
Orthogroup seed ortholog evalue score eggNOG OGs max annot lvl COG category
OG0000159 746128.CADAFUBP00004876 2.9E-130 418 KOG1325@1|root,KOG1325@2759|Eukaryota,38GBY@33154|Opisthokonta,3NUWK@4751|Fungi,3QJFV@4890|Ascomycota,20EF4@147545|Eurotiomycetes,3SBDT@5042|Eurotiales4751|Fungi I
OG0000159 746128.CADAFUBP00004876 2.9E-130 418 KOG1325@1|root,KOG1325@2759|Eukaryota,38GBY@33154|Opisthokonta,3NUWK@4751|Fungi,3QJFV@4890|Ascomycota,20EF4@147545|Eurotiomycetes,3SBDT@5042|Eurotiales4751|Fungi I
OG0000760 430998.XP_007673420.1 2.08E-121 353 COG0400@1|root,KOG2112@2759|Eukaryota,3AGRR@33154|Opisthokonta,3PCD4@4751|Fungi,3R0ZB@4890|Ascomycota,202JU@147541|Dothideomycetes,3MGDM@451867|Dothideomycetidae4751|Fungi I
OG0000760 430998.XP_007673420.1 2.08E-121 353 COG0400@1|root,KOG2112@2759|Eukaryota,3AGRR@33154|Opisthokonta,3PCD4@4751|Fungi,3R0ZB@4890|Ascomycota,202JU@147541|Dothideomycetes,3MGDM@451867|Dothideomycetidae4751|Fungi I
OG0000857 83344.XP_007926496.1 0 2025 COG1502@1|root,KOG1329@2759|Eukaryota,38G6H@33154|Opisthokonta,3NX5P@4751|Fungi,3QQM8@4890|Ascomycota,1ZXQF@147541|Dothideomycetes,3MG10@451867|Dothideomycetidae4751|Fungi I
OG0000857 83344.XP_007926496.1 0 2025 COG1502@1|root,KOG1329@2759|Eukaryota,38G6H@33154|Opisthokonta,3NX5P@4751|Fungi,3QQM8@4890|Ascomycota,1ZXQF@147541|Dothideomycetes,3MG10@451867|Dothideomycetidae4751|Fungi I
OG0001218 1392244.V5EUT2 1.88E-166 493 COG0654@1|root,KOG1298@2759|Eukaryota,38HUH@33154|Opisthokonta,3NUIZ@4751|Fungi,3UYZK@5204|Basidiomycota,3N3HM@452284|Ustilaginomycotina4751|Fungi I
OG0001218 1392244.V5EUT2 1.88E-166 493 COG0654@1|root,KOG1298@2759|Eukaryota,38HUH@33154|Opisthokonta,3NUIZ@4751|Fungi,3UYZK@5204|Basidiomycota,3N3HM@452284|Ustilaginomycotina4751|Fungi I
OG0001670 63400.XP_003017629.1 1.09E-72 223 KOG1772@1|root,KOG1772@2759|Eukaryota,3A6AE@33154|Opisthokonta,3P53V@4751|Fungi,3QWPT@4890|Ascomycota,20HTZ@147545|Eurotiomycetes,3B3MC@33183|Onygenales,3FWIP@34384|Arthrodermataceae4751|Fungi U
OG0001779 63402.XP_003172162.1 5.78E-269 753 KOG4569@1|root,KOG4569@2759|Eukaryota,39S2Q@33154|Opisthokonta,3NZPC@4751|Fungi,3QR4A@4890|Ascomycota,20C3M@147545|Eurotiomycetes,3B4F6@33183|Onygenales,3FVRH@34384|Arthrodermataceae4751|Fungi G
OG0001779 63402.XP_003172162.1 5.78E-269 753 KOG4569@1|root,KOG4569@2759|Eukaryota,39S2Q@33154|Opisthokonta,3NZPC@4751|Fungi,3QR4A@4890|Ascomycota,20C3M@147545|Eurotiomycetes,3B4F6@33183|Onygenales,3FVRH@34384|Arthrodermataceae4751|Fungi G
OG0001779 63402.XP_003172162.1 5.78E-269 753 KOG4569@1|root,KOG4569@2759|Eukaryota,39S2Q@33154|Opisthokonta,3NZPC@4751|Fungi,3QR4A@4890|Ascomycota,20C3M@147545|Eurotiomycetes,3B4F6@33183|Onygenales,3FVRH@34384|Arthrodermataceae4751|Fungi G
OG0002258 5551.XP_003239251.1 2.99E-195 544 COG1024@1|root,KOG0016@2759|Eukaryota,38F2P@33154|Opisthokonta,3NXV1@4751|Fungi,3QNP1@4890|Ascomycota,20FD2@147545|Eurotiomycetes,3AZPN@33183|Onygenales,3FYAY@34384|Arthrodermataceae4751|Fungi I
OG0002258 5551.XP_003239251.1 2.99E-195 544 COG1024@1|root,KOG0016@2759|Eukaryota,38F2P@33154|Opisthokonta,3NXV1@4751|Fungi,3QNP1@4890|Ascomycota,20FD2@147545|Eurotiomycetes,3AZPN@33183|Onygenales,3FYAY@34384|Arthrodermataceae4751|Fungi I
OG0002779 5270.UM04973P0 1.44E-133 388 COG1024@1|root,KOG1680@2759|Eukaryota,38F58@33154|Opisthokonta,3NTZK@4751|Fungi,3UYIS@5204|Basidiomycota,3N1AP@452284|Ustilaginomycotina4751|Fungi I
OG0003129 84751.XP_007878317.1 1.29E-178 555 KOG1325@1|root,KOG1325@2759|Eukaryota,38CVD@33154|Opisthokonta,3NU1G@4751|Fungi,3V08T@5204|Basidiomycota,3N2CA@452284|Ustilaginomycotina4751|Fungi I
OG0003129 84751.XP_007878317.1 1.29E-178 555 KOG1325@1|root,KOG1325@2759|Eukaryota,38CVD@33154|Opisthokonta,3NU1G@4751|Fungi,3V08T@5204|Basidiomycota,3N2CA@452284|Ustilaginomycotina4751|Fungi I
OG0003398 430998.XP_007675208.1 2.96E-301 827 COG3173@1|root,KOG1469@2759|Eukaryota,38BWX@33154|Opisthokonta,3NUVD@4751|Fungi,3QKUK@4890|Ascomycota,200E7@147541|Dothideomycetes,3MFQT@451867|Dothideomycetidae4751|Fungi E
OG0003398 430998.XP_007675208.1 2.96E-301 827 COG3173@1|root,KOG1469@2759|Eukaryota,38BWX@33154|Opisthokonta,3NUVD@4751|Fungi,3QKUK@4890|Ascomycota,200E7@147541|Dothideomycetes,3MFQT@451867|Dothideomycetidae4751|Fungi E
OG0003398 430998.XP_007675208.1 2.96E-301 827 COG3173@1|root,KOG1469@2759|Eukaryota,38BWX@33154|Opisthokonta,3NUVD@4751|Fungi,3QKUK@4890|Ascomycota,200E7@147541|Dothideomycetes,3MFQT@451867|Dothideomycetidae4751|Fungi E
OG0003425 430998.XP_007676682.1 0 1443 COG1502@1|root,KOG1329@2759|Eukaryota,38G6H@33154|Opisthokonta,3NX5P@4751|Fungi,3QQG6@4890|Ascomycota,1ZZTI@147541|Dothideomycetes,3MH3U@451867|Dothideomycetidae4751|Fungi I
OG0003501 5501.XP_001241297.1 0 1457 COG5277@1|root,KOG3871@1|root,KOG0676@2759|Eukaryota,KOG3871@2759|Eukaryota,38GWS@33154|Opisthokonta,3NWPF@4751|Fungi,3QN1J@4890|Ascomycota,20FTF@147545|Eurotiomycetes,3AZ7P@33183|Onygenales,3FJ3P@34383|Onygenales incertae sedis4751|Fungi Z
OG0003501 5501.XP_001241297.1 0 1457 COG5277@1|root,KOG3871@1|root,KOG0676@2759|Eukaryota,KOG3871@2759|Eukaryota,38GWS@33154|Opisthokonta,3NWPF@4751|Fungi,3QN1J@4890|Ascomycota,20FTF@147545|Eurotiomycetes,3AZ7P@33183|Onygenales,3FJ3P@34383|Onygenales incertae sedis4751|Fungi Z
OG0003501 5501.XP_001241297.1 0 1457 COG5277@1|root,KOG3871@1|root,KOG0676@2759|Eukaryota,KOG3871@2759|Eukaryota,38GWS@33154|Opisthokonta,3NWPF@4751|Fungi,3QN1J@4890|Ascomycota,20FTF@147545|Eurotiomycetes,3AZ7P@33183|Onygenales,3FJ3P@34383|Onygenales incertae sedis4751|Fungi Z
OG0003673 5551.XP_003236178.1 0 1697 COG1472@1|root,2QTNX@2759|Eukaryota,39UHS@33154|Opisthokonta,3NWI4@4751|Fungi,3QJRH@4890|Ascomycota,20CIH@147545|Eurotiomycetes,3B2WB@33183|Onygenales,3FW5U@34384|Arthrodermataceae4751|Fungi G
OG0003673 5551.XP_003236178.1 0 1697 COG1472@1|root,2QTNX@2759|Eukaryota,39UHS@33154|Opisthokonta,3NWI4@4751|Fungi,3QJRH@4890|Ascomycota,20CIH@147545|Eurotiomycetes,3B2WB@33183|Onygenales,3FW5U@34384|Arthrodermataceae4751|Fungi G
OG0003673 5551.XP_003236178.1 0 1697 COG1472@1|root,2QTNX@2759|Eukaryota,39UHS@33154|Opisthokonta,3NWI4@4751|Fungi,3QJRH@4890|Ascomycota,20CIH@147545|Eurotiomycetes,3B2WB@33183|Onygenales,3FW5U@34384|Arthrodermataceae4751|Fungi G
OG0003673 5551.XP_003236178.1 0 1697 COG1472@1|root,2QTNX@2759|Eukaryota,39UHS@33154|Opisthokonta,3NWI4@4751|Fungi,3QJRH@4890|Ascomycota,20CIH@147545|Eurotiomycetes,3B2WB@33183|Onygenales,3FW5U@34384|Arthrodermataceae4751|Fungi G
OG0004344 63402.XP_003172744.1 0 1355 COG1472@1|root,2R6JK@2759|Eukaryota,39JZ2@33154|Opisthokonta,3Q4BU@4751|Fungi,3QTRF@4890|Ascomycota,20FJN@147545|Eurotiomycetes,3AZDZ@33183|Onygenales,3FU9E@34384|Arthrodermataceae4751|Fungi E
OG0004344 63402.XP_003172744.1 0 1355 COG1472@1|root,2R6JK@2759|Eukaryota,39JZ2@33154|Opisthokonta,3Q4BU@4751|Fungi,3QTRF@4890|Ascomycota,20FJN@147545|Eurotiomycetes,3AZDZ@33183|Onygenales,3FU9E@34384|Arthrodermataceae4751|Fungi E
OG0004344 63402.XP_003172744.1 0 1355 COG1472@1|root,2R6JK@2759|Eukaryota,39JZ2@33154|Opisthokonta,3Q4BU@4751|Fungi,3QTRF@4890|Ascomycota,20FJN@147545|Eurotiomycetes,3AZDZ@33183|Onygenales,3FU9E@34384|Arthrodermataceae4751|Fungi E
OG0005366 63418.F2PHA1 0 1176 COG2272@1|root,KOG4389@2759|Eukaryota,397KR@33154|Opisthokonta,3P02N@4751|Fungi,3QP6C@4890|Ascomycota,20EM6@147545|Eurotiomycetes,3B0B6@33183|Onygenales4751|Fungi G
OG0005366 63418.F2PHA1 0 1176 COG2272@1|root,KOG4389@2759|Eukaryota,397KR@33154|Opisthokonta,3P02N@4751|Fungi,3QP6C@4890|Ascomycota,20EM6@147545|Eurotiomycetes,3B0B6@33183|Onygenales4751|Fungi G
OG0006099 63402.XP_003169254.1 0 1089 COG3525@1|root,KOG2499@2759|Eukaryota,38D1Y@33154|Opisthokonta,3NUJ9@4751|Fungi,3QMST@4890|Ascomycota,20AFT@147545|Eurotiomycetes,3B1KD@33183|Onygenales,3FXS1@34384|Arthrodermataceae4751|Fungi G
OG0006099 63402.XP_003169254.1 0 1089 COG3525@1|root,KOG2499@2759|Eukaryota,38D1Y@33154|Opisthokonta,3NUJ9@4751|Fungi,3QMST@4890|Ascomycota,20AFT@147545|Eurotiomycetes,3B1KD@33183|Onygenales,3FXS1@34384|Arthrodermataceae4751|Fungi G
OG0006099 63402.XP_003169254.1 0 1089 COG3525@1|root,KOG2499@2759|Eukaryota,38D1Y@33154|Opisthokonta,3NUJ9@4751|Fungi,3QMST@4890|Ascomycota,20AFT@147545|Eurotiomycetes,3B1KD@33183|Onygenales,3FXS1@34384|Arthrodermataceae4751|Fungi G
OG0006297 63418.F2PYI5 2.86E-102 308 COG1960@1|root,KOG0139@2759|Eukaryota,38HBF@33154|Opisthokonta,3NY73@4751|Fungi,3QR9A@4890|Ascomycota,20D4G@147545|Eurotiomycetes,3AZ9H@33183|Onygenales,3FT7G@34384|Arthrodermataceae4751|Fungi I
OG0006946 82508.K1VK85 2.68E-253 706 COG1960@1|root,KOG0140@2759|Eukaryota,38BNR@33154|Opisthokonta,3NV9H@4751|Fungi,3UY9I@5204|Basidiomycota,3VE31@5234|Tremellales4751|Fungi I
OG0006946 82508.K1VK85 2.68E-253 706 COG1960@1|root,KOG0140@2759|Eukaryota,38BNR@33154|Opisthokonta,3NV9H@4751|Fungi,3UY9I@5204|Basidiomycota,3VE31@5234|Tremellales4751|Fungi I
OG0006950 42374.XP_002419767.1 0 1219 COG1752@1|root,KOG2214@2759|Eukaryota,38H5V@33154|Opisthokonta,3NWZF@4751|Fungi,3QKNM@4890|Ascomycota,3RRU6@4891|Saccharomycetes,47BYN@766764|Debaryomycetaceae4751|Fungi I
OG0006950 42374.XP_002419767.1 0 1219 COG1752@1|root,KOG2214@2759|Eukaryota,38H5V@33154|Opisthokonta,3NWZF@4751|Fungi,3QKNM@4890|Ascomycota,3RRU6@4891|Saccharomycetes,47BYN@766764|Debaryomycetaceae4751|Fungi I
OG0008676 83344.XP_007921008.1 2.98E-63 226 COG3509@1|root,2SBTI@2759|Eukaryota,39SMX@33154|Opisthokonta,3NZNX@4751|Fungi,3QMGM@4890|Ascomycota4751|Fungi Q
OG0008676 83344.XP_007921008.1 2.98E-63 226 COG3509@1|root,2SBTI@2759|Eukaryota,39SMX@33154|Opisthokonta,3NZNX@4751|Fungi,3QMGM@4890|Ascomycota4751|Fungi Q
OG0008676 83344.XP_007921008.1 2.98E-63 226 COG3509@1|root,2SBTI@2759|Eukaryota,39SMX@33154|Opisthokonta,3NZNX@4751|Fungi,3QMGM@4890|Ascomycota4751|Fungi Q
OG0010693 83344.XP_007926155.1 4.39E-228 663 COG3525@1|root,KOG2499@2759|Eukaryota,38TQR@33154|Opisthokonta,3NXJM@4751|Fungi,3RJPD@4890|Ascomycota,209AF@147541|Dothideomycetes4751|Fungi G
OG0010693 83344.XP_007926155.1 4.39E-228 663 COG3525@1|root,KOG2499@2759|Eukaryota,38TQR@33154|Opisthokonta,3NXJM@4751|Fungi,3RJPD@4890|Ascomycota,209AF@147541|Dothideomycetes4751|Fungi G
OG0010693 83344.XP_007926155.1 4.39E-228 663 COG3525@1|root,KOG2499@2759|Eukaryota,38TQR@33154|Opisthokonta,3NXJM@4751|Fungi,3RJPD@4890|Ascomycota,209AF@147541|Dothideomycetes4751|Fungi G
OG0013923 5551.XP_003239348.1 6.39E-52 169 COG0400@1|root,KOG2112@2759|Eukaryota,38RN5@33154|Opisthokonta,3NZH9@4751|Fungi,3QNTK@4890|Ascomycota,20B2A@147545|Eurotiomycetes,3B11P@33183|Onygenales,3FUFY@34384|Arthrodermataceae4751|Fungi I
OG0013923 5551.XP_003239348.1 6.39E-52 169 COG0400@1|root,KOG2112@2759|Eukaryota,38RN5@33154|Opisthokonta,3NZH9@4751|Fungi,3QNTK@4890|Ascomycota,20B2A@147545|Eurotiomycetes,3B11P@33183|Onygenales,3FUFY@34384|Arthrodermataceae4751|Fungi I



Description Preferred name GOs EC KEGG ko KEGG Pathway
Cytoplasmic phospholipase A2, catalytic subunit PLB1 GO:0000003,GO:0000322,GO:0000323,GO:0000324,GO:0000746,GO:0000747,GO:0003674,GO:0003824,GO:0004620,GO:0004622,GO:0005575,GO:0005576,GO:0005618,GO:0005622,GO:0005623,GO:0005737,GO:0005773,GO:0005783,GO:0005886,GO:0006575,GO:0006629,GO:0006644,GO:0006650,GO:0006658,GO:0006660,GO:0006793,GO:0006796,GO:0006807,GO:0006950,GO:0006970,GO:0008150,GO:0008152,GO:0009056,GO:0009277,GO:0009395,GO:0009405,GO:0009628,GO:0009897,GO:0009986,GO:0009987,GO:0012505,GO:0016020,GO:0016042,GO:0016298,GO:0016787,GO:0016788,GO:0019637,GO:0019953,GO:0022414,GO:0030312,GO:0031224,GO:0031225,GO:0031226,GO:0031233,GO:0031362,GO:0033554,GO:0036151,GO:0040011,GO:0042219,GO:0042597,GO:0043226,GO:0043227,GO:0043229,GO:0043231,GO:0044000,GO:0044001,GO:0044237,GO:0044238,GO:0044242,GO:0044248,GO:0044255,GO:0044403,GO:0044419,GO:0044424,GO:0044425,GO:0044444,GO:0044459,GO:0044464,GO:0044703,GO:0044764,GO:0046434,GO:0046470,GO:0046475,GO:0046486,GO:0046488,GO:0046503,GO:0046658,GO:0050896,GO:0051701,GO:0051704,GO:0051716,GO:0051814,GO:0051815,G3.1.1.5 ko:K13333 ko00564,map00564
Cytoplasmic phospholipase A2, catalytic subunit PLB1 GO:0000003,GO:0000322,GO:0000323,GO:0000324,GO:0000746,GO:0000747,GO:0003674,GO:0003824,GO:0004620,GO:0004622,GO:0005575,GO:0005576,GO:0005618,GO:0005622,GO:0005623,GO:0005737,GO:0005773,GO:0005783,GO:0005886,GO:0006575,GO:0006629,GO:0006644,GO:0006650,GO:0006658,GO:0006660,GO:0006793,GO:0006796,GO:0006807,GO:0006950,GO:0006970,GO:0008150,GO:0008152,GO:0009056,GO:0009277,GO:0009395,GO:0009405,GO:0009628,GO:0009897,GO:0009986,GO:0009987,GO:0012505,GO:0016020,GO:0016042,GO:0016298,GO:0016787,GO:0016788,GO:0019637,GO:0019953,GO:0022414,GO:0030312,GO:0031224,GO:0031225,GO:0031226,GO:0031233,GO:0031362,GO:0033554,GO:0036151,GO:0040011,GO:0042219,GO:0042597,GO:0043226,GO:0043227,GO:0043229,GO:0043231,GO:0044000,GO:0044001,GO:0044237,GO:0044238,GO:0044242,GO:0044248,GO:0044255,GO:0044403,GO:0044419,GO:0044424,GO:0044425,GO:0044444,GO:0044459,GO:0044464,GO:0044703,GO:0044764,GO:0046434,GO:0046470,GO:0046475,GO:0046486,GO:0046488,GO:0046503,GO:0046658,GO:0050896,GO:0051701,GO:0051704,GO:0051716,GO:0051814,GO:0051815,G3.1.1.5 ko:K13333 ko00564,map00564
Phospholipase/Carboxylesterase - - 3.1.1.5 ko:K06128,ko:K06130 ko00564,ko05231,map00564,map05231
Phospholipase/Carboxylesterase - - 3.1.1.5 ko:K06128,ko:K06130 ko00564,ko05231,map00564,map05231
Phospholipase D. Active site motifs. SPO14 GO:0000003,GO:0000746,GO:0000747,GO:0000753,GO:0000767,GO:0000902,GO:0003006,GO:0003674,GO:0003824,GO:0004620,GO:0004630,GO:0005488,GO:0005543,GO:0005575,GO:0005622,GO:0005623,GO:0005628,GO:0005634,GO:0005737,GO:0005768,GO:0006629,GO:0006644,GO:0006650,GO:0006793,GO:0006796,GO:0006810,GO:0006887,GO:0007049,GO:0007154,GO:0007165,GO:0008081,GO:0008150,GO:0008152,GO:0008289,GO:0009653,GO:0009987,GO:0010927,GO:0012505,GO:0016020,GO:0016043,GO:0016192,GO:0016298,GO:0016787,GO:0016788,GO:0019637,GO:0019953,GO:0022402,GO:0022413,GO:0022414,GO:0022607,GO:0023052,GO:0030154,GO:0030435,GO:0030437,GO:0031321,GO:0031410,GO:0031982,GO:0032266,GO:0032502,GO:0032505,GO:0032940,GO:0032989,GO:0034293,GO:0035091,GO:0035556,GO:0042578,GO:0042763,GO:0042764,GO:0043167,GO:0043168,GO:0043226,GO:0043227,GO:0043229,GO:0043231,GO:0043934,GO:0043935,GO:0044085,GO:0044237,GO:0044238,GO:0044255,GO:0044424,GO:0044444,GO:0044464,GO:0044703,GO:0044764,GO:0046486,GO:0046488,GO:0046903,GO:0048015,GO:0048017,GO:0048468,GO:0048646,GO:0048856,G3.1.4.4 ko:K01115 ko00564,ko00565,ko01100,ko01110,ko04014,ko04024,ko04071,ko04072,ko04144,ko04666,ko04724,ko04912,ko05231,map00564,map00565,map01100,map01110,map04014,map04024,map04071,map04072,map04144,map04666,map04724,map04912,map05231
Phospholipase D. Active site motifs. SPO14 GO:0000003,GO:0000746,GO:0000747,GO:0000753,GO:0000767,GO:0000902,GO:0003006,GO:0003674,GO:0003824,GO:0004620,GO:0004630,GO:0005488,GO:0005543,GO:0005575,GO:0005622,GO:0005623,GO:0005628,GO:0005634,GO:0005737,GO:0005768,GO:0006629,GO:0006644,GO:0006650,GO:0006793,GO:0006796,GO:0006810,GO:0006887,GO:0007049,GO:0007154,GO:0007165,GO:0008081,GO:0008150,GO:0008152,GO:0008289,GO:0009653,GO:0009987,GO:0010927,GO:0012505,GO:0016020,GO:0016043,GO:0016192,GO:0016298,GO:0016787,GO:0016788,GO:0019637,GO:0019953,GO:0022402,GO:0022413,GO:0022414,GO:0022607,GO:0023052,GO:0030154,GO:0030435,GO:0030437,GO:0031321,GO:0031410,GO:0031982,GO:0032266,GO:0032502,GO:0032505,GO:0032940,GO:0032989,GO:0034293,GO:0035091,GO:0035556,GO:0042578,GO:0042763,GO:0042764,GO:0043167,GO:0043168,GO:0043226,GO:0043227,GO:0043229,GO:0043231,GO:0043934,GO:0043935,GO:0044085,GO:0044237,GO:0044238,GO:0044255,GO:0044424,GO:0044444,GO:0044464,GO:0044703,GO:0044764,GO:0046486,GO:0046488,GO:0046903,GO:0048015,GO:0048017,GO:0048468,GO:0048646,GO:0048856,G3.1.4.4 ko:K01115 ko00564,ko00565,ko01100,ko01110,ko04014,ko04024,ko04071,ko04072,ko04144,ko04666,ko04724,ko04912,ko05231,map00564,map00565,map01100,map01110,map04014,map04024,map04071,map04072,map04144,map04666,map04724,map04912,map05231
Squalene epoxidase ERG1 GO:0003674,GO:0003824,GO:0004497,GO:0004506,GO:0005488,GO:0005575,GO:0005622,GO:0005623,GO:0005737,GO:0005783,GO:0005789,GO:0005811,GO:0005886,GO:0006066,GO:0006629,GO:0006694,GO:0006696,GO:0006950,GO:0007154,GO:0008144,GO:0008150,GO:0008152,GO:0008202,GO:0008204,GO:0008610,GO:0009058,GO:0009267,GO:0009605,GO:0009607,GO:0009987,GO:0009991,GO:0010570,GO:0012505,GO:0016020,GO:0016125,GO:0016126,GO:0016128,GO:0016129,GO:0016491,GO:0016705,GO:0016709,GO:0030447,GO:0031090,GO:0031667,GO:0031668,GO:0031669,GO:0031984,GO:0033554,GO:0035690,GO:0036170,GO:0036171,GO:0036180,GO:0036187,GO:0040007,GO:0040008,GO:0042175,GO:0042221,GO:0042493,GO:0042594,GO:0043226,GO:0043227,GO:0043228,GO:0043229,GO:0043231,GO:0043232,GO:0044107,GO:0044108,GO:0044182,GO:0044237,GO:0044238,GO:0044249,GO:0044255,GO:0044281,GO:0044283,GO:0044422,GO:0044424,GO:0044425,GO:0044432,GO:0044444,GO:0044446,GO:0044464,GO:0046165,GO:0050789,GO:0050896,GO:0051179,GO:0051641,GO:0051668,GO:0051716,GO:0055114,GO:0065007,GO:0070784,GO:0070887,GO:0071496,G1.14.14.17 ko:K00511 ko00100,ko00909,ko01100,ko01110,ko01130,map00100,map00909,map01100,map01110,map01130
Squalene epoxidase ERG1 GO:0003674,GO:0003824,GO:0004497,GO:0004506,GO:0005488,GO:0005575,GO:0005622,GO:0005623,GO:0005737,GO:0005783,GO:0005789,GO:0005811,GO:0005886,GO:0006066,GO:0006629,GO:0006694,GO:0006696,GO:0006950,GO:0007154,GO:0008144,GO:0008150,GO:0008152,GO:0008202,GO:0008204,GO:0008610,GO:0009058,GO:0009267,GO:0009605,GO:0009607,GO:0009987,GO:0009991,GO:0010570,GO:0012505,GO:0016020,GO:0016125,GO:0016126,GO:0016128,GO:0016129,GO:0016491,GO:0016705,GO:0016709,GO:0030447,GO:0031090,GO:0031667,GO:0031668,GO:0031669,GO:0031984,GO:0033554,GO:0035690,GO:0036170,GO:0036171,GO:0036180,GO:0036187,GO:0040007,GO:0040008,GO:0042175,GO:0042221,GO:0042493,GO:0042594,GO:0043226,GO:0043227,GO:0043228,GO:0043229,GO:0043231,GO:0043232,GO:0044107,GO:0044108,GO:0044182,GO:0044237,GO:0044238,GO:0044249,GO:0044255,GO:0044281,GO:0044283,GO:0044422,GO:0044424,GO:0044425,GO:0044432,GO:0044444,GO:0044446,GO:0044464,GO:0046165,GO:0050789,GO:0050896,GO:0051179,GO:0051641,GO:0051668,GO:0051716,GO:0055114,GO:0065007,GO:0070784,GO:0070887,GO:0071496,G1.14.14.17 ko:K00511 ko00100,ko00909,ko01100,ko01110,ko01130,map00100,map00909,map01100,map01110,map01130
Catalytic subunit of the peripheral V1 complex of vacuolar ATPase (V-ATPase). V-ATPase is responsible for acidifying a variety of intracellular compartments in eukaryotic cells- GO:0000166,GO:0000221,GO:0000322,GO:0000323,GO:0000324,GO:0000329,GO:0003674,GO:0003824,GO:0005215,GO:0005488,GO:0005524,GO:0005575,GO:0005622,GO:0005623,GO:0005737,GO:0005773,GO:0005774,GO:0006810,GO:0006811,GO:0006812,GO:0006873,GO:0006885,GO:0007035,GO:0008144,GO:0008150,GO:0008324,GO:0009987,GO:0015075,GO:0015077,GO:0015078,GO:0015318,GO:0015399,GO:0015405,GO:0015672,GO:0015988,GO:0015991,GO:0016020,GO:0016462,GO:0016469,GO:0016471,GO:0016787,GO:0016817,GO:0016818,GO:0016887,GO:0017076,GO:0017111,GO:0019725,GO:0019829,GO:0022804,GO:0022853,GO:0022857,GO:0022890,GO:0030003,GO:0030004,GO:0030554,GO:0030641,GO:0031090,GO:0032553,GO:0032555,GO:0032559,GO:0032991,GO:0033176,GO:0033178,GO:0033180,GO:0034220,GO:0035639,GO:0036094,GO:0036442,GO:0042592,GO:0042623,GO:0042625,GO:0042626,GO:0043167,GO:0043168,GO:0043226,GO:0043227,GO:0043229,GO:0043231,GO:0043492,GO:0044422,GO:0044424,GO:0044425,GO:0044437,GO:0044444,GO:0044446,GO:0044464,GO:0044769,GO:0045851,GO:0046961,GO:0048878,GO:0050801,GO:0051179,GO:0051234,G3.1.1.3 ko:K01046,ko:K02152 ko00190,ko00561,ko01100,ko04145,ko04150,ko04721,ko04966,ko05110,ko05120,ko05323,map00190,map00561,map01100,map04145,map04150,map04721,map04966,map05110,map05120,map05323
Lipase (class 3) - - 3.1.1.73 ko:K21016 -
Lipase (class 3) - - 3.1.1.73 ko:K21016 -
Lipase (class 3) - - 3.1.1.73 ko:K21016 -
Enoyl-CoA hydratase/isomerase ECI1 GO:0003674,GO:0003824,GO:0004165,GO:0005575,GO:0005622,GO:0005623,GO:0005737,GO:0005777,GO:0005782,GO:0006082,GO:0006629,GO:0006631,GO:0006635,GO:0008150,GO:0008152,GO:0009056,GO:0009062,GO:0009987,GO:0016042,GO:0016054,GO:0016853,GO:0016860,GO:0016863,GO:0019395,GO:0019752,GO:0030258,GO:0031907,GO:0031974,GO:0032787,GO:0034440,GO:0042579,GO:0043226,GO:0043227,GO:0043229,GO:0043231,GO:0043233,GO:0043436,GO:0044237,GO:0044238,GO:0044242,GO:0044248,GO:0044255,GO:0044281,GO:0044282,GO:0044422,GO:0044424,GO:0044438,GO:0044439,GO:0044444,GO:0044446,GO:0044464,GO:0046395,GO:0055114,GO:0070013,GO:0071704,GO:0072329,GO:19015755.3.3.8 ko:K13239 ko00071,ko04146,map00071,map04146
Enoyl-CoA hydratase/isomerase ECI1 GO:0003674,GO:0003824,GO:0004165,GO:0005575,GO:0005622,GO:0005623,GO:0005737,GO:0005777,GO:0005782,GO:0006082,GO:0006629,GO:0006631,GO:0006635,GO:0008150,GO:0008152,GO:0009056,GO:0009062,GO:0009987,GO:0016042,GO:0016054,GO:0016853,GO:0016860,GO:0016863,GO:0019395,GO:0019752,GO:0030258,GO:0031907,GO:0031974,GO:0032787,GO:0034440,GO:0042579,GO:0043226,GO:0043227,GO:0043229,GO:0043231,GO:0043233,GO:0043436,GO:0044237,GO:0044238,GO:0044242,GO:0044248,GO:0044255,GO:0044281,GO:0044282,GO:0044422,GO:0044424,GO:0044438,GO:0044439,GO:0044444,GO:0044446,GO:0044464,GO:0046395,GO:0055114,GO:0070013,GO:0071704,GO:0072329,GO:19015755.3.3.8 ko:K13239 ko00071,ko04146,map00071,map04146
Belongs to the enoyl-CoA hydratase isomerase family - - 4.2.1.17 ko:K07511 ko00062,ko00071,ko00280,ko00310,ko00380,ko00410,ko00627,ko00640,ko00650,ko00930,ko01100,ko01110,ko01120,ko01130,ko01200,ko01212,map00062,map00071,map00280,map00310,map00380,map00410,map00627,map00640,map00650,map00930,map01100,map01110,map01120,map01130,map01200,map01212
4'-phosphopantetheinyl transferase superfamily - - 3.1.1.4 ko:K16342 ko00564,ko00565,ko00590,ko00591,ko00592,ko01100,ko01110,ko04010,ko04014,ko04072,ko04217,ko04270,ko04370,ko04611,ko04664,ko04724,ko04726,ko04730,ko04750,ko04912,ko04913,ko04921,ko05231,map00564,map00565,map00590,map00591,map00592,map01100,map01110,map04010,map04014,map04072,map04217,map04270,map04370,map04611,map04664,map04724,map04726,map04730,map04750,map04912,map04913,map04921,map05231
4'-phosphopantetheinyl transferase superfamily - - 3.1.1.4 ko:K16342 ko00564,ko00565,ko00590,ko00591,ko00592,ko01100,ko01110,ko04010,ko04014,ko04072,ko04217,ko04270,ko04370,ko04611,ko04664,ko04724,ko04726,ko04730,ko04750,ko04912,ko04913,ko04921,ko05231,map00564,map00565,map00590,map00591,map00592,map01100,map01110,map04010,map04014,map04072,map04217,map04270,map04370,map04611,map04664,map04724,map04726,map04730,map04750,map04912,map04913,map04921,map05231
Acyl-CoA dehydrogenase, C-terminal domain - - 1.3.8.7 ko:K00249 ko00071,ko00280,ko00410,ko00640,ko01100,ko01110,ko01130,ko01200,ko01212,ko03320,map00071,map00280,map00410,map00640,map01100,map01110,map01130,map01200,map01212,map03320
Acyl-CoA dehydrogenase, C-terminal domain - - 1.3.8.7 ko:K00249 ko00071,ko00280,ko00410,ko00640,ko01100,ko01110,ko01130,ko01200,ko01212,ko03320,map00071,map00280,map00410,map00640,map01100,map01110,map01130,map01200,map01212,map03320
Acyl-CoA dehydrogenase, C-terminal domain - - 1.3.8.7 ko:K00249 ko00071,ko00280,ko00410,ko00640,ko01100,ko01110,ko01130,ko01200,ko01212,ko03320,map00071,map00280,map00410,map00640,map01100,map01110,map01130,map01200,map01212,map03320
Phospholipase D. Active site motifs. - - 3.1.4.4 ko:K01115 ko00564,ko00565,ko01100,ko01110,ko04014,ko04024,ko04071,ko04072,ko04144,ko04666,ko04724,ko04912,ko05231,map00564,map00565,map01100,map01110,map04014,map04024,map04071,map04072,map04144,map04666,map04724,map04912,map05231
Belongs to the actin family ARP9 GO:0000228,GO:0000785,GO:0000790,GO:0000988,GO:0000990,GO:0000991,GO:0003674,GO:0005575,GO:0005622,GO:0005623,GO:0005634,GO:0005694,GO:0006139,GO:0006323,GO:0006325,GO:0006333,GO:0006337,GO:0006338,GO:0006351,GO:0006354,GO:0006355,GO:0006357,GO:0006366,GO:0006368,GO:0006725,GO:0006807,GO:0006996,GO:0008150,GO:0008152,GO:0009058,GO:0009059,GO:0009889,GO:0009891,GO:0009893,GO:0009987,GO:0010467,GO:0010468,GO:0010556,GO:0010557,GO:0010604,GO:0010628,GO:0016043,GO:0016070,GO:0016514,GO:0016584,GO:0016586,GO:0018130,GO:0019219,GO:0019222,GO:0019438,GO:0022411,GO:0022607,GO:0031323,GO:0031325,GO:0031326,GO:0031328,GO:0031497,GO:0031498,GO:0031974,GO:0031981,GO:0032774,GO:0032984,GO:0032986,GO:0032991,GO:0034641,GO:0034645,GO:0034654,GO:0034728,GO:0042766,GO:0043044,GO:0043170,GO:0043226,GO:0043227,GO:0043228,GO:0043229,GO:0043231,GO:0043232,GO:0043233,GO:0043933,GO:0044085,GO:0044237,GO:0044238,GO:0044249,GO:0044260,GO:0044271,GO:0044422,GO:0044424,GO:0044427,GO:0044428,GO:0044446,GO:0044454,GO:0044464,GO:0045893,G3.1.1.73 ko:K09252,ko:K11768 -
Belongs to the actin family ARP9 GO:0000228,GO:0000785,GO:0000790,GO:0000988,GO:0000990,GO:0000991,GO:0003674,GO:0005575,GO:0005622,GO:0005623,GO:0005634,GO:0005694,GO:0006139,GO:0006323,GO:0006325,GO:0006333,GO:0006337,GO:0006338,GO:0006351,GO:0006354,GO:0006355,GO:0006357,GO:0006366,GO:0006368,GO:0006725,GO:0006807,GO:0006996,GO:0008150,GO:0008152,GO:0009058,GO:0009059,GO:0009889,GO:0009891,GO:0009893,GO:0009987,GO:0010467,GO:0010468,GO:0010556,GO:0010557,GO:0010604,GO:0010628,GO:0016043,GO:0016070,GO:0016514,GO:0016584,GO:0016586,GO:0018130,GO:0019219,GO:0019222,GO:0019438,GO:0022411,GO:0022607,GO:0031323,GO:0031325,GO:0031326,GO:0031328,GO:0031497,GO:0031498,GO:0031974,GO:0031981,GO:0032774,GO:0032984,GO:0032986,GO:0032991,GO:0034641,GO:0034645,GO:0034654,GO:0034728,GO:0042766,GO:0043044,GO:0043170,GO:0043226,GO:0043227,GO:0043228,GO:0043229,GO:0043231,GO:0043232,GO:0043233,GO:0043933,GO:0044085,GO:0044237,GO:0044238,GO:0044249,GO:0044260,GO:0044271,GO:0044422,GO:0044424,GO:0044427,GO:0044428,GO:0044446,GO:0044454,GO:0044464,GO:0045893,G3.1.1.73 ko:K09252,ko:K11768 -
Belongs to the actin family ARP9 GO:0000228,GO:0000785,GO:0000790,GO:0000988,GO:0000990,GO:0000991,GO:0003674,GO:0005575,GO:0005622,GO:0005623,GO:0005634,GO:0005694,GO:0006139,GO:0006323,GO:0006325,GO:0006333,GO:0006337,GO:0006338,GO:0006351,GO:0006354,GO:0006355,GO:0006357,GO:0006366,GO:0006368,GO:0006725,GO:0006807,GO:0006996,GO:0008150,GO:0008152,GO:0009058,GO:0009059,GO:0009889,GO:0009891,GO:0009893,GO:0009987,GO:0010467,GO:0010468,GO:0010556,GO:0010557,GO:0010604,GO:0010628,GO:0016043,GO:0016070,GO:0016514,GO:0016584,GO:0016586,GO:0018130,GO:0019219,GO:0019222,GO:0019438,GO:0022411,GO:0022607,GO:0031323,GO:0031325,GO:0031326,GO:0031328,GO:0031497,GO:0031498,GO:0031974,GO:0031981,GO:0032774,GO:0032984,GO:0032986,GO:0032991,GO:0034641,GO:0034645,GO:0034654,GO:0034728,GO:0042766,GO:0043044,GO:0043170,GO:0043226,GO:0043227,GO:0043228,GO:0043229,GO:0043231,GO:0043232,GO:0043233,GO:0043933,GO:0044085,GO:0044237,GO:0044238,GO:0044249,GO:0044260,GO:0044271,GO:0044422,GO:0044424,GO:0044427,GO:0044428,GO:0044446,GO:0044454,GO:0044464,GO:0045893,G3.1.1.73 ko:K09252,ko:K11768 -
Glycosyl hydrolase family 3 N terminal domain - - 3.2.1.52 ko:K01207 ko00520,ko00531,ko01100,ko01501,map00520,map00531,map01100,map01501
Glycosyl hydrolase family 3 N terminal domain - - 3.2.1.52 ko:K01207 ko00520,ko00531,ko01100,ko01501,map00520,map00531,map01100,map01501
Glycosyl hydrolase family 3 N terminal domain - - 3.2.1.52 ko:K01207 ko00520,ko00531,ko01100,ko01501,map00520,map00531,map01100,map01501
Glycosyl hydrolase family 3 N terminal domain - - 3.2.1.52 ko:K01207 ko00520,ko00531,ko01100,ko01501,map00520,map00531,map01100,map01501
Glycosyl hydrolase family 3 C-terminal domain - - 3.2.1.52 ko:K01207 ko00520,ko00531,ko01100,ko01501,map00520,map00531,map01100,map01501
Glycosyl hydrolase family 3 C-terminal domain - - 3.2.1.52 ko:K01207 ko00520,ko00531,ko01100,ko01501,map00520,map00531,map01100,map01501
Glycosyl hydrolase family 3 C-terminal domain - - 3.2.1.52 ko:K01207 ko00520,ko00531,ko01100,ko01501,map00520,map00531,map01100,map01501
Belongs to the type-B carboxylesterase lipase family - - 3.1.1.8 ko:K01050 -
Belongs to the type-B carboxylesterase lipase family - - 3.1.1.8 ko:K01050 -
Glycosyl hydrolase family 20, catalytic domain NAG1 - 3.2.1.52 ko:K12373 ko00511,ko00513,ko00520,ko00531,ko00603,ko00604,ko01100,ko04142,map00511,map00513,map00520,map00531,map00603,map00604,map01100,map04142
Glycosyl hydrolase family 20, catalytic domain NAG1 - 3.2.1.52 ko:K12373 ko00511,ko00513,ko00520,ko00531,ko00603,ko00604,ko01100,ko04142,map00511,map00513,map00520,map00531,map00603,map00604,map01100,map04142
Glycosyl hydrolase family 20, catalytic domain NAG1 - 3.2.1.52 ko:K12373 ko00511,ko00513,ko00520,ko00531,ko00603,ko00604,ko01100,ko04142,map00511,map00513,map00520,map00531,map00603,map00604,map01100,map04142
Acyl-CoA dehydrogenase, C-terminal domain - - 1.3.8.7 ko:K00249 ko00071,ko00280,ko00410,ko00640,ko01100,ko01110,ko01130,ko01200,ko01212,ko03320,map00071,map00280,map00410,map00640,map01100,map01110,map01130,map01200,map01212,map03320
Acyl-CoA dehydrogenase, C-terminal domain - - 1.3.8.7 ko:K00249 ko00071,ko00280,ko00410,ko00640,ko01100,ko01110,ko01130,ko01200,ko01212,ko03320,map00071,map00280,map00410,map00640,map01100,map01110,map01130,map01200,map01212,map03320
Acyl-CoA dehydrogenase, C-terminal domain - - 1.3.8.7 ko:K00249 ko00071,ko00280,ko00410,ko00640,ko01100,ko01110,ko01130,ko01200,ko01212,ko03320,map00071,map00280,map00410,map00640,map01100,map01110,map01130,map01200,map01212,map03320
Domain of unknown function (DUF3336) TGL3 GO:0000003,GO:0003674,GO:0003824,GO:0004806,GO:0005575,GO:0005622,GO:0005623,GO:0005811,GO:0006629,GO:0006638,GO:0006639,GO:0006641,GO:0006642,GO:0007114,GO:0008150,GO:0008152,GO:0009056,GO:0009987,GO:0016042,GO:0016298,GO:0016740,GO:0016746,GO:0016747,GO:0016787,GO:0016788,GO:0019433,GO:0019954,GO:0032505,GO:0043226,GO:0043228,GO:0043229,GO:0043232,GO:0044237,GO:0044238,GO:0044242,GO:0044248,GO:0044255,GO:0044424,GO:0044464,GO:0046461,GO:0046464,GO:0046486,GO:0046503,GO:0051301,GO:0052689,GO:0071617,GO:0071618,GO:0071704,GO:19015753.1.1.3 ko:K14675 ko00561,ko01100,map00561,map01100
Domain of unknown function (DUF3336) TGL3 GO:0000003,GO:0003674,GO:0003824,GO:0004806,GO:0005575,GO:0005622,GO:0005623,GO:0005811,GO:0006629,GO:0006638,GO:0006639,GO:0006641,GO:0006642,GO:0007114,GO:0008150,GO:0008152,GO:0009056,GO:0009987,GO:0016042,GO:0016298,GO:0016740,GO:0016746,GO:0016747,GO:0016787,GO:0016788,GO:0019433,GO:0019954,GO:0032505,GO:0043226,GO:0043228,GO:0043229,GO:0043232,GO:0044237,GO:0044238,GO:0044242,GO:0044248,GO:0044255,GO:0044424,GO:0044464,GO:0046461,GO:0046464,GO:0046486,GO:0046503,GO:0051301,GO:0052689,GO:0071617,GO:0071618,GO:0071704,GO:19015753.1.1.3 ko:K14675 ko00561,ko01100,map00561,map01100
ferulic acid esterase - - 3.1.1.73 ko:K09252 -
ferulic acid esterase - - 3.1.1.73 ko:K09252 -
ferulic acid esterase - - 3.1.1.73 ko:K09252 -
Glycosyl hydrolase family 20, catalytic domain - - 3.2.1.52 ko:K12373 ko00511,ko00513,ko00520,ko00531,ko00603,ko00604,ko01100,ko04142,map00511,map00513,map00520,map00531,map00603,map00604,map01100,map04142
Glycosyl hydrolase family 20, catalytic domain - - 3.2.1.52 ko:K12373 ko00511,ko00513,ko00520,ko00531,ko00603,ko00604,ko01100,ko04142,map00511,map00513,map00520,map00531,map00603,map00604,map01100,map04142
Glycosyl hydrolase family 20, catalytic domain - - 3.2.1.52 ko:K12373 ko00511,ko00513,ko00520,ko00531,ko00603,ko00604,ko01100,ko04142,map00511,map00513,map00520,map00531,map00603,map00604,map01100,map04142
Dienelactone hydrolase family - GO:0002084,GO:0003674,GO:0003824,GO:0005575,GO:0005622,GO:0005623,GO:0005634,GO:0005737,GO:0006464,GO:0006807,GO:0008150,GO:0008152,GO:0008474,GO:0009056,GO:0009057,GO:0009987,GO:0016787,GO:0016788,GO:0016790,GO:0019538,GO:0030163,GO:0035601,GO:0036211,GO:0042157,GO:0042159,GO:0043170,GO:0043226,GO:0043227,GO:0043229,GO:0043231,GO:0043412,GO:0044237,GO:0044238,GO:0044260,GO:0044267,GO:0044424,GO:0044464,GO:0052689,GO:0071704,GO:0098599,GO:0098732,GO:0098734,GO:0140096,GO:1901564,GO:1901565,GO:19015753.1.1.5 ko:K06128,ko:K06130,ko:K06999ko00564,ko05231,map00564,map05231
Dienelactone hydrolase family - GO:0002084,GO:0003674,GO:0003824,GO:0005575,GO:0005622,GO:0005623,GO:0005634,GO:0005737,GO:0006464,GO:0006807,GO:0008150,GO:0008152,GO:0008474,GO:0009056,GO:0009057,GO:0009987,GO:0016787,GO:0016788,GO:0016790,GO:0019538,GO:0030163,GO:0035601,GO:0036211,GO:0042157,GO:0042159,GO:0043170,GO:0043226,GO:0043227,GO:0043229,GO:0043231,GO:0043412,GO:0044237,GO:0044238,GO:0044260,GO:0044267,GO:0044424,GO:0044464,GO:0052689,GO:0071704,GO:0098599,GO:0098732,GO:0098734,GO:0140096,GO:1901564,GO:1901565,GO:19015753.1.1.5 ko:K06128,ko:K06130,ko:K06999ko00564,ko05231,map00564,map05231



KEGG Module KEGG Reaction KEGG rclass BRITE KEGG TC CAZy
- - - ko00000,ko00001,ko01000 - -
- - - ko00000,ko00001,ko01000 - -
- R02746,R02747,R03416,R03417 RC00020,RC00037,RC00041,RC00094 ko00000,ko00001,ko01000 - -
- R02746,R02747,R03416,R03417 RC00020,RC00037,RC00041,RC00094 ko00000,ko00001,ko01000 - -
- R01310,R02051,R07385 RC00017,RC00425 ko00000,ko00001,ko01000,ko04131 - -
- R01310,R02051,R07385 RC00017,RC00425 ko00000,ko00001,ko01000,ko04131 - -
- R02874 RC00201 ko00000,ko00001,ko01000 - -
- R02874 RC00201 ko00000,ko00001,ko01000 - -
M00098,M00160 R02250,R02687 RC00020,RC00037,RC00041,RC00094 ko00000,ko00001,ko00002,ko01000 3.A.2.2 -
- - - ko00000,ko01000 - -
- - - ko00000,ko01000 - -
- - - ko00000,ko01000 - -
- R04756 RC01078 ko00000,ko00001,ko01000 - -
- R04756 RC01078 ko00000,ko00001,ko01000 - -
M00013,M00032,M00085,M00087 R02685,R03026,R03045,R04137,R04170,R04204,R04224,R04738,R04740,R04744,R04746,R04749,R05595,R06942RC00770,RC00831,RC00834,RC01086,RC01095,RC01098,RC01103ko00000,ko00001,ko00002,ko01000 - -
- R01315,R01317,R02053,R07064,R07379,R07387,R07859RC00037,RC00094 ko00000,ko00001,ko01000 - -
- R01315,R01317,R02053,R07064,R07379,R07387,R07859RC00037,RC00094 ko00000,ko00001,ko01000 - -
M00013,M00036,M00087 R00924,R01175,R01279,R02661,R03172,R03777,R03857,R03990,R04095,R04432,R04751,R04754RC00052,RC00068,RC00076,RC00095,RC00148,RC00246ko00000,ko00001,ko00002,ko01000 - -
M00013,M00036,M00087 R00924,R01175,R01279,R02661,R03172,R03777,R03857,R03990,R04095,R04432,R04751,R04754RC00052,RC00068,RC00076,RC00095,RC00148,RC00246ko00000,ko00001,ko00002,ko01000 - -
M00013,M00036,M00087 R00924,R01175,R01279,R02661,R03172,R03777,R03857,R03990,R04095,R04432,R04751,R04754RC00052,RC00068,RC00076,RC00095,RC00148,RC00246ko00000,ko00001,ko00002,ko01000 - -
- R01310,R02051,R07385 RC00017,RC00425 ko00000,ko00001,ko01000,ko04131 - -
- - - ko00000,ko01000,ko03021,ko03036 - -
- - - ko00000,ko01000,ko03021,ko03036 - -
- - - ko00000,ko01000,ko03021,ko03036 - -
M00628 R00022,R05963,R07809,R07810,R10831 RC00049 ko00000,ko00001,ko00002,ko01000 - -
M00628 R00022,R05963,R07809,R07810,R10831 RC00049 ko00000,ko00001,ko00002,ko01000 - -
M00628 R00022,R05963,R07809,R07810,R10831 RC00049 ko00000,ko00001,ko00002,ko01000 - -
M00628 R00022,R05963,R07809,R07810,R10831 RC00049 ko00000,ko00001,ko00002,ko01000 - -
M00628 R00022,R05963,R07809,R07810,R10831 RC00049 ko00000,ko00001,ko00002,ko01000 - -
M00628 R00022,R05963,R07809,R07810,R10831 RC00049 ko00000,ko00001,ko00002,ko01000 - -
M00628 R00022,R05963,R07809,R07810,R10831 RC00049 ko00000,ko00001,ko00002,ko01000 - -
- - - ko00000,ko01000 - -
- - - ko00000,ko01000 - -
M00079 R00022,R06004,R11316 RC00049 ko00000,ko00001,ko00002,ko01000,ko03110 - GH20
M00079 R00022,R06004,R11316 RC00049 ko00000,ko00001,ko00002,ko01000,ko03110 - GH20
M00079 R00022,R06004,R11316 RC00049 ko00000,ko00001,ko00002,ko01000,ko03110 - GH20
M00013,M00036,M00087 R00924,R01175,R01279,R02661,R03172,R03777,R03857,R03990,R04095,R04432,R04751,R04754RC00052,RC00068,RC00076,RC00095,RC00148,RC00246ko00000,ko00001,ko00002,ko01000 - -
M00013,M00036,M00087 R00924,R01175,R01279,R02661,R03172,R03777,R03857,R03990,R04095,R04432,R04751,R04754RC00052,RC00068,RC00076,RC00095,RC00148,RC00246ko00000,ko00001,ko00002,ko01000 - -
M00013,M00036,M00087 R00924,R01175,R01279,R02661,R03172,R03777,R03857,R03990,R04095,R04432,R04751,R04754RC00052,RC00068,RC00076,RC00095,RC00148,RC00246ko00000,ko00001,ko00002,ko01000 - -
M00098 R02250,R02687 RC00020,RC00037,RC00041,RC00094 ko00000,ko00001,ko00002,ko01000 - -
M00098 R02250,R02687 RC00020,RC00037,RC00041,RC00094 ko00000,ko00001,ko00002,ko01000 - -
- - - ko00000,ko01000 - -
- - - ko00000,ko01000 - -
- - - ko00000,ko01000 - -
M00079 R00022,R06004,R11316 RC00049 ko00000,ko00001,ko00002,ko01000,ko03110 - GH20
M00079 R00022,R06004,R11316 RC00049 ko00000,ko00001,ko00002,ko01000,ko03110 - GH20
M00079 R00022,R06004,R11316 RC00049 ko00000,ko00001,ko00002,ko01000,ko03110 - GH20
- R02746,R02747,R03416,R03417 RC00020,RC00037,RC00041,RC00094 ko00000,ko00001,ko01000 - -
- R02746,R02747,R03416,R03417 RC00020,RC00037,RC00041,RC00094 ko00000,ko00001,ko01000 - -



BiGG Reaction PFAMs IPR term IPR description Blastocladiella emersonii 22665 Candida dubliniensis 11945
iMM904.YMR006C PLA2_B IPR029033 Histidine phosphatase superfamily 0 6
iMM904.YMR006C PLA2_B IPR016035 Acyl transferase/acyl hydrolase/lysophospholipase 0 6
- Abhydrolase_2 IPR050565 Acyl-protein thioesterase 1-2/Carboxylesterase-like 1 1
- Abhydrolase_2 IPR029058 Alpha/Beta hydrolase fold 1 1
iMM904.YKR031C PLDc,PLDc_2,PX IPR015679 Phospholipase D family 1 1
iMM904.YKR031C PLDc,PLDc_2,PX IPR036871 PX domain superfamily 1 1
- DAO,FAD_binding_3,SE IPR036188 FAD/NAD(P)-binding domain superfamily 1 1
- DAO,FAD_binding_3,SE IPR040125 Squalene monooxygenase 1 1
- V-ATPase_G IPR005124 Vacuolar (H+)-ATPase G subunit 1 1
- Lipase_3 IPR029058 Alpha/Beta hydrolase fold 1 1
- Lipase_3 IPR017383 Actin-related protein 2/3 complex subunit 1 1 1
- Lipase_3 IPR036322 WD40-repeat-containing domain superfamily 1 1
iMM904.YOR180C ECH_1 IPR029045 ClpP/crotonase-like domain superfamily 1 2
iMM904.YOR180C ECH_1 IPR051053 Enoyl-CoA hydratase/isomerase and chromodomain-containing protein 1 2
- ECH_1 IPR029045 ClpP/crotonase-like domain superfamily 4 0
- ACPS,PLA2_B IPR016035 Acyl transferase/acyl hydrolase/lysophospholipase 1 0
- ACPS,PLA2_B IPR016035 Acyl transferase/acyl hydrolase/lysophospholipase 1 0
- Acyl-CoA_dh_1,Acyl-CoA_dh_M,Acyl-CoA_dh_N IPR009100 Acyl-CoA dehydrogenase/oxidase, N-terminal and middle domain superfamily 1 1
- Acyl-CoA_dh_1,Acyl-CoA_dh_M,Acyl-CoA_dh_N IPR036250 Acyl-CoA dehydrogenase-like, C-terminal 1 1
- Acyl-CoA_dh_1,Acyl-CoA_dh_M,Acyl-CoA_dh_N IPR050741 Acyl-CoA dehydrogenase 1 1
- PLDc,PLDc_2 IPR015679 Phospholipase D family 0 0
- Actin IPR043129 ATPase, nucleotide binding domain 0 1
- Actin IPR007955 Bystin 0 1
- Actin IPR043129 ATPase, nucleotide binding domain 0 1
- Acetyltransf_1,Glyco_hydro_3 IPR036881 Glycoside hydrolase family 3 C-terminal domain superfamily 0 1
- Acetyltransf_1,Glyco_hydro_3 IPR016181 Acyl-CoA N-acyltransferase 0 1
- Acetyltransf_1,Glyco_hydro_3 IPR017853 Glycoside hydrolase superfamily 0 1
- Acetyltransf_1,Glyco_hydro_3 IPR050226 NagZ Beta-hexosaminidase 0 1
- Acetyltransf_1,Acetyltransf_7,Glyco_hydro_3,Glyco_hydro_3_CIPR016181 Acyl-CoA N-acyltransferase 0 0
- Acetyltransf_1,Acetyltransf_7,Glyco_hydro_3,Glyco_hydro_3_CIPR050226 NagZ Beta-hexosaminidase 0 0
- Acetyltransf_1,Acetyltransf_7,Glyco_hydro_3,Glyco_hydro_3_CIPR017853 Glycoside hydrolase superfamily 0 0
- COesterase IPR050309 Type-B Carboxylesterase/Lipase 0 0
- COesterase IPR029058 Alpha/Beta hydrolase fold 0 0
- Glyco_hydro_20,Glycohydro_20b2 IPR025705 Beta-hexosaminidase 0 0
- Glyco_hydro_20,Glycohydro_20b2 IPR017853 Glycoside hydrolase superfamily 0 0
- Glyco_hydro_20,Glycohydro_20b2 IPR029018 Beta-hexosaminidase-like, domain 2 0 0
- Acyl-CoA_dh_1,Acyl-CoA_dh_M,Acyl-CoA_dh_N IPR009100 Acyl-CoA dehydrogenase/oxidase, N-terminal and middle domain superfamily 0 0
- Acyl-CoA_dh_1,Acyl-CoA_dh_M,Acyl-CoA_dh_N IPR009100 Acyl-CoA dehydrogenase/oxidase, N-terminal and middle domain superfamily 1 0
- Acyl-CoA_dh_1,Acyl-CoA_dh_M,Acyl-CoA_dh_N IPR036250 Acyl-CoA dehydrogenase-like, C-terminal 1 0
- DUF3336,Patatin IPR016035 Acyl transferase/acyl hydrolase/lysophospholipase 1 1
- DUF3336,Patatin IPR050301 Neuropathy target esterase 1 1
- Esterase_phd IPR029058 Alpha/Beta hydrolase fold 0 0
- Esterase_phd IPR036861 Endochitinase-like superfamily 0 0
- Esterase_phd IPR043595 Feruloyl esterase B/C/D 0 0
- Glyco_hydro_20,Glyco_hydro_20b IPR017853 Glycoside hydrolase superfamily 0 0
- Glyco_hydro_20,Glyco_hydro_20b IPR029018 Beta-hexosaminidase-like, domain 2 0 0
- Glyco_hydro_20,Glyco_hydro_20b IPR052764 Glycosyl Hydrolase 20 Enzymes 0 0
- Abhydrolase_2 IPR029058 Alpha/Beta hydrolase fold 0 0
- Abhydrolase_2 IPR050565 Acyl-protein thioesterase 1-2/Carboxylesterase-like 0 0



Candida dubliniensis 2747 Candida dubliniensis 8501 Candida parapsilosis 11301 Candida parapsilosis 1954 Candida tropicalis 94 Epidermophyton floccosum 100148
6 5 9 8 9 1
6 5 9 8 9 1
1 1 1 1 1 1
1 1 1 1 1 1
1 1 1 1 1 1
1 1 1 1 1 1
1 1 1 1 0 1
1 1 1 1 0 1
1 1 1 1 1 1
1 1 1 1 0 1
1 1 1 1 0 1
1 1 1 1 0 1
2 2 3 2 2 1
2 2 3 2 2 1
0 0 0 0 0 1
0 0 0 0 0 1
0 0 0 0 0 1
1 1 1 1 1 1
1 1 1 1 1 1
1 1 1 1 1 1
0 0 0 0 0 1
1 1 1 1 1 1
1 1 1 1 1 1
1 1 1 1 1 1
1 1 1 1 1 1
1 1 1 1 1 1
1 1 1 1 1 1
1 1 1 1 1 1
0 0 0 0 0 1
0 0 0 0 0 1
0 0 0 0 0 1
0 0 0 0 0 0
0 0 0 0 0 0
0 0 0 0 0 1
0 0 0 0 0 1
0 0 0 0 0 1
0 0 0 0 0 1
0 0 0 0 0 0
0 0 0 0 0 0
1 0 1 1 0 0
1 0 1 1 0 0
0 0 0 0 0 0
0 0 0 0 0 0
0 0 0 0 0 0
0 0 0 0 0 0
0 0 0 0 0 0
0 0 0 0 0 0
0 0 0 0 0 1
0 0 0 0 0 1



Epidermophyton floccosum 10867 Epidermophyton floccosum 130802 Hortaea werneckii 100455 Hortaea werneckii 1163 Hortaea werneckii 41051 Malassezia furfur 14140-1
1 1 2 1 2 1
1 1 2 1 2 1
1 1 3 2 3 1
1 1 3 2 3 1
1 1 2 1 2 1
1 1 2 1 2 1
1 1 2 1 2 1
1 1 2 1 2 1
1 1 2 1 2 1
1 1 2 1 2 1
1 1 2 1 2 1
1 1 2 1 2 1
1 1 2 1 2 0
1 1 2 1 2 0
1 1 2 1 2 1
1 1 2 1 2 1
1 1 2 1 2 1
1 1 2 1 1 0
1 1 2 1 1 0
1 1 2 1 1 0
1 1 4 2 4 0
1 1 2 1 2 0
1 1 2 1 2 0
1 1 2 1 2 0
1 1 2 1 2 0
1 1 2 1 2 0
1 1 2 1 2 0
1 1 2 1 2 0
1 1 0 0 0 0
1 1 0 0 0 0
1 1 0 0 0 0
0 0 2 1 2 0
0 0 2 1 2 0
1 1 2 1 2 0
1 1 2 1 2 0
1 1 2 1 2 0
1 1 0 0 0 0
0 0 0 0 0 1
0 0 0 0 0 1
0 0 2 1 2 0
0 0 2 1 2 0
0 0 4 2 2 0
0 0 4 2 2 0
0 0 4 2 2 0
0 0 2 1 2 0
0 0 2 1 2 0
0 0 2 1 2 0
0 1 0 0 0 0
0 1 0 0 0 0



Malassezia furfur 14140-2 Malassezia furfur 1878 Malassezia furfur 6000 Malassezia globosa 7705 Malassezia globosa 7886 Malassezia globosa 8744
1 2 2 1 1 1
1 2 2 1 1 1
1 2 2 1 1 1
1 2 2 1 1 1
1 2 2 1 1 1
1 2 2 1 1 1
1 2 2 1 1 1
1 2 2 1 1 1
1 2 2 1 1 1
1 2 2 1 1 1
1 2 2 1 1 1
1 2 2 1 1 1
0 0 0 0 0 0
0 0 0 0 0 0
1 1 1 1 1 1
1 3 2 1 1 1
1 3 2 1 1 1
0 0 0 0 0 0
0 0 0 0 0 0
0 0 0 0 0 0
0 0 0 0 0 0
0 0 0 0 0 0
0 0 0 0 0 0
0 0 0 0 0 0
0 0 0 0 0 0
0 0 0 0 0 0
0 0 0 0 0 0
0 0 0 0 0 0
0 0 0 0 0 0
0 0 0 0 0 0
0 0 0 0 0 0
0 0 0 0 0 0
0 0 0 0 0 0
0 0 0 0 0 0
0 0 0 0 0 0
0 0 0 0 0 0
0 0 0 0 0 0
1 2 2 1 1 1
1 2 2 1 1 1
0 0 0 0 0 0
0 0 0 0 0 0
0 0 0 0 0 0
0 0 0 0 0 0
0 0 0 0 0 0
0 0 0 0 0 0
0 0 0 0 0 0
0 0 0 0 0 0
0 0 0 0 0 0
0 0 0 0 0 0



Malassezia restricta 7877 Malassezia restricta 7991 Microsporum audouinii 119449 Microsporum audouinii 33268 Microsporum canis 113480 Microsporum canis 15669
1 1 1 1 1 1
1 1 1 1 1 1
1 1 1 1 1 1
1 1 1 1 1 1
1 1 1 1 1 1
1 1 1 1 1 1
1 1 1 1 1 1
1 1 1 1 1 1
1 1 1 1 1 1
1 1 1 1 1 1
1 1 1 1 1 1
1 1 1 1 1 1
0 0 1 1 1 1
0 0 1 1 1 1
1 0 1 1 1 1
1 1 1 1 1 1
1 1 1 1 1 1
0 0 1 1 1 1
0 0 1 1 1 1
0 0 1 1 1 1
0 0 1 1 1 1
0 0 1 1 1 1
0 0 1 1 1 1
0 0 1 1 1 1
0 0 1 1 1 1
0 0 1 1 1 1
0 0 1 1 1 1
0 0 1 1 1 1
0 0 1 1 1 1
0 0 1 1 1 1
0 0 1 1 1 1
0 0 1 1 1 1
0 0 1 1 1 1
0 0 0 0 0 0
0 0 0 0 0 0
0 0 0 0 0 0
0 0 1 1 1 1
1 1 0 0 0 0
1 1 0 0 0 0
0 0 0 0 0 0
0 0 0 0 0 0
0 0 0 0 0 0
0 0 0 0 0 0
0 0 0 0 0 0
0 0 0 0 0 0
0 0 0 0 0 0
0 0 0 0 0 0
0 0 0 0 0 0
0 0 0 0 0 0



Microsporum canis 44551 Microsporum ferrugineum 131111 Microsporum ferrugineum 37371 Nakaseomyces glabratus 11311 Nakaseomyces glabratus 138
1 1 1 4 4
1 1 1 4 4
1 1 1 1 1
1 1 1 1 1
1 1 1 1 1
1 1 1 1 1
1 1 1 1 1
1 1 1 1 1
0 1 1 1 1
1 1 1 1 1
1 1 1 1 1
1 1 1 1 1
1 1 1 1 1
1 1 1 1 1
1 1 1 0 0
1 1 1 0 0
1 1 1 0 0
1 1 1 0 0
1 1 1 0 0
1 1 1 0 0
1 1 1 0 0
1 1 1 1 1
1 1 1 1 1
1 1 1 1 1
1 1 1 0 0
1 1 1 0 0
1 1 1 0 0
1 1 1 0 0
1 1 1 0 0
1 1 1 0 0
1 1 1 0 0
1 1 1 0 0
1 1 1 0 0
0 0 0 0 0
0 0 0 0 0
0 0 0 0 0
1 1 1 0 0
0 0 0 0 0
0 0 0 0 0
0 0 0 1 1
0 0 0 1 1
0 0 0 0 0
0 0 0 0 0
0 0 0 0 0
0 0 0 0 0
0 0 0 0 0
0 0 0 0 0
0 0 0 0 0
0 0 0 0 0



Nakaseomyces glabratus 15698 Nannizzia gypsea 17164 Pichia kudriavzevii 573-1 Pichia kudriavzevii 573-2 Radiomyces spectabilis Trichophyton concentricum 109405
4 1 2 2 0 1
4 1 2 2 0 1
1 1 1 1 1 1
1 1 1 1 1 1
1 1 1 1 4 1
1 1 1 1 4 1
1 1 1 1 2 1
1 1 1 1 2 1
1 1 1 1 1 1
1 1 1 1 1 1
1 1 1 1 1 1
1 1 1 1 1 1
1 1 1 0 2 1
1 1 1 0 2 1
0 1 0 0 3 1
0 1 0 0 2 1
0 1 0 0 2 1
0 1 0 0 1 1
0 1 0 0 1 1
0 1 0 0 1 1
0 1 0 0 3 1
1 1 1 1 0 1
1 1 1 1 0 1
1 1 1 1 0 1
0 1 2 1 0 1
0 1 2 1 0 1
0 1 2 1 0 1
0 1 2 1 0 1
0 1 2 1 1 1
0 1 2 1 1 1
0 1 2 1 1 1
0 1 0 0 0 1
0 1 0 0 0 1
0 1 0 0 0 1
0 1 0 0 0 1
0 1 0 0 0 1
0 1 0 0 0 1
0 0 0 0 0 0
0 0 0 0 0 0
1 0 1 1 1 0
1 0 1 1 1 0
0 0 0 0 0 0
0 0 0 0 0 0
0 0 0 0 0 0
0 0 0 0 0 0
0 0 0 0 0 0
0 0 0 0 0 0
0 0 0 0 0 1
0 0 0 0 0 1



Trichophyton concentricum 19626 Trichophyton mentagrophytes 124404 Trichophyton mentagrophytes 43573 Trichophyton rubrum 117539 Trichophyton rubrum 17065
1 1 1 1 1
1 1 1 1 1
1 1 1 1 1
1 1 1 1 1
1 1 1 1 1
1 1 1 1 1
1 1 1 1 1
1 1 1 1 1
1 1 1 1 1
1 1 1 1 1
1 1 1 1 1
1 1 1 1 1
1 1 1 1 1
1 1 1 1 1
1 1 1 1 1
1 1 1 1 1
1 1 1 1 1
1 1 1 2 1
1 1 1 2 1
1 1 1 2 1
1 1 1 1 1
1 1 1 1 1
1 1 1 1 1
1 1 1 1 1
1 1 1 1 1
1 1 1 1 1
1 1 1 1 1
1 1 1 1 1
1 1 1 1 1
1 1 1 1 1
1 1 1 1 1
1 1 1 1 1
1 1 1 1 1
1 1 1 1 1
1 1 1 1 1
1 1 1 1 1
1 1 1 0 1
0 0 0 0 0
0 0 0 0 0
0 0 0 0 0
0 0 0 0 0
0 0 0 0 0
0 0 0 0 0
0 0 0 0 0
0 0 0 0 0
0 0 0 0 0
0 0 0 0 0
0 0 0 0 0
0 0 0 0 0



Trichophyton rubrum 28986 Trichophyton rubrum 73588 Trichophyton rubrum NA Trichophyton schoenleinii 45859 Trichophyton schoenleinii 85571
1 1 2 1 1
1 1 2 1 1
1 2 1 1 1
1 2 1 1 1
1 1 1 1 1
1 1 1 1 1
1 1 1 1 1
1 1 1 1 1
1 1 1 1 1
1 1 1 1 1
1 1 1 1 1
1 1 1 1 1
1 1 1 1 1
1 1 1 1 1
1 0 1 1 1
1 1 1 1 1
1 1 1 1 1
1 1 1 1 1
1 1 1 1 1
1 1 1 1 1
1 1 1 1 1
1 1 1 1 1
1 1 1 1 1
1 1 1 1 1
1 1 1 1 1
1 1 1 1 1
1 1 1 1 1
1 1 1 1 1
1 1 1 1 1
1 1 1 1 1
1 1 1 1 1
1 1 1 1 1
1 1 1 1 1
1 1 1 1 1
1 1 1 1 1
1 1 1 1 1
1 1 1 1 1
0 0 0 0 0
0 0 0 0 0
0 0 0 0 0
0 0 0 0 0
0 0 0 0 0
0 0 0 0 0
0 0 0 0 0
0 0 0 0 0
0 0 0 0 0
0 0 0 0 0
0 0 0 0 0
0 0 0 0 0



Trichophyton tonsurans 112188 Trichophyton tonsurans 12935 Trichophyton tonsurans 72988 Trichophyton violaceum 120316 Trichophyton violaceum 51763
1 1 1 1 1
1 1 1 1 1
1 1 1 1 1
1 1 1 1 1
1 1 1 1 1
1 1 1 1 1
1 1 1 1 1
1 1 1 1 1
1 1 1 1 1
1 1 1 1 1
1 1 1 1 1
1 1 1 1 1
1 1 1 1 1
1 1 1 1 1
1 1 1 1 1
1 1 1 1 1
1 1 1 1 1
1 1 1 1 1
1 1 1 1 1
1 1 1 1 1
1 1 1 1 1
1 1 1 1 1
1 1 1 1 1
1 1 1 1 1
1 1 1 1 1
1 1 1 1 1
1 1 1 1 1
1 1 1 1 1
1 1 1 1 1
1 1 1 1 1
1 1 1 1 1
1 1 1 1 1
1 1 1 1 1
1 1 1 1 1
1 1 1 1 1
1 1 1 1 1
0 1 0 1 1
0 0 0 0 0
0 0 0 0 0
0 0 0 0 0
0 0 0 0 0
0 0 0 0 0
0 0 0 0 0
0 0 0 0 0
0 0 0 0 0
0 0 0 0 0
0 0 0 0 0
0 0 0 0 0
0 0 0 0 0



Trichophyton violaceum 73088 Trichosporon ovoides 4098 Trichosporon ovoides 7612 Trichosporon ovoides 9430 Total
1 2 2 4 112
1 2 2 4 112
2 1 1 2 66
2 1 1 2 66
1 1 1 2 64
1 1 1 2 64
1 1 1 2 61
1 1 1 2 61
1 1 1 2 60
1 1 1 1 59
1 1 1 1 59
1 1 1 1 59
1 1 1 2 57
1 1 1 2 57
1 1 1 3 52
1 0 0 0 48
1 0 0 0 48
1 1 1 2 45
1 1 1 2 45
1 1 1 2 45
1 1 1 2 45
1 0 0 0 44
1 0 0 0 44
1 0 0 0 44
1 0 0 0 42
1 0 0 0 42
1 0 0 0 42
1 0 0 0 42
1 0 1 2 35
1 0 1 2 35
1 0 1 2 35
1 0 0 0 30
1 0 0 0 30
1 0 0 1 27
1 0 0 1 27
1 0 0 1 27
1 0 0 0 25
0 1 1 2 16
0 1 1 2 16
0 0 0 0 16
0 0 0 0 16
0 0 0 0 8
0 0 0 0 8
0 0 0 0 8
0 0 0 0 5
0 0 0 0 5
0 0 0 0 5
0 0 0 0 3
0 0 0 0 3


