Supplementary Table 2

Upregulation genes
GeneSymbol Log FC ([mix] Vs [alone]) p (Corr) ([mix] Vs [alone]) Sequence
BCHE 6.430493 0.006100826, GACTGGAAAAATCAATTTAACGATTATACTAG
PCSK1 6.3048544| 0.001587217, TATAGCGACTATGTTGATGTTTTCTATAACACGAAACCTTATAAGCACAGAGACGACCGG
SELL 5.6136956] 382E-04 TGGTTACTGCTTTIGCTGGGTIGGCATTTATCATITGGCTGGCAAGAAGATTAAAGAAAG]
DLA-DRA 5.2546477) 0.006100826) GACCATTTICATCATCAAGGGCATGCGCAAGGTCAAAGCTGGTGAACGCCGAGGGCCTCT|
DLA-DRA 5.1716356) 0.019792927) GTGAATGTTCGAAACAGATATCTCTTCTACACTTAGTGCTTTGGTTTCTTCAAATTGTGA|
MX2 4.9884806 0.001397632, TATTTTGTGCTCCAAGAGAACGGCAGTTGCTTGCAGAAAGCCATGATGCAGATACTACAG)
MX2 4.677125) 0.001728301 C TTTTAATGTGTACCGTTCCCCTGGCTGCAGGGAGCTCCCATTGCTATGTTAAGTCTT)
MUCI3 4.667969| 3.82E-04] ATTGAGAACGACTTTCAGAATCTGAGACTACAGCAGACGACAGGCTTCAGCAATCTAGGA]
HLA-DRBI 4.6603117) 0.009300616] CTTGCAGTGGGGCTGTTCATCTACTICAGAAATCAGAAGGGACACTCTGGACTTCAGCCA
BCHE 4.6030873 7RIE-04 AACACAGATCAAAGTTICCCAGGTTICCCTGGATCAGAGATGTGGAACCCAAACACTGAT]
LOC488622 4.583619) 0.003459198) GACAATGTGAAGAAGCTGAGATCTGTAATTCACAGTTTCATGAAGGTCATCAAGTCCAGG,
PCK I 44852066 0.002791285] AAAGGCCTAGGTGAGATCAACACGAAGGAGCTTTTCCACATCTCCAAGGAGTTCTGGGAG
SELP 4.4615984 8.16E-04, CACA CATCTAGGAACATATGGAGTTTTTACGAATGCTGCATTTGACCCAAC CTTAA
HLA-DRBI 4.4391804| 0.001728301 CATGGGAACTCACCTTCTGCTCATGTTTCTTTATAAGCTTTTCTCAAATAAATGTGGATT]
PCK1 4417198 8.16E-04 TATATACTCCTGTTACTTGCCTTTACGTAATTTCAGTGTTTTCCCTGACACTICTTGGAA)
GPNMB 431783 8.16E-04 GAAGGAGAGGCTGGATACTTTCTAGCTTATCCGTGTAACCAAATGCATAAAACCAATATA
D01 42823093 8.16E-04 ATGGATTTCCTGAAGAGTGTAAGAACTACAACTGAGAAATTCCTGCTGATAGATCATTAA]
KCNJ16 42793446 0.009534662. GAAGCCCCTTATCAGAAAGCTGTCTTGACTTTAAATAGAATCTCCGTTGAATCCCAAATG]
INA 4.231623 0.009534662 AAGGAATAGAGTGGTCATGGGTAGTTTTTATTTTCTTTTTTATACTTTGCTGTGCCATCC]
IFGGB1 4.189995| 0.001728301 GGAATCTGGAGTTTTCTGACCAGTGGAGGGCATAACACTTTGTGTAATGGTTACTACATA|
CHDH 4170151 0.04360071 CCTTCTGACATCCCCAGGAAAGGAGGAATATCATTTIGGAGAAATAAACACTTTGTTACC]
c1s 41073313 0.009534662. GGAATCTATACACGAGTGAAGAATTACATIGACTGGATAAGACAGACAATGCAGGAACAT|
DHX58 4.084749) 8.16E-04 GGATGAGTGTCACCACACGCACAAAGACACTGTCTACAACCTCATCCTGAGCCGGTACCT|
DLA-DRA 4.064752] 0.012621684 GTGTCAGAGACAATCTTTTTGCCCAGAGAAGACCACCTTTTCCGCAAATTCCACTATCTC
HLA-DRBI 3.977394) 0.014882946, CTTGH 'CAGGGACACCCCACCACATTTCTTGGAGGTGGCAAAGTCC GTGCTATTTCA|
LOC100684769 3.9667258| 7.81E-04] GTGACCATGTTCAGGGGGAAAATAGCCTCAAAGTCTTTTGACACCCTTGGCATTTGGAAT]
IFITI 3.9145572) 8.16E-04 GICTGGATAAAGCTCTTCAGCTCCTAAAAATGGCCCAACAGGCAACACCCTCCTCTGCCT]
ANTXR2 3.9128897] 0.004607428) CTAGTCACTTTCGATACTGTACTICAGATGCGAAATGGATATICGACTCGAAACCTGACA)
GPRCSB. 3.9020047] 0.013627986) TTGCTTCTAGAGAACCAGATTCCAATCCTCTCTTGAGGAGTGTTGTTGGTGGACTGGAAA|
PPARGCIA 38937433 0.001397632, ACCTGACCAGAGTGTGCCAGGGCAAACCGCTTCAAATGGCAGCAGTTCCGTGAAGACACA
(CDHR4 3.8740876 0.020093916, TGGAATTTCTTCTTCCCATGATCATGGGCTGAGTCTTCAAGCTGAATCAATAATAAACAA
DCDC2 3.8643227| 0.004248022 GTAAAAATCACCAGCCCACAGAACAACAAACAAAACAAGGACTATGTTGTCATAGCATAG
EDRE1 3.8399196 0.003897046] GGTTTIGAGGACTCCATCTICGTCAGTATTACTGCTGTGTTAAAACAAAAATAAAAAAGG]
ANTXR2 3.8071766) 0.003928849) TAGAGAAAGCCAAAAATGCTGTGGTAAAGATICCTGAAGAAGTTGAGGAACCTGTCAGGC]
NA 3.6965823 0.001390219) TIGTTTTGACCAGTTCCTGAATGCCTGAGAAGACACGTGTGCCGACCACAATGTCAATAA)
OASL 36622124 0.003101 108 TTATAAGCCCATAAAGAAGATTCAAGAGAAGATGTGGCAAAGCCGGTGCTGCTCAGGCTT|
BASP1 3.5883174 0.002681907 AGTTCCGGTTTCTCTTCCATTCTGTGTCACAGACACCAACACACCACTCATTGGAAAATG
NLRCS 3.584126| 0.004248022 GGCCCTTCCACACTTTAAGCCAAATTAGACCAATAAATGTGGATCGTGTCTTAGCCTCTA|
ccL2o 3.568295] 0.003778173] AAAGAAGAAATGGGTGAAACGGACTGTGCGTCTCCTCAGCCATAGAGTCAAGAAGATGTA)
1QCK 3.5622616] 0.004664564] CTICACCATCTCTIGGAACTAGAGCTCACTGTACATIGTAATGACACTTAGTGTAGAAGA
BASP1 3.546533 0.002681907, TTAATGCATGTCCGTGGTTGGGTGCACCTGTAGTTCTGTTTATIGGTCAGTGGAGATGAA)
SELP 35264769 0.003258927) GAAATTTCAGCTATGGATCAACCTGTAGCTTCCATIGTCCGGAGGGCCAGTTACTTAATG
[CLDN2 3.4728985 0.046358194 GAGACCTCTTTGTATCTCCCAGACTAGCTATAAGAGTGCTGGGCACATAGTAGGTAATCA
APOBEC1 3.408351 0.001475238; CCATTACCAAACAATTCCACCTCCTATCCTTTTAGATATGGGGTTGATACAACCTCTTGT]
PER2 34006684 0.012595779) CGCACAAACCAAAACCTTCTICACCCAGTGCAATATGTTTGTTTACTGCTIGTGTCTTTI|
NA 3.393124] 0.01832375 ATTTATCTTAGTCAGAGTTCGACCAGAAAAAGAAAACAATTAGAAAAGAAGCTTCCCCAG]
GPRCSB. 3.3812294] 0.001475342, CTGGAAGACACCTCTGGTGAAAGACTTTTAAGTTCCAGAGAATAAGAATCTCTCTTACCG
MX1 33770878 0.002681907, ATGAGTTCCACAAATGGAGCGCTGTGATTGAAAAGAAGTTCCAAAGAGGTGTCTGCTGCA|
MX1 3.3629365 0.004664564 TAGAGAAAGAAGCTGAGAAGTCCATCC CTTCACTTCCAAATGGAGCAGATCGTCTACT]
KLHL13 3.3287573 0.014917472 AGAAATATGACCCAGATAAAGATGAGTGGCATAAGGTTTTCGATCTGCCTGAGTCCCTTG
GPRCSB 3.3090959) 0.012742206) AGCAAGACAAGCAGTCATGTTAGAGAAGCTCCGACTCCTTATIGCTGAACTIGGTCTTIG]
RNF213 3.2635403 0.005546489) CAAGCCCAGGATCACCCTCATGGGAATACCCACTCTGGTGTACAGACGTGACTGGGACTA|
NA 3.2619834] 0.003101 108 GGACTAGGTTAGAAACCTTTGGAAAAGTGTTATGGATCCTAGATGGAGAGACAGAGTTCC
RNF213 32286997 0.028879592. TTACATGGAAACCAAAGACAGTGAAATICCTCCTGAGCTAGAGTACCAGTTCCCAGAGGA|
KIAAISS1 3.2258122 0.001795421 TGTAAATCATTGAAGTTATITAATAGGGCTTGGGGATCTTACCTGTGCATACCAGATATA
RNF213 3.20642 0.018379502 AGGACTTGGAAGGGAGAATCAAACAGGAGAAGCCTTTCGACCAGATTTGTATCTTCTGTG
HERCS 32045517 0.009534662, ATAGGGTAAACCAAGCTAAGTGTCAACTGCCTGAAAATATITICAAAGTAAACGAGCTTA)
MX1 3.1717749) 0.001907912] CGTGTGGGTGCTCTTAGAAGCTGTATTTCACTGATTTGTAATAAACTTGTTTATCCCCGG|
KIAAISS1 3.1703334] 0.002218157, GGAAAAGAGAAGCAGAAGCCTTGATAGCAGTCCTTTAAAACAATTCTGAGGCTAATTTTT]
1F144L 31643941 0.010580407, ATTATTTCAGAAATTCGTATTCTCTTGCTGGGTCCAACTGGGTCTGGAAGTCTAGTTTTA|
KIAAISS1 3.1544611 0.004658427 GTGTGGAATCTGAGTTATTTTGATGATGAAAGATGGAGCCTTCTAGTTCAAATTTCTTTC]
(GPRCSB 3.1458988| 0.001475238; CGATTTTATTCCCTGGCTGTGTCTTTCTTGAGGGAGAAATCAGTAACAGTAGCCGAACAA|
SYTI3 31296473 0.011092977) TGTCTGGTGTCATACTIGGGAGCGAAAAACCTTTICAGTGGTAAATAAATAATTTCGAACT]
NA 3.1158066) 0.007227312] CAGAGCGTGTTGTATGGAGAGATTTGGCAATAGGGGATTAGGGAAAATTAAGTTGATTIC
CYPaA3T 3.1099863 0.018334368 GGTAGCAATGAAGGCATGTAGATGCTCTAAGGGATAATGGCTTCTCTTGCATTTTCTGCCH
DDX60 3.1063557) 0.002063574) ATTCCGTTGCCCAAGATAGAAAAACTCATTAAATCCAACGTTCCTGAACTGAGAGGACAG)
(CYP4AT1 3.1016994 0.00794888 CTTGCTTCTAGCTTTCTCCTGTGTGTTACCTGTGTACCCATTTGATATTCACATACCCTC)|
IF144L 3.0993123 0.013615503 TGCTAAGGCAGATGTTACGGATAGTAGATGACTTCTTAGAGGATATGCCTCTTGAGGAAA|
IF144L 3.0687223) 0.013510066) CCTATACAAGTGCCCATAAGTGATTIGTAAGTTCCTCTGGGCAGCTGTAGAAGTTACGACT]
MYOT 3.0506323] 0.001090103) GAAGGAGAATTTCAGCGTCTGGCAGCTCAATCTGGACTCTATGAAAGTGAAGAACTTTAA
GPNMB 3.0381374] 0.012742206) CTGAATGTCTTCCTCAACCGTGCAAAGGCCATGTTCTACCCTGGAATCCAAGAAAAAGAT]
PDE4B 3.025962] 0.001475238, AAGTCGTTGGAATTGTATCGGCAATGGACAGACCGCATCATGGAAGAATTTTTCCAGCAG
1F144L 3.021646| 0.016819654 TTCTAACTGATGGTGTCTTCTGGGATCAGTCATATCTCAAGTTCAAAGGCCAACCCTGAG
(OAS2 3.0162687| 0.001397632 TTTCAAAGATGGAACTGGATATCCCGTGCAATCCTGGAAAGTGCCAGTAAGAATAATCTA)
HERCS 30086226 0.014849423] AATATICTACGATGGAAAGAGTGGAAGAAGCCCTTCAGGTAGCCATCAACAACAGCAGAG)
HAVCR1 29782524 0.024640199) GGTGTCCAAGCAGAAGACAATATCTACATTATCGAGGACAATCTITACGTCATGGATTAA]
0AS2 29774737 0.001475238 AGCAAAAGACGCTACCGAATGGTTGTCCTCCTTCTGTTTCAAAGATGGAACTGGATATCC
DLA-DQBI 2.972374] 0.041694704 AGAGACATCTATAACCGGGAGGAGTTCGTGCGCTTCGACAGCGACGTGGGGGAGTACCGG|
MMP21 2.8272858 0.001728301 TCAAACGGCTTATTTCCAAAGCAGTCAATCTCAGAGCGGTGGTTTGACATTTGTGACGTC)|
STAG2 2.8222954| 0.014917472 TAATTGTACTGTTTTCTGATTTGTATTTATGTCTTGAGACAGTAACTTTTTGAATAAAAA)
BST2 28150039 0.014849423] ACTTCAGGGAGAGATCGAGACATIGAAGCAGCAGCTGCAGGCCGCTTTGGAGGAGGTGAA]
1SG15 27756286 0.002557293) TITICAGGGCTATCTGCTGCTICAGCTCTGATGCCAGCATAGAGTCCCTCAAGGGCACCA)
KLHLI3 27236703 0.001397632. AACTGCCCACAGTAGAGTGTTACAATCCAAGAACAAACGAGTGGACCTACGTTGCCAAAA]
CAMKID 2.6419845] 0.01245899 TCACTTCCGCTCTTCTTGGTATGGGTAACCGTCTATGTTGTATTTTTICATTAATGACTA|
LOC119864113 2.6199727 0.015699476, TTGTCTCAACCGGCTCCCTGGTGATTTTCGAAACAGTTTCCGAGATGGTAAAACATTAC
NA 2.576849| 0.013615503 TGTGGGTTTGCACAAATATATAATGACATGTATCCATCGTTATCAGAGTATTTCACTGCT]
MAPTD2 2.5558252) 0.038550276) ATGAATATCAGGGTAAAATCCCTTITATGACAAGCACACAGAAAATGATAGCATGGTCTG)
LOC106559934 2.5249524) 0.009300616) TAAATTTTCCCACATGCTGCTGTTTAGAGAAACGACATCCCATCCAATGACACAGCGTCA
C16HS0rT 25130775 0.04637118 ACGAAAGACAAGCTTTTCCAATTTCTGAAACTGCGGAAATATTCCATCAAGGTTCACTGA
LOCI19871262 2.4975245] 0.02387666) ATTAAGAAGCATACACTACTTAGCAAGCTGATGAAAGCCTACTGTGAGCGACAGGGACTG,
18G15 24729118 0.002681907 AGT( AGAG 'ACCCAAGTCCTTGACCAAGTATG TAATAAAAGTTGACAAAA]
NA 2.45876 0.006927228 AGCTGAGATCAGGGCTCTGTAGCCTTGTATITAAGATGGGTAAAAATGAAATGTGAAAAT]
LOC102151330 24418416 0.012757018) TATTTGCACTGCAACGTCAAAAGGTATCTCTGCTAAATAAAGTAGGTGCTATACAAAGAA)
cLiC2 23951323 0.036439348 CTCAACAGATGGCCAAAGTTACAAAAGACATATIGCTCATAAACTGCTCTTTATAAACACH
NEURL3 388929 0.007041358) GCTGTGCTTATTTCCTTGCCAATTTCTGAGGTGTCAAAATAAAATGGATCTTTTGTAAAG
CMPK2 23867822 0.007227312] AGAAGAAACTGAACTGGAGGCCAACAGCATCTTCCGTCAGAAGGTAGAAATGTCCTATCA
PSMBS 2.3862147 0.028896853
DCDC2 2.385975| 0.044996798 GGACATAGGAGAAATGAAGAAGAGACCTATGGAAGTTATTAATACAGAGGTGCACATGTT]
1F144 23741984 0.037521828) ATTCTGCTCCTGGGTCCAACTGGAGCTGGGAAGTCTAGCTTTTICAACTCAGTTAAATCT]
GALNTI6 23498178 0.006448228) CCTGAGGGCCTTGTCTTTATGAAACACACACTIGGAATAAAACCACTICTCACATGTAAA]
LOCI 19881591 23477383 0.047705047, AGGGGCTGACTGATGGATTTCCCTAGGGACTGTGCTGGGAATAAATGGTTAATGCAAAAA
CiTA 2.3453522] 0.013097328) TCCATCTGCAGGACTCACTGTTTTGCACTAACTCTGTCGAGGCCAAAGCTAGGCGTGGCC
(GBP6 2.3312025 0.006927228 JIGAGAGATTTGGTAGTGAGATTGTTTCAATATTTACTTCTCCTGGTAGAATTATTGGTAC]
FAMI13C 2.3192067| 0.002571825, GCACATCCAGAGCCTCAAGCGAAAAATTCGGAAATTTGAAGAAAAATTTGAACAAGAAAA]
cLic2 2317739) 0.014849423] ATCAGCTGACACTGGCTGACTGCAGCTTTGTTACCCAAACTGGAACATTATTAAAGTTGG|
1F144 23028407 0.028896853) CATGCACTATTTACTCTIGGATCTGACTICTTTCATGAGATIGTGTATTTGTTIGATTCC]
IFIT3 22967734 0.02024172 GATGCTCAGATTTATGTGGACAAAGTGAGACAAGTATGTGAGAAGTTTTCAAATCCATAT|
17144 2292231 0.04089313; TAATTATACCTCAGAGTGGGAACTGGAACCCGTAAAGGACCTTCTGATTCTCTCTGCACT|
DLA-DMB 22811804 0.02852616 ACCACCAACTGTACAAGTAGCCAAATCCACTCCTTTTAACACGAAGGAGAGTGTGATGCT]
IFGGC1 2237413 0.025438935 ATATGACTTCTTCATCATTATTTCTTCCTCCCGGTTTAGTCTCAATGATGCTTTGCTGGC]
RSAD2 22362056 0.007372289) GAAAAACCATGTGGAAAACCTCCAGAAACTGAGAACGTGGTGTAGAGATTATCGAGTGGC]
RTP4 22231507 0.011617051 TATCGCCATTCTCCTGTACAGATAATAGGAGTICCTCTICTCACATIGGTGACGTGTCCA)
DDX58 22230816 0.013436841 GCAAAGTGGAAGGACTTTCCTTTTGAGAAGATACCCTTTGGTTCTCCAGAAATACCCGAA|
IFIT3 2.2213154] 0.014849423) TGGGACCCCTGAAAGACCACCTTTTGACTAACCCTAGAATATACTTTATCTCTTAAAAAA|
(CMPK2 22107272 0.04089313 CATGGACTGGTGATGTTAAGTGACTCACCCAAGGCTGCATAGTTATCAAATTTCCTCTTT]




LMO2 2.1594825| 0.004693125 ATATCTCCTCATCAACTCCGACATAGTGTGCGAACAGGACATCTACGAGTGGACTAAGAT]
DDX58 2149151 0.006927228 TGGGTACAAAGTTGCAGGTATTTCTGGAGCAACATCTGAGAATATCTCAGTGGGAACAGA)
CMPK2 21451101 0.011193037 TCTTCTGCCTTCCTTTTGTACCTTGCAAATGAATAAAGTTGCTGTGATTTTGTGATGCGA)
HGD 2.1355836/ 0.013627986| GGGGGGTGGTTAAAATGAGAACTCATTTTTTCACAGTCAAGTAATTCAGACATTTGTCGA)
NA 2127853 0.013467179 TACTGTGTCAGGCAGCTTGCCAAATTCTITAAATACCTCTCATTGACTATTCACAGAAAC]
cCcDC148 2.127264] 00435245 CCAAAAATCAACCCTCAAAAACCTCCAAGAAAGGACATGGAGTCTACTATATITAAAATC]
CYP4AlL 21257048 004193724 AGGATTCTTAGTCTTGCTCTCCTTTTATGCCCTTCACCACAACCCAAATGTGTGGCCAAA]
cPM 2.0949588| 0.007640783 ACACAAGCTACCTTCTTTTGTCATCAGAAAACAAAAGTTCTACCATTGGTACTCAACTTG|
NA 2.0898328) 0023023887 TGTAATTCACAGATGCTCCCACGATGGCATCTCATGGAATTTATCTGCTCTTTCACAGAA|
EML6 2.0872984) 0.041694704 ACCGACCTTTCTTCGTCATCAGACCTTGCATTGACAGAACCACGTGGAAGACTAAATTGA)
CXCL10 2084241 0.008582573 AAGATGTCTGAATCCAGAATCTAAGACCATCAAGAGTTTAGTGAAAGCAATTAGCAAGAA
ccDC148 2.082622] 0.049760997 AACCTCCAAGAAAGGACATGGAGTCTACTATATITAAAATCTAGAGTTCATCTGCAAATC]
C1s 2.0665126) 0044996798 TTTGCTGCATACTATGTCGCTGTAGATATAAATGAGTGCACAGACTTTGCAGATGTCCCC|
NA 2.0584185) 0025378237 CAAGTGAGGTCTTTGGATGGTATACAATTGACAGAAGTGCAAGGTTCTTGGGGGGAGAAA
CTss 2.0558534) 0035660136 GAAACAGTGGAAATCACTGTGGGATTGCTAGTTATCCCTCTTACCCAGAAATCTAGACCT]
SMIM6 20519853 0024048297 TCCCATACCCAATGTGTCTGGCACAGTCAGTTTCAGTCAATATTTGGTGGTTGAATAAAT]
SYTI3 2.0484343 0.030479088 AGGCCAGATGCAGGGAAAGTTTAATGTGGGGAATAATGTCTACAAAGAATGGGGGTCTTT]
TMEM106A 2.0314426) 0.014917472 TACAAAATCTGTTCCTGGATGAAAATCAAAGTCCACCATGTGCTTTTGCACATCCAGGGC]
NCALD 2.0290167) 0.017858187 TTATGTCACTCCTTTGCCGGGCTGTTCATIGTCATGGCTGTGGTGTGGGACCTCTGGAAA)
EHF 2.0253794) 0.013615503 GTTTTTTGTGTATGTCTGTTTGATGGGTCCCAGGACACACTAATAAAAACCCTAGAGACC]
DLASS 2.0252726) 0028896853 TCAGCACTTATGTGACCGACCTCAATTTGTACTTGATTTTTTCTCACAGTGTGAGACCAG|
APOLS 2.0229833 0.015547871 AGTGCTGCTTTGTTGTGTATTGATAAGTGTGTCAGAGCCTTCAAGAACCTCAAGGAACTT]
REPS2 2.0092466 0.032174706| GGTTAAAAATCTCCAACTTTGGAAAATGTACATGATGTGAAACTGGGGTGCTAGTTAAAA
CIR 2.006261 0.003479745 GAGGCATGTGAGAGCTGGCTCAGGAAAAATAAAAGGAAGGATGTGTTTTCTCAAAAGTTA]
DUSP10 1.9875464) 0016902596 AATTATTTCCCCAAACCTTAACTTCATGGGGCAATTACTGGAGTTTGAGGAAGACCTGAA)
FAM7SB 1.986227| 0.014849423 GAATAAAGAAATCACTGATATGACAGACTTGCTGTGATTACCATGCAAGTAGCCATAAAA|
FBN2 1.9608256 0.012742206| GTGCTGACCAAAGATTCATAACCAATTATATCCATATCCAGTTGGGGGTTTGTTTTGTTT]
IRF7 1.950927] 0.008582573 CTCCAACAGCCTCTACGAGGACCTGGAACACTTCCTCATGGAGGTAGAGCCACCTGCCTG
APOLS 1.9304924 0.012757018 AGTAATCCAGGAAGGATTCTCGAAACTGTGCAGAAGGGACCGGGAGTGAACAAAAGTTAT]
SP100 1.9105384) 0.013615503 CTGAAAGACCTGATTGAGAATAAATACCTACCAGACCCGCCAAGAAGAAGAAAAAGAAGA|
ALAST 1.9050843 0016902596 GTCCGGGTCGCAAATGCTGCTAAAAACACTGAAGTCTGTGATGAACTAATGAGTAGACAT]
ALAS1 1.8976617) 0.006629123 TGATGAGTGAAAGAGAGAAATCTTACTTCTCTGGCATGAGCAAGTTGGTATCTGCCCAGG|
DUSP10 1.8825595) 0.013615503 GCCAGCTTGGAGATTGAAAGGAATTCAATAAAAAATCAATTACTTTCCTTCCCACCTTTT]
LMO2 1.8769426 0016384536 AGATGTGCAATTGATTTCTTTTCTTCCTGGCTTTTATGACAACCCTGCTCCAATCACTGT]
ELL2 1.8760643 0.024801938 TGTAGAAGACAAAAGCATTTCCATTTCAACAGTCTGTCAGCTTTATTAATGTTGGGCAAA
ALAS] 1.8604196) 0.0073944] CCAGGCCACGTTGTATCCGGATAGTCTCCAGAGTTGTCTTTATATGTGAATTAAATTATA|
ALAST 1.8507992] 0.037521828 AAATATTTCTGGAACTAGTAAATTCCATGTGGACCTGGAACAGGAGCTGGCTGATTTACA|
RIMKLB 1.8360207) 0.0398324] CAGTAGCTCTAACCTGTTTGATTCAATGTGTTTCCTAAAATAAAAATACCAGAACTGGGA]
TEX 14 1.7708033 0020093916/ AGGGGAAGAAAAGATCAAATCAGAGAGAGGGAAGTCAGACAGCTTTTTAGGAACTTCTGA]
SAMDYL 1.769326| 0.014882946| GAGCAATACTTCAATAAAGCACAAAATACAAGTTCCCTCTCACAGAGTGCAGATGTGTGC]
0AS1 1.7680743 0027685806 | AACTTTGAAACCCCGATTATCAAACAATACCTGATGAGGCAGCTTGCAAAACCCAGGCCT]
AASS 1.7581964) 0.038401693 CCACATGATCACCTCATTAGAGACAGAAAAAGCATCTTGCAAAATITAACACCCTGTCAT]
SAMDYL 1.7338874) 0.014586864] GATATTTTTACATTAAAGAGAAGAATTTTGGCACTGCTCTGGAATGGGCAAACCAGGCCA|
PARP14 1.7290585) 0012742206 TTTGTGGTATTTTATGACTACCAGGCTTACCCAGAGTACCTCATTACTTTTACCTATTAA
CIR 1.7057194) 002250385 GACCTGGAGCCTTCCGAAGGCTGTTTGTATGACTATGTCAAGATCTCTGCTGACAAAAAA
ETS2 1.6790198 0.014917472 ATTGGATTAATAGCAATTCACTAGGCTTTGGCGTGGAACAAGCAACGTATGGGGTGCAGA)
ELL2 1.6704509 0027768029 CAGTCCAGTCCCAATTATCATGAAGAAAAATATAGATGCGAGTATCTTCATAACAAGCT
PSMBY 1.6697007) 0.026458131 GCTGGTGTGGACTATCAAGTAATCTTGGGTAACGAACTGCCAAAATTCTATGATGAGTGA]
HIVEP] 1.6544461 0.023998095 TCGCGCAGTTCAGCGACGTGAGTAGCGACGACGACGAGGACAGGCTTGTGATAGCCACCT]
PSMB9 1.6366624) 0.037204623 TATCAAGTAATCTTGGGTAACGAACTGCCAAAATTCTATGATGAGTGAATCGTCCTCCCT]
SMIM3 1.6196502, 0.013770033 TTTGGTCTGATTTCATTGATGTATGCGACCAGTTTCCAATAAAGTGCTAGAATGACCATG
PARPY 1.6175435 0.031440467 TCCAGCCCTGAAACCTTTGTGATTTTTAGTGATACTCAGGCTATGCCCCAGTATTTGTGG)
USP1S 1.6123757 0.021008676| CCTAATTAAGGACCAAATCACAGATGTGGACTTGGTAGAGAGGCTGAAGGCTCTGTATA
PHYHIPL 1.5964211 0.012039664] AATCTTGAAGCCTAGAATTGTCAGCACTTCCAACTIGTTGTTTGACAGTGTTATITATGT]
PIK3AP1 1.5915583 0.011819222 AGACAGAGAGAGAAGCAAAAATCAGGAAAGCAGGCAGATTTGGAGATCACGGTCCCAATT]
0AS3 1.5877204) 0.046567127 ATCTGCTCATTCCTGAAGGAAAACTGCTTCCAGAATTCTGCCATCAAAGTGCTCAAAGTG
RARRES3 1.5860928 0.043840606| ATTGGCTTCATTGCTGTTCTTGGATACTCTCTTTTAAAGCGGCGATCCCAAAACCAGTGA
LGALS9 1.5793939 002969063 TTTCTCAGCAGGGGGCGCTTCTCTTTCCCAGTCTTTCAAAGAAAGACAAATGCTTGTTGG
SLC35A1 1.5784938 0.019385379 GTGCTGTATTTGTGCCATTCATTGTCTGGATTCATGTTTCTITGCAGTTAGATGATCTAC]
EHF 1.5768689) 0.022128865 AGTCACCTGAGATGAAAAAGGAGCAAGAGCACCCTGCAAAATCCCACACCAAAAAGCATA)
SLC35A1 1.5616436) 0.026458131 AAGACACTACATCCATCCAACAAGGAGAAATAGCTTCAAAAGAGAGAGTTGGTGGTGTAT]
NA 1.5547235| 004401138 CTATCACCCCAACTATTTAAGCAAGTCCAACAGTAAAAGGGCACATTTTAATCTTTAATC]
EHF 1.5540632, 00246018 TGAGATGAAAAAGGAGCAAGAGCACCCTGCAAAATCCCACACCAAAAAGCATAATCCACG]
NA 1.5456636 0.016819654 ACTAGGCAAAGCATGAAACTTGAAAACCAACATGCCTCATAGGAAATCAGTAGTGTTCTC]
0AS1 1.5193994 0.018163769 TCATAATTTCAGTCATCTGGGACACATTCAGAGAGTTCCTAGGATTTGCATACCCCTTCT]
SP100 1.5079501 0038550276 TICAAAAACACTTTTGCAATTCAGGAAACAGGCGAGAACAGTTCTCAGTIGGAG

HERC6 1.5077684) 0018163769 ATGGAGAAAGTGGAGGAAGCCCTTCAAGTAGCCATCAACAGCAACAAAGGATTTGTCTCA]
LOC609817 1.4914365) 0019385379 CTGACTTTCTTTATAGGGATTCTCCTACAGATGGCAACATAATAAATCTCTTAGTGATAG
ZNF$52 14671571 0.040400952 CATATCAAGTAGTTCAATCTTCCTGTAACTGCCATCTAATACCAAGTTGAGAGGAGTACA|
IFIH1 1.4426898 0.012595779 AAAGTGGGTAGAATTACCTATCGCTTTTCCCGATCTTGACTACTCAGAATACTGTTTGTT]
CREM 1.4340565 0.020093916| TAACCTCTGACATTCCTAAAATGCCTCACTGTAGTTAACTCTTAGCTATAACTTCGATTT]
NA 1.4073178] 0.04626844) ATGCCTTTTIGGGAGACGTGGATTGGTITAGGTCATCATIGAAGTCCTTGTCCCTTTGAA]
NR3IC2 1.3946095) 0.04453826 CAAATTACATCAAAGAACTGAGGAAGATGGTAACTAAGTGTCCCAGCAACTCTGGGCAGA]
DTX3L 1.379942| 0018163769 CTGCTTTGTAGAGCCTTTGAGCAAAAGCTGATTTTCACAGTGGGAGAGTCTCGAACACTA)
RGS2 1.3617965 0038892236/ CCGTTTCTTGGAGTCAGAATTCTATCAGGACTTGTGTAAAAAGCCACAGATCGCCACAGA
DTX3L 1.3572886) 0.047203712 CCTGATCCCGATTATCTGAAACGTGTCAAACAGGAGCTGAAAGATAAAGGAATTGAGTAA
NR4A2 1.3543379) 00398324, CTGTTTCCAGAGTGCTTATAATATACATAACTCCCTGGAAATTACTGAGCACTTTGAATT]
NUDT4 1.3501925| 004089313 TGAAAGGGGGGCAGGGGGAATGACTGTTGTATATICTAAATGGCTTTGCATGGTCTCATI]
SYTL2 1.3391902] 0.024801938 AATCAAGCTAAAGTAGATAATCTGCCTGAAGAATTAGTACGTAGTGCTGAAGATGACTTC]
CABLES| 1.3388951 0.037595] CCACATTAAGTTAACACTCAGCAAGATAAGAAGTCTGAAGCGAGAGATGCGGAAGCTTGC]
RABGAPIL 1.2710779) 0.023311324] GAAGGCCATGTTCAGTTCCATCATAGTATTACACACTATTTTATATGCCTGATGTTTAGT]
RABGAPIL 1.2608447 0.026810586| GGCCATGTTCAGTTCCATCATAGTATTACACACTATTTTATATGCCTGATGTTTAGTTGG
TLR3 1.2587512 0028879592 CTTGAACTGGCCAGTTCAGAAAGAACGGGTAAATGCCTTTCATCATAAATTGCAAGTAGC]
NUDT4 1.2562642| 004844528 TGAGTAAAATGACCTTTTTGCTGTTCACCTGTTACAGATTTAGATTATTAGGCCACCTTA)
PCYTIB 1.2059081 003758286 CCCTTTGGAGCAGAGATGTICCTGTTCCTCGGGCATCCATICAGCACTAGTCTTGGCCAT]
ABCBI1 1.1992997) 0.037760947 TTGCTACTAGATGAAGCTACTTCTGCCCTAGACACAGAAAGTGAAAAGACGGTGCAGGTT]
MBP 1.1876957) 0.037521828 TCCCGAGGGCCTGGATGTGATGGCGTCACAGAAAAGACCCTCCCAGAGGCACGGATCCAA)
GK. 1.1825991 004564681 ATGGTAGCTTGCATTTGCAGTTCTGAATGTACTGTTTCTAAATTATTIGAATCTACTTGGG|
KLKB1 11518855 004850343 TGTCATAAGGGTAAAAGGAGACAGTGCACACAAAGCTGCTGAGGAAAATGTTGTGCAGAG]
MEIS1 1.1252414) 0.041694704] GATGATCCAGATAAGGACAAAAAGCGTCACAAAAAGCGTGGCATCTTTCCCAAAGTAGCC]
COL5A3 1.0828831 0.040294748 ATCCTAATGGTGCTGCCCTATTTATACCTGGGTCTGGATTAAAAGGGAAAATCCCAAAAA|
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WNT7A -2.1660843 0.004255209 TGCTGTTATGTCAAGTGCAACACCTGCAGCGAGCGTACCGAGGTGTACACGTGCAAGTGA|
LOC118540810 -2.0817468) 0028495563 ATTTTTGTGCATATTTGCTGCTCATCAAAGGGAAGGATAGAAGGACTTTGGAAGGAGGGT]
NOG -2.0132637) 0.014347741 AAATAGCAGGTTAACATTATTAGCGACAACCAGAATAAGGCTCTCTTTGCTCTGGTCTTT]
LOC477699 -1.86486 0030554447 AAGATGTCCCAGTAAGAGATCTGAAGCCAGCCATAGTGAAAGTCTATGATTACTATGAGA|
INCKAPS -1.7798468 003458291 AAACACCAAATTCCTGTTGGAAAGACTGAAAGCTCTAGAGCACCATGCCCTTACTCCAAG
PLAU -1.7239113 0.013627986| AGTTTCAATGTGGCCAGAAGGCTCTGAGGCCTCGCTTTAAGATTATTGGTGGAGAATTCA)
ABCB1 -1.6875682 0.013627986 | CAGAAGCCATCGAAAACTTCCGAACTGTTGTTTCTTTGACTCAGGAGCAGAAGTTTCAAC]
KRT14 -1.639804] 0.018163769 CCTCATCCTTGTCCCCTCCTGGCAATCAATAAAGCTTTATTATCTCAGTTGCACTAAAAA]
COL2A1 -1.5615928| 001245899 ACACAATGGTGCTATTCTGTGTCAAACACCTCTGTATITTTTAAAACATCAATIGATATT]
KRTI4 -1.5266128, 0.021008676| TGAGTCCTGCCTCATCCTTGTCCCCTCCTGGCAATCAATAAAGCTTTATTATCTCAGTTG)
ABCBI -1.4816438 0024801938 TTAATAGTGGTGTTTCAGAATGGCAAAGTCAAGGAGCATGGCACACATCAACAGCTGCTG|
RUNDC3B -1.4750988) 0.037760947 ACAAATCTCTAACAAGTCTCAAATCTAATGACTACCTTGCAAGTCCCACAACAGAGATGA|
LOC100688793 -1.3456538) 0.018416796| TTGTCTATGGTAGTGATGGCATTTGTCAAATTTGGGGGTGAGTTTTC

ARLAC -1.2813239) 0.043840606| ATGGATGGGTTTCACACAGAGGAAGTTGGCCTCCCCATGTGAGCTTTIGAAATTGTTICT)
NA -1.2612734) 0.037405733 ATGCTTCCTCGACCCACCAGGAATTATAAGCCACTCCGGGTAGAAATTTCAAGGAGAAAA)
EMP1 -1.2071683 0.039682474] TCTCTATCTAGTCCTGAGAAAGAAATAAGGCTGAACAAATICACAGGGATCTGGGGGGTG)




