cascades ko04611 Platelet activation-- -- -- IPR002181 [Fibrinogen, alpha/beta/gamma chain, C-terminal globular domain] ; IPR012290[Fibrinogen, alpha/beta/gamma chain, coiled coil domain]
ko04610 Complement and coagulation cascades ko04611 Platelet activation ko05150 Staphylococcus aureus infection-- -- -- IPR002181 [Fibrinogen, alpha/beta/gamma chain, C-terminal globular domain] ; IPR012290[Fibrinogen, alpha/beta/gamma chain, coiled coil domain]
ko04979 Cholesterol metabolism-- -- -- IPR000436 [Sushi/SCR/CCP domain] ; IPR015104[Beta-2-glycoprotein-1 fifth domain]
ko04151 PI3K-Akt signaling pathway ko04510 Focal adhesion ko04512 ECM-receptor interaction ko04810 Regulation of actin cytoskeleton ko04933 AGE-RAGE signaling pathway in diabetic complications ko05100 Bacterial invasion of epithelial cells ko05146 Amoebiasis ko05165 Human papillomavirus infection ko05200 Pathways in cancer ko05205 Proteoglycans in cancer ko05222 Small cell lung cancerPhage-related protein, tail componentX Mobilome: prophages, transposons;IPR000083 [Fibronectin, type I] ; IPR000562[Fibronectin, type II, collagen-binding] ; IPR003961[Fibronectin type III]
-- -- -- -- IPR000566 [Lipocalin/cytosolic fatty-acid binding domain]
-- -- -- -- IPR000010 [Cystatin domain]
ko04918 Thyroid hormone synthesis-- -- -- IPR014760 [Serum albumin, N-terminal]
ko04390 Hippo signaling pathway-- -- -- IPR014760 [Serum albumin, N-terminal]
-- -- -- -- IPR014760 [Serum albumin, N-terminal] ; IPR015247[Vitamin D binding protein, domain III]
ko04066 HIF-1 signaling pathway ko04216 Ferroptosis ko04978 Mineral absorption-- -- -- IPR001156 [Transferrin-like domain]
-- -- -- -- IPR001156 [Transferrin-like domain]
-- -- -- -- IPR018487 [Hemopexin-like repeats]
ko04216 Ferroptosis ko04217 Necroptosis ko04978 Mineral absorptionFerritin P Inorganic ion transport and metabolism ;IPR008331 [Ferritin/DPS protein domain]
ko04216 Ferroptosis ko04217 Necroptosis ko04978 Mineral absorptionFerritin P Inorganic ion transport and metabolism ;IPR008331 [Ferritin/DPS protein domain]
ko04610 Complement and coagulation cascadesSecreted trypsin-like serine proteaseO Posttranslational modification, protein turnover, chaperones ;IPR001254 [Serine proteases, trypsin domain] ; IPR003609[PAN/Apple domain]
ko03320 PPAR signaling pathway ko04657 IL-17 signaling pathway ko04926 Relaxin signaling pathway ko05200 Pathways in cancer ko05219 Bladder cancer ko05323 Rheumatoid arthritisPredicted Zn-dependent proteaseO Posttranslational modification, protein turnover, chaperones ;IPR001818 [Peptidase M10, metallopeptidase] ; IPR002477[Peptidoglycan binding-like] ; IPR018487[Hemopexin-like repeats]
ko04610 Complement and coagulation cascades ko05133 Pertussis-- -- -- IPR000436 [Sushi/SCR/CCP domain]
ko04151 PI3K-Akt signaling pathway ko04510 Focal adhesion ko04512 ECM-receptor interaction ko04610 Complement and coagulation cascades ko05165 Human papillomavirus infection ko05205 Proteoglycans in cancer-- -- -- IPR001212 [Somatomedin B domain] ; IPR018487[Hemopexin-like repeats]
ko00380 Tryptophan metabolism ko00630 Glyoxylate and dicarboxylate metabolism ko01200 Carbon metabolism ko04068 FoxO signaling pathway ko04146 Peroxisome ko04211 Longevity regulating pathway ko04213 Longevity regulating pathway - multiple species ko05014 Amyotrophic lateral sclerosis (ALS)Catalase P Inorganic ion transport and metabolism ;IPR010582 [Catalase immune-responsive domain] ; IPR011614[Catalase core domain]
ko01521 EGFR tyrosine kinase inhibitor resistance ko01522 Endocrine resistance ko04010 MAPK signaling pathway ko04012 ErbB signaling pathway ko04014 Ras signaling pathway ko04015 Rap1 signaling pathway ko04022 cGMP-PKG signaling pathway ko04024 cAMP signaling pathway ko04062 Chemokine signaling pathway ko04068 FoxO signaling pathway ko04071 Sphingolipid signaling pathway ko04072 Phospholipase D signaling pathway ko04140 Autophagy - animal ko04150 mTOR signaling pathway ko04151 PI3K-Akt signaling pathway ko04210 Apoptosis ko04218 Cellular senescence ko04270 Vascular smooth muscle contraction ko04360 Axon guidance ko04370 VEGF signaling pathway ko04371 Apelin signaling pathway ko04510 Focal adhesion ko04540 Gap junction ko04550 Signaling pathways regulating pluripotency of stem cells ko04630 Jak-STAT signaling pathway ko04650 Natural killer cell mediated cytotoxicity ko04660 T cell receptor signaling pathway ko04662 B cell receptor signaling pathway ko04664 Fc epsilon RI signaling pathway ko04666 Fc gamma R-medHEAT repeatR General function prediction only ;IPR001245 [Serine-threonine/tyrosine-protein kinase catalytic domain] ; IPR002219[Protein kinase C-like, phorbol ester/diacylglycerol-binding domain] ; IPR003116[Raf-like Ras-binding]
ko00511 Other glycan degradationAlpha-L-fucosidaseG Carbohydrate transport and metabolism ;IPR000933 [Glycoside hydrolase, family 29] ; IPR031919[Alpha-L-fucosidase, C-terminal]
ko00010 Glycolysis / Gluconeogenesis ko00030 Pentose phosphate pathway ko00051 Fructose and mannose metabolism ko01100 Metabolic pathways ko01200 Carbon metabolism ko01230 Biosynthesis of amino acidsFructose-bisphosphate aldolase class 1G Carbohydrate transport and metabolism ;IPR000741 [Fructose-bisphosphate aldolase, class-I]
-- -- -- -- IPR000010 [Cystatin domain]
-- -- -- -- IPR018502 [Annexin repeat]
ko04975 Fat digestion and absorption ko04977 Vitamin digestion and absorption ko04979 Cholesterol metabolismPPE-repeat proteinS Function unknown ;IPR001747 [Lipid transport protein, N-terminal] ; IPR009454[Lipid transport, open beta-sheet] ; IPR015255[Vitellinogen, open beta-sheet] ; IPR022176[Apolipoprotein B100 C-terminal]
ko00564 Glycerophospholipid metabolism ko04979 Cholesterol metabolism-- -- -- IPR003386 [Lecithin:cholesterol/phospholipid:diacylglycerol acyltransferase]
ko04670 Leukocyte transendothelial migration-- -- -- IPR013151 [Immunoglobulin]
-- DNA repair exonuclease SbcCD ATPase subunitL Replication, recombination and repair ;IPR001664 [Intermediate filament protein] ; IPR032444[Keratin type II head]
-- Uncharacterized membrane protein YhgE, phage infection protein (PIP) familyS Function unknown ;IPR001664 [Intermediate filament protein] ; IPR032444[Keratin type II head] ; IPR032449[Keratin type II cytoskeletal 1, tail]
ko04151 PI3K-Akt signaling pathway ko04510 Focal adhesion ko04512 ECM-receptor interaction ko04610 Complement and coagulation cascades ko04611 Platelet activation ko05165 Human papillomavirus infectionSecreted protein containing bacterial Ig-like domain and vWFA domainR General function prediction only ;IPR001007 [VWFC domain] ; IPR001846[von Willebrand factor, type D domain] ; IPR002035[von Willebrand factor, type A] ; IPR002919[Trypsin Inhibitor-like, cysteine rich domain] ; IPR014853[Uncharacterised domain, cysteine-rich] ; IPR032361[von Willebrand factor, VWA N-terminal domain]
-- -- -- -- IPR001791 [Laminin G domain]
ko04145 Phagosome ko04540 Gap junction ko05130 Pathogenic Escherichia coli infection-- -- -- IPR003008 [Tubulin/FtsZ, GTPase domain] ; IPR018316[Tubulin/FtsZ, 2-layer sandwich domain]
ko00010 Glycolysis / Gluconeogenesis ko01100 Metabolic pathways ko01200 Carbon metabolism ko01230 Biosynthesis of amino acids ko04066 HIF-1 signaling pathway ko05010 Alzheimer's diseaseGlyceraldehyde-3-phosphate dehydrogenase/erythrose-4-phosphate dehydrogenaseG Carbohydrate transport and metabolism ;IPR020828 [Glyceraldehyde 3-phosphate dehydrogenase, NAD(P) binding domain] ; IPR020829[Glyceraldehyde 3-phosphate dehydrogenase, catalytic domain]
ko00220 Arginine biosynthesis ko00250 Alanine, aspartate and glutamate metabolism ko01100 Metabolic pathways ko01230 Biosynthesis of amino acidsArgininosuccinate lyaseE Amino acid transport and metabolism ;IPR022761 [Fumarate lyase, N-terminal] ; IPR029419[Argininosuccinate lyase, C-terminal]
ko00500 Starch and sucrose metabolism ko01100 Metabolic pathways ko04973 Carbohydrate digestion and absorptionGlycosidaseG Carbohydrate transport and metabolism ;IPR006047 [Glycosyl hydrolase, family 13, catalytic domain] ; IPR006048[Alpha-amylase/branching enzyme, C-terminal all beta]
ko04010 MAPK signaling pathway ko04370 VEGF signaling pathway ko05146 Amoebiasis ko05169 Epstein-Barr virus infectionMolecular chaperone IbpA, HSP20 familyO Posttranslational modification, protein turnover, chaperones ;IPR002068 [Alpha crystallin/Hsp20 domain]
ko00240 Pyrimidine metabolism ko00670 One carbon pool by folate ko01100 Metabolic pathways ko01523 Antifolate resistanceThymidylate synthaseF Nucleotide transport and metabolism ;IPR023451 [Thymidylate synthase/dCMP hydroxymethylase domain]
ko00510 N-Glycan biosynthesis ko01100 Metabolic pathways ko04141 Protein processing in endoplasmic reticulum-- -- -- IPR007676 [Ribophorin I]
ko04015 Rap1 signaling pathway ko04022 cGMP-PKG signaling pathway ko04024 cAMP signaling pathway ko04062 Chemokine signaling pathway ko04071 Sphingolipid signaling pathway ko04261 Adrenergic signaling in cardiomyocytes ko04360 Axon guidance ko04371 Apelin signaling pathway ko04540 Gap junction ko04611 Platelet activation ko04670 Leukocyte transendothelial migration ko04713 Circadian entrainment ko04723 Retrograde endocannabinoid signaling ko04724 Glutamatergic synapse ko04725 Cholinergic synapse ko04726 Serotonergic synapse ko04727 GABAergic synapse ko04728 Dopaminergic synapse ko04730 Long-term depression ko04914 Progesterone-mediated oocyte maturation ko04915 Estrogen signaling pathway ko04916 Melanogenesis ko04921 Oxytocin signaling pathway ko04923 Regulation of lipolysis in adipocytes ko04924 Renin secretion ko04926 Relaxin signaling pathway ko04971 Gastric acid secretion ko05012 Parkinson's disease ko05030 Cocaine addiction ko05032 Morphine addiction ko05034 Alcoholism ko05133 Pertussis ko05142 Chagas di-- -- -- IPR001019 [Guanine nucleotide binding protein (G-protein), alpha subunit]
ko04022 cGMP-PKG signaling pathway ko04024 cAMP signaling pathway ko04260 Cardiac muscle contraction ko04261 Adrenergic signaling in cardiomyocytes ko04911 Insulin secretion ko04918 Thyroid hormone synthesis ko04919 Thyroid hormone signaling pathway ko04925 Aldosterone synthesis and secretion ko04960 Aldosterone-regulated sodium reabsorption ko04961 Endocrine and other factor-regulated calcium reabsorption ko04964 Proximal tubule bicarbonate reclamation ko04970 Salivary secretion ko04971 Gastric acid secretion ko04972 Pancreatic secretion ko04973 Carbohydrate digestion and absorption ko04974 Protein digestion and absorption ko04976 Bile secretion ko04978 Mineral absorptionMagnesium-transporting ATPase (P-type)P Inorganic ion transport and metabolism ;IPR004014 [Cation-transporting P-type ATPase, N-terminal] ; IPR006068[Cation-transporting P-type ATPase, C-terminal] ; IPR008250[P-type ATPase, A  domain]
ko04022 cGMP-PKG signaling pathway ko04024 cAMP signaling pathway ko04260 Cardiac muscle contraction ko04261 Adrenergic signaling in cardiomyocytes ko04911 Insulin secretion ko04918 Thyroid hormone synthesis ko04919 Thyroid hormone signaling pathway ko04925 Aldosterone synthesis and secretion ko04960 Aldosterone-regulated sodium reabsorption ko04961 Endocrine and other factor-regulated calcium reabsorption ko04964 Proximal tubule bicarbonate reclamation ko04970 Salivary secretion ko04971 Gastric acid secretion ko04972 Pancreatic secretion ko04973 Carbohydrate digestion and absorption ko04974 Protein digestion and absorption ko04976 Bile secretion ko04978 Mineral absorption-- -- -- IPR000402 [Sodium/potassium-transporting ATPase subunit beta]
ko00010 Glycolysis / Gluconeogenesis ko00030 Pentose phosphate pathway ko00051 Fructose and mannose metabolism ko01100 Metabolic pathways ko01200 Carbon metabolism ko01230 Biosynthesis of amino acidsFructose-bisphosphate aldolase class 1G Carbohydrate transport and metabolism ;IPR000741 [Fructose-bisphosphate aldolase, class-I]
-- Bacterial lipocalinM Cell wall/membrane/envelope biogenesis ;IPR000566 [Lipocalin/cytosolic fatty-acid binding domain]
ko04015 Rap1 signaling pathway ko04145 Phagosome ko04151 PI3K-Akt signaling pathway ko04380 Osteoclast differentiation ko04510 Focal adhesion ko04512 ECM-receptor interaction ko04611 Platelet activation ko04640 Hematopoietic cell lineage ko04810 Regulation of actin cytoskeleton ko04919 Thyroid hormone signaling pathway ko05165 Human papillomavirus infection ko05205 Proteoglycans in cancer ko05206 MicroRNAs in cancer ko05410 Hypertrophic cardiomyopathy (HCM) ko05412 Arrhythmogenic right ventricular cardiomyopathy (ARVC) ko05414 Dilated cardiomyopathy (DCM) ko05418 Fluid shear stress and atherosclerosisSecreted protein containing bacterial Ig-like domain and vWFA domainR General function prediction only ;IPR002369 [Integrin beta subunit, VWA domain] ; IPR012896[Integrin beta subunit, tail] ; IPR013111[EGF-like domain, extracellular] ; IPR014836[Integrin beta subunit, cytoplasmic domain] ; IPR033760[Integrin beta N-terminal]
ko04015 Rap1 signaling pathway ko04145 Phagosome ko04390 Hippo signaling pathway ko04514 Cell adhesion molecules (CAMs) ko04610 Complement and coagulation cascades ko04650 Natural killer cell mediated cytotoxicity ko04670 Leukocyte transendothelial migration ko04810 Regulation of actin cytoskeleton ko05133 Pertussis ko05134 Legionellosis ko05140 Leishmaniasis ko05144 Malaria ko05146 Amoebiasis ko05150 Staphylococcus aureus infection ko05152 Tuberculosis ko05166 HTLV-I infection ko05323 Rheumatoid arthritis ko05416 Viral myocarditisSecreted protein containing bacterial Ig-like domain and vWFA domainR General function prediction only ;IPR002369 [Integrin beta subunit, VWA domain] ; IPR012896[Integrin beta subunit, tail] ; IPR014836[Integrin beta subunit, cytoplasmic domain] ; IPR033760[Integrin beta N-terminal]
ko04066 HIF-1 signaling pathway ko04115 p53 signaling pathway ko04218 Cellular senescence ko04371 Apelin signaling pathway ko04390 Hippo signaling pathway ko04610 Complement and coagulation cascades ko04933 AGE-RAGE signaling pathway in diabetic complications ko05142 Chagas disease (American trypanosomiasis)Serine protease inhibitorO Posttranslational modification, protein turnover, chaperones ;IPR023796 [Serpin domain]
ko04610 Complement and coagulation cascades ko05133 PertussisSerine protease inhibitorO Posttranslational modification, protein turnover, chaperones ;IPR023796 [Serpin domain]



ko04610 Complement and coagulation cascades ko05150 Staphylococcus aureus infectionSecreted trypsin-like serine proteaseO Posttranslational modification, protein turnover, chaperones ;IPR001190 [SRCR domain] ; IPR001254[Serine proteases, trypsin domain] ; IPR002172[Low-density lipoprotein (LDL) receptor class A repeat]
ko04610 Complement and coagulation cascades-- -- -- IPR000436 [Sushi/SCR/CCP domain]
ko01521 EGFR tyrosine kinase inhibitor resistance ko01523 Antifolate resistance ko04060 Cytokine-cytokine receptor interaction ko04066 HIF-1 signaling pathway ko04068 FoxO signaling pathway ko04151 PI3K-Akt signaling pathway ko04218 Cellular senescence ko04620 Toll-like receptor signaling pathway ko04621 NOD-like receptor signaling pathway ko04623 Cytosolic DNA-sensing pathway ko04630 Jak-STAT signaling pathway ko04640 Hematopoietic cell lineage ko04657 IL-17 signaling pathway ko04659 Th17 cell differentiation ko04668 TNF signaling pathway ko04672 Intestinal immune network for IgA production ko04931 Insulin resistance ko04932 Non-alcoholic fatty liver disease (NAFLD) ko04933 AGE-RAGE signaling pathway in diabetic complications ko05020 Prion diseases ko05132 Salmonella infection ko05133 Pertussis ko05134 Legionellosis ko05142 Chagas disease (American trypanosomiasis) ko05143 African trypanosomiasis ko05144 Malaria ko05146 Amoebiasis ko05152 Tuberculosis ko05161 Hepatitis B ko05162 Measles ko05164 Influenza A k-- -- -- IPR003574 [Interleukin-6]
ko04064 NF-kappa B signaling pathway ko04514 Cell adhesion molecules (CAMs) ko04650 Natural killer cell mediated cytotoxicity ko04668 TNF signaling pathway ko04670 Leukocyte transendothelial migration ko04933 AGE-RAGE signaling pathway in diabetic complications ko05143 African trypanosomiasis ko05144 Malaria ko05150 Staphylococcus aureus infection ko05164 Influenza A ko05166 HTLV-I infection ko05167 Kaposi's sarcoma-associated herpesvirus infection ko05169 Epstein-Barr virus infection ko05323 Rheumatoid arthritis ko05416 Viral myocarditis ko05418 Fluid shear stress and atherosclerosis-- -- -- IPR013768 [Intercellular adhesion molecule, N-terminal]
ko03010 Ribosome-- -- -- --
ko03010 Ribosome-- -- -- --
ko03010 RibosomeRibosomal protein L10J Translation, ribosomal structure and biogenesis ;IPR001790 [Ribosomal protein L10P]
-- Uncharacterized conserved protein RhaS, contains 28 RHS repeatsR General function prediction only ;IPR001304 [C-type lectin-like]
ko05322 Systemic lupus erythematosus-- -- -- IPR000504 [RNA recognition motif domain] ; IPR006630[RNA-binding protein Lupus La] ; IPR014886[La protein, RNA-binding domain]
ko04918 Thyroid hormone synthesisSerine protease inhibitorO Posttranslational modification, protein turnover, chaperones ;IPR023796 [Serpin domain]
ko04610 Complement and coagulation cascadesSerine protease inhibitorO Posttranslational modification, protein turnover, chaperones ;IPR023796 [Serpin domain]
ko04015 Rap1 signaling pathway ko04145 Phagosome ko04151 PI3K-Akt signaling pathway ko04360 Axon guidance ko04510 Focal adhesion ko04512 ECM-receptor interaction ko04514 Cell adhesion molecules (CAMs) ko04530 Tight junction ko04611 Platelet activation ko04670 Leukocyte transendothelial migration ko04810 Regulation of actin cytoskeleton ko05100 Bacterial invasion of epithelial cells ko05130 Pathogenic Escherichia coli infection ko05131 Shigellosis ko05133 Pertussis ko05140 Leishmaniasis ko05145 Toxoplasmosis ko05165 Human papillomavirus infection ko05200 Pathways in cancer ko05205 Proteoglycans in cancer ko05222 Small cell lung cancer ko05410 Hypertrophic cardiomyopathy (HCM) ko05412 Arrhythmogenic right ventricular cardiomyopathy (ARVC) ko05414 Dilated cardiomyopathy (DCM)Secreted protein containing bacterial Ig-like domain and vWFA domainR General function prediction only ;IPR002369 [Integrin beta subunit, VWA domain] ; IPR012896[Integrin beta subunit, tail] ; IPR013111[EGF-like domain, extracellular] ; IPR014836[Integrin beta subunit, cytoplasmic domain] ; IPR033760[Integrin beta N-terminal]
ko01521 EGFR tyrosine kinase inhibitor resistance ko04010 MAPK signaling pathway ko04012 ErbB signaling pathway ko04014 Ras signaling pathway ko04015 Rap1 signaling pathway ko04020 Calcium signaling pathway ko04062 Chemokine signaling pathway ko04064 NF-kappa B signaling pathway ko04066 HIF-1 signaling pathway ko04070 Phosphatidylinositol signaling system ko04071 Sphingolipid signaling pathway ko04150 mTOR signaling pathway ko04270 Vascular smooth muscle contraction ko04310 Wnt signaling pathway ko04370 VEGF signaling pathway ko04510 Focal adhesion ko04540 Gap junction ko04650 Natural killer cell mediated cytotoxicity ko04662 B cell receptor signaling pathway ko04666 Fc gamma R-mediated phagocytosis ko04670 Leukocyte transendothelial migration ko04713 Circadian entrainment ko04720 Long-term potentiation ko04723 Retrograde endocannabinoid signaling ko04724 Glutamatergic synapse ko04725 Cholinergic synapse ko04726 Serotonergic synapse ko04727 GABAergic synapse ko04728 Dopaminergic synapse ko04730 Long-term deprSerine/threonine protein kinaseT Signal transduction mechanisms ;IPR000008 [C2 domain] ; IPR000719[Protein kinase domain] ; IPR002219[Protein kinase C-like, phorbol ester/diacylglycerol-binding domain] ; IPR017892[Protein kinase, C-terminal]
-- -- -- -- IPR001664 [Intermediate filament protein]
-- Ca2+-binding protein, EF-hand superfamilyT Signal transduction mechanisms ;IPR002048 [EF-hand domain]
ko04974 Protein digestion and absorptionAutotransporter adhesinUW Intracellular trafficking, secretion, and vesicular transport ; Extracellular structures ;IPR000885 [Fibrillar collagen, C-terminal] ; IPR001007[VWFC domain] ; IPR008160[Collagen triple helix repeat]
ko00860 Porphyrin and chlorophyll metabolism ko01100 Metabolic pathways Uroporphyrinogen-III decarboxylaseH Coenzyme transport and metabolism ;IPR000257 [Uroporphyrinogen decarboxylase (URO-D)]
ko04010 MAPK signaling pathway ko04014 Ras signaling pathway ko04015 Rap1 signaling pathway ko04022 cGMP-PKG signaling pathway ko04066 HIF-1 signaling pathway ko04068 FoxO signaling pathway ko04072 Phospholipase D signaling pathway ko04150 mTOR signaling pathway ko04151 PI3K-Akt signaling pathway ko04152 AMPK signaling pathway ko04211 Longevity regulating pathway ko04213 Longevity regulating pathway - multiple species ko04520 Adherens junction ko04910 Insulin signaling pathway ko04913 Ovarian steroidogenesis ko04923 Regulation of lipolysis in adipocytes ko04930 Type II diabetes mellitus ko04931 Insulin resistance ko04932 Non-alcoholic fatty liver disease (NAFLD) ko04960 Aldosterone-regulated sodium reabsorptionAnkyrin repeatT Signal transduction mechanisms ;IPR000494 [Receptor L-domain] ; IPR001245[Serine-threonine/tyrosine-protein kinase catalytic domain] ; IPR006211[Furin-like cysteine-rich domain]
ko04071 Sphingolipid signaling pathway ko04072 Phospholipase D signaling pathway ko04360 Axon guidance ko04380 Osteoclast differentiation ko04510 Focal adhesion ko04520 Adherens junction ko04611 Platelet activation ko04650 Natural killer cell mediated cytotoxicity ko04660 T cell receptor signaling pathway ko04664 Fc epsilon RI signaling pathway ko04725 Cholinergic synapse ko05020 Prion diseases ko05130 Pathogenic Escherichia coli infection ko05162 Measles ko05416 Viral myocarditisTolB amino-terminal domain (function unknown)R General function prediction only ;IPR000980 [SH2 domain] ; IPR001245[Serine-threonine/tyrosine-protein kinase catalytic domain] ; IPR001452[SH3 domain]
-- Carboxylesterase type BI Lipid transport and metabolism ;IPR002018 [Carboxylesterase, type B] ; IPR014788[Acetylcholinesterase, tetramerisation domain]
ko04666 Fc gamma R-mediated phagocytosis ko04810 Regulation of actin cytoskeleton ko05203 Viral carcinogenesis-- -- -- IPR007123 [Gelsolin-like domain]
ko04110 Cell cycle ko04114 Oocyte meiosis ko04115 p53 signaling pathway ko04218 Cellular senescence ko04540 Gap junction ko04914 Progesterone-mediated oocyte maturation ko05168 Herpes simplex infection ko05169 Epstein-Barr virus infection ko05203 Viral carcinogenesisPredicted ATPaseR General function prediction only ;IPR000719 [Protein kinase domain]
ko04975 Fat digestion and absorption ko04977 Vitamin digestion and absorption ko04979 Cholesterol metabolismChromosome segregation ATPaseD Cell cycle control, cell division, chromosome partitioning ;IPR000074 [Apolipoprotein A/E]
ko01521 EGFR tyrosine kinase inhibitor resistance ko03013 RNA transport ko04066 HIF-1 signaling pathway ko04150 mTOR signaling pathway ko04151 PI3K-Akt signaling pathway ko04211 Longevity regulating pathway ko04910 Insulin signaling pathway-- -- -- IPR001040 [Translation Initiation factor eIF- 4e]
ko00330 Arginine and proline metabolism ko01100 Metabolic pathwaysProtein-arginine kinaseO Posttranslational modification, protein turnover, chaperones ;IPR022413 [ATP:guanido phosphotransferase, N-terminal] ; IPR022414[ATP:guanido phosphotransferase, catalytic domain]
ko00010 Glycolysis / Gluconeogenesis ko01100 Metabolic pathways ko01200 Carbon metabolism ko01230 Biosynthesis of amino acids ko03018 RNA degradation ko04066 HIF-1 signaling pathwayEnolase G Carbohydrate transport and metabolism ;IPR020810 [Enolase, C-terminal TIM barrel domain] ; IPR020811[Enolase, N-terminal]
ko00500 Starch and sucrose metabolism ko01100 Metabolic pathways ko04217 Necroptosis ko04910 Insulin signaling pathway ko04922 Glucagon signaling pathway ko04931 Insulin resistanceGlucan phosphorylaseG Carbohydrate transport and metabolism ;IPR000811 [Glycosyl transferase, family 35]
ko00010 Glycolysis / Gluconeogenesis ko00030 Pentose phosphate pathway ko00500 Starch and sucrose metabolism ko00520 Amino sugar and nucleotide sugar metabolism ko01100 Metabolic pathways ko01200 Carbon metabolismGlucose-6-phosphate isomeraseG Carbohydrate transport and metabolism ;IPR001672 [Phosphoglucose isomerase (PGI)]
-- -- -- -- IPR024057 [Nucleoplasmin core domain] ; IPR032569[Nucleophosmin, C-terminal]
ko04260 Cardiac muscle contraction ko04261 Adrenergic signaling in cardiomyocytes ko05200 Pathways in cancer ko05216 Thyroid cancer ko05410 Hypertrophic cardiomyopathy (HCM) ko05414 Dilated cardiomyopathy (DCM)Uncharacterized proteinS Function unknown ;IPR000533 [Tropomyosin]
ko04145 Phagosome ko04151 PI3K-Akt signaling pathway ko04510 Focal adhesion ko04512 ECM-receptor interaction ko04514 Cell adhesion molecules (CAMs) ko04810 Regulation of actin cytoskeleton ko04919 Thyroid hormone signaling pathway ko05165 Human papillomavirus infection ko05200 Pathways in cancer ko05205 Proteoglycans in cancer ko05222 Small cell lung cancer ko05410 Hypertrophic cardiomyopathy (HCM) ko05412 Arrhythmogenic right ventricular cardiomyopathy (ARVC) ko05414 Dilated cardiomyopathy (DCM) ko05418 Fluid shear stress and atherosclerosisCytolysin, a secreted calcineurin-like phosphataseU Intracellular trafficking, secretion, and vesicular transport ;IPR013517 [FG-GAP repeat] ; IPR013649[Integrin alpha-2] ; IPR018184[Integrin alpha chain, C-terminal cytoplasmic region, conserved site]
ko00561 Glycerolipid metabolism ko03320 PPAR signaling pathway ko04979 Cholesterol metabolism ko05010 Alzheimer's diseaseCa2+-binding protein, RTX toxin-relatedQ Secondary metabolites biosynthesis, transport and catabolism ;IPR001024 [PLAT/LH2 domain] ; IPR013818[Lipase/vitellogenin]
ko00511 Other glycan degradation ko00520 Amino sugar and nucleotide sugar metabolism ko00531 Glycosaminoglycan degradation ko00603 Glycosphingolipid biosynthesis - globo and isoglobo series ko00604 Glycosphingolipid biosynthesis - ganglio series ko01100 Metabolic pathways ko04142 LysosomeN-acetyl-beta-hexosaminidaseG Carbohydrate transport and metabolism ;IPR015883 [Glycoside hydrolase family 20, catalytic domain] ; IPR029019[Beta-hexosaminidase, eukaryotic type, N-terminal]
ko05034 Alcoholism ko05203 Viral carcinogenesis ko05322 Systemic lupus erythematosus-- -- -- IPR007125 [Histone H2A/H2B/H3]
-- Serine protease inhibitorO Posttranslational modification, protein turnover, chaperones ;IPR023796 [Serpin domain]
ko03320 PPAR signaling pathwayAcyl-CoA-binding proteinI Lipid transport and metabolism ;IPR000582 [Acyl-CoA-binding protein, ACBP]
ko03320 PPAR signaling pathway ko04975 Fat digestion and absorption-- -- -- --
ko00010 Glycolysis / Gluconeogenesis ko00270 Cysteine and methionine metabolism ko00620 Pyruvate metabolism ko00640 Propanoate metabolism ko01100 Metabolic pathways ko04922 Glucagon signaling pathwayMalate/lactate dehydrogenaseC Energy production and conversion ;IPR001236 [Lactate/malate dehydrogenase, N-terminal] ; IPR022383[Lactate/malate dehydrogenase, C-terminal]
ko00480 Glutathione metabolism ko00590 Arachidonic acid metabolism ko04918 Thyroid hormone synthesisGlutathione peroxidase, house-cleaning role in reducing lipid peroxidesVI Defense mechanisms ; Lipid transport and metabolism ;IPR000889 [Glutathione peroxidase]
ko04610 Complement and coagulation cascades ko04933 AGE-RAGE signaling pathway in diabetic complications ko05418 Fluid shear stress and atherosclerosis-- -- -- IPR001304 [C-type lectin-like] ; IPR001881[EGF-like calcium-binding domain] ; IPR015149[Thrombomodulin-like, EGF-like] ; IPR026823[Complement Clr-like EGF domain]
ko04610 Complement and coagulation cascades-- -- -- IPR000294 [Gamma-carboxyglutamic acid-rich (GLA) domain] ; IPR000742[EGF-like domain] ; IPR001791[Laminin G domain] ; IPR001881[EGF-like calcium-binding domain]
ko04141 Protein processing in endoplasmic reticulumNegative regulator of GroEL, contains thioredoxin-like and TPR-like domainsO Posttranslational modification, protein turnover, chaperones ;IPR013766 [Thioredoxin domain]
ko04071 Sphingolipid signaling pathway ko04140 Autophagy - animal ko04142 Lysosome ko04210 Apoptosis ko05152 Tuberculosis-- -- -- IPR012848 [Aspartic peptidase, N-terminal] ; IPR033121[Peptidase family A1 domain]
-- -- -- -- IPR018502 [Annexin repeat]
ko04145 Phagosome ko04540 Gap junction ko05130 Pathogenic Escherichia coli infection-- -- -- IPR003008 [Tubulin/FtsZ, GTPase domain] ; IPR018316[Tubulin/FtsZ, 2-layer sandwich domain]
ko00910 Nitrogen metabolismCarbonic anhydraseP Inorganic ion transport and metabolism ;IPR001148 [Alpha carbonic anhydrase]
ko04350 TGF-beta signaling pathway ko05205 Proteoglycans in cancerLeucine-rich repeat (LRR) proteinK Transcription ;IPR000372 [Leucine-rich repeat N-terminal domain] ; IPR001611[Leucine-rich repeat]
ko04142 Lysosome-- -- -- IPR003119 [Saposin A-type domain] ; IPR007856[Saposin-like type B, region 1] ; IPR008138[Saposin B type, region 2]
ko00511 Other glycan degradation ko00520 Amino sugar and nucleotide sugar metabolism ko00531 Glycosaminoglycan degradation ko00603 Glycosphingolipid biosynthesis - globo and isoglobo series ko00604 Glycosphingolipid biosynthesis - ganglio series ko01100 Metabolic pathways ko04142 LysosomeN-acetyl-beta-hexosaminidaseG Carbohydrate transport and metabolism ;IPR015883 [Glycoside hydrolase family 20, catalytic domain] ; IPR029019[Beta-hexosaminidase, eukaryotic type, N-terminal]
ko04015 Rap1 signaling pathway ko04810 Regulation of actin cytoskeleton ko05131 Shigellosis ko05132 Salmonella infection-- -- -- IPR005455 [Profilin]
ko00010 Glycolysis / Gluconeogenesis ko00260 Glycine, serine and threonine metabolism ko01100 Metabolic pathways Phosphoglycerate mutase (BPG-dependent)G Carbohydrate transport and metabolism ;IPR013078 [Histidine phosphatase superfamily, clade-1]
ko00860 Porphyrin and chlorophyll metabolism ko00970 Aminoacyl-tRNA biosynthesis ko01100 Metabolic pathways Prolyl-tRNA synthetaseJ Translation, ribosomal structure and biogenesis ;IPR000738 [WHEP-TRS domain] ; IPR002314[Aminoacyl-tRNA synthetase, class II (G/ P/ S/T)] ; IPR004046[Glutathione S-transferase, C-terminal] ; IPR004154[Anticodon-binding] ; IPR016061[Proline-tRNA ligase, class II, C-terminal] ; IPR020058[Glutamyl/glutaminyl-tRNA synthetase, class Ib, catalytic domain] ; IPR020059[Glutamyl/glutaminyl-tRNA synthetase, class Ib, anti-codon binding domain]
ko04140 Autophagy - animal ko04142 Lysosome ko04210 Apoptosis ko04612 Antigen processing and presentation ko04621 NOD-like receptor signaling pathway ko04924 Renin secretionCysteine protease, C1A familyO Posttranslational modification, protein turnover, chaperones ;IPR000668 [Peptidase C1A, papain C-terminal] ; IPR012599[Peptidase C1A, propeptide]
ko04141 Protein processing in endoplasmic reticulum ko04151 PI3K-Akt signaling pathway ko04217 Necroptosis ko04612 Antigen processing and presentation ko04621 NOD-like receptor signaling pathway ko04657 IL-17 signaling pathway ko04659 Th17 cell differentiation ko04914 Progesterone-mediated oocyte maturation ko04915 Estrogen signaling pathway ko05200 Pathways in cancer ko05215 Prostate cancer ko05418 Fluid shear stress and atherosclerosisMolecular chaperone, HSP90 familyO Posttranslational modification, protein turnover, chaperones ;IPR001404 [Heat shock protein Hsp90 family] ; IPR003594[Histidine kinase-like ATPase, C-terminal domain]
ko03040 SpliceosomeRNA recognition motif (RRM) domainJ Translation, ribosomal structure and biogenesis ;IPR000504 [RNA recognition motif domain]
ko04151 PI3K-Akt signaling pathway ko04510 Focal adhesion ko04512 ECM-receptor interaction ko05145 Toxoplasmosis ko05146 Amoebiasis ko05165 Human papillomavirus infection ko05200 Pathways in cancer ko05222 Small cell lung cancerUncharacterized coiled-coil protein, contains DUF342 domainS Function unknown ;IPR002049 [Laminin EGF domain] ; IPR008211[Laminin, N-terminal]
ko04520 Adherens junctionSerine/threonine protein kinaseT Signal transduction mechanisms ;IPR000980 [SH2 domain] ; IPR001245[Serine-threonine/tyrosine-protein kinase catalytic domain] ; IPR001452[SH3 domain]
ko04062 Chemokine signaling pathway ko04064 NF-kappa B signaling pathway ko04611 Platelet activation ko04662 B cell receptor signaling pathway ko04664 Fc epsilon RI signaling pathway ko04666 Fc gamma R-mediated phagocytosis ko04730 Long-term depression ko05120 Epithelial cell signaling in Helicobacter pylori infection ko05167 Kaposi's sarcoma-associated herpesvirus infection ko05169 Epstein-Barr virus infection ko05203 Viral carcinogenesisSerine/threonine protein kinaseT Signal transduction mechanisms ;IPR000980 [SH2 domain] ; IPR001245[Serine-threonine/tyrosine-protein kinase catalytic domain] ; IPR001452[SH3 domain]



ko04015 Rap1 signaling pathway ko04115 p53 signaling pathway ko04145 Phagosome ko04151 PI3K-Akt signaling pathway ko04350 TGF-beta signaling pathway ko04510 Focal adhesion ko04512 ECM-receptor interaction ko05144 Malaria ko05165 Human papillomavirus infection ko05205 Proteoglycans in cancer ko05206 MicroRNAs in cancer ko05219 Bladder cancerAlpha-tubulin suppressor and related RCC1 domain-containing proteinsDZ Cell cycle control, cell division, chromosome partitioning ; Cytoskeleton ;IPR000884 [Thrombospondin type-1 (TSP1) repeat] ; IPR001007[VWFC domain] ; IPR003367[Thrombospondin, type 3-like repeat] ; IPR008859[Thrombospondin, C-terminal]
ko01521 EGFR tyrosine kinase inhibitor resistance ko01522 Endocrine resistance ko04010 MAPK signaling pathway ko04014 Ras signaling pathway ko04015 Rap1 signaling pathway ko04066 HIF-1 signaling pathway ko04068 FoxO signaling pathway ko04114 Oocyte meiosis ko04140 Autophagy - animal ko04144 Endocytosis ko04150 mTOR signaling pathway ko04151 PI3K-Akt signaling pathway ko04152 AMPK signaling pathway ko04211 Longevity regulating pathway ko04213 Longevity regulating pathway - multiple species ko04510 Focal adhesion ko04520 Adherens junction ko04550 Signaling pathways regulating pluripotency of stem cells ko04730 Long-term depression ko04913 Ovarian steroidogenesis ko04914 Progesterone-mediated oocyte maturation ko05200 Pathways in cancer ko05202 Transcriptional misregulation in cancer ko05205 Proteoglycans in cancer ko05214 Glioma ko05215 Prostate cancer ko05218 Melanoma ko05224 Breast cancer ko05225 Hepatocellular carcinomaAnkyrin repeatT Signal transduction mechanisms ;IPR000494 [Receptor L-domain] ; IPR001245[Serine-threonine/tyrosine-protein kinase catalytic domain] ; IPR006211[Furin-like cysteine-rich domain]
ko04151 PI3K-Akt signaling pathway ko04510 Focal adhesion ko04512 ECM-receptor interaction ko04611 Platelet activation ko04926 Relaxin signaling pathway ko04933 AGE-RAGE signaling pathway in diabetic complications ko04974 Protein digestion and absorption ko05146 Amoebiasis ko05165 Human papillomavirus infectionAutotransporter adhesinUW Intracellular trafficking, secretion, and vesicular transport ; Extracellular structures ;IPR000885 [Fibrillar collagen, C-terminal] ; IPR008160[Collagen triple helix repeat]
-- -- -- -- IPR018502 [Annexin repeat]
ko04610 Complement and coagulation cascades ko04640 Hematopoietic cell lineage ko05416 Viral myocarditis-- -- -- IPR000436 [Sushi/SCR/CCP domain]
ko02010 ABC transporters ko04976 Bile secretion ko05206 MicroRNAs in cancer ko05226 Gastric cancerABC-type multidrug transport system, ATPase and permease componentV Defense mechanisms ;IPR003439 [ABC transporter-like] ; IPR011527[ABC transporter type 1, transmembrane domain]
ko04150 mTOR signaling pathway ko04216 Ferroptosis ko04974 Protein digestion and absorptionGlycosidaseG Carbohydrate transport and metabolism ;IPR006047 [Glycosyl hydrolase, family 13, catalytic domain] ; IPR031984[Solute carrier family 3 member 2, N-terminal domain]
ko00010 Glycolysis / Gluconeogenesis ko00030 Pentose phosphate pathway ko00051 Fructose and mannose metabolism ko00052 Galactose metabolism ko01100 Metabolic pathways ko01200 Carbon metabolism ko01230 Biosynthesis of amino acids ko03018 RNA degradation ko04152 AMPK signaling pathway ko05230 Central carbon metabolism in cancer6-phosphofructokinaseG Carbohydrate transport and metabolism ;IPR000023 [Phosphofructokinase domain]
ko04141 Protein processing in endoplasmic reticulum ko04151 PI3K-Akt signaling pathway ko04217 Necroptosis ko04612 Antigen processing and presentation ko04621 NOD-like receptor signaling pathway ko04657 IL-17 signaling pathway ko04659 Th17 cell differentiation ko04914 Progesterone-mediated oocyte maturation ko04915 Estrogen signaling pathway ko05200 Pathways in cancer ko05215 Prostate cancer ko05418 Fluid shear stress and atherosclerosisMolecular chaperone, HSP90 familyO Posttranslational modification, protein turnover, chaperones ;IPR001404 [Heat shock protein Hsp90 family] ; IPR003594[Histidine kinase-like ATPase, C-terminal domain]
ko00250 Alanine, aspartate and glutamate metabolism ko01100 Metabolic pathways Asparagine synthetase B (glutamine-hydrolyzing)E Amino acid transport and metabolism ;IPR001962 [Asparagine synthase] ; IPR017932[Glutamine amidotransferase type 2 domain]
ko01522 Endocrine resistance ko04670 Leukocyte transendothelial migration ko04912 GnRH signaling pathway ko04915 Estrogen signaling pathway ko04926 Relaxin signaling pathway ko04933 AGE-RAGE signaling pathway in diabetic complications ko05200 Pathways in cancer ko05205 Proteoglycans in cancer ko05219 Bladder cancer ko05418 Fluid shear stress and atherosclerosisPredicted Zn-dependent proteaseO Posttranslational modification, protein turnover, chaperones ;IPR000562 [Fibronectin, type II, collagen-binding] ; IPR001818[Peptidase M10, metallopeptidase] ; IPR002477[Peptidoglycan binding-like] ; IPR018487[Hemopexin-like repeats]
ko04614 Renin-angiotensin system ko04640 Hematopoietic cell lineage ko04974 Protein digestion and absorption ko05010 Alzheimer's diseasePredicted metalloendopeptidaseO Posttranslational modification, protein turnover, chaperones ;IPR008753 [Peptidase M13, N-terminal domain] ; IPR018497[Peptidase M13, C-terminal domain]
ko04350 TGF-beta signaling pathway ko04550 Signaling pathways regulating pluripotency of stem cells-- -- -- IPR001111 [Transforming growth factor-beta, N-terminal] ; IPR001839[Transforming growth factor-beta, C-terminal]
-- -- -- -- IPR000591 [DEP domain] ; IPR001849[Pleckstrin homology domain]
ko04151 PI3K-Akt signaling pathway ko04510 Focal adhesion ko04512 ECM-receptor interaction ko04926 Relaxin signaling pathway ko04933 AGE-RAGE signaling pathway in diabetic complications ko04974 Protein digestion and absorption ko05146 Amoebiasis ko05165 Human papillomavirus infection ko05200 Pathways in cancer ko05222 Small cell lung cancerAutotransporter adhesinUW Intracellular trafficking, secretion, and vesicular transport ; Extracellular structures ;IPR001442 [Collagen IV, non-collagenous] ; IPR008160[Collagen triple helix repeat]
ko01521 EGFR tyrosine kinase inhibitor resistance ko04010 MAPK signaling pathway ko04014 Ras signaling pathway ko04015 Rap1 signaling pathway ko04060 Cytokine-cytokine receptor interaction ko04151 PI3K-Akt signaling pathway ko04360 Axon guidance ko04510 Focal adhesion ko04520 Adherens junction ko05100 Bacterial invasion of epithelial cells ko05120 Epithelial cell signaling in Helicobacter pylori infection ko05144 Malaria ko05200 Pathways in cancer ko05202 Transcriptional misregulation in cancer ko05205 Proteoglycans in cancer ko05206 MicroRNAs in cancer ko05211 Renal cell carcinoma ko05218 Melanoma ko05225 Hepatocellular carcinoma ko05226 Gastric cancer ko05230 Central carbon metabolism in cancerAnkyrin repeatT Signal transduction mechanisms ;IPR001245 [Serine-threonine/tyrosine-protein kinase catalytic domain] ; IPR001627[Sema domain] ; IPR002165[Plexin repeat] ; IPR002909[IPT domain]
-- -- -- -- IPR001156 [Transferrin-like domain]
ko04145 Phagosome ko04151 PI3K-Akt signaling pathway ko04510 Focal adhesion ko04512 ECM-receptor interaction ko04640 Hematopoietic cell lineage ko04810 Regulation of actin cytoskeleton ko05100 Bacterial invasion of epithelial cells ko05131 Shigellosis ko05133 Pertussis ko05165 Human papillomavirus infection ko05205 Proteoglycans in cancer ko05206 MicroRNAs in cancer ko05410 Hypertrophic cardiomyopathy (HCM) ko05412 Arrhythmogenic right ventricular cardiomyopathy (ARVC) ko05414 Dilated cardiomyopathy (DCM)Cytolysin, a secreted calcineurin-like phosphataseU Intracellular trafficking, secretion, and vesicular transport ;IPR013517 [FG-GAP repeat] ; IPR013649[Integrin alpha-2]
ko05169 Epstein-Barr virus infection ko05206 MicroRNAs in cancer-- -- -- IPR001664 [Intermediate filament protein] ; IPR006821[Intermediate filament head, DNA-binding domain]
ko04610 Complement and coagulation cascadesSerine protease inhibitorO Posttranslational modification, protein turnover, chaperones ;IPR023796 [Serpin domain]
-- -- -- -- IPR001664 [Intermediate filament protein]
-- -- -- -- IPR018502 [Annexin repeat]
-- -- -- -- IPR001664 [Intermediate filament protein]
ko03010 RibosomeRibosomal protein S2J Translation, ribosomal structure and biogenesis ;IPR001865 [Ribosomal protein S2] ; IPR032281[40S ribosomal protein SA, C-terminal domain]
ko04142 Lysosome ko05205 Proteoglycans in cancer-- -- -- IPR018499 [Tetraspanin/Peripherin]
ko00071 Fatty acid degradation ko00280 Valine, leucine and isoleucine degradation ko00592 alpha-Linolenic acid metabolism ko01040 Biosynthesis of unsaturated fatty acids ko01100 Metabolic pathways ko01212 Fatty acid metabolism ko03320 PPAR signaling pathway ko04146 PeroxisomeAcetyl-CoA acetyltransferaseI Lipid transport and metabolism ;IPR020616 [Thiolase, N-terminal] ; IPR020617[Thiolase, C-terminal]
ko00480 Glutathione metabolism ko00980 Metabolism of xenobiotics by cytochrome P450 ko00982 Drug metabolism - cytochrome P450 ko01524 Platinum drug resistance ko05200 Pathways in cancer ko05204 Chemical carcinogenesis ko05225 Hepatocellular carcinoma ko05418 Fluid shear stress and atherosclerosisGlutathione S-transferaseO Posttranslational modification, protein turnover, chaperones ;IPR004045 [Glutathione S-transferase, N-terminal] ; IPR004046[Glutathione S-transferase, C-terminal]
ko04062 Chemokine signaling pathway ko04621 NOD-like receptor signaling pathway ko04657 IL-17 signaling pathway ko04668 TNF signaling pathway ko05132 Salmonella infection ko05134 Legionellosis ko05167 Kaposi's sarcoma-associated herpesvirus infection-- -- -- IPR001811 [Chemokine interleukin-8-like domain]
-- -- -- -- IPR001079 [Galectin, carbohydrate recognition domain]
ko03410 Base excision repair ko04140 Autophagy - animal ko04217 Necroptosis-- -- -- IPR009071 [High mobility group box domain]
-- -- -- -- IPR000566 [Lipocalin/cytosolic fatty-acid binding domain]
ko04015 Rap1 signaling pathway ko04713 Circadian entrainment ko04723 Retrograde endocannabinoid signaling ko04724 Glutamatergic synapse ko04725 Cholinergic synapse ko04726 Serotonergic synapse ko04727 GABAergic synapse ko04728 Dopaminergic synapse ko04730 Long-term depression ko04915 Estrogen signaling pathway ko04916 Melanogenesis ko04921 Oxytocin signaling pathway ko04926 Relaxin signaling pathway ko05032 Morphine addiction ko05034 Alcoholism ko05142 Chagas disease (American trypanosomiasis) ko05145 Toxoplasmosis-- -- -- IPR001019 [Guanine nucleotide binding protein (G-protein), alpha subunit]
-- -- -- -- IPR002350 [Kazal domain] ; IPR015369[Follistatin/Osteonectin EGF domain] ; IPR019577[SPARC/Testican, calcium-binding domain]
ko04260 Cardiac muscle contraction ko04261 Adrenergic signaling in cardiomyocytes ko05206 MicroRNAs in cancer ko05410 Hypertrophic cardiomyopathy (HCM) ko05414 Dilated cardiomyopathy (DCM)Cell division protein DamX, binds to the septal ring, contains C-terminal SPOR domainD Cell cycle control, cell division, chromosome partitioning ;IPR000533 [Tropomyosin]
ko04142 Lysosome ko04144 Endocytosis ko04721 Synaptic vesicle cycle ko04961 Endocrine and other factor-regulated calcium reabsorption ko05016 Huntington's disease ko05100 Bacterial invasion of epithelial cells-- -- -- IPR000996 [Clathrin light chain]
ko04142 Lysosome ko04144 Endocytosis ko04721 Synaptic vesicle cycle ko04961 Endocrine and other factor-regulated calcium reabsorption ko05016 Huntington's disease ko05100 Bacterial invasion of epithelial cells-- -- -- IPR000996 [Clathrin light chain]
-- Tfp pilus assembly protein FimVNW Cell motility ; Extracellular structures ;IPR018502 [Annexin repeat]
ko01521 EGFR tyrosine kinase inhibitor resistance ko04010 MAPK signaling pathway ko04014 Ras signaling pathway ko04015 Rap1 signaling pathway ko04020 Calcium signaling pathway ko04060 Cytokine-cytokine receptor interaction ko04072 Phospholipase D signaling pathway ko04151 PI3K-Akt signaling pathway ko04510 Focal adhesion ko04540 Gap junction ko04630 Jak-STAT signaling pathway ko04810 Regulation of actin cytoskeleton ko05165 Human papillomavirus infection ko05166 HTLV-I infection ko05200 Pathways in cancer ko05206 MicroRNAs in cancer ko05214 Glioma ko05215 Prostate cancer ko05218 Melanoma ko05230 Central carbon metabolism in cancer ko05231 Choline metabolism in cancerSerine/threonine protein kinaseT Signal transduction mechanisms ;IPR001245 [Serine-threonine/tyrosine-protein kinase catalytic domain] ; IPR013098[Immunoglobulin I-set] ; IPR013151[Immunoglobulin]
ko03040 SpliceosomeRNA recognition motif (RRM) domainJ Translation, ribosomal structure and biogenesis ;IPR000504 [RNA recognition motif domain] ; IPR021662[Nuclear factor hnRNPA1]
ko04610 Complement and coagulation cascades ko05133 Pertussis ko05150 Staphylococcus aureus infection ko05322 Systemic lupus erythematosusSecreted trypsin-like serine proteaseO Posttranslational modification, protein turnover, chaperones ;IPR000436 [Sushi/SCR/CCP domain] ; IPR000859[CUB domain] ; IPR001254[Serine proteases, trypsin domain]
ko03410 Base excision repair ko04210 Apoptosis ko04217 NecroptosisWGR domain, predicted DNA-binding domain in MolRK Transcription ;IPR001357 [BRCT domain] ; IPR001510[Zinc finger, PARP-type] ; IPR004102[Poly(ADP-ribose) polymerase, regulatory domain] ; IPR008893[WGR domain] ; IPR012317[Poly(ADP-ribose) polymerase, catalytic domain] ; IPR012982[PADR1 domain]
ko00590 Arachidonic acid metabolism ko01100 Metabolic pathwaysAminopeptidase NE Amino acid transport and metabolism ;IPR014782 [Peptidase M1, membrane alanine aminopeptidase, N-terminal] ; IPR015211[Peptidase M1, leukotriene A4 hydrolase/aminopeptidase C-terminal]
ko00010 Glycolysis / Gluconeogenesis ko00030 Pentose phosphate pathway ko00051 Fructose and mannose metabolism ko01100 Metabolic pathways ko01200 Carbon metabolism ko01230 Biosynthesis of amino acidsFructose-bisphosphate aldolase class 1G Carbohydrate transport and metabolism ;IPR000741 [Fructose-bisphosphate aldolase, class-I]
ko04610 Complement and coagulation cascades ko05133 Pertussis ko05150 Staphylococcus aureus infection ko05322 Systemic lupus erythematosusUncharacterized conserved protein YfaS, alpha-2-macroglobulin familyR General function prediction only ;IPR000020 [Anaphylatoxin/fibulin] ; IPR001599[Alpha-2-macroglobulin] ; IPR002890[Alpha-2-macroglobulin, N-terminal] ; IPR009048[Alpha-macroglobulin, receptor-binding] ; IPR011625[Alpha-2-macroglobulin, N-terminal 2] ; IPR011626[Alpha-macroglobulin complement component] ; IPR018933[Netrin module, non-TIMP type] ; IPR019565[Alpha-2-macroglobulin, thiol-ester bond-forming]
ko04217 Necroptosis ko05034 Alcoholism ko05322 Systemic lupus erythematosus-- -- -- IPR007125 [Histone H2A/H2B/H3] ; IPR032454[Histone H2A, C-terminal domain]
-- -- -- -- IPR001810 [F-box domain] ; IPR003877[SPRY domain]
-- Leucine-rich repeat (LRR) proteinK Transcription ;IPR001611 [Leucine-rich repeat]
ko03040 Spliceosome ko04010 MAPK signaling pathway ko04141 Protein processing in endoplasmic reticulum ko04144 Endocytosis ko04213 Longevity regulating pathway - multiple species ko04612 Antigen processing and presentation ko04915 Estrogen signaling pathway ko05134 Legionellosis ko05145 Toxoplasmosis ko05162 Measles ko05164 Influenza A ko05169 Epstein-Barr virus infectionMolecular chaperone DnaK (HSP70)O Posttranslational modification, protein turnover, chaperones ;IPR013126 [Heat shock protein 70 family]
-- GTPase SAR1 family domainR General function prediction only ;IPR001806 [Small GTPase superfamily]
-- -- -- -- IPR007455 [Serglycin]
ko04060 Cytokine-cytokine receptor interaction ko04062 Chemokine signaling pathway ko04064 NF-kappa B signaling pathway ko04072 Phospholipase D signaling pathway ko04218 Cellular senescence ko04620 Toll-like receptor signaling pathway ko04621 NOD-like receptor signaling pathway ko04622 RIG-I-like receptor signaling pathway ko04657 IL-17 signaling pathway ko04932 Non-alcoholic fatty liver disease (NAFLD) ko04933 AGE-RAGE signaling pathway in diabetic complications ko05120 Epithelial cell signaling in Helicobacter pylori infection ko05131 Shigellosis ko05132 Salmonella infection ko05133 Pertussis ko05134 Legionellosis ko05142 Chagas disease (American trypanosomiasis) ko05144 Malaria ko05146 Amoebiasis ko05160 Hepatitis C ko05161 Hepatitis B ko05164 Influenza A ko05167 Kaposi's sarcoma-associated herpesvirus infection ko05200 Pathways in cancer ko05202 Transcriptional misregulation in cancer ko05219 Bladder cancer ko05323 Rheumatoid arthritis-- -- -- IPR001811 [Chemokine interleukin-8-like domain]
ko05322 Systemic lupus erythematosusSecreted protein containing bacterial Ig-like domain and vWFA domainR General function prediction only ;IPR008858 [TROVE domain]
ko04010 MAPK signaling pathway ko04014 Ras signaling pathway ko04015 Rap1 signaling pathway ko04024 cAMP signaling pathway ko04072 Phospholipase D signaling pathway ko04137 Mitophagy - animal ko04140 Autophagy - animal ko04218 Cellular senescence ko04360 Axon guidance ko04371 Apelin signaling pathway ko04810 Regulation of actin cytoskeleton ko05166 HTLV-I infection ko05205 Proteoglycans in cancerGTPase SAR1 family domainR General function prediction only ;IPR001806 [Small GTPase superfamily]
ko01521 EGFR tyrosine kinase inhibitor resistance ko01522 Endocrine resistance ko04010 MAPK signaling pathway ko04012 ErbB signaling pathway ko04068 FoxO signaling pathway ko04270 Vascular smooth muscle contraction ko04650 Natural killer cell mediated cytotoxicity ko04720 Long-term potentiation ko04726 Serotonergic synapse ko04730 Long-term depression ko04810 Regulation of actin cytoskeleton ko04910 Insulin signaling pathway ko04914 Progesterone-mediated oocyte maturation ko05034 Alcoholism ko05160 Hepatitis C ko05200 Pathways in cancer ko05205 Proteoglycans in cancer ko05210 Colorectal cancer ko05211 Renal cell carcinoma ko05212 Pancreatic cancer ko05213 Endometrial cancer ko05214 Glioma ko05215 Prostate cancer ko05218 Melanoma ko05219 Bladder cancer ko05220 Chronic myeloid leukemia ko05221 Acute myeloid leukemia ko05223 Non-small cell lung cancer ko05224 Breast cancer ko05225 Hepatocellular carcinoma ko05226 Gastric cancerAnkyrin repeatT Signal transduction mechanisms ;IPR001245 [Serine-threonine/tyrosine-protein kinase catalytic domain] ; IPR002219[Protein kinase C-like, phorbol ester/diacylglycerol-binding domain] ; IPR003116[Raf-like Ras-binding]
ko04514 Cell adhesion molecules (CAMs) ko04520 Adherens junction ko04910 Insulin signaling pathway ko04931 Insulin resistanceProtein tyrosine phosphataseT Signal transduction mechanisms ;IPR000242 [PTP type protein phosphatase] ; IPR003961[Fibronectin type III] ; IPR013098[Immunoglobulin I-set]
ko04621 NOD-like receptor signaling pathway ko05418 Fluid shear stress and atherosclerosisNegative regulator of GroEL, contains thioredoxin-like and TPR-like domainsO Posttranslational modification, protein turnover, chaperones ;IPR013766 [Thioredoxin domain]
ko04142 Lysosome ko04614 Renin-angiotensin systemCarboxypeptidase C (cathepsin A)E Amino acid transport and metabolism ;IPR001563 [Peptidase S10, serine carboxypeptidase]
ko04610 Complement and coagulation cascades ko05020 Prion diseases ko05322 Systemic lupus erythematosus-- -- -- IPR000436 [Sushi/SCR/CCP domain] ; IPR000884[Thrombospondin type-1 (TSP1) repeat] ; IPR002172[Low-density lipoprotein (LDL) receptor class A repeat] ; IPR020864[Membrane attack complex component/perforin (MACPF) domain]



ko04610 Complement and coagulation cascades-- -- -- IPR002223 [Pancreatic trypsin inhibitor Kunitz domain]
ko01200 Carbon metabolismS-formylglutathione hydrolase FrmBV Defense mechanisms ;IPR000801 [Putative esterase]
ko03018 RNA degradation ko04940 Type I diabetes mellitus ko05134 Legionellosis ko05152 TuberculosisChaperonin GroEL (HSP60 family)O Posttranslational modification, protein turnover, chaperones ;IPR002423 [Chaperonin Cpn60/TCP-1 family]
-- -- -- -- IPR000538 [Link domain] ; IPR013106[Immunoglobulin V-set domain]
ko03060 Protein export ko04141 Protein processing in endoplasmic reticulum ko04918 Thyroid hormone synthesis ko05020 Prion diseasesMolecular chaperone DnaK (HSP70)O Posttranslational modification, protein turnover, chaperones ;IPR013126 [Heat shock protein 70 family]
ko04151 PI3K-Akt signaling pathway ko04510 Focal adhesion ko04512 ECM-receptor interaction ko05020 Prion diseases ko05145 Toxoplasmosis ko05146 Amoebiasis ko05165 Human papillomavirus infection ko05200 Pathways in cancer ko05222 Small cell lung cancerMethyl-accepting chemotaxis proteinNT Cell motility ; Signal transduction mechanisms ;IPR000034 [Laminin IV] ; IPR002049[Laminin EGF domain] ; IPR008211[Laminin, N-terminal]
ko00740 Riboflavin metabolism ko01100 Metabolic pathways ko04142 Lysosome-- -- -- IPR000560 [Histidine phosphatase superfamily, clade-2]
ko03040 Spliceosome ko04010 MAPK signaling pathway ko04141 Protein processing in endoplasmic reticulum ko04144 Endocytosis ko04213 Longevity regulating pathway - multiple species ko04612 Antigen processing and presentation ko04915 Estrogen signaling pathway ko05134 Legionellosis ko05145 Toxoplasmosis ko05162 Measles ko05164 Influenza A ko05169 Epstein-Barr virus infectionMolecular chaperone DnaK (HSP70)O Posttranslational modification, protein turnover, chaperones ;IPR013126 [Heat shock protein 70 family]
ko04066 HIF-1 signaling pathway ko04911 Insulin secretion ko04919 Thyroid hormone signaling pathway ko04920 Adipocytokine signaling pathway ko04922 Glucagon signaling pathway ko04931 Insulin resistance ko04976 Bile secretion ko05166 HTLV-I infection ko05200 Pathways in cancer ko05211 Renal cell carcinoma ko05230 Central carbon metabolism in cancerPredicted arabinose efflux permease, MFS familyG Carbohydrate transport and metabolism ;IPR005828 [Major facilitator,  sugar transporter-like]
-- Predicted arabinose efflux permease, MFS familyG Carbohydrate transport and metabolism ;IPR005828 [Major facilitator,  sugar transporter-like]
-- -- -- -- IPR007477 [SAB domain] ; IPR008379[Band 4.1, C-terminal] ; IPR014847[FERM adjacent (FA)] ; IPR018979[FERM, N-terminal] ; IPR018980[FERM, C-terminal PH-like domain] ; IPR019748[FERM central domain]
ko00240 Pyrimidine metabolism ko00983 Drug metabolism - other enzymes ko01100 Metabolic pathwaysOrotate phosphoribosyltransferaseF Nucleotide transport and metabolism ;IPR000836 [Phosphoribosyltransferase domain] ; IPR001754[Orotidine 5'-phosphate decarboxylase domain]
ko00010 Glycolysis / Gluconeogenesis ko00020 Citrate cycle (TCA cycle) ko00620 Pyruvate metabolism ko01100 Metabolic pathways ko01200 Carbon metabolism ko04066 HIF-1 signaling pathway ko04922 Glucagon signaling pathway ko05230 Central carbon metabolism in cancerPyruvate/2-oxoglutarate/acetoin dehydrogenase complex, dehydrogenase (E1) componentC Energy production and conversion ;IPR005475 [Transketolase-like, pyrimidine-binding domain] ; IPR033248[Transketolase, C-terminal domain]
ko00500 Starch and sucrose metabolism ko01100 Metabolic pathways ko04217 Necroptosis ko04910 Insulin signaling pathway ko04922 Glucagon signaling pathway ko04931 Insulin resistanceGlucan phosphorylaseG Carbohydrate transport and metabolism ;IPR000811 [Glycosyl transferase, family 35]
ko04014 Ras signaling pathway ko04015 Rap1 signaling pathway ko04072 Phospholipase D signaling pathway ko05200 Pathways in cancer ko05210 Colorectal cancer ko05212 Pancreatic cancerGTPase SAR1 family domainR General function prediction only ;IPR001806 [Small GTPase superfamily]
ko04140 Autophagy - animal ko04142 Lysosome ko04145 Phagosome ko05152 Tuberculosis-- -- -- IPR002000 [Lysosome-associated membrane glycoprotein]
ko04010 MAPK signaling pathway ko04014 Ras signaling pathway ko04015 Rap1 signaling pathway ko04151 PI3K-Akt signaling pathway ko04520 Adherens junction ko04550 Signaling pathways regulating pluripotency of stem cells ko04810 Regulation of actin cytoskeleton ko05200 Pathways in cancer ko05205 Proteoglycans in cancer ko05215 Prostate cancer ko05218 Melanoma ko05224 Breast cancer ko05230 Central carbon metabolism in cancerPASTA domain, binds beta-lactamsM Cell wall/membrane/envelope biogenesis ;IPR001245 [Serine-threonine/tyrosine-protein kinase catalytic domain] ; IPR013098[Immunoglobulin I-set] ; IPR013151[Immunoglobulin]
-- DNA topoisomerase IBL Replication, recombination and repair ;IPR008336 [DNA topoisomerase I, DNA binding, eukaryotic-type] ; IPR013500[DNA topoisomerase I, catalytic core, eukaryotic-type] ; IPR025834[Topoisomerase I C-terminal domain]
ko01524 Platinum drug resistanceDNA gyrase/topoisomerase IV, subunit BL Replication, recombination and repair ;IPR002205 [DNA topoisomerase, type IIA, subunit A/C-terminal] ; IPR003594[Histidine kinase-like ATPase, C-terminal domain] ; IPR006171[TOPRIM  domain] ; IPR012542[DTHCT] ; IPR013506[DNA topoisomerase, type IIA, subunit B, domain 2] ; IPR031660[C-terminal associated domain of TOPRIM]
ko00030 Pentose phosphate pathway ko00480 Glutathione metabolism ko01100 Metabolic pathways ko01200 Carbon metabolism ko05230 Central carbon metabolism in cancerGlucose-6-phosphate 1-dehydrogenaseG Carbohydrate transport and metabolism ;IPR022674 [Glucose-6-phosphate dehydrogenase, NAD-binding] ; IPR022675[Glucose-6-phosphate dehydrogenase, C-terminal]
ko04142 Lysosome ko04144 Endocytosis-- -- -- IPR000479 [Cation-independent mannose-6-phosphate receptor] ; IPR000562[Fibronectin, type II, collagen-binding]
ko00010 Glycolysis / Gluconeogenesis ko00071 Fatty acid degradation ko00350 Tyrosine metabolism ko00830 Retinol metabolism ko00980 Metabolism of xenobiotics by cytochrome P450 ko00982 Drug metabolism - cytochrome P450 ko01100 Metabolic pathways ko01200 Carbon metabolism ko05204 Chemical carcinogenesisZn-dependent alcohol dehydrogenaseR General function prediction only ;IPR013149 [Alcohol dehydrogenase, C-terminal] ; IPR013154[Alcohol dehydrogenase, N-terminal]
ko01522 Endocrine resistance ko04110 Cell cycle ko04115 p53 signaling pathway ko04151 PI3K-Akt signaling pathway ko04218 Cellular senescence ko04530 Tight junction ko04660 T cell receptor signaling pathway ko04933 AGE-RAGE signaling pathway in diabetic complications ko05161 Hepatitis B ko05162 Measles ko05165 Human papillomavirus infection ko05166 HTLV-I infection ko05167 Kaposi's sarcoma-associated herpesvirus infection ko05200 Pathways in cancer ko05203 Viral carcinogenesis ko05212 Pancreatic cancer ko05214 Glioma ko05218 Melanoma ko05219 Bladder cancer ko05220 Chronic myeloid leukemia ko05222 Small cell lung cancer ko05223 Non-small cell lung cancer ko05224 Breast cancer ko05225 Hepatocellular carcinomaSerine/threonine protein kinaseT Signal transduction mechanisms ;IPR000719 [Protein kinase domain]
ko00030 Pentose phosphate pathway ko00230 Purine metabolism ko01100 Metabolic pathways ko01200 Carbon metabolism ko01230 Biosynthesis of amino acidsPhosphoribosylpyrophosphate synthetaseFE Nucleotide transport and metabolism ; Amino acid transport and metabolism ;IPR005946 [Ribose-phosphate diphosphokinase] ; IPR029099[Ribose-phosphate pyrophosphokinase, N-terminal domain]
ko03013 RNA transport ko03015 mRNA surveillance pathway ko03018 RNA degradationRNA recognition motif (RRM) domainJ Translation, ribosomal structure and biogenesis ;IPR000504 [RNA recognition motif domain] ; IPR002004[Polyadenylate-binding protein/Hyperplastic disc protein]
ko03030 DNA replication ko03410 Base excision repair ko03420 Nucleotide excision repair ko03430 Mismatch repair ko04110 Cell cycle ko04530 Tight junction ko05161 Hepatitis B ko05166 HTLV-I infectionDNA polymerase III sliding clamp (beta) subunit, PCNA homologL Replication, recombination and repair ;IPR022648 [Proliferating cell nuclear antigen, PCNA, N-terminal] ; IPR022649[Proliferating cell nuclear antigen, PCNA, C-terminal]
ko00970 Aminoacyl-tRNA biosynthesisHistidyl-tRNA synthetaseJ Translation, ribosomal structure and biogenesis ;IPR000738 [WHEP-TRS domain] ; IPR004154[Anticodon-binding]
ko04974 Protein digestion and absorptionAutotransporter adhesinUW Intracellular trafficking, secretion, and vesicular transport ; Extracellular structures ;IPR000885 [Fibrillar collagen, C-terminal] ; IPR001791[Laminin G domain] ; IPR008160[Collagen triple helix repeat]
ko04151 PI3K-Akt signaling pathway ko04510 Focal adhesion ko04512 ECM-receptor interaction ko04974 Protein digestion and absorption ko05165 Human papillomavirus infectionAutotransporter adhesinUW Intracellular trafficking, secretion, and vesicular transport ; Extracellular structures ;IPR002035 [von Willebrand factor, type A] ; IPR008160[Collagen triple helix repeat]
ko04151 PI3K-Akt signaling pathway ko04510 Focal adhesion ko04512 ECM-receptor interaction ko04974 Protein digestion and absorption ko05165 Human papillomavirus infectionAutotransporter adhesinUW Intracellular trafficking, secretion, and vesicular transport ; Extracellular structures ;IPR002035 [von Willebrand factor, type A] ; IPR008160[Collagen triple helix repeat]
ko04151 PI3K-Akt signaling pathway ko04510 Focal adhesion ko04512 ECM-receptor interaction ko04974 Protein digestion and absorption ko05165 Human papillomavirus infectionTranscription elongation factorK Transcription ;IPR002035 [von Willebrand factor, type A] ; IPR002223[Pancreatic trypsin inhibitor Kunitz domain] ; IPR008160[Collagen triple helix repeat]
ko04610 Complement and coagulation cascadesMulticopper oxidase with three cupredoxin domains (includes cell division protein FtsP and spore coat protein CotA)DPM Cell cycle control, cell division, chromosome partitioning ; Inorganic ion transport and metabolism ; Cell wall/membrane/envelope biogenesis ;IPR000421 [Coagulation factor 5/8 C-terminal domain] ; IPR011707[Multicopper oxidase, type 3]
ko00230 Purine metabolism ko00983 Drug metabolism - other enzymes ko01100 Metabolic pathways CBS domainT Signal transduction mechanisms ;IPR000644 [CBS domain] ; IPR001093[IMP dehydrogenase/GMP reductase]
ko00330 Arginine and proline metabolism ko01100 Metabolic pathwaysProtein-arginine kinaseO Posttranslational modification, protein turnover, chaperones ;IPR022413 [ATP:guanido phosphotransferase, N-terminal] ; IPR022414[ATP:guanido phosphotransferase, catalytic domain]
ko00330 Arginine and proline metabolism ko01100 Metabolic pathwaysProtein-arginine kinaseO Posttranslational modification, protein turnover, chaperones ;IPR022413 [ATP:guanido phosphotransferase, N-terminal] ; IPR022414[ATP:guanido phosphotransferase, catalytic domain]
ko04510 Focal adhesion ko04520 Adherens junction ko04530 Tight junction ko04670 Leukocyte transendothelial migration ko04810 Regulation of actin cytoskeleton ko05146 Amoebiasis ko05203 Viral carcinogenesis ko05322 Systemic lupus erythematosus-- -- -- IPR001715 [Calponin homology domain] ; IPR002017[Spectrin repeat] ; IPR014837[EF-hand, Ca insensitive]
ko01521 EGFR tyrosine kinase inhibitor resistance ko01522 Endocrine resistance ko04012 ErbB signaling pathway ko04015 Rap1 signaling pathway ko04062 Chemokine signaling pathway ko04137 Mitophagy - animal ko04144 Endocytosis ko04360 Axon guidance ko04370 VEGF signaling pathway ko04510 Focal adhesion ko04520 Adherens junction ko04530 Tight junction ko04540 Gap junction ko04611 Platelet activation ko04727 GABAergic synapse ko04750 Inflammatory mediator regulation of TRP channels ko04810 Regulation of actin cytoskeleton ko04912 GnRH signaling pathway ko04915 Estrogen signaling pathway ko04917 Prolactin signaling pathway ko04919 Thyroid hormone signaling pathway ko04921 Oxytocin signaling pathway ko04926 Relaxin signaling pathway ko05100 Bacterial invasion of epithelial cells ko05120 Epithelial cell signaling in Helicobacter pylori infection ko05131 Shigellosis ko05152 Tuberculosis ko05161 Hepatitis B ko05167 Kaposi's sarcoma-associated herpesvirus infection ko05203 Viral carcinogenesis ko05205 Proteoglycans in caSerine/threonine protein kinaseT Signal transduction mechanisms ;IPR000980 [SH2 domain] ; IPR001245[Serine-threonine/tyrosine-protein kinase catalytic domain] ; IPR001452[SH3 domain]
-- Xaa-Pro aminopeptidaseE Amino acid transport and metabolism ;IPR000994 [Peptidase M24] ; IPR007865[Aminopeptidase P, N-terminal]
ko03450 Non-homologous end-joining-- -- -- IPR003034 [SAP domain] ; IPR005160[Ku70/Ku80 C-terminal arm] ; IPR005161[Ku70/Ku80, N-terminal alpha/beta] ; IPR006164[Ku70/Ku80 beta-barrel domain]
ko03450 Non-homologous end-joining-- -- -- IPR005160 [Ku70/Ku80 C-terminal arm] ; IPR005161[Ku70/Ku80, N-terminal alpha/beta] ; IPR006164[Ku70/Ku80 beta-barrel domain] ; IPR014893[Ku, C-terminal]
ko04140 Autophagy - animal ko04142 Lysosome ko04145 Phagosome ko05152 Tuberculosis-- -- -- IPR002000 [Lysosome-associated membrane glycoprotein]
-- Leucine-rich repeat (LRR) proteinK Transcription ;IPR001611 [Leucine-rich repeat]
-- Tfp pilus assembly protein FimVNW Cell motility ; Extracellular structures ;IPR000859 [CUB domain] ; IPR001506[Peptidase M12A] ; IPR001881[EGF-like calcium-binding domain]
ko04530 Tight junctionUncharacterized membrane protein YhgE, phage infection protein (PIP) familyS Function unknown ;IPR001609 [Myosin head, motor domain] ; IPR002928[Myosin tail] ; IPR004009[Myosin, N-terminal, SH3-like]
ko04514 Cell adhesion molecules (CAMs) ko05020 Prion diseasesUncharacterized surface anchored proteinS Function unknown ;IPR003961 [Fibronectin type III] ; IPR013098[Immunoglobulin I-set]
ko04514 Cell adhesion molecules (CAMs)Spore coat protein CotHM Cell wall/membrane/envelope biogenesis ;IPR000436 [Sushi/SCR/CCP domain] ; IPR000538[Link domain] ; IPR000742[EGF-like domain] ; IPR001304[C-type lectin-like] ; IPR013106[Immunoglobulin V-set domain]
ko04151 PI3K-Akt signaling pathway ko04510 Focal adhesion ko04512 ECM-receptor interaction ko04514 Cell adhesion molecules (CAMs) ko04640 Hematopoietic cell lineage ko04670 Leukocyte transendothelial migration ko04672 Intestinal immune network for IgA production ko04810 Regulation of actin cytoskeleton ko05140 Leishmaniasis ko05165 Human papillomavirus infection ko05410 Hypertrophic cardiomyopathy (HCM) ko05412 Arrhythmogenic right ventricular cardiomyopathy (ARVC) ko05414 Dilated cardiomyopathy (DCM)Cytolysin, a secreted calcineurin-like phosphataseU Intracellular trafficking, secretion, and vesicular transport ;IPR013517 [FG-GAP repeat] ; IPR013649[Integrin alpha-2]
ko04152 AMPK signaling pathway ko04921 Oxytocin signaling pathwayTranslation elongation factor EF-G, a GTPaseJ Translation, ribosomal structure and biogenesis ;IPR000640 [Translation elongation factor EFG, V domain] ; IPR004161[Translation elongation factor EFTu-like, domain 2] ; IPR005517[Translation elongation factor EFG/EF2, domain IV] ; IPR009022[Elongation factor G, III-V domain]
-- -- -- -- IPR001664 [Intermediate filament protein]
-- -- -- -- IPR001664 [Intermediate filament protein] ; IPR032444[Keratin type II head]
ko04141 Protein processing in endoplasmic reticulum ko04918 Thyroid hormone synthesis ko05110 Vibrio cholerae infectionNegative regulator of GroEL, contains thioredoxin-like and TPR-like domainsO Posttranslational modification, protein turnover, chaperones ;IPR013766 [Thioredoxin domain]
-- -- -- -- IPR018105 [Translationally controlled tumour protein]
ko00860 Porphyrin and chlorophyll metabolism ko01100 Metabolic pathways Delta-aminolevulinic acid dehydratase, porphobilinogen synthaseH Coenzyme transport and metabolism ;IPR001731 [Delta-aminolevulinic acid dehydratase]
-- -- -- -- IPR001715 [Calponin homology domain] ; IPR002048[EF-hand domain]
-- -- -- -- IPR001715 [Calponin homology domain] ; IPR002048[EF-hand domain]
-- Dipeptidyl aminopeptidase/acylaminoacyl peptidaseE Amino acid transport and metabolism ;IPR001375 [Peptidase S9, prolyl oligopeptidase, catalytic domain]
ko00500 Starch and sucrose metabolism ko01100 Metabolic pathways ko04151 PI3K-Akt signaling pathway ko04152 AMPK signaling pathway ko04910 Insulin signaling pathway ko04922 Glucagon signaling pathway ko04931 Insulin resistanceGlycosyltransferase involved in cell wall bisynthesisM Cell wall/membrane/envelope biogenesis ;IPR008631 [Glycogen synthase]
ko04910 Insulin signaling pathwaycAMP-binding domain of CRP or a regulatory subunit of cAMP-dependent protein kinasesT Signal transduction mechanisms ;IPR000595 [Cyclic nucleotide-binding domain] ; IPR003117[cAMP-dependent protein kinase regulatory subunit, dimerization-anchoring domain]



ko00010 Glycolysis / Gluconeogenesis ko01100 Metabolic pathways ko01200 Carbon metabolism ko01230 Biosynthesis of amino acids ko03018 RNA degradation ko04066 HIF-1 signaling pathwayEnolase G Carbohydrate transport and metabolism ;IPR020810 [Enolase, C-terminal TIM barrel domain] ; IPR020811[Enolase, N-terminal]
ko03022 Basal transcription factors-- -- -- IPR003196 [Transcription initiation factor IIF, beta subunit]
ko00350 Tyrosine metabolism ko00360 Phenylalanine metabolismPhenylpyruvate tautomerase PptA, 4-oxalocrotonate tautomerase familyQ Secondary metabolites biosynthesis, transport and catabolism ;IPR001398 [Macrophage migration inhibitory factor]
ko04141 Protein processing in endoplasmic reticulumCell division protein FtsND Cell cycle control, cell division, chromosome partitioning ;IPR002048 [EF-hand domain] ; IPR009011[Mannose-6-phosphate receptor binding domain] ; IPR028146[Glucosidase II beta subunit, N-terminal]
ko00900 Terpenoid backbone biosynthesis ko01100 Metabolic pathways ko05164 Influenza A ko05166 HTLV-I infectionGeranylgeranyl pyrophosphate synthaseH Coenzyme transport and metabolism ;IPR000092 [Polyprenyl synthetase]
-- Murein tripeptide amidase MpaAM Cell wall/membrane/envelope biogenesis ;IPR000834 [Peptidase M14, carboxypeptidase A]
-- Glucose/arabinose dehydrogenase, beta-propeller foldG Carbohydrate transport and metabolism ;IPR000033 [LDLR class B repeat] ; IPR000716[Thyroglobulin type-1] ; IPR001881[EGF-like calcium-binding domain] ; IPR003886[NIDO domain] ; IPR006605[G2 nidogen/fibulin G2F] ; IPR024731[EGF domain] ; IPR026823[Complement Clr-like EGF domain]
ko00010 Glycolysis / Gluconeogenesis ko00040 Pentose and glucuronate interconversions ko00561 Glycerolipid metabolism ko01100 Metabolic pathways Aldo/keto reductase, related to diketogulonate reductaseQ Secondary metabolites biosynthesis, transport and catabolism ;IPR023210 [NADP-dependent oxidoreductase domain]
ko00010 Glycolysis / Gluconeogenesis ko00230 Purine metabolism ko00620 Pyruvate metabolism ko01100 Metabolic pathways ko01200 Carbon metabolism ko01230 Biosynthesis of amino acids ko04922 Glucagon signaling pathway ko04930 Type II diabetes mellitus ko05165 Human papillomavirus infection ko05203 Viral carcinogenesis ko05230 Central carbon metabolism in cancerPhosphohistidine swiveling domain of PEP-utilizing enzymesT Signal transduction mechanisms ;IPR015793 [Pyruvate kinase, barrel] ; IPR015795[Pyruvate kinase, C-terminal]
ko04141 Protein processing in endoplasmic reticulum ko04151 PI3K-Akt signaling pathway ko04657 IL-17 signaling pathway ko04915 Estrogen signaling pathway ko04918 Thyroid hormone synthesis ko05200 Pathways in cancer ko05215 Prostate cancer ko05418 Fluid shear stress and atherosclerosisMolecular chaperone, HSP90 familyO Posttranslational modification, protein turnover, chaperones ;IPR001404 [Heat shock protein Hsp90 family] ; IPR003594[Histidine kinase-like ATPase, C-terminal domain]
ko03040 Spliceosome ko05322 Systemic lupus erythematosus-- -- -- IPR001163 [LSM domain, eukaryotic/archaea-type]
ko01522 Endocrine resistance ko04657 IL-17 signaling pathway ko04668 TNF signaling pathway ko04670 Leukocyte transendothelial migration ko04915 Estrogen signaling pathway ko04926 Relaxin signaling pathway ko05161 Hepatitis B ko05200 Pathways in cancer ko05202 Transcriptional misregulation in cancer ko05205 Proteoglycans in cancer ko05206 MicroRNAs in cancer ko05215 Prostate cancer ko05219 Bladder cancer ko05418 Fluid shear stress and atherosclerosisPredicted Zn-dependent proteaseO Posttranslational modification, protein turnover, chaperones ;IPR000562 [Fibronectin, type II, collagen-binding] ; IPR001818[Peptidase M10, metallopeptidase] ; IPR002477[Peptidoglycan binding-like] ; IPR018487[Hemopexin-like repeats]
-- -- -- -- IPR000504 [RNA recognition motif domain]
ko05200 Pathways in cancer ko05202 Transcriptional misregulation in cancer ko05221 Acute myeloid leukemia ko05226 Gastric cancer ko05412 Arrhythmogenic right ventricular cardiomyopathy (ARVC)-- -- -- IPR000225 [Armadillo]
ko00220 Arginine biosynthesis ko00250 Alanine, aspartate and glutamate metabolism ko00630 Glyoxylate and dicarboxylate metabolism ko00910 Nitrogen metabolism ko01100 Metabolic pathways ko01230 Biosynthesis of amino acids ko04217 Necroptosis ko04724 Glutamatergic synapse ko04727 GABAergic synapseGlutamine synthetaseE Amino acid transport and metabolism ;IPR008146 [Glutamine synthetase, catalytic domain] ; IPR008147[Glutamine synthetase, beta-Grasp domain]
ko00040 Pentose and glucuronate interconversions ko00051 Fructose and mannose metabolism ko00052 Galactose metabolism ko00561 Glycerolipid metabolism ko00790 Folate biosynthesis ko01100 Metabolic pathwaysAldo/keto reductase, related to diketogulonate reductaseQ Secondary metabolites biosynthesis, transport and catabolism ;IPR023210 [NADP-dependent oxidoreductase domain]
ko00480 Glutathione metabolism ko01100 Metabolic pathways ko04614 Renin-angiotensin system ko04640 Hematopoietic cell lineageAminopeptidase NE Amino acid transport and metabolism ;IPR014782 [Peptidase M1, membrane alanine aminopeptidase, N-terminal] ; IPR024571[ERAP1-like C-terminal domain]
ko04514 Cell adhesion molecules (CAMs)-- -- -- IPR013106 [Immunoglobulin V-set domain] ; IPR013162[CD80-like, immunoglobulin C2-set]
-- Bacillopeptidase F, M6 metalloprotease familyO Posttranslational modification, protein turnover, chaperones ;IPR000834 [Peptidase M14, carboxypeptidase A]
ko04060 Cytokine-cytokine receptor interaction ko04066 HIF-1 signaling pathway ko04217 Necroptosis ko04380 Osteoclast differentiation ko04630 Jak-STAT signaling pathway ko04650 Natural killer cell mediated cytotoxicity ko04658 Th1 and Th2 cell differentiation ko04659 Th17 cell differentiation ko05132 Salmonella infection ko05140 Leishmaniasis ko05142 Chagas disease (American trypanosomiasis) ko05145 Toxoplasmosis ko05152 Tuberculosis ko05162 Measles ko05164 Influenza A ko05167 Kaposi's sarcoma-associated herpesvirus infection ko05168 Herpes simplex infection ko05200 Pathways in cancer ko05321 Inflammatory bowel disease (IBD)-- -- -- IPR003961 [Fibronectin type III] ; IPR021126[Interferon gamma receptor, poxvirus/mammal]
-- -- -- -- IPR001578 [Peptidase C12, ubiquitin carboxyl-terminal hydrolase]
ko04610 Complement and coagulation cascades ko05162 Measles-- -- -- IPR000436 [Sushi/SCR/CCP domain]
ko00230 Purine metabolism ko00240 Pyrimidine metabolism ko01100 Metabolic pathways Nucleoside diphosphate kinaseF Nucleotide transport and metabolism ;IPR001564 [Nucleoside diphosphate kinase]
ko00130 Ubiquinone and other terpenoid-quinone biosynthesis ko05200 Pathways in cancer ko05225 Hepatocellular carcinoma ko05418 Fluid shear stress and atherosclerosisPutative NADPH-quinone reductase (modulator of drug activity B)R General function prediction only ;IPR003680 [Flavodoxin-like fold]
ko03010 RibosomeRibosomal protein S5J Translation, ribosomal structure and biogenesis ;IPR005324 [Ribosomal protein S5, C-terminal] ; IPR013810[Ribosomal protein S5, N-terminal]

Molecular Function:metalloendopeptidase inhibitor activity (GO:0008191)-- -- -- IPR001820 [Protease inhibitor I35 (TIMP)]
ko04512 ECM-receptor interaction ko04640 Hematopoietic cell lineage ko05131 Shigellosis ko05169 Epstein-Barr virus infection ko05205 Proteoglycans in cancer ko05206 MicroRNAs in cancer-- -- -- IPR000538 [Link domain]
-- Spore coat protein CotHM Cell wall/membrane/envelope biogenesis ;IPR000436 [Sushi/SCR/CCP domain] ; IPR000538[Link domain] ; IPR001304[C-type lectin-like] ; IPR013106[Immunoglobulin V-set domain]
ko04012 ErbB signaling pathway ko04360 Axon guidance ko04660 T cell receptor signaling pathway ko05130 Pathogenic Escherichia coli infection-- -- -- IPR000980 [SH2 domain] ; IPR001452[SH3 domain]
-- -- -- -- IPR005818 [Linker histone H1/H5, domain H15]
-- -- -- -- IPR005818 [Linker histone H1/H5, domain H15]
ko00562 Inositol phosphate metabolism ko01100 Metabolic pathways ko01521 EGFR tyrosine kinase inhibitor resistance ko04012 ErbB signaling pathway ko04014 Ras signaling pathway ko04020 Calcium signaling pathway ko04064 NF-kappa B signaling pathway ko04066 HIF-1 signaling pathway ko04070 Phosphatidylinositol signaling system ko04072 Phospholipase D signaling pathway ko04360 Axon guidance ko04370 VEGF signaling pathway ko04380 Osteoclast differentiation ko04611 Platelet activation ko04650 Natural killer cell mediated cytotoxicity ko04662 B cell receptor signaling pathway ko04664 Fc epsilon RI signaling pathway ko04666 Fc gamma R-mediated phagocytosis ko04670 Leukocyte transendothelial migration ko04722 Neurotrophin signaling pathway ko04750 Inflammatory mediator regulation of TRP channels ko04919 Thyroid hormone signaling pathway ko04933 AGE-RAGE signaling pathway in diabetic complications ko05110 Vibrio cholerae infection ko05120 Epithelial cell signaling in Helicobacter pylori infection ko05167 Kaposi's sarcom-- -- -- IPR000008 [C2 domain] ; IPR000909[Phosphatidylinositol-specific phospholipase C, X domain] ; IPR000980[SH2 domain] ; IPR001452[SH3 domain] ; IPR001711[Phospholipase C, phosphatidylinositol-specific, Y domain]
ko00350 Tyrosine metabolism ko01100 Metabolic pathways 2-keto-4-pentenoate hydratase/2-oxohepta-3-ene-1,7-dioic acid hydratase (catechol pathway)Q Secondary metabolites biosynthesis, transport and catabolism ;IPR011234 [Fumarylacetoacetase, C-terminal-related] ; IPR015377[Fumarylacetoacetase, N-terminal]
ko04010 MAPK signaling pathway ko05206 MicroRNAs in cancer-- -- -- IPR000956 [Stathmin family]
ko04530 Tight junctionCold shock protein, CspA familyK Transcription ;IPR002059 [Cold-shock protein, DNA-binding]
ko03040 Spliceosome ko04010 MAPK signaling pathway ko04141 Protein processing in endoplasmic reticulum ko04144 Endocytosis ko04213 Longevity regulating pathway - multiple species ko04612 Antigen processing and presentation ko04915 Estrogen signaling pathway ko05134 Legionellosis ko05145 Toxoplasmosis ko05162 Measles ko05164 Influenza A ko05169 Epstein-Barr virus infectionMolecular chaperone DnaK (HSP70)O Posttranslational modification, protein turnover, chaperones ;IPR013126 [Heat shock protein 70 family]
ko04910 Insulin signaling pathwayGTPase SAR1 family domainR General function prediction only ;IPR001806 [Small GTPase superfamily]
-- -- -- -- --
ko00220 Arginine biosynthesis ko00250 Alanine, aspartate and glutamate metabolism ko00270 Cysteine and methionine metabolism ko00330 Arginine and proline metabolism ko00350 Tyrosine metabolism ko00360 Phenylalanine metabolism ko00400 Phenylalanine, tyrosine and tryptophan biosynthesis ko01100 Metabolic pathways ko01200 Carbon metabolism ko01210 2-Oxocarboxylic acid metabolism ko01230 Biosynthesis of amino acidsAspartate/tyrosine/aromatic aminotransferaseE Amino acid transport and metabolism ;IPR004839 [Aminotransferase, class I/classII]
ko04145 Phagosome ko04151 PI3K-Akt signaling pathway ko04510 Focal adhesion ko04512 ECM-receptor interaction ko04611 Platelet activation ko04640 Hematopoietic cell lineage ko04810 Regulation of actin cytoskeleton ko05165 Human papillomavirus infection ko05200 Pathways in cancer ko05205 Proteoglycans in cancer ko05222 Small cell lung cancer ko05410 Hypertrophic cardiomyopathy (HCM) ko05412 Arrhythmogenic right ventricular cardiomyopathy (ARVC) ko05414 Dilated cardiomyopathy (DCM)Ca2+-binding protein, RTX toxin-relatedQ Secondary metabolites biosynthesis, transport and catabolism ;IPR002035 [von Willebrand factor, type A] ; IPR013517[FG-GAP repeat] ; IPR013649[Integrin alpha-2]
ko04540 Gap junction ko05412 Arrhythmogenic right ventricular cardiomyopathy (ARVC)-- -- -- IPR013092 [Connexin, N-terminal] ; IPR013124[Gap junction alpha-1 protein (Cx43), C-terminal]
ko00120 Primary bile acid biosynthesis ko00140 Steroid hormone biosynthesis ko01100 Metabolic pathwaysAldo/keto reductase, related to diketogulonate reductaseQ Secondary metabolites biosynthesis, transport and catabolism ;IPR023210 [NADP-dependent oxidoreductase domain]
ko04141 Protein processing in endoplasmic reticulum ko04210 Apoptosis ko04217 Necroptosis ko04218 Cellular senescence ko04510 Focal adhesion ko05010 Alzheimer's diseaseSerine protease, subtilase familyO Posttranslational modification, protein turnover, chaperones ;IPR001300 [Peptidase C2, calpain, catalytic domain] ; IPR002048[EF-hand domain] ; IPR022682[Peptidase C2, calpain, large subunit, domain III]
ko00240 Pyrimidine metabolism ko01100 Metabolic pathwaysCTP synthase (UTP-ammonia lyase)F Nucleotide transport and metabolism ;IPR017456 [CTP synthase, N-terminal] ; IPR017926[Glutamine amidotransferase]
ko03040 Spliceosome ko05202 Transcriptional misregulation in cancer ko05205 Proteoglycans in cancerSuperfamily II DNA and RNA helicaseL Replication, recombination and repair ;IPR001650 [Helicase, C-terminal] ; IPR011545[DEAD/DEAH box helicase domain] ; IPR012587[RNA helicase p68 repeat]
ko00010 Glycolysis / Gluconeogenesis ko00030 Pentose phosphate pathway ko00051 Fructose and mannose metabolism ko00052 Galactose metabolism ko01100 Metabolic pathways ko01200 Carbon metabolism ko01230 Biosynthesis of amino acids ko03018 RNA degradation ko04152 AMPK signaling pathway ko05230 Central carbon metabolism in cancer6-phosphofructokinaseG Carbohydrate transport and metabolism ;IPR000023 [Phosphofructokinase domain]
ko04115 p53 signaling pathway ko04218 Cellular senescence ko05202 Transcriptional misregulation in cancer-- -- -- IPR000716 [Thyroglobulin type-1] ; IPR000867[Insulin-like growth factor-binding protein, IGFBP]
ko04010 MAPK signaling pathway ko04014 Ras signaling pathway ko04015 Rap1 signaling pathway ko04060 Cytokine-cytokine receptor interaction ko04066 HIF-1 signaling pathway ko04151 PI3K-Akt signaling pathway ko04510 Focal adhesion ko05202 Transcriptional misregulation in cancer ko05323 Rheumatoid arthritisPeriplasmic component of the Tol biopolymer transport systemU Intracellular trafficking, secretion, and vesicular transport ;IPR001245 [Serine-threonine/tyrosine-protein kinase catalytic domain] ; IPR013098[Immunoglobulin I-set] ; IPR013151[Immunoglobulin]
ko03050 Proteasome ko05169 Epstein-Barr virus infectionATP-dependent 26S proteasome regulatory subunitO Posttranslational modification, protein turnover, chaperones ;IPR003959 [ATPase, AAA-type, core]
-- Chaperonin GroEL (HSP60 family)O Posttranslational modification, protein turnover, chaperones ;IPR002423 [Chaperonin Cpn60/TCP-1 family]
ko04520 Adherens junction ko04910 Insulin signaling pathway ko04931 Insulin resistanceProtein tyrosine phosphataseT Signal transduction mechanisms ;IPR000242 [PTP type protein phosphatase]
-- -- -- -- IPR000716 [Thyroglobulin type-1] ; IPR000867[Insulin-like growth factor-binding protein, IGFBP]
ko03010 RibosomeRibosomal protein L35AE/L33AJ Translation, ribosomal structure and biogenesis ;IPR001780 [Ribosomal protein L35A]
-- GTPase SAR1 family domainR General function prediction only ;IPR006689 [Small GTPase superfamily, ARF/SAR type]
ko03010 RibosomeRibosomal protein L30/L7EJ Translation, ribosomal structure and biogenesis ;IPR012988 [Ribosomal protein L30, N-terminal] ; IPR016082[Ribosomal protein L30, ferredoxin-like fold domain]
ko04510 Focal adhesion ko04520 Adherens junction ko04670 Leukocyte transendothelial migration ko04810 Regulation of actin cytoskeleton ko05100 Bacterial invasion of epithelial cells ko05131 Shigellosis ko05146 Amoebiasis-- -- -- IPR006077 [Vinculin/alpha-catenin]
-- Protein tyrosine phosphataseT Signal transduction mechanisms ;IPR000242 [PTP type protein phosphatase]
ko03010 RibosomeRibosomal protein L22J Translation, ribosomal structure and biogenesis ;IPR001063 [Ribosomal protein L22/L17]



ko00010 Glycolysis / Gluconeogenesis ko00260 Glycine, serine and threonine metabolism ko01100 Metabolic pathways ko01200 Carbon metabolism ko01230 Biosynthesis of amino acids ko04922 Glucagon signaling pathway ko05230 Central carbon metabolism in cancerPhosphoglycerate mutase (BPG-dependent)G Carbohydrate transport and metabolism ;IPR013078 [Histidine phosphatase superfamily, clade-1]
-- Alpha-tubulin suppressor and related RCC1 domain-containing proteinsDZ Cell cycle control, cell division, chromosome partitioning ; Cytoskeleton ;IPR000408 [Regulator of chromosome condensation, RCC1]
ko03030 DNA replication ko03410 Base excision repair ko03420 Nucleotide excision repair ko03430 Mismatch repairATP-dependent DNA ligaseL Replication, recombination and repair ;IPR012308 [DNA ligase, ATP-dependent, N-terminal] ; IPR012309[DNA ligase, ATP-dependent, C-terminal] ; IPR012310[DNA ligase, ATP-dependent, central]
-- DNA-binding beta-propeller fold protein YncER General function prediction only ;IPR000323 [Copper type II, ascorbate-dependent monooxygenase, N-terminal] ; IPR001258[NHL repeat] ; IPR024548[Copper type II ascorbate-dependent monooxygenase, C-terminal]
ko04514 Cell adhesion molecules (CAMs) ko05412 Arrhythmogenic right ventricular cardiomyopathy (ARVC)Large exoprotein involved in heme utilization or adhesionU Intracellular trafficking, secretion, and vesicular transport ;IPR000233 [Cadherin, cytoplasmic domain] ; IPR002126[Cadherin] ; IPR014868[Cadherin prodomain]
ko05130 Pathogenic Escherichia coli infectionRNA recognition motif (RRM) domainJ Translation, ribosomal structure and biogenesis ;IPR000504 [RNA recognition motif domain]
ko00010 Glycolysis / Gluconeogenesis ko00051 Fructose and mannose metabolism ko00052 Galactose metabolism ko00500 Starch and sucrose metabolism ko00520 Amino sugar and nucleotide sugar metabolism ko00524 Neomycin, kanamycin and gentamicin biosynthesis ko01100 Metabolic pathways ko01200 Carbon metabolism ko04066 HIF-1 signaling pathway ko04910 Insulin signaling pathway ko04930 Type II diabetes mellitus ko04973 Carbohydrate digestion and absorption ko05230 Central carbon metabolism in cancerHexokinaseG Carbohydrate transport and metabolism ;IPR022672 [Hexokinase, N-terminal] ; IPR022673[Hexokinase, C-terminal]
ko00230 Purine metabolism ko00240 Pyrimidine metabolism ko01100 Metabolic pathways ko03020 RNA polymerase ko05016 Huntington's disease ko05169 Epstein-Barr virus infectionDNA-directed RNA polymerase, alpha subunit/40 kD subunitK Transcription ;IPR011262 [DNA-directed RNA polymerase, insert domain] ; IPR011263[DNA-directed RNA polymerase, RpoA/D/Rpb3-type]
ko04010 MAPK signaling pathway ko04060 Cytokine-cytokine receptor interaction ko04064 NF-kappa B signaling pathway ko04071 Sphingolipid signaling pathway ko04150 mTOR signaling pathway ko04210 Apoptosis ko04215 Apoptosis - multiple species ko04217 Necroptosis ko04380 Osteoclast differentiation ko04668 TNF signaling pathway ko04920 Adipocytokine signaling pathway ko04931 Insulin resistance ko04932 Non-alcoholic fatty liver disease (NAFLD) ko05010 Alzheimer's disease ko05014 Amyotrophic lateral sclerosis (ALS) ko05142 Chagas disease (American trypanosomiasis) ko05145 Toxoplasmosis ko05152 Tuberculosis ko05160 Hepatitis C ko05164 Influenza A ko05165 Human papillomavirus infection ko05166 HTLV-I infection ko05167 Kaposi's sarcoma-associated herpesvirus infection ko05168 Herpes simplex infection ko05418 Fluid shear stress and atherosclerosis-- -- -- IPR000488 [Death domain] ; IPR001368[TNFR/NGFR cysteine-rich region]
ko04141 Protein processing in endoplasmic reticulum ko04217 Necroptosis ko05160 Hepatitis C ko05162 Measles ko05164 Influenza A ko05165 Human papillomavirus infection ko05167 Kaposi's sarcoma-associated herpesvirus infection ko05168 Herpes simplex infection ko05169 Epstein-Barr virus infection ko05203 Viral carcinogenesisSerine/threonine protein kinaseT Signal transduction mechanisms ;IPR000719 [Protein kinase domain] ; IPR014720[Double-stranded RNA-binding domain]
ko00270 Cysteine and methionine metabolism ko00330 Arginine and proline metabolism ko00410 beta-Alanine metabolism ko00480 Glutathione metabolism ko01100 Metabolic pathwaysSpermidine synthaseE Amino acid transport and metabolism ;--
ko04024 cAMP signaling pathway ko04260 Cardiac muscle contraction ko04261 Adrenergic signaling in cardiomyocytes ko04371 Apelin signaling pathway ko04810 Regulation of actin cytoskeleton ko04919 Thyroid hormone signaling pathway ko04970 Salivary secretion ko04971 Gastric acid secretion ko04972 Pancreatic secretion ko04976 Bile secretion ko05205 Proteoglycans in cancerNhaP-type Na+/H+ or K+/H+ antiporterP Inorganic ion transport and metabolism ;IPR006153 [Cation/H+ exchanger] ; IPR032103[Sodium/hydrogen exchanger, regulatory region]
ko03008 Ribosome biogenesis in eukaryotes ko04064 NF-kappa B signaling pathway ko04137 Mitophagy - animal ko04310 Wnt signaling pathway ko04520 Adherens junction ko05162 Measles ko05168 Herpes simplex infection ko05169 Epstein-Barr virus infectionSerine/threonine protein kinaseT Signal transduction mechanisms ;IPR000719 [Protein kinase domain]
-- Secreted protein containing bacterial Ig-like domain and vWFA domainR General function prediction only ;IPR002035 [von Willebrand factor, type A] ; IPR010600[Inter-alpha-trypsin inhibitor heavy chain, C-terminal] ; IPR013694[VIT domain]
-- Secreted protein containing bacterial Ig-like domain and vWFA domainR General function prediction only ;IPR002035 [von Willebrand factor, type A] ; IPR010600[Inter-alpha-trypsin inhibitor heavy chain, C-terminal] ; IPR013694[VIT domain]
ko03013 RNA transportTranslation initiation factor 2, beta subunit (eIF-2beta)/eIF-5 N-terminal domainJ Translation, ribosomal structure and biogenesis ;IPR002735 [Translation initiation factor IF2/IF5]
-- GTPase SAR1 family domainR General function prediction only ;IPR001806 [Small GTPase superfamily]
ko04144 EndocytosisGTPase SAR1 family domainR General function prediction only ;IPR001806 [Small GTPase superfamily]
-- GTPase SAR1 family domainR General function prediction only ;IPR001806 [Small GTPase superfamily]
ko00230 Purine metabolism ko04022 cGMP-PKG signaling pathway ko04270 Vascular smooth muscle contraction ko04921 Oxytocin signaling pathwaySignal transduction histidine kinase involved in nitrogen fixation and metabolism regulationT Signal transduction mechanisms ;IPR001054 [Adenylyl cyclase class-3/4/guanylyl cyclase] ; IPR001245[Serine-threonine/tyrosine-protein kinase catalytic domain] ; IPR001828[Receptor, ligand binding region]
ko03050 Proteasome20S proteasome, alpha and beta subunitsO Posttranslational modification, protein turnover, chaperones ;IPR001353 [Proteasome, subunit alpha/beta]
ko04210 Apoptosis -- -- -- IPR001322 [Lamin Tail Domain] ; IPR001664[Intermediate filament protein]
-- Uncharacterized conserved protein YfaS, alpha-2-macroglobulin familyR General function prediction only ;IPR001599 [Alpha-2-macroglobulin] ; IPR002890[Alpha-2-macroglobulin, N-terminal] ; IPR009048[Alpha-macroglobulin, receptor-binding] ; IPR011625[Alpha-2-macroglobulin, N-terminal 2] ; IPR011626[Alpha-macroglobulin complement component] ; IPR019565[Alpha-2-macroglobulin, thiol-ester bond-forming]
-- Leucine-rich repeat (LRR) proteinK Transcription ;IPR001611 [Leucine-rich repeat]
ko04151 PI3K-Akt signaling pathway ko04510 Focal adhesion ko04512 ECM-receptor interaction ko04974 Protein digestion and absorption ko05165 Human papillomavirus infectionAutotransporter adhesinUW Intracellular trafficking, secretion, and vesicular transport ; Extracellular structures ;IPR008160 [Collagen triple helix repeat]
ko04974 Protein digestion and absorptionAutotransporter adhesinUW Intracellular trafficking, secretion, and vesicular transport ; Extracellular structures ;IPR000885 [Fibrillar collagen, C-terminal] ; IPR008160[Collagen triple helix repeat]
ko04010 MAPK signaling pathway ko04014 Ras signaling pathway ko04360 Axon guidance-- -- -- IPR000008 [C2 domain] ; IPR000980[SH2 domain] ; IPR001452[SH3 domain] ; IPR001849[Pleckstrin homology domain] ; IPR001936[Ras GTPase-activating protein]
-- -- -- -- IPR004931 [Prothymosin/parathymosin]
-- Serine/threonine protein kinaseT Signal transduction mechanisms ;IPR000719 [Protein kinase domain]
ko00480 Glutathione metabolism ko00980 Metabolism of xenobiotics by cytochrome P450 ko00982 Drug metabolism - cytochrome P450 ko01524 Platinum drug resistance ko05200 Pathways in cancer ko05204 Chemical carcinogenesis ko05225 Hepatocellular carcinoma ko05418 Fluid shear stress and atherosclerosisGlutathione S-transferaseO Posttranslational modification, protein turnover, chaperones ;IPR004045 [Glutathione S-transferase, N-terminal] ; IPR004046[Glutathione S-transferase, C-terminal]
ko00190 Oxidative phosphorylation ko01100 Metabolic pathways ko04145 Phagosome ko04150 mTOR signaling pathway ko04721 Synaptic vesicle cycle ko04966 Collecting duct acid secretion ko05110 Vibrio cholerae infection ko05120 Epithelial cell signaling in Helicobacter pylori infection ko05323 Rheumatoid arthritisArchaeal/vacuolar-type H+-ATPase subunit B/Vma2C Energy production and conversion ;IPR000194 [ATPase, F1/V1/A1 complex, alpha/beta subunit, nucleotide-binding domain] ; IPR004100[ATPase, F1/V1/A1 complex, alpha/beta subunit, N-terminal domain]
ko00190 Oxidative phosphorylation ko01100 Metabolic pathways ko04145 Phagosome ko04150 mTOR signaling pathway ko04721 Synaptic vesicle cycle ko04966 Collecting duct acid secretion ko05110 Vibrio cholerae infection ko05120 Epithelial cell signaling in Helicobacter pylori infection ko05323 Rheumatoid arthritis-- -- -- IPR004907 [ATPase, V1 complex, subunit C]
-- -- -- -- IPR001781 [Zinc finger, LIM-type]
ko04010 MAPK signaling pathway ko04510 Focal adhesion ko05132 Salmonella infection ko05205 Proteoglycans in cancerAutotransporter translocation and assembly factor TamBU Intracellular trafficking, secretion, and vesicular transport ;IPR001715 [Calponin homology domain] ; IPR017868[Filamin/ABP280 repeat-like]
ko01521 EGFR tyrosine kinase inhibitor resistance ko04010 MAPK signaling pathway ko04014 Ras signaling pathway-- -- -- IPR001251 [CRAL-TRIO lipid binding domain] ; IPR001936[Ras GTPase-activating protein]
ko00020 Citrate cycle (TCA cycle) ko00630 Glyoxylate and dicarboxylate metabolism ko01100 Metabolic pathways ko01200 Carbon metabolism ko01210 2-Oxocarboxylic acid metabolism ko01230 Biosynthesis of amino acidsAconitase AC Energy production and conversion ;IPR000573 [Aconitase A/isopropylmalate dehydratase small subunit, swivel domain] ; IPR001030[Aconitase/3-isopropylmalate dehydratase large subunit, alpha/beta/alpha domain]
ko04068 FoxO signaling pathway ko04071 Sphingolipid signaling pathway ko04080 Neuroactive ligand-receptor interaction-- -- -- IPR000276 [G protein-coupled receptor, rhodopsin-like]
ko00230 Purine metabolism ko00240 Pyrimidine metabolism ko00760 Nicotinate and nicotinamide metabolism ko01100 Metabolic pathways 2',3'-cyclic-nucleotide 2'-phosphodiesterase/5'- or 3'-nucleotidase, 5'-nucleotidase familyFV Nucleotide transport and metabolism ; Defense mechanisms ;IPR004843 [Calcineurin-like phosphoesterase domain, ApaH type] ; IPR008334[5'-Nucleotidase, C-terminal]
-- Leucine-rich repeat (LRR) proteinK Transcription ;IPR000372 [Leucine-rich repeat N-terminal domain] ; IPR001611[Leucine-rich repeat]
ko04640 Hematopoietic cell lineage-- -- -- IPR018499 [Tetraspanin/Peripherin]
ko00140 Steroid hormone biosynthesis ko00350 Tyrosine metabolism ko01100 Metabolic pathways ko04728 Dopaminergic synapsePredicted O-methyltransferase YrrMR General function prediction only ;IPR002935 [O-methyltransferase, family 3]
ko05016 Huntington's disease-- -- -- IPR001102 [Transglutaminase, N-terminal] ; IPR002931[Transglutaminase-like] ; IPR008958[Transglutaminase, C-terminal]
-- -- -- -- IPR000648 [Oxysterol-binding protein] ; IPR001849[Pleckstrin homology domain]
ko00230 Purine metabolism ko00670 One carbon pool by folate ko01100 Metabolic pathways ko01523 Antifolate resistancePhosphoribosylamine-glycine ligaseF Nucleotide transport and metabolism ;IPR002376 [Formyl transferase, N-terminal] ; IPR010918[AIR synthase-related protein, C-terminal domain] ; IPR016188[PurM-like, N-terminal domain] ; IPR020560[Phosphoribosylglycinamide synthetase, C-domain] ; IPR020561[Phosphoribosylglycinamide synthetase, ATP-grasp (A) domain] ; IPR020562[Phosphoribosylglycinamide synthetase, N-terminal]
ko04151 PI3K-Akt signaling pathway ko04510 Focal adhesion ko04512 ECM-receptor interaction ko05165 Human papillomavirus infection ko05206 MicroRNAs in cancerPhage-related protein, tail componentX Mobilome: prophages, transposons;IPR002181 [Fibrinogen, alpha/beta/gamma chain, C-terminal globular domain] ; IPR003961[Fibronectin type III] ; IPR013111[EGF-like domain, extracellular]
ko00230 Purine metabolism ko01100 Metabolic pathways Phosphoribosylaminoimidazole-succinocarboxamide synthaseF Nucleotide transport and metabolism ;IPR000031 [PurE domain] ; IPR028923[SAICAR synthetase/ADE2, N-terminal]
ko00564 Glycerophospholipid metabolism ko04725 Cholinergic synapseCarboxylesterase type BI Lipid transport and metabolism ;IPR002018 [Carboxylesterase, type B] ; IPR014788[Acetylcholinesterase, tetramerisation domain]
ko04120 Ubiquitin mediated proteolysis ko05012 Parkinson's diseaseUbiquitin O Posttranslational modification, protein turnover, chaperones ;IPR000594 [THIF-type NAD/FAD binding fold] ; IPR018965[Ubiquitin-activating enzyme E1, C-terminal] ; IPR019572[Ubiquitin-activating enzyme, catalytic cysteine domain] ; IPR032418[Ubiquitin-activating enzyme E1, FCCH domain] ; IPR032420[Ubiquitin-activating enzyme E1, four-helix bundle]
ko00480 Glutathione metabolism ko00590 Arachidonic acid metabolism ko04918 Thyroid hormone synthesisGlutathione peroxidase, house-cleaning role in reducing lipid peroxidesVI Defense mechanisms ; Lipid transport and metabolism ;IPR000889 [Glutathione peroxidase]
ko00230 Purine metabolism ko00240 Pyrimidine metabolism ko01100 Metabolic pathways Nucleoside diphosphate kinaseF Nucleotide transport and metabolism ;IPR001564 [Nucleoside diphosphate kinase]
ko00230 Purine metabolism ko00240 Pyrimidine metabolism ko00500 Starch and sucrose metabolism ko00740 Riboflavin metabolism ko00760 Nicotinate and nicotinamide metabolism ko00770 Pantothenate and CoA biosynthesis ko01100 Metabolic pathwaysPredicted pyrophosphatase or phosphodiesterase, AlkP superfamilyR General function prediction only ;IPR001212 [Somatomedin B domain] ; IPR001604[DNA/RNA non-specific endonuclease] ; IPR002591[Type I phosphodiesterase/nucleotide pyrophosphatase/phosphate transferase]
-- RNA recognition motif (RRM) domainJ Translation, ribosomal structure and biogenesis ;IPR000504 [RNA recognition motif domain]
-- -- -- -- IPR000716 [Thyroglobulin type-1] ; IPR000867[Insulin-like growth factor-binding protein, IGFBP]
ko01522 Endocrine resistance ko04010 MAPK signaling pathway ko04014 Ras signaling pathway ko04020 Calcium signaling pathway ko04024 cAMP signaling pathway ko04062 Chemokine signaling pathway ko04114 Oocyte meiosis ko04140 Autophagy - animal ko04211 Longevity regulating pathway ko04213 Longevity regulating pathway - multiple species ko04261 Adrenergic signaling in cardiomyocytes ko04270 Vascular smooth muscle contraction ko04310 Wnt signaling pathway ko04340 Hedgehog signaling pathway ko04371 Apelin signaling pathway ko04530 Tight junction ko04540 Gap junction ko04611 Platelet activation ko04713 Circadian entrainment ko04720 Long-term potentiation ko04723 Retrograde endocannabinoid signaling ko04724 Glutamatergic synapse ko04725 Cholinergic synapse ko04726 Serotonergic synapse ko04727 GABAergic synapse ko04728 Dopaminergic synapse ko04740 Olfactory transduction ko04742 Taste transduction ko04750 Inflammatory mediator regulation of TRP channels ko04910 Insulin signaling pathway ko04911 Insulin secretion ko04912WD40 repeatR General function prediction only ;IPR000719 [Protein kinase domain]
-- -- -- -- IPR001881 [EGF-like calcium-binding domain] ; IPR026823[Complement Clr-like EGF domain]
ko04151 PI3K-Akt signaling pathway ko04510 Focal adhesion ko04512 ECM-receptor interaction ko04514 Cell adhesion molecules (CAMs) ko04640 Hematopoietic cell lineage ko04810 Regulation of actin cytoskeleton ko05145 Toxoplasmosis ko05165 Human papillomavirus infection ko05200 Pathways in cancer ko05222 Small cell lung cancer ko05410 Hypertrophic cardiomyopathy (HCM) ko05412 Arrhythmogenic right ventricular cardiomyopathy (ARVC) ko05414 Dilated cardiomyopathy (DCM)Cytolysin, a secreted calcineurin-like phosphataseU Intracellular trafficking, secretion, and vesicular transport ;IPR013517 [FG-GAP repeat] ; IPR013649[Integrin alpha-2]
-- RNA recognition motif (RRM) domainJ Translation, ribosomal structure and biogenesis ;IPR000504 [RNA recognition motif domain] ; IPR012975[NOPS]
ko05165 Human papillomavirus infectionCell division GTPase FtsZD Cell cycle control, cell division, chromosome partitioning ;IPR003008 [Tubulin/FtsZ, GTPase domain] ; IPR018316[Tubulin/FtsZ, 2-layer sandwich domain]



-- Peptidyl-prolyl cis-trans isomerase (rotamase) - cyclophilin familyO Posttranslational modification, protein turnover, chaperones ;IPR002130 [Cyclophilin-type peptidyl-prolyl cis-trans isomerase domain]
-- -- -- -- IPR002048 [EF-hand domain] ; IPR013787[S100/CaBP-9k-type, calcium binding, subdomain]
ko03010 RibosomeRibosomal protein S3J Translation, ribosomal structure and biogenesis ;IPR004044 [K Homology domain, type 2]
ko01521 EGFR tyrosine kinase inhibitor resistance ko04151 PI3K-Akt signaling pathway ko04217 Necroptosis ko04380 Osteoclast differentiation ko04550 Signaling pathways regulating pluripotency of stem cells ko04621 NOD-like receptor signaling pathway ko04630 Jak-STAT signaling pathway ko04658 Th1 and Th2 cell differentiation ko04659 Th17 cell differentiation ko05140 Leishmaniasis ko05145 Toxoplasmosis ko05152 Tuberculosis ko05160 Hepatitis C ko05161 Hepatitis B ko05162 Measles ko05164 Influenza A ko05165 Human papillomavirus infection ko05166 HTLV-I infection ko05167 Kaposi's sarcoma-associated herpesvirus infection ko05168 Herpes simplex infection ko05169 Epstein-Barr virus infection ko05200 Pathways in cancer ko05203 Viral carcinogenesis ko05212 Pancreatic cancerPASTA domain, binds beta-lactamsM Cell wall/membrane/envelope biogenesis ;IPR001245 [Serine-threonine/tyrosine-protein kinase catalytic domain]
-- Protein tyrosine phosphataseT Signal transduction mechanisms ;IPR000242 [PTP type protein phosphatase] ; IPR003961[Fibronectin type III] ; IPR013098[Immunoglobulin I-set]
-- Protein tyrosine phosphataseT Signal transduction mechanisms ;IPR000242 [PTP type protein phosphatase]
-- Protein tyrosine phosphataseT Signal transduction mechanisms ;IPR000242 [PTP type protein phosphatase] ; IPR001148[Alpha carbonic anhydrase] ; IPR003961[Fibronectin type III]
ko05120 Epithelial cell signaling in Helicobacter pylori infectionProtein tyrosine phosphataseT Signal transduction mechanisms ;IPR000242 [PTP type protein phosphatase] ; IPR001148[Alpha carbonic anhydrase] ; IPR003961[Fibronectin type III]
ko00270 Cysteine and methionine metabolism ko01100 Metabolic pathwaysS-adenosylhomocysteine hydrolaseH Coenzyme transport and metabolism ;IPR000043 [Adenosylhomocysteinase] ; IPR015878[S-adenosyl-L-homocysteine hydrolase, NAD binding domain]
ko04360 Axon guidance ko04666 Fc gamma R-mediated phagocytosis ko04810 Regulation of actin cytoskeleton ko05133 Pertussis-- -- -- IPR002108 [Actin-depolymerising factor homology domain]
ko03013 RNA transport ko04150 mTOR signaling pathway ko04151 PI3K-Akt signaling pathway ko05205 Proteoglycans in cancer-- -- -- IPR000504 [RNA recognition motif domain]
ko00562 Inositol phosphate metabolism ko01100 Metabolic pathways ko04020 Calcium signaling pathway ko04070 Phosphatidylinositol signaling system-- -- -- IPR005522 [Inositol polyphosphate kinase]
ko00240 Pyrimidine metabolism ko01100 Metabolic pathwaysThymidylate kinaseF Nucleotide transport and metabolism ;--
ko00230 Purine metabolism ko00240 Pyrimidine metabolism ko00480 Glutathione metabolism ko01100 Metabolic pathwaysRibonucleotide reductase alpha subunitF Nucleotide transport and metabolism ;IPR000788 [Ribonucleotide reductase large subunit, C-terminal] ; IPR005144[ATP-cone domain] ; IPR013509[Ribonucleotide reductase large subunit, N-terminal]
ko04151 PI3K-Akt signaling pathway ko04510 Focal adhesion ko04512 ECM-receptor interaction ko05145 Toxoplasmosis ko05146 Amoebiasis ko05165 Human papillomavirus infection ko05200 Pathways in cancer ko05222 Small cell lung cancerDNA repair exonuclease SbcCD ATPase subunitL Replication, recombination and repair ;IPR000034 [Laminin IV] ; IPR001791[Laminin G domain] ; IPR002049[Laminin EGF domain] ; IPR008211[Laminin, N-terminal] ; IPR009254[Laminin alpha, domain I] ; IPR010307[Laminin domain II]
-- -- -- -- IPR018203 [GDP dissociation inhibitor]
ko04060 Cytokine-cytokine receptor interaction ko04151 PI3K-Akt signaling pathway ko04630 Jak-STAT signaling pathway ko04640 Hematopoietic cell lineage ko04658 Th1 and Th2 cell differentiation ko04659 Th17 cell differentiation ko05200 Pathways in cancer ko05321 Inflammatory bowel disease (IBD)-- -- -- IPR015319 [Interleukin-4 receptor alpha, N-terminal]
-- -- -- -- IPR014038 [Translation elongation factor EF1B, beta/delta subunit, guanine nucleotide exchange domain] ; IPR018940[Elongation factor 1 beta central acidic region, eukaryote]
ko00730 Thiamine metabolism ko00740 Riboflavin metabolism ko01100 Metabolic pathwaysProtein-tyrosine-phosphataseT Signal transduction mechanisms ;IPR023485 [Phosphotyrosine protein phosphatase I superfamily]
ko04151 PI3K-Akt signaling pathway ko04510 Focal adhesion ko04512 ECM-receptor interaction ko05165 Human papillomavirus infection ko05206 MicroRNAs in cancerPhage-related protein, tail componentX Mobilome: prophages, transposons;IPR002181 [Fibrinogen, alpha/beta/gamma chain, C-terminal globular domain] ; IPR003961[Fibronectin type III] ; IPR013111[EGF-like domain, extracellular]
ko04068 FoxO signaling pathway ko04110 Cell cycle ko04114 Oocyte meiosis ko04115 p53 signaling pathway ko04151 PI3K-Akt signaling pathway ko04218 Cellular senescence ko04914 Progesterone-mediated oocyte maturation ko05161 Hepatitis B ko05162 Measles ko05165 Human papillomavirus infection ko05168 Herpes simplex infection ko05169 Epstein-Barr virus infection ko05200 Pathways in cancer ko05203 Viral carcinogenesis ko05215 Prostate cancer ko05222 Small cell lung cancer ko05226 Gastric cancerSerine/threonine protein kinaseT Signal transduction mechanisms ;IPR000719 [Protein kinase domain]
ko04062 Chemokine signaling pathway ko04144 Endocytosis ko04340 Hedgehog signaling pathway ko04724 Glutamatergic synapse ko04740 Olfactory transduction ko05032 Morphine addictionSerine/threonine protein kinaseT Signal transduction mechanisms ;IPR000719 [Protein kinase domain] ; IPR001849[Pleckstrin homology domain] ; IPR016137[RGS domain]
ko04015 Rap1 signaling pathway ko04020 Calcium signaling pathway ko04024 cAMP signaling pathway ko04072 Phospholipase D signaling pathway ko04080 Neuroactive ligand-receptor interaction ko04151 PI3K-Akt signaling pathway ko04610 Complement and coagulation cascades ko04611 Platelet activation ko04810 Regulation of actin cytoskeleton ko05200 Pathways in cancer-- -- -- IPR000276 [G protein-coupled receptor, rhodopsin-like]
ko03030 DNA replication ko04110 Cell cycle DNA replicative helicase MCM subunit Mcm2, Cdc46/Mcm familyL Replication, recombination and repair ;IPR001208 [MCM domain] ; IPR027925[MCM N-terminal domain] ; IPR033762[MCM OB domain]
ko00270 Cysteine and methionine metabolism ko00920 Sulfur metabolism ko01100 Metabolic pathways ko04122 Sulfur relay system3-mercaptopyruvate sulfurtransferase SseA, contains two rhodanese domainsP Inorganic ion transport and metabolism ;IPR001763 [Rhodanese-like domain]
ko04151 PI3K-Akt signaling pathway ko04510 Focal adhesion ko04512 ECM-receptor interaction ko05145 Toxoplasmosis ko05146 Amoebiasis ko05165 Human papillomavirus infection ko05200 Pathways in cancer ko05222 Small cell lung cancerChromosome segregation ATPaseD Cell cycle control, cell division, chromosome partitioning ;IPR000034 [Laminin IV] ; IPR001791[Laminin G domain] ; IPR002049[Laminin EGF domain] ; IPR008211[Laminin, N-terminal] ; IPR009254[Laminin alpha, domain I] ; IPR010307[Laminin domain II]
ko03010 RibosomeRibosomal protein L7Ae or related RNA K-turn-binding proteinJ Translation, ribosomal structure and biogenesis ;IPR004038 [Ribosomal protein L7Ae/L30e/S12e/Gadd45]
ko04141 Protein processing in endoplasmic reticulum ko05164 Influenza ADnaJ-class molecular chaperone with C-terminal Zn finger domainO Posttranslational modification, protein turnover, chaperones ;IPR001623 [DnaJ domain] ; IPR002939[Chaperone DnaJ, C-terminal]
ko03050 Proteasome20S proteasome, alpha and beta subunitsO Posttranslational modification, protein turnover, chaperones ;IPR000426 [Proteasome alpha-subunit, N-terminal domain] ; IPR001353[Proteasome, subunit alpha/beta]
ko03050 Proteasome20S proteasome, alpha and beta subunitsO Posttranslational modification, protein turnover, chaperones ;IPR000426 [Proteasome alpha-subunit, N-terminal domain] ; IPR001353[Proteasome, subunit alpha/beta]
ko03050 Proteasome20S proteasome, alpha and beta subunitsO Posttranslational modification, protein turnover, chaperones ;IPR000426 [Proteasome alpha-subunit, N-terminal domain] ; IPR001353[Proteasome, subunit alpha/beta]
ko03050 Proteasome20S proteasome, alpha and beta subunitsO Posttranslational modification, protein turnover, chaperones ;IPR000426 [Proteasome alpha-subunit, N-terminal domain] ; IPR001353[Proteasome, subunit alpha/beta]
ko04151 PI3K-Akt signaling pathway ko04510 Focal adhesion ko04512 ECM-receptor interaction ko04640 Hematopoietic cell lineage ko04810 Regulation of actin cytoskeleton ko05165 Human papillomavirus infection ko05200 Pathways in cancer ko05222 Small cell lung cancer ko05410 Hypertrophic cardiomyopathy (HCM) ko05412 Arrhythmogenic right ventricular cardiomyopathy (ARVC) ko05414 Dilated cardiomyopathy (DCM)Cytolysin, a secreted calcineurin-like phosphataseU Intracellular trafficking, secretion, and vesicular transport ;IPR013517 [FG-GAP repeat] ; IPR013649[Integrin alpha-2]
-- Autotransporter translocation and assembly factor TamBU Intracellular trafficking, secretion, and vesicular transport ;IPR001759 [Pentraxin-related]
ko04530 Tight junction ko04670 Leukocyte transendothelial migration ko04810 Regulation of actin cytoskeleton ko05162 Measles ko05205 Proteoglycans in cancer-- -- -- IPR011259 [Ezrin/radixin/moesin, C-terminal] ; IPR018979[FERM, N-terminal] ; IPR018980[FERM, C-terminal PH-like domain] ; IPR019748[FERM central domain]
ko04390 Hippo signaling pathway ko04520 Adherens junction ko04670 Leukocyte transendothelial migration ko05100 Bacterial invasion of epithelial cells ko05200 Pathways in cancer ko05213 Endometrial cancer ko05226 Gastric cancer ko05412 Arrhythmogenic right ventricular cardiomyopathy (ARVC)-- -- -- IPR006077 [Vinculin/alpha-catenin]
ko00270 Cysteine and methionine metabolism ko01100 Metabolic pathways ko05206 MicroRNAs in cancerSite-specific DNA-cytosine methylaseL Replication, recombination and repair ;IPR001025 [Bromo adjacent homology (BAH) domain] ; IPR002857[Zinc finger, CXXC-type] ; IPR010506[DMAP1-binding domain] ; IPR022702[DNA (cytosine-5)-methyltransferase 1, replication foci domain] ; IPR029063[S-adenosyl-L-methionine-dependent methyltransferase]
ko03040 SpliceosomeRNA recognition motif (RRM) domainJ Translation, ribosomal structure and biogenesis ;IPR000504 [RNA recognition motif domain]
ko03010 RibosomeRibosomal protein L13EJ Translation, ribosomal structure and biogenesis ;IPR001380 [Ribosomal protein L13e]
-- -- -- -- IPR009071 [High mobility group box domain]
ko00970 Aminoacyl-tRNA biosynthesisThreonyl-tRNA synthetaseJ Translation, ribosomal structure and biogenesis ;IPR002314 [Aminoacyl-tRNA synthetase, class II (G/ P/ S/T)] ; IPR004095[TGS] ; IPR004154[Anticodon-binding] ; IPR012947[Threonyl/alanyl tRNA synthetase, SAD]
ko00970 Aminoacyl-tRNA biosynthesisTfp pilus assembly protein FimVNW Cell motility ; Extracellular structures ;IPR002300 [Aminoacyl-tRNA synthetase, class Ia] ; IPR004046[Glutathione S-transferase, C-terminal] ; IPR013155[Methionyl/Valyl/Leucyl/Isoleucyl-tRNA synthetase, anticodon-binding]
ko05134 LegionellosisGlutathione S-transferaseO Posttranslational modification, protein turnover, chaperones ;IPR001662 [Translation elongation factor EF1B, gamma chain, conserved] ; IPR004045[Glutathione S-transferase, N-terminal] ; IPR004046[Glutathione S-transferase, C-terminal]
-- Secreted trypsin-like serine proteaseO Posttranslational modification, protein turnover, chaperones ;IPR000001 [Kringle] ; IPR001254[Serine proteases, trypsin domain] ; IPR003609[PAN/Apple domain]
-- Regulator of protease activity HflC, stomatin/prohibitin superfamilyO Posttranslational modification, protein turnover, chaperones ;IPR001107 [Band 7 domain]
ko04110 Cell cycle ko04114 Oocyte meiosis ko04151 PI3K-Akt signaling pathway ko04390 Hippo signaling pathway ko05161 Hepatitis B ko05169 Epstein-Barr virus infection ko05203 Viral carcinogenesis-- -- -- IPR023410 [14-3-3 domain]
ko01521 EGFR tyrosine kinase inhibitor resistance ko01522 Endocrine resistance ko01524 Platinum drug resistance ko04010 MAPK signaling pathway ko04012 ErbB signaling pathway ko04014 Ras signaling pathway ko04015 Rap1 signaling pathway ko04022 cGMP-PKG signaling pathway ko04024 cAMP signaling pathway ko04062 Chemokine signaling pathway ko04066 HIF-1 signaling pathway ko04068 FoxO signaling pathway ko04071 Sphingolipid signaling pathway ko04072 Phospholipase D signaling pathway ko04114 Oocyte meiosis ko04140 Autophagy - animal ko04150 mTOR signaling pathway ko04151 PI3K-Akt signaling pathway ko04210 Apoptosis ko04218 Cellular senescence ko04261 Adrenergic signaling in cardiomyocytes ko04270 Vascular smooth muscle contraction ko04350 TGF-beta signaling pathway ko04360 Axon guidance ko04370 VEGF signaling pathway ko04371 Apelin signaling pathway ko04380 Osteoclast differentiation ko04510 Focal adhesion ko04520 Adherens junction ko04540 Gap junction ko04550 Signaling pathways regulating pluripotency of stem cells Serine/threonine protein kinaseT Signal transduction mechanisms ;IPR000719 [Protein kinase domain]
-- PASTA domain, binds beta-lactamsM Cell wall/membrane/envelope biogenesis ;IPR000719 [Protein kinase domain] ; IPR001772[Kinase associated domain 1 (KA1)] ; IPR015940[Ubiquitin-associated domain]
ko03010 RibosomeRibosomal protein L16/L10AEJ Translation, ribosomal structure and biogenesis ;IPR016180 [Ribosomal protein L10e/L16]
-- Autotransporter adhesinUW Intracellular trafficking, secretion, and vesicular transport ; Extracellular structures ;IPR001073 [C1q domain] ; IPR008160[Collagen triple helix repeat]
ko03030 DNA replication ko03420 Nucleotide excision repair ko03430 Mismatch repair ko03440 Homologous recombination ko03460 Fanconi anemia pathwayssDNA-binding replication factor A, large subunitL Replication, recombination and repair ;IPR004365 [OB-fold nucleic acid binding domain, AA-tRNA synthetase-type] ; IPR007199[Replication factor-A protein 1, N-terminal] ; IPR013955[Replication factor A, C-terminal] ; IPR031657[Replication protein A, OB domain]
ko03410 Base excision repairExonuclease IIIL Replication, recombination and repair ;IPR005135 [Endonuclease/exonuclease/phosphatase]
ko04115 p53 signaling pathway-- -- -- IPR018499 [Tetraspanin/Peripherin]
ko00240 Pyrimidine metabolism ko00250 Alanine, aspartate and glutamate metabolism ko01100 Metabolic pathwaysCarbamoylphosphate synthase small subunitEF Amino acid transport and metabolism ; Nucleotide transport and metabolism ;IPR002474 [Carbamoyl-phosphate synthase, small subunit N-terminal domain] ; IPR005479[Carbamoyl-phosphate synthetase large subunit-like, ATP-binding domain] ; IPR005480[Carbamoyl-phosphate synthetase, large subunit oligomerisation domain] ; IPR006131[Aspartate/ornithine carbamoyltransferase, Asp/Orn-binding domain] ; IPR006132[Aspartate/ornithine carbamoyltransferase, carbamoyl-P binding] ; IPR006680[Amidohydrolase-related] ; IPR011607[Methylglyoxal synthase-like domain] ; IPR017926[Glutamine amidotransferase]
-- -- -- -- IPR001084 [Microtubule associated protein,  tubulin-binding repeat]
ko01521 EGFR tyrosine kinase inhibitor resistance ko01522 Endocrine resistance ko01524 Platinum drug resistance ko04012 ErbB signaling pathway ko04014 Ras signaling pathway ko04015 Rap1 signaling pathway ko04024 cAMP signaling pathway ko04062 Chemokine signaling pathway ko04066 HIF-1 signaling pathway ko04068 FoxO signaling pathway ko04070 Phosphatidylinositol signaling system ko04071 Sphingolipid signaling pathway ko04072 Phospholipase D signaling pathway ko04140 Autophagy - animal ko04150 mTOR signaling pathway ko04151 PI3K-Akt signaling pathway ko04152 AMPK signaling pathway ko04210 Apoptosis ko04211 Longevity regulating pathway ko04213 Longevity regulating pathway - multiple species ko04218 Cellular senescence ko04360 Axon guidance ko04370 VEGF signaling pathway ko04380 Osteoclast differentiation ko04510 Focal adhesion ko04550 Signaling pathways regulating pluripotency of stem cells ko04611 Platelet activation ko04620 Toll-like receptor signaling pathway ko04630 Jak-STAT signaling pathway ko04650 Natural -- -- -- IPR000198 [Rho GTPase-activating protein domain] ; IPR000980[SH2 domain] ; IPR032498[PI3K p85 subunit, inter-SH2 domain]
ko03050 Proteasome20S proteasome, alpha and beta subunitsO Posttranslational modification, protein turnover, chaperones ;IPR001353 [Proteasome, subunit alpha/beta]
ko03050 Proteasome20S proteasome, alpha and beta subunitsO Posttranslational modification, protein turnover, chaperones ;IPR000426 [Proteasome alpha-subunit, N-terminal domain] ; IPR001353[Proteasome, subunit alpha/beta]



ko03050 Proteasome20S proteasome, alpha and beta subunitsO Posttranslational modification, protein turnover, chaperones ;IPR001353 [Proteasome, subunit alpha/beta]
ko03050 Proteasome20S proteasome, alpha and beta subunitsO Posttranslational modification, protein turnover, chaperones ;IPR001353 [Proteasome, subunit alpha/beta]
ko03050 Proteasome20S proteasome, alpha and beta subunitsO Posttranslational modification, protein turnover, chaperones ;IPR001353 [Proteasome, subunit alpha/beta]
ko00230 Purine metabolism ko00240 Pyrimidine metabolism ko01100 Metabolic pathways ko03030 DNA replication ko03410 Base excision repair ko03420 Nucleotide excision repair ko03430 Mismatch repair ko03440 Homologous recombination ko05166 HTLV-I infectionDNA polymerase elongation subunit (family B)L Replication, recombination and repair ;IPR006133 [DNA-directed DNA polymerase, family B, exonuclease domain] ; IPR006134[DNA-directed DNA polymerase, family B, multifunctional domain] ; IPR025687[C4-type zinc-finger of DNA polymerase delta]
ko01521 EGFR tyrosine kinase inhibitor resistance ko01522 Endocrine resistance ko01524 Platinum drug resistance ko04010 MAPK signaling pathway ko04012 ErbB signaling pathway ko04014 Ras signaling pathway ko04015 Rap1 signaling pathway ko04022 cGMP-PKG signaling pathway ko04024 cAMP signaling pathway ko04062 Chemokine signaling pathway ko04066 HIF-1 signaling pathway ko04068 FoxO signaling pathway ko04071 Sphingolipid signaling pathway ko04072 Phospholipase D signaling pathway ko04114 Oocyte meiosis ko04140 Autophagy - animal ko04150 mTOR signaling pathway ko04151 PI3K-Akt signaling pathway ko04210 Apoptosis ko04218 Cellular senescence ko04261 Adrenergic signaling in cardiomyocytes ko04270 Vascular smooth muscle contraction ko04350 TGF-beta signaling pathway ko04360 Axon guidance ko04370 VEGF signaling pathway ko04371 Apelin signaling pathway ko04380 Osteoclast differentiation ko04510 Focal adhesion ko04520 Adherens junction ko04540 Gap junction ko04550 Signaling pathways regulating pluripotency of stem cells Outer membrane protein assembly factor BamB, contains PQQ-like beta-propeller repeatM Cell wall/membrane/envelope biogenesis ;IPR000719 [Protein kinase domain]
ko04514 Cell adhesion molecules (CAMs) ko04520 Adherens junctionProtein tyrosine phosphataseT Signal transduction mechanisms ;IPR000242 [PTP type protein phosphatase] ; IPR000998[MAM domain] ; IPR003961[Fibronectin type III] ; IPR013151[Immunoglobulin]
ko00330 Arginine and proline metabolism ko00480 Glutathione metabolism ko01100 Metabolic pathwaysLeucyl aminopeptidaseE Amino acid transport and metabolism ;IPR000819 [Peptidase M17, leucyl aminopeptidase, C-terminal] ; IPR008283[Peptidase M17, leucyl aminopeptidase, N-terminal]
ko00562 Inositol phosphate metabolism ko01100 Metabolic pathways ko04070 Phosphatidylinositol signaling systemArchaeal fructose-1,6-bisphosphatase or related enzyme of inositol monophosphatase familyG Carbohydrate transport and metabolism ;IPR000760 [Inositol monophosphatase-like]
ko04371 Apelin signaling pathway ko04390 Hippo signaling pathway-- -- -- IPR000867 [Insulin-like growth factor-binding protein, IGFBP] ; IPR000884[Thrombospondin type-1 (TSP1) repeat] ; IPR001007[VWFC domain] ; IPR006208[Glycoprotein hormone subunit beta, cystine knot]
ko04010 MAPK signaling pathway ko04014 Ras signaling pathway ko04015 Rap1 signaling pathway ko04151 PI3K-Akt signaling pathway ko04360 Axon guidanceAnkyrin repeatT Signal transduction mechanisms ;IPR001090 [Ephrin receptor ligand binding domain] ; IPR001245[Serine-threonine/tyrosine-protein kinase catalytic domain] ; IPR001660[Sterile alpha motif domain] ; IPR003961[Fibronectin type III] ; IPR027936[Ephrin receptor, transmembrane domain]
ko04360 Axon guidanceAnkyrin repeatT Signal transduction mechanisms ;IPR001090 [Ephrin receptor ligand binding domain] ; IPR001245[Serine-threonine/tyrosine-protein kinase catalytic domain] ; IPR001660[Sterile alpha motif domain] ; IPR003961[Fibronectin type III] ; IPR011641[Tyrosine-protein kinase ephrin type A/B receptor-like] ; IPR027936[Ephrin receptor, transmembrane domain]
ko01521 EGFR tyrosine kinase inhibitor resistance ko01522 Endocrine resistance ko04012 ErbB signaling pathway ko04014 Ras signaling pathway ko04062 Chemokine signaling pathway ko04072 Phospholipase D signaling pathway ko04510 Focal adhesion ko04650 Natural killer cell mediated cytotoxicity ko04722 Neurotrophin signaling pathway ko04910 Insulin signaling pathway ko04915 Estrogen signaling pathway ko04917 Prolactin signaling pathway ko04926 Relaxin signaling pathway ko05034 Alcoholism ko05100 Bacterial invasion of epithelial cells ko05206 MicroRNAs in cancer ko05214 Glioma ko05220 Chronic myeloid leukemia ko05224 Breast cancer ko05225 Hepatocellular carcinoma ko05226 Gastric cancer-- -- -- IPR000980 [SH2 domain] ; IPR006020[PTB/PI domain]
-- -- -- -- IPR000566 [Lipocalin/cytosolic fatty-acid binding domain]
ko00030 Pentose phosphate pathway ko01100 Metabolic pathways ko01200 Carbon metabolism ko01230 Biosynthesis of amino acidsTransketolaseG Carbohydrate transport and metabolism ;IPR005474 [Transketolase, N-terminal] ; IPR005475[Transketolase-like, pyrimidine-binding domain] ; IPR033248[Transketolase, C-terminal domain]
ko04217 Necroptosis ko04380 Osteoclast differentiation ko04621 NOD-like receptor signaling pathway ko04630 Jak-STAT signaling pathway ko04658 Th1 and Th2 cell differentiation ko04659 Th17 cell differentiation ko05145 Toxoplasmosis ko05160 Hepatitis C ko05162 Measles ko05164 Influenza A ko05165 Human papillomavirus infection ko05167 Kaposi's sarcoma-associated herpesvirus infection ko05168 Herpes simplex infection ko05169 Epstein-Barr virus infectionSerine/threonine protein kinaseT Signal transduction mechanisms ;IPR001245 [Serine-threonine/tyrosine-protein kinase catalytic domain]
ko05168 Herpes simplex infection-- -- -- IPR014038 [Translation elongation factor EF1B, beta/delta subunit, guanine nucleotide exchange domain] ; IPR018940[Elongation factor 1 beta central acidic region, eukaryote]
ko04666 Fc gamma R-mediated phagocytosis ko05206 MicroRNAs in cancer-- -- -- IPR002101 [Myristoylated alanine-rich C-kinase substrate MARCKS]
ko01100 Metabolic pathways Alkyl hydroperoxide reductase subunit AhpC (peroxiredoxin)V Defense mechanisms ;IPR000866 [Alkyl hydroperoxide reductase subunit C/ Thiol specific antioxidant] ; IPR019479[Peroxiredoxin, C-terminal]
ko04146 PeroxisomePeroxiredoxinO Posttranslational modification, protein turnover, chaperones ;IPR013740 [Redoxin]
-- Phenylpyruvate tautomerase PptA, 4-oxalocrotonate tautomerase familyQ Secondary metabolites biosynthesis, transport and catabolism ;IPR001398 [Macrophage migration inhibitory factor]
ko03010 RibosomeRibosomal protein L11J Translation, ribosomal structure and biogenesis ;IPR020783 [Ribosomal protein L11, C-terminal] ; IPR020784[Ribosomal protein L11, N-terminal]
ko00240 Pyrimidine metabolism ko01100 Metabolic pathwaysAdenylate kinase or related kinaseF Nucleotide transport and metabolism ;--
-- Uncharacterized conserved protein, phosphatidylethanolamine-binding protein (PEBP) familyR General function prediction only ;IPR008914 [Phosphatidylethanolamine-binding protein]
ko04141 Protein processing in endoplasmic reticulum ko04612 Antigen processing and presentationNegative regulator of GroEL, contains thioredoxin-like and TPR-like domainsO Posttranslational modification, protein turnover, chaperones ;IPR013766 [Thioredoxin domain]
ko04110 Cell cycle ko04114 Oocyte meiosis ko04120 Ubiquitin mediated proteolysis ko04914 Progesterone-mediated oocyte maturation ko05166 HTLV-I infectionTetratricopeptide (TPR) repeatR General function prediction only ;IPR001440 [Tetratricopeptide repeat 1] ; IPR019734[Tetratricopeptide repeat]
ko01521 EGFR tyrosine kinase inhibitor resistanceAnkyrin repeatT Signal transduction mechanisms ;IPR001245 [Serine-threonine/tyrosine-protein kinase catalytic domain] ; IPR003961[Fibronectin type III]
ko00230 Purine metabolism ko00250 Alanine, aspartate and glutamate metabolism ko01100 Metabolic pathways Adenylosuccinate lyaseF Nucleotide transport and metabolism ;IPR019468 [Adenylosuccinate lyase C-terminal] ; IPR022761[Fumarate lyase, N-terminal]
ko00010 Glycolysis / Gluconeogenesis ko00230 Purine metabolism ko00620 Pyruvate metabolism ko01100 Metabolic pathways ko01200 Carbon metabolism ko01230 Biosynthesis of amino acids ko04910 Insulin signaling pathway ko04930 Type II diabetes mellitus ko04932 Non-alcoholic fatty liver disease (NAFLD) ko04950 Maturity onset diabetes of the youngPhosphohistidine swiveling domain of PEP-utilizing enzymesT Signal transduction mechanisms ;IPR015793 [Pyruvate kinase, barrel] ; IPR015795[Pyruvate kinase, C-terminal]
-- -- -- -- IPR002048 [EF-hand domain]
ko05206 MicroRNAs in cancerAmino acid transporterE Amino acid transport and metabolism ;IPR002293 [Amino acid/polyamine transporter I] ; IPR029485[Cationic amino acid transporter, C-terminal]
ko00230 Purine metabolism ko00240 Pyrimidine metabolism ko01100 Metabolic pathways ko03020 RNA polymerase ko05016 Huntington's disease ko05169 Epstein-Barr virus infectionDNA-directed RNA polymerase, beta subunit/140 kD subunitK Transcription ;IPR007120 [DNA-directed RNA polymerase, subunit 2, domain 6] ; IPR007641[RNA polymerase Rpb2, domain 7] ; IPR007642[RNA polymerase Rpb2, domain 2] ; IPR007644[RNA polymerase, beta subunit, protrusion] ; IPR007645[RNA polymerase Rpb2, domain 3] ; IPR007646[RNA polymerase Rpb2, domain 4] ; IPR007647[RNA polymerase Rpb2, domain 5]
ko04145 Phagosome ko05152 TuberculosisMembrane protein involved in colicin uptakeM Cell wall/membrane/envelope biogenesis ;IPR001680 [WD40 repeat] ; IPR015048[Domain of unknown function DUF1899] ; IPR015049[Trimerisation motif]
-- -- -- -- IPR018203 [GDP dissociation inhibitor]
ko04657 IL-17 signaling pathway-- -- -- IPR013787 [S100/CaBP-9k-type, calcium binding, subdomain]
ko04910 Insulin signaling pathwaycAMP-binding domain of CRP or a regulatory subunit of cAMP-dependent protein kinasesT Signal transduction mechanisms ;IPR000595 [Cyclic nucleotide-binding domain] ; IPR003117[cAMP-dependent protein kinase regulatory subunit, dimerization-anchoring domain]
ko00230 Purine metabolism ko00240 Pyrimidine metabolism ko00480 Glutathione metabolism ko01100 Metabolic pathways ko04115 p53 signaling pathwayRibonucleotide reductase beta subunit, ferritin-like domainF Nucleotide transport and metabolism ;IPR000358 [Ribonucleotide reductase small subunit family]
ko04512 ECM-receptor interaction ko04514 Cell adhesion molecules (CAMs) ko05205 Proteoglycans in cancer ko05418 Fluid shear stress and atherosclerosis-- -- -- IPR027789 [Syndecan/Neurexin domain]
-- Na+-dependent transporter, SNF familyR General function prediction only ;IPR000175 [Sodium:neurotransmitter symporter]
ko04141 Protein processing in endoplasmic reticulumDnaJ-class molecular chaperone with C-terminal Zn finger domainO Posttranslational modification, protein turnover, chaperones ;IPR001305 [Heat shock protein DnaJ, cysteine-rich domain] ; IPR001623[DnaJ domain] ; IPR002939[Chaperone DnaJ, C-terminal]
ko01521 EGFR tyrosine kinase inhibitor resistance ko01522 Endocrine resistance ko01524 Platinum drug resistance ko04010 MAPK signaling pathway ko04012 ErbB signaling pathway ko04014 Ras signaling pathway ko04015 Rap1 signaling pathway ko04022 cGMP-PKG signaling pathway ko04024 cAMP signaling pathway ko04062 Chemokine signaling pathway ko04066 HIF-1 signaling pathway ko04068 FoxO signaling pathway ko04071 Sphingolipid signaling pathway ko04072 Phospholipase D signaling pathway ko04140 Autophagy - animal ko04150 mTOR signaling pathway ko04151 PI3K-Akt signaling pathway ko04152 AMPK signaling pathway ko04210 Apoptosis ko04211 Longevity regulating pathway ko04213 Longevity regulating pathway - multiple species ko04218 Cellular senescence ko04261 Adrenergic signaling in cardiomyocytes ko04370 VEGF signaling pathway ko04371 Apelin signaling pathway ko04380 Osteoclast differentiation ko04510 Focal adhesion ko04550 Signaling pathways regulating pluripotency of stem cells ko04611 Platelet activation ko04620 Toll-like Serine/threonine protein kinaseT Signal transduction mechanisms ;IPR000719 [Protein kinase domain] ; IPR001849[Pleckstrin homology domain] ; IPR017892[Protein kinase, C-terminal]
ko00230 Purine metabolism ko00670 One carbon pool by folate ko01100 Metabolic pathways ko01523 Antifolate resistanceAICAR transformylase/IMP cyclohydrolase PurHF Nucleotide transport and metabolism ;IPR002695 [AICARFT/IMPCHase bienzyme] ; IPR011607[Methylglyoxal synthase-like domain]
ko04110 Cell cycle ko04114 Oocyte meiosis ko04151 PI3K-Akt signaling pathway ko04390 Hippo signaling pathway ko05161 Hepatitis B ko05169 Epstein-Barr virus infection ko05203 Viral carcinogenesis-- -- -- IPR023410 [14-3-3 domain]
ko05020 Prion diseasesUncharacterized conserved protein, contains CHAT domainS Function unknown ;IPR011990 [Tetratricopeptide-like helical domain] ; IPR013105[Tetratricopeptide repeat 2] ; IPR019734[Tetratricopeptide repeat]
-- -- -- -- IPR002048 [EF-hand domain] ; IPR013787[S100/CaBP-9k-type, calcium binding, subdomain]

Alkyl hydroperoxide reductase subunit AhpC (peroxiredoxin)V Defense mechanisms ;IPR000866 [Alkyl hydroperoxide reductase subunit C/ Thiol specific antioxidant] ; IPR019479[Peroxiredoxin, C-terminal]
ko04010 MAPK signaling pathway ko04062 Chemokine signaling pathway ko04144 Endocytosis ko04340 Hedgehog signaling pathway ko04740 Olfactory transduction ko04926 Relaxin signaling pathway ko05032 Morphine addiction-- -- -- IPR011021 [Arrestin-like, N-terminal] ; IPR011022[Arrestin C-terminal-like domain]
ko00130 Ubiquinone and other terpenoid-quinone biosynthesis ko00350 Tyrosine metabolism ko00360 Phenylalanine metabolism ko01100 Metabolic pathways4-hydroxyphenylpyruvate dioxygenase and related hemolysinsER Amino acid transport and metabolism ; General function prediction only ;IPR004360 [Glyoxalase/fosfomycin resistance/dioxygenase domain]
ko04130 SNARE interactions in vesicular transport ko04721 Synaptic vesicle cycle-- -- -- IPR000727 [Target SNARE coiled-coil homology domain] ; IPR006011[Syntaxin, N-terminal domain]
ko00260 Glycine, serine and threonine metabolism ko00270 Cysteine and methionine metabolism ko00450 Selenocompound metabolism ko01100 Metabolic pathways ko01230 Biosynthesis of amino acidsCystathionine beta-lyase/cystathionine gamma-synthaseE Amino acid transport and metabolism ;IPR000277 [Cys/Met metabolism, pyridoxal phosphate-dependent enzyme]
ko03010 RibosomeRibosomal protein L6P/L9EJ Translation, ribosomal structure and biogenesis ;IPR020040 [Ribosomal protein L6, alpha-beta domain]
ko04060 Cytokine-cytokine receptor interaction-- -- -- IPR006052 [Tumour necrosis factor domain]
ko00061 Fatty acid biosynthesis ko00071 Fatty acid degradation ko01100 Metabolic pathways ko01212 Fatty acid metabolism ko03320 PPAR signaling pathway ko04146 Peroxisome ko04216 Ferroptosis ko04920 Adipocytokine signaling pathwayLong-chain acyl-CoA synthetase (AMP-forming)I Lipid transport and metabolism ;IPR000873 [AMP-dependent synthetase/ligase]
ko04514 Cell adhesion molecules (CAMs) ko04670 Leukocyte transendothelial migration ko05418 Fluid shear stress and atherosclerosisLarge exoprotein involved in heme utilization or adhesionU Intracellular trafficking, secretion, and vesicular transport ;IPR000233 [Cadherin, cytoplasmic domain] ; IPR002126[Cadherin]
ko04144 Endocytosis ko04728 Dopaminergic synapse-- -- -- IPR001752 [Kinesin motor domain]
ko00240 Pyrimidine metabolism ko01100 Metabolic pathwaysdUTPase FV Nucleotide transport and metabolism ; Defense mechanisms ;IPR008180 [Deoxyuridine triphosphate nucleotidohydrolase/Deoxycytidine triphosphate deaminase]
ko01523 Antifolate resistance ko02010 ABC transporters ko04071 Sphingolipid signaling pathway ko04977 Vitamin digestion and absorption ko05206 MicroRNAs in cancerABC-type multidrug transport system, ATPase and permease componentV Defense mechanisms ;IPR003439 [ABC transporter-like] ; IPR011527[ABC transporter type 1, transmembrane domain]
ko00510 N-Glycan biosynthesis ko01100 Metabolic pathways ko04141 Protein processing in endoplasmic reticulum-- -- -- IPR001382 [Glycoside hydrolase family 47]
ko03030 DNA replication ko04110 Cell cycle DNA replicative helicase MCM subunit Mcm2, Cdc46/Mcm familyL Replication, recombination and repair ;IPR001208 [MCM domain] ; IPR027925[MCM N-terminal domain] ; IPR033762[MCM OB domain]



ko03030 DNA replication ko04110 Cell cycle DNA replicative helicase MCM subunit Mcm2, Cdc46/Mcm familyL Replication, recombination and repair ;IPR001208 [MCM domain] ; IPR027925[MCM N-terminal domain] ; IPR033762[MCM OB domain]
-- -- -- -- IPR023412 [Ribonuclease A-domain]
ko04142 Lysosome-- -- -- IPR002000 [Lysosome-associated membrane glycoprotein]
ko00260 Glycine, serine and threonine metabolism ko00630 Glyoxylate and dicarboxylate metabolism ko00670 One carbon pool by folate ko01100 Metabolic pathways ko01200 Carbon metabolism ko01230 Biosynthesis of amino acids ko01523 Antifolate resistanceGlycine/serine hydroxymethyltransferaseE Amino acid transport and metabolism ;IPR001085 [Serine hydroxymethyltransferase]
ko00260 Glycine, serine and threonine metabolism ko00630 Glyoxylate and dicarboxylate metabolism ko00670 One carbon pool by folate ko01100 Metabolic pathways ko01200 Carbon metabolism ko01230 Biosynthesis of amino acids ko01523 Antifolate resistanceGlycine/serine hydroxymethyltransferaseE Amino acid transport and metabolism ;IPR001085 [Serine hydroxymethyltransferase]
ko00590 Arachidonic acid metabolism ko01100 Metabolic pathways ko04146 PeroxisomeLysophospholipase, alpha-beta hydrolase superfamilyI Lipid transport and metabolism ;IPR000073 [Alpha/beta hydrolase fold-1] ; IPR023214[HAD-like domain]
ko05205 Proteoglycans in cancer ko05418 Fluid shear stress and atherosclerosis-- -- -- IPR001863 [Glypican]
ko04015 Rap1 signaling pathway ko04810 Regulation of actin cytoskeleton ko05131 Shigellosis ko05132 Salmonella infection-- -- -- IPR005455 [Profilin]
ko04015 Rap1 signaling pathway ko04310 Wnt signaling pathway ko04390 Hippo signaling pathway ko04510 Focal adhesion ko04520 Adherens junction ko04550 Signaling pathways regulating pluripotency of stem cells ko04670 Leukocyte transendothelial migration ko04916 Melanogenesis ko04919 Thyroid hormone signaling pathway ko05100 Bacterial invasion of epithelial cells ko05130 Pathogenic Escherichia coli infection ko05165 Human papillomavirus infection ko05166 HTLV-I infection ko05167 Kaposi's sarcoma-associated herpesvirus infection ko05200 Pathways in cancer ko05205 Proteoglycans in cancer ko05210 Colorectal cancer ko05213 Endometrial cancer ko05215 Prostate cancer ko05216 Thyroid cancer ko05217 Basal cell carcinoma ko05224 Breast cancer ko05225 Hepatocellular carcinoma ko05226 Gastric cancer ko05412 Arrhythmogenic right ventricular cardiomyopathy (ARVC) ko05418 Fluid shear stress and atherosclerosis-- -- -- IPR000225 [Armadillo]
ko05146 AmoebiasisSerine protease inhibitorO Posttranslational modification, protein turnover, chaperones ;IPR023796 [Serpin domain]
ko04390 Hippo signaling pathway ko04392 Hippo signaling pathway - multiple species ko04530 Tight junction-- -- -- IPR011259 [Ezrin/radixin/moesin, C-terminal] ; IPR018979[FERM, N-terminal] ; IPR018980[FERM, C-terminal PH-like domain] ; IPR019748[FERM central domain]
ko04530 Tight junction ko04810 Regulation of actin cytoskeleton ko05205 Proteoglycans in cancer ko05206 MicroRNAs in cancer-- -- -- IPR011259 [Ezrin/radixin/moesin, C-terminal] ; IPR018979[FERM, N-terminal] ; IPR018980[FERM, C-terminal PH-like domain] ; IPR019748[FERM central domain]
ko03030 DNA replication ko03420 Nucleotide excision repair ko03430 Mismatch repairDNA polymerase III, delta prime subunitL Replication, recombination and repair ;IPR003959 [ATPase, AAA-type, core] ; IPR013748[Replication factor C, C-terminal]
ko03030 DNA replication ko03420 Nucleotide excision repair ko03430 Mismatch repairDNA polymerase III, delta prime subunitL Replication, recombination and repair ;IPR003959 [ATPase, AAA-type, core] ; IPR013748[Replication factor C, C-terminal]
ko03010 Ribosome-- -- -- IPR002671 [Ribosomal protein L22e]
ko00590 Arachidonic acid metabolism ko01100 Metabolic pathways ko04064 NF-kappa B signaling pathway ko04370 VEGF signaling pathway ko04657 IL-17 signaling pathway ko04668 TNF signaling pathway ko04723 Retrograde endocannabinoid signaling ko04726 Serotonergic synapse ko04913 Ovarian steroidogenesis ko04921 Oxytocin signaling pathway ko04923 Regulation of lipolysis in adipocytes ko05140 Leishmaniasis ko05165 Human papillomavirus infection ko05167 Kaposi's sarcoma-associated herpesvirus infection ko05200 Pathways in cancer ko05204 Chemical carcinogenesis ko05206 MicroRNAs in cancer ko05222 Small cell lung cancerCytochrome P450QV Secondary metabolites biosynthesis, transport and catabolism ; Defense mechanisms ;IPR000742 [EGF-like domain] ; IPR019791[Haem peroxidase, animal]
ko04020 Calcium signaling pathway ko04080 Neuroactive ligand-receptor interaction ko04750 Inflammatory mediator regulation of TRP channels-- -- -- IPR000276 [G protein-coupled receptor, rhodopsin-like]
ko04145 Phagosome ko04151 PI3K-Akt signaling pathway ko04510 Focal adhesion ko04512 ECM-receptor interaction ko05144 Malaria ko05165 Human papillomavirus infectionAlpha-tubulin suppressor and related RCC1 domain-containing proteinsDZ Cell cycle control, cell division, chromosome partitioning ; Cytoskeleton ;IPR000884 [Thrombospondin type-1 (TSP1) repeat] ; IPR001007[VWFC domain] ; IPR001881[EGF-like calcium-binding domain] ; IPR003367[Thrombospondin, type 3-like repeat] ; IPR008859[Thrombospondin, C-terminal] ; IPR024731[EGF domain]
ko04145 Phagosome ko04151 PI3K-Akt signaling pathway ko04510 Focal adhesion ko04512 ECM-receptor interaction ko05144 Malaria ko05165 Human papillomavirus infectionAlpha-tubulin suppressor and related RCC1 domain-containing proteinsDZ Cell cycle control, cell division, chromosome partitioning ; Cytoskeleton ;IPR001881 [EGF-like calcium-binding domain] ; IPR003367[Thrombospondin, type 3-like repeat] ; IPR008859[Thrombospondin, C-terminal] ; IPR024665[Thrombospondin/cartilage oligomeric matrix protein, coiled-coil domain]
ko00260 Glycine, serine and threonine metabolism ko00270 Cysteine and methionine metabolism ko01100 Metabolic pathways ko01230 Biosynthesis of amino acidsCBS domainT Signal transduction mechanisms ;IPR000644 [CBS domain] ; IPR001926[Tryptophan synthase beta subunit-like PLP-dependent enzyme]
-- -- -- -- IPR001664 [Intermediate filament protein]
-- -- -- -- IPR001881 [EGF-like calcium-binding domain] ; IPR017878[TB domain] ; IPR026823[Complement Clr-like EGF domain]
ko00500 Starch and sucrose metabolism ko01100 Metabolic pathways Glycogen debranching enzyme (alpha-1,6-glucosidase)G Carbohydrate transport and metabolism ;IPR029436 [Eukaryotic glycogen debranching enzyme, N-terminal domain] ; IPR032788[Glycogen debranching enzyme, central domain] ; IPR032790[Glycogen debranching enzyme, C-terminal] ; IPR032792[Glycogen debranching enzyme, glucanotransferase domain]
ko04530 Tight junctionChromosome segregation ATPaseD Cell cycle control, cell division, chromosome partitioning ;IPR001609 [Myosin head, motor domain] ; IPR002928[Myosin tail] ; IPR004009[Myosin, N-terminal, SH3-like]
ko04530 Tight junctionChromosome segregation ATPaseD Cell cycle control, cell division, chromosome partitioning ;IPR000048 [IQ motif, EF-hand binding site] ; IPR001609[Myosin head, motor domain] ; IPR002928[Myosin tail] ; IPR004009[Myosin, N-terminal, SH3-like]
-- Serine/threonine protein kinaseT Signal transduction mechanisms ;IPR001245 [Serine-threonine/tyrosine-protein kinase catalytic domain] ; IPR003961[Fibronectin type III] ; IPR013151[Immunoglobulin]
-- WD40 repeatR General function prediction only ;IPR001680 [WD40 repeat] ; IPR006692[Coatomer, WD associated region]
ko05412 Arrhythmogenic right ventricular cardiomyopathy (ARVC)-- -- -- IPR001715 [Calponin homology domain] ; IPR002017[Spectrin repeat] ; IPR014837[EF-hand, Ca insensitive]
-- Ribulose-5-phosphate 4-epimerase/Fuculose-1-phosphate aldolaseG Carbohydrate transport and metabolism ;IPR001303 [Class II aldolase/adducin N-terminal]
-- -- -- -- --
ko05202 Transcriptional misregulation in cancerRNA recognition motif (RRM) domainJ Translation, ribosomal structure and biogenesis ;IPR000504 [RNA recognition motif domain] ; IPR001876[Zinc finger, RanBP2-type]
-- -- -- -- IPR014876 [DEK, C-terminal]
-- GlutaredoxinO Posttranslational modification, protein turnover, chaperones ;IPR002109 [Glutaredoxin]
ko04010 MAPK signaling pathwaySerine/threonine protein phosphatase PrpCT Signal transduction mechanisms ;IPR001932 [PPM-type phosphatase domain] ; IPR012911[Protein serine/threonine phosphatase 2C, C-terminal]
-- Leucine-rich repeat (LRR) proteinK Transcription ;IPR000372 [Leucine-rich repeat N-terminal domain] ; IPR001611[Leucine-rich repeat]
-- Uncharacterized membrane protein YhgE, phage infection protein (PIP) familyS Function unknown ;IPR001664 [Intermediate filament protein] ; IPR032444[Keratin type II head]
ko03050 Proteasome ko05169 Epstein-Barr virus infectionATP-dependent 26S proteasome regulatory subunitO Posttranslational modification, protein turnover, chaperones ;IPR003959 [ATPase, AAA-type, core]
-- -- -- -- IPR013092 [Connexin, N-terminal]
-- GTPase SAR1 family domainR General function prediction only ;IPR006689 [Small GTPase superfamily, ARF/SAR type]
ko01521 EGFR tyrosine kinase inhibitor resistance ko01522 Endocrine resistance ko04010 MAPK signaling pathway ko04012 ErbB signaling pathway ko04014 Ras signaling pathway ko04015 Rap1 signaling pathway ko04022 cGMP-PKG signaling pathway ko04024 cAMP signaling pathway ko04066 HIF-1 signaling pathway ko04068 FoxO signaling pathway ko04071 Sphingolipid signaling pathway ko04072 Phospholipase D signaling pathway ko04140 Autophagy - animal ko04150 mTOR signaling pathway ko04151 PI3K-Akt signaling pathway ko04210 Apoptosis ko04218 Cellular senescence ko04270 Vascular smooth muscle contraction ko04370 VEGF signaling pathway ko04371 Apelin signaling pathway ko04540 Gap junction ko04550 Signaling pathways regulating pluripotency of stem cells ko04620 Toll-like receptor signaling pathway ko04650 Natural killer cell mediated cytotoxicity ko04660 T cell receptor signaling pathway ko04662 B cell receptor signaling pathway ko04664 Fc epsilon RI signaling pathway ko04720 Long-term potentiation ko04722 Neurotrophin signalingSerine/threonine protein kinaseT Signal transduction mechanisms ;IPR000719 [Protein kinase domain]
ko03010 RibosomeRibosomal protein L4J Translation, ribosomal structure and biogenesis ;IPR002136 [Ribosomal protein L4/L1e] ; IPR025755[60S ribosomal protein L4, C-terminal domain]
-- ADP-ribose pyrophosphatase YjhB, NUDIX familyF Nucleotide transport and metabolism ;IPR000086 [NUDIX hydrolase domain]
ko00010 Glycolysis / Gluconeogenesis ko00030 Pentose phosphate pathway ko00052 Galactose metabolism ko00230 Purine metabolism ko00500 Starch and sucrose metabolism ko00520 Amino sugar and nucleotide sugar metabolism ko01100 Metabolic pathways PhosphoglucomutaseG Carbohydrate transport and metabolism ;IPR005843 [Alpha-D-phosphohexomutase, C-terminal] ; IPR005844[Alpha-D-phosphohexomutase, alpha/beta/alpha domain I] ; IPR005845[Alpha-D-phosphohexomutase, alpha/beta/alpha domain II] ; IPR005846[Alpha-D-phosphohexomutase, alpha/beta/alpha domain III]
ko04060 Cytokine-cytokine receptor interaction ko04350 TGF-beta signaling pathway ko04390 Hippo signaling pathway ko04550 Signaling pathways regulating pluripotency of stem cells ko05418 Fluid shear stress and atherosclerosisSerine/threonine protein kinaseT Signal transduction mechanisms ;IPR000472 [Activin types I and II receptor domain] ; IPR001245[Serine-threonine/tyrosine-protein kinase catalytic domain] ; IPR003605[GS domain]
ko04060 Cytokine-cytokine receptor interaction ko04350 TGF-beta signaling pathway ko04550 Signaling pathways regulating pluripotency of stem cellsSerine/threonine protein kinaseT Signal transduction mechanisms ;IPR000472 [Activin types I and II receptor domain] ; IPR000719[Protein kinase domain] ; IPR003605[GS domain]
ko04010 MAPK signaling pathway ko04060 Cytokine-cytokine receptor interaction ko04068 FoxO signaling pathway ko04144 Endocytosis ko04218 Cellular senescence ko04350 TGF-beta signaling pathway ko04371 Apelin signaling pathway ko04380 Osteoclast differentiation ko04390 Hippo signaling pathway ko04520 Adherens junction ko04659 Th17 cell differentiation ko04926 Relaxin signaling pathway ko04933 AGE-RAGE signaling pathway in diabetic complications ko05142 Chagas disease (American trypanosomiasis) ko05161 Hepatitis B ko05166 HTLV-I infection ko05200 Pathways in cancer ko05210 Colorectal cancer ko05212 Pancreatic cancer ko05220 Chronic myeloid leukemia ko05225 Hepatocellular carcinoma ko05226 Gastric cancerSerine/threonine protein kinaseT Signal transduction mechanisms ;IPR000472 [Activin types I and II receptor domain] ; IPR000719[Protein kinase domain] ; IPR003605[GS domain]
-- Ribosome biogenesis GTPase AJ Translation, ribosomal structure and biogenesis ;IPR006073 [GTP binding domain]
ko04060 Cytokine-cytokine receptor interaction ko04064 NF-kappa B signaling pathway ko04066 HIF-1 signaling pathway ko04672 Intestinal immune network for IgA production ko05166 HTLV-I infection ko05203 Viral carcinogenesis-- -- -- IPR001368 [TNFR/NGFR cysteine-rich region]
ko04310 Wnt signaling pathwaySerine protease inhibitorO Posttranslational modification, protein turnover, chaperones ;IPR023796 [Serpin domain]
ko00480 Glutathione metabolism ko04216 FerroptosisGlutathione peroxidase, house-cleaning role in reducing lipid peroxidesVI Defense mechanisms ; Lipid transport and metabolism ;IPR000889 [Glutathione peroxidase]
ko04010 MAPK signaling pathway ko04060 Cytokine-cytokine receptor interaction ko04068 FoxO signaling pathway ko04144 Endocytosis ko04218 Cellular senescence ko04350 TGF-beta signaling pathway ko04380 Osteoclast differentiation ko04390 Hippo signaling pathway ko04520 Adherens junction ko04659 Th17 cell differentiation ko04926 Relaxin signaling pathway ko04933 AGE-RAGE signaling pathway in diabetic complications ko05142 Chagas disease (American trypanosomiasis) ko05166 HTLV-I infection ko05200 Pathways in cancer ko05202 Transcriptional misregulation in cancer ko05210 Colorectal cancer ko05212 Pancreatic cancer ko05220 Chronic myeloid leukemia ko05225 Hepatocellular carcinoma ko05226 Gastric cancerSerine/threonine protein kinaseT Signal transduction mechanisms ;IPR001245 [Serine-threonine/tyrosine-protein kinase catalytic domain] ; IPR015013[Transforming growth factor beta receptor 2 ectodomain]
-- Ca2+-binding protein, EF-hand superfamilyT Signal transduction mechanisms ;IPR002048 [EF-hand domain]
-- -- -- -- IPR000557 [Calponin repeat] ; IPR001715[Calponin homology domain]
ko00030 Pentose phosphate pathway ko01100 Metabolic pathways ko01200 Carbon metabolism ko01230 Biosynthesis of amino acidsTransaldolaseG Carbohydrate transport and metabolism ;IPR001585 [Transaldolase/Fructose-6-phosphate aldolase]
ko00190 Oxidative phosphorylation ko01100 Metabolic pathways ko04145 Phagosome ko04150 mTOR signaling pathway ko04721 Synaptic vesicle cycle ko04966 Collecting duct acid secretion ko05110 Vibrio cholerae infection ko05120 Epithelial cell signaling in Helicobacter pylori infection ko05323 Rheumatoid arthritisArchaeal/vacuolar-type H+-ATPase catalytic subunit A/Vma1C Energy production and conversion ;IPR000194 [ATPase, F1/V1/A1 complex, alpha/beta subunit, nucleotide-binding domain] ; IPR004100[ATPase, F1/V1/A1 complex, alpha/beta subunit, N-terminal domain] ; IPR031686[ATPsynthase alpha/beta subunit, N-terminal extension]
ko03018 RNA degradation ko05152 TuberculosisMolecular chaperone DnaK (HSP70)O Posttranslational modification, protein turnover, chaperones ;IPR013126 [Heat shock protein 70 family]
ko03013 RNA transport ko03015 mRNA surveillance pathway ko03040 SpliceosomeSuperfamily II DNA and RNA helicaseL Replication, recombination and repair ;IPR001650 [Helicase, C-terminal] ; IPR011545[DEAD/DEAH box helicase domain]
ko03010 RibosomeRibosomal protein L3J Translation, ribosomal structure and biogenesis ;IPR000597 [Ribosomal protein L3]



ko04974 Protein digestion and absorptionAutotransporter adhesinUW Intracellular trafficking, secretion, and vesicular transport ; Extracellular structures ;IPR008160 [Collagen triple helix repeat] ; IPR010515[Collagenase NC10/endostatin]
ko04974 Protein digestion and absorptionAutotransporter adhesinUW Intracellular trafficking, secretion, and vesicular transport ; Extracellular structures ;IPR008160 [Collagen triple helix repeat] ; IPR010363[Domain of unknown function DUF959, collagen XVIII, N-terminal] ; IPR010515[Collagenase NC10/endostatin] ; IPR020067[Frizzled domain]
ko00510 N-Glycan biosynthesis ko01100 Metabolic pathways ko04141 Protein processing in endoplasmic reticulum-- -- -- IPR005013 [Dolichyl-diphosphooligosaccharide--protein glycosyltransferase 48 kDa subunit]
ko03030 DNA replication ko03410 Base excision repair ko03450 Non-homologous end-joining5'-3' exonucleaseL Replication, recombination and repair ;IPR006085 [XPG N-terminal] ; IPR006086[XPG-I domain]
-- -- -- -- IPR007123 [Gelsolin-like domain]
-- -- -- -- IPR013912 [Adenylate cyclase-associated CAP, C-terminal] ; IPR013992[Adenylate cyclase-associated CAP, N-terminal]
ko04060 Cytokine-cytokine receptor interaction ko04550 Signaling pathways regulating pluripotency of stem cells ko04630 Jak-STAT signaling pathway ko04659 Th17 cell differentiation ko05167 Kaposi's sarcoma-associated herpesvirus infection ko05200 Pathways in cancer ko05203 Viral carcinogenesis-- -- -- IPR003961 [Fibronectin type III] ; IPR010457[Immunoglobulin C2-set-like, ligand-binding] ; IPR015321[Type I cytokine receptor, cytokine-binding domain]
-- Chaperonin GroEL (HSP60 family)O Posttranslational modification, protein turnover, chaperones ;IPR002423 [Chaperonin Cpn60/TCP-1 family]
ko00760 Nicotinate and nicotinamide metabolism ko01100 Metabolic pathways-- -- -- IPR000940 [Methyltransferase, NNMT/PNMT/TEMT]
ko03010 RibosomeRibosomal protein L13J Translation, ribosomal structure and biogenesis ;IPR005822 [Ribosomal protein L13]
-- GTPase SAR1 family domainR General function prediction only ;IPR006689 [Small GTPase superfamily, ARF/SAR type]
ko01521 EGFR tyrosine kinase inhibitor resistance ko04062 Chemokine signaling pathway ko04066 HIF-1 signaling pathway ko04068 FoxO signaling pathway ko04217 Necroptosis ko04550 Signaling pathways regulating pluripotency of stem cells ko04630 Jak-STAT signaling pathway ko04659 Th17 cell differentiation ko04917 Prolactin signaling pathway ko04920 Adipocytokine signaling pathway ko04931 Insulin resistance ko04933 AGE-RAGE signaling pathway in diabetic complications ko05145 Toxoplasmosis ko05160 Hepatitis C ko05161 Hepatitis B ko05162 Measles ko05167 Kaposi's sarcoma-associated herpesvirus infection ko05169 Epstein-Barr virus infection ko05200 Pathways in cancer ko05203 Viral carcinogenesis ko05205 Proteoglycans in cancer ko05206 MicroRNAs in cancer ko05212 Pancreatic cancer ko05221 Acute myeloid leukemia ko05223 Non-small cell lung cancer ko05321 Inflammatory bowel disease (IBD)-- -- -- IPR000980 [SH2 domain] ; IPR013799[STAT transcription factor, protein interaction] ; IPR013800[STAT transcription factor, all-alpha domain] ; IPR013801[STAT transcription factor, DNA-binding]
ko04137 Mitophagy - animal ko04144 Endocytosis-- -- -- IPR001394 [Peptidase C19, ubiquitin carboxyl-terminal hydrolase] ; IPR001763[Rhodanese-like domain] ; IPR015063[USP8 dimerisation domain]
ko00020 Citrate cycle (TCA cycle) ko00270 Cysteine and methionine metabolism ko00620 Pyruvate metabolism ko00630 Glyoxylate and dicarboxylate metabolism ko01100 Metabolic pathways ko01200 Carbon metabolism ko04964 Proximal tubule bicarbonate reclamationMalate/lactate dehydrogenaseC Energy production and conversion ;IPR001236 [Lactate/malate dehydrogenase, N-terminal] ; IPR022383[Lactate/malate dehydrogenase, C-terminal]
ko03030 DNA replication ko03420 Nucleotide excision repair ko03430 Mismatch repairDNA polymerase III, delta prime subunitL Replication, recombination and repair ;IPR003959 [ATPase, AAA-type, core] ; IPR013748[Replication factor C, C-terminal]
ko03030 DNA replication ko03420 Nucleotide excision repair ko03430 Mismatch repairDNA polymerase III, delta prime subunitL Replication, recombination and repair ;--
ko03013 RNA transportTranslation initiation factor 2, gamma subunit (eIF-2gamma; GTPase)J Translation, ribosomal structure and biogenesis ;IPR004161 [Translation elongation factor EFTu-like, domain 2] ; IPR015256[Translation initiation factor 2, gamma subunit, C-terminal]
ko04150 mTOR signaling pathway ko04310 Wnt signaling pathway ko04360 Axon guidance ko04390 Hippo signaling pathway ko04550 Signaling pathways regulating pluripotency of stem cells ko04916 Melanogenesis ko05165 Human papillomavirus infection ko05166 HTLV-I infection ko05200 Pathways in cancer ko05205 Proteoglycans in cancer ko05217 Basal cell carcinoma ko05224 Breast cancer ko05225 Hepatocellular carcinoma ko05226 Gastric cancer-- -- -- IPR005817 [Wnt]
-- Ribosomal protein S18 acetylase RimI and related acetyltransferasesJ Translation, ribosomal structure and biogenesis ;IPR000182 [GNAT domain]
ko05120 Epithelial cell signaling in Helicobacter pylori infectionPASTA domain, binds beta-lactamsM Cell wall/membrane/envelope biogenesis ;IPR000980 [SH2 domain] ; IPR001245[Serine-threonine/tyrosine-protein kinase catalytic domain] ; IPR001452[SH3 domain]
ko00970 Aminoacyl-tRNA biosynthesisGlycyl-tRNA synthetase (class II)J Translation, ribosomal structure and biogenesis ;IPR000738 [WHEP-TRS domain] ; IPR002314[Aminoacyl-tRNA synthetase, class II (G/ P/ S/T)] ; IPR004154[Anticodon-binding]
ko00970 Aminoacyl-tRNA biosynthesisIsoleucyl-tRNA synthetaseJ Translation, ribosomal structure and biogenesis ;IPR002300 [Aminoacyl-tRNA synthetase, class Ia] ; IPR013155[Methionyl/Valyl/Leucyl/Isoleucyl-tRNA synthetase, anticodon-binding]
ko01523 Antifolate resistance ko04977 Vitamin digestion and absorption-- -- -- IPR002666 [Reduced folate carrier]
ko04015 Rap1 signaling pathway ko04144 Endocytosis ko04390 Hippo signaling pathway ko04530 Tight junction ko04611 Platelet activation ko04910 Insulin signaling pathway ko05165 Human papillomavirus infectionSerine/threonine protein kinaseT Signal transduction mechanisms ;IPR000270 [PB1 domain] ; IPR000719[Protein kinase domain] ; IPR002219[Protein kinase C-like, phorbol ester/diacylglycerol-binding domain] ; IPR017892[Protein kinase, C-terminal]
-- Actin-related proteinZ Cytoskeleton ;IPR004000 [Actin family]
-- -- -- -- IPR003887 [LEM domain] ; IPR013146[LEM-like domain] ; IPR021623[Lamina-associated polypeptide 2 alpha]
ko04012 ErbB signaling pathway ko04217 Necroptosis ko04630 Jak-STAT signaling pathway ko04658 Th1 and Th2 cell differentiation ko04659 Th17 cell differentiation ko04917 Prolactin signaling pathway ko04933 AGE-RAGE signaling pathway in diabetic complications ko05161 Hepatitis B ko05162 Measles ko05166 HTLV-I infection ko05200 Pathways in cancer ko05203 Viral carcinogenesis ko05220 Chronic myeloid leukemia ko05221 Acute myeloid leukemia ko05223 Non-small cell lung cancer-- -- -- IPR000980 [SH2 domain] ; IPR013799[STAT transcription factor, protein interaction] ; IPR013800[STAT transcription factor, all-alpha domain] ; IPR013801[STAT transcription factor, DNA-binding]
ko03018 RNA degradationSuperfamily II RNA helicaseL Replication, recombination and repair ;IPR001650 [Helicase, C-terminal] ; IPR011545[DEAD/DEAH box helicase domain] ; IPR012961[ATP-dependent RNA helicase Ski2, C-terminal] ; IPR025696[rRNA-processing arch domain]
ko00562 Inositol phosphate metabolism ko01521 EGFR tyrosine kinase inhibitor resistance ko01522 Endocrine resistance ko01524 Platinum drug resistance ko04012 ErbB signaling pathway ko04014 Ras signaling pathway ko04015 Rap1 signaling pathway ko04024 cAMP signaling pathway ko04062 Chemokine signaling pathway ko04066 HIF-1 signaling pathway ko04068 FoxO signaling pathway ko04070 Phosphatidylinositol signaling system ko04071 Sphingolipid signaling pathway ko04072 Phospholipase D signaling pathway ko04140 Autophagy - animal ko04150 mTOR signaling pathway ko04151 PI3K-Akt signaling pathway ko04152 AMPK signaling pathway ko04210 Apoptosis ko04211 Longevity regulating pathway ko04213 Longevity regulating pathway - multiple species ko04218 Cellular senescence ko04360 Axon guidance ko04370 VEGF signaling pathway ko04380 Osteoclast differentiation ko04510 Focal adhesion ko04550 Signaling pathways regulating pluripotency of stem cells ko04611 Platelet activation ko04620 Toll-like receptor signaling pathway ko04630 Jak-S-- -- -- IPR000341 [Phosphatidylinositol 3-kinase Ras-binding (PI3K RBD) domain] ; IPR000403[Phosphatidylinositol 3-/4-kinase, catalytic domain] ; IPR001263[Phosphoinositide 3-kinase, accessory (PIK) domain] ; IPR002420[Phosphatidylinositol 3-kinase, C2 domain] ; IPR003113[Phosphatidylinositol 3-kinase adaptor-binding (PI3K ABD) domain]
ko01521 EGFR tyrosine kinase inhibitor resistance ko01522 Endocrine resistance ko04012 ErbB signaling pathway ko04066 HIF-1 signaling pathway ko04072 Phospholipase D signaling pathway ko04136 Autophagy - other ko04140 Autophagy - animal ko04150 mTOR signaling pathway ko04151 PI3K-Akt signaling pathway ko04152 AMPK signaling pathway ko04211 Longevity regulating pathway ko04213 Longevity regulating pathway - multiple species ko04218 Cellular senescence ko04371 Apelin signaling pathway ko04630 Jak-STAT signaling pathway ko04659 Th17 cell differentiation ko04910 Insulin signaling pathway ko04919 Thyroid hormone signaling pathway ko04920 Adipocytokine signaling pathway ko04930 Type II diabetes mellitus ko04931 Insulin resistance ko05165 Human papillomavirus infection ko05167 Kaposi's sarcoma-associated herpesvirus infection ko05200 Pathways in cancer ko05205 Proteoglycans in cancer ko05206 MicroRNAs in cancer ko05212 Pancreatic cancer ko05214 Glioma ko05215 Prostate cancer ko05221 Acute myeloid leukemia ko05224 Br-- -- -- IPR000403 [Phosphatidylinositol 3-/4-kinase, catalytic domain] ; IPR003151[PIK-related kinase, FAT] ; IPR003152[FATC domain] ; IPR009076[FKBP12-rapamycin binding domain] ; IPR024585[Domain of unknown function DUF3385,  target of rapamycin protein]
ko00562 Inositol phosphate metabolism ko01100 Metabolic pathways ko04070 Phosphatidylinositol signaling system-- -- -- IPR000403 [Phosphatidylinositol 3-/4-kinase, catalytic domain] ; IPR001263[Phosphoinositide 3-kinase, accessory (PIK) domain]
-- -- -- -- IPR002885 [Pentatricopeptide repeat] ; IPR033443[Pentacotripeptide-repeat region of PROPR]
ko03010 RibosomeRibosomal protein L29J Translation, ribosomal structure and biogenesis ;IPR001854 [Ribosomal protein L29]
-- -- -- -- IPR024613 [Huntingtin, middle-repeat]
-- Predicted metalloendopeptidaseO Posttranslational modification, protein turnover, chaperones ;IPR008753 [Peptidase M13, N-terminal domain] ; IPR018497[Peptidase M13, C-terminal domain]
-- Na+/H+-dicarboxylate symporterC Energy production and conversion ;IPR001991 [Sodium:dicarboxylate symporter]
ko00565 Ether lipid metabolism ko01100 Metabolic pathwaysWD40 repeatR General function prediction only ;IPR001680 [WD40 repeat] ; IPR006594[LIS1 homology motif]
-- -- -- -- IPR013106 [Immunoglobulin V-set domain] ; IPR013151[Immunoglobulin] ; IPR013162[CD80-like, immunoglobulin C2-set]
ko01524 Platinum drug resistance ko03430 Mismatch repair ko05200 Pathways in cancer ko05210 Colorectal cancerDNA mismatch repair ATPase MutSL Replication, recombination and repair ;IPR000432 [DNA mismatch repair protein MutS, C-terminal] ; IPR007695[DNA mismatch repair protein MutS-like, N-terminal] ; IPR007696[DNA mismatch repair protein MutS, core] ; IPR007860[DNA mismatch repair protein MutS, connector domain] ; IPR007861[DNA mismatch repair protein MutS, clamp]
ko04062 Chemokine signaling pathway ko04144 Endocytosis ko05032 Morphine addictionSerine/threonine protein kinaseT Signal transduction mechanisms ;IPR000719 [Protein kinase domain] ; IPR016137[RGS domain]
ko05166 HTLV-I infection ko05203 Viral carcinogenesis-- -- -- IPR000156 [Ran binding domain]
ko00760 Nicotinate and nicotinamide metabolism ko01100 Metabolic pathways ko04621 NOD-like receptor signaling pathwayNicotinic acid phosphoribosyltransferaseH Coenzyme transport and metabolism ;IPR007229 [Nicotinate phosphoribosyltransferase family]
-- -- -- -- IPR014760 [Serum albumin, N-terminal]
-- Peptidyl-prolyl cis-trans isomerase (rotamase) - cyclophilin familyO Posttranslational modification, protein turnover, chaperones ;IPR002130 [Cyclophilin-type peptidyl-prolyl cis-trans isomerase domain]
ko04020 Calcium signaling pathway ko04022 cGMP-PKG signaling pathway ko04216 Ferroptosis ko04217 Necroptosis ko04218 Cellular senescence ko04621 NOD-like receptor signaling pathway ko04979 Cholesterol metabolism ko05012 Parkinson's disease ko05016 Huntington's disease ko05166 HTLV-I infection-- -- -- IPR027246 [Eukaryotic porin/Tom40]
ko04020 Calcium signaling pathway ko04910 Insulin signaling pathway ko04922 Glucagon signaling pathwayGlucoamylase (glucan-1,4-alpha-glucosidase), GH15 familyG Carbohydrate transport and metabolism ;IPR011613 [Glycoside hydrolase family 15/Phosphorylase b kinase regulatory chain family]
ko03013 RNA transportLeucine-rich repeat (LRR) proteinK Transcription ;IPR001611 [Leucine-rich repeat] ; IPR009109[Ran-GTPase activating protein 1, C-terminal]
-- Superfamily II DNA helicase RecQL Replication, recombination and repair ;IPR001650 [Helicase, C-terminal] ; IPR011545[DEAD/DEAH box helicase domain] ; IPR032284[ATP-dependent DNA helicase RecQ, zinc-binding domain]
ko04010 MAPK signaling pathway ko04012 ErbB signaling pathway ko04015 Rap1 signaling pathway ko04062 Chemokine signaling pathway ko04510 Focal adhesion ko04666 Fc gamma R-mediated phagocytosis ko04722 Neurotrophin signaling pathway ko04810 Regulation of actin cytoskeleton ko04910 Insulin signaling pathway ko05100 Bacterial invasion of epithelial cells ko05131 Shigellosis ko05200 Pathways in cancer ko05206 MicroRNAs in cancer ko05211 Renal cell carcinoma ko05220 Chronic myeloid leukemia-- -- -- IPR000980 [SH2 domain] ; IPR001452[SH3 domain] ; IPR011511[Variant SH3 domain]
ko04010 MAPK signaling pathway ko04012 ErbB signaling pathway ko04015 Rap1 signaling pathway ko04062 Chemokine signaling pathway ko04510 Focal adhesion ko04666 Fc gamma R-mediated phagocytosis ko04722 Neurotrophin signaling pathway ko04810 Regulation of actin cytoskeleton ko04910 Insulin signaling pathway ko05100 Bacterial invasion of epithelial cells ko05131 Shigellosis ko05200 Pathways in cancer ko05206 MicroRNAs in cancer ko05211 Renal cell carcinoma ko05220 Chronic myeloid leukemia-- -- -- IPR000980 [SH2 domain] ; IPR001452[SH3 domain] ; IPR011511[Variant SH3 domain]
-- Ubiquitin O Posttranslational modification, protein turnover, chaperones ;IPR000626 [Ubiquitin domain] ; IPR021925[Protein of unknown function DUF3538]
ko01522 Endocrine resistance ko04330 Notch signaling pathway ko04658 Th1 and Th2 cell differentiation ko04919 Thyroid hormone signaling pathway ko05020 Prion diseases ko05165 Human papillomavirus infection ko05200 Pathways in cancer ko05206 MicroRNAs in cancer ko05224 Breast cancerAnkyrin repeatT Signal transduction mechanisms ;IPR000742 [EGF-like domain] ; IPR000800[Notch domain] ; IPR001881[EGF-like calcium-binding domain] ; IPR010660[Notch, NOD domain] ; IPR011656[Notch, NODP domain] ; IPR013032[EGF-like, conserved site] ; IPR020683[Ankyrin repeat-containing domain] ; IPR024600[Domain of unknown function DUF3454, notch]
ko04010 MAPK signaling pathway ko04015 Rap1 signaling pathway ko04218 Cellular senescence ko04620 Toll-like receptor signaling pathway ko04664 Fc epsilon RI signaling pathway ko04668 TNF signaling pathway ko04750 Inflammatory mediator regulation of TRP channels ko04912 GnRH signaling pathway ko05014 Amyotrophic lateral sclerosis (ALS) ko05145 Toxoplasmosis ko05164 Influenza A ko05169 Epstein-Barr virus infectionSerine/threonine protein kinaseT Signal transduction mechanisms ;IPR000719 [Protein kinase domain]
ko03010 RibosomeRibosomal protein L15J Translation, ribosomal structure and biogenesis ;IPR021131 [Ribosomal protein L18e/L15P]
ko03010 RibosomeRibosomal protein L21EJ Translation, ribosomal structure and biogenesis ;IPR001147 [Ribosomal protein L21e]
ko03010 Ribosome-- -- -- IPR029004 [Ribosomal L28e/Mak16]
ko03010 RibosomeRibosomal protein S4 or related proteinJ Translation, ribosomal structure and biogenesis ;IPR001912 [Ribosomal protein S4/S9, N-terminal] ; IPR002942[RNA-binding S4 domain]
ko03010 Ribosome-- -- -- IPR005326 [Plectin/S10, N-terminal]



ko00520 Amino sugar and nucleotide sugar metabolism ko01100 Metabolic pathways6-phosphogluconolactonase/Glucosamine-6-phosphate isomerase/deaminaseG Carbohydrate transport and metabolism ;IPR006148 [Glucosamine/galactosamine-6-phosphate isomerase]
-- -- -- -- IPR000433 [Zinc finger, ZZ-type] ; IPR001715[Calponin homology domain] ; IPR002017[Spectrin repeat] ; IPR015153[EF-hand domain, type 1] ; IPR015154[EF-hand domain, type 2]
ko04520 Adherens junction ko04810 Regulation of actin cytoskeleton ko05205 Proteoglycans in cancer-- -- -- IPR000048 [IQ motif, EF-hand binding site] ; IPR000593[RasGAP protein, C-terminal] ; IPR001715[Calponin homology domain] ; IPR001936[Ras GTPase-activating protein]
ko00380 Tryptophan metabolism ko01100 Metabolic pathwaysMannose-6-phosphate isomerase, cupin superfamilyG Carbohydrate transport and metabolism ;IPR010329 [3-hydroxyanthranilic acid dioxygenase]
ko04144 Endocytosis-- -- -- IPR002189 [F-actin-capping protein subunit alpha]
ko00010 Glycolysis / Gluconeogenesis ko00340 Histidine metabolism ko00350 Tyrosine metabolism ko00360 Phenylalanine metabolism ko00410 beta-Alanine metabolism ko00980 Metabolism of xenobiotics by cytochrome P450 ko00982 Drug metabolism - cytochrome P450 ko01100 Metabolic pathways ko05204 Chemical carcinogenesisAcyl-CoA reductase or other NAD-dependent aldehyde dehydrogenaseC Energy production and conversion ;IPR015590 [Aldehyde dehydrogenase domain]
ko03010 Ribosome-- -- -- IPR002673 [Ribosomal protein L29e]
-- WGR domain, predicted DNA-binding domain in MolRK Transcription ;IPR001079 [Galectin, carbohydrate recognition domain]
-- Na+-dependent transporter, SNF familyR General function prediction only ;IPR000175 [Sodium:neurotransmitter symporter]
-- -- -- -- IPR001781 [Zinc finger, LIM-type]
-- Uncharacterized conserved protein YkwD, contains CAP (CSP/antigen 5/PR1) domainS Function unknown ;IPR014044 [CAP domain]
-- Na+-dependent transporter, SNF familyR General function prediction only ;IPR000175 [Sodium:neurotransmitter symporter]
ko04614 Renin-angiotensin systemProlyl oligopeptidase PreP, S9A serine peptidase familyE Amino acid transport and metabolism ;IPR001375 [Peptidase S9, prolyl oligopeptidase, catalytic domain] ; IPR023302[Peptidase S9A, N-terminal domain]
ko00620 Pyruvate metabolism ko01100 Metabolic pathways ko01200 Carbon metabolismMalic enzymeC Energy production and conversion ;IPR012301 [Malic enzyme, N-terminal domain] ; IPR012302[Malic enzyme, NAD-binding]
ko00100 Steroid biosynthesis ko01100 Metabolic pathways Squalene cyclaseI Lipid transport and metabolism ;IPR032696 [Squalene cyclase, C-terminal] ; IPR032697[Squalene cyclase, N-terminal]
ko00270 Cysteine and methionine metabolism ko00480 Glutathione metabolism ko01100 Metabolic pathways ko04216 Ferroptosis-- -- -- IPR004308 [Glutamate-cysteine ligase catalytic subunit]
ko00270 Cysteine and methionine metabolism ko00480 Glutathione metabolism ko01100 Metabolic pathways ko04216 FerroptosisAldo/keto reductase, related to diketogulonate reductaseQ Secondary metabolites biosynthesis, transport and catabolism ;IPR023210 [NADP-dependent oxidoreductase domain]
-- -- -- -- IPR018499 [Tetraspanin/Peripherin]
ko03050 Proteasome ko05169 Epstein-Barr virus infection-- -- -- IPR033464 [CSN8/PSMD8/EIF3K]
-- Chaperonin GroEL (HSP60 family)O Posttranslational modification, protein turnover, chaperones ;IPR002423 [Chaperonin Cpn60/TCP-1 family]
-- Molecular chaperone DnaK (HSP70)O Posttranslational modification, protein turnover, chaperones ;IPR013126 [Heat shock protein 70 family]
ko04310 Wnt signaling pathway ko04340 Hedgehog signaling pathway ko05165 Human papillomavirus infection ko05224 Breast cancer ko05225 Hepatocellular carcinoma ko05226 Gastric cancerSerine/threonine protein kinaseT Signal transduction mechanisms ;IPR000719 [Protein kinase domain]
ko04340 Hedgehog signaling pathway ko04390 Hippo signaling pathway ko04540 Gap junction ko04710 Circadian rhythmSerine/threonine protein kinaseT Signal transduction mechanisms ;IPR000719 [Protein kinase domain]
ko00020 Citrate cycle (TCA cycle) ko00480 Glutathione metabolism ko01100 Metabolic pathways ko01200 Carbon metabolism ko01210 2-Oxocarboxylic acid metabolism ko01230 Biosynthesis of amino acids ko04146 PeroxisomeIsocitrate dehydrogenaseC Energy production and conversion ;IPR024084 [Isopropylmalate dehydrogenase-like domain]
ko00562 Inositol phosphate metabolism ko04022 cGMP-PKG signaling pathway ko04072 Phospholipase D signaling pathway ko04151 PI3K-Akt signaling pathway ko04261 Adrenergic signaling in cardiomyocytes ko04371 Apelin signaling pathway ko04611 Platelet activation ko04725 Cholinergic synapse ko04921 Oxytocin signaling pathway ko05145 Toxoplasmosis ko05167 Kaposi's sarcoma-associated herpesvirus infection-- -- -- IPR000341 [Phosphatidylinositol 3-kinase Ras-binding (PI3K RBD) domain] ; IPR000403[Phosphatidylinositol 3-/4-kinase, catalytic domain] ; IPR001263[Phosphoinositide 3-kinase, accessory (PIK) domain] ; IPR002420[Phosphatidylinositol 3-kinase, C2 domain]
-- -- -- -- IPR001666 [Phosphatidylinositol transfer protein]
ko04610 Complement and coagulation cascades ko05150 Staphylococcus aureus infectionSecreted trypsin-like serine proteaseO Posttranslational modification, protein turnover, chaperones ;IPR000436 [Sushi/SCR/CCP domain] ; IPR000859[CUB domain] ; IPR001254[Serine proteases, trypsin domain]
-- -- -- -- IPR000203 [GPS motif] ; IPR000832[GPCR, family 2, secretin-like] ; IPR001881[EGF-like calcium-binding domain]
ko04062 Chemokine signaling pathway ko04370 VEGF signaling pathway ko04510 Focal adhesion ko04670 Leukocyte transendothelial migration ko04810 Regulation of actin cytoskeleton ko05100 Bacterial invasion of epithelial cells ko05165 Human papillomavirus infection ko05203 Viral carcinogenesis ko05205 Proteoglycans in cancer-- -- -- IPR001781 [Zinc finger, LIM-type]
ko00010 Glycolysis / Gluconeogenesis ko00053 Ascorbate and aldarate metabolism ko00071 Fatty acid degradation ko00280 Valine, leucine and isoleucine degradation ko00310 Lysine degradation ko00330 Arginine and proline metabolism ko00340 Histidine metabolism ko00380 Tryptophan metabolism ko00410 beta-Alanine metabolism ko00561 Glycerolipid metabolism ko00620 Pyruvate metabolism ko01100 Metabolic pathways Acyl-CoA reductase or other NAD-dependent aldehyde dehydrogenaseC Energy production and conversion ;IPR015590 [Aldehyde dehydrogenase domain]
ko04141 Protein processing in endoplasmic reticulum-- -- -- IPR005052 [Legume-like lectin]
ko00061 Fatty acid biosynthesis ko01100 Metabolic pathways ko01212 Fatty acid metabolism ko04152 AMPK signaling pathway ko04910 Insulin signaling pathwayNADP-dependent 3-hydroxy acid dehydrogenase YdfGC Energy production and conversion ;IPR001031 [Thioesterase] ; IPR009081[Phosphopantetheine binding ACP domain] ; IPR013149[Alcohol dehydrogenase, C-terminal] ; IPR013217[Methyltransferase type 12] ; IPR013968[Polyketide synthase, ketoreductase domain] ; IPR014030[Beta-ketoacyl synthase, N-terminal] ; IPR014031[Beta-ketoacyl synthase, C-terminal] ; IPR014043[Acyl transferase] ; IPR020807[Polyketide synthase, dehydratase domain] ; IPR032821[Ketoacyl-synthetase, C-terminal extension]
-- Chaperonin GroEL (HSP60 family)O Posttranslational modification, protein turnover, chaperones ;IPR002423 [Chaperonin Cpn60/TCP-1 family]
ko00010 Glycolysis / Gluconeogenesis ko00053 Ascorbate and aldarate metabolism ko00071 Fatty acid degradation ko00260 Glycine, serine and threonine metabolism ko00280 Valine, leucine and isoleucine degradation ko00310 Lysine degradation ko00330 Arginine and proline metabolism ko00340 Histidine metabolism ko00380 Tryptophan metabolism ko00410 beta-Alanine metabolism ko00561 Glycerolipid metabolism ko00620 Pyruvate metabolism ko01100 Metabolic pathways Acyl-CoA reductase or other NAD-dependent aldehyde dehydrogenaseC Energy production and conversion ;IPR015590 [Aldehyde dehydrogenase domain]
ko03060 Protein export-- -- -- --
ko00970 Aminoacyl-tRNA biosynthesisCysteinyl-tRNA synthetaseJ Translation, ribosomal structure and biogenesis ;IPR032678 [tRNA synthetases class I, catalytic domain]
ko00970 Aminoacyl-tRNA biosynthesisSeryl-tRNA synthetaseJ Translation, ribosomal structure and biogenesis ;IPR002314 [Aminoacyl-tRNA synthetase, class II (G/ P/ S/T)] ; IPR015866[Serine-tRNA synthetase, type1, N-terminal]
ko00230 Purine metabolism ko00240 Pyrimidine metabolism ko01100 Metabolic pathways ko03030 DNA replicationEukaryotic-type DNA primase, catalytic (small) subunitL Replication, recombination and repair ;IPR002755 [DNA primase, small subunit]
ko03050 Proteasome20S proteasome, alpha and beta subunitsO Posttranslational modification, protein turnover, chaperones ;IPR001353 [Proteasome, subunit alpha/beta]
ko03030 DNA replication ko04110 Cell cycle DNA replicative helicase MCM subunit Mcm2, Cdc46/Mcm familyL Replication, recombination and repair ;IPR001208 [MCM domain] ; IPR008045[DNA replication licensing factor Mcm2] ; IPR027925[MCM N-terminal domain] ; IPR033762[MCM OB domain]
ko04145 Phagosome ko04151 PI3K-Akt signaling pathway ko04510 Focal adhesion ko04512 ECM-receptor interaction ko05144 Malaria ko05165 Human papillomavirus infectionDNA-binding beta-propeller fold protein YncER General function prediction only ;IPR001881 [EGF-like calcium-binding domain] ; IPR003367[Thrombospondin, type 3-like repeat] ; IPR008859[Thrombospondin, C-terminal] ; IPR024665[Thrombospondin/cartilage oligomeric matrix protein, coiled-coil domain]
ko04145 Phagosome ko04151 PI3K-Akt signaling pathway ko04510 Focal adhesion ko04512 ECM-receptor interaction ko05144 Malaria ko05165 Human papillomavirus infectionAlpha-tubulin suppressor and related RCC1 domain-containing proteinsDZ Cell cycle control, cell division, chromosome partitioning ; Cytoskeleton ;IPR001881 [EGF-like calcium-binding domain] ; IPR003367[Thrombospondin, type 3-like repeat] ; IPR008859[Thrombospondin, C-terminal] ; IPR024665[Thrombospondin/cartilage oligomeric matrix protein, coiled-coil domain]
ko03040 SpliceosomeABC-type Zn uptake system ZnuABC, Zn-binding component ZnuAP Inorganic ion transport and metabolism ;IPR000504 [RNA recognition motif domain] ; IPR002483[PWI domain]
ko04330 Notch signaling pathway-- -- -- IPR006020 [PTB/PI domain] ; IPR010449[NUMB domain]
-- Diadenosine tetraphosphate (Ap4A) hydrolase or other HIT family hydrolaseFGR Nucleotide transport and metabolism ; Carbohydrate transport and metabolism ; General function prediction only ;IPR001310 [Histidine triad (HIT) protein]
-- -- -- -- IPR016137 [RGS domain]
ko04062 Chemokine signaling pathway ko04728 Dopaminergic synapse ko04932 Non-alcoholic fatty liver disease (NAFLD)Formylglycine-generating enzyme, required for sulfatase activity, contains SUMF1/FGE domainO Posttranslational modification, protein turnover, chaperones ;IPR000719 [Protein kinase domain]
ko01521 EGFR tyrosine kinase inhibitor resistance ko04012 ErbB signaling pathway ko04062 Chemokine signaling pathway ko04110 Cell cycle ko04150 mTOR signaling pathway ko04151 PI3K-Akt signaling pathway ko04310 Wnt signaling pathway ko04340 Hedgehog signaling pathway ko04360 Axon guidance ko04390 Hippo signaling pathway ko04510 Focal adhesion ko04550 Signaling pathways regulating pluripotency of stem cells ko04657 IL-17 signaling pathway ko04660 T cell receptor signaling pathway ko04662 B cell receptor signaling pathway ko04722 Neurotrophin signaling pathway ko04728 Dopaminergic synapse ko04910 Insulin signaling pathway ko04916 Melanogenesis ko04917 Prolactin signaling pathway ko04919 Thyroid hormone signaling pathway ko04931 Insulin resistance ko04932 Non-alcoholic fatty liver disease (NAFLD) ko05010 Alzheimer's disease ko05160 Hepatitis C ko05162 Measles ko05164 Influenza A ko05165 Human papillomavirus infection ko05166 HTLV-I infection ko05167 Kaposi's sarcoma-associated herpesvirus infection ko05169 EpsteiSerine/threonine protein kinaseT Signal transduction mechanisms ;IPR000719 [Protein kinase domain]
ko00230 Purine metabolism ko00240 Pyrimidine metabolism ko00760 Nicotinate and nicotinamide metabolism ko01100 Metabolic pathways Chromosome segregation ATPaseD Cell cycle control, cell division, chromosome partitioning ;IPR008380 [HAD-superfamily hydrolase, subfamily IG, 5'-nucleotidase]
ko00230 Purine metabolism ko00983 Drug metabolism - other enzymes ko01100 Metabolic pathwaysGMP synthase, PP-ATPase domain/subunitF Nucleotide transport and metabolism ;IPR001674 [GMP synthase, C-terminal] ; IPR017926[Glutamine amidotransferase] ; IPR022310[NAD/GMP synthase]
ko03440 Homologous recombination ko03450 Non-homologous end-joining ko04218 Cellular senescenceDNA repair exonuclease SbcCD nuclease subunitL Replication, recombination and repair ;IPR004843 [Calcineurin-like phosphoesterase domain, ApaH type] ; IPR007281[Mre11, DNA-binding]
ko04015 Rap1 signaling pathway ko04020 Calcium signaling pathway ko04022 cGMP-PKG signaling pathway ko04071 Sphingolipid signaling pathway ko04261 Adrenergic signaling in cardiomyocytes ko04270 Vascular smooth muscle contraction ko04371 Apelin signaling pathway ko04540 Gap junction ko04611 Platelet activation ko04713 Circadian entrainment ko04720 Long-term potentiation ko04723 Retrograde endocannabinoid signaling ko04724 Glutamatergic synapse ko04725 Cholinergic synapse ko04726 Serotonergic synapse ko04728 Dopaminergic synapse ko04730 Long-term depression ko04750 Inflammatory mediator regulation of TRP channels ko04911 Insulin secretion ko04912 GnRH signaling pathway ko04915 Estrogen signaling pathway ko04916 Melanogenesis ko04918 Thyroid hormone synthesis ko04921 Oxytocin signaling pathway ko04922 Glucagon signaling pathway ko04924 Renin secretion ko04925 Aldosterone synthesis and secretion ko04961 Endocrine and other factor-regulated calcium reabsorption ko04970 Salivary secretion ko04971 Gastric acid secre-- -- -- IPR001019 [Guanine nucleotide binding protein (G-protein), alpha subunit]
ko04014 Ras signaling pathway ko04062 Chemokine signaling pathway ko04151 PI3K-Akt signaling pathway ko04371 Apelin signaling pathway ko04713 Circadian entrainment ko04723 Retrograde endocannabinoid signaling ko04724 Glutamatergic synapse ko04725 Cholinergic synapse ko04726 Serotonergic synapse ko04727 GABAergic synapse ko04728 Dopaminergic synapse ko04926 Relaxin signaling pathway ko05032 Morphine addiction ko05034 Alcoholism ko05167 Kaposi's sarcoma-associated herpesvirus infection ko05200 Pathways in cancer-- -- -- IPR015898 [G-protein gamma-like domain]
ko04014 Ras signaling pathway ko04062 Chemokine signaling pathway ko04151 PI3K-Akt signaling pathway ko04371 Apelin signaling pathway ko04713 Circadian entrainment ko04723 Retrograde endocannabinoid signaling ko04724 Glutamatergic synapse ko04725 Cholinergic synapse ko04726 Serotonergic synapse ko04727 GABAergic synapse ko04728 Dopaminergic synapse ko04926 Relaxin signaling pathway ko05032 Morphine addiction ko05034 Alcoholism ko05167 Kaposi's sarcoma-associated herpesvirus infection ko05200 Pathways in cancer-- -- -- IPR015898 [G-protein gamma-like domain]
ko04668 TNF signaling pathway ko04912 GnRH signaling pathwayPredicted Zn-dependent proteaseO Posttranslational modification, protein turnover, chaperones ;IPR001818 [Peptidase M10, metallopeptidase] ; IPR002477[Peptidoglycan binding-like] ; IPR018487[Hemopexin-like repeats] ; IPR021805[Peptidase M10A, matrix metallopeptidase, C-terminal]
-- -- -- -- IPR018203 [GDP dissociation inhibitor]
-- Sulfate permease or related transporter, MFS superfamilyP Inorganic ion transport and metabolism ;IPR002645 [STAS domain] ; IPR011547[SLC26A/SulP transporter domain]
-- Serine protease inhibitorO Posttranslational modification, protein turnover, chaperones ;IPR023796 [Serpin domain]



-- -- -- -- IPR001478 [PDZ domain] ; IPR001781[Zinc finger, LIM-type] ; IPR031847[Domain of unknown function DUF4749]
-- Tetratricopeptide (TPR) repeatR General function prediction only ;IPR019734 [Tetratricopeptide repeat]
ko04072 Phospholipase D signaling pathway ko04144 Endocytosis ko04721 Synaptic vesicle cycle ko04961 Endocrine and other factor-regulated calcium reabsorption ko05100 Bacterial invasion of epithelial cells-- -- -- IPR000375 [Dynamin central domain] ; IPR001849[Pleckstrin homology domain] ; IPR003130[Dynamin GTPase effector] ; IPR022812[Dynamin superfamily]
ko00230 Purine metabolism ko00240 Pyrimidine metabolism8-oxo-dGTP pyrophosphatase MutT and related house-cleaning NTP pyrophosphohydrolases, NUDIX familyV Defense mechanisms ;IPR000086 [NUDIX hydrolase domain]
-- -- -- -- IPR019527 [RZZ complex, subunit KNTC1/ROD, C-terminal]
ko00062 Fatty acid elongation ko01100 Metabolic pathways ko01212 Fatty acid metabolism ko04142 Lysosome-- -- -- IPR002472 [Palmitoyl protein thioesterase]
ko03010 RibosomeRibosomal protein L14E/L6E/L27EJ Translation, ribosomal structure and biogenesis ;IPR002784 [Ribosomal protein L14e domain]
-- Chaperonin GroEL (HSP60 family)O Posttranslational modification, protein turnover, chaperones ;IPR002423 [Chaperonin Cpn60/TCP-1 family]
-- Chaperonin GroEL (HSP60 family)O Posttranslational modification, protein turnover, chaperones ;IPR002423 [Chaperonin Cpn60/TCP-1 family]
-- Tfp pilus assembly protein FimVNW Cell motility ; Extracellular structures ;IPR018502 [Annexin repeat]
ko04014 Ras signaling pathway ko04144 Endocytosis ko04145 Phagosome ko04962 Vasopressin-regulated water reabsorption ko05146 Amoebiasis ko05152 TuberculosisGTPase SAR1 family domainR General function prediction only ;IPR001806 [Small GTPase superfamily]
ko04137 Mitophagy - animal ko04140 Autophagy - animal ko04144 Endocytosis ko04145 Phagosome ko05132 Salmonella infection ko05146 Amoebiasis ko05152 TuberculosisGTPase SAR1 family domainR General function prediction only ;IPR001806 [Small GTPase superfamily]
ko05162 MeaslesGTPase SAR1 family domainR General function prediction only ;IPR001806 [Small GTPase superfamily]
-- GTPase SAR1 family domainR General function prediction only ;IPR001806 [Small GTPase superfamily]
ko00562 Inositol phosphate metabolism ko01100 Metabolic pathways ko04020 Calcium signaling pathway ko04070 Phosphatidylinositol signaling system ko04919 Thyroid hormone signaling pathway ko04933 AGE-RAGE signaling pathway in diabetic complications-- -- -- IPR000008 [C2 domain] ; IPR000909[Phosphatidylinositol-specific phospholipase C, X domain] ; IPR001711[Phospholipase C, phosphatidylinositol-specific, Y domain] ; IPR015359[Phosphoinositide-specific phospholipase C, EF-hand-like domain]
ko00052 Galactose metabolism ko00520 Amino sugar and nucleotide sugar metabolism ko01100 Metabolic pathwaysGalactokinaseG Carbohydrate transport and metabolism ;IPR006204 [GHMP kinase N-terminal domain] ; IPR013750[GHMP kinase, C-terminal domain] ; IPR019539[Galactokinase galactose-binding domain]
ko04141 Protein processing in endoplasmic reticulum ko05165 Human papillomavirus infection-- -- -- IPR008417 [B-cell receptor-associated protein 29/31]
ko00983 Drug metabolism - other enzymesSAM-dependent methyltransferaseQR Secondary metabolites biosynthesis, transport and catabolism ; General function prediction only ;IPR008854 [TPMT family]
ko04120 Ubiquitin mediated proteolysis ko04141 Protein processing in endoplasmic reticulum Ubiquitin-protein ligaseO Posttranslational modification, protein turnover, chaperones ;IPR000608 [Ubiquitin-conjugating enzyme E2]
-- -- -- -- IPR001614 [Myelin proteolipid protein PLP]
-- Nucleotide-binding universal stress protein, UspA familyT Signal transduction mechanisms ;IPR000644 [CBS domain] ; IPR001807[Chloride channel, voltage gated]
-- Nucleotide-binding universal stress protein, UspA familyT Signal transduction mechanisms ;IPR000644 [CBS domain] ; IPR001807[Chloride channel, voltage gated]
ko04130 SNARE interactions in vesicular transport-- -- -- IPR001388 [Synaptobrevin] ; IPR010908[Longin domain]
ko04010 MAPK signaling pathway ko04114 Oocyte meiosis ko04150 mTOR signaling pathway ko04720 Long-term potentiation ko04722 Neurotrophin signaling pathway ko04914 Progesterone-mediated oocyte maturation ko04931 Insulin resistanceCell division protein FtsND Cell cycle control, cell division, chromosome partitioning ;IPR000719 [Protein kinase domain] ; IPR017892[Protein kinase, C-terminal]
ko00230 Purine metabolism ko01522 Endocrine resistance ko04015 Rap1 signaling pathway ko04020 Calcium signaling pathway ko04022 cGMP-PKG signaling pathway ko04024 cAMP signaling pathway ko04062 Chemokine signaling pathway ko04072 Phospholipase D signaling pathway ko04114 Oocyte meiosis ko04211 Longevity regulating pathway ko04213 Longevity regulating pathway - multiple species ko04261 Adrenergic signaling in cardiomyocytes ko04270 Vascular smooth muscle contraction ko04371 Apelin signaling pathway ko04540 Gap junction ko04611 Platelet activation ko04713 Circadian entrainment ko04723 Retrograde endocannabinoid signaling ko04724 Glutamatergic synapse ko04725 Cholinergic synapse ko04727 GABAergic synapse ko04750 Inflammatory mediator regulation of TRP channels ko04911 Insulin secretion ko04912 GnRH signaling pathway ko04913 Ovarian steroidogenesis ko04914 Progesterone-mediated oocyte maturation ko04915 Estrogen signaling pathway ko04916 Melanogenesis ko04918 Thyroid hormone synthesis ko04921 Oxytocin signaling pAdenylate cyclase, class 3T Signal transduction mechanisms ;IPR001054 [Adenylyl cyclase class-3/4/guanylyl cyclase] ; IPR009398[Adenylate cyclase, conserved domain] ; IPR032628[Adenylate cyclase, N-terminal]
ko05205 Proteoglycans in cancerLeucine-rich repeat (LRR) proteinK Transcription ;IPR000372 [Leucine-rich repeat N-terminal domain] ; IPR001611[Leucine-rich repeat]
ko00030 Pentose phosphate pathway ko00480 Glutathione metabolism ko01100 Metabolic pathways ko01200 Carbon metabolism6-phosphogluconate dehydrogenaseG Carbohydrate transport and metabolism ;IPR006114 [6-phosphogluconate dehydrogenase, C-terminal] ; IPR006115[6-phosphogluconate dehydrogenase, NADP-binding]
ko03040 SpliceosomeRNA recognition motif (RRM) domainJ Translation, ribosomal structure and biogenesis ;IPR000504 [RNA recognition motif domain] ; IPR024666[Heterogeneous nuclear ribonucleoprotein M, PY nuclear localisation signal]
ko05164 Influenza A-- -- -- IPR000225 [Armadillo] ; IPR002652[Importin-alpha, importin-beta-binding domain] ; IPR032413[Atypical Arm repeat]
ko05164 Influenza A-- -- -- IPR000225 [Armadillo] ; IPR002652[Importin-alpha, importin-beta-binding domain] ; IPR032413[Atypical Arm repeat]
-- -- -- -- IPR000225 [Armadillo]
-- Amino acid transporterE Amino acid transport and metabolism ;IPR002293 [Amino acid/polyamine transporter I] ; IPR029485[Cationic amino acid transporter, C-terminal]
ko05164 Influenza A-- -- -- IPR001164 [Arf GTPase activating protein]
ko03022 Basal transcription factors ko05203 Viral carcinogenesis-- -- -- IPR004855 [Transcription factor IIA, alpha/beta subunit]
ko01524 Platinum drug resistance ko03430 Mismatch repair ko05200 Pathways in cancer ko05210 Colorectal cancerDNA mismatch repair ATPase MutSL Replication, recombination and repair ;IPR000313 [PWWP domain] ; IPR000432[DNA mismatch repair protein MutS, C-terminal] ; IPR007695[DNA mismatch repair protein MutS-like, N-terminal] ; IPR007696[DNA mismatch repair protein MutS, core] ; IPR007860[DNA mismatch repair protein MutS, connector domain] ; IPR007861[DNA mismatch repair protein MutS, clamp]
-- Enamine deaminase RidA, house cleaning of reactive enamine intermediates, YjgF/YER057c/UK114 familyV Defense mechanisms ;IPR006175 [YjgF/YER057c/UK114 family]
ko00010 Glycolysis / Gluconeogenesis ko00051 Fructose and mannose metabolism ko00052 Galactose metabolism ko00500 Starch and sucrose metabolism ko00520 Amino sugar and nucleotide sugar metabolism ko00524 Neomycin, kanamycin and gentamicin biosynthesis ko01100 Metabolic pathways ko01200 Carbon metabolism ko04066 HIF-1 signaling pathway ko04910 Insulin signaling pathway ko04930 Type II diabetes mellitus ko04973 Carbohydrate digestion and absorption ko05230 Central carbon metabolism in cancerHexokinaseG Carbohydrate transport and metabolism ;IPR022672 [Hexokinase, N-terminal] ; IPR022673[Hexokinase, C-terminal]
ko04360 Axon guidance-- -- -- IPR001799 [Ephrin receptor-binding domain]
-- -- -- -- IPR004978 [Stanniocalcin]
ko04614 Renin-angiotensin system ko05143 African trypanosomiasisZn-dependent oligopeptidaseE Amino acid transport and metabolism ;IPR001567 [Peptidase M3A/M3B catalytic domain]
ko04144 Endocytosis-- -- -- IPR002189 [F-actin-capping protein subunit alpha]
ko00860 Porphyrin and chlorophyll metabolism ko01100 Metabolic pathways Predicted dehydrogenaseR General function prediction only ;IPR000683 [Oxidoreductase, N-terminal] ; IPR015249[Biliverdin reductase, catalytic]
-- Chromosome partitioning ATPase, Mrp family, contains Fe-S clusterD Cell cycle control, cell division, chromosome partitioning ;IPR033756 [Flagellum site-determining protein YlxH/ Fe-S cluster assembling factor NBP35]
ko00020 Citrate cycle (TCA cycle) ko01100 Metabolic pathways Citrate synthaseC Energy production and conversion ;IPR002020 [Citrate synthase] ; IPR003781[CoA-binding] ; IPR005811[ATP-citrate lyase/succinyl-CoA ligase] ; IPR032263[ATP-citrate synthase, citrate-binding domain]
-- Predicted NTPase, NACHT family domainT Signal transduction mechanisms ;IPR001680 [WD40 repeat] ; IPR006692[Coatomer, WD associated region] ; IPR010714[Coatomer, alpha subunit, C-terminal] ; IPR024977[Anaphase-promoting complex subunit 4, WD40 domain]
ko04142 Lysosome ko04210 ApoptosisCysteine protease, C1A familyO Posttranslational modification, protein turnover, chaperones ;IPR000668 [Peptidase C1A, papain C-terminal] ; IPR014882[Cathepsin C exclusion]
ko04142 Lysosome ko04144 Endocytosis ko04721 Synaptic vesicle cycle ko04961 Endocrine and other factor-regulated calcium reabsorption ko05016 Huntington's disease ko05100 Bacterial invasion of epithelial cells-- -- -- IPR000547 [Clathrin, heavy chain/VPS, 7-fold repeat] ; IPR015348[Clathrin, heavy chain, linker, core motif] ; IPR022365[Clathrin, heavy chain, propeller repeat]
ko04144 Endocytosis ko04721 Synaptic vesicle cycle ko04961 Endocrine and other factor-regulated calcium reabsorption ko05016 Huntington's disease-- -- -- IPR022775 [AP complex, mu/sigma subunit]
-- Uncharacterized membrane permease YidK, sodium:solute symporter familyR General function prediction only ;IPR001734 [Sodium/solute symporter]
-- -- -- -- --
ko00970 Aminoacyl-tRNA biosynthesisArginyl-tRNA synthetaseJ Translation, ribosomal structure and biogenesis ;IPR001278 [Arginine-tRNA ligase] ; IPR005148[Arginyl tRNA synthetase N-terminal domain] ; IPR008909[DALR anticodon binding]
ko04141 Protein processing in endoplasmic reticulum-- -- -- IPR003903 [Ubiquitin interacting motif] ; IPR006155[Josephin domain]
ko04010 MAPK signaling pathway ko04260 Cardiac muscle contraction ko04261 Adrenergic signaling in cardiomyocytes ko04921 Oxytocin signaling pathway ko05410 Hypertrophic cardiomyopathy (HCM) ko05412 Arrhythmogenic right ventricular cardiomyopathy (ARVC) ko05414 Dilated cardiomyopathy (DCM)Secreted protein containing bacterial Ig-like domain and vWFA domainR General function prediction only ;IPR002035 [von Willebrand factor, type A] ; IPR013608[VWA N-terminal] ; IPR013680[Voltage-dependent calcium channel, alpha-2/delta subunit, conserved region]
ko00970 Aminoacyl-tRNA biosynthesisTryptophanyl-tRNA synthetaseJ Translation, ribosomal structure and biogenesis ;IPR002305 [Aminoacyl-tRNA synthetase, class Ic] ; IPR002547[tRNA-binding domain]
-- -- -- -- IPR001394 [Peptidase C19, ubiquitin carboxyl-terminal hydrolase]
ko04068 FoxO signaling pathway ko04152 AMPK signaling pathway ko04211 Longevity regulating pathway ko04213 Longevity regulating pathway - multiple species ko04371 Apelin signaling pathway ko04530 Tight junction ko04710 Circadian rhythm ko04910 Insulin signaling pathway ko04920 Adipocytokine signaling pathway ko04921 Oxytocin signaling pathway ko04922 Glucagon signaling pathway ko04931 Insulin resistance ko04932 Non-alcoholic fatty liver disease (NAFLD) ko05410 Hypertrophic cardiomyopathy (HCM)CBS domainT Signal transduction mechanisms ;IPR000644 [CBS domain]
ko03040 Spliceosome ko04010 MAPK signaling pathway ko04141 Protein processing in endoplasmic reticulum ko04144 Endocytosis ko04213 Longevity regulating pathway - multiple species ko04612 Antigen processing and presentation ko04915 Estrogen signaling pathway ko05134 Legionellosis ko05145 Toxoplasmosis ko05162 Measles ko05164 Influenza A ko05169 Epstein-Barr virus infectionMolecular chaperone DnaK (HSP70)O Posttranslational modification, protein turnover, chaperones ;IPR013126 [Heat shock protein 70 family]
ko00270 Cysteine and methionine metabolism ko00280 Valine, leucine and isoleucine degradation ko00290 Valine, leucine and isoleucine biosynthesis ko00770 Pantothenate and CoA biosynthesis ko01100 Metabolic pathways ko01210 2-Oxocarboxylic acid metabolism ko01230 Biosynthesis of amino acidsBranched-chain amino acid aminotransferase/4-amino-4-deoxychorismate lyaseEH Amino acid transport and metabolism ; Coenzyme transport and metabolism ;IPR001544 [Aminotransferase class IV]



ko03420 Nucleotide excision repair ko04141 Protein processing in endoplasmic reticulumUbiquitin O Posttranslational modification, protein turnover, chaperones ;IPR000626 [Ubiquitin domain] ; IPR015360[XPC-binding domain] ; IPR015940[Ubiquitin-associated domain]
ko04360 Axon guidanceAnkyrin repeatT Signal transduction mechanisms ;IPR001090 [Ephrin receptor ligand binding domain] ; IPR001245[Serine-threonine/tyrosine-protein kinase catalytic domain] ; IPR001660[Sterile alpha motif domain] ; IPR003961[Fibronectin type III] ; IPR011641[Tyrosine-protein kinase ephrin type A/B receptor-like] ; IPR027936[Ephrin receptor, transmembrane domain]
ko04360 Axon guidanceAnkyrin repeatT Signal transduction mechanisms ;IPR001090 [Ephrin receptor ligand binding domain] ; IPR001245[Serine-threonine/tyrosine-protein kinase catalytic domain] ; IPR001660[Sterile alpha motif domain] ; IPR003961[Fibronectin type III] ; IPR027936[Ephrin receptor, transmembrane domain]
-- -- -- -- IPR004031 [PMP-22/EMP/MP20/Claudin superfamily]
-- -- -- -- IPR003582 [ShKT domain] ; IPR008673[Microfibril-associated glycoprotein]
ko04970 Salivary secretion ko04972 Pancreatic secretion ko05110 Vibrio cholerae infectionAmino acid transporterE Amino acid transport and metabolism ;IPR004841 [Amino acid permease/ SLC12A domain] ; IPR013612[Amino acid permease, N-terminal] ; IPR018491[SLC12A transporter, C-terminal]
-- Ribosome-interacting GTPase 1J Translation, ribosomal structure and biogenesis ;IPR004095 [TGS] ; IPR006073[GTP binding domain] ; IPR031662[GTP binding protein, second domain]
ko03320 PPAR signaling pathway ko04979 Cholesterol metabolism-- -- -- IPR001124 [Lipid-binding serum glycoprotein, C-terminal] ; IPR017942[Lipid-binding serum glycoprotein, N-terminal]
ko04141 Protein processing in endoplasmic reticulum ko05134 LegionellosisATP-dependent 26S proteasome regulatory subunitO Posttranslational modification, protein turnover, chaperones ;IPR003338 [CDC48, N-terminal subdomain] ; IPR003959[ATPase, AAA-type, core] ; IPR004201[CDC48, domain 2] ; IPR015415[Vps4 oligomerisation, C-terminal]
-- -- -- -- IPR013151 [Immunoglobulin]
ko04080 Neuroactive ligand-receptor interaction ko04750 Inflammatory mediator regulation of TRP channels ko05143 African trypanosomiasis-- -- -- IPR000276 [G protein-coupled receptor, rhodopsin-like]
ko04014 Ras signaling pathway ko04015 Rap1 signaling pathway ko04024 cAMP signaling pathway ko04520 Adherens junction ko04530 Tight junction ko04670 Leukocyte transendothelial migration-- -- -- IPR000159 [Ras-associating (RA) domain] ; IPR000253[Forkhead-associated (FHA) domain] ; IPR001478[PDZ domain] ; IPR002710[Dilute domain]
ko00230 Purine metabolism ko01100 Metabolic pathwaysSugar or nucleoside kinase, ribokinase familyG Carbohydrate transport and metabolism ;IPR011611 [Carbohydrate kinase PfkB]
ko04151 PI3K-Akt signaling pathway ko04510 Focal adhesion ko04512 ECM-receptor interaction ko05145 Toxoplasmosis ko05146 Amoebiasis ko05165 Human papillomavirus infection ko05200 Pathways in cancer ko05222 Small cell lung cancerMethyl-accepting chemotaxis proteinNT Cell motility ; Signal transduction mechanisms ;IPR002049 [Laminin EGF domain] ; IPR008211[Laminin, N-terminal]
-- Large exoprotein involved in heme utilization or adhesionU Intracellular trafficking, secretion, and vesicular transport ;IPR000233 [Cadherin, cytoplasmic domain] ; IPR002126[Cadherin]
-- Large exoprotein involved in heme utilization or adhesionU Intracellular trafficking, secretion, and vesicular transport ;IPR000233 [Cadherin, cytoplasmic domain] ; IPR002126[Cadherin]
-- Large exoprotein involved in heme utilization or adhesionU Intracellular trafficking, secretion, and vesicular transport ;IPR002126 [Cadherin] ; IPR014868[Cadherin prodomain]
ko03013 RNA transport ko05418 Fluid shear stress and atherosclerosis-- -- -- IPR022617 [Rad60/SUMO-like domain]
ko03013 RNA transport-- -- -- IPR000504 [RNA recognition motif domain] ; IPR013979[Translation initiation factor, beta propellor-like domain]
ko00450 Selenocompound metabolism ko00970 Aminoacyl-tRNA biosynthesisMethionyl-tRNA synthetaseJ Translation, ribosomal structure and biogenesis ;IPR000738 [WHEP-TRS domain] ; IPR004046[Glutathione S-transferase, C-terminal] ; IPR015413[Methionyl/Leucyl tRNA synthetase]
ko03008 Ribosome biogenesis in eukaryotesTranslation initiation factor 6 (eIF-6)J Translation, ribosomal structure and biogenesis ;IPR002769 [Translation initiation factor IF6]
ko04310 Wnt signaling pathway ko04330 Notch signaling pathway ko05200 Pathways in cancer ko05220 Chronic myeloid leukemiaLactate dehydrogenase or related 2-hydroxyacid dehydrogenaseCHR Energy production and conversion ; Coenzyme transport and metabolism ; General function prediction only ;IPR006139 [D-isomer specific 2-hydroxyacid dehydrogenase, catalytic domain] ; IPR006140[D-isomer specific 2-hydroxyacid dehydrogenase, NAD-binding domain]
-- -- -- -- IPR007919 [Uncharacterised protein family UPF0220]
-- GTPase SAR1 family domainR General function prediction only ;IPR006689 [Small GTPase superfamily, ARF/SAR type]
ko04015 Rap1 signaling pathway ko04062 Chemokine signaling pathway ko04510 Focal adhesion ko04670 Leukocyte transendothelial migration ko04810 Regulation of actin cytoskeleton ko05100 Bacterial invasion of epithelial cells-- -- -- IPR001452 [SH3 domain] ; IPR014928[Serine rich protein interaction] ; IPR021901[CAS family, DUF3513]
-- Broad specificity phosphatase PhoEG Carbohydrate transport and metabolism ;IPR001452 [SH3 domain] ; IPR013078[Histidine phosphatase superfamily, clade-1]
ko04514 Cell adhesion molecules (CAMs) ko04530 Tight junction ko04670 Leukocyte transendothelial migration ko05120 Epithelial cell signaling in Helicobacter pylori infection-- -- -- IPR013106 [Immunoglobulin V-set domain]
-- -- -- -- IPR005344 [Per33/Pom33 family]
-- WD40 repeatR General function prediction only ;IPR001680 [WD40 repeat] ; IPR015048[Domain of unknown function DUF1899]
ko04621 NOD-like receptor signaling pathway-- -- -- IPR007677 [Gasdermin]
-- Predicted NTPase, NACHT family domainT Signal transduction mechanisms ;IPR020683 [Ankyrin repeat-containing domain]
ko04014 Ras signaling pathway ko04062 Chemokine signaling pathway ko04151 PI3K-Akt signaling pathway ko04371 Apelin signaling pathway ko04713 Circadian entrainment ko04723 Retrograde endocannabinoid signaling ko04724 Glutamatergic synapse ko04725 Cholinergic synapse ko04726 Serotonergic synapse ko04727 GABAergic synapse ko04728 Dopaminergic synapse ko04926 Relaxin signaling pathway ko05032 Morphine addiction ko05034 Alcoholism ko05167 Kaposi's sarcoma-associated herpesvirus infection ko05200 Pathways in cancer-- -- -- IPR015898 [G-protein gamma-like domain]
ko04144 Endocytosis ko04666 Fc gamma R-mediated phagocytosis ko04810 Regulation of actin cytoskeleton ko05100 Bacterial invasion of epithelial cells ko05130 Pathogenic Escherichia coli infection ko05131 Shigellosis ko05132 Salmonella infection-- -- -- IPR008384 [Actin-related protein 2/3 complex subunit 4]
ko04662 B cell receptor signaling pathway ko05144 Malaria ko05160 Hepatitis C-- -- -- IPR018499 [Tetraspanin/Peripherin]
ko00010 Glycolysis / Gluconeogenesis ko00051 Fructose and mannose metabolism ko00562 Inositol phosphate metabolism ko01100 Metabolic pathways ko01200 Carbon metabolism ko01230 Biosynthesis of amino acidsTriosephosphate isomeraseG Carbohydrate transport and metabolism ;IPR000652 [Triosephosphate isomerase]
ko03013 RNA transport ko05160 Hepatitis C-- -- -- IPR000717 [Proteasome component (PCI) domain] ; IPR019010[Eukaryotic translation initiation factor 3 subunit E, N-terminal]
ko03060 Protein export ko04141 Protein processing in endoplasmic reticulum ko04145 Phagosome ko05110 Vibrio cholerae infection-- -- -- IPR016482 [Protein transport protein SecG/Sec61-beta/Sbh]
ko04922 Glucagon signaling pathwayDiadenosine tetraphosphatase ApaH/serine/threonine protein phosphatase, PP2A familyT Signal transduction mechanisms ;IPR004843 [Calcineurin-like phosphoesterase domain, ApaH type]
ko04068 FoxO signaling pathway ko04136 Autophagy - other ko04137 Mitophagy - animal ko04140 Autophagy - animal ko04371 Apelin signaling pathway ko04621 NOD-like receptor signaling pathway ko04727 GABAergic synapse ko05167 Kaposi's sarcoma-associated herpesvirus infection-- -- -- IPR004241 [Autophagy protein Atg8 ubiquitin-like]
ko04270 Vascular smooth muscle contraction ko04530 Tight junction ko04921 Oxytocin signaling pathwayCa2+-binding protein, EF-hand superfamilyT Signal transduction mechanisms ;IPR002048 [EF-hand domain]
ko04015 Rap1 signaling pathway ko04145 Phagosome ko04210 Apoptosis ko04390 Hippo signaling pathway ko04510 Focal adhesion ko04520 Adherens junction ko04530 Tight junction ko04611 Platelet activation ko04670 Leukocyte transendothelial migration ko04810 Regulation of actin cytoskeleton ko04919 Thyroid hormone signaling pathway ko04921 Oxytocin signaling pathway ko05100 Bacterial invasion of epithelial cells ko05110 Vibrio cholerae infection ko05130 Pathogenic Escherichia coli infection ko05131 Shigellosis ko05132 Salmonella infection ko05164 Influenza A ko05205 Proteoglycans in cancer ko05225 Hepatocellular carcinoma ko05410 Hypertrophic cardiomyopathy (HCM) ko05412 Arrhythmogenic right ventricular cardiomyopathy (ARVC) ko05414 Dilated cardiomyopathy (DCM) ko05416 Viral myocarditis ko05418 Fluid shear stress and atherosclerosisActin-related proteinZ Cytoskeleton ;IPR004000 [Actin family]
ko04010 MAPK signaling pathway ko04014 Ras signaling pathway ko04015 Rap1 signaling pathway ko04024 cAMP signaling pathway ko04071 Sphingolipid signaling pathway ko04310 Wnt signaling pathway ko04360 Axon guidance ko04370 VEGF signaling pathway ko04510 Focal adhesion ko04520 Adherens junction ko04650 Natural killer cell mediated cytotoxicity ko04662 B cell receptor signaling pathway ko04664 Fc epsilon RI signaling pathway ko04810 Regulation of actin cytoskeleton ko05200 Pathways in cancer ko05210 Colorectal cancer ko05212 Pancreatic cancer ko05231 Choline metabolism in cancer ko05416 Viral myocarditis ko05418 Fluid shear stress and atherosclerosisGTPase SAR1 family domainR General function prediction only ;IPR001806 [Small GTPase superfamily]
ko03013 RNA transportSuperfamily II DNA and RNA helicaseL Replication, recombination and repair ;IPR001650 [Helicase, C-terminal] ; IPR011545[DEAD/DEAH box helicase domain]
ko03010 RibosomeRibosomal protein S10J Translation, ribosomal structure and biogenesis ;IPR027486 [Ribosomal protein S10 domain]
ko03050 Proteasome20S proteasome, alpha and beta subunitsO Posttranslational modification, protein turnover, chaperones ;IPR000426 [Proteasome alpha-subunit, N-terminal domain] ; IPR001353[Proteasome, subunit alpha/beta]
-- -- -- -- IPR013787 [S100/CaBP-9k-type, calcium binding, subdomain]
ko04010 MAPK signaling pathway ko04014 Ras signaling pathway ko04015 Rap1 signaling pathway ko04062 Chemokine signaling pathway ko04144 Endocytosis ko04360 Axon guidance ko04370 VEGF signaling pathway ko04510 Focal adhesion ko04520 Adherens junction ko04530 Tight junction ko04660 T cell receptor signaling pathway ko04666 Fc gamma R-mediated phagocytosis ko04670 Leukocyte transendothelial migration ko04722 Neurotrophin signaling pathway ko04810 Regulation of actin cytoskeleton ko04912 GnRH signaling pathway ko04932 Non-alcoholic fatty liver disease (NAFLD) ko04933 AGE-RAGE signaling pathway in diabetic complications ko05100 Bacterial invasion of epithelial cells ko05120 Epithelial cell signaling in Helicobacter pylori infection ko05130 Pathogenic Escherichia coli infection ko05131 Shigellosis ko05132 Salmonella infection ko05165 Human papillomavirus infection ko05200 Pathways in cancer ko05203 Viral carcinogenesis ko05205 Proteoglycans in cancer ko05211 Renal cell carcinoma ko05212 Pancreatic cancerGTPase SAR1 family domainR General function prediction only ;IPR001806 [Small GTPase superfamily]
-- -- -- -- IPR002108 [Actin-depolymerising factor homology domain]
-- -- -- -- IPR002108 [Actin-depolymerising factor homology domain]
ko03060 Protein export Signal recognition particle GTPaseU Intracellular trafficking, secretion, and vesicular transport ;IPR000897 [Signal recognition particle, SRP54 subunit, GTPase domain] ; IPR004125[Signal recognition particle, SRP54 subunit, M-domain] ; IPR013822[Signal recognition particle, SRP54 subunit, helical bundle]
ko04152 AMPK signaling pathwayGTPase SAR1 family domainR General function prediction only ;IPR001806 [Small GTPase superfamily]
ko04014 Ras signaling pathway ko04144 Endocytosis ko04145 Phagosome ko04962 Vasopressin-regulated water reabsorption ko05146 Amoebiasis ko05152 TuberculosisGTPase SAR1 family domainR General function prediction only ;IPR001806 [Small GTPase superfamily]
ko04144 Endocytosis ko04152 AMPK signaling pathwayGTPase SAR1 family domainR General function prediction only ;IPR001806 [Small GTPase superfamily]
ko04120 Ubiquitin mediated proteolysis ko04141 Protein processing in endoplasmic reticulum Ubiquitin-protein ligaseO Posttranslational modification, protein turnover, chaperones ;IPR000608 [Ubiquitin-conjugating enzyme E2]
ko04120 Ubiquitin mediated proteolysisUbiquitin-protein ligaseO Posttranslational modification, protein turnover, chaperones ;IPR000608 [Ubiquitin-conjugating enzyme E2]
ko04120 Ubiquitin mediated proteolysisUbiquitin-protein ligaseO Posttranslational modification, protein turnover, chaperones ;IPR000608 [Ubiquitin-conjugating enzyme E2] ; IPR015940[Ubiquitin-associated domain]
ko04120 Ubiquitin mediated proteolysis Ubiquitin-protein ligaseO Posttranslational modification, protein turnover, chaperones ;IPR000608 [Ubiquitin-conjugating enzyme E2]
ko04152 AMPK signaling pathwayGTPase SAR1 family domainR General function prediction only ;IPR001806 [Small GTPase superfamily]



ko04530 Tight junctionActin-related proteinZ Cytoskeleton ;IPR004000 [Actin family]
-- Actin-related proteinZ Cytoskeleton ;IPR004000 [Actin family]
ko04144 EndocytosisGTPase SAR1 family domainR General function prediction only ;IPR006689 [Small GTPase superfamily, ARF/SAR type]
-- Translation initiation factor RLI1, contains Fe-S and AAA+ ATPase domainsJ Translation, ribosomal structure and biogenesis ;IPR003439 [ABC transporter-like] ; IPR007209[RNase L inhibitor RLI, possible metal-binding domain] ; IPR017896[4Fe-4S ferredoxin-type, iron-sulphur binding domain]
ko04010 MAPK signaling pathway ko04014 Ras signaling pathway ko04015 Rap1 signaling pathway ko04024 cAMP signaling pathway ko04062 Chemokine signaling pathway ko04510 Focal adhesion ko04611 Platelet activation ko04670 Leukocyte transendothelial migration ko04720 Long-term potentiation ko04722 Neurotrophin signaling pathway ko04972 Pancreatic secretion ko05211 Renal cell carcinomaGTPase SAR1 family domainR General function prediction only ;IPR001806 [Small GTPase superfamily]
ko03010 RibosomeRibosomal protein S3AEJ Translation, ribosomal structure and biogenesis ;IPR001593 [Ribosomal protein S3Ae]
ko03050 Proteasome ko04612 Antigen processing and presentation ko05160 Hepatitis C-- -- -- IPR003185 [Proteasome activator pa28, N-terminal domain] ; IPR003186[Proteasome activator pa28, C-terminal domain]
ko03010 RibosomeRibosomal protein L15EJ Translation, ribosomal structure and biogenesis ;IPR000439 [Ribosomal protein L15e]
ko03010 Ribosome-- -- -- IPR001141 [Ribosomal protein L27e] ; IPR005824[KOW]
ko00190 Oxidative phosphorylation ko01100 Metabolic pathways ko04142 Lysosome ko04145 Phagosome ko04721 Synaptic vesicle cycle ko04966 Collecting duct acid secretion ko05110 Vibrio cholerae infection ko05120 Epithelial cell signaling in Helicobacter pylori infection ko05152 Tuberculosis ko05203 Viral carcinogenesis ko05323 Rheumatoid arthritis-- -- -- IPR002843 [ATPase, V0 complex,  c/d subunit]
ko00790 Folate biosynthesisPterin-4a-carbinolamine dehydrataseH Coenzyme transport and metabolism ;IPR001533 [Transcriptional coactivator/pterin dehydratase]
ko04014 Ras signaling pathway ko04015 Rap1 signaling pathway ko04022 cGMP-PKG signaling pathway ko04024 cAMP signaling pathway ko04062 Chemokine signaling pathway ko04071 Sphingolipid signaling pathway ko04072 Phospholipase D signaling pathway ko04144 Endocytosis ko04150 mTOR signaling pathway ko04270 Vascular smooth muscle contraction ko04310 Wnt signaling pathway ko04350 TGF-beta signaling pathway ko04360 Axon guidance ko04510 Focal adhesion ko04520 Adherens junction ko04530 Tight junction ko04611 Platelet activation ko04621 NOD-like receptor signaling pathway ko04660 T cell receptor signaling pathway ko04670 Leukocyte transendothelial migration ko04722 Neurotrophin signaling pathway ko04810 Regulation of actin cytoskeleton ko04921 Oxytocin signaling pathway ko04972 Pancreatic secretion ko05100 Bacterial invasion of epithelial cells ko05130 Pathogenic Escherichia coli infection ko05133 Pertussis ko05152 Tuberculosis ko05200 Pathways in cancer ko05203 Viral carcinogenesis ko05205 Proteoglycans in cancer ko05GTPase SAR1 family domainR General function prediction only ;IPR001806 [Small GTPase superfamily]
-- GTPase SAR1 family domainR General function prediction only ;IPR001806 [Small GTPase superfamily]
-- -- -- -- IPR004127 [Prefoldin alpha-like]
ko04721 Synaptic vesicle cycle-- -- -- IPR001619 [Sec1-like protein]
ko04612 Antigen processing and presentation-- -- -- IPR003597 [Immunoglobulin C1-set]
-- -- -- -- IPR022775 [AP complex, mu/sigma subunit]
-- -- -- -- IPR005375 [Ubiquitin-fold modifier 1]
ko04142 Lysosome-- -- -- IPR022775 [AP complex, mu/sigma subunit]
-- -- -- -- IPR002075 [Nuclear transport factor 2]
ko03040 Spliceosome ko05168 Herpes simplex infection ko05203 Viral carcinogenesis ko05206 MicroRNAs in cancer-- -- -- IPR004088 [K Homology domain, type 1] ; IPR012987[ROK, N-terminal]
ko04110 Cell cycle ko04114 Oocyte meiosis ko04151 PI3K-Akt signaling pathway ko04390 Hippo signaling pathway ko05169 Epstein-Barr virus infection ko05203 Viral carcinogenesis-- -- -- IPR023410 [14-3-3 domain]
ko04010 MAPK signaling pathway ko04014 Ras signaling pathway ko04024 cAMP signaling pathway ko04072 Phospholipase D signaling pathway ko04137 Mitophagy - animal ko04140 Autophagy - animal ko04218 Cellular senescence ko04371 Apelin signaling pathway ko04810 Regulation of actin cytoskeleton ko05166 HTLV-I infection ko05205 Proteoglycans in cancerGTPase SAR1 family domainR General function prediction only ;IPR001806 [Small GTPase superfamily]
-- -- -- -- IPR018499 [Tetraspanin/Peripherin]
ko03015 mRNA surveillance pathway ko04022 cGMP-PKG signaling pathway ko04024 cAMP signaling pathway ko04114 Oocyte meiosis ko04218 Cellular senescence ko04261 Adrenergic signaling in cardiomyocytes ko04270 Vascular smooth muscle contraction ko04390 Hippo signaling pathway ko04510 Focal adhesion ko04611 Platelet activation ko04720 Long-term potentiation ko04728 Dopaminergic synapse ko04750 Inflammatory mediator regulation of TRP channels ko04810 Regulation of actin cytoskeleton ko04910 Insulin signaling pathway ko04921 Oxytocin signaling pathway ko04931 Insulin resistance ko05031 Amphetamine addiction ko05034 Alcoholism ko05168 Herpes simplex infection ko05205 Proteoglycans in cancerDiadenosine tetraphosphatase ApaH/serine/threonine protein phosphatase, PP2A familyT Signal transduction mechanisms ;IPR004843 [Calcineurin-like phosphoesterase domain, ApaH type] ; IPR031675[Serine-threonine protein phosphatase, N-terminal]
ko04014 Ras signaling pathway ko04015 Rap1 signaling pathway ko04020 Calcium signaling pathway ko04022 cGMP-PKG signaling pathway ko04024 cAMP signaling pathway ko04070 Phosphatidylinositol signaling system ko04114 Oocyte meiosis ko04218 Cellular senescence ko04261 Adrenergic signaling in cardiomyocytes ko04270 Vascular smooth muscle contraction ko04371 Apelin signaling pathway ko04713 Circadian entrainment ko04720 Long-term potentiation ko04722 Neurotrophin signaling pathway ko04728 Dopaminergic synapse ko04740 Olfactory transduction ko04744 Phototransduction ko04750 Inflammatory mediator regulation of TRP channels ko04910 Insulin signaling pathway ko04912 GnRH signaling pathway ko04915 Estrogen signaling pathway ko04916 Melanogenesis ko04921 Oxytocin signaling pathway ko04922 Glucagon signaling pathway ko04924 Renin secretion ko04925 Aldosterone synthesis and secretion ko04970 Salivary secretion ko04971 Gastric acid secretion ko05010 Alzheimer's disease ko05031 Amphetamine addiction ko05034 Alcoholism ko051Ca2+-binding protein, EF-hand superfamilyT Signal transduction mechanisms ;IPR002048 [EF-hand domain]
-- Ca2+-binding protein, EF-hand superfamilyT Signal transduction mechanisms ;IPR002048 [EF-hand domain]
ko03050 Proteasome ko05165 Human papillomavirus infection ko05169 Epstein-Barr virus infection ko05203 Viral carcinogenesisATP-dependent 26S proteasome regulatory subunitO Posttranslational modification, protein turnover, chaperones ;IPR003959 [ATPase, AAA-type, core]
ko03050 Proteasome ko05169 Epstein-Barr virus infectionATP-dependent 26S proteasome regulatory subunitO Posttranslational modification, protein turnover, chaperones ;IPR003959 [ATPase, AAA-type, core]
ko03010 RibosomeRibosomal protein S8EJ Translation, ribosomal structure and biogenesis ;IPR022309 [Ribosomal protein S8e/ribosomal biogenesis NSA2]
ko03010 RibosomeRibosomal protein S9J Translation, ribosomal structure and biogenesis ;IPR000754 [Ribosomal protein S9]
ko04120 Ubiquitin mediated proteolysisUbiquitin-protein ligaseO Posttranslational modification, protein turnover, chaperones ;IPR000608 [Ubiquitin-conjugating enzyme E2]
ko04110 Cell cycle ko04114 Oocyte meiosis ko04151 PI3K-Akt signaling pathway ko04390 Hippo signaling pathway ko04722 Neurotrophin signaling pathway ko05169 Epstein-Barr virus infection ko05203 Viral carcinogenesis-- -- -- IPR023410 [14-3-3 domain]
ko03010 RibosomeRibosomal protein S11J Translation, ribosomal structure and biogenesis ;IPR001971 [Ribosomal protein S11]
ko03010 RibosomeRibosomal protein S12J Translation, ribosomal structure and biogenesis ;IPR006032 [Ribosomal protein S12/S23]
ko03010 RibosomeRibosomal protein S13J Translation, ribosomal structure and biogenesis ;IPR001892 [Ribosomal protein S13]
ko03010 RibosomeRibosomal protein S15P/S13EJ Translation, ribosomal structure and biogenesis ;IPR000589 [Ribosomal protein S15] ; IPR012606[Ribosomal protein S13/S15, N-terminal]
ko03010 RibosomeRibosomal protein S17J Translation, ribosomal structure and biogenesis ;IPR000266 [Ribosomal protein S17/S11] ; IPR032440[40S ribosomal protein S11, N-terminal]
ko03040 SpliceosomeSmall nuclear ribonucleoprotein (snRNP) homologK Transcription ;IPR001163 [LSM domain, eukaryotic/archaea-type]
ko03018 RNA degradation ko03040 SpliceosomeSmall nuclear ribonucleoprotein (snRNP) homologK Transcription ;IPR001163 [LSM domain, eukaryotic/archaea-type]
ko03040 Spliceosome ko05322 Systemic lupus erythematosus-- -- -- IPR001163 [LSM domain, eukaryotic/archaea-type]
ko04810 Regulation of actin cytoskeleton-- -- -- IPR001152 [Beta-thymosin]
ko04014 Ras signaling pathway ko04072 Phospholipase D signaling pathway ko04144 Endocytosis ko04666 Fc gamma R-mediated phagocytosisGTPase SAR1 family domainR General function prediction only ;IPR006689 [Small GTPase superfamily, ARF/SAR type]
ko03050 Proteasome ko05169 Epstein-Barr virus infectionATP-dependent 26S proteasome regulatory subunitO Posttranslational modification, protein turnover, chaperones ;IPR003959 [ATPase, AAA-type, core]
ko03010 RibosomeRibosomal protein L7Ae or related RNA K-turn-binding proteinJ Translation, ribosomal structure and biogenesis ;IPR004038 [Ribosomal protein L7Ae/L30e/S12e/Gadd45]
-- -- -- -- IPR001878 [Zinc finger, CCHC-type]
ko03010 RibosomeRibosomal protein S4EJ Translation, ribosomal structure and biogenesis ;IPR002942 [RNA-binding S4 domain] ; IPR005824[KOW] ; IPR013843[Ribosomal protein S4e, N-terminal] ; IPR013845[Ribosomal protein S4e, central region] ; IPR032277[40S ribosomal protein S4, C-terminal domain]
ko04270 Vascular smooth muscle contraction ko04371 Apelin signaling pathway ko04926 Relaxin signaling pathwayActin-related proteinZ Cytoskeleton ;IPR004000 [Actin family]
-- GTPase SAR1 family domainR General function prediction only ;IPR001806 [Small GTPase superfamily]
ko03010 RibosomeRibosomal protein L23J Translation, ribosomal structure and biogenesis ;IPR005633 [Ribosomal protein L23/L25, N-terminal] ; IPR013025[Ribosomal protein L25/L23]
ko01521 EGFR tyrosine kinase inhibitor resistance ko03010 Ribosome ko04066 HIF-1 signaling pathway ko04150 mTOR signaling pathway ko04151 PI3K-Akt signaling pathway ko04371 Apelin signaling pathway ko04910 Insulin signaling pathway ko05205 Proteoglycans in cancerRibosomal protein S6E (S10)J Translation, ribosomal structure and biogenesis ;IPR001377 [Ribosomal protein S6e]
ko05034 Alcoholism ko05203 Viral carcinogenesis ko05322 Systemic lupus erythematosus-- -- -- --
ko05134 LegionellosisGTPase SAR1 family domainR General function prediction only ;IPR001806 [Small GTPase superfamily]
ko03008 Ribosome biogenesis in eukaryotes ko03013 RNA transport ko05166 HTLV-I infection ko05169 Epstein-Barr virus infectionGTPase SAR1 family domainR General function prediction only ;IPR001806 [Small GTPase superfamily]
ko03010 RibosomeRibosomal protein L14J Translation, ribosomal structure and biogenesis ;IPR000218 [Ribosomal protein L14P]
ko04010 MAPK signaling pathway ko04014 Ras signaling pathway ko04015 Rap1 signaling pathway ko04024 cAMP signaling pathway ko04062 Chemokine signaling pathway ko04510 Focal adhesion ko04530 Tight junction ko04611 Platelet activation ko04670 Leukocyte transendothelial migration ko04720 Long-term potentiation ko04722 Neurotrophin signaling pathway ko04972 Pancreatic secretion ko05211 Renal cell carcinomaGTPase SAR1 family domainR General function prediction only ;IPR001806 [Small GTPase superfamily]
ko03010 RibosomeRibosomal protein S19J Translation, ribosomal structure and biogenesis ;IPR002222 [Ribosomal protein S19/S15]
ko03010 RibosomeRibosomal protein S24EJ Translation, ribosomal structure and biogenesis ;IPR001976 [Ribosomal protein S24e]



ko03010 Ribosome-- -- -- IPR004977 [Ribosomal protein S25]
ko03010 RibosomeRibosomal protein S26J Translation, ribosomal structure and biogenesis ;IPR000892 [Ribosomal protein S26e]
ko03010 RibosomeRibosomal protein S28E/S33J Translation, ribosomal structure and biogenesis ;IPR000289 [Ribosomal protein S28e]
ko04014 Ras signaling pathway ko04062 Chemokine signaling pathway ko04151 PI3K-Akt signaling pathway ko04371 Apelin signaling pathway ko04713 Circadian entrainment ko04723 Retrograde endocannabinoid signaling ko04724 Glutamatergic synapse ko04725 Cholinergic synapse ko04726 Serotonergic synapse ko04727 GABAergic synapse ko04728 Dopaminergic synapse ko04740 Olfactory transduction ko04744 Phototransduction ko04926 Relaxin signaling pathway ko05032 Morphine addiction ko05034 Alcoholism ko05167 Kaposi's sarcoma-associated herpesvirus infection ko05200 Pathways in cancerWD40 repeatR General function prediction only ;IPR001680 [WD40 repeat]
ko03420 Nucleotide excision repair ko04066 HIF-1 signaling pathway ko04110 Cell cycle ko04114 Oocyte meiosis ko04120 Ubiquitin mediated proteolysis ko04141 Protein processing in endoplasmic reticulum ko04310 Wnt signaling pathway ko04350 TGF-beta signaling pathway ko04710 Circadian rhythm ko05200 Pathways in cancer ko05211 Renal cell carcinoma-- -- -- IPR024766 [Zinc finger, RING-H2-type]
ko04014 Ras signaling pathway ko04062 Chemokine signaling pathway ko04151 PI3K-Akt signaling pathway ko04371 Apelin signaling pathway ko04713 Circadian entrainment ko04723 Retrograde endocannabinoid signaling ko04724 Glutamatergic synapse ko04725 Cholinergic synapse ko04726 Serotonergic synapse ko04727 GABAergic synapse ko04728 Dopaminergic synapse ko04926 Relaxin signaling pathway ko05032 Morphine addiction ko05034 Alcoholism ko05167 Kaposi's sarcoma-associated herpesvirus infection ko05200 Pathways in cancerWD40 repeatR General function prediction only ;IPR001680 [WD40 repeat]
ko03010 RibosomeRibosomal protein L31EJ Translation, ribosomal structure and biogenesis ;IPR000054 [Ribosomal protein L31e]
ko03010 RibosomeRibosomal protein L1J Translation, ribosomal structure and biogenesis ;IPR028364 [Ribosomal protein L1/ribosomal biogenesis protein]
ko03010 RibosomeRibosomal protein L2J Translation, ribosomal structure and biogenesis ;IPR022666 [Ribosomal Proteins L2, RNA binding domain] ; IPR022669[Ribosomal protein L2, C-terminal]
ko04217 NecroptosisPeptidyl-prolyl cis-trans isomerase (rotamase) - cyclophilin familyO Posttranslational modification, protein turnover, chaperones ;IPR002130 [Cyclophilin-type peptidyl-prolyl cis-trans isomerase domain]
-- FKBP-type peptidyl-prolyl cis-trans isomeraseO Posttranslational modification, protein turnover, chaperones ;IPR001179 [FKBP-type peptidyl-prolyl cis-trans isomerase domain]
ko03010 RibosomeUbiquitin O Posttranslational modification, protein turnover, chaperones ;IPR000626 [Ubiquitin domain] ; IPR002906[Ribosomal protein S27a]
ko01521 EGFR tyrosine kinase inhibitor resistance ko01522 Endocrine resistance ko04010 MAPK signaling pathway ko04012 ErbB signaling pathway ko04014 Ras signaling pathway ko04062 Chemokine signaling pathway ko04068 FoxO signaling pathway ko04072 Phospholipase D signaling pathway ko04150 mTOR signaling pathway ko04151 PI3K-Akt signaling pathway ko04380 Osteoclast differentiation ko04510 Focal adhesion ko04540 Gap junction ko04550 Signaling pathways regulating pluripotency of stem cells ko04630 Jak-STAT signaling pathway ko04650 Natural killer cell mediated cytotoxicity ko04660 T cell receptor signaling pathway ko04662 B cell receptor signaling pathway ko04664 Fc epsilon RI signaling pathway ko04722 Neurotrophin signaling pathway ko04910 Insulin signaling pathway ko04912 GnRH signaling pathway ko04915 Estrogen signaling pathway ko04917 Prolactin signaling pathway ko04926 Relaxin signaling pathway ko05034 Alcoholism ko05160 Hepatitis C ko05161 Hepatitis B ko05165 Human papillomavirus infection ko05200 Pathways i-- -- -- IPR000980 [SH2 domain] ; IPR001452[SH3 domain]
ko03040 SpliceosomeRNA recognition motif (RRM) domainJ Translation, ribosomal structure and biogenesis ;IPR000504 [RNA recognition motif domain]
ko04144 Endocytosis ko04721 Synaptic vesicle cycle ko04961 Endocrine and other factor-regulated calcium reabsorption ko05016 Huntington's diseasePredicted NTPase, NACHT family domainT Signal transduction mechanisms ;IPR002553 [Clathrin/coatomer adaptor, adaptin-like, N-terminal] ; IPR008152[Clathrin adaptor, alpha/beta/gamma-adaptin, appendage, Ig-like subdomain] ; IPR015151[Beta-adaptin appendage, C-terminal subdomain]
ko04015 Rap1 signaling pathway ko04022 cGMP-PKG signaling pathway ko04024 cAMP signaling pathway ko04062 Chemokine signaling pathway ko04071 Sphingolipid signaling pathway ko04261 Adrenergic signaling in cardiomyocytes ko04360 Axon guidance ko04371 Apelin signaling pathway ko04540 Gap junction ko04611 Platelet activation ko04670 Leukocyte transendothelial migration ko04713 Circadian entrainment ko04723 Retrograde endocannabinoid signaling ko04724 Glutamatergic synapse ko04725 Cholinergic synapse ko04726 Serotonergic synapse ko04727 GABAergic synapse ko04728 Dopaminergic synapse ko04730 Long-term depression ko04914 Progesterone-mediated oocyte maturation ko04915 Estrogen signaling pathway ko04916 Melanogenesis ko04921 Oxytocin signaling pathway ko04923 Regulation of lipolysis in adipocytes ko04924 Renin secretion ko04926 Relaxin signaling pathway ko04971 Gastric acid secretion ko05012 Parkinson's disease ko05030 Cocaine addiction ko05032 Morphine addiction ko05034 Alcoholism ko05133 Pertussis ko05142 Chagas di-- -- -- IPR001019 [Guanine nucleotide binding protein (G-protein), alpha subunit]
ko04010 MAPK signaling pathway ko04020 Calcium signaling pathway ko04022 cGMP-PKG signaling pathway ko04114 Oocyte meiosis ko04218 Cellular senescence ko04310 Wnt signaling pathway ko04360 Axon guidance ko04370 VEGF signaling pathway ko04380 Osteoclast differentiation ko04650 Natural killer cell mediated cytotoxicity ko04658 Th1 and Th2 cell differentiation ko04659 Th17 cell differentiation ko04660 T cell receptor signaling pathway ko04662 B cell receptor signaling pathway ko04720 Long-term potentiation ko04724 Glutamatergic synapse ko04921 Oxytocin signaling pathway ko04922 Glucagon signaling pathway ko04924 Renin secretion ko05010 Alzheimer's disease ko05014 Amyotrophic lateral sclerosis (ALS) ko05031 Amphetamine addiction ko05152 Tuberculosis ko05166 HTLV-I infection ko05167 Kaposi's sarcoma-associated herpesvirus infectionCa2+-binding protein, EF-hand superfamilyT Signal transduction mechanisms ;IPR002048 [EF-hand domain]
ko04110 Cell cycle ko04114 Oocyte meiosis ko04151 PI3K-Akt signaling pathway ko04390 Hippo signaling pathway ko05161 Hepatitis B ko05169 Epstein-Barr virus infection ko05203 Viral carcinogenesis-- -- -- IPR023410 [14-3-3 domain]
ko03013 RNA transport ko05418 Fluid shear stress and atherosclerosis-- -- -- IPR022617 [Rad60/SUMO-like domain]
ko04962 Vasopressin-regulated water reabsorption-- -- -- IPR001372 [Dynein light chain, type 1/2]
ko03010 Ribosome-- -- -- IPR002675 [Ribosomal protein L38e]
ko04110 Cell cycle ko04114 Oocyte meiosis ko04120 Ubiquitin mediated proteolysis ko04141 Protein processing in endoplasmic reticulum ko04310 Wnt signaling pathway ko04350 TGF-beta signaling pathway ko04710 Circadian rhythm ko05168 Herpes simplex infection ko05200 Pathways in cancer-- -- -- IPR016072 [SKP1 component, dimerisation] ; IPR016073[SKP1 component, POZ domain]
ko04014 Ras signaling pathway ko04062 Chemokine signaling pathway ko04151 PI3K-Akt signaling pathway ko04371 Apelin signaling pathway ko04713 Circadian entrainment ko04723 Retrograde endocannabinoid signaling ko04724 Glutamatergic synapse ko04725 Cholinergic synapse ko04726 Serotonergic synapse ko04727 GABAergic synapse ko04728 Dopaminergic synapse ko04926 Relaxin signaling pathway ko05032 Morphine addiction ko05034 Alcoholism ko05167 Kaposi's sarcoma-associated herpesvirus infection ko05200 Pathways in cancer-- -- -- IPR015898 [G-protein gamma-like domain]
ko05162 MeaslesUncharacterized protein, contains caspase domainR General function prediction only ;IPR001680 [WD40 repeat]
ko04015 Rap1 signaling pathway ko04145 Phagosome ko04210 Apoptosis ko04390 Hippo signaling pathway ko04510 Focal adhesion ko04520 Adherens junction ko04530 Tight junction ko04611 Platelet activation ko04670 Leukocyte transendothelial migration ko04810 Regulation of actin cytoskeleton ko04919 Thyroid hormone signaling pathway ko04921 Oxytocin signaling pathway ko05100 Bacterial invasion of epithelial cells ko05110 Vibrio cholerae infection ko05130 Pathogenic Escherichia coli infection ko05131 Shigellosis ko05132 Salmonella infection ko05164 Influenza A ko05205 Proteoglycans in cancer ko05225 Hepatocellular carcinoma ko05410 Hypertrophic cardiomyopathy (HCM) ko05412 Arrhythmogenic right ventricular cardiomyopathy (ARVC) ko05414 Dilated cardiomyopathy (DCM) ko05416 Viral myocarditis ko05418 Fluid shear stress and atherosclerosisActin-related proteinZ Cytoskeleton ;IPR004000 [Actin family]
ko03013 RNA transport ko04064 NF-kappa B signaling pathway ko04120 Ubiquitin mediated proteolysis ko05206 MicroRNAs in cancerUbiquitin-protein ligaseO Posttranslational modification, protein turnover, chaperones ;IPR000608 [Ubiquitin-conjugating enzyme E2]
ko03015 mRNA surveillance pathway ko04071 Sphingolipid signaling pathway ko04114 Oocyte meiosis ko04136 Autophagy - other ko04140 Autophagy - animal ko04151 PI3K-Akt signaling pathway ko04152 AMPK signaling pathway ko04261 Adrenergic signaling in cardiomyocytes ko04350 TGF-beta signaling pathway ko04390 Hippo signaling pathway ko04530 Tight junction ko04728 Dopaminergic synapse ko04730 Long-term depression ko05142 Chagas disease (American trypanosomiasis) ko05160 Hepatitis C ko05165 Human papillomavirus infectionDiadenosine tetraphosphatase ApaH/serine/threonine protein phosphatase, PP2A familyT Signal transduction mechanisms ;IPR004843 [Calcineurin-like phosphoesterase domain, ApaH type]
-- Cold shock protein, CspA familyK Transcription ;IPR002059 [Cold-shock protein, DNA-binding]
ko03008 Ribosome biogenesis in eukaryotes ko04064 NF-kappa B signaling pathway ko04137 Mitophagy - animal ko04310 Wnt signaling pathway ko04520 Adherens junction ko05162 Measles ko05168 Herpes simplex infection ko05169 Epstein-Barr virus infection-- -- -- IPR000704 [Casein kinase II, regulatory subunit]
ko04260 Cardiac muscle contraction ko04261 Adrenergic signaling in cardiomyocytes ko05410 Hypertrophic cardiomyopathy (HCM) ko05414 Dilated cardiomyopathy (DCM)Chromosome segregation ATPaseD Cell cycle control, cell division, chromosome partitioning ;IPR000533 [Tropomyosin]
ko04120 Ubiquitin mediated proteolysis ko05012 Parkinson's diseaseUbiquitin-protein ligaseO Posttranslational modification, protein turnover, chaperones ;IPR000608 [Ubiquitin-conjugating enzyme E2]
ko03013 RNA transport ko05134 LegionellosisTranslation elongation factor EF-1alpha (GTPase)J Translation, ribosomal structure and biogenesis ;IPR004160 [Translation elongation factor EFTu/EF1A, C-terminal] ; IPR004161[Translation elongation factor EFTu-like, domain 2]
ko04145 Phagosome ko04210 Apoptosis ko04530 Tight junction ko04540 Gap junction ko05130 Pathogenic Escherichia coli infection-- -- -- IPR003008 [Tubulin/FtsZ, GTPase domain] ; IPR018316[Tubulin/FtsZ, 2-layer sandwich domain]
ko04145 Phagosome ko04210 Apoptosis ko04530 Tight junction ko04540 Gap junction ko05130 Pathogenic Escherichia coli infection-- -- -- IPR003008 [Tubulin/FtsZ, GTPase domain] ; IPR018316[Tubulin/FtsZ, 2-layer sandwich domain]
ko04145 Phagosome ko04540 Gap junction ko05130 Pathogenic Escherichia coli infection-- -- -- IPR003008 [Tubulin/FtsZ, GTPase domain] ; IPR018316[Tubulin/FtsZ, 2-layer sandwich domain]
ko03008 Ribosome biogenesis in eukaryotes ko04064 NF-kappa B signaling pathway ko04137 Mitophagy - animal ko04310 Wnt signaling pathway ko04520 Adherens junction ko05162 Measles ko05168 Herpes simplex infection ko05169 Epstein-Barr virus infectionPASTA domain, binds beta-lactamsM Cell wall/membrane/envelope biogenesis ;IPR000719 [Protein kinase domain]
ko00565 Ether lipid metabolism ko01100 Metabolic pathwaysLysophospholipase L1 or related esteraseE Amino acid transport and metabolism ;IPR013830 [SGNH hydrolase-type esterase domain]
ko05034 Alcoholism ko05202 Transcriptional misregulation in cancer ko05322 Systemic lupus erythematosus-- -- -- IPR007125 [Histone H2A/H2B/H3]
-- -- -- -- IPR000971 [Globin]
ko05143 African trypanosomiasis ko05144 MalariaHemoglobin-like flavoproteinC Energy production and conversion ;IPR000971 [Globin]
ko05416 Viral myocarditis-- -- -- IPR013106 [Immunoglobulin V-set domain] ; IPR013151[Immunoglobulin]
ko04380 Osteoclast differentiation-- -- -- IPR003597 [Immunoglobulin C1-set] ; IPR013106[Immunoglobulin V-set domain]
ko03013 RNA transport ko05416 Viral myocarditis-- -- -- IPR003307 [W2 domain] ; IPR003890[MIF4G-like, type 3] ; IPR003891[Initiation factor eIF-4 gamma, MA3]
ko00562 Inositol phosphate metabolism ko04070 Phosphatidylinositol signaling system ko04810 Regulation of actin cytoskeleton-- -- -- IPR002498 [Phosphatidylinositol-4-phosphate 5-kinase, core]
-- Chaperonin GroEL (HSP60 family)O Posttranslational modification, protein turnover, chaperones ;IPR002423 [Chaperonin Cpn60/TCP-1 family]
ko04151 PI3K-Akt signaling pathway ko04510 Focal adhesion ko04512 ECM-receptor interaction ko05165 Human papillomavirus infectionPKD repeatS Function unknown ;IPR002861 [Reeler domain]
ko03450 Non-homologous end-joining ko04110 Cell cycle-- -- -- IPR000403 [Phosphatidylinositol 3-/4-kinase, catalytic domain] ; IPR003151[PIK-related kinase, FAT] ; IPR003152[FATC domain] ; IPR012582[NUC194]
ko04330 Notch signaling pathway ko05010 Alzheimer's disease ko05120 Epithelial cell signaling in Helicobacter pylori infection-- -- -- IPR001762 [Disintegrin domain] ; IPR002870[Peptidase M12B, propeptide] ; IPR032029[ADAM17, membrane-proximal domain]
-- -- -- -- IPR000436 [Sushi/SCR/CCP domain] ; IPR003410[HYR domain] ; IPR025232[Domain of unknown function DUF4174]
ko04060 Cytokine-cytokine receptor interaction ko04630 Jak-STAT signaling pathway ko05200 Pathways in cancer-- -- -- IPR015321 [Type I cytokine receptor, cytokine-binding domain]
ko04062 Chemokine signaling pathway ko04657 IL-17 signaling pathway ko05133 Pertussis ko05323 Rheumatoid arthritis-- -- -- IPR001811 [Chemokine interleukin-8-like domain]
-- -- -- -- IPR008408 [Brain acid soluble protein 1]
ko03010 RibosomeRibosomal protein L24EJ Translation, ribosomal structure and biogenesis ;IPR000988 [Ribosomal protein L24e-related]
ko04068 FoxO signaling pathway ko04110 Cell cycle ko04144 Endocytosis ko04218 Cellular senescence ko04350 TGF-beta signaling pathway ko04371 Apelin signaling pathway ko04390 Hippo signaling pathway ko04520 Adherens junction ko04550 Signaling pathways regulating pluripotency of stem cells ko04659 Th17 cell differentiation ko04926 Relaxin signaling pathway ko04933 AGE-RAGE signaling pathway in diabetic complications ko05142 Chagas disease (American trypanosomiasis) ko05166 HTLV-I infection ko05200 Pathways in cancer ko05210 Colorectal cancer ko05212 Pancreatic cancer ko05225 Hepatocellular carcinoma ko05226 Gastric cancer ko05321 Inflammatory bowel disease (IBD)-- -- -- IPR001132 [SMAD domain, Dwarfin-type] ; IPR003619[MAD homology 1, Dwarfin-type]
ko04144 EndocytosisGTPase SAR1 family domainR General function prediction only ;IPR006689 [Small GTPase superfamily, ARF/SAR type]
-- -- -- -- IPR000781 [Enhancer of rudimentary]
ko05100 Bacterial invasion of epithelial cells ko05131 Shigellosis ko05132 Salmonella infectionGTPase SAR1 family domainR General function prediction only ;IPR001806 [Small GTPase superfamily]
ko03010 RibosomeRibosomal protein L19EJ Translation, ribosomal structure and biogenesis ;IPR000196 [Ribosomal protein L19/L19e]



ko03040 Spliceosome ko05168 Herpes simplex infectionRNA recognition motif (RRM) domainJ Translation, ribosomal structure and biogenesis ;IPR000504 [RNA recognition motif domain]
-- -- -- -- IPR013176 [Protein of unknown function DUF1712, fungi]
-- -- -- -- IPR000020 [Anaphylatoxin/fibulin] ; IPR001881[EGF-like calcium-binding domain] ; IPR026823[Complement Clr-like EGF domain]
-- Glucose/arabinose dehydrogenase, beta-propeller foldG Carbohydrate transport and metabolism ;IPR000033 [LDLR class B repeat] ; IPR001881[EGF-like calcium-binding domain] ; IPR002172[Low-density lipoprotein (LDL) receptor class A repeat]
ko04512 ECM-receptor interaction ko05161 Hepatitis B ko05205 Proteoglycans in cancerOuter membrane protein assembly factor BamB, contains PQQ-like beta-propeller repeatM Cell wall/membrane/envelope biogenesis ;IPR000034 [Laminin IV] ; IPR000742[EGF-like domain] ; IPR001791[Laminin G domain] ; IPR002049[Laminin EGF domain] ; IPR002172[Low-density lipoprotein (LDL) receptor class A repeat] ; IPR007110[Immunoglobulin-like domain] ; IPR013098[Immunoglobulin I-set]
ko04360 Axon guidance-- -- -- IPR001799 [Ephrin receptor-binding domain]
-- Magnesium-transporting ATPase (P-type)P Inorganic ion transport and metabolism ;IPR004014 [Cation-transporting P-type ATPase, N-terminal] ; IPR006068[Cation-transporting P-type ATPase, C-terminal] ; IPR008250[P-type ATPase, A  domain]
-- Magnesium-transporting ATPase (P-type)P Inorganic ion transport and metabolism ;IPR008250 [P-type ATPase, A  domain] ; IPR032630[P-type ATPase, C-terminal] ; IPR032631[P-type ATPase, N-terminal]
-- Magnesium-transporting ATPase (P-type)P Inorganic ion transport and metabolism ;IPR008250 [P-type ATPase, A  domain] ; IPR032630[P-type ATPase, C-terminal] ; IPR032631[P-type ATPase, N-terminal]
ko00920 Sulfur metabolism ko01100 Metabolic pathways ko01524 Platinum drug resistance ko04115 p53 signaling pathway ko04210 Apoptosis ko04215 Apoptosis - multiple species ko04932 Non-alcoholic fatty liver disease (NAFLD) ko05010 Alzheimer's disease ko05012 Parkinson's disease ko05014 Amyotrophic lateral sclerosis (ALS) ko05016 Huntington's disease ko05134 Legionellosis ko05145 Toxoplasmosis ko05152 Tuberculosis ko05161 Hepatitis B ko05164 Influenza A ko05167 Kaposi's sarcoma-associated herpesvirus infection ko05168 Herpes simplex infection ko05200 Pathways in cancer ko05210 Colorectal cancer ko05222 Small cell lung cancer ko05416 Viral myocarditisCytochrome c2C Energy production and conversion ;IPR009056 [Cytochrome c-like domain]
-- Guanylate kinaseF Nucleotide transport and metabolism ;IPR001478 [PDZ domain] ; IPR008145[Guanylate kinase/L-type calcium channel beta subunit] ; IPR011511[Variant SH3 domain]
-- -- -- -- IPR001666 [Phosphatidylinositol transfer protein]
ko00270 Cysteine and methionine metabolism ko01100 Metabolic pathways ko01230 Biosynthesis of amino acidsS-adenosylmethionine synthetaseH Coenzyme transport and metabolism ;IPR022628 [S-adenosylmethionine synthetase, N-terminal] ; IPR022629[S-adenosylmethionine synthetase, central domain] ; IPR022630[S-adenosylmethionine synthetase, C-terminal]
-- -- -- -- IPR004088 [K Homology domain, type 1]
ko04110 Cell cycle ko04115 p53 signaling pathway ko04151 PI3K-Akt signaling pathway ko04218 Cellular senescence ko05161 Hepatitis B ko05162 Measles ko05165 Human papillomavirus infection ko05167 Kaposi's sarcoma-associated herpesvirus infection ko05200 Pathways in cancer ko05203 Viral carcinogenesis ko05206 MicroRNAs in cancer ko05212 Pancreatic cancer ko05214 Glioma ko05218 Melanoma ko05220 Chronic myeloid leukemia ko05222 Small cell lung cancer ko05223 Non-small cell lung cancer ko05224 Breast cancer ko05225 Hepatocellular carcinomaPASTA domain, binds beta-lactamsM Cell wall/membrane/envelope biogenesis ;IPR000719 [Protein kinase domain]
ko04360 Axon guidance ko05010 Alzheimer's disease ko05030 Cocaine addictionPredicted ATPaseR General function prediction only ;IPR000719 [Protein kinase domain]
-- Predicted ATPaseR General function prediction only ;IPR000719 [Protein kinase domain]
-- -- -- -- IPR006628 [Purine-rich element binding protein family]
ko04142 Lysosome ko04144 Endocytosis ko04721 Synaptic vesicle cycle ko04961 Endocrine and other factor-regulated calcium reabsorption ko05016 Huntington's disease ko05100 Bacterial invasion of epithelial cells-- -- -- IPR000547 [Clathrin, heavy chain/VPS, 7-fold repeat] ; IPR015348[Clathrin, heavy chain, linker, core motif] ; IPR022365[Clathrin, heavy chain, propeller repeat]
-- FKBP-type peptidyl-prolyl cis-trans isomeraseO Posttranslational modification, protein turnover, chaperones ;IPR001179 [FKBP-type peptidyl-prolyl cis-trans isomerase domain]
ko00040 Pentose and glucuronate interconversions ko00051 Fructose and mannose metabolism ko01100 Metabolic pathwaysThreonine dehydrogenase or related Zn-dependent dehydrogenaseER Amino acid transport and metabolism ; General function prediction only ;IPR013149 [Alcohol dehydrogenase, C-terminal] ; IPR013154[Alcohol dehydrogenase, N-terminal]
-- -- -- -- IPR001715 [Calponin homology domain] ; IPR002017[Spectrin repeat]
-- -- -- -- IPR002164 [Nucleosome assembly protein (NAP)]
ko03040 Spliceosome ko05168 Herpes simplex infectionRNA recognition motif (RRM) domainJ Translation, ribosomal structure and biogenesis ;IPR000504 [RNA recognition motif domain]
ko00230 Purine metabolism ko01100 Metabolic pathways Adenosine deaminaseF Nucleotide transport and metabolism ;IPR001365 [Adenosine/AMP deaminase domain]
ko03320 PPAR signaling pathway-- -- -- IPR000566 [Lipocalin/cytosolic fatty-acid binding domain]
-- -- -- -- IPR013912 [Adenylate cyclase-associated CAP, C-terminal] ; IPR013992[Adenylate cyclase-associated CAP, N-terminal]
ko00072 Synthesis and degradation of ketone bodies ko00280 Valine, leucine and isoleucine degradation ko00650 Butanoate metabolism ko00900 Terpenoid backbone biosynthesis ko01100 Metabolic pathways 3-hydroxy-3-methylglutaryl CoA synthaseI Lipid transport and metabolism ;IPR013528 [Hydroxymethylglutaryl-coenzyme A synthase, N-terminal] ; IPR013746[Hydroxymethylglutaryl-coenzyme A synthase C-terminal domain]
-- -- -- -- IPR007593 [CD225/Dispanin family]
-- -- -- -- IPR007593 [CD225/Dispanin family]
ko04150 mTOR signaling pathway ko05230 Central carbon metabolism in cancerAmino acid transporterE Amino acid transport and metabolism ;IPR002293 [Amino acid/polyamine transporter I]
ko00010 Glycolysis / Gluconeogenesis ko00030 Pentose phosphate pathway ko00051 Fructose and mannose metabolism ko00052 Galactose metabolism ko01100 Metabolic pathways ko01200 Carbon metabolism ko01230 Biosynthesis of amino acids ko03018 RNA degradation ko04152 AMPK signaling pathway ko05230 Central carbon metabolism in cancer6-phosphofructokinaseG Carbohydrate transport and metabolism ;IPR000023 [Phosphofructokinase domain]
ko00562 Inositol phosphate metabolism ko01100 Metabolic pathways ko04015 Rap1 signaling pathway ko04020 Calcium signaling pathway ko04022 cGMP-PKG signaling pathway ko04062 Chemokine signaling pathway ko04070 Phosphatidylinositol signaling system ko04071 Sphingolipid signaling pathway ko04072 Phospholipase D signaling pathway ko04261 Adrenergic signaling in cardiomyocytes ko04270 Vascular smooth muscle contraction ko04310 Wnt signaling pathway ko04371 Apelin signaling pathway ko04540 Gap junction ko04611 Platelet activation ko04621 NOD-like receptor signaling pathway ko04713 Circadian entrainment ko04720 Long-term potentiation ko04723 Retrograde endocannabinoid signaling ko04724 Glutamatergic synapse ko04725 Cholinergic synapse ko04726 Serotonergic synapse ko04728 Dopaminergic synapse ko04730 Long-term depression ko04750 Inflammatory mediator regulation of TRP channels ko04911 Insulin secretion ko04912 GnRH signaling pathway ko04915 Estrogen signaling pathway ko04916 Melanogenesis ko04918 Thyroid hormone synt-- -- -- IPR000008 [C2 domain] ; IPR000909[Phosphatidylinositol-specific phospholipase C, X domain] ; IPR001711[Phospholipase C, phosphatidylinositol-specific, Y domain] ; IPR014815[Phospholipase C-beta, C-terminal domain] ; IPR015359[Phosphoinositide-specific phospholipase C, EF-hand-like domain]
-- Ankyrin repeatT Signal transduction mechanisms ;IPR000001 [Kringle] ; IPR001245[Serine-threonine/tyrosine-protein kinase catalytic domain] ; IPR013098[Immunoglobulin I-set] ; IPR020067[Frizzled domain]
ko05206 MicroRNAs in cancer-- -- -- IPR001752 [Kinesin motor domain] ; IPR032384[Kinesin-like protein Kif23, Arf6-interacting domain]
ko04915 Estrogen signaling pathwayFKBP-type peptidyl-prolyl cis-trans isomeraseO Posttranslational modification, protein turnover, chaperones ;IPR001179 [FKBP-type peptidyl-prolyl cis-trans isomerase domain] ; IPR001440[Tetratricopeptide repeat 1] ; IPR013105[Tetratricopeptide repeat 2]
ko00310 Lysine degradationGlycosyltransferase involved in LPS biosynthesis, GR25 familyM Cell wall/membrane/envelope biogenesis ;IPR005123 [Oxoglutarate/iron-dependent dioxygenase]
-- -- -- -- IPR002048 [EF-hand domain]
ko03010 Ribosome-- -- -- IPR000915 [60S ribosomal protein L6E] ; IPR005568[Ribosomal protein L6, N-terminal]
ko01524 Platinum drug resistanceDNA gyrase/topoisomerase IV, subunit BL Replication, recombination and repair ;IPR002205 [DNA topoisomerase, type IIA, subunit A/C-terminal] ; IPR003594[Histidine kinase-like ATPase, C-terminal domain] ; IPR006171[TOPRIM  domain] ; IPR012542[DTHCT] ; IPR013506[DNA topoisomerase, type IIA, subunit B, domain 2] ; IPR031660[C-terminal associated domain of TOPRIM]
-- -- -- -- IPR001573 [Protein kinase A anchoring, WSK motif] ; IPR018459[RII binding domain]
ko04010 MAPK signaling pathway ko04022 cGMP-PKG signaling pathway ko04071 Sphingolipid signaling pathway ko04072 Phospholipase D signaling pathway ko04270 Vascular smooth muscle contraction ko04730 Long-term depression ko04810 Regulation of actin cytoskeleton ko05200 Pathways in cancer-- -- -- IPR001019 [Guanine nucleotide binding protein (G-protein), alpha subunit]
ko04144 Endocytosis ko04510 Focal adhesion ko05100 Bacterial invasion of epithelial cells ko05205 Proteoglycans in cancer ko05416 Viral myocarditis ko05418 Fluid shear stress and atherosclerosis-- -- -- IPR001612 [Caveolin]
-- -- -- -- IPR010326 [Exocyst complex component EXOC3/Sec6]
ko03320 PPAR signaling pathway ko04310 Wnt signaling pathway ko05200 Pathways in cancer ko05221 Acute myeloid leukemia-- -- -- IPR000536 [Nuclear hormone receptor, ligand-binding domain] ; IPR001628[Zinc finger, nuclear hormone receptor-type]
ko04610 Complement and coagulation cascades ko05205 Proteoglycans in cancer-- -- -- IPR016054 [Ly-6 antigen/uPA receptor-like]
ko00900 Terpenoid backbone biosynthesis ko01100 Metabolic pathways ko04146 PeroxisomeMevalonate kinaseI Lipid transport and metabolism ;IPR006204 [GHMP kinase N-terminal domain] ; IPR013750[GHMP kinase, C-terminal domain]
ko01523 Antifolate resistance ko04010 MAPK signaling pathway ko04014 Ras signaling pathway ko04024 cAMP signaling pathway ko04062 Chemokine signaling pathway ko04064 NF-kappa B signaling pathway ko04066 HIF-1 signaling pathway ko04071 Sphingolipid signaling pathway ko04137 Mitophagy - animal ko04151 PI3K-Akt signaling pathway ko04210 Apoptosis ko04211 Longevity regulating pathway ko04218 Cellular senescence ko04380 Osteoclast differentiation ko04620 Toll-like receptor signaling pathway ko04621 NOD-like receptor signaling pathway ko04622 RIG-I-like receptor signaling pathway ko04623 Cytosolic DNA-sensing pathway ko04657 IL-17 signaling pathway ko04658 Th1 and Th2 cell differentiation ko04659 Th17 cell differentiation ko04660 T cell receptor signaling pathway ko04662 B cell receptor signaling pathway ko04668 TNF signaling pathway ko04722 Neurotrophin signaling pathway ko04917 Prolactin signaling pathway ko04920 Adipocytokine signaling pathway ko04926 Relaxin signaling pathway ko04931 Insulin resistance ko04932 -- -- -- IPR011539 [Rel homology domain (RHD), DNA-binding domain] ; IPR032397[Rel homology dimerisation domain]
ko00500 Starch and sucrose metabolism ko01100 Metabolic pathways 1,4-alpha-glucan branching enzymeG Carbohydrate transport and metabolism ;IPR004193 [Glycoside hydrolase, family 13, N-terminal] ; IPR006047[Glycosyl hydrolase, family 13, catalytic domain] ; IPR006048[Alpha-amylase/branching enzyme, C-terminal all beta]
ko03013 RNA transport ko05416 Viral myocarditis-- -- -- IPR003307 [W2 domain] ; IPR003890[MIF4G-like, type 3] ; IPR003891[Initiation factor eIF-4 gamma, MA3]
-- Secreted trypsin-like serine proteaseO Posttranslational modification, protein turnover, chaperones ;IPR000001 [Kringle] ; IPR000083[Fibronectin, type I] ; IPR000562[Fibronectin, type II, collagen-binding] ; IPR000742[EGF-like domain] ; IPR001254[Serine proteases, trypsin domain]
ko04060 Cytokine-cytokine receptor interaction ko04350 TGF-beta signaling pathway ko04550 Signaling pathways regulating pluripotency of stem cells ko05418 Fluid shear stress and atherosclerosisSerine/threonine protein kinaseT Signal transduction mechanisms ;IPR000472 [Activin types I and II receptor domain] ; IPR000719[Protein kinase domain] ; IPR003605[GS domain]
ko04110 Cell cycle ko04114 Oocyte meiosis ko04151 PI3K-Akt signaling pathway ko04390 Hippo signaling pathway ko05169 Epstein-Barr virus infection ko05203 Viral carcinogenesis-- -- -- IPR023410 [14-3-3 domain]
ko04072 Phospholipase D signaling pathway ko04144 Endocytosis ko04721 Synaptic vesicle cycle ko04961 Endocrine and other factor-regulated calcium reabsorption ko05100 Bacterial invasion of epithelial cells-- -- -- IPR000375 [Dynamin central domain] ; IPR001849[Pleckstrin homology domain] ; IPR003130[Dynamin GTPase effector] ; IPR022812[Dynamin superfamily]
ko01522 Endocrine resistance ko04012 ErbB signaling pathway ko04062 Chemokine signaling pathway ko04151 PI3K-Akt signaling pathway ko04360 Axon guidance ko04370 VEGF signaling pathway ko04510 Focal adhesion ko04670 Leukocyte transendothelial migration ko04810 Regulation of actin cytoskeleton ko05100 Bacterial invasion of epithelial cells ko05146 Amoebiasis ko05165 Human papillomavirus infection ko05200 Pathways in cancer ko05202 Transcriptional misregulation in cancer ko05205 Proteoglycans in cancer ko05222 Small cell lung cancer ko05418 Fluid shear stress and atherosclerosisAnkyrin repeatT Signal transduction mechanisms ;IPR001245 [Serine-threonine/tyrosine-protein kinase catalytic domain] ; IPR005189[Focal adhesion kinase, targeting (FAT) domain] ; IPR019748[FERM central domain]
-- -- -- -- IPR000504 [RNA recognition motif domain]
ko03013 RNA transport ko05134 LegionellosisTranslation elongation factor EF-1alpha (GTPase)J Translation, ribosomal structure and biogenesis ;IPR004160 [Translation elongation factor EFTu/EF1A, C-terminal] ; IPR004161[Translation elongation factor EFTu-like, domain 2]
ko04062 Chemokine signaling pathway ko04140 Autophagy - animal ko04270 Vascular smooth muscle contraction ko04621 NOD-like receptor signaling pathway ko04666 Fc gamma R-mediated phagocytosis ko04722 Neurotrophin signaling pathway ko04750 Inflammatory mediator regulation of TRP channels ko04912 GnRH signaling pathway ko04915 Estrogen signaling pathway ko04930 Type II diabetes mellitus ko04931 Insulin resistance ko04933 AGE-RAGE signaling pathway in diabetic complicationsSerine/threonine protein kinaseT Signal transduction mechanisms ;IPR000719 [Protein kinase domain] ; IPR002219[Protein kinase C-like, phorbol ester/diacylglycerol-binding domain] ; IPR017892[Protein kinase, C-terminal]



-- Secreted protein containing bacterial Ig-like domain and vWFA domainR General function prediction only ;IPR002035 [von Willebrand factor, type A] ; IPR010600[Inter-alpha-trypsin inhibitor heavy chain, C-terminal] ; IPR013694[VIT domain]
ko04014 Ras signaling pathway ko04072 Phospholipase D signaling pathway ko04360 Axon guidance ko04630 Jak-STAT signaling pathway ko04650 Natural killer cell mediated cytotoxicity ko04670 Leukocyte transendothelial migration ko04722 Neurotrophin signaling pathway ko04920 Adipocytokine signaling pathway ko04931 Insulin resistance ko05120 Epithelial cell signaling in Helicobacter pylori infection ko05168 Herpes simplex infection ko05205 Proteoglycans in cancer ko05211 Renal cell carcinoma ko05220 Chronic myeloid leukemiaProtein tyrosine phosphataseT Signal transduction mechanisms ;IPR000242 [PTP type protein phosphatase] ; IPR000980[SH2 domain]
ko00230 Purine metabolism ko00250 Alanine, aspartate and glutamate metabolism ko01100 Metabolic pathways Glutamine phosphoribosylpyrophosphate amidotransferaseF Nucleotide transport and metabolism ;IPR000836 [Phosphoribosyltransferase domain]
ko00250 Alanine, aspartate and glutamate metabolism ko00520 Amino sugar and nucleotide sugar metabolism ko01100 Metabolic pathways ko04931 Insulin resistanceGlucosamine 6-phosphate synthetase, contains amidotransferase and phosphosugar isomerase domainsM Cell wall/membrane/envelope biogenesis ;IPR001347 [Sugar isomerase (SIS)]
ko03018 RNA degradationExosome complex RNA-binding protein Rrp42, RNase PH superfamilyJ Translation, ribosomal structure and biogenesis ;IPR001247 [Exoribonuclease, phosphorolytic domain 1] ; IPR015847[Exoribonuclease, phosphorolytic domain 2]
ko03050 Proteasome ko04612 Antigen processing and presentation-- -- -- IPR003185 [Proteasome activator pa28, N-terminal domain] ; IPR003186[Proteasome activator pa28, C-terminal domain]
-- Ankyrin repeatT Signal transduction mechanisms ;IPR001245 [Serine-threonine/tyrosine-protein kinase catalytic domain] ; IPR003961[Fibronectin type III] ; IPR013098[Immunoglobulin I-set]
-- -- -- -- IPR002223 [Pancreatic trypsin inhibitor Kunitz domain] ; IPR011178[Amyloidogenic glycoprotein, copper-binding] ; IPR015849[Amyloidogenic glycoprotein, heparin-binding] ; IPR019543[Beta-amyloid precursor protein C-terminal] ; IPR024329[Amyloidogenic glycoprotein, E2 domain]
-- Leucine-rich repeat (LRR) proteinK Transcription ;IPR000372 [Leucine-rich repeat N-terminal domain] ; IPR001611[Leucine-rich repeat]
ko04146 PeroxisomeAlkyl hydroperoxide reductase subunit AhpC (peroxiredoxin)V Defense mechanisms ;IPR000866 [Alkyl hydroperoxide reductase subunit C/ Thiol specific antioxidant] ; IPR019479[Peroxiredoxin, C-terminal]
ko03010 Ribosome-- -- -- IPR021131 [Ribosomal protein L18e/L15P]
ko05168 Herpes simplex infection-- -- -- IPR003428 [Mitochondrial glycoprotein]
ko04141 Protein processing in endoplasmic reticulum-- -- -- --
ko04520 Adherens junction ko04530 Tight junction ko04540 Gap junction ko05110 Vibrio cholerae infection ko05120 Epithelial cell signaling in Helicobacter pylori infection ko05132 Salmonella infection-- -- -- IPR000906 [ZU5 domain] ; IPR001478[PDZ domain] ; IPR008145[Guanylate kinase/L-type calcium channel beta subunit] ; IPR011511[Variant SH3 domain]
ko04218 Cellular senescence-- -- -- IPR000571 [Zinc finger, CCCH-type] ; IPR007635[Tis11B-like protein, N-terminal]
-- Tetratricopeptide (TPR) repeatR General function prediction only ;IPR001440 [Tetratricopeptide repeat 1] ; IPR019734[Tetratricopeptide repeat] ; IPR025986[RNA-polymerase II-associated protein 3-like, C-terminal domain]
ko01521 EGFR tyrosine kinase inhibitor resistance ko01522 Endocrine resistance ko01524 Platinum drug resistance ko04071 Sphingolipid signaling pathway ko04115 p53 signaling pathway ko04141 Protein processing in endoplasmic reticulum ko04210 Apoptosis ko04211 Longevity regulating pathway ko04215 Apoptosis - multiple species ko04217 Necroptosis ko04722 Neurotrophin signaling pathway ko04932 Non-alcoholic fatty liver disease (NAFLD) ko04933 AGE-RAGE signaling pathway in diabetic complications ko05014 Amyotrophic lateral sclerosis (ALS) ko05016 Huntington's disease ko05020 Prion diseases ko05152 Tuberculosis ko05161 Hepatitis B ko05165 Human papillomavirus infection ko05166 HTLV-I infection ko05167 Kaposi's sarcoma-associated herpesvirus infection ko05200 Pathways in cancer ko05202 Transcriptional misregulation in cancer ko05203 Viral carcinogenesis ko05210 Colorectal cancer ko05212 Pancreatic cancer ko05213 Endometrial cancer ko05214 Glioma ko05216 Thyroid cancer ko05217 Basal cell carcinoma ko05218 Melanoma ko0-- -- -- IPR026298 [Blc2 family]
ko04979 Cholesterol metabolism ko05010 Alzheimer's disease ko05144 MalariaGlucose/arabinose dehydrogenase, beta-propeller foldG Carbohydrate transport and metabolism ;IPR000033 [LDLR class B repeat] ; IPR001881[EGF-like calcium-binding domain] ; IPR002172[Low-density lipoprotein (LDL) receptor class A repeat] ; IPR026823[Complement Clr-like EGF domain] ; IPR032485[Domain of unknown function DUF5050]
ko03040 Spliceosome ko04657 IL-17 signaling pathway ko05168 Herpes simplex infectionRNA recognition motif (RRM) domainJ Translation, ribosomal structure and biogenesis ;IPR000504 [RNA recognition motif domain]
-- -- -- -- IPR000198 [Rho GTPase-activating protein domain] ; IPR001251[CRAL-TRIO lipid binding domain]
ko03040 Spliceosome ko05168 Herpes simplex infectionRNA recognition motif (RRM) domainJ Translation, ribosomal structure and biogenesis ;IPR000504 [RNA recognition motif domain]
ko04010 MAPK signaling pathway ko04020 Calcium signaling pathway ko04022 cGMP-PKG signaling pathway ko04114 Oocyte meiosis ko04218 Cellular senescence ko04310 Wnt signaling pathway ko04360 Axon guidance ko04370 VEGF signaling pathway ko04380 Osteoclast differentiation ko04650 Natural killer cell mediated cytotoxicity ko04658 Th1 and Th2 cell differentiation ko04659 Th17 cell differentiation ko04660 T cell receptor signaling pathway ko04662 B cell receptor signaling pathway ko04720 Long-term potentiation ko04724 Glutamatergic synapse ko04728 Dopaminergic synapse ko04921 Oxytocin signaling pathway ko04922 Glucagon signaling pathway ko04924 Renin secretion ko05010 Alzheimer's disease ko05014 Amyotrophic lateral sclerosis (ALS) ko05031 Amphetamine addiction ko05152 Tuberculosis ko05166 HTLV-I infection ko05167 Kaposi's sarcoma-associated herpesvirus infectionDiadenosine tetraphosphatase ApaH/serine/threonine protein phosphatase, PP2A familyT Signal transduction mechanisms ;IPR004843 [Calcineurin-like phosphoesterase domain, ApaH type]
-- NADPH:quinone reductase or related Zn-dependent oxidoreductaseCR Energy production and conversion ; General function prediction only ;IPR013149 [Alcohol dehydrogenase, C-terminal] ; IPR013154[Alcohol dehydrogenase, N-terminal]
-- Phosphate/sulfate permeaseP Inorganic ion transport and metabolism ;IPR001204 [Phosphate transporter]
-- -- -- -- IPR001190 [SRCR domain] ; IPR011705[BTB/Kelch-associated]
-- -- -- -- IPR000421 [Coagulation factor 5/8 C-terminal domain] ; IPR000742[EGF-like domain]
-- -- -- -- IPR000716 [Thyroglobulin type-1] ; IPR002350[Kazal domain] ; IPR019577[SPARC/Testican, calcium-binding domain]
ko04512 ECM-receptor interaction-- -- -- IPR013147 [CD47 transmembrane] ; IPR013270[CD47 immunoglobulin-like]
ko04217 Necroptosis ko04218 Cellular senescencePeptidyl-prolyl cis-trans isomerase (rotamase) - cyclophilin familyO Posttranslational modification, protein turnover, chaperones ;IPR002130 [Cyclophilin-type peptidyl-prolyl cis-trans isomerase domain] ; IPR019734[Tetratricopeptide repeat]
ko05166 HTLV-I infection ko05203 Viral carcinogenesis-- -- -- IPR021841 [Vacuolar protein 14 C-terminal Fig4-binding domain] ; IPR032878[Vacuole morphology and inheritance protein 14, Fab1-binding region]
-- 16S rRNA C967 or C1407 C5-methylase, RsmB/RsmF familyJ Translation, ribosomal structure and biogenesis ;IPR001678 [SAM-dependent methyltransferase RsmB/NOP2-type]
-- Ca2+-binding protein, RTX toxin-relatedQ Secondary metabolites biosynthesis, transport and catabolism ;--
-- -- -- -- --
ko00510 N-Glycan biosynthesis ko01100 Metabolic pathways-- -- -- IPR007754 [N-acetylglucosaminyltransferase II]
ko00512 Mucin type O-glycan biosynthesis ko01100 Metabolic pathwaysGlycosyltransferase, GT2 familyG Carbohydrate transport and metabolism ;IPR000772 [Ricin B, lectin domain] ; IPR001173[Glycosyltransferase 2-like]
ko04142 LysosomePredicted NTPase, NACHT family domainT Signal transduction mechanisms ;IPR002553 [Clathrin/coatomer adaptor, adaptin-like, N-terminal] ; IPR008152[Clathrin adaptor, alpha/beta/gamma-adaptin, appendage, Ig-like subdomain] ; IPR015151[Beta-adaptin appendage, C-terminal subdomain]
ko00760 Nicotinate and nicotinamide metabolism ko01100 Metabolic pathways ko04970 Salivary secretion ko04972 Pancreatic secretion-- -- -- IPR003193 [ADP-ribosyl cyclase (CD38/157)]
-- DipeptidaseE Amino acid transport and metabolism ;IPR005322 [Peptidase C69, dipeptidase A]
ko04144 Endocytosis-- -- -- IPR019393 [WASH complex, subunit strumpellin]
ko03008 Ribosome biogenesis in eukaryotesPredicted NTPase, NACHT family domainT Signal transduction mechanisms ;IPR001680 [WD40 repeat] ; IPR013934[Small-subunit processome, Utp13]
ko04022 cGMP-PKG signaling pathway ko04270 Vascular smooth muscle contraction ko04911 Insulin secretion ko04924 Renin secretion ko04970 Salivary secretion ko04972 Pancreatic secretionVoltage-gated potassium channel KchP Inorganic ion transport and metabolism ;IPR003929 [Potassium channel, BK, alpha subunit] ; IPR005821[Ion transport domain]
-- -- -- -- IPR002108 [Actin-depolymerising factor homology domain]
-- -- -- -- IPR001881 [EGF-like calcium-binding domain] ; IPR026823[Complement Clr-like EGF domain]
-- -- -- -- IPR002350 [Kazal domain] ; IPR015369[Follistatin/Osteonectin EGF domain]
ko04130 SNARE interactions in vesicular transport ko04962 Vasopressin-regulated water reabsorption-- -- -- IPR000727 [Target SNARE coiled-coil homology domain] ; IPR006011[Syntaxin, N-terminal domain]
ko04514 Cell adhesion molecules (CAMs)Sugar lactone lactonase YvrEG Carbohydrate transport and metabolism ;IPR003961 [Fibronectin type III] ; IPR013098[Immunoglobulin I-set]
ko03040 Spliceosome-- -- -- IPR021966 [Splicing factor SF3a60 binding domain] ; IPR024598[Domain of unknown function DUF3449] ; IPR031774[SF3A3 domain]
-- Dipeptidyl aminopeptidase/acylaminoacyl peptidaseE Amino acid transport and metabolism ;IPR001375 [Peptidase S9, prolyl oligopeptidase, catalytic domain] ; IPR002469[Dipeptidylpeptidase IV, N-terminal domain]
-- tRNA-binding EMAP/Myf domainJ Translation, ribosomal structure and biogenesis ;IPR002547 [tRNA-binding domain]
-- -- -- -- IPR006561 [DZF domain]
-- -- -- -- IPR006561 [DZF domain] ; IPR014720[Double-stranded RNA-binding domain]
ko04141 Protein processing in endoplasmic reticulum-- -- -- IPR005052 [Legume-like lectin]
ko04520 Adherens junctionProtein tyrosine phosphataseT Signal transduction mechanisms ;IPR000242 [PTP type protein phosphatase] ; IPR003961[Fibronectin type III]
ko04210 ApoptosisProtein tyrosine phosphataseT Signal transduction mechanisms ;IPR000242 [PTP type protein phosphatase] ; IPR001478[PDZ domain] ; IPR018979[FERM, N-terminal] ; IPR018980[FERM, C-terminal PH-like domain] ; IPR019748[FERM central domain]
-- -- -- -- IPR001452 [SH3 domain] ; IPR013625[Tensin/EPS8 phosphotyrosine-binding domain]
-- Molecular chaperone, HSP90 familyO Posttranslational modification, protein turnover, chaperones ;IPR001404 [Heat shock protein Hsp90 family]
ko04390 Hippo signaling pathway ko04530 Tight junction ko04660 T cell receptor signaling pathway ko05165 Human papillomavirus infection ko05166 HTLV-I infection ko05203 Viral carcinogenesisGuanylate kinaseF Nucleotide transport and metabolism ;IPR001478 [PDZ domain] ; IPR008145[Guanylate kinase/L-type calcium channel beta subunit] ; IPR011511[Variant SH3 domain] ; IPR015143[L27-1] ; IPR019583[PDZ-associated domain of NMDA receptors] ; IPR019590[Disks large homologue 1, N-terminal PEST domain]
-- -- -- -- IPR001452 [SH3 domain] ; IPR001609[Myosin head, motor domain] ; IPR010926[Class I myosin tail homology domain]



-- Protein-tyrosine phosphataseT Signal transduction mechanisms ;IPR000242 [PTP type protein phosphatase]
-- -- -- -- IPR000008 [C2 domain] ; IPR000198[Rho GTPase-activating protein domain] ; IPR000219[Dbl homology (DH) domain] ; IPR001849[Pleckstrin homology domain]
ko04110 Cell cycle ko04114 Oocyte meiosis ko04120 Ubiquitin mediated proteolysis ko04914 Progesterone-mediated oocyte maturation ko05166 HTLV-I infectionTetratricopeptide (TPR) repeatR General function prediction only ;--
ko04010 MAPK signaling pathway ko04014 Ras signaling pathway ko04068 FoxO signaling pathway ko05200 Pathways in cancer ko05223 Non-small cell lung cancerSerine/threonine protein kinaseT Signal transduction mechanisms ;IPR000719 [Protein kinase domain] ; IPR024205[Mst1 SARAH domain]
-- Leucine-rich repeat (LRR) proteinK Transcription ;IPR001611 [Leucine-rich repeat] ; IPR007123[Gelsolin-like domain] ; IPR025875[Leucine rich repeat 4]
ko00061 Fatty acid biosynthesis ko00620 Pyruvate metabolism ko00640 Propanoate metabolism ko01100 Metabolic pathways ko01212 Fatty acid metabolism ko04152 AMPK signaling pathway ko04910 Insulin signaling pathway ko04922 Glucagon signaling pathwayBiotin carboxylaseI Lipid transport and metabolism ;IPR000022 [Carboxyl transferase] ; IPR000089[Biotin/lipoyl attachment] ; IPR005479[Carbamoyl-phosphate synthetase large subunit-like, ATP-binding domain] ; IPR005481[Biotin carboxylase-like, N-terminal domain] ; IPR005482[Biotin carboxylase, C-terminal] ; IPR013537[Acetyl-CoA carboxylase, central domain]
ko00565 Ether lipid metabolism ko01100 Metabolic pathways Predicted dienelactone hydrolaseR General function prediction only ;IPR005065 [Platelet-activating factor acetylhydrolase-like]
-- -- -- -- IPR010892 [Secreted phosphoprotein 24]
-- Ubiquitin C-terminal hydrolaseO Posttranslational modification, protein turnover, chaperones ;IPR001394 [Peptidase C19, ubiquitin carboxyl-terminal hydrolase] ; IPR006615[Peptidase C19, ubiquitin-specific peptidase, DUSP domain] ; IPR028135[Ubiquitin-like domain, USP-type]
ko04068 FoxO signaling pathway ko04140 Autophagy - animal ko04150 mTOR signaling pathway ko04151 PI3K-Akt signaling pathway ko04152 AMPK signaling pathway ko04211 Longevity regulating pathway ko04213 Longevity regulating pathway - multiple species ko04371 Apelin signaling pathway ko04530 Tight junction ko04710 Circadian rhythm ko04910 Insulin signaling pathway ko04920 Adipocytokine signaling pathway ko04921 Oxytocin signaling pathway ko04922 Glucagon signaling pathway ko04931 Insulin resistance ko04932 Non-alcoholic fatty liver disease (NAFLD) ko05410 Hypertrophic cardiomyopathy (HCM) ko05418 Fluid shear stress and atherosclerosisSerine/threonine protein kinaseT Signal transduction mechanisms ;IPR000719 [Protein kinase domain] ; IPR032270[AMPK, C-terminal adenylate sensor domain]
-- -- -- -- IPR001660 [Sterile alpha motif domain]
-- RNA recognition motif (RRM) domainJ Translation, ribosomal structure and biogenesis ;IPR000504 [RNA recognition motif domain]
-- -- -- -- IPR004046 [Glutathione S-transferase, C-terminal] ; IPR031889[AIMP2, lysyl-tRNA synthetase binding domain]

Alkyl hydroperoxide reductase subunit AhpC (peroxiredoxin)V Defense mechanisms ;IPR000866 [Alkyl hydroperoxide reductase subunit C/ Thiol specific antioxidant] ; IPR019479[Peroxiredoxin, C-terminal]
ko04010 MAPK signaling pathway ko04540 Gap junction ko04722 Neurotrophin signaling pathway ko04921 Oxytocin signaling pathway ko05418 Fluid shear stress and atherosclerosisSerine/threonine protein kinaseT Signal transduction mechanisms ;IPR000270 [PB1 domain] ; IPR000719[Protein kinase domain]
ko04010 MAPK signaling pathway ko04012 ErbB signaling pathway ko04014 Ras signaling pathway ko04360 Axon guidance ko04510 Focal adhesion ko04660 T cell receptor signaling pathway ko04810 Regulation of actin cytoskeleton ko05211 Renal cell carcinomaSerine/threonine protein kinaseT Signal transduction mechanisms ;IPR000095 [CRIB domain] ; IPR000719[Protein kinase domain]
ko03050 Proteasome ko05169 Epstein-Barr virus infection-- -- -- IPR002015 [Proteasome/cyclosome repeat]
ko03040 Spliceosome ko05168 Herpes simplex infectionRNA recognition motif (RRM) domainJ Translation, ribosomal structure and biogenesis ;IPR000504 [RNA recognition motif domain]
ko04350 TGF-beta signaling pathway-- -- -- --
ko04110 Cell cycle ko04114 Oocyte meiosis ko04914 Progesterone-mediated oocyte maturation ko05166 HTLV-I infection-- -- -- IPR003511 [HORMA domain]
-- -- -- -- IPR000315 [B-box-type zinc finger] ; IPR001841[Zinc finger, RING-type] ; IPR019787[Zinc finger, PHD-finger]
ko04130 SNARE interactions in vesicular transport ko04721 Synaptic vesicle cycle-- -- -- IPR000727 [Target SNARE coiled-coil homology domain] ; IPR006011[Syntaxin, N-terminal domain]
-- RNA recognition motif (RRM) domainJ Translation, ribosomal structure and biogenesis ;IPR000504 [RNA recognition motif domain] ; IPR002075[Nuclear transport factor 2]
-- PASTA domain, binds beta-lactamsM Cell wall/membrane/envelope biogenesis ;IPR001245 [Serine-threonine/tyrosine-protein kinase catalytic domain] ; IPR013098[Immunoglobulin I-set]
ko04150 mTOR signaling pathway-- -- -- IPR000159 [Ras-associating (RA) domain] ; IPR000980[SH2 domain] ; IPR001849[Pleckstrin homology domain] ; IPR015042[BPS (Between PH and SH2) domain]
-- 4-amino-4-deoxy-L-arabinose transferase or related glycosyltransferase of PMT familyM Cell wall/membrane/envelope biogenesis ;IPR011990 [Tetratricopeptide-like helical domain] ; IPR013105[Tetratricopeptide repeat 2] ; IPR019734[Tetratricopeptide repeat]
ko03013 RNA transportWD40 repeatR General function prediction only ;IPR001680 [WD40 repeat]
ko04145 Phagosome ko04962 Vasopressin-regulated water reabsorption ko05132 Salmonella infectionPredicted NTPase, NACHT family domainT Signal transduction mechanisms ;IPR001680 [WD40 repeat] ; IPR025956[Cytoplasmic dynein 1 intermediate chain 1/2]
ko03320 PPAR signaling pathway ko04360 Axon guidance ko04510 Focal adhesion ko05100 Bacterial invasion of epithelial cells ko05213 Endometrial cancerAnkyrin repeatT Signal transduction mechanisms ;IPR001245 [Serine-threonine/tyrosine-protein kinase catalytic domain] ; IPR020683[Ankyrin repeat-containing domain]
-- Zinc transporter ZupTP Inorganic ion transport and metabolism ;IPR003689 [Zinc/iron permease]
-- -- -- -- IPR019380 [Casein kinase substrate, phosphoprotein PP28]
-- -- -- -- IPR001590 [Peptidase M12B, ADAM/reprolysin] ; IPR001762[Disintegrin domain] ; IPR002870[Peptidase M12B, propeptide] ; IPR006586[ADAM, cysteine-rich]
-- -- -- -- IPR000048 [IQ motif, EF-hand binding site] ; IPR000159[Ras-associating (RA) domain] ; IPR000198[Rho GTPase-activating protein domain] ; IPR001609[Myosin head, motor domain]
ko04022 cGMP-PKG signaling pathway ko04024 cAMP signaling pathway ko04062 Chemokine signaling pathway ko04071 Sphingolipid signaling pathway ko04270 Vascular smooth muscle contraction ko04350 TGF-beta signaling pathway ko04360 Axon guidance ko04510 Focal adhesion ko04530 Tight junction ko04611 Platelet activation ko04670 Leukocyte transendothelial migration ko04810 Regulation of actin cytoskeleton ko04921 Oxytocin signaling pathway ko05130 Pathogenic Escherichia coli infection ko05131 Shigellosis ko05132 Salmonella infection ko05200 Pathways in cancer ko05205 Proteoglycans in cancer ko05206 MicroRNAs in cancerSerine/threonine protein kinaseT Signal transduction mechanisms ;IPR000719 [Protein kinase domain] ; IPR015008[Rho binding domain]
-- -- -- -- IPR011417 [AP180 N-terminal homology (ANTH) domain]
ko00562 Inositol phosphate metabolism ko01100 Metabolic pathways ko04070 Phosphatidylinositol signaling system-- -- -- IPR004182 [GRAM domain] ; IPR010569[Myotubularin-like phosphatase domain]
ko04137 Mitophagy - animal ko04217 Necroptosis ko04218 Cellular senescence ko04380 Osteoclast differentiation ko05418 Fluid shear stress and atherosclerosis-- -- -- IPR000270 [PB1 domain] ; IPR000433[Zinc finger, ZZ-type] ; IPR033741[Sequestosome-1, UBA domain]
ko04145 Phagosome ko04540 Gap junction ko05130 Pathogenic Escherichia coli infection-- -- -- IPR003008 [Tubulin/FtsZ, GTPase domain] ; IPR018316[Tubulin/FtsZ, 2-layer sandwich domain]
ko04622 RIG-I-like receptor signaling pathwayParvulin-like peptidyl-prolyl isomeraseO Posttranslational modification, protein turnover, chaperones ;IPR000297 [Peptidyl-prolyl cis-trans isomerase, PpiC-type] ; IPR001202[WW domain]
ko03460 Fanconi anemia pathway ko04110 Cell cycle ko04115 p53 signaling pathway ko04218 Cellular senescence ko05165 Human papillomavirus infection ko05166 HTLV-I infection-- -- -- IPR000403 [Phosphatidylinositol 3-/4-kinase, catalytic domain] ; IPR003151[PIK-related kinase, FAT] ; IPR003152[FATC domain] ; IPR012993[UME domain]
ko04110 Cell cycle ko04213 Longevity regulating pathway - multiple species ko04330 Notch signaling pathway ko04919 Thyroid hormone signaling pathway ko05016 Huntington's disease ko05034 Alcoholism ko05165 Human papillomavirus infection ko05169 Epstein-Barr virus infection ko05200 Pathways in cancer ko05202 Transcriptional misregulation in cancer ko05203 Viral carcinogenesis ko05220 Chronic myeloid leukemiaAcetoin utilization deacetylase AcuC or a related deacetylaseBQ Chromatin structure and dynamics ; Secondary metabolites biosynthesis, transport and catabolism ;IPR023801 [Histone deacetylase domain]
ko04012 ErbB signaling pathway ko04020 Calcium signaling pathway ko04024 cAMP signaling pathway ko04066 HIF-1 signaling pathway ko04114 Oocyte meiosis ko04217 Necroptosis ko04261 Adrenergic signaling in cardiomyocytes ko04310 Wnt signaling pathway ko04360 Axon guidance ko04713 Circadian entrainment ko04720 Long-term potentiation ko04722 Neurotrophin signaling pathway ko04725 Cholinergic synapse ko04728 Dopaminergic synapse ko04740 Olfactory transduction ko04750 Inflammatory mediator regulation of TRP channels ko04911 Insulin secretion ko04912 GnRH signaling pathway ko04916 Melanogenesis ko04921 Oxytocin signaling pathway ko04922 Glucagon signaling pathway ko04925 Aldosterone synthesis and secretion ko04971 Gastric acid secretion ko05031 Amphetamine addiction ko05152 Tuberculosis ko05200 Pathways in cancer ko05205 Proteoglycans in cancer ko05214 GliomaSerine/threonine protein kinaseT Signal transduction mechanisms ;IPR000719 [Protein kinase domain] ; IPR013543[Calcium/calmodulin-dependent protein kinase II, association-domain]
ko04962 Vasopressin-regulated water reabsorption ko05016 Huntington's disease-- -- -- --
ko04810 Regulation of actin cytoskeleton-- -- -- IPR000048 [IQ motif, EF-hand binding site] ; IPR000593[RasGAP protein, C-terminal] ; IPR001715[Calponin homology domain] ; IPR001936[Ras GTPase-activating protein]
ko00562 Inositol phosphate metabolism ko01100 Metabolic pathways ko04070 Phosphatidylinositol signaling system-- -- -- IPR004182 [GRAM domain] ; IPR010569[Myotubularin-like phosphatase domain]
ko04110 Cell cycle ko04114 Oocyte meiosis ko04120 Ubiquitin mediated proteolysis ko04141 Protein processing in endoplasmic reticulum ko04310 Wnt signaling pathway ko04340 Hedgehog signaling pathway ko04350 TGF-beta signaling pathway ko04710 Circadian rhythm ko05168 Herpes simplex infection ko05200 Pathways in cancer-- -- -- IPR001373 [Cullin, N-terminal] ; IPR019559[Cullin protein, neddylation domain]
ko04066 HIF-1 signaling pathway ko04120 Ubiquitin mediated proteolysis ko05200 Pathways in cancer ko05211 Renal cell carcinoma-- -- -- IPR001373 [Cullin, N-terminal] ; IPR019559[Cullin protein, neddylation domain]
ko04120 Ubiquitin mediated proteolysis ko04340 Hedgehog signaling pathway -- -- -- IPR001373 [Cullin, N-terminal] ; IPR019559[Cullin protein, neddylation domain]
ko03420 Nucleotide excision repair ko04120 Ubiquitin mediated proteolysis-- -- -- IPR001373 [Cullin, N-terminal] ; IPR019559[Cullin protein, neddylation domain]
ko04390 Hippo signaling pathwayChromosome segregation ATPaseD Cell cycle control, cell division, chromosome partitioning ;IPR001452 [SH3 domain] ; IPR020683[Ankyrin repeat-containing domain]
ko00051 Fructose and mannose metabolism ko00520 Amino sugar and nucleotide sugar metabolism ko01100 Metabolic pathwaysNucleoside-diphosphate-sugar epimeraseM Cell wall/membrane/envelope biogenesis ;IPR001509 [NAD-dependent epimerase/dehydratase]
ko04144 EndocytosisGTPase SAR1 family domainR General function prediction only ;IPR001806 [Small GTPase superfamily]
-- GTPase SAR1 family domainR General function prediction only ;IPR001806 [Small GTPase superfamily]
-- Leucine-rich repeat (LRR) proteinK Transcription ;IPR000372 [Leucine-rich repeat N-terminal domain] ; IPR000483[Cysteine-rich flanking region, C-terminal] ; IPR001611[Leucine-rich repeat]
ko04630 Jak-STAT signaling pathway-- -- -- IPR001781 [Zinc finger, LIM-type]
ko04014 Ras signaling pathway-- -- -- IPR000159 [Ras-associating (RA) domain] ; IPR003123[VPS9 domain]
-- Uncharacterized protein, contains caspase domainR General function prediction only ;IPR001680 [WD40 repeat]
ko04514 Cell adhesion molecules (CAMs)-- -- -- IPR013162 [CD80-like, immunoglobulin C2-set]



ko04145 Phagosome ko04210 Apoptosis ko04530 Tight junction ko04540 Gap junction ko05130 Pathogenic Escherichia coli infection-- -- -- IPR003008 [Tubulin/FtsZ, GTPase domain] ; IPR018316[Tubulin/FtsZ, 2-layer sandwich domain]
ko00565 Ether lipid metabolismPredicted pyrophosphatase or phosphodiesterase, AlkP superfamilyR General function prediction only ;IPR001212 [Somatomedin B domain] ; IPR001604[DNA/RNA non-specific endonuclease] ; IPR002591[Type I phosphodiesterase/nucleotide pyrophosphatase/phosphate transferase]
ko03013 RNA transport ko03015 mRNA surveillance pathway ko03040 Spliceosome ko05164 Influenza ASuperfamily II DNA and RNA helicaseL Replication, recombination and repair ;IPR001650 [Helicase, C-terminal] ; IPR011545[DEAD/DEAH box helicase domain]
-- Aminopeptidase CE Amino acid transport and metabolism ;IPR004134 [Peptidase C1B, bleomycin hydrolase]
ko04060 Cytokine-cytokine receptor interaction ko04350 TGF-beta signaling pathway ko04360 Axon guidance ko04390 Hippo signaling pathway ko04550 Signaling pathways regulating pluripotency of stem cells ko05206 MicroRNAs in cancer ko05418 Fluid shear stress and atherosclerosisSerine/threonine protein kinaseT Signal transduction mechanisms ;IPR000472 [Activin types I and II receptor domain] ; IPR000719[Protein kinase domain]
-- -- -- -- IPR001478 [PDZ domain] ; IPR001849[Pleckstrin homology domain]
-- -- -- -- IPR007955 [Bystin]
-- -- -- -- IPR024395 [CLASP N-terminal domain]
-- -- -- -- IPR002108 [Actin-depolymerising factor homology domain]
-- RNA recognition motif (RRM) domainJ Translation, ribosomal structure and biogenesis ;IPR000504 [RNA recognition motif domain] ; IPR012956[CARG-binding factor, N-terminal]
ko04142 Lysosome-- -- -- IPR002159 [CD36 family]
-- Glucose/arabinose dehydrogenase, beta-propeller foldG Carbohydrate transport and metabolism ;IPR000033 [LDLR class B repeat] ; IPR000716[Thyroglobulin type-1] ; IPR001881[EGF-like calcium-binding domain] ; IPR003886[NIDO domain] ; IPR006605[G2 nidogen/fibulin G2F] ; IPR024731[EGF domain] ; IPR026823[Complement Clr-like EGF domain]
ko04512 ECM-receptor interaction ko05410 Hypertrophic cardiomyopathy (HCM) ko05412 Arrhythmogenic right ventricular cardiomyopathy (ARVC) ko05414 Dilated cardiomyopathy (DCM) ko05416 Viral myocarditis-- -- -- IPR008465 [Dystroglycan]
ko05412 Arrhythmogenic right ventricular cardiomyopathy (ARVC)Large exoprotein involved in heme utilization or adhesionU Intracellular trafficking, secretion, and vesicular transport ;IPR002126 [Cadherin]
ko05100 Bacterial invasion of epithelial cells-- -- -- IPR030379 [Septin-type guanine nucleotide-binding (G) domain]
ko04120 Ubiquitin mediated proteolysis ko05200 Pathways in cancer ko05225 Hepatocellular carcinoma ko05418 Fluid shear stress and atherosclerosisN-acetylneuraminic acid mutarotaseM Cell wall/membrane/envelope biogenesis ;IPR000210 [BTB/POZ domain] ; IPR006652[Kelch repeat type 1] ; IPR011705[BTB/Kelch-associated]
ko03013 RNA transport16S rRNA U516 pseudouridylate synthase RsuA and related 23S rRNA U2605, pseudouridylate synthasesJ Translation, ribosomal structure and biogenesis ;IPR000717 [Proteasome component (PCI) domain]
ko04810 Regulation of actin cytoskeleton-- -- -- IPR000219 [Dbl homology (DH) domain] ; IPR001715[Calponin homology domain] ; IPR001849[Pleckstrin homology domain] ; IPR011511[Variant SH3 domain]
-- -- -- -- IPR022166 [Protein of unknown function DUF3697, ubiquitin-associated protein 2]
ko04390 Hippo signaling pathway ko04530 Tight junction ko05165 Human papillomavirus infection ko05203 Viral carcinogenesisLeucine-rich repeat (LRR) proteinK Transcription ;IPR001478 [PDZ domain] ; IPR001611[Leucine-rich repeat]
-- -- -- -- IPR004344 [Tubulin-tyrosine ligase/Tubulin polyglutamylase]
-- Guanylate kinaseF Nucleotide transport and metabolism ;IPR001478 [PDZ domain] ; IPR008145[Guanylate kinase/L-type calcium channel beta subunit] ; IPR011511[Variant SH3 domain] ; IPR014775[L27 domain, C-terminal]
ko04510 Focal adhesion ko04810 Regulation of actin cytoskeleton ko05100 Bacterial invasion of epithelial cells ko05131 Shigellosis-- -- -- IPR001452 [SH3 domain] ; IPR010703[Dedicator of cytokinesis, C-terminal] ; IPR027007[DHR-1 domain] ; IPR032376[Dedicator of cytokinesis, N-terminal domain]
ko04380 Osteoclast differentiation-- -- -- IPR001781 [Zinc finger, LIM-type]
-- Dihydroorotase or related cyclic amidohydrolaseF Nucleotide transport and metabolism ;IPR006680 [Amidohydrolase-related]
ko04962 Vasopressin-regulated water reabsorption ko05016 Huntington's diseaseUncharacterized membrane protein YhgE, phage infection protein (PIP) familyS Function unknown ;IPR000938 [CAP Gly-rich domain] ; IPR022157[Dynein associated protein]
ko04145 Phagosome ko04962 Vasopressin-regulated water reabsorption ko05132 Salmonella infection-- -- -- IPR004273 [Dynein heavy chain domain] ; IPR011704[ATPase, dynein-related, AAA domain] ; IPR013594[Dynein heavy chain, domain-1] ; IPR013602[Dynein heavy chain, domain-2] ; IPR024317[Dynein heavy chain, P-loop containing D4 domain] ; IPR024743[Dynein heavy chain, coiled coil stalk]
ko03013 RNA transportSuperfamily II DNA and RNA helicaseL Replication, recombination and repair ;IPR001650 [Helicase, C-terminal] ; IPR011545[DEAD/DEAH box helicase domain]
ko04530 Tight junction ko05100 Bacterial invasion of epithelial cells ko05130 Pathogenic Escherichia coli infection ko05131 Shigellosis ko05205 Proteoglycans in cancer-- -- -- IPR001452 [SH3 domain] ; IPR003134[Hs1/Cortactin]
ko04910 Insulin signaling pathwayUncharacterized membrane protein YqiK, contains Band7/PHB/SPFH domainS Function unknown ;IPR001107 [Band 7 domain] ; IPR031905[Flotillin, C-terminal domain]
ko04064 NF-kappa B signaling pathway ko04622 RIG-I-like receptor signaling pathway ko05164 Influenza A-- -- -- IPR003877 [SPRY domain] ; IPR006574[SPRY-associated] ; IPR027370[RING-type zinc-finger, LisH dimerisation motif]
ko04020 Calcium signaling pathway ko04062 Chemokine signaling pathway ko04072 Phospholipase D signaling pathway ko04650 Natural killer cell mediated cytotoxicity ko04670 Leukocyte transendothelial migration ko04912 GnRH signaling pathway ko05161 Hepatitis BSerine/threonine protein kinaseT Signal transduction mechanisms ;IPR001245 [Serine-threonine/tyrosine-protein kinase catalytic domain] ; IPR005189[Focal adhesion kinase, targeting (FAT) domain] ; IPR019748[FERM central domain]
ko04010 MAPK signaling pathway ko04510 Focal adhesion ko05132 Salmonella infection ko05205 Proteoglycans in cancerUncharacterized surface anchored proteinS Function unknown ;IPR001715 [Calponin homology domain] ; IPR017868[Filamin/ABP280 repeat-like]
ko04022 cGMP-PKG signaling pathway ko04071 Sphingolipid signaling pathway ko04072 Phospholipase D signaling pathway ko04270 Vascular smooth muscle contraction ko04371 Apelin signaling pathway ko04611 Platelet activation ko04730 Long-term depression ko04810 Regulation of actin cytoskeleton ko05200 Pathways in cancer-- -- -- IPR001019 [Guanine nucleotide binding protein (G-protein), alpha subunit]
ko00052 Galactose metabolism ko00520 Amino sugar and nucleotide sugar metabolism ko01100 Metabolic pathwaysUDP-glucose 4-epimeraseM Cell wall/membrane/envelope biogenesis ;IPR016040 [NAD(P)-binding domain]
ko01521 EGFR tyrosine kinase inhibitor resistance-- -- -- IPR000294 [Gamma-carboxyglutamic acid-rich (GLA) domain] ; IPR001791[Laminin G domain] ; IPR001881[EGF-like calcium-binding domain] ; IPR013032[EGF-like, conserved site] ; IPR026823[Complement Clr-like EGF domain]
-- -- -- -- IPR000276 [G protein-coupled receptor, rhodopsin-like]
-- -- -- -- IPR022070 [Cytoplasmic activation/proliferation-associated protein-1 C term]
-- -- -- -- IPR002350 [Kazal domain] ; IPR015369[Follistatin/Osteonectin EGF domain] ; IPR019577[SPARC/Testican, calcium-binding domain]
-- Large exoprotein involved in heme utilization or adhesionU Intracellular trafficking, secretion, and vesicular transport ;IPR000742 [EGF-like domain] ; IPR001791[Laminin G domain] ; IPR002126[Cadherin]
-- Secreted trypsin-like serine proteaseO Posttranslational modification, protein turnover, chaperones ;IPR000001 [Kringle] ; IPR000742[EGF-like domain] ; IPR001254[Serine proteases, trypsin domain]
ko03030 DNA replication ko04110 Cell cycle DNA replicative helicase MCM subunit Mcm2, Cdc46/Mcm familyL Replication, recombination and repair ;IPR001208 [MCM domain] ; IPR027925[MCM N-terminal domain] ; IPR033762[MCM OB domain]
-- Secreted protein containing bacterial Ig-like domain and vWFA domainR General function prediction only ;IPR002035 [von Willebrand factor, type A] ; IPR010600[Inter-alpha-trypsin inhibitor heavy chain, C-terminal] ; IPR013694[VIT domain]
ko04630 Jak-STAT signaling pathway-- -- -- IPR015321 [Type I cytokine receptor, cytokine-binding domain]
ko00562 Inositol phosphate metabolism ko01100 Metabolic pathways ko04070 Phosphatidylinositol signaling system-- -- -- --
ko04014 Ras signaling pathway-- -- -- IPR000008 [C2 domain] ; IPR001562[Zinc finger, Btk motif] ; IPR001849[Pleckstrin homology domain] ; IPR001936[Ras GTPase-activating protein]
-- -- -- -- IPR001715 [Calponin homology domain] ; IPR002048[EF-hand domain]
-- -- -- -- IPR000253 [Forkhead-associated (FHA) domain] ; IPR001357[BRCT domain]
-- -- -- -- IPR013809 [ENTH  domain]
ko04110 Cell cycle ko04114 Oocyte meiosisChromosome segregation ATPaseD Cell cycle control, cell division, chromosome partitioning ;IPR003395 [RecF/RecN/SMC, N-terminal] ; IPR010935[SMCs flexible hinge]
ko00510 N-Glycan biosynthesis ko01100 Metabolic pathways ko04141 Protein processing in endoplasmic reticulumAlpha-glucosidase, glycosyl hydrolase family GH31G Carbohydrate transport and metabolism ;IPR000322 [Glycoside hydrolase family 31] ; IPR025887[Glycoside hydrolase family 31, N-terminal domain]
-- -- -- -- IPR028169 [Raftlin family]
ko04141 Protein processing in endoplasmic reticulumSerine protease, subtilisin familyO Posttranslational modification, protein turnover, chaperones ;IPR000209 [Peptidase S8/S53 domain]
-- -- -- -- IPR007237 [CD20-like family]
ko03015 mRNA surveillance pathway ko04071 Sphingolipid signaling pathway ko04114 Oocyte meiosis ko04151 PI3K-Akt signaling pathway ko04152 AMPK signaling pathway ko04261 Adrenergic signaling in cardiomyocytes ko04728 Dopaminergic synapse ko05165 Human papillomavirus infection-- -- -- IPR002554 [Protein phosphatase 2A, regulatory B subunit, B56]
-- Uncharacterized membrane protein YqiK, contains Band7/PHB/SPFH domainS Function unknown ;IPR002499 [Major vault protein, N-terminal] ; IPR021870[Major vault protein, shoulder domain]
ko04350 TGF-beta signaling pathway-- -- -- IPR001881 [EGF-like calcium-binding domain] ; IPR017878[TB domain] ; IPR026823[Complement Clr-like EGF domain]
-- -- -- -- IPR000900 [Nebulin repeat] ; IPR001452[SH3 domain] ; IPR001781[Zinc finger, LIM-type]



ko03013 RNA transport-- -- -- IPR001494 [Importin-beta, N-terminal domain]
ko03050 Proteasome-- -- -- IPR021843 [Protein of unknown function DUF3437] ; IPR032430[Proteasome activator Blm10, mid region]
ko04120 Ubiquitin mediated proteolysis-- -- -- IPR001373 [Cullin, N-terminal] ; IPR004939[APC10/DOC domain] ; IPR019559[Cullin protein, neddylation domain] ; IPR021097[CPH domain]
-- -- -- -- IPR001936 [Ras GTPase-activating protein] ; IPR003123[VPS9 domain]
-- Chromosome segregation ATPaseD Cell cycle control, cell division, chromosome partitioning ;IPR001664 [Intermediate filament protein] ; IPR032444[Keratin type II head]

-- -- -- IPR022816 [Condensin complex subunit 2/barren]
ko03050 Proteasome ko05169 Epstein-Barr virus infection-- -- -- IPR000717 [Proteasome component (PCI) domain] ; IPR019585[26S proteasome regulatory subunit Rpn7/COP9 signalosome complex subunit 1]
ko04142 Lysosome-- -- -- IPR004687 [Lysosomal-associated transmembrane protein 4/5]

-- -- -- IPR024324 [Condensin complex subunit 1, N-terminal] ; IPR032682[Condensin complex subunit 1, C-terminal]
-- -- -- -- --
ko03040 SpliceosomeTranslation elongation factor EF-G, a GTPaseJ Translation, ribosomal structure and biogenesis ;IPR000640 [Translation elongation factor EFG, V domain] ; IPR004161[Translation elongation factor EFTu-like, domain 2] ; IPR005517[Translation elongation factor EFG/EF2, domain IV] ; IPR009022[Elongation factor G, III-V domain] ; IPR031950[116 kDa U5 small nuclear ribonucleoprotein component, N-terminal]
-- -- -- -- IPR001683 [Phox homologous domain]
ko04810 Regulation of actin cytoskeleton ko05212 Pancreatic cancer-- -- -- IPR000219 [Dbl homology (DH) domain] ; IPR001452[SH3 domain] ; IPR001715[Calponin homology domain] ; IPR001849[Pleckstrin homology domain] ; IPR032409[Rho guanine nucleotide exchange factor, coiled-coil domain]
-- RNA recognition motif (RRM) domainJ Translation, ribosomal structure and biogenesis ;IPR000504 [RNA recognition motif domain]
ko04144 EndocytosisSUMO ligase MMS21, Smc5/6 complex, required for cell growth and DNA repairL Replication, recombination and repair ;IPR001164 [Arf GTPase activating protein] ; IPR001849[Pleckstrin homology domain] ; IPR020683[Ankyrin repeat-containing domain]
-- Uncaracterized surface protein containing fasciclin (FAS1) repeatsR General function prediction only ;IPR000782 [FAS1 domain]
ko04141 Protein processing in endoplasmic reticulumNegative regulator of GroEL, contains thioredoxin-like and TPR-like domainsO Posttranslational modification, protein turnover, chaperones ;IPR013766 [Thioredoxin domain]
ko00565 Ether lipid metabolism ko01100 Metabolic pathwaysLysophospholipase L1 or related esteraseE Amino acid transport and metabolism ;IPR013830 [SGNH hydrolase-type esterase domain]
-- -- -- -- IPR000859 [CUB domain] ; IPR018933[Netrin module, non-TIMP type]
-- -- -- -- IPR001875 [Death effector domain]
-- PhosphoglucomutaseG Carbohydrate transport and metabolism ;IPR005844 [Alpha-D-phosphohexomutase, alpha/beta/alpha domain I] ; IPR005845[Alpha-D-phosphohexomutase, alpha/beta/alpha domain II] ; IPR005846[Alpha-D-phosphohexomutase, alpha/beta/alpha domain III]
ko03015 mRNA surveillance pathway ko04071 Sphingolipid signaling pathway ko04114 Oocyte meiosis ko04151 PI3K-Akt signaling pathway ko04152 AMPK signaling pathway ko04261 Adrenergic signaling in cardiomyocytes ko04728 Dopaminergic synapse ko05165 Human papillomavirus infection-- -- -- IPR002554 [Protein phosphatase 2A, regulatory B subunit, B56]
ko00190 Oxidative phosphorylationInorganic pyrophosphataseCP Energy production and conversion ; Inorganic ion transport and metabolism ;IPR008162 [Inorganic pyrophosphatase]
ko00590 Arachidonic acid metabolism ko01100 Metabolic pathways-- -- -- IPR007052 [CS domain]
-- Serine/threonine protein kinaseT Signal transduction mechanisms ;IPR000719 [Protein kinase domain] ; IPR017892[Protein kinase, C-terminal]
-- RNA recognition motif (RRM) domainJ Translation, ribosomal structure and biogenesis ;IPR000504 [RNA recognition motif domain] ; IPR012975[NOPS]
ko04931 Insulin resistance-- -- -- IPR004327 [Phosphotyrosyl phosphatase activator, PTPA]
-- Protein tyrosine phosphataseT Signal transduction mechanisms ;IPR000242 [PTP type protein phosphatase] ; IPR000998[MAM domain] ; IPR003961[Fibronectin type III] ; IPR013098[Immunoglobulin I-set]
ko04010 MAPK signaling pathway ko04014 Ras signaling pathway ko05203 Viral carcinogenesis-- -- -- IPR000008 [C2 domain] ; IPR001562[Zinc finger, Btk motif] ; IPR001849[Pleckstrin homology domain] ; IPR001936[Ras GTPase-activating protein]
ko04144 EndocytosisGTPase SAR1 family domainR General function prediction only ;IPR001806 [Small GTPase superfamily]
-- -- -- -- IPR002048 [EF-hand domain]
ko04390 Hippo signaling pathway ko04530 Tight junction ko05165 Human papillomavirus infection-- -- -- IPR001680 [WD40 repeat] ; IPR013577[Lethal giant larvae homologue 2]
ko04010 MAPK signaling pathway ko04114 Oocyte meiosis ko04150 mTOR signaling pathway ko04720 Long-term potentiation ko04722 Neurotrophin signaling pathway ko04914 Progesterone-mediated oocyte maturation ko04931 Insulin resistanceCell division protein FtsND Cell cycle control, cell division, chromosome partitioning ;IPR000719 [Protein kinase domain] ; IPR017892[Protein kinase, C-terminal]
ko03040 Spliceosome ko04216 Ferroptosis-- -- -- IPR004088 [K Homology domain, type 1]
ko04216 Ferroptosis-- -- -- IPR004088 [K Homology domain, type 1]
ko04066 HIF-1 signaling pathway ko04120 Ubiquitin mediated proteolysis ko05200 Pathways in cancer ko05211 Renal cell carcinoma-- -- -- IPR016073 [SKP1 component, POZ domain]
ko04072 Phospholipase D signaling pathway ko04140 Autophagy - animal ko04150 mTOR signaling pathway ko04151 PI3K-Akt signaling pathway ko04152 AMPK signaling pathway ko04211 Longevity regulating pathway ko04218 Cellular senescence ko04910 Insulin signaling pathway ko04919 Thyroid hormone signaling pathway ko05165 Human papillomavirus infection ko05231 Choline metabolism in cancerGTPase SAR1 family domainR General function prediction only ;IPR001806 [Small GTPase superfamily]
ko00100 Steroid biosynthesis ko01100 Metabolic pathways FAD/FMN-containing dehydrogenaseC Energy production and conversion ;IPR006094 [FAD linked oxidase, N-terminal]
ko03040 Spliceosome-- -- -- IPR004871 [Cleavage/polyadenylation specificity factor, A subunit, C-terminal]
-- Leucine-rich repeat (LRR) proteinK Transcription ;IPR001611 [Leucine-rich repeat]
-- -- -- -- IPR000557 [Calponin repeat] ; IPR001715[Calponin homology domain]
ko04010 MAPK signaling pathway ko04114 Oocyte meiosis ko04150 mTOR signaling pathway ko04720 Long-term potentiation ko04722 Neurotrophin signaling pathway ko04914 Progesterone-mediated oocyte maturation ko04931 Insulin resistanceCell division protein FtsND Cell cycle control, cell division, chromosome partitioning ;IPR000719 [Protein kinase domain] ; IPR017892[Protein kinase, C-terminal]
ko03040 SpliceosomeRNA recognition motif (RRM) domainJ Translation, ribosomal structure and biogenesis ;IPR000504 [RNA recognition motif domain]
-- Leucine-rich repeat (LRR) proteinK Transcription ;--
ko04141 Protein processing in endoplasmic reticulum-- -- -- IPR006895 [Zinc finger, Sec23/Sec24-type] ; IPR006896[Sec23/Sec24, trunk domain] ; IPR006900[Sec23/Sec24, helical domain] ; IPR007123[Gelsolin-like domain] ; IPR012990[Sec23/Sec24 beta-sandwich]
ko04141 Protein processing in endoplasmic reticulum-- -- -- IPR006895 [Zinc finger, Sec23/Sec24-type] ; IPR006896[Sec23/Sec24, trunk domain] ; IPR006900[Sec23/Sec24, helical domain] ; IPR007123[Gelsolin-like domain] ; IPR012990[Sec23/Sec24 beta-sandwich]
ko00030 Pentose phosphate pathway ko00053 Ascorbate and aldarate metabolism ko01100 Metabolic pathways ko01200 Carbon metabolism Sugar lactone lactonase YvrEG Carbohydrate transport and metabolism ;IPR013658 [SMP-30/Gluconolactonase/LRE-like region]
-- -- -- -- IPR001715 [Calponin homology domain] ; IPR004953[EB1, C-terminal]
-- Uncaracterized surface protein containing fasciclin (FAS1) repeatsR General function prediction only ;IPR000782 [FAS1 domain]
ko04960 Aldosterone-regulated sodium reabsorptionPeriplasmic serine protease, S1-C subfamily, contain C-terminal PDZ domainO Posttranslational modification, protein turnover, chaperones ;IPR001478 [PDZ domain] ; IPR015098[EBP50, C-terminal]
-- -- -- -- IPR002848 [Translin family]
ko04910 Insulin signaling pathway-- -- -- IPR001060 [FCH domain] ; IPR001452[SH3 domain]
ko01522 Endocrine resistance ko04919 Thyroid hormone signaling pathway-- -- -- IPR019680 [Mediator complex, subunit Med1]
ko04621 NOD-like receptor signaling pathway-- -- -- IPR001781 [Zinc finger, LIM-type]
-- Protein tyrosine phosphataseT Signal transduction mechanisms ;IPR000242 [PTP type protein phosphatase] ; IPR018979[FERM, N-terminal] ; IPR018980[FERM, C-terminal PH-like domain] ; IPR019748[FERM central domain]
-- -- -- -- IPR001715 [Calponin homology domain] ; IPR004953[EB1, C-terminal]
ko04152 AMPK signaling pathway ko04657 IL-17 signaling pathwayRNA recognition motif (RRM) domainJ Translation, ribosomal structure and biogenesis ;IPR000504 [RNA recognition motif domain]
ko04120 Ubiquitin mediated proteolysisAlpha-tubulin suppressor and related RCC1 domain-containing proteinsDZ Cell cycle control, cell division, chromosome partitioning ; Cytoskeleton ;IPR000408 [Regulator of chromosome condensation, RCC1] ; IPR000569[HECT domain] ; IPR001680[WD40 repeat] ; IPR003877[SPRY domain]



ko04974 Protein digestion and absorption ko05230 Central carbon metabolism in cancerNa+/H+-dicarboxylate symporterC Energy production and conversion ;IPR001991 [Sodium:dicarboxylate symporter]
-- Serine/threonine protein kinaseT Signal transduction mechanisms ;IPR001440 [Tetratricopeptide repeat 1]
ko04350 TGF-beta signaling pathway ko04390 Hippo signaling pathway ko04550 Signaling pathways regulating pluripotency of stem cells ko05202 Transcriptional misregulation in cancer-- -- -- IPR001132 [SMAD domain, Dwarfin-type] ; IPR003619[MAD homology 1, Dwarfin-type]
-- Leucine-rich repeat (LRR) proteinK Transcription ;IPR000626 [Ubiquitin domain] ; IPR000938[CAP Gly-rich domain]

-- -- -- IPR000608 [Ubiquitin-conjugating enzyme E2]
ko04130 SNARE interactions in vesicular transport ko04145 Phagosome-- -- -- IPR001388 [Synaptobrevin]
ko04144 Endocytosis ko04152 AMPK signaling pathway ko04962 Vasopressin-regulated water reabsorptionGTPase SAR1 family domainR General function prediction only ;IPR001806 [Small GTPase superfamily]
ko04510 Focal adhesion-- -- -- IPR001781 [Zinc finger, LIM-type]
ko03050 Proteasome ko05169 Epstein-Barr virus infection-- -- -- IPR006773 [26S proteasome complex ubiquitin receptor, subunit Rpn13] ; IPR032368[UCH-binding domain]
ko00520 Amino sugar and nucleotide sugar metabolism ko01100 Metabolic pathways UDP-N-acetylglucosamine pyrophosphorylaseG Carbohydrate transport and metabolism ;IPR002618 [UDPGP family]
-- -- -- -- IPR000867 [Insulin-like growth factor-binding protein, IGFBP] ; IPR002350[Kazal domain] ; IPR013098[Immunoglobulin I-set]
ko04151 PI3K-Akt signaling pathway ko04510 Focal adhesion ko04512 ECM-receptor interaction ko05143 African trypanosomiasis ko05145 Toxoplasmosis ko05146 Amoebiasis ko05165 Human papillomavirus infection ko05200 Pathways in cancer ko05222 Small cell lung cancerMethyl-accepting chemotaxis proteinNT Cell motility ; Signal transduction mechanisms ;IPR001791 [Laminin G domain] ; IPR002049[Laminin EGF domain] ; IPR009254[Laminin alpha, domain I] ; IPR010307[Laminin domain II]
ko00534 Glycosaminoglycan biosynthesis - heparan sulfate / heparin ko01100 Metabolic pathways-- -- -- IPR004263 [Exostosin-like] ; IPR015338[Exostosin , C-terminal]
-- -- -- -- IPR019538 [26S proteasome non-ATPase regulatory subunit 5]
ko04151 PI3K-Akt signaling pathway ko05132 Salmonella infectionSerine/threonine protein kinaseT Signal transduction mechanisms ;IPR000719 [Protein kinase domain] ; IPR011072[HR1 rho-binding repeat] ; IPR017892[Protein kinase, C-terminal]
ko04151 PI3K-Akt signaling pathway ko05132 Salmonella infectionSerine/threonine protein kinaseT Signal transduction mechanisms ;IPR000719 [Protein kinase domain] ; IPR011072[HR1 rho-binding repeat] ; IPR017892[Protein kinase, C-terminal]
ko03015 mRNA surveillance pathway ko04071 Sphingolipid signaling pathway ko04114 Oocyte meiosis ko04151 PI3K-Akt signaling pathway ko04152 AMPK signaling pathway ko04261 Adrenergic signaling in cardiomyocytes ko04728 Dopaminergic synapse ko05165 Human papillomavirus infection-- -- -- IPR002554 [Protein phosphatase 2A, regulatory B subunit, B56]
ko01522 Endocrine resistance ko04010 MAPK signaling pathway ko04015 Rap1 signaling pathway ko04068 FoxO signaling pathway ko04071 Sphingolipid signaling pathway ko04218 Cellular senescence ko04261 Adrenergic signaling in cardiomyocytes ko04370 VEGF signaling pathway ko04380 Osteoclast differentiation ko04550 Signaling pathways regulating pluripotency of stem cells ko04611 Platelet activation ko04620 Toll-like receptor signaling pathway ko04621 NOD-like receptor signaling pathway ko04622 RIG-I-like receptor signaling pathway ko04657 IL-17 signaling pathway ko04658 Th1 and Th2 cell differentiation ko04659 Th17 cell differentiation ko04660 T cell receptor signaling pathway ko04664 Fc epsilon RI signaling pathway ko04668 TNF signaling pathway ko04670 Leukocyte transendothelial migration ko04722 Neurotrophin signaling pathway ko04723 Retrograde endocannabinoid signaling ko04728 Dopaminergic synapse ko04750 Inflammatory mediator regulation of TRP channels ko04912 GnRH signaling pathway ko04914 Progesterone-mediatedSerine/threonine protein kinaseT Signal transduction mechanisms ;IPR000719 [Protein kinase domain]
ko04151 PI3K-Akt signaling pathway-- -- -- IPR013855 [Cdc37, N-terminal domain] ; IPR013873[Cdc37, C-terminal] ; IPR013874[Cdc37, Hsp90 binding]
ko04360 Axon guidanceDihydroorotase or related cyclic amidohydrolaseF Nucleotide transport and metabolism ;IPR006680 [Amidohydrolase-related]
-- -- -- -- IPR008253 [Marvel domain]
-- WD40 repeatR General function prediction only ;IPR001680 [WD40 repeat] ; IPR022052[Histone-binding protein RBBP4, N-terminal]
-- -- -- -- IPR008605 [Extracellular matrix protein 1]
ko04514 Cell adhesion molecules (CAMs) ko04530 Tight junction ko04670 Leukocyte transendothelial migration ko05130 Pathogenic Escherichia coli infection ko05160 Hepatitis C-- -- -- IPR008253 [Marvel domain] ; IPR010844[Occludin homology domain]
ko03013 RNA transport-- -- -- IPR010304 [Survival motor neuron]
-- -- -- -- IPR002108 [Actin-depolymerising factor homology domain]
-- -- -- -- IPR022768 [Fascin domain]
-- -- -- -- IPR011511 [Variant SH3 domain]
ko00380 Tryptophan metabolism ko01100 Metabolic pathwaysKynureninaseE Amino acid transport and metabolism ;IPR000192 [Aminotransferase class V domain]
ko00600 Sphingolipid metabolism ko01100 Metabolic pathwaysGlycosyltransferase, catalytic subunit of cellulose synthase and poly-beta-1,6-N-acetylglucosamine synthaseN Cell motility ;IPR025993 [Ceramide glucosyltransferase]
ko00230 Purine metabolism ko01100 Metabolic pathwaysGuanylate kinaseF Nucleotide transport and metabolism ;IPR008145 [Guanylate kinase/L-type calcium channel beta subunit]
ko00620 Pyruvate metabolismGlyoxylase or a related metal-dependent hydrolase, beta-lactamase superfamily IIR General function prediction only ;IPR001279 [Metallo-beta-lactamase] ; IPR032282[Hydroxyacylglutathione hydrolase, C-terminal domain]
-- Ankyrin repeatT Signal transduction mechanisms ;IPR000421 [Coagulation factor 5/8 C-terminal domain] ; IPR001245[Serine-threonine/tyrosine-protein kinase catalytic domain]
ko00040 Pentose and glucuronate interconversions ko00052 Galactose metabolism ko00500 Starch and sucrose metabolism ko00520 Amino sugar and nucleotide sugar metabolism ko01100 Metabolic pathways UDP-N-acetylglucosamine pyrophosphorylaseG Carbohydrate transport and metabolism ;IPR002618 [UDPGP family]
ko00260 Glycine, serine and threonine metabolism ko00350 Tyrosine metabolism ko00360 Phenylalanine metabolism ko00410 beta-Alanine metabolism ko01100 Metabolic pathways Cu2+-containing amine oxidaseQ Secondary metabolites biosynthesis, transport and catabolism ;IPR015798 [Copper amine oxidase, C-terminal] ; IPR015800[Copper amine oxidase, N2-terminal] ; IPR015802[Copper amine oxidase, N3-terminal]
ko00450 Selenocompound metabolism ko05200 Pathways in cancer ko05225 Hepatocellular carcinomaPyruvate/2-oxoglutarate dehydrogenase complex, dihydrolipoamide dehydrogenase (E3) component or related enzymeC Energy production and conversion ;IPR002109 [Glutaredoxin] ; IPR004099[Pyridine nucleotide-disulphide oxidoreductase, dimerisation domain] ; IPR023753[FAD/NAD(P)-binding domain]
ko05167 Kaposi's sarcoma-associated herpesvirus infection-- -- -- IPR003597 [Immunoglobulin C1-set] ; IPR011161[MHC class I-like antigen recognition-like]
ko05167 Kaposi's sarcoma-associated herpesvirus infection-- -- -- IPR003597 [Immunoglobulin C1-set] ; IPR011161[MHC class I-like antigen recognition-like]
-- -- -- -- --
ko00052 Galactose metabolism ko00500 Starch and sucrose metabolism ko01100 Metabolic pathways ko04973 Carbohydrate digestion and absorptionAlpha-glucosidase, glycosyl hydrolase family GH31G Carbohydrate transport and metabolism ;IPR000322 [Glycoside hydrolase family 31] ; IPR000519[P-type trefoil domain] ; IPR031727[Galactose mutarotase, N-terminal barrel]
-- Serine/threonine protein kinaseT Signal transduction mechanisms ;IPR000719 [Protein kinase domain]
ko04144 Endocytosis ko04145 Phagosome ko04218 Cellular senescence ko04514 Cell adhesion molecules (CAMs) ko04612 Antigen processing and presentation ko04940 Type I diabetes mellitus ko05165 Human papillomavirus infection ko05166 HTLV-I infection ko05167 Kaposi's sarcoma-associated herpesvirus infection ko05168 Herpes simplex infection ko05169 Epstein-Barr virus infection ko05203 Viral carcinogenesis ko05320 Autoimmune thyroid disease ko05330 Allograft rejection ko05332 Graft-versus-host disease ko05416 Viral myocarditis-- -- -- IPR003597 [Immunoglobulin C1-set] ; IPR010579[MHC class I, alpha chain, C-terminal] ; IPR011161[MHC class I-like antigen recognition-like]
-- -- -- -- IPR005123 [Oxoglutarate/iron-dependent dioxygenase]
-- WD40 repeatR General function prediction only ;IPR001680 [WD40 repeat] ; IPR005108[HELP]
ko00670 One carbon pool by folateAcyl-CoA reductase or other NAD-dependent aldehyde dehydrogenaseC Energy production and conversion ;IPR002376 [Formyl transferase, N-terminal] ; IPR005793[Formyl transferase, C-terminal] ; IPR009081[Phosphopantetheine binding ACP domain] ; IPR015590[Aldehyde dehydrogenase domain]
-- -- -- -- IPR001079 [Galectin, carbohydrate recognition domain]
-- O-acetyl-ADP-ribose deacetylase (regulator of RNase III), contains Macro domainJ Translation, ribosomal structure and biogenesis ;IPR002589 [Macro domain] ; IPR012317[Poly(ADP-ribose) polymerase, catalytic domain]

Molecular Function:serine-type endopeptidase activity (GO:0004252),Biological Process:proteolysis (GO:0006508),Molecular Function:serine-type peptidase activity (GO:0008236),Molecular Function:serine-type exopeptidase activity (GO:0070008)Protease II E Amino acid transport and metabolism ;IPR001375 [Peptidase S9, prolyl oligopeptidase, catalytic domain] ; IPR023302[Peptidase S9A, N-terminal domain]
-- Membrane protein involved in colicin uptakeM Cell wall/membrane/envelope biogenesis ;IPR000195 [Rab-GTPase-TBC domain]
-- -- -- -- IPR025903 [Phostensin/Taperin N-terminal domain] ; IPR025907[Phostensin/Taperin PP1-binding domain]
-- -- -- -- IPR007632 [Anoctamin] ; IPR032394[Anoctamin, dimerisation domain]
-- -- -- -- IPR018797 [Uncharacterised protein family FAM98]
-- -- -- -- IPR022008 [TSG101 and ALIX binding domain of CEP55]
-- -- -- -- --
-- -- -- -- IPR001849 [Pleckstrin homology domain]
ko04014 Ras signaling pathwayCa2+-binding protein, RTX toxin-relatedQ Secondary metabolites biosynthesis, transport and catabolism ;IPR013818 [Lipase/vitellogenin]
ko00330 Arginine and proline metabolism ko01100 Metabolic pathways ko01230 Biosynthesis of amino acidsPyrroline-5-carboxylate reductaseE Amino acid transport and metabolism ;IPR028939 [Pyrroline-5-carboxylate reductase, catalytic, N-terminal] ; IPR029036[Pyrroline-5-carboxylate reductase, dimerisation domain]
-- Actin-related proteinZ Cytoskeleton ;IPR004000 [Actin family]



ko04141 Protein processing in endoplasmic reticulum ko04151 PI3K-Akt signaling pathway ko04217 Necroptosis ko04612 Antigen processing and presentation ko04621 NOD-like receptor signaling pathway ko04657 IL-17 signaling pathway ko04659 Th17 cell differentiation ko04914 Progesterone-mediated oocyte maturation ko04915 Estrogen signaling pathway ko05200 Pathways in cancer ko05215 Prostate cancer ko05418 Fluid shear stress and atherosclerosisMolecular chaperone, HSP90 familyO Posttranslational modification, protein turnover, chaperones ;IPR001404 [Heat shock protein Hsp90 family] ; IPR003594[Histidine kinase-like ATPase, C-terminal domain]
ko04141 Protein processing in endoplasmic reticulum ko04151 PI3K-Akt signaling pathway ko04217 Necroptosis ko04612 Antigen processing and presentation ko04621 NOD-like receptor signaling pathway ko04657 IL-17 signaling pathway ko04659 Th17 cell differentiation ko04914 Progesterone-mediated oocyte maturation ko04915 Estrogen signaling pathway ko05200 Pathways in cancer ko05215 Prostate cancer ko05418 Fluid shear stress and atherosclerosisMolecular chaperone, HSP90 familyO Posttranslational modification, protein turnover, chaperones ;IPR001404 [Heat shock protein Hsp90 family] ; IPR003594[Histidine kinase-like ATPase, C-terminal domain]
ko04120 Ubiquitin mediated proteolysisAlpha-tubulin suppressor and related RCC1 domain-containing proteinsDZ Cell cycle control, cell division, chromosome partitioning ; Cytoskeleton ;IPR000408 [Regulator of chromosome condensation, RCC1] ; IPR000569[HECT domain]
-- -- -- -- IPR007587 [SIT4 phosphatase-associated protein family]
-- -- -- -- IPR019170 [Meckelin]
-- -- -- -- IPR024845 [Nance-Horan syndrome protein family]
-- -- -- -- IPR001849 [Pleckstrin homology domain] ; IPR010703[Dedicator of cytokinesis, C-terminal] ; IPR021816[Dedicator of cytokinesis C/D, N-terminal] ; IPR027007[DHR-1 domain]
ko04145 PhagosomeType V secretory pathway, adhesin AidAMU Cell wall/membrane/envelope biogenesis ; Intracellular trafficking, secretion, and vesicular transport ;IPR001304 [C-type lectin-like] ; IPR008160[Collagen triple helix repeat]
-- -- -- -- IPR001715 [Calponin homology domain]
-- Predicted arabinose efflux permease, MFS familyG Carbohydrate transport and metabolism ;IPR011701 [Major facilitator superfamily]
-- -- -- -- IPR005818 [Linker histone H1/H5, domain H15]
-- -- -- -- IPR024845 [Nance-Horan syndrome protein family]
-- -- -- -- IPR000008 [C2 domain]
-- FKBP-type peptidyl-prolyl cis-trans isomeraseO Posttranslational modification, protein turnover, chaperones ;IPR001179 [FKBP-type peptidyl-prolyl cis-trans isomerase domain]
-- Guanylate kinaseF Nucleotide transport and metabolism ;IPR001478 [PDZ domain] ; IPR008145[Guanylate kinase/L-type calcium channel beta subunit] ; IPR011511[Variant SH3 domain] ; IPR014775[L27 domain, C-terminal]
-- -- -- -- IPR000569 [HECT domain] ; IPR004939[APC10/DOC domain]
ko05165 Human papillomavirus infection ko05203 Viral carcinogenesis-- -- -- IPR003126 [Zinc finger, UBR-type] ; IPR025704[E3 ubiquitin ligase, UBR4]
-- WD40 repeatR General function prediction only ;IPR001680 [WD40 repeat] ; IPR013577[Lethal giant larvae homologue 2] ; IPR013905[Lethal giant larvae (Lgl)-like, C-terminal domain]
-- -- -- -- --
ko04974 Protein digestion and absorptionAutotransporter adhesinUW Intracellular trafficking, secretion, and vesicular transport ; Extracellular structures ;IPR008160 [Collagen triple helix repeat]
-- -- -- -- IPR025481 [Cell morphogenesis protein C-terminal] ; IPR025614[Cell morphogenesis protein N-terminal] ; IPR029473[Cell morphogenesis central region]
ko05034 Alcoholism ko05202 Transcriptional misregulation in cancer ko05322 Systemic lupus erythematosus-- -- -- IPR007125 [Histone H2A/H2B/H3]
-- -- -- -- IPR012486 [N1221-like] ; IPR021819[Protein of unknown function DUF3402]
-- Fermentation-respiration switch protein FrsA, has esterase activity, DUF1100 familyT Signal transduction mechanisms ;IPR022742 [Serine aminopeptidase, S33]
-- -- -- -- IPR010630 [Neuroblastoma breakpoint family (NBPF) domain] ; IPR012943[Centrosomin, N-terminal motif 1]
-- Methyl-accepting chemotaxis proteinNT Cell motility ; Signal transduction mechanisms ;IPR002035 [von Willebrand factor, type A] ; IPR013608[VWA N-terminal]
ko04141 Protein processing in endoplasmic reticulum-- -- -- IPR003323 [OTU domain]
-- -- -- -- IPR004328 [BRO1 domain]
-- -- -- -- IPR009637 [Lung seven transmembrane receptor-like]
-- Predicted esteraseR General function prediction only ;IPR003140 [Phospholipase/carboxylesterase/thioesterase]
-- -- -- -- IPR007244 [NatC N(alpha)-terminal acetyltransferase, Mak10 subunit]
-- -- -- -- IPR001594 [Palmitoyltransferase, DHHC domain]
-- -- -- -- IPR003877 [SPRY domain]
ko04514 Cell adhesion molecules (CAMs)-- -- -- IPR013106 [Immunoglobulin V-set domain]
ko04115 p53 signaling pathway ko04216 FerroptosisPredicted dinucleotide-binding enzymeR General function prediction only ;IPR013130 [Ferric reductase transmembrane component-like domain] ; IPR028939[Pyrroline-5-carboxylate reductase, catalytic, N-terminal]
-- -- -- -- IPR000195 [Rab-GTPase-TBC domain] ; IPR004182[GRAM domain]
-- -- -- -- IPR000980 [SH2 domain] ; IPR013625[Tensin/EPS8 phosphotyrosine-binding domain] ; IPR014020[Tensin phosphatase, C2 domain]
-- -- -- -- IPR000840 [Gamma-retroviral matrix protein] ; IPR003597[Immunoglobulin C1-set]
-- Glyoxylase or a related metal-dependent hydrolase, beta-lactamase superfamily IIR General function prediction only ;IPR001279 [Metallo-beta-lactamase]
ko04530 Tight junction-- -- -- IPR000198 [Rho GTPase-activating protein domain] ; IPR004148[BAR domain]
-- -- -- -- IPR003191 [Guanylate-binding protein, C-terminal] ; IPR015894[Guanylate-binding protein, N-terminal]
-- Leucine-rich repeat (LRR) proteinK Transcription ;IPR001611 [Leucine-rich repeat] ; IPR031943[CARMIL, C-terminal domain]
-- -- -- -- IPR007785 [Anamorsin] ; IPR013216[Methyltransferase type 11]
-- -- -- -- IPR002653 [Zinc finger, A20-type] ; IPR003323[OTU domain]
ko04150 mTOR signaling pathway-- -- -- IPR028209 [LAMTOR1/MEH1]
-- -- -- -- IPR002108 [Actin-depolymerising factor homology domain]
-- GTPase SAR1 family domainR General function prediction only ;IPR001806 [Small GTPase superfamily]
-- -- -- -- IPR005135 [Endonuclease/exonuclease/phosphatase]
-- -- -- -- IPR025903 [Phostensin/Taperin N-terminal domain] ; IPR025907[Phostensin/Taperin PP1-binding domain]
-- -- -- -- IPR000008 [C2 domain]
ko03018 RNA degradation-- -- -- IPR032401 [Enhancer of mRNA-decapping protein 4, WD40 repeat region]
ko03040 Spliceosome-- -- -- IPR000555 [JAB1/MPN/MOV34 metalloenzyme domain] ; IPR012591[PRO8NT domain] ; IPR012592[PROCN domain] ; IPR012984[PROCT domain] ; IPR019580[Pre-mRNA-processing-splicing factor 8, U6-snRNA-binding] ; IPR019581[Pre-mRNA-processing-splicing factor 8, U5-snRNA-binding] ; IPR019582[RNA recognition motif, spliceosomal PrP8] ; IPR021983[PRP8 domain IV core]
-- -- -- -- --
-- Hemolysin or related protein, contains CBS domainsR General function prediction only ;IPR000644 [CBS domain] ; IPR002550[Domain of unknown function DUF21]
ko04151 PI3K-Akt signaling pathway ko05132 Salmonella infectionSerine/threonine protein kinaseT Signal transduction mechanisms ;IPR000719 [Protein kinase domain] ; IPR011072[HR1 rho-binding repeat] ; IPR017892[Protein kinase, C-terminal]
-- -- -- -- IPR006571 [TLDc domain]
-- -- -- -- IPR029444 [Integrator complex subunit 5, C-terminal] ; IPR029445[Integrator complex subunit 5, N-terminal]
-- -- -- -- IPR001478 [PDZ domain] ; IPR001660[Sterile alpha motif domain] ; IPR010599[Connector enhancer of kinase suppressor of ras 2] ; IPR017874[CRIC domain]



-- -- -- -- IPR013098 [Immunoglobulin I-set] ; IPR013151[Immunoglobulin]
ko04150 mTOR signaling pathway-- -- -- IPR028267 [Rapamycin-insensitive companion of mTOR, N-terminal domain] ; IPR029259[Rapamycin-insensitive companion of mTOR, phosphorylation-site] ; IPR029451[Rapamycin-insensitive companion of mTOR, middle domain] ; IPR029452[Rapamycin-insensitive companion of mTOR, domain 5] ; IPR029453[Rapamycin-insensitive companion of mTOR, domain 4]
-- -- -- -- IPR009436 [Type-1 angiotensin II receptor-associated protein]
-- Leucine-rich repeat (LRR) proteinK Transcription ;IPR001611 [Leucine-rich repeat] ; IPR001660[Sterile alpha motif domain]
-- Serine protease, subtilisin familyO Posttranslational modification, protein turnover, chaperones ;IPR002165 [Plexin repeat]
-- Dipeptidyl aminopeptidase/acylaminoacyl peptidaseE Amino acid transport and metabolism ;IPR001375 [Peptidase S9, prolyl oligopeptidase, catalytic domain] ; IPR002469[Dipeptidylpeptidase IV, N-terminal domain]
-- -- -- -- IPR000219 [Dbl homology (DH) domain] ; IPR001452[SH3 domain] ; IPR004148[BAR domain] ; IPR011511[Variant SH3 domain]
-- Uncharacterized conserved protein YfaS, alpha-2-macroglobulin familyR General function prediction only ;IPR001599 [Alpha-2-macroglobulin] ; IPR002890[Alpha-2-macroglobulin, N-terminal] ; IPR009048[Alpha-macroglobulin, receptor-binding] ; IPR011625[Alpha-2-macroglobulin, N-terminal 2] ; IPR011626[Alpha-macroglobulin complement component] ; IPR019565[Alpha-2-macroglobulin, thiol-ester bond-forming]
-- WD40 repeatR General function prediction only ;IPR000409 [BEACH domain] ; IPR001680[WD40 repeat] ; IPR023362[PH-BEACH domain] ; IPR031570[Domain of unknown function DUF4704]
-- -- -- -- IPR031780 [FAM65, N-terminal]
-- -- -- -- IPR019372 [Lipoma HMGIC fusion partner-like protein]
-- -- -- -- IPR024606 [Protein of unknown function DUF3827]
-- -- -- -- IPR000159 [Ras-associating (RA) domain] ; IPR001849[Pleckstrin homology domain]
-- -- -- -- IPR005301 [MOB kinase activator family]
-- -- -- -- --
-- -- -- -- IPR000884 [Thrombospondin type-1 (TSP1) repeat] ; IPR001590[Peptidase M12B, ADAM/reprolysin]
-- -- -- -- IPR003877 [SPRY domain] ; IPR006574[SPRY-associated] ; IPR013106[Immunoglobulin V-set domain]
-- Transcriptional accessory protein Tex/SPT6K Transcription ;IPR000980 [SH2 domain] ; IPR003029[S1 domain] ; IPR027999[Death-like domain of Spt6] ; IPR028083[Spt6 acidic, N-terminal domain] ; IPR028088[Helix-turn-helix DNA-binding domain of Spt6] ; IPR028231[Transcription elongation factor Spt6, YqgF domain] ; IPR032706[Transcription elongation factor Spt6, helix-hairpin-helix motif]
ko05169 Epstein-Barr virus infection ko05203 Viral carcinogenesisEndonuclease YncB, thermonuclease familyL Replication, recombination and repair ;IPR002999 [Tudor domain] ; IPR016071[Staphylococcal nuclease (SNase-like), OB-fold]
-- PASTA domain, binds beta-lactamsM Cell wall/membrane/envelope biogenesis ;IPR000719 [Protein kinase domain] ; IPR001772[Kinase associated domain 1 (KA1)] ; IPR015940[Ubiquitin-associated domain]
ko04512 ECM-receptor interactionPredicted arabinose efflux permease, MFS familyG Carbohydrate transport and metabolism ;IPR001646 [Pentapeptide repeat] ; IPR005828[Major facilitator,  sugar transporter-like] ; IPR011701[Major facilitator superfamily]
-- GTPase SAR1 family domainR General function prediction only ;IPR001806 [Small GTPase superfamily]
-- -- -- -- IPR003307 [W2 domain]
-- Uncharacterized protein YjbI, contains pentapeptide repeatsS Function unknown ;IPR001646 [Pentapeptide repeat] ; IPR003131[Potassium channel tetramerisation-type BTB domain] ; IPR021789[KHA domain]
-- HrpA-like RNA helicaseJ Translation, ribosomal structure and biogenesis ;IPR001650 [Helicase, C-terminal] ; IPR007502[Helicase-associated domain] ; IPR011545[DEAD/DEAH box helicase domain] ; IPR011709[Domain of unknown function DUF1605]
-- -- -- -- IPR000717 [Proteasome component (PCI) domain]
ko03013 RNA transport ko04810 Regulation of actin cytoskeleton-- -- -- IPR008081 [Cytoplasmic FMR1-interacting] ; IPR009828[Protein of unknown function DUF1394]
ko04010 MAPK signaling pathwaySerine/threonine protein kinaseT Signal transduction mechanisms ;IPR000719 [Protein kinase domain]
ko04144 Endocytosis ko04217 Necroptosis-- -- -- IPR005024 [Snf7 family]
ko04010 MAPK signaling pathway ko04014 Ras signaling pathway ko04015 Rap1 signaling pathway ko04062 Chemokine signaling pathway ko04611 Platelet activation ko05200 Pathways in cancer-- -- -- IPR000651 [Ras-like guanine nucleotide exchange factor, N-terminal] ; IPR001895[Ras guanine-nucleotide exchange factors catalytic domain] ; IPR002048[EF-hand domain] ; IPR002219[Protein kinase C-like, phorbol ester/diacylglycerol-binding domain]
ko03040 Spliceosome-- -- -- IPR005345 [PHF5-like]

-- -- -- IPR013057 [Amino acid transporter, transmembrane domain]
-- -- -- -- IPR032745 [G protein-regulated inducer of neurite outgrowth, C-terminal]
-- -- -- -- IPR004170 [WWE domain] ; IPR012317[Poly(ADP-ribose) polymerase, catalytic domain]
-- Phage-related protein, tail componentX Mobilome: prophages, transposons;IPR000998 [MAM domain]
ko04136 Autophagy - other ko04137 Mitophagy - animal ko04140 Autophagy - animal-- -- -- IPR007241 [Autophagy-related protein 9]
-- -- -- -- IPR015403 [Sec7, C-terminal] ; IPR032629[Mon2, dimerisation and cyclophilin-binding domain] ; IPR032691[Guanine nucleotide exchange factor, N-terminal] ; IPR032817[Mon2, C-terminal]
ko04530 Tight junction-- -- -- IPR001609 [Myosin head, motor domain] ; IPR002928[Myosin tail] ; IPR004009[Myosin, N-terminal, SH3-like]
-- -- -- -- IPR024395 [CLASP N-terminal domain]
-- -- -- -- IPR000859 [CUB domain] ; IPR002172[Low-density lipoprotein (LDL) receptor class A repeat]
ko00040 Pentose and glucuronate interconversions ko01100 Metabolic pathwaysNAD(P)-dependent dehydrogenase, short-chain alcohol dehydrogenase familyIQR Lipid transport and metabolism ; Secondary metabolites biosynthesis, transport and catabolism ; General function prediction only ;--
-- Phage-related protein, tail componentX Mobilome: prophages, transposons;IPR003961 [Fibronectin type III] ; IPR013098[Immunoglobulin I-set]
-- -- -- -- IPR000697 [WH1/EVH1 domain] ; IPR007875[Sprouty]
ko04360 Axon guidance-- -- -- IPR000198 [Rho GTPase-activating protein domain] ; IPR001060[FCH domain] ; IPR001452[SH3 domain]
-- N-acetylneuraminic acid mutarotaseM Cell wall/membrane/envelope biogenesis ;IPR006652 [Kelch repeat type 1] ; IPR011498[Kelch repeat type 2]
ko04120 Ubiquitin mediated proteolysis-- -- -- IPR000569 [HECT domain] ; IPR004170[WWE domain] ; IPR010309[E3 ubiquitin ligase, domain of unknown function DUF908] ; IPR010314[E3 ubiquitin ligase, domain of unknown function DUF913] ; IPR015940[Ubiquitin-associated domain] ; IPR025527[Domain of unknown function DUF4414]
-- Leucine-rich repeat (LRR) proteinK Transcription ;--
-- Uncharacterized conserved proteinS Function unknown ;IPR006913 [Glutathione-dependent formaldehyde-activating enzyme/centromere protein V]
ko00512 Mucin type O-glycan biosynthesis ko01100 Metabolic pathwaysUncharacterized conserved protein RhaS, contains 28 RHS repeatsR General function prediction only ;IPR000772 [Ricin B, lectin domain] ; IPR001173[Glycosyltransferase 2-like]

Molecular Function:protein binding (GO:0005515)Leucine-rich repeat (LRR) proteinK Transcription ;IPR001611 [Leucine-rich repeat] ; IPR013151[Immunoglobulin]
-- -- -- -- IPR000203 [GPS motif] ; IPR000832[GPCR, family 2, secretin-like] ; IPR000859[CUB domain] ; IPR001759[Pentraxin-related]
ko04070 Phosphatidylinositol signaling system-- -- -- IPR019178 [Phosphatidylinositol 4,5-bisphosphate 4-phosphatase]
-- Dipeptidyl aminopeptidase/acylaminoacyl peptidaseE Amino acid transport and metabolism ;IPR001375 [Peptidase S9, prolyl oligopeptidase, catalytic domain] ; IPR002469[Dipeptidylpeptidase IV, N-terminal domain]
-- Tetratricopeptide (TPR) repeatR General function prediction only ;IPR019734 [Tetratricopeptide repeat]
-- -- -- -- IPR026315 [Out at first protein]
-- -- -- -- --
-- -- -- -- IPR001849 [Pleckstrin homology domain]
ko04611 Platelet activation-- -- -- IPR001849 [Pleckstrin homology domain] ; IPR019748[FERM central domain]



-- -- -- -- IPR005016 [Serine incorporator/TMS membrane protein]
ko04810 Regulation of actin cytoskeleton-- -- -- IPR000048 [IQ motif, EF-hand binding site] ; IPR000593[RasGAP protein, C-terminal] ; IPR001715[Calponin homology domain] ; IPR001936[Ras GTPase-activating protein]
ko04142 Lysosome-- -- -- IPR004687 [Lysosomal-associated transmembrane protein 4/5]
ko04144 Endocytosis-- -- -- IPR007286 [EAP30] ; IPR021648[Vacuolar protein sorting protein 36, GLUE domain]
-- -- -- -- IPR013932 [TATA-binding protein interacting (TIP20)]
ko03013 RNA transportUncharacterized protein, contains caspase domainR General function prediction only ;IPR001680 [WD40 repeat]
-- -- -- -- IPR001660 [Sterile alpha motif domain]
-- PlastocyaninC Energy production and conversion ;IPR002909 [IPT domain] ; IPR011658[PA14 domain] ; IPR019316[G8 domain]
-- -- -- -- --
ko01522 Endocrine resistancePredicted RNA methylaseR General function prediction only ;IPR020989 [Histone-arginine methyltransferase CARM1, N-terminal] ; IPR025799[Protein arginine N-methyltransferase]
-- -- -- -- IPR001841 [Zinc finger, RING-type] ; IPR003137[PA domain]
ko04145 Phagosome-- -- -- IPR000727 [Target SNARE coiled-coil homology domain]
-- -- -- -- IPR002172 [Low-density lipoprotein (LDL) receptor class A repeat]
-- -- -- -- IPR000008 [C2 domain] ; IPR010734[Copine]
-- -- -- -- IPR004328 [BRO1 domain] ; IPR011072[HR1 rho-binding repeat]
-- Uncharacterized conserved protein YjdB, contains Ig-like domainR General function prediction only ;IPR000884 [Thrombospondin type-1 (TSP1) repeat] ; IPR025155[WxxW domain]
-- -- -- -- IPR000225 [Armadillo]
-- -- -- -- IPR022248 [TNF receptor family, RELT]
-- Bacillopeptidase F, M6 metalloprotease familyO Posttranslational modification, protein turnover, chaperones ;IPR000421 [Coagulation factor 5/8 C-terminal domain] ; IPR000834[Peptidase M14, carboxypeptidase A]
ko00564 Glycerophospholipid metabolism ko00565 Ether lipid metabolism ko01100 Metabolic pathways Phosphatidylserine/phosphatidylglycerophosphate/cardiolipin synthase or related enzymeI Lipid transport and metabolism ;IPR001736 [Phospholipase D/Transphosphatidylase] ; IPR032803[PLD-like domain]

-- -- -- IPR029270 [Limb expression 1]
-- -- -- -- --
-- -- -- -- IPR010472 [Formin, FH3 domain] ; IPR010473[Formin, GTPase-binding domain] ; IPR015425[Formin, FH2 domain]
-- -- -- -- IPR029311 [Coiled-coil domain-containing protein 50,  N-terminal]
ko03008 Ribosome biogenesis in eukaryotesWD40 repeatR General function prediction only ;IPR001680 [WD40 repeat]
-- Uncharacterized protein, contains caspase domainR General function prediction only ;IPR000306 [FYVE zinc finger] ; IPR001680[WD40 repeat]
-- -- -- -- IPR005176 [Potentiating neddylation domain]
-- Leucine-rich repeat (LRR) proteinK Transcription ;IPR001611 [Leucine-rich repeat] ; IPR021040[LRRC8, pannexin-like TM region]
-- -- -- -- IPR000198 [Rho GTPase-activating protein domain] ; IPR001452[SH3 domain] ; IPR001849[Pleckstrin homology domain]
ko04137 Mitophagy - animal-- -- -- IPR001806 [Small GTPase superfamily] ; IPR013566[EF hand associated, type-1] ; IPR013567[EF hand associated, type-2]
-- -- -- -- IPR018619 [Hyccin]
-- Permease of the drug/metabolite transporter (DMT) superfamilyGER Carbohydrate transport and metabolism ; Amino acid transport and metabolism ; General function prediction only ;IPR009262 [Solute carrier family 35 member SLC35F1/F2/F6]
-- -- -- -- IPR029399 [TMEM192 family]
ko03013 RNA transport ko03015 mRNA surveillance pathway-- -- -- IPR002483 [PWI domain]
-- -- -- -- IPR032403 [Exocyst component Exo84, C-terminal]
-- Ca2+-dependent lipid-binding protein, contains C2 domainR General function prediction only ;IPR000008 [C2 domain] ; IPR010734[Copine]
-- AAA+-type ATPase, SpoVK/Ycf46/Vps4 familyMDT Cell wall/membrane/envelope biogenesis ; Cell cycle control, cell division, chromosome partitioning ; Signal transduction mechanisms ;IPR003959 [ATPase, AAA-type, core] ; IPR006594[LIS1 homology motif]
-- Ankyrin repeatT Signal transduction mechanisms ;IPR021832 [Ankyrin repeat domain-containing protein 13]
-- -- -- -- IPR004018 [RPEL repeat]
-- Acyl-CoA reductase or other NAD-dependent aldehyde dehydrogenaseC Energy production and conversion ;IPR015590 [Aldehyde dehydrogenase domain]
-- Uncharacterized surface anchored proteinS Function unknown ;--
-- -- -- -- IPR012583 [Pre-rRNA-processing protein RIX1, N-terminal] ; IPR012980[Uncharacterised domain NUC202]
-- -- -- -- IPR001452 [SH3 domain] ; IPR012849[Abl-interactor, homeo-domain homologous domain]
ko04144 Endocytosis-- -- -- IPR009686 [Senescence/spartin-associated]
ko00010 Glycolysis / Gluconeogenesis ko00260 Glycine, serine and threonine metabolism ko01100 Metabolic pathways ko01200 Carbon metabolism ko01230 Biosynthesis of amino acids ko04922 Glucagon signaling pathway ko05230 Central carbon metabolism in cancerPhosphoglycerate mutase (BPG-dependent)G Carbohydrate transport and metabolism ;IPR013078 [Histidine phosphatase superfamily, clade-1]
ko03013 RNA transport-- -- -- IPR007231 [Nucleoporin interacting component Nup93/Nic96]
-- Phenylalanyl-tRNA synthetase beta subunitJ Translation, ribosomal structure and biogenesis ;IPR001611 [Leucine-rich repeat] ; IPR005146[B3/B4 tRNA-binding domain]
-- -- -- -- IPR001664 [Intermediate filament protein] ; IPR032444[Keratin type II head]
-- -- -- -- IPR000198 [Rho GTPase-activating protein domain]
-- Replicative superfamily II helicaseL Replication, recombination and repair ;IPR001650 [Helicase, C-terminal] ; IPR004179[Sec63 domain] ; IPR011545[DEAD/DEAH box helicase domain]
-- -- -- -- IPR001715 [Calponin homology domain] ; IPR019448[EEIG1/EHBP1 N-terminal domain] ; IPR022735[Domain of unknown function DUF3585]
-- -- -- -- IPR001715 [Calponin homology domain] ; IPR001781[Zinc finger, LIM-type] ; IPR022735[Domain of unknown function DUF3585]
ko04390 Hippo signaling pathway ko04530 Tight junction ko05165 Human papillomavirus infectionGuanylate kinaseF Nucleotide transport and metabolism ;IPR001478 [PDZ domain] ; IPR008145[Guanylate kinase/L-type calcium channel beta subunit] ; IPR011511[Variant SH3 domain] ; IPR014775[L27 domain, C-terminal] ; IPR015145[L27-N]
-- -- -- -- IPR031435 [Transmembrane protein TMEM132, N-terminal] ; IPR031436[Transmembrane protein TMEM132, C-terminal] ; IPR031437[Transmembrane protein family 132, middle domain]
ko04310 Wnt signaling pathway-- -- -- IPR018933 [Netrin module, non-TIMP type] ; IPR020067[Frizzled domain]
-- Serine/threonine protein kinaseT Signal transduction mechanisms ;IPR000719 [Protein kinase domain] ; IPR001180[Citron homology (CNH) domain]
-- -- -- -- IPR011021 [Arrestin-like, N-terminal] ; IPR011022[Arrestin C-terminal-like domain]
-- N-acetylneuraminic acid mutarotaseM Cell wall/membrane/envelope biogenesis ;IPR000210 [BTB/POZ domain] ; IPR006652[Kelch repeat type 1] ; IPR011498[Kelch repeat type 2]



-- -- -- -- IPR006671 [Cyclin, N-terminal]
ko04623 Cytosolic DNA-sensing pathway-- -- -- IPR024810 [Mab-21 domain]
ko04360 Axon guidance ko04810 Regulation of actin cytoskeletonMembrane protein involved in colicin uptakeM Cell wall/membrane/envelope biogenesis ;IPR000697 [WH1/EVH1 domain] ; IPR014885[VASP tetramerisation]
-- Leucine-rich repeat (LRR) proteinK Transcription ;IPR001611 [Leucine-rich repeat]
-- Magnesium-transporting ATPase (P-type)P Inorganic ion transport and metabolism ;IPR008250 [P-type ATPase, A  domain] ; IPR032630[P-type ATPase, C-terminal] ; IPR032631[P-type ATPase, N-terminal]
ko03008 Ribosome biogenesis in eukaryotesATP-dependent 26S proteasome regulatory subunitO Posttranslational modification, protein turnover, chaperones ;IPR003959 [ATPase, AAA-type, core]
-- DNA-binding beta-propeller fold protein YncER General function prediction only ;IPR001258 [NHL repeat] ; IPR012336[Thioredoxin-like fold]
-- -- -- -- --
-- -- -- -- IPR010795 [Prenylcysteine lyase]
-- -- -- -- IPR009637 [Lung seven transmembrane receptor-like]
ko04141 Protein processing in endoplasmic reticulumNegative regulator of GroEL, contains thioredoxin-like and TPR-like domainsO Posttranslational modification, protein turnover, chaperones ;IPR013766 [Thioredoxin domain]
ko04150 mTOR signaling pathway-- -- -- IPR013057 [Amino acid transporter, transmembrane domain]
-- -- -- -- IPR001841 [Zinc finger, RING-type] ; IPR003137[PA domain]
-- -- -- -- IPR006861 [Hyaluronan/mRNA-binding protein] ; IPR032381[Intracellular hyaluronan-binding protein 4, N-terminal domain]
-- -- -- -- --
ko00532 Glycosaminoglycan biosynthesis - chondroitin sulfate / dermatan sulfatePutative Zn-dependent protease, contains TPR repeatsR General function prediction only ;IPR005331 [Sulfotransferase]
-- -- -- -- IPR006671 [Cyclin, N-terminal]
-- -- -- -- IPR001715 [Calponin homology domain] ; IPR019448[EEIG1/EHBP1 N-terminal domain] ; IPR022735[Domain of unknown function DUF3585]
-- -- -- -- IPR022049 [FAM69, protein-kinase domain]
-- Hemolysin or related protein, contains CBS domainsR General function prediction only ;IPR000644 [CBS domain]
-- ATPase components of ABC transporters with duplicated ATPase domainsR General function prediction only ;IPR003439 [ABC transporter-like] ; IPR032781[ABC-transporter extension domain]
-- -- -- -- --
-- Co/Zn/Cd efflux system componentP Inorganic ion transport and metabolism ;IPR002524 [Cation efflux protein]
-- -- -- -- IPR001394 [Peptidase C19, ubiquitin carboxyl-terminal hydrolase] ; IPR002048[EF-hand domain] ; IPR006615[Peptidase C19, ubiquitin-specific peptidase, DUSP domain] ; IPR028135[Ubiquitin-like domain, USP-type]
ko03013 RNA transportWD40 repeatR General function prediction only ;IPR001680 [WD40 repeat]
ko03013 RNA transport-- -- -- IPR007846 [RNA-recognition motif (RRM) Nup35-type domain]
-- -- -- -- IPR017978 [GPCR family 3, C-terminal]
ko04978 Mineral absorptionPredicted dinucleotide-binding enzymeR General function prediction only ;IPR013130 [Ferric reductase transmembrane component-like domain] ; IPR028939[Pyrroline-5-carboxylate reductase, catalytic, N-terminal]
-- -- -- -- IPR018499 [Tetraspanin/Peripherin]
-- -- -- -- IPR007000 [Phospholipase B-like]
ko03013 RNA transport ko03040 Spliceosome-- -- -- IPR021418 [THO complex, subunitTHOC2, C-terminal] ; IPR021726[THO complex, subunitTHOC2, N-terminal] ; IPR032302[THO complex subunit 2, N-terminal domain]
ko04390 Hippo signaling pathway ko04530 Tight junction ko05165 Human papillomavirus infection-- -- -- IPR001478 [PDZ domain] ; IPR015132[L27-2]
ko04310 Wnt signaling pathway-- -- -- IPR009539 [Vang-like protein]
ko03460 Fanconi anemia pathwayWD40 repeatR General function prediction only ;IPR001680 [WD40 repeat] ; IPR021772[Protein of unknown function DUF3337]
-- -- -- -- IPR007225 [Exocyst complex component EXOC6/Sec15]
ko04141 Protein processing in endoplasmic reticulum-- -- -- IPR007716 [NPL4, zinc-binding putative] ; IPR007717[Nuclear pore localisation protein NPL4, C-terminal] ; IPR024682[Nuclear pore localisation protein Npl4, ubiquitin-like domain]
-- Regulator of protease activity HflC, stomatin/prohibitin superfamilyO Posttranslational modification, protein turnover, chaperones ;IPR001107 [Band 7 domain]
-- -- -- -- IPR027897 [Protein of unknown function DUF4559]
-- -- -- -- IPR013657 [UAA transporter]
-- -- -- -- --
-- -- -- -- IPR019326 [Protein of unknown function DUF2369]
-- Ca2+-binding protein, RTX toxin-relatedQ Secondary metabolites biosynthesis, transport and catabolism ;--
-- -- -- -- IPR003131 [Potassium channel tetramerisation-type BTB domain]
ko04120 Ubiquitin mediated proteolysisUbiquitin O Posttranslational modification, protein turnover, chaperones ;IPR000594 [THIF-type NAD/FAD binding fold] ; IPR014929[E2 binding]
ko00590 Arachidonic acid metabolism ko01100 Metabolic pathwaysPeroxiredoxinO Posttranslational modification, protein turnover, chaperones ;IPR032801 [Peroxiredoxin-like FAM213/AAED1]
ko00562 Inositol phosphate metabolism ko04070 Phosphatidylinositol signaling system ko04810 Regulation of actin cytoskeleton-- -- -- IPR002498 [Phosphatidylinositol-4-phosphate 5-kinase, core]
-- WD40 repeatR General function prediction only ;IPR001680 [WD40 repeat]
ko00830 Retinol metabolism ko01100 Metabolic pathwaysNAD(P)-dependent dehydrogenase, short-chain alcohol dehydrogenase familyIQR Lipid transport and metabolism ; Secondary metabolites biosynthesis, transport and catabolism ; General function prediction only ;IPR002347 [Short-chain dehydrogenase/reductase SDR]
-- -- -- -- --
-- -- -- -- IPR003137 [PA domain] ; IPR007369[Peptidase A22B, signal peptide peptidase]
-- -- -- -- IPR007369 [Peptidase A22B, signal peptide peptidase]
ko04062 Chemokine signaling pathway ko05167 Kaposi's sarcoma-associated herpesvirus infectionSmall-conductance mechanosensitive channelM Cell wall/membrane/envelope biogenesis ;IPR000219 [Dbl homology (DH) domain] ; IPR000591[DEP domain]
-- -- -- -- IPR022078 [CD99 antigen-like protein 2]
-- Alpha-tubulin suppressor and related RCC1 domain-containing proteinsDZ Cell cycle control, cell division, chromosome partitioning ; Cytoskeleton ;IPR000408 [Regulator of chromosome condensation, RCC1] ; IPR000719[Protein kinase domain]
-- -- -- -- IPR001849 [Pleckstrin homology domain]
-- Uncharacterized conserved protein, contains DUF3084 domainS Function unknown ;IPR001478 [PDZ domain] ; IPR006907[Domain of unknown function DUF622] ; IPR008145[Guanylate kinase/L-type calcium channel beta subunit]
-- -- -- -- IPR007109 [Brix domain]
-- Leucine-rich repeat (LRR) proteinK Transcription ;IPR001611 [Leucine-rich repeat] ; IPR021040[LRRC8, pannexin-like TM region] ; IPR026906[Leucine rich repeat 5]



-- -- -- -- IPR001715 [Calponin homology domain] ; IPR001781[Zinc finger, LIM-type] ; IPR002938[FAD-binding domain] ; IPR022735[Domain of unknown function DUF3585]
ko03013 RNA transportPredicted NTPase, NACHT family domainT Signal transduction mechanisms ;IPR001680 [WD40 repeat] ; IPR024977[Anaphase-promoting complex subunit 4, WD40 domain]
ko04015 Rap1 signaling pathway ko04062 Chemokine signaling pathway ko04080 Neuroactive ligand-receptor interaction ko04144 Endocytosis ko04360 Axon guidance ko04390 Hippo signaling pathway ko04520 Adherens junction ko04530 Tight junction ko05165 Human papillomavirus infection-- -- -- IPR001478 [PDZ domain] ; IPR021922[Domain of unknown function DUF3534]
-- -- -- -- IPR000357 [HEAT repeat] ; IPR001494[Importin-beta, N-terminal domain]
-- Broad specificity phosphatase PhoEG Carbohydrate transport and metabolism ;IPR001452 [SH3 domain] ; IPR013078[Histidine phosphatase superfamily, clade-1] ; IPR015940[Ubiquitin-associated domain]
-- -- -- -- IPR005612 [CCAAT-binding factor] ; IPR011501[Nucleolar complex-associated protein 3, N-terminal]
ko04145 Phagosome ko04913 Ovarian steroidogenesis ko04925 Aldosterone synthesis and secretion ko04975 Fat digestion and absorption ko04976 Bile secretion ko04977 Vitamin digestion and absorption ko04979 Cholesterol metabolism ko05160 Hepatitis C-- -- -- IPR002159 [CD36 family]
ko04722 Neurotrophin signaling pathway ko05205 Proteoglycans in cancer-- -- -- IPR002404 [IRS-type PTB domain]
-- PlastocyaninC Energy production and conversion ;IPR019316 [G8 domain] ; IPR025155[WxxW domain]
ko04144 Endocytosis-- -- -- IPR004328 [BRO1 domain] ; IPR025304[ALIX V-shaped domain]
-- Phosphate/sulfate permeaseP Inorganic ion transport and metabolism ;IPR001204 [Phosphate transporter]
ko04810 Regulation of actin cytoskeleton-- -- -- --
-- -- -- -- IPR000198 [Rho GTPase-activating protein domain] ; IPR000591[DEP domain]
-- Periplasmic protein TonB, links inner and outer membranesM Cell wall/membrane/envelope biogenesis ;--
-- -- -- -- IPR001452 [SH3 domain] ; IPR001683[Phox homologous domain] ; IPR019497[Sorting nexin protein, WASP-binding domain]
-- -- -- -- IPR000058 [Zinc finger, AN1-type]
-- -- -- -- IPR007052 [CS domain]
-- -- -- -- IPR001619 [Sec1-like protein]
-- -- -- -- IPR000626 [Ubiquitin domain] ; IPR004274[FCP1 homology domain]
-- -- -- -- --
ko04520 Adherens junction-- -- -- IPR001478 [PDZ domain] ; IPR001715[Calponin homology domain] ; IPR001781[Zinc finger, LIM-type] ; IPR031865[Domain of unknown function DUF4757]
ko05231 Choline metabolism in cancer-- -- -- IPR007603 [Choline transporter-like]
ko04015 Rap1 signaling pathway ko04024 cAMP signaling pathway ko04144 EndocytosisPredicted ATPaseR General function prediction only ;IPR000159 [Ras-associating (RA) domain] ; IPR000198[Rho GTPase-activating protein domain] ; IPR001164[Arf GTPase activating protein] ; IPR001660[Sterile alpha motif domain] ; IPR001849[Pleckstrin homology domain]
-- -- -- -- --
ko02010 ABC transportersABC-type multidrug transport system, ATPase componentV Defense mechanisms ;IPR003439 [ABC transporter-like]
-- -- -- -- IPR001507 [Zona pellucida domain]
ko03460 Fanconi anemia pathway-- -- -- --
-- -- -- -- IPR022699 [Stonin-2, N-terminal] ; IPR028565[Mu homology domain]
ko03040 Spliceosome-- -- -- IPR013180 [Beta-catenin-like protein 1, N-terminal]
-- -- -- -- IPR025151 [ELYS-like domain] ; IPR032040[ELYS, beta-propeller domain]
-- -- -- -- IPR009428 [Beta-catenin-interacting ICAT]
-- Superfamily II DNA and RNA helicaseL Replication, recombination and repair ;IPR001650 [Helicase, C-terminal] ; IPR003877[SPRY domain] ; IPR011545[DEAD/DEAH box helicase domain]
-- -- -- -- --
ko03050 Proteasome-- -- -- IPR013886 [PI31 proteasome regulator, C-terminal] ; IPR021625[PI31 proteasome regulator,  N-terminal]
-- Amino acid transporterE Amino acid transport and metabolism ;IPR002293 [Amino acid/polyamine transporter I]
-- -- -- -- IPR000436 [Sushi/SCR/CCP domain]
ko04144 EndocytosisGuanine-nucleotide exchange factor, contains Sec7 domainR General function prediction only ;IPR000904 [Sec7 domain] ; IPR032691[Guanine nucleotide exchange factor, N-terminal]
-- -- -- -- IPR004240 [Nonaspanin (TM9SF)]
ko04520 Adherens junction ko04666 Fc gamma R-mediated phagocytosis ko04810 Regulation of actin cytoskeleton ko05100 Bacterial invasion of epithelial cells ko05131 Shigellosis ko05132 Salmonella infection ko05231 Choline metabolism in cancer-- -- -- IPR003124 [WH2 domain]
-- Pimeloyl-ACP methyl ester carboxylesteraseHR Coenzyme transport and metabolism ; General function prediction only ;IPR004142 [NDRG]
ko04141 Protein processing in endoplasmic reticulumMolecular chaperone DnaK (HSP70)O Posttranslational modification, protein turnover, chaperones ;IPR013126 [Heat shock protein 70 family]
ko05100 Bacterial invasion of epithelial cells-- -- -- IPR030379 [Septin-type guanine nucleotide-binding (G) domain]
ko03018 RNA degradation-- -- -- --
-- -- -- -- IPR001478 [PDZ domain] ; IPR001609[Myosin head, motor domain] ; IPR002928[Myosin tail]
-- Predicted NTPase, NACHT family domainT Signal transduction mechanisms ;--
-- Ca2+-binding protein, RTX toxin-relatedQ Secondary metabolites biosynthesis, transport and catabolism ;IPR001007 [VWFC domain] ; IPR001611[Leucine-rich repeat] ; IPR013098[Immunoglobulin I-set] ; IPR019791[Haem peroxidase, animal]
-- Leucine-rich repeat (LRR) proteinK Transcription ;--
ko04514 Cell adhesion molecules (CAMs) ko04520 Adherens junction ko05168 Herpes simplex infection-- -- -- IPR013106 [Immunoglobulin V-set domain] ; IPR013162[CD80-like, immunoglobulin C2-set]
-- Leucine-rich repeat (LRR) proteinK Transcription ;IPR002088 [Protein prenyltransferase, alpha subunit] ; IPR009087[Rab geranylgeranyltransferase, alpha subunit, insert-domain]
-- Protein tyrosine phosphataseT Signal transduction mechanisms ;IPR000242 [PTP type protein phosphatase] ; IPR000998[MAM domain] ; IPR003961[Fibronectin type III]
ko05200 Pathways in cancer ko05216 Thyroid cancer-- -- -- IPR000270 [PB1 domain]
-- -- -- -- IPR000195 [Rab-GTPase-TBC domain]
-- Periplasmic serine protease, S1-C subfamily, contain C-terminal PDZ domainO Posttranslational modification, protein turnover, chaperones ;IPR000867 [Insulin-like growth factor-binding protein, IGFBP] ; IPR001478[PDZ domain] ; IPR002350[Kazal domain]
ko04144 Endocytosis ko04666 Fc gamma R-mediated phagocytosis ko04810 Regulation of actin cytoskeleton ko05100 Bacterial invasion of epithelial cells ko05130 Pathogenic Escherichia coli infection ko05131 Shigellosis ko05132 Salmonella infectionWD40 repeatR General function prediction only ;IPR001680 [WD40 repeat]
ko04110 Cell cycle ko04213 Longevity regulating pathway - multiple species ko04330 Notch signaling pathway ko04919 Thyroid hormone signaling pathway ko05016 Huntington's disease ko05034 Alcoholism ko05165 Human papillomavirus infection ko05169 Epstein-Barr virus infection ko05200 Pathways in cancer ko05202 Transcriptional misregulation in cancer ko05203 Viral carcinogenesis ko05220 Chronic myeloid leukemiaAcetoin utilization deacetylase AcuC or a related deacetylaseBQ Chromatin structure and dynamics ; Secondary metabolites biosynthesis, transport and catabolism ;IPR023801 [Histone deacetylase domain]
ko04144 Endocytosis ko04630 Jak-STAT signaling pathway-- -- -- IPR001452 [SH3 domain] ; IPR002014[VHS domain] ; IPR003903[Ubiquitin interacting motif]
ko04390 Hippo signaling pathway ko04530 Tight junction ko05165 Human papillomavirus infectionGuanylate kinaseF Nucleotide transport and metabolism ;IPR001452 [SH3 domain] ; IPR001478[PDZ domain] ; IPR008145[Guanylate kinase/L-type calcium channel beta subunit] ; IPR019583[PDZ-associated domain of NMDA receptors]
ko00790 Folate biosynthesis ko01523 Antifolate resistanceGamma-glutamyl-gamma-aminobutyrate hydrolase PuuD (putrescine degradation), contains GATase1-like domainE Amino acid transport and metabolism ;IPR011697 [Peptidase C26]



-- Superfamily II DNA and RNA helicaseL Replication, recombination and repair ;IPR001650 [Helicase, C-terminal] ; IPR011545[DEAD/DEAH box helicase domain]
-- Ankyrin repeatT Signal transduction mechanisms ;IPR001452 [SH3 domain] ; IPR020683[Ankyrin repeat-containing domain]
ko04270 Vascular smooth muscle contraction ko04611 Platelet activation ko04810 Regulation of actin cytoskeleton ko05200 Pathways in cancer ko05205 Proteoglycans in cancer-- -- -- IPR000219 [Dbl homology (DH) domain] ; IPR015212[Regulator of G protein signalling-like domain]
ko04141 Protein processing in endoplasmic reticulum-- -- -- IPR004854 [Ubiquitin fusion degradation protein UFD1]
ko04514 Cell adhesion molecules (CAMs)-- -- -- IPR001893 [Cysteine-rich Golgi apparatus protein 1 repeat]
-- Proteasome lid subunit RPN8/RPN11, contains Jab1/MPN domain metalloenzyme (JAMM) motifO Posttranslational modification, protein turnover, chaperones ;IPR000555 [JAB1/MPN/MOV34 metalloenzyme domain]
ko04530 Tight junctionGTPase SAR1 family domainR General function prediction only ;IPR001806 [Small GTPase superfamily]
-- -- -- -- IPR004088 [K Homology domain, type 1] ; IPR015096[Domain of unknown function DUF1897]
-- Leucine-rich repeat (LRR) proteinK Transcription ;IPR001212 [Somatomedin B domain] ; IPR018487[Hemopexin-like repeats]
-- -- -- -- IPR001394 [Peptidase C19, ubiquitin carboxyl-terminal hydrolase]
ko04068 FoxO signaling pathway ko05168 Herpes simplex infection ko05169 Epstein-Barr virus infection ko05203 Viral carcinogenesisUbiquitin C-terminal hydrolaseO Posttranslational modification, protein turnover, chaperones ;IPR001394 [Peptidase C19, ubiquitin carboxyl-terminal hydrolase] ; IPR002083[MATH/TRAF domain] ; IPR024729[Ubiquitin carboxyl-terminal hydrolase 7, ICP0-binding domain] ; IPR029346[Ubiquitin carboxyl-terminal hydrolase, C-terminal]
ko04120 Ubiquitin mediated proteolysis-- -- -- IPR001373 [Cullin, N-terminal] ; IPR019559[Cullin protein, neddylation domain]

-- -- -- IPR001781 [Zinc finger, LIM-type]
ko00534 Glycosaminoglycan biosynthesis - heparan sulfate / heparin ko01100 Metabolic pathways-- -- -- IPR004263 [Exostosin-like] ; IPR015338[Exostosin , C-terminal]
ko00260 Glycine, serine and threonine metabolism ko00270 Cysteine and methionine metabolism ko01100 Metabolic pathwaysMethionine synthase I (cobalamin-dependent), methyltransferase domainE Amino acid transport and metabolism ;IPR003726 [Homocysteine-binding domain]
-- Protein-tyrosine phosphataseT Signal transduction mechanisms ;IPR000340 [Dual specificity phosphatase, catalytic domain]
-- -- -- -- IPR007273 [SCAMP]
-- -- -- -- IPR013106 [Immunoglobulin V-set domain]
-- GTPase SAR1 family domainR General function prediction only ;IPR001806 [Small GTPase superfamily]
-- -- -- -- --
ko04060 Cytokine-cytokine receptor interaction-- -- -- IPR022248 [TNF receptor family, RELT]
ko04152 AMPK signaling pathway ko04211 Longevity regulating pathway ko04920 Adipocytokine signaling pathway ko04932 Non-alcoholic fatty liver disease (NAFLD)Predicted membrane channel-forming protein YqfA, hemolysin III familyU Intracellular trafficking, secretion, and vesicular transport ;IPR004254 [AdipoR/Haemolysin-III-related]
-- -- -- -- IPR008590 [Protein of unknown function DUF872, transmembrane]
-- -- -- -- IPR007191 [Sec8 exocyst complex component specific domain]
-- -- -- -- IPR001849 [Pleckstrin homology domain] ; IPR019748[FERM central domain]
-- Uncharacterized surface anchored proteinS Function unknown ;IPR004088 [K Homology domain, type 1] ; IPR015096[Domain of unknown function DUF1897]
-- Leucine-rich repeat (LRR) proteinK Transcription ;IPR001611 [Leucine-rich repeat]
ko04144 Endocytosis-- -- -- IPR001452 [SH3 domain]
-- Sugar phosphate permeaseG Carbohydrate transport and metabolism ;IPR002350 [Kazal domain] ; IPR004156[Organic anion transporter polypeptide OATP]
-- -- -- -- IPR023421 [Axin interactor, dorsalization-associated protein, N-terminal] ; IPR025939[Axin interactor dorsalization-associated protein, C-terminal domain]
-- GTPase SAR1 family domainR General function prediction only ;IPR006689 [Small GTPase superfamily, ARF/SAR type]
-- -- -- -- IPR023235 [FAM105]
-- -- -- -- IPR001849 [Pleckstrin homology domain] ; IPR010703[Dedicator of cytokinesis, C-terminal] ; IPR021816[Dedicator of cytokinesis C/D, N-terminal] ; IPR027007[DHR-1 domain]
-- Membrane associated serine protease, rhomboid familyO Posttranslational modification, protein turnover, chaperones ;IPR022241 [Rhomboid serine protease] ; IPR022764[Peptidase S54, rhomboid domain]
-- -- -- -- --
-- Nicotinamidase-related amidaseHR Coenzyme transport and metabolism ; General function prediction only ;IPR000868 [Isochorismatase-like]
-- -- -- -- IPR001849 [Pleckstrin homology domain]
-- -- -- -- IPR007259 [Gamma-tubulin complex component protein]
-- -- -- -- IPR003131 [Potassium channel tetramerisation-type BTB domain]
-- -- -- -- IPR002048 [EF-hand domain]
ko04020 Calcium signaling pathway ko04024 cAMP signaling pathway ko04611 Platelet activation ko04924 Renin secretion ko04925 Aldosterone synthesis and secretion ko05340 Primary immunodeficiency-- -- -- IPR012446 [Calcium release-activated calcium channel protein]
-- -- -- -- IPR000261 [EH domain]
ko01100 Metabolic pathways Dienelactone hydrolaseQ Secondary metabolites biosynthesis, transport and catabolism ;IPR002925 [Dienelactone hydrolase]
-- -- -- -- IPR009755 [Colon cancer-associated Mic1-like]
-- -- -- -- IPR003877 [SPRY domain]
-- -- -- -- IPR006977 [Yip1 domain]
ko04142 LysosomeArylsulfatase A or related enzymeP Inorganic ion transport and metabolism ;IPR000917 [Sulfatase, N-terminal]
-- -- -- -- IPR022083 [KIF-1 binding protein]
ko04144 Endocytosis-- -- -- IPR018798 [Multivesicular body subunit 12]
-- -- -- -- IPR029204 [CB1 cannabinoid receptor-interacting protein 1]
-- Ca2+-dependent lipid-binding protein, contains C2 domainR General function prediction only ;IPR000008 [C2 domain] ; IPR010734[Copine]
-- -- -- -- IPR002048 [EF-hand domain] ; IPR013787[S100/CaBP-9k-type, calcium binding, subdomain]
ko04015 Rap1 signaling pathway ko04670 Leukocyte transendothelial migration-- -- -- IPR000331 [Rap GTPase activating protein domain] ; IPR001478[PDZ domain]
ko04115 p53 signaling pathway-- -- -- IPR004031 [PMP-22/EMP/MP20/Claudin superfamily]
ko04144 Endocytosis ko04217 Necroptosis-- -- -- IPR005024 [Snf7 family]
ko00010 Glycolysis / Gluconeogenesis ko00030 Pentose phosphate pathway ko00052 Galactose metabolism ko00230 Purine metabolism ko00500 Starch and sucrose metabolism ko00520 Amino sugar and nucleotide sugar metabolism ko01100 Metabolic pathways PhosphomannomutaseG Carbohydrate transport and metabolism ;IPR005843 [Alpha-D-phosphohexomutase, C-terminal] ; IPR005844[Alpha-D-phosphohexomutase, alpha/beta/alpha domain I] ; IPR005845[Alpha-D-phosphohexomutase, alpha/beta/alpha domain II] ; IPR005846[Alpha-D-phosphohexomutase, alpha/beta/alpha domain III]
-- PASTA domain, binds beta-lactamsM Cell wall/membrane/envelope biogenesis ;IPR000719 [Protein kinase domain]
-- 2-keto-4-pentenoate hydratase/2-oxohepta-3-ene-1,7-dioic acid hydratase (catechol pathway)Q Secondary metabolites biosynthesis, transport and catabolism ;IPR011234 [Fumarylacetoacetase, C-terminal-related]



-- Superfamily II DNA and RNA helicaseL Replication, recombination and repair ;IPR001650 [Helicase, C-terminal] ; IPR011545[DEAD/DEAH box helicase domain]
-- -- -- -- IPR001594 [Palmitoyltransferase, DHHC domain]
-- -- -- -- IPR001478 [PDZ domain] ; IPR001781[Zinc finger, LIM-type] ; IPR031847[Domain of unknown function DUF4749]
-- -- -- -- IPR004345 [TB2/DP1/HVA22-related protein]
-- -- -- -- IPR004088 [K Homology domain, type 1]
-- Leucine-rich repeat (LRR) proteinK Transcription ;IPR001611 [Leucine-rich repeat] ; IPR001715[Calponin homology domain]
ko00051 Fructose and mannose metabolism ko00520 Amino sugar and nucleotide sugar metabolism ko01100 Metabolic pathways NDP-sugar pyrophosphorylase, includes eIF-2Bgamma, eIF-2Bepsilon, and LPS biosynthesis proteinsJM Translation, ribosomal structure and biogenesis ; Cell wall/membrane/envelope biogenesis ;IPR001451 [Hexapeptide repeat] ; IPR005835[Nucleotidyl transferase domain]
-- Fermentation-respiration switch protein FrsA, has esterase activity, DUF1100 familyT Signal transduction mechanisms ;IPR000073 [Alpha/beta hydrolase fold-1]
ko04610 Complement and coagulation cascades ko04972 Pancreatic secretion ko04974 Protein digestion and absorptionMurein tripeptide amidase MpaAM Cell wall/membrane/envelope biogenesis ;IPR000834 [Peptidase M14, carboxypeptidase A] ; IPR003146[Carboxypeptidase, activation peptide]
-- Outer membrane protein assembly factor BamB, contains PQQ-like beta-propeller repeatM Cell wall/membrane/envelope biogenesis ;IPR013098 [Immunoglobulin I-set] ; IPR013162[CD80-like, immunoglobulin C2-set]
-- PASTA domain, binds beta-lactamsM Cell wall/membrane/envelope biogenesis ;IPR000719 [Protein kinase domain] ; IPR024678[Serine/threonine-protein kinase OSR1/WNK, CCT domain]
-- Leucine-rich repeat (LRR) proteinK Transcription ;IPR000483 [Cysteine-rich flanking region, C-terminal] ; IPR001611[Leucine-rich repeat] ; IPR013098[Immunoglobulin I-set]
-- -- -- -- IPR001190 [SRCR domain] ; IPR001695[Lysyl oxidase]
-- Aldo/keto reductase, related to diketogulonate reductaseQ Secondary metabolites biosynthesis, transport and catabolism ;IPR023210 [NADP-dependent oxidoreductase domain]
-- Serine/threonine protein kinaseT Signal transduction mechanisms ;IPR000719 [Protein kinase domain]
-- -- -- -- IPR002049 [Laminin EGF domain] ; IPR013032[EGF-like, conserved site]
ko00330 Arginine and proline metabolism ko00340 Histidine metabolism ko00410 beta-Alanine metabolism ko01100 Metabolic pathwaysAcetylornithine deacetylase/Succinyl-diaminopimelate desuccinylase or related deacylaseE Amino acid transport and metabolism ;IPR002933 [Peptidase M20] ; IPR011650[Peptidase M20, dimerisation domain]
-- -- -- -- IPR000315 [B-box-type zinc finger]
-- -- -- -- IPR001810 [F-box domain]
-- -- -- -- IPR027930 [Protein of unknown function DUF4609]
-- -- -- -- IPR010703 [Dedicator of cytokinesis, C-terminal] ; IPR021816[Dedicator of cytokinesis C/D, N-terminal] ; IPR027007[DHR-1 domain]
ko04390 Hippo signaling pathway ko04392 Hippo signaling pathway - multiple species-- -- -- IPR018979 [FERM, N-terminal] ; IPR018980[FERM, C-terminal PH-like domain] ; IPR019748[FERM central domain]
ko01523 Antifolate resistancePredicted arabinose efflux permease, MFS familyG Carbohydrate transport and metabolism ;IPR011701 [Major facilitator superfamily]
-- Glutathione S-transferaseO Posttranslational modification, protein turnover, chaperones ;--
ko04144 Endocytosis-- -- -- IPR000159 [Ras-associating (RA) domain] ; IPR000198[Rho GTPase-activating protein domain] ; IPR001164[Arf GTPase activating protein] ; IPR001660[Sterile alpha motif domain] ; IPR001849[Pleckstrin homology domain]
-- -- -- -- IPR001494 [Importin-beta, N-terminal domain]
-- -- -- -- IPR000421 [Coagulation factor 5/8 C-terminal domain] ; IPR000859[CUB domain] ; IPR004043[LCCL domain]
-- N-acetylmuramoyl-L-alanine amidase CwlAM Cell wall/membrane/envelope biogenesis ;IPR002502 [N-acetylmuramoyl-L-alanine amidase domain]
-- RNA recognition motif (RRM) domainJ Translation, ribosomal structure and biogenesis ;IPR000504 [RNA recognition motif domain]
ko04120 Ubiquitin mediated proteolysis ko04144 Endocytosis ko04530 Tight junction ko04960 Aldosterone-regulated sodium reabsorption-- -- -- IPR000008 [C2 domain] ; IPR000569[HECT domain] ; IPR001202[WW domain]
-- Cell division protein DamX, binds to the septal ring, contains C-terminal SPOR domainD Cell cycle control, cell division, chromosome partitioning ;IPR010472 [Formin, FH3 domain] ; IPR010473[Formin, GTPase-binding domain] ; IPR015425[Formin, FH2 domain]
ko03013 RNA transporttRNA nucleotidyltransferase/poly(A) polymeraseJ Translation, ribosomal structure and biogenesis ;IPR002646 [Poly A polymerase, head domain] ; IPR032828[tRNA nucleotidyltransferase/poly(A) polymerase, RNA and SrmB- binding domain]
-- -- -- -- IPR029409 [Transmembrane protein 237]
ko04724 Glutamatergic synapse ko04727 GABAergic synapse ko04974 Protein digestion and absorption-- -- -- IPR013057 [Amino acid transporter, transmembrane domain]
-- Predicted arabinose efflux permease, MFS familyG Carbohydrate transport and metabolism ;IPR005828 [Major facilitator,  sugar transporter-like]
-- -- -- -- IPR001452 [SH3 domain] ; IPR001683[Phox homologous domain] ; IPR019497[Sorting nexin protein, WASP-binding domain]
ko04015 Rap1 signaling pathway ko04080 Neuroactive ligand-receptor interaction ko04610 Complement and coagulation cascades ko04611 Platelet activation ko05200 Pathways in cancer-- -- -- IPR000276 [G protein-coupled receptor, rhodopsin-like]
-- -- -- -- IPR007052 [CS domain]
ko04621 NOD-like receptor signaling pathwayLeucine-rich repeat (LRR) proteinK Transcription ;IPR001478 [PDZ domain] ; IPR001611[Leucine-rich repeat]
-- -- -- -- IPR007259 [Gamma-tubulin complex component protein]
-- Outer membrane protein assembly factor BamB, contains PQQ-like beta-propeller repeatM Cell wall/membrane/envelope biogenesis ;IPR000884 [Thrombospondin type-1 (TSP1) repeat] ; IPR001881[EGF-like calcium-binding domain] ; IPR006605[G2 nidogen/fibulin G2F] ; IPR013098[Immunoglobulin I-set] ; IPR026823[Complement Clr-like EGF domain]
-- -- -- -- IPR003877 [SPRY domain] ; IPR006594[LIS1 homology motif] ; IPR024964[CTLH/CRA C-terminal to LisH motif domain]
-- -- -- -- IPR000538 [Link domain] ; IPR013106[Immunoglobulin V-set domain]
-- -- -- -- IPR008253 [Marvel domain]
-- -- -- -- IPR000306 [FYVE zinc finger] ; IPR001849[Pleckstrin homology domain]
-- -- -- -- IPR001478 [PDZ domain]
-- Predicted arabinose efflux permease, MFS familyG Carbohydrate transport and metabolism ;--
-- -- -- -- IPR000648 [Oxysterol-binding protein] ; IPR001849[Pleckstrin homology domain]
ko00430 Taurine and hypotaurine metabolism ko01100 Metabolic pathways-- -- -- IPR012864 [Cysteine oxygenase/2-aminoethanethiol dioxygenase]
-- -- -- -- IPR024687 [MMS19, C-terminal]
-- -- -- -- --
-- -- -- -- --
-- -- -- -- IPR000626 [Ubiquitin domain] ; IPR000938[CAP Gly-rich domain]
ko03050 Proteasome20S proteasome, alpha and beta subunitsO Posttranslational modification, protein turnover, chaperones ;IPR001353 [Proteasome, subunit alpha/beta] ; IPR024689[Proteasome beta subunit, C-terminal]
ko00440 Phosphonate and phosphinate metabolism ko00564 Glycerophospholipid metabolism ko01100 Metabolic pathwaysGlycerol-3-phosphate cytidylyltransferase, cytidylyltransferase familyM Cell wall/membrane/envelope biogenesis ;IPR004821 [Cytidyltransferase-like domain]
ko03050 Proteasome ko05169 Epstein-Barr virus infectionPredicted NTPase, NACHT family domainT Signal transduction mechanisms ;IPR002015 [Proteasome/cyclosome repeat]
ko05012 Parkinson's diseasePutative intracellular protease/amidaseR General function prediction only ;IPR002818 [DJ-1/PfpI]
ko04142 Lysosome ko04722 Neurotrophin signaling pathway ko04979 Cholesterol metabolismUncharacterized protein related to plant photosystem II stability/assembly factorR General function prediction only ;IPR031777 [Sortilin, C-terminal] ; IPR031778[Sortilin, N-terminal]



-- NADPH:quinone reductase or related Zn-dependent oxidoreductaseCR Energy production and conversion ; General function prediction only ;IPR013149 [Alcohol dehydrogenase, C-terminal] ; IPR013154[Alcohol dehydrogenase, N-terminal]
-- -- -- -- IPR000225 [Armadillo]
ko04136 Autophagy - other ko04140 Autophagy - animal ko04371 Apelin signaling pathwayWD40 repeatR General function prediction only ;IPR000719 [Protein kinase domain] ; IPR001680[WD40 repeat]
-- -- -- -- IPR013787 [S100/CaBP-9k-type, calcium binding, subdomain]
-- Tetratricopeptide (TPR) repeatR General function prediction only ;IPR001623 [DnaJ domain] ; IPR011990[Tetratricopeptide-like helical domain] ; IPR019734[Tetratricopeptide repeat]
-- -- -- -- IPR026317 [Protein C10]
-- -- -- -- IPR033464 [CSN8/PSMD8/EIF3K]
ko04060 Cytokine-cytokine receptor interaction ko04151 PI3K-Akt signaling pathway ko04630 Jak-STAT signaling pathway-- -- -- IPR003961 [Fibronectin type III]
-- -- -- -- IPR002048 [EF-hand domain]
-- -- -- -- IPR001752 [Kinesin motor domain]
ko00561 Glycerolipid metabolism ko01100 Metabolic pathways ko04723 Retrograde endocannabinoid signaling ko04923 Regulation of lipolysis in adipocytesLysophospholipase, alpha-beta hydrolase superfamilyI Lipid transport and metabolism ;IPR022742 [Serine aminopeptidase, S33]
ko04974 Protein digestion and absorptionCell division protein DamX, binds to the septal ring, contains C-terminal SPOR domainD Cell cycle control, cell division, chromosome partitioning ;IPR002035 [von Willebrand factor, type A] ; IPR003961[Fibronectin type III] ; IPR008160[Collagen triple helix repeat]
ko04350 TGF-beta signaling pathway ko04550 Signaling pathways regulating pluripotency of stem cells-- -- -- IPR001132 [SMAD domain, Dwarfin-type] ; IPR003619[MAD homology 1, Dwarfin-type]
-- -- -- -- IPR002164 [Nucleosome assembly protein (NAP)]
-- -- -- -- --
ko00562 Inositol phosphate metabolism ko01100 Metabolic pathways ko04070 Phosphatidylinositol signaling system ko04072 Phospholipase D signaling pathway ko04144 Endocytosis ko04666 Fc gamma R-mediated phagocytosis ko04810 Regulation of actin cytoskeleton ko05231 Choline metabolism in cancer-- -- -- IPR002498 [Phosphatidylinositol-4-phosphate 5-kinase, core]
-- -- -- -- IPR004240 [Nonaspanin (TM9SF)]
-- -- -- -- IPR002259 [Equilibrative nucleoside transporter]
-- Ca2+-binding protein, EF-hand superfamilyT Signal transduction mechanisms ;IPR002048 [EF-hand domain]
ko04144 Endocytosis-- -- -- IPR001452 [SH3 domain] ; IPR004148[BAR domain]

-- -- -- IPR025977 [Nuclear condensin complex subunit 3, C-terminal domain]
ko04144 Endocytosis ko04666 Fc gamma R-mediated phagocytosis ko04810 Regulation of actin cytoskeleton ko05100 Bacterial invasion of epithelial cells ko05130 Pathogenic Escherichia coli infection ko05131 Shigellosis ko05132 Salmonella infection-- -- -- IPR006789 [Actin-related protein 2/3 complex subunit 5]
ko04150 mTOR signaling pathway-- -- -- IPR031313 [SAPK-interacting protein 1, Pleckstrin-homology domain] ; IPR031567[Sin1, middle CRIM domain] ; IPR032679[Sin1, N-terminal]
-- RNA recognition motif (RRM) domainJ Translation, ribosomal structure and biogenesis ;IPR000504 [RNA recognition motif domain] ; IPR001878[Zinc finger, CCHC-type]
-- -- -- -- IPR000306 [FYVE zinc finger] ; IPR032031[Zinc finger FYVE domain-containing protein 21, C-terminal]
-- Predicted ATPaseR General function prediction only ;IPR001680 [WD40 repeat]
-- -- -- -- IPR007015 [DNA polymerase V]
-- -- -- -- IPR001849 [Pleckstrin homology domain] ; IPR019748[FERM central domain]
-- Membrane protein involved in colicin uptakeM Cell wall/membrane/envelope biogenesis ;IPR001680 [WD40 repeat] ; IPR015048[Domain of unknown function DUF1899]
-- -- -- -- IPR010357 [Protein of unknown function DUF953, thioredoxin-like]
ko04144 Endocytosis-- -- -- IPR008570 [ESCRT-II complex, vps25 subunit]
-- WD40 repeatR General function prediction only ;IPR001680 [WD40 repeat]
ko03015 mRNA surveillance pathwayStalled ribosome rescue protein Dom34, pelota familyJ Translation, ribosomal structure and biogenesis ;IPR005140 [eRF1 domain 1/Pelota-like] ; IPR005141[eRF1 domain 2] ; IPR005142[eRF1 domain 3]
-- Negative regulator of GroEL, contains thioredoxin-like and TPR-like domainsO Posttranslational modification, protein turnover, chaperones ;IPR013766 [Thioredoxin domain]
-- -- -- -- IPR006990 [Tweety]
-- -- -- -- IPR000008 [C2 domain] ; IPR031468[Synaptotagmin-like mitochondrial-lipid-binding domain]
-- -- -- -- IPR032375 [Cerebral cavernous malformations 2, harmonin-homology domain]
-- -- -- -- IPR021852 [Domain of unknown function DUF3456]
-- -- -- -- IPR019325 [NEDD4/Bsd2]
-- -- -- -- IPR000717 [Proteasome component (PCI) domain]
-- -- -- -- IPR019140 [Mini-chromosome maintenance complex-binding protein]
ko04122 Sulfur relay system-- -- -- IPR015221 [Ubiquitin-related modifier 1]
-- -- -- -- --
-- Leucine-rich repeat (LRR) proteinK Transcription ;IPR001611 [Leucine-rich repeat]
ko00562 Inositol phosphate metabolism ko01100 Metabolic pathways ko04070 Phosphatidylinositol signaling system-- -- -- IPR000403 [Phosphatidylinositol 3-/4-kinase, catalytic domain]
-- -- -- -- IPR022577 [Tubulin-specific chaperone D, C-terminal]
ko03013 RNA transport-- -- -- IPR019049 [Nucleoporin protein Ndc1-Nup]
ko04145 Phagosome ko04540 Gap junction ko05130 Pathogenic Escherichia coli infection-- -- -- IPR003008 [Tubulin/FtsZ, GTPase domain] ; IPR018316[Tubulin/FtsZ, 2-layer sandwich domain]
ko05164 Influenza A-- -- -- IPR003034 [SAP domain] ; IPR003877[SPRY domain]
-- -- -- -- --
ko04141 Protein processing in endoplasmic reticulum ko05014 Amyotrophic lateral sclerosis (ALS)-- -- -- --
ko00270 Cysteine and methionine metabolism ko01100 Metabolic pathwaysMethylthioribose-1-phosphate isomerase (methionine salvage pathway), a paralog of eIF-2B alpha subunitE Amino acid transport and metabolism ;IPR000649 [Initiation factor 2B-related]
ko00270 Cysteine and methionine metabolism ko01100 Metabolic pathwaysAcireductone dioxygenase (methionine salvage), cupin superfamilyE Amino acid transport and metabolism ;IPR004313 [Acireductone dioxygenase ARD family]
-- -- -- -- IPR001841 [Zinc finger, RING-type]
-- Cyclopropane fatty-acyl-phospholipid synthase and related methyltransferasesI Lipid transport and metabolism ;IPR008576 [Alpha-N-methyltransferase NTM1]
ko04145 Phagosome ko04540 Gap junction ko05130 Pathogenic Escherichia coli infection-- -- -- IPR003008 [Tubulin/FtsZ, GTPase domain] ; IPR018316[Tubulin/FtsZ, 2-layer sandwich domain]
ko04136 Autophagy - other ko04140 Autophagy - animal ko04150 mTOR signaling pathway ko04151 PI3K-Akt signaling pathwayPredicted ATPaseR General function prediction only ;IPR001680 [WD40 repeat]
-- -- -- -- --



-- -- -- -- IPR021148 [Polysaccharide biosynthesis domain]
ko00564 Glycerophospholipid metabolism ko01100 Metabolic pathways -- -- -- IPR004277 [Phosphatidyl serine synthase]
-- -- -- -- IPR009038 [GOLD domain]
ko03013 RNA transport-- -- -- --
-- ATP-dependent 26S proteasome regulatory subunitO Posttranslational modification, protein turnover, chaperones ;IPR003959 [ATPase, AAA-type, core]
-- Spore germination protein YaaHD Cell cycle control, cell division, chromosome partitioning ;IPR001223 [Glycoside hydrolase family 18, catalytic domain]
ko04514 Cell adhesion molecules (CAMs) ko04530 Tight junction ko04670 Leukocyte transendothelial migration ko05120 Epithelial cell signaling in Helicobacter pylori infection-- -- -- IPR013106 [Immunoglobulin V-set domain]
-- -- -- -- --
-- -- -- -- IPR009538 [PV-1]
-- -- -- -- IPR000648 [Oxysterol-binding protein]
ko04144 Endocytosis-- -- -- IPR000008 [C2 domain] ; IPR019018[Rab-binding domain FIP-RBD]
-- -- -- -- IPR000195 [Rab-GTPase-TBC domain]
-- Tetratricopeptide (TPR) repeatR General function prediction only ;IPR019734 [Tetratricopeptide repeat] ; IPR021183[N-terminal acetyltransferase A, auxiliary subunit]
-- Amino acid transporterE Amino acid transport and metabolism ;IPR004841 [Amino acid permease/ SLC12A domain] ; IPR018491[SLC12A transporter, C-terminal]
-- -- -- -- IPR022065 [Uncharacterised protein family, TMEM59]
-- -- -- -- IPR001073 [C1q domain] ; IPR011489[EMI domain]
ko00230 Purine metabolism ko00983 Drug metabolism - other enzymes ko01100 Metabolic pathwaysInosine/xanthosine triphosphate pyrophosphatase, all-alpha NTP-PPase familyF Nucleotide transport and metabolism ;IPR002637 [Ham1-like protein]
-- -- -- -- IPR013979 [Translation initiation factor, beta propellor-like domain]
ko04514 Cell adhesion molecules (CAMs)-- -- -- IPR013106 [Immunoglobulin V-set domain] ; IPR013162[CD80-like, immunoglobulin C2-set]
ko03320 PPAR signaling pathway ko04979 Cholesterol metabolism-- -- -- IPR002181 [Fibrinogen, alpha/beta/gamma chain, C-terminal globular domain]
ko04015 Rap1 signaling pathway ko04144 Endocytosis ko04360 Axon guidance ko04390 Hippo signaling pathway ko04530 Tight junction ko05165 Human papillomavirus infection-- -- -- IPR000270 [PB1 domain] ; IPR001478[PDZ domain]
-- -- -- -- IPR018619 [Hyccin]
-- Uncharacterized protein, contains ParB-like nuclease domainR General function prediction only ;IPR003115 [ParB/Sulfiredoxin]
-- -- -- -- IPR001849 [Pleckstrin homology domain] ; IPR010703[Dedicator of cytokinesis, C-terminal] ; IPR021816[Dedicator of cytokinesis C/D, N-terminal] ; IPR027007[DHR-1 domain]
-- -- -- -- IPR019748 [FERM central domain]
ko03008 Ribosome biogenesis in eukaryotesGTP-binding protein, GTP1/Obg familyR General function prediction only ;IPR010674 [Nucleolar GTP-binding protein 1, Rossman-fold domain] ; IPR012973[NOG, C-terminal]
ko05202 Transcriptional misregulation in cancer-- -- -- IPR001012 [UBX domain] ; IPR021569[TUG ubiquitin-like domain]
-- Ankyrin repeatT Signal transduction mechanisms ;IPR020683 [Ankyrin repeat-containing domain]
-- GTPase SAR1 family domainR General function prediction only ;IPR001806 [Small GTPase superfamily]
-- Diphthamide synthase subunit DPH2J Translation, ribosomal structure and biogenesis ;IPR016435 [Diphthamide synthesis DPH1/DPH2]
-- WD40 repeatR General function prediction only ;--
ko04310 Wnt signaling pathwayPredicted NTPase, NACHT family domainT Signal transduction mechanisms ;IPR001680 [WD40 repeat] ; IPR006594[LIS1 homology motif]
ko04015 Rap1 signaling pathway ko04925 Aldosterone synthesis and secretionSerine/threonine protein kinaseT Signal transduction mechanisms ;IPR000719 [Protein kinase domain] ; IPR002219[Protein kinase C-like, phorbol ester/diacylglycerol-binding domain]
ko04650 Natural killer cell mediated cytotoxicity-- -- -- IPR011161 [MHC class I-like antigen recognition-like]
-- -- -- -- --
ko00240 Pyrimidine metabolism ko00983 Drug metabolism - other enzymes ko01100 Metabolic pathwaysUridine kinaseF Nucleotide transport and metabolism ;IPR006083 [Phosphoribulokinase/uridine kinase]
-- -- -- -- IPR007875 [Sprouty]
-- -- -- -- IPR001594 [Palmitoyltransferase, DHHC domain]
ko04360 Axon guidance-- -- -- IPR001627 [Sema domain] ; IPR002165[Plexin repeat]
-- Ankyrin repeatT Signal transduction mechanisms ;IPR020683 [Ankyrin repeat-containing domain]
ko00440 Phosphonate and phosphinate metabolism ko00564 Glycerophospholipid metabolism ko00565 Ether lipid metabolism ko01100 Metabolic pathways -- -- -- IPR000462 [CDP-alcohol phosphatidyltransferase]
-- -- -- -- IPR000198 [Rho GTPase-activating protein domain] ; IPR000857[MyTH4 domain] ; IPR001202[WW domain]
-- -- -- -- IPR010569 [Myotubularin-like phosphatase domain] ; IPR022587[Myotubularin-related 12-like C-terminal domain]
-- -- -- -- --
-- Cysteine protease, C1A familyO Posttranslational modification, protein turnover, chaperones ;IPR000668 [Peptidase C1A, papain C-terminal]
-- -- -- -- IPR026794 [Uncharacterised protein family UPF0687]
-- -- -- -- --
ko03018 RNA degradationWD40 repeatR General function prediction only ;IPR001680 [WD40 repeat]
-- TFIIF-interacting CTD phosphatase, includes NLI-interacting factorK Transcription ;IPR004274 [FCP1 homology domain]
-- FOG: Zn-fingerR General function prediction only ;IPR001909 [Krueppel-associated box] ; IPR007087[Zinc finger, C2H2]
-- Molybdopterin or thiamine biosynthesis adenylyltransferaseH Coenzyme transport and metabolism ;IPR000594 [THIF-type NAD/FAD binding fold]
-- -- -- -- IPR001590 [Peptidase M12B, ADAM/reprolysin] ; IPR001762[Disintegrin domain] ; IPR002870[Peptidase M12B, propeptide] ; IPR006586[ADAM, cysteine-rich]
ko03013 RNA transport-- -- -- IPR003890 [MIF4G-like, type 3] ; IPR009818[Ataxin-2, C-terminal]
ko03008 Ribosome biogenesis in eukaryotes ko03018 RNA degradation-- -- -- IPR004859 [Putative 5-3 exonuclease]
-- GTPase SAR1 family domainR General function prediction only ;IPR001806 [Small GTPase superfamily]

-- -- -- IPR008496 [Protein of unknown function DUF778]
ko05134 LegionellosisGTPase SAR1 family domainR General function prediction only ;IPR001806 [Small GTPase superfamily]
-- -- -- -- IPR015021 [Domain of unknown function DUF1907]



ko04110 Cell cycle ko04114 Oocyte meiosis ko04120 Ubiquitin mediated proteolysis ko04914 Progesterone-mediated oocyte maturation ko05166 HTLV-I infection-- -- -- IPR024990 [Anaphase-promoting complex subunit 1]
-- -- -- -- IPR028144 [Cysteine-rich transmembrane CYSTM domain]
ko04136 Autophagy - other ko04137 Mitophagy - animal ko04140 Autophagy - animal ko04211 Longevity regulating pathway ko04213 Longevity regulating pathway - multiple species ko04216 Ferroptosis ko04621 NOD-like receptor signaling pathway ko04622 RIG-I-like receptor signaling pathway ko05131 Shigellosis-- -- -- IPR007239 [Autophagy-related protein 5]
ko04144 Endocytosis-- -- -- IPR003903 [Ubiquitin interacting motif] ; IPR013809[ENTH  domain]
ko04071 Sphingolipid signaling pathway ko04080 Neuroactive ligand-receptor interaction-- -- -- IPR000276 [G protein-coupled receptor, rhodopsin-like]
-- -- -- -- IPR027967 [Protein of unknown function DUF4612]
-- -- -- -- IPR001619 [Sec1-like protein]
-- -- -- -- IPR006993 [SH3-binding, glutamic acid-rich protein]
-- N-acetylneuraminic acid mutarotaseM Cell wall/membrane/envelope biogenesis ;IPR000210 [BTB/POZ domain] ; IPR006652[Kelch repeat type 1] ; IPR011705[BTB/Kelch-associated]
ko04114 Oocyte meiosisSerine/threonine protein kinaseT Signal transduction mechanisms ;IPR000719 [Protein kinase domain] ; IPR022165[Polo kinase kinase]
ko04724 Glutamatergic synapse ko04727 GABAergic synapse-- -- -- IPR013057 [Amino acid transporter, transmembrane domain]
ko04010 MAPK signaling pathwaySerine/threonine protein kinaseT Signal transduction mechanisms ;IPR000719 [Protein kinase domain]
ko03018 RNA degradationHrpA-like RNA helicaseJ Translation, ribosomal structure and biogenesis ;IPR001650 [Helicase, C-terminal] ; IPR007502[Helicase-associated domain] ; IPR011545[DEAD/DEAH box helicase domain] ; IPR011709[Domain of unknown function DUF1605]
ko00190 Oxidative phosphorylationInorganic pyrophosphataseCP Energy production and conversion ; Inorganic ion transport and metabolism ;IPR008162 [Inorganic pyrophosphatase]
-- Acid stress-induced BolA-like protein IbaG/YrbA, predicted regulator of iron metabolismT Signal transduction mechanisms ;IPR002634 [BolA protein]
-- Protein tyrosine phosphataseT Signal transduction mechanisms ;IPR000242 [PTP type protein phosphatase] ; IPR004328[BRO1 domain] ; IPR025304[ALIX V-shaped domain]
-- Tetratricopeptide (TPR) repeatR General function prediction only ;IPR019734 [Tetratricopeptide repeat] ; IPR024660[UNC-45/Cro1/She4, central domain]
ko04141 Protein processing in endoplasmic reticulumDnaJ-class molecular chaperone with C-terminal Zn finger domainO Posttranslational modification, protein turnover, chaperones ;IPR001623 [DnaJ domain]
-- -- -- -- IPR031600 [Domain of unknown function DUF4706]
ko04144 Endocytosis ko04217 Necroptosis-- -- -- IPR005024 [Snf7 family]
-- Aminopeptidase NE Amino acid transport and metabolism ;IPR014782 [Peptidase M1, membrane alanine aminopeptidase, N-terminal] ; IPR015211[Peptidase M1, leukotriene A4 hydrolase/aminopeptidase C-terminal]
ko04145 Phagosome ko04540 Gap junction ko05130 Pathogenic Escherichia coli infection-- -- -- IPR003008 [Tubulin/FtsZ, GTPase domain] ; IPR018316[Tubulin/FtsZ, 2-layer sandwich domain]
-- -- -- -- IPR000716 [Thyroglobulin type-1] ; IPR002350[Kazal domain] ; IPR019577[SPARC/Testican, calcium-binding domain]
-- -- -- -- IPR007477 [SAB domain] ; IPR008379[Band 4.1, C-terminal] ; IPR014847[FERM adjacent (FA)] ; IPR018979[FERM, N-terminal] ; IPR018980[FERM, C-terminal PH-like domain] ; IPR019748[FERM central domain]
-- Uncharacterized conserved protein YkwD, contains CAP (CSP/antigen 5/PR1) domainS Function unknown ;IPR014044 [CAP domain]
ko03008 Ribosome biogenesis in eukaryotes-- -- -- IPR012954 [BP28, C-terminal domain] ; IPR022125[U3 small nucleolar RNA-associated protein 10]
-- -- -- -- --
-- -- -- -- IPR007110 [Immunoglobulin-like domain] ; IPR013106[Immunoglobulin V-set domain]
ko04621 NOD-like receptor signaling pathway-- -- -- IPR002035 [von Willebrand factor, type A] ; IPR008399[Anthrax toxin receptor, C-terminal] ; IPR008400[Anthrax toxin receptor, extracellular]
ko00240 Pyrimidine metabolism ko01100 Metabolic pathwaysNTP pyrophosphatase, house-cleaning of non-canonical NTPsV Defense mechanisms ;IPR025984 [dCTP pyrophosphatase 1]
-- -- -- -- IPR001214 [SET domain] ; IPR002893[Zinc finger, MYND-type]
-- -- -- -- IPR001452 [SH3 domain] ; IPR010703[Dedicator of cytokinesis, C-terminal] ; IPR027007[DHR-1 domain] ; IPR032376[Dedicator of cytokinesis, N-terminal domain]

Molecular Function:protein binding (GO:0005515)WD40 repeatR General function prediction only ;IPR001680 [WD40 repeat]
-- Magnesium-transporting ATPase (P-type)P Inorganic ion transport and metabolism ;IPR004014 [Cation-transporting P-type ATPase, N-terminal] ; IPR006068[Cation-transporting P-type ATPase, C-terminal] ; IPR006544[P-type ATPase, subfamily  V] ; IPR008250[P-type ATPase, A  domain]
-- -- -- -- IPR019396 [Transmembrane Fragile-X-F-associated protein]
ko04144 Endocytosis-- -- -- IPR018798 [Multivesicular body subunit 12]
-- -- -- -- IPR029366 [TMEM206 protein]
ko04120 Ubiquitin mediated proteolysis-- -- -- IPR000608 [Ubiquitin-conjugating enzyme E2]
ko04145 Phagosome ko04210 Apoptosis ko04530 Tight junction ko04540 Gap junction ko05130 Pathogenic Escherichia coli infection-- -- -- IPR003008 [Tubulin/FtsZ, GTPase domain]
-- -- -- -- --
ko04390 Hippo signaling pathway ko04392 Hippo signaling pathway - multiple species-- -- -- IPR005301 [MOB kinase activator family]
-- -- -- -- IPR000306 [FYVE zinc finger] ; IPR001849[Pleckstrin homology domain]
-- -- -- -- IPR013921 [Mediator complex, subunit Med20]
-- Leucine-rich repeat (LRR) proteinK Transcription ;IPR001611 [Leucine-rich repeat]
ko04144 Endocytosis-- -- -- IPR009851 [Modifier of rudimentary, Modr]
-- -- -- -- IPR000717 [Proteasome component (PCI) domain]
-- Histone acetyltransferase, component of the RNA polymerase elongator complexKB Transcription ; Chromatin structure and dynamics ;IPR000182 [GNAT domain] ; IPR007197[Radical SAM] ; IPR032432[Radical SAM, C-terminal extension]
ko00230 Purine metabolism ko00240 Pyrimidine metabolism ko01100 Metabolic pathways ko03020 RNA polymeraseDNA-directed RNA polymerase, beta subunit/140 kD subunitK Transcription ;IPR007120 [DNA-directed RNA polymerase, subunit 2, domain 6] ; IPR007641[RNA polymerase Rpb2, domain 7] ; IPR007642[RNA polymerase Rpb2, domain 2] ; IPR007644[RNA polymerase, beta subunit, protrusion] ; IPR007645[RNA polymerase Rpb2, domain 3] ; IPR009674[DNA-directed RNA polymerase I subunit RPA2, domain 4]
-- -- -- -- IPR009357 [Solute carrier family 52, riboflavin transporter]
ko00770 Pantothenate and CoA biosynthesis ko01100 Metabolic pathwaysPhosphopantothenoylcysteine synthetase/decarboxylaseH Coenzyme transport and metabolism ;IPR007085 [DNA/pantothenate metabolism flavoprotein, C-terminal]
-- Ubiquitin O Posttranslational modification, protein turnover, chaperones ;IPR000626 [Ubiquitin domain] ; IPR032752[Ubiquitin-binding domain]
-- -- -- -- IPR006800 [Pellino family]
-- -- -- -- IPR001202 [WW domain] ; IPR001849[Pleckstrin homology domain]
ko04120 Ubiquitin mediated proteolysis ko04144 Endocytosis ko04340 Hedgehog signaling pathway ko04350 TGF-beta signaling pathway-- -- -- IPR000008 [C2 domain] ; IPR000569[HECT domain] ; IPR001202[WW domain]
ko04014 Ras signaling pathway ko04062 Chemokine signaling pathway ko04151 PI3K-Akt signaling pathway ko04371 Apelin signaling pathway ko04713 Circadian entrainment ko04723 Retrograde endocannabinoid signaling ko04724 Glutamatergic synapse ko04725 Cholinergic synapse ko04726 Serotonergic synapse ko04727 GABAergic synapse ko04728 Dopaminergic synapse ko04926 Relaxin signaling pathway ko05032 Morphine addiction ko05034 Alcoholism ko05167 Kaposi's sarcoma-associated herpesvirus infection ko05200 Pathways in cancerWD40 repeatR General function prediction only ;IPR001680 [WD40 repeat]
ko03013 RNA transport-- -- -- IPR013598 [Exportin-1/Importin-beta-like]
-- Uncharacterized protein, UPF0160 familyS Function unknown ;IPR003226 [Metal-dependent protein hydrolase]
-- -- -- -- --



ko04310 Wnt signaling pathway-- -- -- IPR007052 [CS domain] ; IPR007699[SGS domain] ; IPR015120[Siah interacting protein, N-terminal]
ko04218 Cellular senescence ko04750 Inflammatory mediator regulation of TRP channels ko05418 Fluid shear stress and atherosclerosisAnkyrin repeatT Signal transduction mechanisms ;IPR002110 [Ankyrin repeat] ; IPR005821[Ion transport domain]
-- GTPase SAR1 family domainR General function prediction only ;IPR001806 [Small GTPase superfamily]
ko04510 Focal adhesion-- -- -- IPR001715 [Calponin homology domain]
-- Putative Ca2+/H+ antiporter, TMEM165/GDT1 familyR General function prediction only ;IPR001727 [Gdt1 family]
-- Superfamily I DNA and/or RNA helicaseL Replication, recombination and repair ;--
ko04120 Ubiquitin mediated proteolysis ko04144 Endocytosis ko04340 Hedgehog signaling pathway ko04350 TGF-beta signaling pathway-- -- -- IPR000008 [C2 domain] ; IPR000569[HECT domain] ; IPR001202[WW domain]
-- NADPH:quinone reductase or related Zn-dependent oxidoreductaseCR Energy production and conversion ; General function prediction only ;IPR013154 [Alcohol dehydrogenase, N-terminal]
-- -- -- -- IPR014847 [FERM adjacent (FA)] ; IPR018979[FERM, N-terminal] ; IPR018980[FERM, C-terminal PH-like domain] ; IPR019748[FERM central domain]
-- -- -- -- IPR021910 [Protein of unknown function DUF3522]
ko04340 Hedgehog signaling pathway Periplasmic component of the Tol biopolymer transport systemU Intracellular trafficking, secretion, and vesicular transport ;IPR000719 [Protein kinase domain] ; IPR022247[Casein kinase 1 gamma C-terminal]
-- -- -- -- IPR004240 [Nonaspanin (TM9SF)]
ko04666 Fc gamma R-mediated phagocytosisHD superfamily phosphodieaserase, includes HD domain of RNase YJR Translation, ribosomal structure and biogenesis ; General function prediction only ;IPR000048 [IQ motif, EF-hand binding site] ; IPR000159[Ras-associating (RA) domain] ; IPR000857[MyTH4 domain] ; IPR001609[Myosin head, motor domain] ; IPR001849[Pleckstrin homology domain] ; IPR019748[FERM central domain] ; IPR031971[Unconventional myosin-X, coiled coil domain]
-- Uncharacterized conserved proteinS Function unknown ;IPR003409 [MORN motif]
-- Sugar lactone lactonase YvrEG Carbohydrate transport and metabolism ;IPR018119 [Strictosidine synthase, conserved region]
ko02010 ABC transportersABC-type transport system involved in Fe-S cluster assembly, permease and ATPase componentsO Posttranslational modification, protein turnover, chaperones ;IPR003439 [ABC transporter-like] ; IPR011527[ABC transporter type 1, transmembrane domain] ; IPR032410[Mitochondrial ABC-transporter, N-terminal five TM domain]
-- GTPase SAR1 family domainR General function prediction only ;IPR001806 [Small GTPase superfamily]
ko04144 Endocytosis-- -- -- --
-- -- -- -- IPR002172 [Low-density lipoprotein (LDL) receptor class A repeat]
-- Large exoprotein involved in heme utilization or adhesionU Intracellular trafficking, secretion, and vesicular transport ;IPR002126 [Cadherin] ; IPR013164[Cadherin, N-terminal]
ko00562 Inositol phosphate metabolism ko01100 Metabolic pathways Myo-inositol-1-phosphate synthaseI Lipid transport and metabolism ;IPR002587 [Myo-inositol-1-phosphate synthase] ; IPR013021[Myo-inositol-1-phosphate synthase, GAPDH-like]
ko04010 MAPK signaling pathway ko04060 Cytokine-cytokine receptor interaction ko04659 Th17 cell differentiation ko04750 Inflammatory mediator regulation of TRP channels-- -- -- IPR000157 [Toll/interleukin-1 receptor homology (TIR) domain]
-- -- -- -- IPR024133 [Transmembrane protein 138]
-- -- -- -- IPR019318 [Guanine nucleotide exchange factor, Ric8]
ko04360 Axon guidance-- -- -- IPR001627 [Sema domain] ; IPR002165[Plexin repeat]
-- PKD repeatS Function unknown ;IPR001881 [EGF-like calcium-binding domain] ; IPR011519[ASPIC/UnbV]
-- -- -- -- IPR017978 [GPCR family 3, C-terminal]
ko05010 Alzheimer's disease-- -- -- IPR003388 [Reticulon]
-- Xaa-Pro aminopeptidaseE Amino acid transport and metabolism ;IPR000994 [Peptidase M24] ; IPR007865[Aminopeptidase P, N-terminal]
ko00250 Alanine, aspartate and glutamate metabolismPredicted amidohydrolaseR General function prediction only ;IPR003010 [Carbon-nitrogen hydrolase]
ko04514 Cell adhesion molecules (CAMs) ko04520 Adherens junction-- -- -- IPR013106 [Immunoglobulin V-set domain] ; IPR013162[CD80-like, immunoglobulin C2-set]
-- Xaa-Pro aminopeptidaseE Amino acid transport and metabolism ;IPR000587 [Creatinase, N-terminal] ; IPR000994[Peptidase M24] ; IPR032416[Peptidase M24, C-terminal domain]
-- -- -- -- IPR007084 [BRICHOS domain]
ko04120 Ubiquitin mediated proteolysis ko04215 Apoptosis - multiple species-- -- -- IPR000608 [Ubiquitin-conjugating enzyme E2] ; IPR001370[BIR repeat] ; IPR022103[Baculoviral IAP repeat-containing protein 6]
-- -- -- -- IPR001478 [PDZ domain] ; IPR001781[Zinc finger, LIM-type]
ko00010 Glycolysis / Gluconeogenesis ko00620 Pyruvate metabolism ko00640 Propanoate metabolism ko01100 Metabolic pathways ko01200 Carbon metabolismAcyl-coenzyme A synthetase/AMP-(fatty) acid ligaseI Lipid transport and metabolism ;IPR000873 [AMP-dependent synthetase/ligase] ; IPR025110[AMP-binding enzyme C-terminal domain] ; IPR032387[Acetyl-coenzyme A synthetase, N-terminal domain]

Superfamily II DNA and RNA helicaseL Replication, recombination and repair ;IPR001650 [Helicase, C-terminal] ; IPR011545[DEAD/DEAH box helicase domain] ; IPR012562[GUCT]
ko04141 Protein processing in endoplasmic reticulum ko05134 LegionellosisGTPase SAR1 family domainR General function prediction only ;IPR006689 [Small GTPase superfamily, ARF/SAR type]
ko04142 LysosomeSugar phosphate permeaseG Carbohydrate transport and metabolism ;IPR011701 [Major facilitator superfamily]
ko03013 RNA transportWD40 repeatR General function prediction only ;IPR001680 [WD40 repeat]
-- -- -- -- IPR003112 [Olfactomedin-like domain]
ko00770 Pantothenate and CoA biosynthesisPhosphopantetheinyl transferaseH Coenzyme transport and metabolism ;IPR008278 [4'-phosphopantetheinyl transferase superfamily]
-- -- -- -- IPR000095 [CRIB domain]
-- -- -- -- --
-- DNA gyrase inhibitor GyrIL Replication, recombination and repair ;IPR006917 [SOUL haem-binding protein]
-- GTPase SAR1 family domainR General function prediction only ;IPR001806 [Small GTPase superfamily]
ko04144 Endocytosis-- -- -- IPR001619 [Sec1-like protein]
-- Uncharacterized protein YxjIS Function unknown ;IPR005552 [Scramblase]
-- Lantibiotic modifying enzymeV Defense mechanisms ;IPR007822 [Lanthionine synthetase C-like]
-- -- -- -- IPR025256 [Domain of unknown function DUF4203]
ko00970 Aminoacyl-tRNA biosynthesisPhenylalanyl-tRNA synthetase beta subunitJ Translation, ribosomal structure and biogenesis ;IPR005146 [B3/B4 tRNA-binding domain] ; IPR005147[tRNA synthetase, B5-domain]
ko04136 Autophagy - other ko04140 Autophagy - animal ko05167 Kaposi's sarcoma-associated herpesvirus infection-- -- -- IPR007134 [Autophagy-related protein 3, N-terminal] ; IPR007135[Autophagy-related protein 3] ; IPR019461[Autophagy-related protein 3, C-terminal]

Chromosome segregation ATPaseD Cell cycle control, cell division, chromosome partitioning ;IPR003395 [RecF/RecN/SMC, N-terminal] ; IPR010935[SMCs flexible hinge]
-- Ribosome-binding ATPase YchF, GTP1/OBG familyJ Translation, ribosomal structure and biogenesis ;IPR006073 [GTP binding domain] ; IPR013029[Domain of unknown function DUF933]

-- -- -- IPR001594 [Palmitoyltransferase, DHHC domain]
-- -- -- -- IPR009790 [Protein of unknown function DUF1356, TMEM106]
-- -- -- -- IPR001478 [PDZ domain] ; IPR014775[L27 domain, C-terminal]
-- ATPase components of ABC transporters with duplicated ATPase domainsR General function prediction only ;IPR003439 [ABC transporter-like] ; IPR032781[ABC-transporter extension domain]



-- -- -- -- IPR009828 [Protein of unknown function DUF1394]
-- -- -- -- IPR029392 [AP-5 complex subunit sigma-1]
-- Superfamily II DNA and RNA helicaseL Replication, recombination and repair ;IPR001650 [Helicase, C-terminal] ; IPR011545[DEAD/DEAH box helicase domain]
-- -- -- -- IPR002867 [IBR domain]
-- -- -- -- IPR019160 [Exocyst complex component Sec3, C-terminal] ; IPR028258[Exocyst complex component Sec3, PIP2-binding N-terminal domain]
-- -- -- -- IPR005045 [CDC50/LEM3 family]
ko00770 Pantothenate and CoA biosynthesis ko01100 Metabolic pathwaysUncharacterized conserved protein, contains ATP-grasp and redox domainsS Function unknown ;IPR002791 [Domain of unknown function DUF89] ; IPR004567[Type II pantothenate kinase]
-- GTPase SAR1 family domainR General function prediction only ;IPR006689 [Small GTPase superfamily, ARF/SAR type]
-- -- -- -- --
-- Superfamily II DNA and RNA helicaseL Replication, recombination and repair ;IPR001650 [Helicase, C-terminal] ; IPR011545[DEAD/DEAH box helicase domain] ; IPR025313[Domain of unknown function DUF4217]
-- -- -- -- IPR010695 [Fas apoptotic inhibitory molecule 1]
ko00750 Vitamin B6 metabolism ko01100 Metabolic pathways Pyridoxine/pyridoxamine 5'-phosphate oxidaseH Coenzyme transport and metabolism ;IPR011576 [Pyridoxamine 5'-phosphate oxidase-like, FMN-binding domain] ; IPR019576[Pyridoxine 5'-phosphate oxidase, dimerisation, C-terminal]
-- -- -- -- --
-- tRNA(His) 5'-end guanylyltransferaseJ Translation, ribosomal structure and biogenesis ;IPR024956 [tRNAHis guanylyltransferase catalytic domain] ; IPR025845[Thg1 C-terminal domain]
-- -- -- -- IPR011016 [Zinc finger, RING-CH-type]
-- GTPase SAR1 family domainR General function prediction only ;IPR001806 [Small GTPase superfamily]
ko00562 Inositol phosphate metabolism ko00920 Sulfur metabolism ko01100 Metabolic pathways ko04070 Phosphatidylinositol signaling system3'-Phosphoadenosine 5'-phosphosulfate (PAPS) 3'-phosphataseP Inorganic ion transport and metabolism ;IPR000760 [Inositol monophosphatase-like]
-- tRNA G26 N,N-dimethylase Trm1J Translation, ribosomal structure and biogenesis ;IPR000571 [Zinc finger, CCCH-type] ; IPR002905[tRNA methyltransferase, Trm1]
-- GTPase SAR1 family domainR General function prediction only ;IPR006689 [Small GTPase superfamily, ARF/SAR type]
-- Zinc transporter ZupTP Inorganic ion transport and metabolism ;IPR003689 [Zinc/iron permease]
-- -- -- -- --
-- -- -- -- IPR004031 [PMP-22/EMP/MP20/Claudin superfamily]
ko00533 Glycosaminoglycan biosynthesis - keratan sulfate ko00601 Glycosphingolipid biosynthesis - lacto and neolacto series ko01100 Metabolic pathways-- -- -- IPR002659 [Glycosyl transferase, family 31]
ko04810 Regulation of actin cytoskeleton-- -- -- IPR001452 [SH3 domain] ; IPR012849[Abl-interactor, homeo-domain homologous domain]
ko04010 MAPK signaling pathwayAnkyrin repeatT Signal transduction mechanisms ;IPR001245 [Serine-threonine/tyrosine-protein kinase catalytic domain] ; IPR001660[Sterile alpha motif domain]
-- Leucine-rich repeat (LRR) proteinK Transcription ;IPR004934 [Tropomodulin]
ko04130 SNARE interactions in vesicular transport-- -- -- --
-- -- -- -- IPR000591 [DEP domain] ; IPR001849[Pleckstrin homology domain]
-- -- -- -- IPR014830 [Glycolipid transfer protein domain]
ko04144 EndocytosisLysophospholipase, alpha-beta hydrolase superfamilyI Lipid transport and metabolism ;IPR000073 [Alpha/beta hydrolase fold-1]
-- Molecular chaperone, HSP90 familyO Posttranslational modification, protein turnover, chaperones ;IPR000626 [Ubiquitin domain] ; IPR007842[HEPN domain]
ko04141 Protein processing in endoplasmic reticulum-- -- -- IPR013918 [Nucleotide exchange factor Fes1]
ko00270 Cysteine and methionine metabolism ko01100 Metabolic pathways ko01230 Biosynthesis of amino acidsdTDP-4-dehydrorhamnose reductaseM Cell wall/membrane/envelope biogenesis ;IPR029903 [RmlD-like substrate binding domain]
ko04144 EndocytosisReplication fork clamp-binding protein CrfC (dynamin-like GTPase family)L Replication, recombination and repair ;IPR000261 [EH domain] ; IPR022812[Dynamin superfamily] ; IPR031692[EH domain-containing protein, N-terminal]
-- Secreted trypsin-like serine proteaseO Posttranslational modification, protein turnover, chaperones ;IPR000859 [CUB domain] ; IPR001254[Serine proteases, trypsin domain]
-- -- -- -- IPR001452 [SH3 domain] ; IPR018556[Domain of unknown function DUF2013]
ko04514 Cell adhesion molecules (CAMs)-- -- -- IPR013106 [Immunoglobulin V-set domain] ; IPR013162[CD80-like, immunoglobulin C2-set]
-- Glucose/arabinose dehydrogenase, beta-propeller foldG Carbohydrate transport and metabolism ;IPR000033 [LDLR class B repeat] ; IPR000742[EGF-like domain] ; IPR001881[EGF-like calcium-binding domain] ; IPR002172[Low-density lipoprotein (LDL) receptor class A repeat] ; IPR026823[Complement Clr-like EGF domain] ; IPR032485[Domain of unknown function DUF5050]
ko04014 Ras signaling pathway ko04015 Rap1 signaling pathway ko04020 Calcium signaling pathway ko04022 cGMP-PKG signaling pathway ko04024 cAMP signaling pathway ko04070 Phosphatidylinositol signaling system ko04114 Oocyte meiosis ko04218 Cellular senescence ko04261 Adrenergic signaling in cardiomyocytes ko04270 Vascular smooth muscle contraction ko04371 Apelin signaling pathway ko04713 Circadian entrainment ko04720 Long-term potentiation ko04722 Neurotrophin signaling pathway ko04728 Dopaminergic synapse ko04740 Olfactory transduction ko04744 Phototransduction ko04750 Inflammatory mediator regulation of TRP channels ko04910 Insulin signaling pathway ko04912 GnRH signaling pathway ko04915 Estrogen signaling pathway ko04916 Melanogenesis ko04921 Oxytocin signaling pathway ko04922 Glucagon signaling pathway ko04924 Renin secretion ko04925 Aldosterone synthesis and secretion ko04970 Salivary secretion ko04971 Gastric acid secretion ko05010 Alzheimer's disease ko05031 Amphetamine addiction ko05034 Alcoholism ko051Ca2+-binding protein, EF-hand superfamilyT Signal transduction mechanisms ;IPR002048 [EF-hand domain]
-- Ubiquitin C-terminal hydrolaseO Posttranslational modification, protein turnover, chaperones ;IPR006757 [Opioid growth factor receptor (OGFr) conserved domain] ; IPR006770[Opioid growth factor receptor repeat]
-- -- -- -- IPR000867 [Insulin-like growth factor-binding protein, IGFBP] ; IPR001007[VWFC domain] ; IPR004094[Antistasin-like domain]
-- Guanylate kinaseF Nucleotide transport and metabolism ;IPR001478 [PDZ domain] ; IPR008145[Guanylate kinase/L-type calcium channel beta subunit] ; IPR011511[Variant SH3 domain] ; IPR014775[L27 domain, C-terminal]
ko04144 Endocytosis ko04217 Necroptosis-- -- -- IPR005024 [Snf7 family]
-- Ankyrin repeatT Signal transduction mechanisms ;IPR002110 [Ankyrin repeat] ; IPR020683[Ankyrin repeat-containing domain]
ko04217 Necroptosis ko05034 Alcoholism ko05322 Systemic lupus erythematosusO-acetyl-ADP-ribose deacetylase (regulator of RNase III), contains Macro domainJ Translation, ribosomal structure and biogenesis ;IPR002589 [Macro domain] ; IPR007125[Histone H2A/H2B/H3] ; IPR032454[Histone H2A, C-terminal domain]
-- -- -- -- IPR008853 [TMEM9]
-- -- -- -- IPR000906 [ZU5 domain] ; IPR001452[SH3 domain] ; IPR011511[Variant SH3 domain]
-- -- -- -- IPR030379 [Septin-type guanine nucleotide-binding (G) domain]
-- -- -- -- IPR027817 [Costars domain]
-- -- -- -- IPR026134 [MyoD family inhibitor/MyoD family inhibitor domain-containing protein]
-- -- -- -- --
-- Alpha-tubulin suppressor and related RCC1 domain-containing proteinsDZ Cell cycle control, cell division, chromosome partitioning ; Cytoskeleton ;IPR000408 [Regulator of chromosome condensation, RCC1]
-- Thioesterase domain of type I polyketide synthase or non-ribosomal peptide synthetaseQ Secondary metabolites biosynthesis, transport and catabolism ;IPR000873 [AMP-dependent synthetase/ligase] ; IPR010506[DMAP1-binding domain]
-- -- -- -- IPR026179 [SLAIN motif-containing protein]
-- DNA-binding beta-propeller fold protein YncER General function prediction only ;IPR009471 [Teneurin intracellular, N-terminal] ; IPR028916[Tox-GHH domain]
-- -- -- -- IPR025602 [BCP1 family]
-- Serine/threonine protein kinaseT Signal transduction mechanisms ;IPR000719 [Protein kinase domain]
-- -- -- -- IPR013106 [Immunoglobulin V-set domain]



-- -- -- -- --
ko03015 mRNA surveillance pathwayPredicted metal-dependent RNase, contains metallo-beta-lactamase and KH domainsR General function prediction only ;IPR001279 [Metallo-beta-lactamase] ; IPR011108[Zn-dependent metallo-hydrolase, RNA specificity domain] ; IPR022712[Beta-Casp domain] ; IPR025069[Cleavage and polyadenylation specificity factor 2, C-terminal]
ko00970 Aminoacyl-tRNA biosynthesisLeucyl-tRNA synthetaseJ Translation, ribosomal structure and biogenesis ;IPR002300 [Aminoacyl-tRNA synthetase, class Ia] ; IPR013155[Methionyl/Valyl/Leucyl/Isoleucyl-tRNA synthetase, anticodon-binding]
-- -- -- -- IPR019156 [Ataxin-10 domain]
-- -- -- -- IPR008709 [Neurochondrin]
ko04144 EndocytosisUncharacterized coiled-coil protein, contains DUF342 domainS Function unknown ;IPR000261 [EH domain]
-- -- -- -- IPR002553 [Clathrin/coatomer adaptor, adaptin-like, N-terminal] ; IPR013040[Coatomer, gamma subunit, appendage, Ig-like subdomain] ; IPR032154[Coatomer subunit gamma, C-terminal]
ko00562 Inositol phosphate metabolism ko01100 Metabolic pathways ko04070 Phosphatidylinositol signaling system-- -- -- IPR000403 [Phosphatidylinositol 3-/4-kinase, catalytic domain]
ko04145 Phagosome ko05152 TuberculosisCa2+-binding protein, RTX toxin-relatedQ Secondary metabolites biosynthesis, transport and catabolism ;IPR000562 [Fibronectin, type II, collagen-binding] ; IPR001304[C-type lectin-like]
-- -- -- -- IPR004331 [SPX domain] ; IPR004342[EXS, C-terminal]
ko04144 EndocytosisPredicted phosphodiesteraseR General function prediction only ;IPR024654 [Calcineurin-like phosphoesterase domain, lpxH type]
-- -- -- -- IPR033464 [CSN8/PSMD8/EIF3K]
ko00260 Glycine, serine and threonine metabolism ko00620 Pyruvate metabolism ko00630 Glyoxylate and dicarboxylate metabolism ko01100 Metabolic pathways Lactate dehydrogenase or related 2-hydroxyacid dehydrogenaseCHR Energy production and conversion ; Coenzyme transport and metabolism ; General function prediction only ;IPR006139 [D-isomer specific 2-hydroxyacid dehydrogenase, catalytic domain] ; IPR006140[D-isomer specific 2-hydroxyacid dehydrogenase, NAD-binding domain]
ko04142 Lysosome ko04210 ApoptosisCysteine protease, C1A familyO Posttranslational modification, protein turnover, chaperones ;IPR000668 [Peptidase C1A, papain C-terminal]
ko04141 Protein processing in endoplasmic reticulumDnaJ-class molecular chaperone with C-terminal Zn finger domainO Posttranslational modification, protein turnover, chaperones ;IPR001623 [DnaJ domain] ; IPR002939[Chaperone DnaJ, C-terminal]
-- -- -- -- IPR002048 [EF-hand domain]
-- -- -- -- IPR001881 [EGF-like calcium-binding domain] ; IPR026823[Complement Clr-like EGF domain]
ko04530 Tight junction ko05110 Vibrio cholerae infection-- -- -- IPR001478 [PDZ domain] ; IPR008145[Guanylate kinase/L-type calcium channel beta subunit] ; IPR011511[Variant SH3 domain]
-- DnaJ-class molecular chaperone with C-terminal Zn finger domainO Posttranslational modification, protein turnover, chaperones ;IPR001623 [DnaJ domain] ; IPR002939[Chaperone DnaJ, C-terminal]
-- Ribulose-5-phosphate 4-epimerase/Fuculose-1-phosphate aldolaseG Carbohydrate transport and metabolism ;IPR001303 [Class II aldolase/adducin N-terminal]
-- Xanthine/uracil permeaseF Nucleotide transport and metabolism ;IPR006043 [Xanthine/uracil/vitamin C permease]
ko04068 FoxO signaling pathway ko04152 AMPK signaling pathway ko04211 Longevity regulating pathway ko04213 Longevity regulating pathway - multiple species ko04371 Apelin signaling pathway ko04530 Tight junction ko04710 Circadian rhythm ko04910 Insulin signaling pathway ko04920 Adipocytokine signaling pathway ko04921 Oxytocin signaling pathway ko04922 Glucagon signaling pathway ko04931 Insulin resistance ko04932 Non-alcoholic fatty liver disease (NAFLD) ko05410 Hypertrophic cardiomyopathy (HCM)CBS domainT Signal transduction mechanisms ;IPR000644 [CBS domain]
ko04970 Salivary secretion-- -- -- IPR000859 [CUB domain] ; IPR001190[SRCR domain] ; IPR001507[Zona pellucida domain]
-- Predicted arabinose efflux permease, MFS familyG Carbohydrate transport and metabolism ;IPR005828 [Major facilitator,  sugar transporter-like]
ko04010 MAPK signaling pathway ko04150 mTOR signaling pathway-- -- -- IPR015019 [Ragulator complex protein LAMTOR3]
-- -- -- -- IPR001781 [Zinc finger, LIM-type]
ko03060 Protein export-- -- -- IPR026258 [Signal recognition particle subunit SRP68]
-- -- -- -- IPR007051 [CHORD domain] ; IPR007052[CS domain]
ko04014 Ras signaling pathway ko04137 Mitophagy - animal ko04620 Toll-like receptor signaling pathway ko04621 NOD-like receptor signaling pathway ko04622 RIG-I-like receptor signaling pathway ko04623 Cytosolic DNA-sensing pathway ko04657 IL-17 signaling pathway ko05160 Hepatitis C ko05161 Hepatitis B ko05162 Measles ko05164 Influenza A ko05165 Human papillomavirus infection ko05167 Kaposi's sarcoma-associated herpesvirus infection ko05168 Herpes simplex infection ko05169 Epstein-Barr virus infectionSerine/threonine protein kinaseT Signal transduction mechanisms ;IPR000719 [Protein kinase domain]
ko05100 Bacterial invasion of epithelial cellsPredicted GTPaseR General function prediction only ;IPR030379 [Septin-type guanine nucleotide-binding (G) domain]
ko04978 Mineral absorption-- -- -- IPR013130 [Ferric reductase transmembrane component-like domain]
ko03013 RNA transportSuperfamily II DNA and RNA helicaseL Replication, recombination and repair ;IPR001650 [Helicase, C-terminal] ; IPR011545[DEAD/DEAH box helicase domain]
-- -- -- -- IPR000884 [Thrombospondin type-1 (TSP1) repeat] ; IPR001590[Peptidase M12B, ADAM/reprolysin] ; IPR002870[Peptidase M12B, propeptide] ; IPR010294[ADAM-TS Spacer 1]
-- -- -- -- IPR001452 [SH3 domain] ; IPR013606[IMD/I-BAR domain]
-- Prefoldin, chaperonin cofactorO Posttranslational modification, protein turnover, chaperones ;IPR002777 [Prefoldin beta-like]
ko00270 Cysteine and methionine metabolism ko01100 Metabolic pathwaysEnolase-phosphatase E1 involved in merthionine salvageE Amino acid transport and metabolism ;--
ko03013 RNA transportTranslation initiation factor 2B subunit, eIF-2B alpha/beta/delta familyJ Translation, ribosomal structure and biogenesis ;IPR000649 [Initiation factor 2B-related]
ko00190 Oxidative phosphorylation ko01100 Metabolic pathways ko04142 Lysosome ko04145 Phagosome ko04150 mTOR signaling pathway ko04721 Synaptic vesicle cycle ko05110 Vibrio cholerae infection ko05120 Epithelial cell signaling in Helicobacter pylori infection ko05152 Tuberculosis ko05323 Rheumatoid arthritis-- -- -- IPR011987 [ATPase, V1 complex, subunit H, C-terminal]
-- -- -- -- IPR001494 [Importin-beta, N-terminal domain]
-- -- -- -- IPR001494 [Importin-beta, N-terminal domain]
-- -- -- -- --
ko04140 Autophagy - animal ko05200 Pathways in cancer ko05219 Bladder cancerSerine/threonine protein kinaseT Signal transduction mechanisms ;IPR000719 [Protein kinase domain]
ko04614 Renin-angiotensin systemAminopeptidase NE Amino acid transport and metabolism ;IPR014782 [Peptidase M1, membrane alanine aminopeptidase, N-terminal] ; IPR024571[ERAP1-like C-terminal domain]
ko04360 Axon guidanceDNA-binding beta-propeller fold protein YncER General function prediction only ;IPR001627 [Sema domain] ; IPR002165[Plexin repeat] ; IPR002909[IPT domain] ; IPR013548[Plexin, cytoplasmic RasGAP domain]
-- Peptide methionine sulfoxide reductase MsrAO Posttranslational modification, protein turnover, chaperones ;IPR002569 [Peptide methionine sulphoxide reductase MsrA]
ko04014 Ras signaling pathway-- -- -- IPR000008 [C2 domain] ; IPR001936[Ras GTPase-activating protein] ; IPR021887[Domain of unknown function DUF3498]
-- -- -- -- IPR001452 [SH3 domain] ; IPR002108[Actin-depolymerising factor homology domain]
ko04144 Endocytosis-- -- -- IPR007143 [Vacuolar protein sorting-associated, VPS28]
-- Serine protease inhibitorO Posttranslational modification, protein turnover, chaperones ;IPR023796 [Serpin domain]
-- -- -- -- IPR033335 [Microtubule-associated protein Jupiter/Hematological and neurological expressed 1]
-- Ribosomal protein L10J Translation, ribosomal structure and biogenesis ;IPR001790 [Ribosomal protein L10P]

Serine/threonine protein kinaseT Signal transduction mechanisms ;IPR000719 [Protein kinase domain] ; IPR001180[Citron homology (CNH) domain]
ko03015 mRNA surveillance pathwayRNA processing exonuclease, beta-lactamase fold, Cft2 familyJ Translation, ribosomal structure and biogenesis ;IPR001279 [Metallo-beta-lactamase] ; IPR011108[Zn-dependent metallo-hydrolase, RNA specificity domain] ; IPR021718[Pre-mRNA 3'-end-processing endonuclease polyadenylation factor C-term] ; IPR022712[Beta-Casp domain]
-- -- -- -- IPR019383 [Golgin subfamily A member 7/ERF4]
ko00230 Purine metabolism8-oxo-dGTP pyrophosphatase MutT and related house-cleaning NTP pyrophosphohydrolases, NUDIX familyV Defense mechanisms ;IPR000086 [NUDIX hydrolase domain]
-- -- -- -- IPR024761 [Transcription factor IIIC, 90kDa subunit, N-terminal] ; IPR024764[Transcription factor IIIC, putative zinc-finger]
-- -- -- -- IPR001060 [FCH domain] ; IPR001452[SH3 domain]
-- -- -- -- IPR000859 [CUB domain] ; IPR018933[Netrin module, non-TIMP type]



-- -- -- -- IPR003103 [BAG domain]
ko04144 EndocytosisGTPase SAR1 family domainR General function prediction only ;IPR001806 [Small GTPase superfamily]
ko03050 Proteasome ko04612 Antigen processing and presentation-- -- -- IPR003185 [Proteasome activator pa28, N-terminal domain] ; IPR003186[Proteasome activator pa28, C-terminal domain]
-- Predicted ribosome-associated RNA-binding protein Tma20, contains PUA domainJ Translation, ribosomal structure and biogenesis ;IPR002478 [PUA domain]
-- -- -- -- IPR001594 [Palmitoyltransferase, DHHC domain]
-- Zinc transporter ZupTP Inorganic ion transport and metabolism ;IPR003689 [Zinc/iron permease]
ko04144 Endocytosis ko04666 Fc gamma R-mediated phagocytosisAnkyrin repeatT Signal transduction mechanisms ;IPR001164 [Arf GTPase activating protein] ; IPR001452[SH3 domain] ; IPR001849[Pleckstrin homology domain] ; IPR020683[Ankyrin repeat-containing domain]
-- -- -- -- IPR021629 [Mediator complex, subunit Med23]
-- -- -- -- IPR000195 [Rab-GTPase-TBC domain] ; IPR006571[TLDc domain]
-- Ankyrin repeatT Signal transduction mechanisms ;IPR000569 [HECT domain] ; IPR010606[Mib-herc2] ; IPR012919[SUN domain] ; IPR020683[Ankyrin repeat-containing domain]
-- Membrane protein involved in colicin uptakeM Cell wall/membrane/envelope biogenesis ;IPR001680 [WD40 repeat] ; IPR015048[Domain of unknown function DUF1899]
ko01522 Endocrine resistance ko04330 Notch signaling pathway ko04371 Apelin signaling pathway ko04658 Th1 and Th2 cell differentiation ko04919 Thyroid hormone signaling pathway ko05165 Human papillomavirus infection ko05200 Pathways in cancer ko05206 MicroRNAs in cancer ko05224 Breast cancerAnkyrin repeatT Signal transduction mechanisms ;IPR000742 [EGF-like domain] ; IPR000800[Notch domain] ; IPR001881[EGF-like calcium-binding domain] ; IPR010660[Notch, NOD domain] ; IPR011656[Notch, NODP domain] ; IPR013032[EGF-like, conserved site] ; IPR020683[Ankyrin repeat-containing domain] ; IPR024600[Domain of unknown function DUF3454, notch]
-- -- -- -- IPR001609 [Myosin head, motor domain] ; IPR032412[Myosin VI, cargo binding domain]
ko03040 Spliceosome ko04120 Ubiquitin mediated proteolysisPredicted ATPaseR General function prediction only ;IPR001680 [WD40 repeat] ; IPR003613[U box domain] ; IPR013915[Pre-mRNA-splicing factor 19]
ko04141 Protein processing in endoplasmic reticulum-- -- -- IPR000626 [Ubiquitin domain] ; IPR015940[Ubiquitin-associated domain]
ko04144 Endocytosis-- -- -- IPR001683 [Phox homologous domain]
ko04144 Endocytosis ko04217 NecroptosisAAA+-type ATPase, SpoVK/Ycf46/Vps4 familyMDT Cell wall/membrane/envelope biogenesis ; Cell cycle control, cell division, chromosome partitioning ; Signal transduction mechanisms ;IPR003959 [ATPase, AAA-type, core] ; IPR007330[MIT] ; IPR015415[Vps4 oligomerisation, C-terminal]
ko04022 cGMP-PKG signaling pathway ko04024 cAMP signaling pathway ko04260 Cardiac muscle contraction ko04261 Adrenergic signaling in cardiomyocytes ko04911 Insulin secretion ko04918 Thyroid hormone synthesis ko04919 Thyroid hormone signaling pathway ko04925 Aldosterone synthesis and secretion ko04960 Aldosterone-regulated sodium reabsorption ko04961 Endocrine and other factor-regulated calcium reabsorption ko04964 Proximal tubule bicarbonate reclamation ko04970 Salivary secretion ko04971 Gastric acid secretion ko04972 Pancreatic secretion ko04973 Carbohydrate digestion and absorption ko04974 Protein digestion and absorption ko04976 Bile secretion ko04978 Mineral absorption-- -- -- IPR000402 [Sodium/potassium-transporting ATPase subunit beta]
-- Large exoprotein involved in heme utilization or adhesionU Intracellular trafficking, secretion, and vesicular transport ;IPR002126 [Cadherin] ; IPR013164[Cadherin, N-terminal] ; IPR031904[Cadherin, C-terminal catenin-binding domain] ; IPR032455[Cadherin, cytoplasmic C-terminal domain]
-- RNA recognition motif (RRM) domainJ Translation, ribosomal structure and biogenesis ;IPR000504 [RNA recognition motif domain] ; IPR002075[Nuclear transport factor 2]
-- -- -- -- IPR001060 [FCH domain] ; IPR001452[SH3 domain]
ko04144 Endocytosis-- -- -- IPR001683 [Phox homologous domain] ; IPR015404[Sorting nexin Vps5-like, C-terminal]
ko04130 SNARE interactions in vesicular transport-- -- -- IPR000727 [Target SNARE coiled-coil homology domain]
ko00564 Glycerophospholipid metabolism ko00565 Ether lipid metabolism ko00590 Arachidonic acid metabolism ko00591 Linoleic acid metabolism ko00592 alpha-Linolenic acid metabolism ko01100 Metabolic pathways ko04014 Ras signaling pathway ko04270 Vascular smooth muscle contraction ko04972 Pancreatic secretion ko04975 Fat digestion and absorption-- -- -- IPR016090 [Phospholipase A2 domain]
ko03050 Proteasome ko05169 Epstein-Barr virus infection-- -- -- IPR000717 [Proteasome component (PCI) domain]
ko04217 Necroptosis -- -- -- IPR001012 [UBX domain]
ko04610 Complement and coagulation cascades-- -- -- IPR011161 [MHC class I-like antigen recognition-like]
ko03040 SpliceosomePeptidyl-prolyl cis-trans isomerase (rotamase) - cyclophilin familyO Posttranslational modification, protein turnover, chaperones ;IPR000504 [RNA recognition motif domain] ; IPR002130[Cyclophilin-type peptidyl-prolyl cis-trans isomerase domain]
ko01523 Antifolate resistance ko02010 ABC transporters ko04976 Bile secretionForkhead associated (FHA) domain, binds pSer, pThr, pTyrT Signal transduction mechanisms ;IPR003439 [ABC transporter-like] ; IPR013525[ABC-2 type transporter]
-- -- -- -- IPR000717 [Proteasome component (PCI) domain]
ko03008 Ribosome biogenesis in eukaryotesWD40 repeatR General function prediction only ;IPR001680 [WD40 repeat] ; IPR007148[Small-subunit processome, Utp12] ; IPR024977[Anaphase-promoting complex subunit 4, WD40 domain]
ko04918 Thyroid hormone synthesisSuperfamily II DNA or RNA helicase, SNF2 familyKL Transcription ; Replication, recombination and repair ;IPR000330 [SNF2-related, N-terminal domain] ; IPR001650[Helicase, C-terminal] ; IPR010666[Zinc finger, GRF-type]
ko04141 Protein processing in endoplasmic reticulum-- -- -- IPR001012 [UBX domain] ; IPR012989[SEP domain]
-- -- -- -- IPR001101 [Plectin repeat] ; IPR001715[Calponin homology domain] ; IPR002017[Spectrin repeat] ; IPR002048[EF-hand domain] ; IPR003108[Gas2-related domain]
ko04910 Insulin signaling pathway-- -- -- IPR004140 [Exocyst complex component Exo70]
-- -- -- -- IPR001394 [Peptidase C19, ubiquitin carboxyl-terminal hydrolase]
ko05206 MicroRNAs in cancerdsRNA-specific ribonucleaseK Transcription ;IPR000999 [Ribonuclease III domain] ; IPR001650[Helicase, C-terminal] ; IPR003100[PAZ domain] ; IPR005034[Dicer dimerisation domain] ; IPR011545[DEAD/DEAH box helicase domain]
ko04216 FerroptosisAmino acid transporterE Amino acid transport and metabolism ;IPR002293 [Amino acid/polyamine transporter I]
ko04014 Ras signaling pathwayLeucine-rich repeat (LRR) proteinK Transcription ;IPR001611 [Leucine-rich repeat]
ko04072 Phospholipase D signaling pathway ko04144 Endocytosis ko04721 Synaptic vesicle cycle ko04961 Endocrine and other factor-regulated calcium reabsorption ko05100 Bacterial invasion of epithelial cells-- -- -- IPR000375 [Dynamin central domain] ; IPR001849[Pleckstrin homology domain] ; IPR003130[Dynamin GTPase effector] ; IPR022812[Dynamin superfamily]
ko00511 Other glycan degradation ko00600 Sphingolipid metabolismNeuraminidase (sialidase)GM Carbohydrate transport and metabolism ; Cell wall/membrane/envelope biogenesis ;IPR011040 [Sialidases]
-- Methionine aminopeptidaseJ Translation, ribosomal structure and biogenesis ;IPR000994 [Peptidase M24]
ko04520 Adherens junction ko04810 Regulation of actin cytoskeleton-- -- -- IPR001452 [SH3 domain] ; IPR013606[IMD/I-BAR domain]
ko04110 Cell cycle ko04114 Oocyte meiosisChromosome segregation ATPaseD Cell cycle control, cell division, chromosome partitioning ;IPR003395 [RecF/RecN/SMC, N-terminal] ; IPR010935[SMCs flexible hinge]
ko04144 Endocytosis ko04217 Necroptosis-- -- -- IPR005024 [Snf7 family]
ko00520 Amino sugar and nucleotide sugar metabolism ko01100 Metabolic pathwaysUDP-N-acetylglucosamine 2-epimeraseM Cell wall/membrane/envelope biogenesis ;IPR000600 [ROK family] ; IPR003331[UDP-N-acetylglucosamine 2-epimerase domain]
-- -- -- -- IPR019265 [Protein of unknown function UPF0568]
-- -- -- -- IPR001841 [Zinc finger, RING-type]
-- DNA helicase TIP49, TBP-interacting proteinK Transcription ;IPR010339 [TIP49, C-terminal]
-- -- -- -- IPR019382 [Translation initiation factor 3 complex subunit L]
ko04310 Wnt signaling pathwayDNA helicase TIP49, TBP-interacting proteinK Transcription ;IPR010339 [TIP49, C-terminal]
-- -- -- -- IPR007052 [CS domain] ; IPR025934[NudC N-terminal domain] ; IPR032572[Nuclear migration protein nudC]
ko04360 Axon guidance ko04666 Fc gamma R-mediated phagocytosis ko04810 Regulation of actin cytoskeleton ko05133 Pertussis-- -- -- IPR002108 [Actin-depolymerising factor homology domain]
-- -- -- -- IPR007084 [BRICHOS domain]
-- Ribosome-interacting GTPase 1J Translation, ribosomal structure and biogenesis ;IPR004095 [TGS] ; IPR006073[GTP binding domain] ; IPR031662[GTP binding protein, second domain]
ko04810 Regulation of actin cytoskeleton-- -- -- IPR019137 [Nck-associated protein 1]
-- -- -- -- IPR007225 [Exocyst complex component EXOC6/Sec15]
-- -- -- -- IPR029304 [A-kinase anchor protein 2, C-terminal domain]



-- Thioesterase domain of type I polyketide synthase or non-ribosomal peptide synthetaseQ Secondary metabolites biosynthesis, transport and catabolism ;IPR000873 [AMP-dependent synthetase/ligase] ; IPR010506[DMAP1-binding domain]
-- -- -- -- IPR005026 [SAPAP family]
-- Serine/threonine protein kinaseT Signal transduction mechanisms ;IPR000719 [Protein kinase domain] ; IPR017892[Protein kinase, C-terminal]
-- Uncharacterized conserved protein, contains CHAT domainS Function unknown ;IPR001680 [WD40 repeat]
-- -- -- -- IPR007477 [SAB domain] ; IPR008379[Band 4.1, C-terminal] ; IPR014847[FERM adjacent (FA)] ; IPR018979[FERM, N-terminal] ; IPR018980[FERM, C-terminal PH-like domain] ; IPR019748[FERM central domain]
ko03018 RNA degradationExoribonuclease RK Transcription ;IPR002716 [PIN domain] ; IPR033770[Exosome complex exonuclease RRP44, S1 domain] ; IPR033771[Rrp44-like cold shock domain]
ko03008 Ribosome biogenesis in eukaryotesRNA 3'-terminal phosphate cyclaseA RNA processing and modification ;IPR013791 [RNA 3'-terminal phosphate cyclase, insert domain] ; IPR023797[RNA 3'-terminal phosphate cyclase domain]
-- N-acetylneuraminic acid mutarotaseM Cell wall/membrane/envelope biogenesis ;--
-- Cold shock protein, CspA familyK Transcription ;IPR002059 [Cold-shock protein, DNA-binding]
ko03008 Ribosome biogenesis in eukaryotesRNA processing factor Prp31, contains Nop domainJ Translation, ribosomal structure and biogenesis ;IPR002687 [Nop domain] ; IPR012974[NOP5, N-terminal]
ko04144 Endocytosis ko04810 Regulation of actin cytoskeleton ko05120 Epithelial cell signaling in Helicobacter pylori infectionAnkyrin repeatT Signal transduction mechanisms ;IPR001164 [Arf GTPase activating protein] ; IPR013724[GIT, Spa2 homology (SHD) domain] ; IPR020683[Ankyrin repeat-containing domain] ; IPR022018[ARF GTPase-activating protein GIT1, C-terminal] ; IPR032352[Arf GTPase-activating protein GIT1/2, coiled-coil domain]
ko04621 NOD-like receptor signaling pathway Serine/threonine protein kinaseT Signal transduction mechanisms ;IPR007052 [CS domain] ; IPR007699[SGS domain]
ko00520 Amino sugar and nucleotide sugar metabolism N-acetylglucosamine-6-phosphate deacetylaseG Carbohydrate transport and metabolism ;IPR006680 [Amidohydrolase-related]
-- Predicted class III extradiol dioxygenase, MEMO1 familyR General function prediction only ;IPR002737 [MEMO1 family]
ko03018 RNA degradation ko03040 Spliceosome-- -- -- IPR001163 [LSM domain, eukaryotic/archaea-type]
ko04140 Autophagy - animal ko04144 Endocytosis-- -- -- IPR001452 [SH3 domain] ; IPR004148[BAR domain]
-- -- -- -- IPR004882 [Luc7-related]
ko03008 Ribosome biogenesis in eukaryotesRibosome maturation protein Sdo1J Translation, ribosomal structure and biogenesis ;IPR018978 [Ribosome maturation protein SBDS, C-terminal] ; IPR019783[Ribosome maturation protein SBDS, N-terminal]
-- -- -- -- IPR009038 [GOLD domain]
ko03008 Ribosome biogenesis in eukaryotesOligoribonuclease (3'-5' exoribonuclease)A RNA processing and modification ;IPR013520 [Exonuclease, RNase T/DNA polymerase III]
-- Metal-sulfur cluster biosynthetic enzymeO Posttranslational modification, protein turnover, chaperones ;IPR002744 [Domain of unknown function DUF59]
ko04137 Mitophagy - animal -- -- -- IPR028058 [Fis1, N-terminal tetratricopeptide repeat] ; IPR028061[Fis1, C-terminal tetratricopeptide repeat]
ko04144 Endocytosis ko04217 Necroptosis-- -- -- IPR005024 [Snf7 family]
ko03013 RNA transportPredicted NTPase, NACHT family domainT Signal transduction mechanisms ;IPR001680 [WD40 repeat]
-- RNA-splicing ligase RtcB, repairs tRNA damageJ Translation, ribosomal structure and biogenesis ;IPR001233 [tRNA-splicing ligase, RtcB]
-- Cell division protein DamX, binds to the septal ring, contains C-terminal SPOR domainD Cell cycle control, cell division, chromosome partitioning ;IPR000198 [Rho GTPase-activating protein domain] ; IPR004148[BAR domain]
-- -- -- -- IPR005343 [Nucleolar complex protein 2]
ko03010 Ribosome-- -- -- IPR000509 [Ribosomal protein L36e]
-- -- -- -- IPR000225 [Armadillo]
ko03015 mRNA surveillance pathway ko05134 LegionellosisTranslation elongation factor EF-1alpha (GTPase)J Translation, ribosomal structure and biogenesis ;IPR004160 [Translation elongation factor EFTu/EF1A, C-terminal] ; IPR004161[Translation elongation factor EFTu-like, domain 2] ; IPR015033[HBS1-like protein, N-terminal]
ko00190 Oxidative phosphorylation ko01100 Metabolic pathways ko04142 Lysosome ko04145 Phagosome ko04721 Synaptic vesicle cycle ko04966 Collecting duct acid secretion ko05110 Vibrio cholerae infection ko05120 Epithelial cell signaling in Helicobacter pylori infection ko05152 Tuberculosis ko05165 Human papillomavirus infection ko05323 Rheumatoid arthritisArchaeal/vacuolar-type H+-ATPase subunit I/STV1C Energy production and conversion ;IPR002490 [V-type  ATPase, V0 complex, 116kDa subunit family]
ko04015 Rap1 signaling pathway ko04510 Focal adhesion ko04611 Platelet activation ko05166 HTLV-I infection-- -- -- IPR002558 [I/LWEQ domain] ; IPR015009[Vinculin-binding site-containing domain] ; IPR015224[Talin, central] ; IPR018979[FERM, N-terminal] ; IPR019748[FERM central domain] ; IPR032425[Talin, N-terminal F0 domain]
-- Membrane protein involved in colicin uptakeM Cell wall/membrane/envelope biogenesis ;IPR031161 [Peptidase family M60 domain]
ko04310 Wnt signaling pathway-- -- -- IPR010472 [Formin, FH3 domain] ; IPR010473[Formin, GTPase-binding domain] ; IPR015425[Formin, FH2 domain]
-- Type V secretory pathway, adhesin AidAMU Cell wall/membrane/envelope biogenesis ; Intracellular trafficking, secretion, and vesicular transport ;IPR001627 [Sema domain] ; IPR002165[Plexin repeat] ; IPR002909[IPT domain] ; IPR013548[Plexin, cytoplasmic RasGAP domain]
ko04137 Mitophagy - animalUbiquitin C-terminal hydrolaseO Posttranslational modification, protein turnover, chaperones ;IPR001394 [Peptidase C19, ubiquitin carboxyl-terminal hydrolase] ; IPR006615[Peptidase C19, ubiquitin-specific peptidase, DUSP domain] ; IPR028135[Ubiquitin-like domain, USP-type] ; IPR029346[Ubiquitin carboxyl-terminal hydrolase, C-terminal]
ko04015 Rap1 signaling pathway ko04510 Focal adhesion ko04611 Platelet activation ko05166 HTLV-I infection-- -- -- IPR002558 [I/LWEQ domain] ; IPR015009[Vinculin-binding site-containing domain] ; IPR015224[Talin, central] ; IPR018979[FERM, N-terminal] ; IPR019748[FERM central domain] ; IPR032425[Talin, N-terminal F0 domain]
-- Phosphoenolpyruvate synthase/pyruvate phosphate dikinaseG Carbohydrate transport and metabolism ;IPR000048 [IQ motif, EF-hand binding site] ; IPR001609[Myosin head, motor domain] ; IPR002710[Dilute domain]
-- -- -- -- IPR001190 [SRCR domain] ; IPR001695[Lysyl oxidase]
ko04141 Protein processing in endoplasmic reticulumMolecular chaperone DnaK (HSP70)O Posttranslational modification, protein turnover, chaperones ;IPR013126 [Heat shock protein 70 family]
ko03460 Fanconi anemia pathway ko04150 mTOR signaling pathway-- -- -- IPR019337 [Telomere length regulation protein, conserved domain]
-- -- -- -- IPR002867 [IBR domain]
-- -- -- -- IPR000421 [Coagulation factor 5/8 C-terminal domain]
-- Lysophospholipase, alpha-beta hydrolase superfamilyI Lipid transport and metabolism ;IPR000073 [Alpha/beta hydrolase fold-1]
-- -- -- -- IPR003131 [Potassium channel tetramerisation-type BTB domain]
ko00230 Purine metabolism ko00240 Pyrimidine metabolism ko01100 Metabolic pathways Nucleoside diphosphate kinaseF Nucleotide transport and metabolism ;IPR001564 [Nucleoside diphosphate kinase] ; IPR010554[Domain of unknown function DUF1126]
ko04979 Cholesterol metabolism-- -- -- IPR002181 [Fibrinogen, alpha/beta/gamma chain, C-terminal globular domain]
-- -- -- -- IPR001578 [Peptidase C12, ubiquitin carboxyl-terminal hydrolase]
ko05100 Bacterial invasion of epithelial cells-- -- -- IPR001452 [SH3 domain]
ko00190 Oxidative phosphorylation ko01100 Metabolic pathways ko04145 Phagosome ko04150 mTOR signaling pathway ko04721 Synaptic vesicle cycle ko04966 Collecting duct acid secretion ko05110 Vibrio cholerae infection ko05120 Epithelial cell signaling in Helicobacter pylori infection ko05323 Rheumatoid arthritisArchaeal/vacuolar-type H+-ATPase subunit D/Vma8C Energy production and conversion ;IPR002699 [ATPase, V1 complex, subunit D]
-- -- -- -- IPR013598 [Exportin-1/Importin-beta-like]
ko03060 Protein export-- -- -- IPR019009 [Signal recognition particle receptor, beta subunit]
-- -- -- -- IPR007233 [Trafficking protein particle complex subunit]
-- Serine/threonine protein kinaseT Signal transduction mechanisms ;IPR000719 [Protein kinase domain] ; IPR001180[Citron homology (CNH) domain] ; IPR002219[Protein kinase C-like, phorbol ester/diacylglycerol-binding domain] ; IPR014930[Myotonic dystrophy protein kinase, coiled coil] ; IPR031597[KELK-motif containing domain]
ko03013 RNA transport ko03015 mRNA surveillance pathway ko03040 SpliceosomeRNA recognition motif (RRM) domainJ Translation, ribosomal structure and biogenesis ;IPR000504 [RNA recognition motif domain]
-- -- -- -- IPR001452 [SH3 domain] ; IPR001683[Phox homologous domain] ; IPR019497[Sorting nexin protein, WASP-binding domain]
ko04144 Endocytosis-- -- -- IPR001683 [Phox homologous domain] ; IPR015404[Sorting nexin Vps5-like, C-terminal]
ko00561 Glycerolipid metabolism ko01100 Metabolic pathways ko04979 Cholesterol metabolismCa2+-binding protein, RTX toxin-relatedQ Secondary metabolites biosynthesis, transport and catabolism ;IPR001024 [PLAT/LH2 domain] ; IPR013818[Lipase/vitellogenin]



-- Sugar phosphate permeaseG Carbohydrate transport and metabolism ;IPR011701 [Major facilitator superfamily]
-- Chromosome partitioning ATPase, Mrp family, contains Fe-S clusterD Cell cycle control, cell division, chromosome partitioning ;IPR033756 [Flagellum site-determining protein YlxH/ Fe-S cluster assembling factor NBP35]
-- -- -- -- IPR015425 [Formin, FH2 domain]
ko00260 Glycine, serine and threonine metabolism ko00750 Vitamin B6 metabolism ko01100 Metabolic pathways ko01200 Carbon metabolism ko01230 Biosynthesis of amino acidsPhosphoserine aminotransferaseHE Coenzyme transport and metabolism ; Amino acid transport and metabolism ;IPR000192 [Aminotransferase class V domain]
ko04514 Cell adhesion molecules (CAMs) ko04530 Tight junction ko04670 Leukocyte transendothelial migration ko05120 Epithelial cell signaling in Helicobacter pylori infection-- -- -- IPR013151 [Immunoglobulin]
-- -- -- -- IPR001863 [Glypican]
-- -- -- -- --
-- -- -- -- IPR000203 [GPS motif] ; IPR000832[GPCR, family 2, secretin-like]
ko04966 Collecting duct acid secretionAmino acid transporterE Amino acid transport and metabolism ;IPR004841 [Amino acid permease/ SLC12A domain] ; IPR018491[SLC12A transporter, C-terminal]
-- -- -- -- IPR002553 [Clathrin/coatomer adaptor, adaptin-like, N-terminal] ; IPR013040[Coatomer, gamma subunit, appendage, Ig-like subdomain] ; IPR032154[Coatomer subunit gamma, C-terminal]
-- Glutathione S-transferaseO Posttranslational modification, protein turnover, chaperones ;--
-- Chromosome segregation ATPaseD Cell cycle control, cell division, chromosome partitioning ;IPR001073 [C1q domain] ; IPR008160[Collagen triple helix repeat] ; IPR011489[EMI domain]
ko04144 EndocytosisGuanine-nucleotide exchange factor, contains Sec7 domainR General function prediction only ;IPR000904 [Sec7 domain] ; IPR015403[Sec7, C-terminal] ; IPR032629[Mon2, dimerisation and cyclophilin-binding domain] ; IPR032691[Guanine nucleotide exchange factor, N-terminal]
ko04144 EndocytosisGuanine-nucleotide exchange factor, contains Sec7 domainR General function prediction only ;IPR000904 [Sec7 domain] ; IPR015403[Sec7, C-terminal] ; IPR032629[Mon2, dimerisation and cyclophilin-binding domain] ; IPR032691[Guanine nucleotide exchange factor, N-terminal]
-- Serine/threonine protein kinaseT Signal transduction mechanisms ;IPR000719 [Protein kinase domain]
-- -- -- -- IPR003307 [W2 domain]
ko04145 Phagosome ko04962 Vasopressin-regulated water reabsorption ko05132 Salmonella infection-- -- -- IPR022780 [Dynein family light intermediate chain]
ko04340 Hedgehog signaling pathway Periplasmic component of the Tol biopolymer transport systemU Intracellular trafficking, secretion, and vesicular transport ;IPR000719 [Protein kinase domain] ; IPR022247[Casein kinase 1 gamma C-terminal]
ko04978 Mineral absorptionCo/Zn/Cd efflux system componentP Inorganic ion transport and metabolism ;IPR002524 [Cation efflux protein]
-- -- -- -- IPR011531 [Bicarbonate transporter, C-terminal] ; IPR013769[Band 3 cytoplasmic domain]
ko04360 Axon guidancePKD repeatS Function unknown ;IPR003961 [Fibronectin type III] ; IPR013098[Immunoglobulin I-set]
ko04520 Adherens junction ko04666 Fc gamma R-mediated phagocytosis ko04810 Regulation of actin cytoskeleton ko05100 Bacterial invasion of epithelial cells ko05131 Shigellosis ko05132 Salmonella infection ko05231 Choline metabolism in cancer-- -- -- IPR003124 [WH2 domain]
ko00230 Purine metabolismPredicted pyrophosphatase or phosphodiesterase, AlkP superfamilyR General function prediction only ;IPR002591 [Type I phosphodiesterase/nucleotide pyrophosphatase/phosphate transferase]



IPR007196 [CCR4-Not complex component, Not1, C-terminal] ; IPR024557[CCR4-Not complex, Not1 subunit, domain of unknown function DUF3819] ; IPR032191[CCR4-NOT transcription complex subunit 1, CAF1-binding domain] ; IPR032193[CCR4-NOT transcription complex subunit 1, TTP binding domain] ; IPR032194[CCR4-NOT transcription complex subunit 1, HEAT repeat]

IPR002553 [Clathrin/coatomer adaptor, adaptin-like, N-terminal] ; IPR029390[AP-3 complex subunit beta, C-terminal domain] ; IPR029394[AP-3 complex subunit beta 1, serine-rich domain]

IPR000341 [Phosphatidylinositol 3-kinase Ras-binding (PI3K RBD) domain] ; IPR000403[Phosphatidylinositol 3-/4-kinase, catalytic domain] ; IPR001263[Phosphoinositide 3-kinase, accessory (PIK) domain] ; IPR002420[Phosphatidylinositol 3-kinase, C2 domain] ; IPR003113[Phosphatidylinositol 3-kinase adaptor-binding (PI3K ABD) domain]

IPR000008 [C2 domain] ; IPR000341[Phosphatidylinositol 3-kinase Ras-binding (PI3K RBD) domain] ; IPR000403[Phosphatidylinositol 3-/4-kinase, catalytic domain] ; IPR001263[Phosphoinositide 3-kinase, accessory (PIK) domain] ; IPR001683[Phox homologous domain] ; IPR002420[Phosphatidylinositol 3-kinase, C2 domain]
IPR000082 [SEA domain] ; IPR000742[EGF-like domain] ; IPR001791[Laminin G domain] ; IPR002049[Laminin EGF domain] ; IPR002350[Kazal domain] ; IPR004850[NtA (N-terminal agrin) domain]



IPR000867 [Insulin-like growth factor-binding protein, IGFBP] ; IPR001007[VWFC domain] ; IPR006208[Glycoprotein hormone subunit beta, cystine knot]

IPR000602 [Glycoside hydrolase family 38, N-terminal domain] ; IPR011682[Glycosyl hydrolase family 38, C-terminal] ; IPR015341[Glycoside hydrolase family 38, central domain]

IPR000421 [Coagulation factor 5/8 C-terminal domain] ; IPR000859[CUB domain] ; IPR000998[MAM domain] ; IPR022579[Neuropilin, C-terminal]

IPR000719 [Protein kinase domain] ; IPR001478[PDZ domain] ; IPR008145[Guanylate kinase/L-type calcium channel beta subunit] ; IPR011511[Variant SH3 domain] ; IPR014775[L27 domain, C-terminal]

IPR000306 [FYVE zinc finger] ; IPR002014[VHS domain] ; IPR024641[Hepatocyte growth factor-regulated tyrosine kinase substrate, helical domain]

IPR000884 [Thrombospondin type-1 (TSP1) repeat] ; IPR001590[Peptidase M12B, ADAM/reprolysin] ; IPR002870[Peptidase M12B, propeptide] ; IPR010294[ADAM-TS Spacer 1]

IPR000034 [Laminin IV] ; IPR001791[Laminin G domain] ; IPR002049[Laminin EGF domain] ; IPR008211[Laminin, N-terminal] ; IPR009254[Laminin alpha, domain I] ; IPR010307[Laminin domain II]



IPR001164 [Arf GTPase activating protein] ; IPR001452[SH3 domain] ; IPR001849[Pleckstrin homology domain] ; IPR020683[Ankyrin repeat-containing domain]
IPR006139 [D-isomer specific 2-hydroxyacid dehydrogenase, catalytic domain] ; IPR006140[D-isomer specific 2-hydroxyacid dehydrogenase, NAD-binding domain]

IPR007477 [SAB domain] ; IPR008379[Band 4.1, C-terminal] ; IPR014847[FERM adjacent (FA)] ; IPR018979[FERM, N-terminal] ; IPR018980[FERM, C-terminal PH-like domain] ; IPR019748[FERM central domain]

IPR002553 [Clathrin/coatomer adaptor, adaptin-like, N-terminal] ; IPR008152[Clathrin adaptor, alpha/beta/gamma-adaptin, appendage, Ig-like subdomain]

IPR001650 [Helicase, C-terminal] ; IPR007502[Helicase-associated domain] ; IPR011545[DEAD/DEAH box helicase domain] ; IPR011709[Domain of unknown function DUF1605]

IPR000330 [SNF2-related, N-terminal domain] ; IPR001650[Helicase, C-terminal] ; IPR015194[ISWI, HAND domain] ; IPR015195[SLIDE domain] ; IPR020838[DBINO domain]

IPR000421 [Coagulation factor 5/8 C-terminal domain] ; IPR000859[CUB domain] ; IPR000998[MAM domain] ; IPR022579[Neuropilin, C-terminal]



IPR009408 [Formin Homology 1] ; IPR010465[DRF autoregulatory] ; IPR010472[Formin, FH3 domain] ; IPR010473[Formin, GTPase-binding domain] ; IPR015425[Formin, FH2 domain]

IPR002478 [PUA domain] ; IPR002501[Pseudouridine synthase II, N-terminal] ; IPR012960[Dyskerin-like] ; IPR032819[tRNA pseudouridylate synthase B, C-terminal]

IPR000315 [B-box-type zinc finger] ; IPR001258[NHL repeat] ; IPR017868[Filamin/ABP280 repeat-like] ; IPR027370[RING-type zinc-finger, LisH dimerisation motif]



IPR002376 [Formyl transferase, N-terminal] ; IPR005793[Formyl transferase, C-terminal] ; IPR009081[Phosphopantetheine binding ACP domain] ; IPR015590[Aldehyde dehydrogenase domain]

IPR000219 [Dbl homology (DH) domain] ; IPR000719[Protein kinase domain] ; IPR001251[CRAL-TRIO lipid binding domain] ; IPR001452[SH3 domain] ; IPR001849[Pleckstrin homology domain] ; IPR002017[Spectrin repeat] ; IPR013098[Immunoglobulin I-set]

IPR013699 [Signal recognition particle, SRP72 subunit, RNA-binding] ; IPR019734[Tetratricopeptide repeat] ; IPR031545[Putative TPR-like repeat]

IPR000719 [Protein kinase domain] ; IPR001849[Pleckstrin homology domain] ; IPR002219[Protein kinase C-like, phorbol ester/diacylglycerol-binding domain]

IPR000372 [Leucine-rich repeat N-terminal domain] ; IPR000483[Cysteine-rich flanking region, C-terminal] ; IPR000742[EGF-like domain] ; IPR001611[Leucine-rich repeat] ; IPR001791[Laminin G domain] ; IPR013032[EGF-like, conserved site]

IPR000219 [Dbl homology (DH) domain] ; IPR001849[Pleckstrin homology domain] ; IPR014847[FERM adjacent (FA)] ; IPR018979[FERM, N-terminal] ; IPR018980[FERM, C-terminal PH-like domain] ; IPR019748[FERM central domain]

IPR025481 [Cell morphogenesis protein C-terminal] ; IPR025614[Cell morphogenesis protein N-terminal] ; IPR029473[Cell morphogenesis central region]
IPR002553 [Clathrin/coatomer adaptor, adaptin-like, N-terminal] ; IPR003164[Clathrin adaptor, alpha-adaptin, appendage, C-terminal subdomain] ; IPR008152[Clathrin adaptor, alpha/beta/gamma-adaptin, appendage, Ig-like subdomain]

IPR001194 [DENN domain] ; IPR001849[Pleckstrin homology domain] ; IPR004182[GRAM domain] ; IPR005113[uDENN domain] ; IPR010569[Myotubularin-like phosphatase domain] ; IPR022096[SBF1/SBF2 domain]

IPR006895 [Zinc finger, Sec23/Sec24-type] ; IPR006896[Sec23/Sec24, trunk domain] ; IPR006900[Sec23/Sec24, helical domain] ; IPR007123[Gelsolin-like domain] ; IPR012990[Sec23/Sec24 beta-sandwich]
IPR000203 [GPS motif] ; IPR000832[GPCR, family 2, secretin-like] ; IPR000922[D-galactoside/L-rhamnose binding SUEL lectin domain] ; IPR001879[GPCR, family 2, extracellular hormone receptor domain] ; IPR003112[Olfactomedin-like domain] ; IPR003334[GPCR, family 2, latrophilin, C-terminal] ; IPR032471[GAIN domain, N-terminal]



IPR000722 [RNA polymerase, alpha subunit] ; IPR007066[RNA polymerase Rpb1, domain 3] ; IPR007080[RNA polymerase Rpb1, domain 1] ; IPR007081[RNA polymerase Rpb1, domain 5] ; IPR007083[RNA polymerase Rpb1, domain 4]

IPR000408 [Regulator of chromosome condensation, RCC1] ; IPR000433[Zinc finger, ZZ-type] ; IPR000569[HECT domain] ; IPR001199[Cytochrome b5-like heme/steroid binding domain] ; IPR004939[APC10/DOC domain] ; IPR010606[Mib-herc2] ; IPR021097[CPH domain]

IPR000494 [Receptor L-domain] ; IPR001245[Serine-threonine/tyrosine-protein kinase catalytic domain] ; IPR006211[Furin-like cysteine-rich domain] ; IPR032778[Growth factor receptor domain 4]

IPR000001 [Kringle] ; IPR000294[Gamma-carboxyglutamic acid-rich (GLA) domain] ; IPR001254[Serine proteases, trypsin domain] ; IPR018992[Thrombin light chain]

IPR001599 [Alpha-2-macroglobulin] ; IPR002890[Alpha-2-macroglobulin, N-terminal] ; IPR009048[Alpha-macroglobulin, receptor-binding] ; IPR011625[Alpha-2-macroglobulin, N-terminal 2] ; IPR011626[Alpha-macroglobulin complement component] ; IPR019565[Alpha-2-macroglobulin, thiol-ester bond-forming]
IPR000020 [Anaphylatoxin/fibulin] ; IPR001599[Alpha-2-macroglobulin] ; IPR002890[Alpha-2-macroglobulin, N-terminal] ; IPR009048[Alpha-macroglobulin, receptor-binding] ; IPR011625[Alpha-2-macroglobulin, N-terminal 2] ; IPR011626[Alpha-macroglobulin complement component] ; IPR018933[Netrin module, non-TIMP type] ; IPR019565[Alpha-2-macroglobulin, thiol-ester bond-forming]
IPR000020 [Anaphylatoxin/fibulin] ; IPR001599[Alpha-2-macroglobulin] ; IPR002890[Alpha-2-macroglobulin, N-terminal] ; IPR009048[Alpha-macroglobulin, receptor-binding] ; IPR011625[Alpha-2-macroglobulin, N-terminal 2] ; IPR011626[Alpha-macroglobulin complement component] ; IPR018933[Netrin module, non-TIMP type]

IPR000033 [LDLR class B repeat] ; IPR001881[EGF-like calcium-binding domain] ; IPR002172[Low-density lipoprotein (LDL) receptor class A repeat]



IPR002181 [Fibrinogen, alpha/beta/gamma chain, C-terminal globular domain] ; IPR012290[Fibrinogen, alpha/beta/gamma chain, coiled coil domain]
IPR002181 [Fibrinogen, alpha/beta/gamma chain, C-terminal globular domain] ; IPR012290[Fibrinogen, alpha/beta/gamma chain, coiled coil domain]

IPR001245 [Serine-threonine/tyrosine-protein kinase catalytic domain] ; IPR002219[Protein kinase C-like, phorbol ester/diacylglycerol-binding domain] ; IPR003116[Raf-like Ras-binding]

IPR001747 [Lipid transport protein, N-terminal] ; IPR009454[Lipid transport, open beta-sheet] ; IPR015255[Vitellinogen, open beta-sheet] ; IPR022176[Apolipoprotein B100 C-terminal]

IPR001007 [VWFC domain] ; IPR001846[von Willebrand factor, type D domain] ; IPR002035[von Willebrand factor, type A] ; IPR002919[Trypsin Inhibitor-like, cysteine rich domain] ; IPR014853[Uncharacterised domain, cysteine-rich] ; IPR032361[von Willebrand factor, VWA N-terminal domain]

IPR020828 [Glyceraldehyde 3-phosphate dehydrogenase, NAD(P) binding domain] ; IPR020829[Glyceraldehyde 3-phosphate dehydrogenase, catalytic domain]

IPR004014 [Cation-transporting P-type ATPase, N-terminal] ; IPR006068[Cation-transporting P-type ATPase, C-terminal] ; IPR008250[P-type ATPase, A  domain]

IPR002369 [Integrin beta subunit, VWA domain] ; IPR012896[Integrin beta subunit, tail] ; IPR013111[EGF-like domain, extracellular] ; IPR014836[Integrin beta subunit, cytoplasmic domain] ; IPR033760[Integrin beta N-terminal]
IPR002369 [Integrin beta subunit, VWA domain] ; IPR012896[Integrin beta subunit, tail] ; IPR014836[Integrin beta subunit, cytoplasmic domain] ; IPR033760[Integrin beta N-terminal]



IPR002369 [Integrin beta subunit, VWA domain] ; IPR012896[Integrin beta subunit, tail] ; IPR013111[EGF-like domain, extracellular] ; IPR014836[Integrin beta subunit, cytoplasmic domain] ; IPR033760[Integrin beta N-terminal]
IPR000008 [C2 domain] ; IPR000719[Protein kinase domain] ; IPR002219[Protein kinase C-like, phorbol ester/diacylglycerol-binding domain] ; IPR017892[Protein kinase, C-terminal]

IPR000494 [Receptor L-domain] ; IPR001245[Serine-threonine/tyrosine-protein kinase catalytic domain] ; IPR006211[Furin-like cysteine-rich domain]

IPR001304 [C-type lectin-like] ; IPR001881[EGF-like calcium-binding domain] ; IPR015149[Thrombomodulin-like, EGF-like] ; IPR026823[Complement Clr-like EGF domain]
IPR000294 [Gamma-carboxyglutamic acid-rich (GLA) domain] ; IPR000742[EGF-like domain] ; IPR001791[Laminin G domain] ; IPR001881[EGF-like calcium-binding domain]

IPR000738 [WHEP-TRS domain] ; IPR002314[Aminoacyl-tRNA synthetase, class II (G/ P/ S/T)] ; IPR004046[Glutathione S-transferase, C-terminal] ; IPR004154[Anticodon-binding] ; IPR016061[Proline-tRNA ligase, class II, C-terminal] ; IPR020058[Glutamyl/glutaminyl-tRNA synthetase, class Ib, catalytic domain] ; IPR020059[Glutamyl/glutaminyl-tRNA synthetase, class Ib, anti-codon binding domain]



IPR000884 [Thrombospondin type-1 (TSP1) repeat] ; IPR001007[VWFC domain] ; IPR003367[Thrombospondin, type 3-like repeat] ; IPR008859[Thrombospondin, C-terminal]
IPR000494 [Receptor L-domain] ; IPR001245[Serine-threonine/tyrosine-protein kinase catalytic domain] ; IPR006211[Furin-like cysteine-rich domain]

IPR000562 [Fibronectin, type II, collagen-binding] ; IPR001818[Peptidase M10, metallopeptidase] ; IPR002477[Peptidoglycan binding-like] ; IPR018487[Hemopexin-like repeats]

IPR001245 [Serine-threonine/tyrosine-protein kinase catalytic domain] ; IPR001627[Sema domain] ; IPR002165[Plexin repeat] ; IPR002909[IPT domain]

IPR001357 [BRCT domain] ; IPR001510[Zinc finger, PARP-type] ; IPR004102[Poly(ADP-ribose) polymerase, regulatory domain] ; IPR008893[WGR domain] ; IPR012317[Poly(ADP-ribose) polymerase, catalytic domain] ; IPR012982[PADR1 domain]
IPR014782 [Peptidase M1, membrane alanine aminopeptidase, N-terminal] ; IPR015211[Peptidase M1, leukotriene A4 hydrolase/aminopeptidase C-terminal]

IPR000020 [Anaphylatoxin/fibulin] ; IPR001599[Alpha-2-macroglobulin] ; IPR002890[Alpha-2-macroglobulin, N-terminal] ; IPR009048[Alpha-macroglobulin, receptor-binding] ; IPR011625[Alpha-2-macroglobulin, N-terminal 2] ; IPR011626[Alpha-macroglobulin complement component] ; IPR018933[Netrin module, non-TIMP type] ; IPR019565[Alpha-2-macroglobulin, thiol-ester bond-forming]

IPR001245 [Serine-threonine/tyrosine-protein kinase catalytic domain] ; IPR002219[Protein kinase C-like, phorbol ester/diacylglycerol-binding domain] ; IPR003116[Raf-like Ras-binding]

IPR000436 [Sushi/SCR/CCP domain] ; IPR000884[Thrombospondin type-1 (TSP1) repeat] ; IPR002172[Low-density lipoprotein (LDL) receptor class A repeat] ; IPR020864[Membrane attack complex component/perforin (MACPF) domain]



IPR007477 [SAB domain] ; IPR008379[Band 4.1, C-terminal] ; IPR014847[FERM adjacent (FA)] ; IPR018979[FERM, N-terminal] ; IPR018980[FERM, C-terminal PH-like domain] ; IPR019748[FERM central domain]

IPR008336 [DNA topoisomerase I, DNA binding, eukaryotic-type] ; IPR013500[DNA topoisomerase I, catalytic core, eukaryotic-type] ; IPR025834[Topoisomerase I C-terminal domain]
IPR002205 [DNA topoisomerase, type IIA, subunit A/C-terminal] ; IPR003594[Histidine kinase-like ATPase, C-terminal domain] ; IPR006171[TOPRIM  domain] ; IPR012542[DTHCT] ; IPR013506[DNA topoisomerase, type IIA, subunit B, domain 2] ; IPR031660[C-terminal associated domain of TOPRIM]

IPR003034 [SAP domain] ; IPR005160[Ku70/Ku80 C-terminal arm] ; IPR005161[Ku70/Ku80, N-terminal alpha/beta] ; IPR006164[Ku70/Ku80 beta-barrel domain]
IPR005160 [Ku70/Ku80 C-terminal arm] ; IPR005161[Ku70/Ku80, N-terminal alpha/beta] ; IPR006164[Ku70/Ku80 beta-barrel domain] ; IPR014893[Ku, C-terminal]

IPR000436 [Sushi/SCR/CCP domain] ; IPR000538[Link domain] ; IPR000742[EGF-like domain] ; IPR001304[C-type lectin-like] ; IPR013106[Immunoglobulin V-set domain]

IPR000640 [Translation elongation factor EFG, V domain] ; IPR004161[Translation elongation factor EFTu-like, domain 2] ; IPR005517[Translation elongation factor EFG/EF2, domain IV] ; IPR009022[Elongation factor G, III-V domain]

IPR000595 [Cyclic nucleotide-binding domain] ; IPR003117[cAMP-dependent protein kinase regulatory subunit, dimerization-anchoring domain]



IPR002048 [EF-hand domain] ; IPR009011[Mannose-6-phosphate receptor binding domain] ; IPR028146[Glucosidase II beta subunit, N-terminal]

IPR000033 [LDLR class B repeat] ; IPR000716[Thyroglobulin type-1] ; IPR001881[EGF-like calcium-binding domain] ; IPR003886[NIDO domain] ; IPR006605[G2 nidogen/fibulin G2F] ; IPR024731[EGF domain] ; IPR026823[Complement Clr-like EGF domain]

IPR000562 [Fibronectin, type II, collagen-binding] ; IPR001818[Peptidase M10, metallopeptidase] ; IPR002477[Peptidoglycan binding-like] ; IPR018487[Hemopexin-like repeats]

IPR000008 [C2 domain] ; IPR000909[Phosphatidylinositol-specific phospholipase C, X domain] ; IPR000980[SH2 domain] ; IPR001452[SH3 domain] ; IPR001711[Phospholipase C, phosphatidylinositol-specific, Y domain]

IPR001300 [Peptidase C2, calpain, catalytic domain] ; IPR002048[EF-hand domain] ; IPR022682[Peptidase C2, calpain, large subunit, domain III]



IPR012308 [DNA ligase, ATP-dependent, N-terminal] ; IPR012309[DNA ligase, ATP-dependent, C-terminal] ; IPR012310[DNA ligase, ATP-dependent, central]
IPR000323 [Copper type II, ascorbate-dependent monooxygenase, N-terminal] ; IPR001258[NHL repeat] ; IPR024548[Copper type II ascorbate-dependent monooxygenase, C-terminal]

IPR001054 [Adenylyl cyclase class-3/4/guanylyl cyclase] ; IPR001245[Serine-threonine/tyrosine-protein kinase catalytic domain] ; IPR001828[Receptor, ligand binding region]

IPR001599 [Alpha-2-macroglobulin] ; IPR002890[Alpha-2-macroglobulin, N-terminal] ; IPR009048[Alpha-macroglobulin, receptor-binding] ; IPR011625[Alpha-2-macroglobulin, N-terminal 2] ; IPR011626[Alpha-macroglobulin complement component] ; IPR019565[Alpha-2-macroglobulin, thiol-ester bond-forming]

IPR000008 [C2 domain] ; IPR000980[SH2 domain] ; IPR001452[SH3 domain] ; IPR001849[Pleckstrin homology domain] ; IPR001936[Ras GTPase-activating protein]

IPR000194 [ATPase, F1/V1/A1 complex, alpha/beta subunit, nucleotide-binding domain] ; IPR004100[ATPase, F1/V1/A1 complex, alpha/beta subunit, N-terminal domain]

IPR000573 [Aconitase A/isopropylmalate dehydratase small subunit, swivel domain] ; IPR001030[Aconitase/3-isopropylmalate dehydratase large subunit, alpha/beta/alpha domain]

IPR002376 [Formyl transferase, N-terminal] ; IPR010918[AIR synthase-related protein, C-terminal domain] ; IPR016188[PurM-like, N-terminal domain] ; IPR020560[Phosphoribosylglycinamide synthetase, C-domain] ; IPR020561[Phosphoribosylglycinamide synthetase, ATP-grasp (A) domain] ; IPR020562[Phosphoribosylglycinamide synthetase, N-terminal]
IPR002181 [Fibrinogen, alpha/beta/gamma chain, C-terminal globular domain] ; IPR003961[Fibronectin type III] ; IPR013111[EGF-like domain, extracellular]

IPR000594 [THIF-type NAD/FAD binding fold] ; IPR018965[Ubiquitin-activating enzyme E1, C-terminal] ; IPR019572[Ubiquitin-activating enzyme, catalytic cysteine domain] ; IPR032418[Ubiquitin-activating enzyme E1, FCCH domain] ; IPR032420[Ubiquitin-activating enzyme E1, four-helix bundle]

IPR001212 [Somatomedin B domain] ; IPR001604[DNA/RNA non-specific endonuclease] ; IPR002591[Type I phosphodiesterase/nucleotide pyrophosphatase/phosphate transferase]



IPR000788 [Ribonucleotide reductase large subunit, C-terminal] ; IPR005144[ATP-cone domain] ; IPR013509[Ribonucleotide reductase large subunit, N-terminal]
IPR000034 [Laminin IV] ; IPR001791[Laminin G domain] ; IPR002049[Laminin EGF domain] ; IPR008211[Laminin, N-terminal] ; IPR009254[Laminin alpha, domain I] ; IPR010307[Laminin domain II]

IPR014038 [Translation elongation factor EF1B, beta/delta subunit, guanine nucleotide exchange domain] ; IPR018940[Elongation factor 1 beta central acidic region, eukaryote]

IPR002181 [Fibrinogen, alpha/beta/gamma chain, C-terminal globular domain] ; IPR003961[Fibronectin type III] ; IPR013111[EGF-like domain, extracellular]

IPR000034 [Laminin IV] ; IPR001791[Laminin G domain] ; IPR002049[Laminin EGF domain] ; IPR008211[Laminin, N-terminal] ; IPR009254[Laminin alpha, domain I] ; IPR010307[Laminin domain II]

IPR011259 [Ezrin/radixin/moesin, C-terminal] ; IPR018979[FERM, N-terminal] ; IPR018980[FERM, C-terminal PH-like domain] ; IPR019748[FERM central domain]

IPR001025 [Bromo adjacent homology (BAH) domain] ; IPR002857[Zinc finger, CXXC-type] ; IPR010506[DMAP1-binding domain] ; IPR022702[DNA (cytosine-5)-methyltransferase 1, replication foci domain] ; IPR029063[S-adenosyl-L-methionine-dependent methyltransferase]

IPR002314 [Aminoacyl-tRNA synthetase, class II (G/ P/ S/T)] ; IPR004095[TGS] ; IPR004154[Anticodon-binding] ; IPR012947[Threonyl/alanyl tRNA synthetase, SAD]
IPR002300 [Aminoacyl-tRNA synthetase, class Ia] ; IPR004046[Glutathione S-transferase, C-terminal] ; IPR013155[Methionyl/Valyl/Leucyl/Isoleucyl-tRNA synthetase, anticodon-binding]
IPR001662 [Translation elongation factor EF1B, gamma chain, conserved] ; IPR004045[Glutathione S-transferase, N-terminal] ; IPR004046[Glutathione S-transferase, C-terminal]

IPR004365 [OB-fold nucleic acid binding domain, AA-tRNA synthetase-type] ; IPR007199[Replication factor-A protein 1, N-terminal] ; IPR013955[Replication factor A, C-terminal] ; IPR031657[Replication protein A, OB domain]

IPR002474 [Carbamoyl-phosphate synthase, small subunit N-terminal domain] ; IPR005479[Carbamoyl-phosphate synthetase large subunit-like, ATP-binding domain] ; IPR005480[Carbamoyl-phosphate synthetase, large subunit oligomerisation domain] ; IPR006131[Aspartate/ornithine carbamoyltransferase, Asp/Orn-binding domain] ; IPR006132[Aspartate/ornithine carbamoyltransferase, carbamoyl-P binding] ; IPR006680[Amidohydrolase-related] ; IPR011607[Methylglyoxal synthase-like domain] ; IPR017926[Glutamine amidotransferase]



IPR006133 [DNA-directed DNA polymerase, family B, exonuclease domain] ; IPR006134[DNA-directed DNA polymerase, family B, multifunctional domain] ; IPR025687[C4-type zinc-finger of DNA polymerase delta]

IPR000867 [Insulin-like growth factor-binding protein, IGFBP] ; IPR000884[Thrombospondin type-1 (TSP1) repeat] ; IPR001007[VWFC domain] ; IPR006208[Glycoprotein hormone subunit beta, cystine knot]
IPR001090 [Ephrin receptor ligand binding domain] ; IPR001245[Serine-threonine/tyrosine-protein kinase catalytic domain] ; IPR001660[Sterile alpha motif domain] ; IPR003961[Fibronectin type III] ; IPR027936[Ephrin receptor, transmembrane domain]
IPR001090 [Ephrin receptor ligand binding domain] ; IPR001245[Serine-threonine/tyrosine-protein kinase catalytic domain] ; IPR001660[Sterile alpha motif domain] ; IPR003961[Fibronectin type III] ; IPR011641[Tyrosine-protein kinase ephrin type A/B receptor-like] ; IPR027936[Ephrin receptor, transmembrane domain]

IPR005474 [Transketolase, N-terminal] ; IPR005475[Transketolase-like, pyrimidine-binding domain] ; IPR033248[Transketolase, C-terminal domain]

IPR014038 [Translation elongation factor EF1B, beta/delta subunit, guanine nucleotide exchange domain] ; IPR018940[Elongation factor 1 beta central acidic region, eukaryote]

IPR007120 [DNA-directed RNA polymerase, subunit 2, domain 6] ; IPR007641[RNA polymerase Rpb2, domain 7] ; IPR007642[RNA polymerase Rpb2, domain 2] ; IPR007644[RNA polymerase, beta subunit, protrusion] ; IPR007645[RNA polymerase Rpb2, domain 3] ; IPR007646[RNA polymerase Rpb2, domain 4] ; IPR007647[RNA polymerase Rpb2, domain 5]

IPR000595 [Cyclic nucleotide-binding domain] ; IPR003117[cAMP-dependent protein kinase regulatory subunit, dimerization-anchoring domain]



IPR011259 [Ezrin/radixin/moesin, C-terminal] ; IPR018979[FERM, N-terminal] ; IPR018980[FERM, C-terminal PH-like domain] ; IPR019748[FERM central domain]
IPR011259 [Ezrin/radixin/moesin, C-terminal] ; IPR018979[FERM, N-terminal] ; IPR018980[FERM, C-terminal PH-like domain] ; IPR019748[FERM central domain]

IPR000884 [Thrombospondin type-1 (TSP1) repeat] ; IPR001007[VWFC domain] ; IPR001881[EGF-like calcium-binding domain] ; IPR003367[Thrombospondin, type 3-like repeat] ; IPR008859[Thrombospondin, C-terminal] ; IPR024731[EGF domain]
IPR001881 [EGF-like calcium-binding domain] ; IPR003367[Thrombospondin, type 3-like repeat] ; IPR008859[Thrombospondin, C-terminal] ; IPR024665[Thrombospondin/cartilage oligomeric matrix protein, coiled-coil domain]

IPR029436 [Eukaryotic glycogen debranching enzyme, N-terminal domain] ; IPR032788[Glycogen debranching enzyme, central domain] ; IPR032790[Glycogen debranching enzyme, C-terminal] ; IPR032792[Glycogen debranching enzyme, glucanotransferase domain]

IPR000048 [IQ motif, EF-hand binding site] ; IPR001609[Myosin head, motor domain] ; IPR002928[Myosin tail] ; IPR004009[Myosin, N-terminal, SH3-like]

IPR005843 [Alpha-D-phosphohexomutase, C-terminal] ; IPR005844[Alpha-D-phosphohexomutase, alpha/beta/alpha domain I] ; IPR005845[Alpha-D-phosphohexomutase, alpha/beta/alpha domain II] ; IPR005846[Alpha-D-phosphohexomutase, alpha/beta/alpha domain III]
IPR000472 [Activin types I and II receptor domain] ; IPR001245[Serine-threonine/tyrosine-protein kinase catalytic domain] ; IPR003605[GS domain]

IPR000194 [ATPase, F1/V1/A1 complex, alpha/beta subunit, nucleotide-binding domain] ; IPR004100[ATPase, F1/V1/A1 complex, alpha/beta subunit, N-terminal domain] ; IPR031686[ATPsynthase alpha/beta subunit, N-terminal extension]



IPR008160 [Collagen triple helix repeat] ; IPR010363[Domain of unknown function DUF959, collagen XVIII, N-terminal] ; IPR010515[Collagenase NC10/endostatin] ; IPR020067[Frizzled domain]

IPR003961 [Fibronectin type III] ; IPR010457[Immunoglobulin C2-set-like, ligand-binding] ; IPR015321[Type I cytokine receptor, cytokine-binding domain]

IPR000980 [SH2 domain] ; IPR013799[STAT transcription factor, protein interaction] ; IPR013800[STAT transcription factor, all-alpha domain] ; IPR013801[STAT transcription factor, DNA-binding]
IPR001394 [Peptidase C19, ubiquitin carboxyl-terminal hydrolase] ; IPR001763[Rhodanese-like domain] ; IPR015063[USP8 dimerisation domain]

IPR000270 [PB1 domain] ; IPR000719[Protein kinase domain] ; IPR002219[Protein kinase C-like, phorbol ester/diacylglycerol-binding domain] ; IPR017892[Protein kinase, C-terminal]

IPR000980 [SH2 domain] ; IPR013799[STAT transcription factor, protein interaction] ; IPR013800[STAT transcription factor, all-alpha domain] ; IPR013801[STAT transcription factor, DNA-binding]
IPR001650 [Helicase, C-terminal] ; IPR011545[DEAD/DEAH box helicase domain] ; IPR012961[ATP-dependent RNA helicase Ski2, C-terminal] ; IPR025696[rRNA-processing arch domain]
IPR000341 [Phosphatidylinositol 3-kinase Ras-binding (PI3K RBD) domain] ; IPR000403[Phosphatidylinositol 3-/4-kinase, catalytic domain] ; IPR001263[Phosphoinositide 3-kinase, accessory (PIK) domain] ; IPR002420[Phosphatidylinositol 3-kinase, C2 domain] ; IPR003113[Phosphatidylinositol 3-kinase adaptor-binding (PI3K ABD) domain]
IPR000403 [Phosphatidylinositol 3-/4-kinase, catalytic domain] ; IPR003151[PIK-related kinase, FAT] ; IPR003152[FATC domain] ; IPR009076[FKBP12-rapamycin binding domain] ; IPR024585[Domain of unknown function DUF3385,  target of rapamycin protein]

IPR000432 [DNA mismatch repair protein MutS, C-terminal] ; IPR007695[DNA mismatch repair protein MutS-like, N-terminal] ; IPR007696[DNA mismatch repair protein MutS, core] ; IPR007860[DNA mismatch repair protein MutS, connector domain] ; IPR007861[DNA mismatch repair protein MutS, clamp]

IPR001650 [Helicase, C-terminal] ; IPR011545[DEAD/DEAH box helicase domain] ; IPR032284[ATP-dependent DNA helicase RecQ, zinc-binding domain]

IPR000742 [EGF-like domain] ; IPR000800[Notch domain] ; IPR001881[EGF-like calcium-binding domain] ; IPR010660[Notch, NOD domain] ; IPR011656[Notch, NODP domain] ; IPR013032[EGF-like, conserved site] ; IPR020683[Ankyrin repeat-containing domain] ; IPR024600[Domain of unknown function DUF3454, notch]



IPR000433 [Zinc finger, ZZ-type] ; IPR001715[Calponin homology domain] ; IPR002017[Spectrin repeat] ; IPR015153[EF-hand domain, type 1] ; IPR015154[EF-hand domain, type 2]
IPR000048 [IQ motif, EF-hand binding site] ; IPR000593[RasGAP protein, C-terminal] ; IPR001715[Calponin homology domain] ; IPR001936[Ras GTPase-activating protein]

IPR000341 [Phosphatidylinositol 3-kinase Ras-binding (PI3K RBD) domain] ; IPR000403[Phosphatidylinositol 3-/4-kinase, catalytic domain] ; IPR001263[Phosphoinositide 3-kinase, accessory (PIK) domain] ; IPR002420[Phosphatidylinositol 3-kinase, C2 domain]

IPR001031 [Thioesterase] ; IPR009081[Phosphopantetheine binding ACP domain] ; IPR013149[Alcohol dehydrogenase, C-terminal] ; IPR013217[Methyltransferase type 12] ; IPR013968[Polyketide synthase, ketoreductase domain] ; IPR014030[Beta-ketoacyl synthase, N-terminal] ; IPR014031[Beta-ketoacyl synthase, C-terminal] ; IPR014043[Acyl transferase] ; IPR020807[Polyketide synthase, dehydratase domain] ; IPR032821[Ketoacyl-synthetase, C-terminal extension]

IPR001208 [MCM domain] ; IPR008045[DNA replication licensing factor Mcm2] ; IPR027925[MCM N-terminal domain] ; IPR033762[MCM OB domain]
IPR001881 [EGF-like calcium-binding domain] ; IPR003367[Thrombospondin, type 3-like repeat] ; IPR008859[Thrombospondin, C-terminal] ; IPR024665[Thrombospondin/cartilage oligomeric matrix protein, coiled-coil domain]
IPR001881 [EGF-like calcium-binding domain] ; IPR003367[Thrombospondin, type 3-like repeat] ; IPR008859[Thrombospondin, C-terminal] ; IPR024665[Thrombospondin/cartilage oligomeric matrix protein, coiled-coil domain]

IPR001818 [Peptidase M10, metallopeptidase] ; IPR002477[Peptidoglycan binding-like] ; IPR018487[Hemopexin-like repeats] ; IPR021805[Peptidase M10A, matrix metallopeptidase, C-terminal]



IPR000375 [Dynamin central domain] ; IPR001849[Pleckstrin homology domain] ; IPR003130[Dynamin GTPase effector] ; IPR022812[Dynamin superfamily]

IPR000008 [C2 domain] ; IPR000909[Phosphatidylinositol-specific phospholipase C, X domain] ; IPR001711[Phospholipase C, phosphatidylinositol-specific, Y domain] ; IPR015359[Phosphoinositide-specific phospholipase C, EF-hand-like domain]
IPR006204 [GHMP kinase N-terminal domain] ; IPR013750[GHMP kinase, C-terminal domain] ; IPR019539[Galactokinase galactose-binding domain]

IPR001054 [Adenylyl cyclase class-3/4/guanylyl cyclase] ; IPR009398[Adenylate cyclase, conserved domain] ; IPR032628[Adenylate cyclase, N-terminal]

IPR000313 [PWWP domain] ; IPR000432[DNA mismatch repair protein MutS, C-terminal] ; IPR007695[DNA mismatch repair protein MutS-like, N-terminal] ; IPR007696[DNA mismatch repair protein MutS, core] ; IPR007860[DNA mismatch repair protein MutS, connector domain] ; IPR007861[DNA mismatch repair protein MutS, clamp]

IPR002020 [Citrate synthase] ; IPR003781[CoA-binding] ; IPR005811[ATP-citrate lyase/succinyl-CoA ligase] ; IPR032263[ATP-citrate synthase, citrate-binding domain]
IPR001680 [WD40 repeat] ; IPR006692[Coatomer, WD associated region] ; IPR010714[Coatomer, alpha subunit, C-terminal] ; IPR024977[Anaphase-promoting complex subunit 4, WD40 domain]

IPR000547 [Clathrin, heavy chain/VPS, 7-fold repeat] ; IPR015348[Clathrin, heavy chain, linker, core motif] ; IPR022365[Clathrin, heavy chain, propeller repeat]

IPR002035 [von Willebrand factor, type A] ; IPR013608[VWA N-terminal] ; IPR013680[Voltage-dependent calcium channel, alpha-2/delta subunit, conserved region]



IPR001090 [Ephrin receptor ligand binding domain] ; IPR001245[Serine-threonine/tyrosine-protein kinase catalytic domain] ; IPR001660[Sterile alpha motif domain] ; IPR003961[Fibronectin type III] ; IPR011641[Tyrosine-protein kinase ephrin type A/B receptor-like] ; IPR027936[Ephrin receptor, transmembrane domain]
IPR001090 [Ephrin receptor ligand binding domain] ; IPR001245[Serine-threonine/tyrosine-protein kinase catalytic domain] ; IPR001660[Sterile alpha motif domain] ; IPR003961[Fibronectin type III] ; IPR027936[Ephrin receptor, transmembrane domain]

IPR004841 [Amino acid permease/ SLC12A domain] ; IPR013612[Amino acid permease, N-terminal] ; IPR018491[SLC12A transporter, C-terminal]

IPR003338 [CDC48, N-terminal subdomain] ; IPR003959[ATPase, AAA-type, core] ; IPR004201[CDC48, domain 2] ; IPR015415[Vps4 oligomerisation, C-terminal]

IPR000159 [Ras-associating (RA) domain] ; IPR000253[Forkhead-associated (FHA) domain] ; IPR001478[PDZ domain] ; IPR002710[Dilute domain]

IPR006139 [D-isomer specific 2-hydroxyacid dehydrogenase, catalytic domain] ; IPR006140[D-isomer specific 2-hydroxyacid dehydrogenase, NAD-binding domain]

IPR000897 [Signal recognition particle, SRP54 subunit, GTPase domain] ; IPR004125[Signal recognition particle, SRP54 subunit, M-domain] ; IPR013822[Signal recognition particle, SRP54 subunit, helical bundle]



IPR003439 [ABC transporter-like] ; IPR007209[RNase L inhibitor RLI, possible metal-binding domain] ; IPR017896[4Fe-4S ferredoxin-type, iron-sulphur binding domain]

IPR002942 [RNA-binding S4 domain] ; IPR005824[KOW] ; IPR013843[Ribosomal protein S4e, N-terminal] ; IPR013845[Ribosomal protein S4e, central region] ; IPR032277[40S ribosomal protein S4, C-terminal domain]



IPR002553 [Clathrin/coatomer adaptor, adaptin-like, N-terminal] ; IPR008152[Clathrin adaptor, alpha/beta/gamma-adaptin, appendage, Ig-like subdomain] ; IPR015151[Beta-adaptin appendage, C-terminal subdomain]

IPR000403 [Phosphatidylinositol 3-/4-kinase, catalytic domain] ; IPR003151[PIK-related kinase, FAT] ; IPR003152[FATC domain] ; IPR012582[NUC194]



IPR000033 [LDLR class B repeat] ; IPR001881[EGF-like calcium-binding domain] ; IPR002172[Low-density lipoprotein (LDL) receptor class A repeat]
IPR000034 [Laminin IV] ; IPR000742[EGF-like domain] ; IPR001791[Laminin G domain] ; IPR002049[Laminin EGF domain] ; IPR002172[Low-density lipoprotein (LDL) receptor class A repeat] ; IPR007110[Immunoglobulin-like domain] ; IPR013098[Immunoglobulin I-set]

IPR004014 [Cation-transporting P-type ATPase, N-terminal] ; IPR006068[Cation-transporting P-type ATPase, C-terminal] ; IPR008250[P-type ATPase, A  domain]

IPR022628 [S-adenosylmethionine synthetase, N-terminal] ; IPR022629[S-adenosylmethionine synthetase, central domain] ; IPR022630[S-adenosylmethionine synthetase, C-terminal]

IPR000547 [Clathrin, heavy chain/VPS, 7-fold repeat] ; IPR015348[Clathrin, heavy chain, linker, core motif] ; IPR022365[Clathrin, heavy chain, propeller repeat]

IPR013528 [Hydroxymethylglutaryl-coenzyme A synthase, N-terminal] ; IPR013746[Hydroxymethylglutaryl-coenzyme A synthase C-terminal domain]

IPR000008 [C2 domain] ; IPR000909[Phosphatidylinositol-specific phospholipase C, X domain] ; IPR001711[Phospholipase C, phosphatidylinositol-specific, Y domain] ; IPR014815[Phospholipase C-beta, C-terminal domain] ; IPR015359[Phosphoinositide-specific phospholipase C, EF-hand-like domain]
IPR000001 [Kringle] ; IPR001245[Serine-threonine/tyrosine-protein kinase catalytic domain] ; IPR013098[Immunoglobulin I-set] ; IPR020067[Frizzled domain]

IPR001179 [FKBP-type peptidyl-prolyl cis-trans isomerase domain] ; IPR001440[Tetratricopeptide repeat 1] ; IPR013105[Tetratricopeptide repeat 2]

IPR002205 [DNA topoisomerase, type IIA, subunit A/C-terminal] ; IPR003594[Histidine kinase-like ATPase, C-terminal domain] ; IPR006171[TOPRIM  domain] ; IPR012542[DTHCT] ; IPR013506[DNA topoisomerase, type IIA, subunit B, domain 2] ; IPR031660[C-terminal associated domain of TOPRIM]

IPR004193 [Glycoside hydrolase, family 13, N-terminal] ; IPR006047[Glycosyl hydrolase, family 13, catalytic domain] ; IPR006048[Alpha-amylase/branching enzyme, C-terminal all beta]

IPR000001 [Kringle] ; IPR000083[Fibronectin, type I] ; IPR000562[Fibronectin, type II, collagen-binding] ; IPR000742[EGF-like domain] ; IPR001254[Serine proteases, trypsin domain]

IPR000375 [Dynamin central domain] ; IPR001849[Pleckstrin homology domain] ; IPR003130[Dynamin GTPase effector] ; IPR022812[Dynamin superfamily]
IPR001245 [Serine-threonine/tyrosine-protein kinase catalytic domain] ; IPR005189[Focal adhesion kinase, targeting (FAT) domain] ; IPR019748[FERM central domain]

IPR000719 [Protein kinase domain] ; IPR002219[Protein kinase C-like, phorbol ester/diacylglycerol-binding domain] ; IPR017892[Protein kinase, C-terminal]



IPR002223 [Pancreatic trypsin inhibitor Kunitz domain] ; IPR011178[Amyloidogenic glycoprotein, copper-binding] ; IPR015849[Amyloidogenic glycoprotein, heparin-binding] ; IPR019543[Beta-amyloid precursor protein C-terminal] ; IPR024329[Amyloidogenic glycoprotein, E2 domain]

IPR000906 [ZU5 domain] ; IPR001478[PDZ domain] ; IPR008145[Guanylate kinase/L-type calcium channel beta subunit] ; IPR011511[Variant SH3 domain]

IPR001440 [Tetratricopeptide repeat 1] ; IPR019734[Tetratricopeptide repeat] ; IPR025986[RNA-polymerase II-associated protein 3-like, C-terminal domain]

IPR000033 [LDLR class B repeat] ; IPR001881[EGF-like calcium-binding domain] ; IPR002172[Low-density lipoprotein (LDL) receptor class A repeat] ; IPR026823[Complement Clr-like EGF domain] ; IPR032485[Domain of unknown function DUF5050]

IPR021841 [Vacuolar protein 14 C-terminal Fig4-binding domain] ; IPR032878[Vacuole morphology and inheritance protein 14, Fab1-binding region]

IPR002553 [Clathrin/coatomer adaptor, adaptin-like, N-terminal] ; IPR008152[Clathrin adaptor, alpha/beta/gamma-adaptin, appendage, Ig-like subdomain] ; IPR015151[Beta-adaptin appendage, C-terminal subdomain]

IPR000242 [PTP type protein phosphatase] ; IPR001478[PDZ domain] ; IPR018979[FERM, N-terminal] ; IPR018980[FERM, C-terminal PH-like domain] ; IPR019748[FERM central domain]

IPR001478 [PDZ domain] ; IPR008145[Guanylate kinase/L-type calcium channel beta subunit] ; IPR011511[Variant SH3 domain] ; IPR015143[L27-1] ; IPR019583[PDZ-associated domain of NMDA receptors] ; IPR019590[Disks large homologue 1, N-terminal PEST domain]



IPR000008 [C2 domain] ; IPR000198[Rho GTPase-activating protein domain] ; IPR000219[Dbl homology (DH) domain] ; IPR001849[Pleckstrin homology domain]

IPR000022 [Carboxyl transferase] ; IPR000089[Biotin/lipoyl attachment] ; IPR005479[Carbamoyl-phosphate synthetase large subunit-like, ATP-binding domain] ; IPR005481[Biotin carboxylase-like, N-terminal domain] ; IPR005482[Biotin carboxylase, C-terminal] ; IPR013537[Acetyl-CoA carboxylase, central domain]

IPR001394 [Peptidase C19, ubiquitin carboxyl-terminal hydrolase] ; IPR006615[Peptidase C19, ubiquitin-specific peptidase, DUSP domain] ; IPR028135[Ubiquitin-like domain, USP-type]

IPR000159 [Ras-associating (RA) domain] ; IPR000980[SH2 domain] ; IPR001849[Pleckstrin homology domain] ; IPR015042[BPS (Between PH and SH2) domain]

IPR001590 [Peptidase M12B, ADAM/reprolysin] ; IPR001762[Disintegrin domain] ; IPR002870[Peptidase M12B, propeptide] ; IPR006586[ADAM, cysteine-rich]
IPR000048 [IQ motif, EF-hand binding site] ; IPR000159[Ras-associating (RA) domain] ; IPR000198[Rho GTPase-activating protein domain] ; IPR001609[Myosin head, motor domain]

IPR000403 [Phosphatidylinositol 3-/4-kinase, catalytic domain] ; IPR003151[PIK-related kinase, FAT] ; IPR003152[FATC domain] ; IPR012993[UME domain]

IPR000048 [IQ motif, EF-hand binding site] ; IPR000593[RasGAP protein, C-terminal] ; IPR001715[Calponin homology domain] ; IPR001936[Ras GTPase-activating protein]



IPR001212 [Somatomedin B domain] ; IPR001604[DNA/RNA non-specific endonuclease] ; IPR002591[Type I phosphodiesterase/nucleotide pyrophosphatase/phosphate transferase]

IPR000033 [LDLR class B repeat] ; IPR000716[Thyroglobulin type-1] ; IPR001881[EGF-like calcium-binding domain] ; IPR003886[NIDO domain] ; IPR006605[G2 nidogen/fibulin G2F] ; IPR024731[EGF domain] ; IPR026823[Complement Clr-like EGF domain]

IPR000219 [Dbl homology (DH) domain] ; IPR001715[Calponin homology domain] ; IPR001849[Pleckstrin homology domain] ; IPR011511[Variant SH3 domain]

IPR001478 [PDZ domain] ; IPR008145[Guanylate kinase/L-type calcium channel beta subunit] ; IPR011511[Variant SH3 domain] ; IPR014775[L27 domain, C-terminal]
IPR001452 [SH3 domain] ; IPR010703[Dedicator of cytokinesis, C-terminal] ; IPR027007[DHR-1 domain] ; IPR032376[Dedicator of cytokinesis, N-terminal domain]

IPR004273 [Dynein heavy chain domain] ; IPR011704[ATPase, dynein-related, AAA domain] ; IPR013594[Dynein heavy chain, domain-1] ; IPR013602[Dynein heavy chain, domain-2] ; IPR024317[Dynein heavy chain, P-loop containing D4 domain] ; IPR024743[Dynein heavy chain, coiled coil stalk]

IPR001245 [Serine-threonine/tyrosine-protein kinase catalytic domain] ; IPR005189[Focal adhesion kinase, targeting (FAT) domain] ; IPR019748[FERM central domain]

IPR000294 [Gamma-carboxyglutamic acid-rich (GLA) domain] ; IPR001791[Laminin G domain] ; IPR001881[EGF-like calcium-binding domain] ; IPR013032[EGF-like, conserved site] ; IPR026823[Complement Clr-like EGF domain]

IPR000008 [C2 domain] ; IPR001562[Zinc finger, Btk motif] ; IPR001849[Pleckstrin homology domain] ; IPR001936[Ras GTPase-activating protein]



IPR000717 [Proteasome component (PCI) domain] ; IPR019585[26S proteasome regulatory subunit Rpn7/COP9 signalosome complex subunit 1]

IPR000640 [Translation elongation factor EFG, V domain] ; IPR004161[Translation elongation factor EFTu-like, domain 2] ; IPR005517[Translation elongation factor EFG/EF2, domain IV] ; IPR009022[Elongation factor G, III-V domain] ; IPR031950[116 kDa U5 small nuclear ribonucleoprotein component, N-terminal]

IPR000219 [Dbl homology (DH) domain] ; IPR001452[SH3 domain] ; IPR001715[Calponin homology domain] ; IPR001849[Pleckstrin homology domain] ; IPR032409[Rho guanine nucleotide exchange factor, coiled-coil domain]

IPR005844 [Alpha-D-phosphohexomutase, alpha/beta/alpha domain I] ; IPR005845[Alpha-D-phosphohexomutase, alpha/beta/alpha domain II] ; IPR005846[Alpha-D-phosphohexomutase, alpha/beta/alpha domain III]

IPR000008 [C2 domain] ; IPR001562[Zinc finger, Btk motif] ; IPR001849[Pleckstrin homology domain] ; IPR001936[Ras GTPase-activating protein]

IPR006895 [Zinc finger, Sec23/Sec24-type] ; IPR006896[Sec23/Sec24, trunk domain] ; IPR006900[Sec23/Sec24, helical domain] ; IPR007123[Gelsolin-like domain] ; IPR012990[Sec23/Sec24 beta-sandwich]
IPR006895 [Zinc finger, Sec23/Sec24-type] ; IPR006896[Sec23/Sec24, trunk domain] ; IPR006900[Sec23/Sec24, helical domain] ; IPR007123[Gelsolin-like domain] ; IPR012990[Sec23/Sec24 beta-sandwich]

IPR000242 [PTP type protein phosphatase] ; IPR018979[FERM, N-terminal] ; IPR018980[FERM, C-terminal PH-like domain] ; IPR019748[FERM central domain]



IPR015798 [Copper amine oxidase, C-terminal] ; IPR015800[Copper amine oxidase, N2-terminal] ; IPR015802[Copper amine oxidase, N3-terminal]
IPR002109 [Glutaredoxin] ; IPR004099[Pyridine nucleotide-disulphide oxidoreductase, dimerisation domain] ; IPR023753[FAD/NAD(P)-binding domain]

IPR002376 [Formyl transferase, N-terminal] ; IPR005793[Formyl transferase, C-terminal] ; IPR009081[Phosphopantetheine binding ACP domain] ; IPR015590[Aldehyde dehydrogenase domain]



IPR001849 [Pleckstrin homology domain] ; IPR010703[Dedicator of cytokinesis, C-terminal] ; IPR021816[Dedicator of cytokinesis C/D, N-terminal] ; IPR027007[DHR-1 domain]

IPR001478 [PDZ domain] ; IPR008145[Guanylate kinase/L-type calcium channel beta subunit] ; IPR011511[Variant SH3 domain] ; IPR014775[L27 domain, C-terminal]

IPR025481 [Cell morphogenesis protein C-terminal] ; IPR025614[Cell morphogenesis protein N-terminal] ; IPR029473[Cell morphogenesis central region]

IPR000555 [JAB1/MPN/MOV34 metalloenzyme domain] ; IPR012591[PRO8NT domain] ; IPR012592[PROCN domain] ; IPR012984[PROCT domain] ; IPR019580[Pre-mRNA-processing-splicing factor 8, U6-snRNA-binding] ; IPR019581[Pre-mRNA-processing-splicing factor 8, U5-snRNA-binding] ; IPR019582[RNA recognition motif, spliceosomal PrP8] ; IPR021983[PRP8 domain IV core]

IPR001478 [PDZ domain] ; IPR001660[Sterile alpha motif domain] ; IPR010599[Connector enhancer of kinase suppressor of ras 2] ; IPR017874[CRIC domain]



IPR028267 [Rapamycin-insensitive companion of mTOR, N-terminal domain] ; IPR029259[Rapamycin-insensitive companion of mTOR, phosphorylation-site] ; IPR029451[Rapamycin-insensitive companion of mTOR, middle domain] ; IPR029452[Rapamycin-insensitive companion of mTOR, domain 5] ; IPR029453[Rapamycin-insensitive companion of mTOR, domain 4]

IPR001599 [Alpha-2-macroglobulin] ; IPR002890[Alpha-2-macroglobulin, N-terminal] ; IPR009048[Alpha-macroglobulin, receptor-binding] ; IPR011625[Alpha-2-macroglobulin, N-terminal 2] ; IPR011626[Alpha-macroglobulin complement component] ; IPR019565[Alpha-2-macroglobulin, thiol-ester bond-forming]

IPR000980 [SH2 domain] ; IPR003029[S1 domain] ; IPR027999[Death-like domain of Spt6] ; IPR028083[Spt6 acidic, N-terminal domain] ; IPR028088[Helix-turn-helix DNA-binding domain of Spt6] ; IPR028231[Transcription elongation factor Spt6, YqgF domain] ; IPR032706[Transcription elongation factor Spt6, helix-hairpin-helix motif]

IPR001650 [Helicase, C-terminal] ; IPR007502[Helicase-associated domain] ; IPR011545[DEAD/DEAH box helicase domain] ; IPR011709[Domain of unknown function DUF1605]

IPR000651 [Ras-like guanine nucleotide exchange factor, N-terminal] ; IPR001895[Ras guanine-nucleotide exchange factors catalytic domain] ; IPR002048[EF-hand domain] ; IPR002219[Protein kinase C-like, phorbol ester/diacylglycerol-binding domain]

IPR015403 [Sec7, C-terminal] ; IPR032629[Mon2, dimerisation and cyclophilin-binding domain] ; IPR032691[Guanine nucleotide exchange factor, N-terminal] ; IPR032817[Mon2, C-terminal]

IPR000569 [HECT domain] ; IPR004170[WWE domain] ; IPR010309[E3 ubiquitin ligase, domain of unknown function DUF908] ; IPR010314[E3 ubiquitin ligase, domain of unknown function DUF913] ; IPR015940[Ubiquitin-associated domain] ; IPR025527[Domain of unknown function DUF4414]



IPR000048 [IQ motif, EF-hand binding site] ; IPR000593[RasGAP protein, C-terminal] ; IPR001715[Calponin homology domain] ; IPR001936[Ras GTPase-activating protein]

IPR001478 [PDZ domain] ; IPR008145[Guanylate kinase/L-type calcium channel beta subunit] ; IPR011511[Variant SH3 domain] ; IPR014775[L27 domain, C-terminal] ; IPR015145[L27-N]
IPR031435 [Transmembrane protein TMEM132, N-terminal] ; IPR031436[Transmembrane protein TMEM132, C-terminal] ; IPR031437[Transmembrane protein family 132, middle domain]



IPR001394 [Peptidase C19, ubiquitin carboxyl-terminal hydrolase] ; IPR002048[EF-hand domain] ; IPR006615[Peptidase C19, ubiquitin-specific peptidase, DUSP domain] ; IPR028135[Ubiquitin-like domain, USP-type]

IPR021418 [THO complex, subunitTHOC2, C-terminal] ; IPR021726[THO complex, subunitTHOC2, N-terminal] ; IPR032302[THO complex subunit 2, N-terminal domain]

IPR007716 [NPL4, zinc-binding putative] ; IPR007717[Nuclear pore localisation protein NPL4, C-terminal] ; IPR024682[Nuclear pore localisation protein Npl4, ubiquitin-like domain]

IPR001478 [PDZ domain] ; IPR006907[Domain of unknown function DUF622] ; IPR008145[Guanylate kinase/L-type calcium channel beta subunit]



IPR001715 [Calponin homology domain] ; IPR001781[Zinc finger, LIM-type] ; IPR002938[FAD-binding domain] ; IPR022735[Domain of unknown function DUF3585]

IPR001478 [PDZ domain] ; IPR001715[Calponin homology domain] ; IPR001781[Zinc finger, LIM-type] ; IPR031865[Domain of unknown function DUF4757]

IPR000159 [Ras-associating (RA) domain] ; IPR000198[Rho GTPase-activating protein domain] ; IPR001164[Arf GTPase activating protein] ; IPR001660[Sterile alpha motif domain] ; IPR001849[Pleckstrin homology domain]

IPR001452 [SH3 domain] ; IPR001478[PDZ domain] ; IPR008145[Guanylate kinase/L-type calcium channel beta subunit] ; IPR019583[PDZ-associated domain of NMDA receptors]



IPR001394 [Peptidase C19, ubiquitin carboxyl-terminal hydrolase] ; IPR002083[MATH/TRAF domain] ; IPR024729[Ubiquitin carboxyl-terminal hydrolase 7, ICP0-binding domain] ; IPR029346[Ubiquitin carboxyl-terminal hydrolase, C-terminal]

IPR023421 [Axin interactor, dorsalization-associated protein, N-terminal] ; IPR025939[Axin interactor dorsalization-associated protein, C-terminal domain]

IPR001849 [Pleckstrin homology domain] ; IPR010703[Dedicator of cytokinesis, C-terminal] ; IPR021816[Dedicator of cytokinesis C/D, N-terminal] ; IPR027007[DHR-1 domain]

IPR005843 [Alpha-D-phosphohexomutase, C-terminal] ; IPR005844[Alpha-D-phosphohexomutase, alpha/beta/alpha domain I] ; IPR005845[Alpha-D-phosphohexomutase, alpha/beta/alpha domain II] ; IPR005846[Alpha-D-phosphohexomutase, alpha/beta/alpha domain III]



IPR000159 [Ras-associating (RA) domain] ; IPR000198[Rho GTPase-activating protein domain] ; IPR001164[Arf GTPase activating protein] ; IPR001660[Sterile alpha motif domain] ; IPR001849[Pleckstrin homology domain]

IPR000884 [Thrombospondin type-1 (TSP1) repeat] ; IPR001881[EGF-like calcium-binding domain] ; IPR006605[G2 nidogen/fibulin G2F] ; IPR013098[Immunoglobulin I-set] ; IPR026823[Complement Clr-like EGF domain]





IPR001849 [Pleckstrin homology domain] ; IPR010703[Dedicator of cytokinesis, C-terminal] ; IPR021816[Dedicator of cytokinesis C/D, N-terminal] ; IPR027007[DHR-1 domain]

IPR001590 [Peptidase M12B, ADAM/reprolysin] ; IPR001762[Disintegrin domain] ; IPR002870[Peptidase M12B, propeptide] ; IPR006586[ADAM, cysteine-rich]



IPR001650 [Helicase, C-terminal] ; IPR007502[Helicase-associated domain] ; IPR011545[DEAD/DEAH box helicase domain] ; IPR011709[Domain of unknown function DUF1605]

IPR014782 [Peptidase M1, membrane alanine aminopeptidase, N-terminal] ; IPR015211[Peptidase M1, leukotriene A4 hydrolase/aminopeptidase C-terminal]

IPR007477 [SAB domain] ; IPR008379[Band 4.1, C-terminal] ; IPR014847[FERM adjacent (FA)] ; IPR018979[FERM, N-terminal] ; IPR018980[FERM, C-terminal PH-like domain] ; IPR019748[FERM central domain]

IPR001452 [SH3 domain] ; IPR010703[Dedicator of cytokinesis, C-terminal] ; IPR027007[DHR-1 domain] ; IPR032376[Dedicator of cytokinesis, N-terminal domain]

IPR004014 [Cation-transporting P-type ATPase, N-terminal] ; IPR006068[Cation-transporting P-type ATPase, C-terminal] ; IPR006544[P-type ATPase, subfamily  V] ; IPR008250[P-type ATPase, A  domain]

IPR007120 [DNA-directed RNA polymerase, subunit 2, domain 6] ; IPR007641[RNA polymerase Rpb2, domain 7] ; IPR007642[RNA polymerase Rpb2, domain 2] ; IPR007644[RNA polymerase, beta subunit, protrusion] ; IPR007645[RNA polymerase Rpb2, domain 3] ; IPR009674[DNA-directed RNA polymerase I subunit RPA2, domain 4]



IPR014847 [FERM adjacent (FA)] ; IPR018979[FERM, N-terminal] ; IPR018980[FERM, C-terminal PH-like domain] ; IPR019748[FERM central domain]

IPR000048 [IQ motif, EF-hand binding site] ; IPR000159[Ras-associating (RA) domain] ; IPR000857[MyTH4 domain] ; IPR001609[Myosin head, motor domain] ; IPR001849[Pleckstrin homology domain] ; IPR019748[FERM central domain] ; IPR031971[Unconventional myosin-X, coiled coil domain]

IPR003439 [ABC transporter-like] ; IPR011527[ABC transporter type 1, transmembrane domain] ; IPR032410[Mitochondrial ABC-transporter, N-terminal five TM domain]

IPR000873 [AMP-dependent synthetase/ligase] ; IPR025110[AMP-binding enzyme C-terminal domain] ; IPR032387[Acetyl-coenzyme A synthetase, N-terminal domain]

IPR007134 [Autophagy-related protein 3, N-terminal] ; IPR007135[Autophagy-related protein 3] ; IPR019461[Autophagy-related protein 3, C-terminal]



IPR011576 [Pyridoxamine 5'-phosphate oxidase-like, FMN-binding domain] ; IPR019576[Pyridoxine 5'-phosphate oxidase, dimerisation, C-terminal]

IPR000033 [LDLR class B repeat] ; IPR000742[EGF-like domain] ; IPR001881[EGF-like calcium-binding domain] ; IPR002172[Low-density lipoprotein (LDL) receptor class A repeat] ; IPR026823[Complement Clr-like EGF domain] ; IPR032485[Domain of unknown function DUF5050]

IPR001478 [PDZ domain] ; IPR008145[Guanylate kinase/L-type calcium channel beta subunit] ; IPR011511[Variant SH3 domain] ; IPR014775[L27 domain, C-terminal]



IPR001279 [Metallo-beta-lactamase] ; IPR011108[Zn-dependent metallo-hydrolase, RNA specificity domain] ; IPR022712[Beta-Casp domain] ; IPR025069[Cleavage and polyadenylation specificity factor 2, C-terminal]

IPR002553 [Clathrin/coatomer adaptor, adaptin-like, N-terminal] ; IPR013040[Coatomer, gamma subunit, appendage, Ig-like subdomain] ; IPR032154[Coatomer subunit gamma, C-terminal]

IPR006139 [D-isomer specific 2-hydroxyacid dehydrogenase, catalytic domain] ; IPR006140[D-isomer specific 2-hydroxyacid dehydrogenase, NAD-binding domain]

IPR000884 [Thrombospondin type-1 (TSP1) repeat] ; IPR001590[Peptidase M12B, ADAM/reprolysin] ; IPR002870[Peptidase M12B, propeptide] ; IPR010294[ADAM-TS Spacer 1]

IPR001279 [Metallo-beta-lactamase] ; IPR011108[Zn-dependent metallo-hydrolase, RNA specificity domain] ; IPR021718[Pre-mRNA 3'-end-processing endonuclease polyadenylation factor C-term] ; IPR022712[Beta-Casp domain]



IPR001164 [Arf GTPase activating protein] ; IPR001452[SH3 domain] ; IPR001849[Pleckstrin homology domain] ; IPR020683[Ankyrin repeat-containing domain]

IPR000742 [EGF-like domain] ; IPR000800[Notch domain] ; IPR001881[EGF-like calcium-binding domain] ; IPR010660[Notch, NOD domain] ; IPR011656[Notch, NODP domain] ; IPR013032[EGF-like, conserved site] ; IPR020683[Ankyrin repeat-containing domain] ; IPR024600[Domain of unknown function DUF3454, notch]

IPR002126 [Cadherin] ; IPR013164[Cadherin, N-terminal] ; IPR031904[Cadherin, C-terminal catenin-binding domain] ; IPR032455[Cadherin, cytoplasmic C-terminal domain]

IPR001680 [WD40 repeat] ; IPR007148[Small-subunit processome, Utp12] ; IPR024977[Anaphase-promoting complex subunit 4, WD40 domain]

IPR001101 [Plectin repeat] ; IPR001715[Calponin homology domain] ; IPR002017[Spectrin repeat] ; IPR002048[EF-hand domain] ; IPR003108[Gas2-related domain]

IPR000999 [Ribonuclease III domain] ; IPR001650[Helicase, C-terminal] ; IPR003100[PAZ domain] ; IPR005034[Dicer dimerisation domain] ; IPR011545[DEAD/DEAH box helicase domain]

IPR000375 [Dynamin central domain] ; IPR001849[Pleckstrin homology domain] ; IPR003130[Dynamin GTPase effector] ; IPR022812[Dynamin superfamily]



IPR007477 [SAB domain] ; IPR008379[Band 4.1, C-terminal] ; IPR014847[FERM adjacent (FA)] ; IPR018979[FERM, N-terminal] ; IPR018980[FERM, C-terminal PH-like domain] ; IPR019748[FERM central domain]

IPR001164 [Arf GTPase activating protein] ; IPR013724[GIT, Spa2 homology (SHD) domain] ; IPR020683[Ankyrin repeat-containing domain] ; IPR022018[ARF GTPase-activating protein GIT1, C-terminal] ; IPR032352[Arf GTPase-activating protein GIT1/2, coiled-coil domain]

IPR004160 [Translation elongation factor EFTu/EF1A, C-terminal] ; IPR004161[Translation elongation factor EFTu-like, domain 2] ; IPR015033[HBS1-like protein, N-terminal]

IPR002558 [I/LWEQ domain] ; IPR015009[Vinculin-binding site-containing domain] ; IPR015224[Talin, central] ; IPR018979[FERM, N-terminal] ; IPR019748[FERM central domain] ; IPR032425[Talin, N-terminal F0 domain]

IPR001394 [Peptidase C19, ubiquitin carboxyl-terminal hydrolase] ; IPR006615[Peptidase C19, ubiquitin-specific peptidase, DUSP domain] ; IPR028135[Ubiquitin-like domain, USP-type] ; IPR029346[Ubiquitin carboxyl-terminal hydrolase, C-terminal]
IPR002558 [I/LWEQ domain] ; IPR015009[Vinculin-binding site-containing domain] ; IPR015224[Talin, central] ; IPR018979[FERM, N-terminal] ; IPR019748[FERM central domain] ; IPR032425[Talin, N-terminal F0 domain]

IPR000719 [Protein kinase domain] ; IPR001180[Citron homology (CNH) domain] ; IPR002219[Protein kinase C-like, phorbol ester/diacylglycerol-binding domain] ; IPR014930[Myotonic dystrophy protein kinase, coiled coil] ; IPR031597[KELK-motif containing domain]



IPR002553 [Clathrin/coatomer adaptor, adaptin-like, N-terminal] ; IPR013040[Coatomer, gamma subunit, appendage, Ig-like subdomain] ; IPR032154[Coatomer subunit gamma, C-terminal]

IPR000904 [Sec7 domain] ; IPR015403[Sec7, C-terminal] ; IPR032629[Mon2, dimerisation and cyclophilin-binding domain] ; IPR032691[Guanine nucleotide exchange factor, N-terminal]
IPR000904 [Sec7 domain] ; IPR015403[Sec7, C-terminal] ; IPR032629[Mon2, dimerisation and cyclophilin-binding domain] ; IPR032691[Guanine nucleotide exchange factor, N-terminal]



IPR007196 [CCR4-Not complex component, Not1, C-terminal] ; IPR024557[CCR4-Not complex, Not1 subunit, domain of unknown function DUF3819] ; IPR032191[CCR4-NOT transcription complex subunit 1, CAF1-binding domain] ; IPR032193[CCR4-NOT transcription complex subunit 1, TTP binding domain] ; IPR032194[CCR4-NOT transcription complex subunit 1, HEAT repeat]

IPR000341 [Phosphatidylinositol 3-kinase Ras-binding (PI3K RBD) domain] ; IPR000403[Phosphatidylinositol 3-/4-kinase, catalytic domain] ; IPR001263[Phosphoinositide 3-kinase, accessory (PIK) domain] ; IPR002420[Phosphatidylinositol 3-kinase, C2 domain] ; IPR003113[Phosphatidylinositol 3-kinase adaptor-binding (PI3K ABD) domain]

IPR000008 [C2 domain] ; IPR000341[Phosphatidylinositol 3-kinase Ras-binding (PI3K RBD) domain] ; IPR000403[Phosphatidylinositol 3-/4-kinase, catalytic domain] ; IPR001263[Phosphoinositide 3-kinase, accessory (PIK) domain] ; IPR001683[Phox homologous domain] ; IPR002420[Phosphatidylinositol 3-kinase, C2 domain]









IPR000219 [Dbl homology (DH) domain] ; IPR000719[Protein kinase domain] ; IPR001251[CRAL-TRIO lipid binding domain] ; IPR001452[SH3 domain] ; IPR001849[Pleckstrin homology domain] ; IPR002017[Spectrin repeat] ; IPR013098[Immunoglobulin I-set]

IPR000203 [GPS motif] ; IPR000832[GPCR, family 2, secretin-like] ; IPR000922[D-galactoside/L-rhamnose binding SUEL lectin domain] ; IPR001879[GPCR, family 2, extracellular hormone receptor domain] ; IPR003112[Olfactomedin-like domain] ; IPR003334[GPCR, family 2, latrophilin, C-terminal] ; IPR032471[GAIN domain, N-terminal]



IPR000408 [Regulator of chromosome condensation, RCC1] ; IPR000433[Zinc finger, ZZ-type] ; IPR000569[HECT domain] ; IPR001199[Cytochrome b5-like heme/steroid binding domain] ; IPR004939[APC10/DOC domain] ; IPR010606[Mib-herc2] ; IPR021097[CPH domain]

IPR001599 [Alpha-2-macroglobulin] ; IPR002890[Alpha-2-macroglobulin, N-terminal] ; IPR009048[Alpha-macroglobulin, receptor-binding] ; IPR011625[Alpha-2-macroglobulin, N-terminal 2] ; IPR011626[Alpha-macroglobulin complement component] ; IPR019565[Alpha-2-macroglobulin, thiol-ester bond-forming]
IPR000020 [Anaphylatoxin/fibulin] ; IPR001599[Alpha-2-macroglobulin] ; IPR002890[Alpha-2-macroglobulin, N-terminal] ; IPR009048[Alpha-macroglobulin, receptor-binding] ; IPR011625[Alpha-2-macroglobulin, N-terminal 2] ; IPR011626[Alpha-macroglobulin complement component] ; IPR018933[Netrin module, non-TIMP type] ; IPR019565[Alpha-2-macroglobulin, thiol-ester bond-forming]
IPR000020 [Anaphylatoxin/fibulin] ; IPR001599[Alpha-2-macroglobulin] ; IPR002890[Alpha-2-macroglobulin, N-terminal] ; IPR009048[Alpha-macroglobulin, receptor-binding] ; IPR011625[Alpha-2-macroglobulin, N-terminal 2] ; IPR011626[Alpha-macroglobulin complement component] ; IPR018933[Netrin module, non-TIMP type]



IPR001007 [VWFC domain] ; IPR001846[von Willebrand factor, type D domain] ; IPR002035[von Willebrand factor, type A] ; IPR002919[Trypsin Inhibitor-like, cysteine rich domain] ; IPR014853[Uncharacterised domain, cysteine-rich] ; IPR032361[von Willebrand factor, VWA N-terminal domain]



IPR000738 [WHEP-TRS domain] ; IPR002314[Aminoacyl-tRNA synthetase, class II (G/ P/ S/T)] ; IPR004046[Glutathione S-transferase, C-terminal] ; IPR004154[Anticodon-binding] ; IPR016061[Proline-tRNA ligase, class II, C-terminal] ; IPR020058[Glutamyl/glutaminyl-tRNA synthetase, class Ib, catalytic domain] ; IPR020059[Glutamyl/glutaminyl-tRNA synthetase, class Ib, anti-codon binding domain]



IPR001357 [BRCT domain] ; IPR001510[Zinc finger, PARP-type] ; IPR004102[Poly(ADP-ribose) polymerase, regulatory domain] ; IPR008893[WGR domain] ; IPR012317[Poly(ADP-ribose) polymerase, catalytic domain] ; IPR012982[PADR1 domain]

IPR000020 [Anaphylatoxin/fibulin] ; IPR001599[Alpha-2-macroglobulin] ; IPR002890[Alpha-2-macroglobulin, N-terminal] ; IPR009048[Alpha-macroglobulin, receptor-binding] ; IPR011625[Alpha-2-macroglobulin, N-terminal 2] ; IPR011626[Alpha-macroglobulin complement component] ; IPR018933[Netrin module, non-TIMP type] ; IPR019565[Alpha-2-macroglobulin, thiol-ester bond-forming]



IPR002205 [DNA topoisomerase, type IIA, subunit A/C-terminal] ; IPR003594[Histidine kinase-like ATPase, C-terminal domain] ; IPR006171[TOPRIM  domain] ; IPR012542[DTHCT] ; IPR013506[DNA topoisomerase, type IIA, subunit B, domain 2] ; IPR031660[C-terminal associated domain of TOPRIM]



IPR000033 [LDLR class B repeat] ; IPR000716[Thyroglobulin type-1] ; IPR001881[EGF-like calcium-binding domain] ; IPR003886[NIDO domain] ; IPR006605[G2 nidogen/fibulin G2F] ; IPR024731[EGF domain] ; IPR026823[Complement Clr-like EGF domain]



IPR001599 [Alpha-2-macroglobulin] ; IPR002890[Alpha-2-macroglobulin, N-terminal] ; IPR009048[Alpha-macroglobulin, receptor-binding] ; IPR011625[Alpha-2-macroglobulin, N-terminal 2] ; IPR011626[Alpha-macroglobulin complement component] ; IPR019565[Alpha-2-macroglobulin, thiol-ester bond-forming]

IPR002376 [Formyl transferase, N-terminal] ; IPR010918[AIR synthase-related protein, C-terminal domain] ; IPR016188[PurM-like, N-terminal domain] ; IPR020560[Phosphoribosylglycinamide synthetase, C-domain] ; IPR020561[Phosphoribosylglycinamide synthetase, ATP-grasp (A) domain] ; IPR020562[Phosphoribosylglycinamide synthetase, N-terminal]

IPR000594 [THIF-type NAD/FAD binding fold] ; IPR018965[Ubiquitin-activating enzyme E1, C-terminal] ; IPR019572[Ubiquitin-activating enzyme, catalytic cysteine domain] ; IPR032418[Ubiquitin-activating enzyme E1, FCCH domain] ; IPR032420[Ubiquitin-activating enzyme E1, four-helix bundle]



IPR001025 [Bromo adjacent homology (BAH) domain] ; IPR002857[Zinc finger, CXXC-type] ; IPR010506[DMAP1-binding domain] ; IPR022702[DNA (cytosine-5)-methyltransferase 1, replication foci domain] ; IPR029063[S-adenosyl-L-methionine-dependent methyltransferase]

IPR002474 [Carbamoyl-phosphate synthase, small subunit N-terminal domain] ; IPR005479[Carbamoyl-phosphate synthetase large subunit-like, ATP-binding domain] ; IPR005480[Carbamoyl-phosphate synthetase, large subunit oligomerisation domain] ; IPR006131[Aspartate/ornithine carbamoyltransferase, Asp/Orn-binding domain] ; IPR006132[Aspartate/ornithine carbamoyltransferase, carbamoyl-P binding] ; IPR006680[Amidohydrolase-related] ; IPR011607[Methylglyoxal synthase-like domain] ; IPR017926[Glutamine amidotransferase]



IPR001090 [Ephrin receptor ligand binding domain] ; IPR001245[Serine-threonine/tyrosine-protein kinase catalytic domain] ; IPR001660[Sterile alpha motif domain] ; IPR003961[Fibronectin type III] ; IPR027936[Ephrin receptor, transmembrane domain]
IPR001090 [Ephrin receptor ligand binding domain] ; IPR001245[Serine-threonine/tyrosine-protein kinase catalytic domain] ; IPR001660[Sterile alpha motif domain] ; IPR003961[Fibronectin type III] ; IPR011641[Tyrosine-protein kinase ephrin type A/B receptor-like] ; IPR027936[Ephrin receptor, transmembrane domain]

IPR007120 [DNA-directed RNA polymerase, subunit 2, domain 6] ; IPR007641[RNA polymerase Rpb2, domain 7] ; IPR007642[RNA polymerase Rpb2, domain 2] ; IPR007644[RNA polymerase, beta subunit, protrusion] ; IPR007645[RNA polymerase Rpb2, domain 3] ; IPR007646[RNA polymerase Rpb2, domain 4] ; IPR007647[RNA polymerase Rpb2, domain 5]



IPR000884 [Thrombospondin type-1 (TSP1) repeat] ; IPR001007[VWFC domain] ; IPR001881[EGF-like calcium-binding domain] ; IPR003367[Thrombospondin, type 3-like repeat] ; IPR008859[Thrombospondin, C-terminal] ; IPR024731[EGF domain]

IPR029436 [Eukaryotic glycogen debranching enzyme, N-terminal domain] ; IPR032788[Glycogen debranching enzyme, central domain] ; IPR032790[Glycogen debranching enzyme, C-terminal] ; IPR032792[Glycogen debranching enzyme, glucanotransferase domain]

IPR005843 [Alpha-D-phosphohexomutase, C-terminal] ; IPR005844[Alpha-D-phosphohexomutase, alpha/beta/alpha domain I] ; IPR005845[Alpha-D-phosphohexomutase, alpha/beta/alpha domain II] ; IPR005846[Alpha-D-phosphohexomutase, alpha/beta/alpha domain III]



IPR000341 [Phosphatidylinositol 3-kinase Ras-binding (PI3K RBD) domain] ; IPR000403[Phosphatidylinositol 3-/4-kinase, catalytic domain] ; IPR001263[Phosphoinositide 3-kinase, accessory (PIK) domain] ; IPR002420[Phosphatidylinositol 3-kinase, C2 domain] ; IPR003113[Phosphatidylinositol 3-kinase adaptor-binding (PI3K ABD) domain]
IPR000403 [Phosphatidylinositol 3-/4-kinase, catalytic domain] ; IPR003151[PIK-related kinase, FAT] ; IPR003152[FATC domain] ; IPR009076[FKBP12-rapamycin binding domain] ; IPR024585[Domain of unknown function DUF3385,  target of rapamycin protein]

IPR000432 [DNA mismatch repair protein MutS, C-terminal] ; IPR007695[DNA mismatch repair protein MutS-like, N-terminal] ; IPR007696[DNA mismatch repair protein MutS, core] ; IPR007860[DNA mismatch repair protein MutS, connector domain] ; IPR007861[DNA mismatch repair protein MutS, clamp]

IPR000742 [EGF-like domain] ; IPR000800[Notch domain] ; IPR001881[EGF-like calcium-binding domain] ; IPR010660[Notch, NOD domain] ; IPR011656[Notch, NODP domain] ; IPR013032[EGF-like, conserved site] ; IPR020683[Ankyrin repeat-containing domain] ; IPR024600[Domain of unknown function DUF3454, notch]



IPR000341 [Phosphatidylinositol 3-kinase Ras-binding (PI3K RBD) domain] ; IPR000403[Phosphatidylinositol 3-/4-kinase, catalytic domain] ; IPR001263[Phosphoinositide 3-kinase, accessory (PIK) domain] ; IPR002420[Phosphatidylinositol 3-kinase, C2 domain]

IPR001031 [Thioesterase] ; IPR009081[Phosphopantetheine binding ACP domain] ; IPR013149[Alcohol dehydrogenase, C-terminal] ; IPR013217[Methyltransferase type 12] ; IPR013968[Polyketide synthase, ketoreductase domain] ; IPR014030[Beta-ketoacyl synthase, N-terminal] ; IPR014031[Beta-ketoacyl synthase, C-terminal] ; IPR014043[Acyl transferase] ; IPR020807[Polyketide synthase, dehydratase domain] ; IPR032821[Ketoacyl-synthetase, C-terminal extension]



IPR000008 [C2 domain] ; IPR000909[Phosphatidylinositol-specific phospholipase C, X domain] ; IPR001711[Phospholipase C, phosphatidylinositol-specific, Y domain] ; IPR015359[Phosphoinositide-specific phospholipase C, EF-hand-like domain]

IPR000313 [PWWP domain] ; IPR000432[DNA mismatch repair protein MutS, C-terminal] ; IPR007695[DNA mismatch repair protein MutS-like, N-terminal] ; IPR007696[DNA mismatch repair protein MutS, core] ; IPR007860[DNA mismatch repair protein MutS, connector domain] ; IPR007861[DNA mismatch repair protein MutS, clamp]



IPR001090 [Ephrin receptor ligand binding domain] ; IPR001245[Serine-threonine/tyrosine-protein kinase catalytic domain] ; IPR001660[Sterile alpha motif domain] ; IPR003961[Fibronectin type III] ; IPR011641[Tyrosine-protein kinase ephrin type A/B receptor-like] ; IPR027936[Ephrin receptor, transmembrane domain]
IPR001090 [Ephrin receptor ligand binding domain] ; IPR001245[Serine-threonine/tyrosine-protein kinase catalytic domain] ; IPR001660[Sterile alpha motif domain] ; IPR003961[Fibronectin type III] ; IPR027936[Ephrin receptor, transmembrane domain]







IPR000034 [Laminin IV] ; IPR000742[EGF-like domain] ; IPR001791[Laminin G domain] ; IPR002049[Laminin EGF domain] ; IPR002172[Low-density lipoprotein (LDL) receptor class A repeat] ; IPR007110[Immunoglobulin-like domain] ; IPR013098[Immunoglobulin I-set]

IPR000008 [C2 domain] ; IPR000909[Phosphatidylinositol-specific phospholipase C, X domain] ; IPR001711[Phospholipase C, phosphatidylinositol-specific, Y domain] ; IPR014815[Phospholipase C-beta, C-terminal domain] ; IPR015359[Phosphoinositide-specific phospholipase C, EF-hand-like domain]

IPR002205 [DNA topoisomerase, type IIA, subunit A/C-terminal] ; IPR003594[Histidine kinase-like ATPase, C-terminal domain] ; IPR006171[TOPRIM  domain] ; IPR012542[DTHCT] ; IPR013506[DNA topoisomerase, type IIA, subunit B, domain 2] ; IPR031660[C-terminal associated domain of TOPRIM]



IPR002223 [Pancreatic trypsin inhibitor Kunitz domain] ; IPR011178[Amyloidogenic glycoprotein, copper-binding] ; IPR015849[Amyloidogenic glycoprotein, heparin-binding] ; IPR019543[Beta-amyloid precursor protein C-terminal] ; IPR024329[Amyloidogenic glycoprotein, E2 domain]

IPR000033 [LDLR class B repeat] ; IPR001881[EGF-like calcium-binding domain] ; IPR002172[Low-density lipoprotein (LDL) receptor class A repeat] ; IPR026823[Complement Clr-like EGF domain] ; IPR032485[Domain of unknown function DUF5050]

IPR001478 [PDZ domain] ; IPR008145[Guanylate kinase/L-type calcium channel beta subunit] ; IPR011511[Variant SH3 domain] ; IPR015143[L27-1] ; IPR019583[PDZ-associated domain of NMDA receptors] ; IPR019590[Disks large homologue 1, N-terminal PEST domain]



IPR000022 [Carboxyl transferase] ; IPR000089[Biotin/lipoyl attachment] ; IPR005479[Carbamoyl-phosphate synthetase large subunit-like, ATP-binding domain] ; IPR005481[Biotin carboxylase-like, N-terminal domain] ; IPR005482[Biotin carboxylase, C-terminal] ; IPR013537[Acetyl-CoA carboxylase, central domain]



IPR000033 [LDLR class B repeat] ; IPR000716[Thyroglobulin type-1] ; IPR001881[EGF-like calcium-binding domain] ; IPR003886[NIDO domain] ; IPR006605[G2 nidogen/fibulin G2F] ; IPR024731[EGF domain] ; IPR026823[Complement Clr-like EGF domain]

IPR004273 [Dynein heavy chain domain] ; IPR011704[ATPase, dynein-related, AAA domain] ; IPR013594[Dynein heavy chain, domain-1] ; IPR013602[Dynein heavy chain, domain-2] ; IPR024317[Dynein heavy chain, P-loop containing D4 domain] ; IPR024743[Dynein heavy chain, coiled coil stalk]



IPR000640 [Translation elongation factor EFG, V domain] ; IPR004161[Translation elongation factor EFTu-like, domain 2] ; IPR005517[Translation elongation factor EFG/EF2, domain IV] ; IPR009022[Elongation factor G, III-V domain] ; IPR031950[116 kDa U5 small nuclear ribonucleoprotein component, N-terminal]





IPR000555 [JAB1/MPN/MOV34 metalloenzyme domain] ; IPR012591[PRO8NT domain] ; IPR012592[PROCN domain] ; IPR012984[PROCT domain] ; IPR019580[Pre-mRNA-processing-splicing factor 8, U6-snRNA-binding] ; IPR019581[Pre-mRNA-processing-splicing factor 8, U5-snRNA-binding] ; IPR019582[RNA recognition motif, spliceosomal PrP8] ; IPR021983[PRP8 domain IV core]



IPR028267 [Rapamycin-insensitive companion of mTOR, N-terminal domain] ; IPR029259[Rapamycin-insensitive companion of mTOR, phosphorylation-site] ; IPR029451[Rapamycin-insensitive companion of mTOR, middle domain] ; IPR029452[Rapamycin-insensitive companion of mTOR, domain 5] ; IPR029453[Rapamycin-insensitive companion of mTOR, domain 4]

IPR001599 [Alpha-2-macroglobulin] ; IPR002890[Alpha-2-macroglobulin, N-terminal] ; IPR009048[Alpha-macroglobulin, receptor-binding] ; IPR011625[Alpha-2-macroglobulin, N-terminal 2] ; IPR011626[Alpha-macroglobulin complement component] ; IPR019565[Alpha-2-macroglobulin, thiol-ester bond-forming]

IPR000980 [SH2 domain] ; IPR003029[S1 domain] ; IPR027999[Death-like domain of Spt6] ; IPR028083[Spt6 acidic, N-terminal domain] ; IPR028088[Helix-turn-helix DNA-binding domain of Spt6] ; IPR028231[Transcription elongation factor Spt6, YqgF domain] ; IPR032706[Transcription elongation factor Spt6, helix-hairpin-helix motif]

IPR000651 [Ras-like guanine nucleotide exchange factor, N-terminal] ; IPR001895[Ras guanine-nucleotide exchange factors catalytic domain] ; IPR002048[EF-hand domain] ; IPR002219[Protein kinase C-like, phorbol ester/diacylglycerol-binding domain]

IPR000569 [HECT domain] ; IPR004170[WWE domain] ; IPR010309[E3 ubiquitin ligase, domain of unknown function DUF908] ; IPR010314[E3 ubiquitin ligase, domain of unknown function DUF913] ; IPR015940[Ubiquitin-associated domain] ; IPR025527[Domain of unknown function DUF4414]









IPR005843 [Alpha-D-phosphohexomutase, C-terminal] ; IPR005844[Alpha-D-phosphohexomutase, alpha/beta/alpha domain I] ; IPR005845[Alpha-D-phosphohexomutase, alpha/beta/alpha domain II] ; IPR005846[Alpha-D-phosphohexomutase, alpha/beta/alpha domain III]









IPR007120 [DNA-directed RNA polymerase, subunit 2, domain 6] ; IPR007641[RNA polymerase Rpb2, domain 7] ; IPR007642[RNA polymerase Rpb2, domain 2] ; IPR007644[RNA polymerase, beta subunit, protrusion] ; IPR007645[RNA polymerase Rpb2, domain 3] ; IPR009674[DNA-directed RNA polymerase I subunit RPA2, domain 4]



IPR000048 [IQ motif, EF-hand binding site] ; IPR000159[Ras-associating (RA) domain] ; IPR000857[MyTH4 domain] ; IPR001609[Myosin head, motor domain] ; IPR001849[Pleckstrin homology domain] ; IPR019748[FERM central domain] ; IPR031971[Unconventional myosin-X, coiled coil domain]



IPR000033 [LDLR class B repeat] ; IPR000742[EGF-like domain] ; IPR001881[EGF-like calcium-binding domain] ; IPR002172[Low-density lipoprotein (LDL) receptor class A repeat] ; IPR026823[Complement Clr-like EGF domain] ; IPR032485[Domain of unknown function DUF5050]





IPR000742 [EGF-like domain] ; IPR000800[Notch domain] ; IPR001881[EGF-like calcium-binding domain] ; IPR010660[Notch, NOD domain] ; IPR011656[Notch, NODP domain] ; IPR013032[EGF-like, conserved site] ; IPR020683[Ankyrin repeat-containing domain] ; IPR024600[Domain of unknown function DUF3454, notch]



IPR001164 [Arf GTPase activating protein] ; IPR013724[GIT, Spa2 homology (SHD) domain] ; IPR020683[Ankyrin repeat-containing domain] ; IPR022018[ARF GTPase-activating protein GIT1, C-terminal] ; IPR032352[Arf GTPase-activating protein GIT1/2, coiled-coil domain]

IPR001394 [Peptidase C19, ubiquitin carboxyl-terminal hydrolase] ; IPR006615[Peptidase C19, ubiquitin-specific peptidase, DUSP domain] ; IPR028135[Ubiquitin-like domain, USP-type] ; IPR029346[Ubiquitin carboxyl-terminal hydrolase, C-terminal]

IPR000719 [Protein kinase domain] ; IPR001180[Citron homology (CNH) domain] ; IPR002219[Protein kinase C-like, phorbol ester/diacylglycerol-binding domain] ; IPR014930[Myotonic dystrophy protein kinase, coiled coil] ; IPR031597[KELK-motif containing domain]





IPR007196 [CCR4-Not complex component, Not1, C-terminal] ; IPR024557[CCR4-Not complex, Not1 subunit, domain of unknown function DUF3819] ; IPR032191[CCR4-NOT transcription complex subunit 1, CAF1-binding domain] ; IPR032193[CCR4-NOT transcription complex subunit 1, TTP binding domain] ; IPR032194[CCR4-NOT transcription complex subunit 1, HEAT repeat]











IPR000020 [Anaphylatoxin/fibulin] ; IPR001599[Alpha-2-macroglobulin] ; IPR002890[Alpha-2-macroglobulin, N-terminal] ; IPR009048[Alpha-macroglobulin, receptor-binding] ; IPR011625[Alpha-2-macroglobulin, N-terminal 2] ; IPR011626[Alpha-macroglobulin complement component] ; IPR018933[Netrin module, non-TIMP type] ; IPR019565[Alpha-2-macroglobulin, thiol-ester bond-forming]





IPR000738 [WHEP-TRS domain] ; IPR002314[Aminoacyl-tRNA synthetase, class II (G/ P/ S/T)] ; IPR004046[Glutathione S-transferase, C-terminal] ; IPR004154[Anticodon-binding] ; IPR016061[Proline-tRNA ligase, class II, C-terminal] ; IPR020058[Glutamyl/glutaminyl-tRNA synthetase, class Ib, catalytic domain] ; IPR020059[Glutamyl/glutaminyl-tRNA synthetase, class Ib, anti-codon binding domain]



IPR000020 [Anaphylatoxin/fibulin] ; IPR001599[Alpha-2-macroglobulin] ; IPR002890[Alpha-2-macroglobulin, N-terminal] ; IPR009048[Alpha-macroglobulin, receptor-binding] ; IPR011625[Alpha-2-macroglobulin, N-terminal 2] ; IPR011626[Alpha-macroglobulin complement component] ; IPR018933[Netrin module, non-TIMP type] ; IPR019565[Alpha-2-macroglobulin, thiol-ester bond-forming]







IPR002376 [Formyl transferase, N-terminal] ; IPR010918[AIR synthase-related protein, C-terminal domain] ; IPR016188[PurM-like, N-terminal domain] ; IPR020560[Phosphoribosylglycinamide synthetase, C-domain] ; IPR020561[Phosphoribosylglycinamide synthetase, ATP-grasp (A) domain] ; IPR020562[Phosphoribosylglycinamide synthetase, N-terminal]



IPR002474 [Carbamoyl-phosphate synthase, small subunit N-terminal domain] ; IPR005479[Carbamoyl-phosphate synthetase large subunit-like, ATP-binding domain] ; IPR005480[Carbamoyl-phosphate synthetase, large subunit oligomerisation domain] ; IPR006131[Aspartate/ornithine carbamoyltransferase, Asp/Orn-binding domain] ; IPR006132[Aspartate/ornithine carbamoyltransferase, carbamoyl-P binding] ; IPR006680[Amidohydrolase-related] ; IPR011607[Methylglyoxal synthase-like domain] ; IPR017926[Glutamine amidotransferase]



IPR007120 [DNA-directed RNA polymerase, subunit 2, domain 6] ; IPR007641[RNA polymerase Rpb2, domain 7] ; IPR007642[RNA polymerase Rpb2, domain 2] ; IPR007644[RNA polymerase, beta subunit, protrusion] ; IPR007645[RNA polymerase Rpb2, domain 3] ; IPR007646[RNA polymerase Rpb2, domain 4] ; IPR007647[RNA polymerase Rpb2, domain 5]







IPR001031 [Thioesterase] ; IPR009081[Phosphopantetheine binding ACP domain] ; IPR013149[Alcohol dehydrogenase, C-terminal] ; IPR013217[Methyltransferase type 12] ; IPR013968[Polyketide synthase, ketoreductase domain] ; IPR014030[Beta-ketoacyl synthase, N-terminal] ; IPR014031[Beta-ketoacyl synthase, C-terminal] ; IPR014043[Acyl transferase] ; IPR020807[Polyketide synthase, dehydratase domain] ; IPR032821[Ketoacyl-synthetase, C-terminal extension]























IPR000555 [JAB1/MPN/MOV34 metalloenzyme domain] ; IPR012591[PRO8NT domain] ; IPR012592[PROCN domain] ; IPR012984[PROCT domain] ; IPR019580[Pre-mRNA-processing-splicing factor 8, U6-snRNA-binding] ; IPR019581[Pre-mRNA-processing-splicing factor 8, U5-snRNA-binding] ; IPR019582[RNA recognition motif, spliceosomal PrP8] ; IPR021983[PRP8 domain IV core]



IPR028267 [Rapamycin-insensitive companion of mTOR, N-terminal domain] ; IPR029259[Rapamycin-insensitive companion of mTOR, phosphorylation-site] ; IPR029451[Rapamycin-insensitive companion of mTOR, middle domain] ; IPR029452[Rapamycin-insensitive companion of mTOR, domain 5] ; IPR029453[Rapamycin-insensitive companion of mTOR, domain 4]























































IPR002474 [Carbamoyl-phosphate synthase, small subunit N-terminal domain] ; IPR005479[Carbamoyl-phosphate synthetase large subunit-like, ATP-binding domain] ; IPR005480[Carbamoyl-phosphate synthetase, large subunit oligomerisation domain] ; IPR006131[Aspartate/ornithine carbamoyltransferase, Asp/Orn-binding domain] ; IPR006132[Aspartate/ornithine carbamoyltransferase, carbamoyl-P binding] ; IPR006680[Amidohydrolase-related] ; IPR011607[Methylglyoxal synthase-like domain] ; IPR017926[Glutamine amidotransferase]









IPR001031 [Thioesterase] ; IPR009081[Phosphopantetheine binding ACP domain] ; IPR013149[Alcohol dehydrogenase, C-terminal] ; IPR013217[Methyltransferase type 12] ; IPR013968[Polyketide synthase, ketoreductase domain] ; IPR014030[Beta-ketoacyl synthase, N-terminal] ; IPR014031[Beta-ketoacyl synthase, C-terminal] ; IPR014043[Acyl transferase] ; IPR020807[Polyketide synthase, dehydratase domain] ; IPR032821[Ketoacyl-synthetase, C-terminal extension]















































































IPR002474 [Carbamoyl-phosphate synthase, small subunit N-terminal domain] ; IPR005479[Carbamoyl-phosphate synthetase large subunit-like, ATP-binding domain] ; IPR005480[Carbamoyl-phosphate synthetase, large subunit oligomerisation domain] ; IPR006131[Aspartate/ornithine carbamoyltransferase, Asp/Orn-binding domain] ; IPR006132[Aspartate/ornithine carbamoyltransferase, carbamoyl-P binding] ; IPR006680[Amidohydrolase-related] ; IPR011607[Methylglyoxal synthase-like domain] ; IPR017926[Glutamine amidotransferase]










