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CYP51        1 --------------------------------MDWDYYTLLKTSVAIIIVFVVAKLITSSKSKKK---------------TSVVPLPPVLQAWPPFIGSL 
CYP51A2      1 --------------------------------MELDSENKLLKTGLVIVATLVIAKLIFSFFTSD---------------SKKKRLPPTLKAWPPLVGSL 
CYP710A1     1 --------------------------------MVFSVSIFASLAPYLISAFLLFLLVEQLSYLFK---------------KRNIPGPFFVPPIIGNAVAL 
CYP710A2     1 --------------------------------MVFSVSIFASLAPYLVSALLLFFLIEQLSYLVK---------------KRNLPGPLFVPPIIGNAISL 
CYP710A3     1 --------------------------------MVSSVSLFASLTPYLVSALLLFLLLEQLFYRLK---------------KRNLPGPLFVFPIIGNVVAL 
CYP710A4     1 --------------------------------MVSSVSLFASLTPYLVSALLLFLLLEQLFYRVK---------------KRNLPGPLFVFPIIGNVVAL 
CYP702A1     1 --------------------------------MVEVYELLTVMVSLIVVKLFHWIYQSKNPKPNE------------KLPPGSMGFPIIGETFEFMKPHD 
CYP702A2     1 --------------------------------MVEFHELLTVMVSLFLVKIFHWVYQWRNPKTNG------------KLPPGSMGFPFIGETFEFFKPHD 
CYP702A8     1 --------------------------------MVDVYKLWIVIVSLIVVKLFHLIYQWSNPKCNG------------KLPPGSMGYPIIGETIEFMKPHD 
CYP702A5     1 --------------------------------MVEVYEFWAVIVSLIVVKLCHWIYQWKNPKGNG------------KLPPGSMGYPIIGETFEFMKLHD 
CYP702A6     1 --------------------------------MVDLYEFWAVIVSLIVVKLCHSIYQWRNPKSNG------------ELPPGSMGYPIIGETFEFMKPHD 
CYP702A3     1 -------------------------------MSEIYVLALSVVFSLIVVKLCHWVYQWSNPKCKG------------KLPPGSMGFPIIGETFEFMTPFD 
CYP708A2     1 --------------------------------MSFVWSAAVWVIAVAAVVISKWLYRWSNPKCNG------------KLPPGSMGLPIIGETCDFFEPHG 
CYP708A3     1 --------------------------------MSSIWNVAMLMVALVVVRISHWLYRWSNPKCPG------------KLPPGSMGFPIIGETLDFFKPCG 
CYP708A4     1 --------------------------------MNLFWNTGFCVIVLVVARVGHWWYQWSNPKSNG------------KLPPGSMGFPIIGETLDFFKPYG 
CYP708A1     1 ----------------------MNNLISLDIMKEMWGVALSFVIALVVVKISLWLYRWANPNCSG------------KLPPGSMGFPVIGETVEFFKPYS 
CYP87A2      1 ------------------------------------MWALLIWVSLLLISITHWVYSWRNPKCRG------------KLPPGSMGFPLLGESIQFFKPNK 
CYP720A1     1 -----------------------MAESAGESYRLLSVSSSTTFLAFIIIFLLAGIARRKRRAPHR-------------LPPGSRGWPLIGDTFAWLNAVA 
CYP724A1     1 ------------------------------MLVLSIFLSLGLFFLSILILYISISKKNETNDHHS-------------SLTGSMGWPFIGETISFFKPHR 
CYP90A1      1 -----------------------------------MAFTAFLLLLSSIAAGFLLLLRRTRYRRMG-------------LPPGSLGLPLIGETFQLIGAYK 
CYP90B1      1 ---------------------------MFETEHHTLLPLLLLPSLLSLLLFLILLKRRNRKTRFN-------------LPPGKSGWPFLGETIGYLKPYT 
CYP90C1      1 ----------MQPPASAGLFRSPENLPWPYNYMDYLVAGFLVLTAGILLRPWLWLRLRNSKTKDGDEEEDNEEKKKGMIPNGSLGWPVIGETLNFIACGY 
CYP90D1      1 ----------------------------MDTSSSLLFFSFFFFIIIVIFNKINGLRSSPASKKKLNDHHVTSQSHGPKFPHGSLGWPVIGETIEFVSSAY 
CYP85A1      1 --------------------------------MGAMMVMMGLLLIIVSLCSALLRWNQMRYTKNG-------------LPPGTMGWPIFGETTEFLKQG- 
CYP85A2      1 -----------------------------------MMMILGLLVIIVCLCTALLRWNQMRYSKKG-------------LPPGTMGWPIFGETTEFLKQG- 
CYP707A1     1 -------------------------------MDISALFLTLFAGSLFLYFLRCLISQRRFGSSKL------------PLPPGTMGWPYVG----ETFQLY 
CYP707A3     1 -------------------------------MDFSGLFLTLSAAALFLCLLRFIAGVRRSSSTKL------------PLPPGTMGYPYVG----ETFQLY 
CYP707A2     1 ------------------MQISSSSSSNFFSSLYADEPALITLTIVVVVVVLLFKWWLHWKEQRL------------RLPPGSMGLPYIG----ETLRLY 
CYP707A4     1 ---------------------------------MAEIWFLVVPILILCLLLVRVIVSKKKKNSRG------------KLPPGSMGWPYLG----ETLQLY 
CYP88A3      1 ----------------------MAETTSWIPVWFPLMVLGCFGLNWLVRKVNVWLYESSLGENRH------------YLPPGDLGWPFIGNMLSFLRAFK 
CYP88A4      1 -----------------------MTETGLILMWFPLIILGLFVLKWVLKRVNVWIYVSKLGEKKH------------YLPPGDLGWPVIGNMWSFLRAFK 
CYP716A1     1 ---------------------------MYMAIMIILFLSSILLSLLLLLRKHLSHFSYPNLP------------------PGNTGLPLIGESFSFLSAGR 
CYP716A2     1 ----------------------------MYLTIIFLFISSIIFPLLFFLGKHLSNFRYPNLP------------------PGKIGFPLIGETLSFLSAGR 
CYP718       1 ----------------------MVLEPNFVLSWVFLCIAATISSTLFFFRKKHHRFITKKIQKKK------------KLLPGEMGLPWIGETMDFYKAQK 
CYP704A1     1 ----------------------------------MAIIVVTTIFILLSFALYLTIRIFTGKSRND-----------------KRYTPVHATIFDLFFHSH 
CYP704A2     1 ----------------------------MEILTSIAITVATTIFIVLCFTIYLMIRIFTGKSRND-----------------KRYAPVHATVFDLLFHSD 
CYP704B1     1 --------------------------------------MSLCLVIACMVTSWIFLHRWGQRNKSG-----------------PKTWPLVGAAIEQLTNFD 
CYP86A2      1 ------------------------------------MDVSNTMLLVAVVAAYWLWFQRISRWLKG-----------------PRVWPVLGSLPGLIEQRD 
CYP86A4      1 ------------------------------------MEISNAMLLVAIVTGYWLWFKRISRWLKG-----------------PRVWPLLGSLPGLIEQRD 
CYP86A8      1 ------------------------------------MEISTALMILSAITAYFLWLTFISRCLKG-----------------PRVWPILGSLPGLIENCE 
CYP86A7      1 ------------------------------------MDGSTAAIILTLIVTYIIWFVSLRRSYKG-----------------PRVWPLVGSLPALITNAH 
CYP86A1      1 ---------------------------------MEALNSILTGYAVAALSVYALWFYFLSRRLTG-----------------PKVLPFVGSLPYLIANRS 
CYP86B1      1 ----MNFNSSYNLTFNDVFFSSSSSSDPLVSRRLFLLRDVQILELLIAIFVFVAIHALRQKKYQG-----------------LPVWPFLGMLPSLAFGLR 
CYP86B2      1 ---MNLSFSSYNLTATAVSSSCFGSDELLVSRRLFSLRDVQILELFIAFFVFATIHSLRQKKHQG-----------------MPVWPLVGMLPSLISAVR 
CYP86C3      1 --------------------------MPLTERVYNHLCLSDVSLALLGLFVFCCVREKVTKKLG------------------PTIWPVFGITPEFFFHRN 
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CYP86C4      1 --------------------------MSLTERLYNHLSLFDLLLSLLGLFVFCCLREKLTNKRG------------------PMLWPVFGITLEFFFHIN 
CYP86C2      1 --------------------------MSLIDRISGHLCLQDVSIALLGLFLFGCLQAKLTNKGE------------------PVQWPVFGITPEFFLHVH 
CYP86C1      1 ----------------------MNVLISAVVWVYTHLRLSDVALALVGLFLLSYLREKLVSKGG------------------PVMWPVLGIIPMLALNKH 
CYP94B1      1 ----------------------------MEMLNAIILILFPIIGFVLIFSFPTKTLKAKTASPSN-----------------PTSYQLIGSILSFNKNRH 
CYP94B3      1 ------------------------------MAFLLSFLILAFLITIIFFLSSSSTKKVQENTTYG-----------------PPSYPLIGSILSFNKNRH 
CYP94B2      1 ----------------------------------MEASTFILLLVLVLLLVSAGKHVIYSCRNST-----------------PKTYPVIGCLISFYTNRN 
CYP94C1      1 ---------------------------------MLLIISFTIVSFFFIIIFSLFHLLFLQKLRYC-----------------NCEICHAYLTSSWKKDFI 
CYP94D1      1 -----------------------------------MALLIFIFLLCFPISIFFIFFTKKSSSEFG-----------------FKSYPIVGSFPGLVNNRH 
CYP94D2      1 -----------------------------------MEHFILISLLCFPIVIFFIFFPKNSSSEFG-----------------FKSYPIVGSLPGLVNNRH 
CYP96A10     1 ---------------------------------MVFISLFEISIAFFCFLLFR-HFLINKKTHR----------------LCPTNWPFFGMIPGLLVEIH 
CYP96A9      1 ---------------------------------MALVSLLEISIAFFCFLIFR-IFLISKKPHR----------------SFLTNWPLLGMLPGLLTVLP 
CYP96A1      1 ---------------------------------MALITLLEVSISLLFFSFLYGYFLISKKPHR----------------SFLTNWPFLGMLPGLLVEIP 
CYP96A5      1 ---------------------------------MAYVGLVEVFIALLVFFFFH--FLIHKKSHQ----------------ITPRNWPVLGMLPGVLVMLH 
CYP96A11     1 --------------------------------MASSISFLEASVAIFCFLILHYLFKTTTYNG-----------------RFPRNWPVLGMLPCLLVVLH 
CYP96A2      1 ---------------------------------MASISLLQVSVAILCFLILHYFLFKKPHG------------------RYPRNWPVLRMLPAMLKALH 
CYP96A12     1 ---------------------------------MASVSLLDVAIAIICLFFFYYMYFKKPHG------------------QVFRNWPVIGMLPGFLMVLH 
CYP96A13     1 ---------------------------------MASISLFEASIAIFCFIILHFFLG---------------------------NWPVLGMLPGLLLEFH 
CYP96A7      1 ---------------------------------MASIGLYEAFIGFLCFLISFYFLVKKPFRYLLIKK---------THQSYPWNWPVLGMLPGILLRLQ 
CYP96A8      1 ---------------------------------MASIGLYEAFIGFLCFLISFYFLVKKPFSYLLIKK---------TLQSYPWNWPVLGMLPGVLLRLQ 
CYP96A3      1 --------------------------------MAIVIGLLEIFTAFVFFIFFQCLLLHKKTPKP-----------------LLTNWPALGMLPGLLLQVP 
CYP96A4      1 --------------------------------MAMIIGLLEIFIAFIFFFVYQCFSLHKKTPKH-----------------MVMNWPVLGMLPGVLFQIP 
CYP96A15     1 ---------------------------------MAMLGFYVTFIFFLVCLFTYFFLQKKPQGQP-----------------ILKNWPFLRMLPGMLHQIP 
CYP97A3      1 MAFPLSYTPTITVKPVTYSRRSNFVVFSSSSNGRDPLEENSVPNGVKSLEKLQEEKRRAELSARIASG---------AFTVRKSSFPSTVKNGLSKIGIP 
CYP97C1      1 -------MESSLFSPSSSSYSSLFTAKPTRLLSPKPKFTFSIRSSIEKPKPKLETNSSKSQSWVSPDW---------LTTLTR--TLSSGKNDESGIPIA 
CYP97B3      1 -----------MAFPAAATYPTHFQGGALHLGRTDHCLFGFYPQTISSVNSRRASVSIKCQSTEPKTN---------GNILDNASNLLTNFLSGGSLGSM 
CYP709A1     1 ------------------------------MLLTILKSLLVIFVTTILRVLYDTISCYWLTPRRIK--------------KIMEQQGVTGPKPRPLTGNI 
CYP709A2     1 -----------------------------MMVTLVLKYVLVIVMTLILRVLYDSICCYFLTPRRIK--------------KFMERQGITGPKPRLLTGNI 
CYP709B2     1 -----------------------------MELLSTINLLAIALVLLVVPKIYGACRILVWRPWMLS--------------RRFKKQGISGPKYRILYGNL 
CYP709B3     1 -----------------------------MELISTINLLTIVLLLFVVSKIWKACWILLLRPLMLS--------------KRFKKQGISGPKYKILYGNL 
CYP709B1     1 -------------------------------MGLVIFLALIVLILIIGLRIFKAFMILVWHPFVLT--------------RRLKNQGISGPNYRIFYGNL 
CYP721A1     1 ------------------------------------MAVFFILVLVFFFLVFRFIYSNIWVPWRIQ--------------SHFKKQSVTGPSYRIFSGNS 
CYP72B1      1 ---------------------------MEEESSSWFIPKVLVLSVILSLVIVKGMSLLWWRPRKIE--------------EHFSKQGIRGPPYHFFIGNV 
CYP72A11     1 ------------------------------MEISVASVTVSVAVVVVSWWVWRTLQWVWFKPKMLE--------------SYLRRQGLAGTPYTPLVGDL 
CYP72A13     1 ------------------------------MEISVASVTVSVAVVVVSWWVWRTLQRVWLKPKMLE--------------SYLRRQGLAGTPYTPLVGDL 
CYP72A15     1 ------------------------------MEISVASVTISVVLAVVSWWIWRTLQWVWFKPKMLE--------------HYLRRQGLAGTPYTPLVGDL 
CYP72A10     1 ------------------------------MEISVACVTVSVVVVVVSWWVWRTLQWVWFKPKMLE--------------SYLRRQGLAGTPYTPLIGDL 
CYP72A14     1 ------------------------------MEISVSSVTFSLAVVVVSWWVWRTLKWVWFTPKMLE--------------RSLRRQGLSGTSYTPLIGDF 
CYP72A7      1 -------------------------------MSFSVVAALPVLVAVVVLWTWRIVKWVWIKPKMLE--------------SSLKRQGLTGTPYTPLVGDI 
CYP72A9      1 ----------------------------------MEIVIASLALVVVLWCIWRILEWVWLKPKMLE--------------SYLRRQGLVGTRYTPLVGDV 
CYP72A8      1 --------------------------MSDTKISAVAVAAAVVVVTTVTVWIWKGLNVAWLRPKKNE--------------AYLKRQGLSGTPFTFLVGDI 
CYP72C1      1 ----------------------------MLEIITVRKVFLIGFLILILNWVWRAVNWVWLRPKRLE--------------KYLKKQGFSGNSYRILMGDM 
CYP715A1     1 --------------------------MEFFEMSRVWYIFFKVFVVVICLMFLKLFLRCWIWPVRAQ--------------KKLRGNGFVGPAPSFPFGNL 
CYP714A1     1 ---------------------------MENFMVEMAKTISWIVVIGVLGLGIRVYGKVMAEQWRMR--------------RKLTMQGVKGPPPSLFRGNV 
CYP714A2     1 ---------------------------MESLVVHTVNAIWCIVIVGIFSVGYHVYGRAVVEQWRMR--------------RSLKLQGVKGPPPSIFNGNV 
CYP74A       1 -------------MASISTPFPISLHPKTVRSKPLKFRVLTRPIKASGSETPDLTVATRTGSKDLPIR----------NIPGNYGLPIVGPIKDRWDYFY 
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CYP74B2      1 ----------------------------------MLLRTMAATSPRPPPSTSLTSQQPPSPPSQLPLR----------TMPGSYGWPLVGPLSDRLDFQ- 
CYP722A1     1 -------------------------------MEHLCLCLVLCAAMLTLGKFLKIMFQDRKKSTAG-------------VPPGSDGFPVIGETLQFMLSVN 
CYP711A1     1 ----------------------MKTQHQWWEVLDPFLTQHEALIAFLTFAAVVIVIYLYRPSWSVCN----------------VPGPTAMPLVGHLPLMA 
consensus    1                                     . .  ... ..   .   .                              .....     .     
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CYP51       54 IRFMKGPIVLLREEYPKLGS----------------------------VFTVKLLHKNITFLIGPEVSSHFFNAYESELSQKEIYKFNVPTFGPGVVFDV 
CYP51A2     54 IKFLKGPIIMLREEYPKLGS----------------------------VFTVNLVHKKITFLIGPEVSAHFFKASESDLSQQEVYQFNVPTFGPGVVFDV 
CYP710A1    54 VRDPTSFWDKQSSTANISG-----------------------------LSANYLIGKFIVYIRDTELSHQIFSNVRPDAFHLIGHPFGKKLFGDHNLIYM 
CYP710A2    54 VRDPTSFWFKQSDTAGTSPG----------------------------LAANYLIGKFIIYIRDTELSHQIFSNVRLEAFHPLGHPFGKQLFGDHSLIYL 
CYP710A3    54 IRDPTSFWDKQSAMADTSVG----------------------------LSVNYLIGKFIIYIKDAELSNKVFSNIRPDAFQLVGHPFGKKLFGDHSLIFM 
CYP710A4    54 IRDPTSFWDKQSAMADTSVG----------------------------LSVNYLIGKFIIYIKDAELSNKVLSNIRPDAFQLTGHPFGKKLFGDHSLIFM 
CYP702A1    57 AFQFP-TFIKERIIRYG------------------------------PIFRTSLFGAKVIISTDIELNMEIAKTN---HAPGLTKSIAQLFGE-NNLFFQ 
CYP702A2    57 ALQFS-TFIKDRVLRHG------------------------------PVFRTSLFGDKAIISMDMELNLEMAKAN---SVPGVTKSVIRLFGE-NNLFLQ 
CYP702A8    57 ALQFS-TFIKKRVLIFFFFFLCMFNM--------------------DRFFRTSLFGGKVIISMDNELNMEMAKTN---RTPGITKSIARLFGEDNNLFLQ 
CYP702A5    57 AIQLP-TFVKEKLLRHG------------------------------PVFRTSLFGGKVIISTDIGLNMEIAKTN---HIPGMPKSLERLFGATNLFVN- 
CYP702A6    57 AIQLP-TFVKEKVLRHG------------------------------PVFRTSLFGGKVIISTDIGLNMEIAKTN---HIPGMPKSLARLFGANNLFVN- 
CYP702A3    58 ISLVVSPYLKKRISRYG-----------------------------SKVFRTSLFGAKVIVSIDPDVNMEIAKAS---SQLRATESVTRIFGE-NNPFLQ 
CYP708A2    57 LYEIS-PFVKKRMLKYG------------------------------PLFRTNIFGSNTVVLTEPDIIFEVFRQENKSFVFSYPEAFVKPFGKENVFLKH 
CYP708A3    57 VEGIP-TFVKKRMIRYG------------------------------PLFRTNIFGSKTVVSTDPDVIHQIFRQENTSFELGYPDIFVKVFGKDNLFLKE 
CYP708A4    57 FYEIS-PYLKKKMLRYG------------------------------PLFRTNILGVKTVVSTDKDVNMEILRQENKSFILSYPDGLMKPLGKDSLFLKI 
CYP708A1    67 FNEIH-PFVKKRMFKHGG-----------------------------SLFRTNILGSKTIVSTDPEVNFEILKQENRCFIMSYPEALVRIFGKDNLFFKQ 
CYP87A2     53 TSDIP-PFIKERVKKYG------------------------------PIFKTNLVGRPVIVSTDADLSYFVFNQEGRCFQSWYPDTFTHIFGKKNVGSLH 
CYP720A1    65 G-SHPSSFVEKQIKKYG------------------------------RIFSCSLFGKWAVVSADPDFNRFIMQNEGKLFQSSYPKSFRDLVGKDGVITVH 
CYP724A1    58 S-DSIGTFLQQRVSRYG------------------------------KVFKSNICGGKAVVSCDQELNMFILQNEGKLFTSDYPKAMHDILGKYSLLLAT 
CYP90A1     53 T-ENPEPFIDERVARYG------------------------------SVFMTHLFGEPTIFSADPETNRFVLQNEGKLFECSYPASICNLLGKHSLLLMK 
CYP90B1     61 A-TTLGDFMQQHVSKYG------------------------------KIYRSNLFGEPTIVSADAGLNRFILQNEGRLFECSYPRSIGGILGKWSMLVLV 
CYP90C1     91 S-SRPVTFMDKRKSLYG------------------------------KVFKTNIIGTPIIISTDAEVNKVVLQNHGNTFVPAYPKSITELLGENSILSIN 
CYP90D1     73 S-DRPESFMDKRRLMYG------------------------------RVFKSHIFGTATIVSTDAEVNRAVLQSDSTAFVPFYPKTVRELMGKSSILLIN 
CYP85A1     55 -----PNFMRNQRLRYG------------------------------SFFKSHLLGCPTLISMDSEVNRYILKNESKGLVPGYPQSMLDILGTCNMAAVH 
CYP85A2     52 -----PDFMKNQRLRYG------------------------------SFFKSHILGCPTIVSMDAELNRYILMNESKGLVAGYPQSMLDILGTCNIAAVH 
CYP707A1    54 SQDPNVFFQSKQKRYG-------------------------------SVFKTHVLGCPCVMISSPEAAKFVLVTKSHLFKPTFPASKERMLGKQAIFFHQ 
CYP707A3    54 SQDPNVFFAAKQRRYG-------------------------------SVFKTHVLGCPCVMISSPEAAKFVLVTKSHLFKPTFPASKERMLGKQAIFFHQ 
CYP707A2    67 TENPNSFFATRQNKYG-------------------------------DIFKTHILGCPCVMISSPEAARMVLVSKAHLFKPTYPPSKERMIGPEALFFHQ 
CYP707A4    52 SQNPNVFFTSKQKRYG-------------------------------EIFKTRILGYPCVMLASPEAARFVLVTHAHMFKPTYPRSKEKLIGPSALFFHQ 
CYP88A3     67 TSDPDSFTRTLIKRYGPK-----------------------------GIYKAHMFGNPSIIVTTSDTCRRVLT-DDDAFKPGWPTSTMELIGRKSFVGIS 
CYP88A4     66 TSDPESFIQSYITRYGRT-----------------------------GIYKAHMFGYPCVLVTTPETCRRVLT-DDDAFHIGWPKSTMKLIGRKSFVGIS 
CYP716A1    56 QGHPEKFITDRVRRFSSSS---------------------------SCVFKTHLFGSPTAVVTGASGNKFLFTNENKLVVSWWP-DSVNKIFPSSMQTSS 
CYP716A2    55 QGHPEKFVTDRVRHFSSG------------------------------IFKTHLFGSPFAVVTGASGNKFLFTNENKLVISWWP-DSVNKIFPSSTQTSS 
CYP718      67 S---NRVFEDFVNPRIIKH---------------------------GNIFKTRIMGSPTIVVNGAEANRLILSNEFSLVVSSWPSSSVQLMGMNCIMAKQ 
CYP704A1    50 -KLYDYETEIARTKP---------------------------------TFRFLSPGQSEIFTADPRNVEHILKTRFHNYSKGPVGTVNLADLLGHGIFAV 
CYP704A2    56 -ELYDYETEIAREKP---------------------------------TYRFLSPGQSEILTADPRNVEHILKTRFDNYSKGHSSRENMADLLGHGIFAV 
CYP704B1    46 -RMHDWLVEYLYNSR---------------------------------TVVVPMPFTTYTYIADPINVEYVLKTNFSNYPK---------VLLGDGIFNS 
CYP86A2     48 -RMHDWITENLRACGG------------------------TYQTCICAVPFLAKKQGLVTVTCDPKNIEHMLKTRFDNYPKGPTWQAVFHDFLGQGIFNS 
CYP86A4     48 -RMHEWITENLRACGG------------------------TYQTCIFAVPFLAKKQGLVTVTCDPKNLEHMLKTRFDNYPKGPTWQSVFHDLLGQGIFNS 
CYP86A8     48 -RMHDWISDNLRACSG------------------------TYQTCICAIPFLAKKQGLVTVTCDPRNLEHILKNRFDNYPKGPTWQAVFHDLLGQGIFNS 
CYP86A7     48 -RMHDFIADNLRMCGG------------------------TYQTCIFPIPFLAKKQGHVTVTCDPKNLEHILKTRFDNYPKGPSWQSVFHDLLGDGIFNS 
CYP86A1     51 -RIHDWIADNLRATGG------------------------TYQTCTMVIPFVAKAQGFYTVTCHPKNVEHILKTRFDNYPKGPMWRAAFHDLLGQGIFNS 
CYP86B1     80 GNIYEWLSDVLCLQNG------------------------TFQFRGPWFSSLNS-----TITCDPRNVEHLLKNRFSVFPKGSYFRDNLRDLLGDGIFNA 
CYP86B2     81 SNIYEWLSDVLISQNG------------------------TFRFRGPWFSTLNC-----VVTCDPRNVEHLLKTRFSIYPKGSYFRETMQDLLGDGIFNT 
CYP86C3     57 -DVYGWATRCLKKCRG------------------------TFLYNGIWLGGSYG-----AVTCVPANVEYMLKTNFKNFPKGAFFKERFNDLLEDGIFNA 
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CYP86C4     57 -DVYGWVTRSLKKCRG------------------------TFLYRGVWLDGSYG-----AVTCVPANVEYMLKTNFKNFPKGTFFKSRFNDLLEEGIFNA 
CYP86C2     57 -DMFGWVTRCLTKSRG------------------------TFPYQGIWFSGSYG-----AMTSVPANIEYMLKTNFKNFPKGEFYKERFRDLLEDGIFNA 
CYP86C1     61 -DLFTWCTRCVVRSGG------------------------TFHYRGIWFGGAYG-----IMTADPANVEHILKTNFKNYPKGAFYRERFRDLLEDGIFNA 
CYP94B1     56 -RLLQWYTDLLRLSP------------------------------SQTITVDLLFGRRTIITANPENVEHILKTNFYNFPKGKPFTDLLGDLLGGGIFNS 
CYP94B3     54 -RLLQWYTELLRLSP------------------------------SQTILVPLLGNRRTIITTNPLNVEYILKTNFFNFPKGKPFTDLLGDLLGGGIFNV 
CYP94B2     50 -RLLDWYTELLTESP------------------------------SRTVVIRRLAARRTVVTANPSNVEYILKTNFDNYPKGKPFTEILGDFLGNGIFNV 
CYP94C1     51 -NLSDWYTHLLRRSP------------------------------TSTIKVHVLN---SVITANPSNVEHILKTNFHNYPKGKQFSVILGDLLGRGIFNS 
CYP94D1     49 -RFLDWTVETLSRCP------------------------------TQTAIFRRPGKQQLIMTANPSNVEYMLKTKFESFPKGQQFTSVLEDFLGHGIFNS 
CYP94D2     49 -RFLDWTVETLSRCP------------------------------TQTAIFRRPGKLQFVMTANPANVEYMLKTKFESFPKGERFISILEDFLGRGIFNS 
CYP96A10    51 -RVYDFITEILEVTN-----------------------------LTYPCTGPCFANLDMLVTVDPANIHHIMSSNFANYPKGPEFKKLF-DILGDGIFNA 
CYP96A9     51 -RVYDFITEVLEDGN-----------------------------LNYLFIGPFLGGIDMLFTVDPANIHHIMSSNFANYPKGTEFKKLF-DVLGDGIFNA 
CYP96A1     52 -RVYDFVTELLEASN-----------------------------LTYPFKGPCFGGLDMLITVDPANIHHIMSSNFANYPKGTEFKKIF-DVLGDGIFNA 
CYP96A5     50 -RINDYVAEILEVSN-----------------------------LTFAFKGPWFSGMNMLITADPSNIQHVFSSNFSNYDKGPEFKEMF-DFLGNGIFTA 
CYP96A11    52 -RIYDYIVEILEISD-----------------------------LTFSFKGPWFAGMDTLLTVDPANIHHMMNSNFSNYIKGSDFKEVF-DVFGDGIITT 
CYP96A2     50 -RIYDYSVKILETSD-----------------------------LTFPFKGPRFTGMDMLLTVDPANIHHIMSSNFSNYIKGPEFQDVF-DVLGDSFITT 
CYP96A12    50 -RIYNFGVEALEMSH-----------------------------LTFLFKGPWFAEMDMLFTVDPANIHYILSSNFSNYTKGADFKEVF-DVFGEMIFSS 
CYP96A13    41 -RIYDFSVEVLENSD-----------------------------LTFPFKGPWFTGMDMLFTVDPTNIHHIMSSNFSNYTKGPDFKQVF-DVFGDGILTT 
CYP96A7     59 -RIYDYSVEFLENSN-----------------------------MTFQFKGPWFVGMDILATADPTNIHYIMSSNFSNYIKGPIFHEIF-EAFGDGIINT 
CYP96A8     59 -RIYDCSVEVLENSN-----------------------------MTFQFKGPWFVGMDVLATVDPANIHHIMSSNFSNYIKGPIFHEIF-EAFGDGIINT 
CYP96A3     52 -RIYDWITEVLEATD-----------------------------MTFCFKGPCLSGMDILLTVDPVNIHYILSSNFANYPKGMEFKKIF-EVVGDSIFNV 
CYP96A4     52 -RIYDFVTEALEAEN-----------------------------MTGCFIGPWLSGTDILLTVDPVNIQYILSSNFVNYPKGKKFNKIF-EFLGDGIFNV 
CYP96A15    51 -RIYDWTVEVLEATN-----------------------------LTFYFKGPWLSGTDMLFTADPRNIHHILSSNFGNYPKGPEFKKIF-DVLGEGILTV 
CYP97A3     92 SNVLDFMFDWTGSDQDYPKVPEAKGSIQAVRNEAFFIPLYELFLTYGGIFRLTFGPKSFLIVSDPSIAKHILKDNAKAYSKG-ILAEILDFVMGKGLIPA 
CYP97C1     83 NAKLDDVADLLGG--------------------ALFLPLYKWMNEYGPIYRLAAGPRNFVIVSDPAIAKHVLRN-YPKYAKG-LVAEVSEFLFGSGFAIA 
CYP97B3     81 PTAEGSVSDLFGKP--------------------LFLSLYDWFLEHGGIYKLAFGPKAFVVISDPIIARHVLRENAFSYDKG-VLAEILEPIMGKGLIPA 
CYP709A1    57 LEISAMVSQSASKD--CDSIH-------HDIVGRLLPHYVAWSKQYGKRFIVWNGTDPRLCLTETELIKELLMKHNGVSGRSW-LQQQGTKNFIGRGLLM 
CYP709A2    58 IDISKMLSHSASND--CSSIH-------HNIVPRLLPHYVSWSKQYGKRFIMWNGTEPRLCLTETEMIKELLTKHNPVTGKSW-LQQQGTKGFIGRGLLM 
CYP709B2    58 REIRKMKNEAKLMV--LDPNS-------NDIVPRVLPHLQQWKSQYGETFLYWQGTDPRLCISDHELAKQILSNKFVFFSKSK-TKPEILKLSG-NGLIF 
CYP709B3    58 SEIKKMKKEADLCV--LDPNS-------NDIFPRVFPQYHQWMSQYGDTFLFWTGTKPTIYISNHELAKQVLSSKFGFTIIPV-KRPEVFILFG-KGLSF 
CYP709B1    56 SEIKKMKRESHLSI--LDPSS-------NDIFPRILPHYQKWMSQYGETFLYWNGTEPRICISDPELAKTMLSNKLGFFVKSK-ARPEAVKLVGSKGLVF 
CYP721A1    51 GEVSRLTAEAKSKP--IPSGRNP-----HEFVHRVAPHYHEWSRVYGKTFLYWFGSKPVVATSDPRLIREALTTGGSFDRIG---HNPLSKLLYAQGLPG 
CYP72B1     60 KELVGMMLKASSHP--MPFS--------HNILPRVLSFYHHWRKIYGATFLVWFGPTFRLTVADPDLIREIFSKSEFYEKNE---AHPLVKQLEGDGLLS 
CYP72A11    57 KKNFSMRAEARSKP--INLT--------DDITPRIVPYPLQMLKTHGRTFFTWFGAIPTITIMDPEQITEVLNKVYDFQKAH---TFPLGRLIAT-GVLS 
CYP72A13    57 KRNFSMLAEARSKP--INLT--------DDITPRIVPYPLQMLKTHGRTFFTWFGPIPTITIMDPEQIKEVFNKVYDFQKAH---TFPLGRLIAA-GLVS 
CYP72A15    57 KKNFTMLSEARSKP--LKLT--------DDISPRVVPYPLQMFKTYGRTYFTWFGPIPTITIMDPEQIKEVFNKVYDFQKPH---TFPLATIIAK-GLAN 
CYP72A10    57 KRNVNMLTEATSKP--IKLT--------EDITPRVLPHPFQMLKTHGRTFFTWLGPKPTITIMDPELIKEVFNKVYDYPKAQ---TFLLGRLIAT-GIIN 
CYP72A14    57 KKMISMFIEATSKP--IKPT--------DDITPRVMPHPLQMLKTHGRTNLTWFGPIPTITIMDPEQIKEVFNKVYDFQKAH---TFPLSKILGT-GLVS 
CYP72A7     56 KRNVDMMMEARSKP--INVT--------DDITPRLLPLALKMLNSHGKTFFIWIGPLPTIVITNPEQIKEVFNKVNDFEKAS---TFPLIRLLAG-GLAS 
CYP72A9     53 RRSFSMLKEARSKP--MKPT--------DDLISLVMPYSFHMLNTYGKTFFTWSGPIPAITIMNPQLIKEVYNKFYDFEKTH---TFPLTSLLTD-GLAN 
CYP72A8     61 KREASMVEQEKSRP--INLT--------DDYTHRVMPLIQQTVKDHGKTSYMWMGPIASVIVTKPEHIKDVLNRVYDFPKPP---VHPIVELFAT-GVAL 
CYP72C1     59 RESNQMDQVAHSLP--LPLD--------ADFLPRMMPFLHHTVLKHGKKCFTWYGPYPNVIVMDPETLREIMSKHELFPKPK---IGSHNHVFLS-GLLN 
CYP715A1    61 NDMKKLKMASVVVDNSKSSTIIN-----HDIHSIALPHFARWQQEYGKVFVYWLGIEPFVYVADPEFLSVMSKGVLGKSWGKPNVFKKDREPMFGTGLVM 
CYP714A1    60 PEMQKIQSQIMSNSKHYSGDNIIA----HDYTSSLFPYLDHWRKQYGRVYTYSTGVKQHLYMNHPELVKELNQANTLNLGKVS-YVTKRLKSILGRGVIT 
CYP714A2    60 SEMQRIQ----SEAKHCSGDNIIS----HDYSSSLFPHFDHWRKQYGRIYTYSTGLKQHLYINHPEMVKELSQTNTLNLGRIT-HITKRLNPILGNGIIT 
CYP74A      78 DQGAEEFFKSRIRKYNS------------------------------TVYRVNMPP--GAFIAENPQVVALLDGKSFPVLFDVDKVEKKDLFTGTYMPST 
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CYP74B2     56 --GPDKFFRTRAEKYKS------------------------------TVFRTNIPPTFPFFGNVNPNIVAVLDVKSFSHLFDMDLVDKRDVLIGDFRPSL 
CYP722A1    57 SGKGFYEFVRSRRIRYG------------------------------SCFRTSLFGETHVFLSTTESARLVLNNDSGMFTKRYIKSIGELVGDRSLLCAP 
CYP711A1    63 KYGPDVFSVLAKQYG--------------------------------PIFRFQMGRQPLIIIAEAELCREVGIKKFKDLPNRSIPSPISASPLHKKGLFF 
consensus  101                                                 ..   . .   ... ... .  ..      .  .              .    
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CYP51      126 DYPVRMEQFRFFSSALKGQQLRGYVDQMTKETED---------YFSKWGESG-----EVDLKAELERLITLTASRCLLGR----------------EVRD 
CYP51A2    126 DYSVRQEQFRFFTEALRVNKLKGYVDMMVTEAED---------YFSKWGESG-----EVDIKVELERLIILTASRCLLGR----------------EVRD 
CYP710A1   125 FGEDHKSVRRQLAPNFTPKALSTYSALQQLVILR---------HLRQWEGSTSGGSRPVSLRQLVRELNLETSQTVFVGP----------------YLDK 
CYP710A2   126 FGEDHKTVRRHLAPNFTPKALSTYSDLQQIVMLR---------HLRQWEESFSGGTKPVSMRDLVRELNLETSQTVFVGP----------------YLDK 
CYP710A3   126 FGENHKSVRRQVAPNFTRKPLSAYSSLQQIVILR---------HLRQWEESFSSGSRPVSMRQLIRELNLETSQTVFVGP----------------YLDK 
CYP710A4   126 FGEDHKSVRRQVAPNFTRKPLSAYSSLQQIVILR---------HLRQWEESFSSGSRPVSMRQLIRELNLETSQTVFVGP----------------YLDK 
CYP702A1   122 SKESHKHVRNLTFQLLGSQGLKLSVMQDIDLLTR---------THMEEGARRG----CLDVKEISSKILIECLAKKVTGD----------------MEPE 
CYP702A2   122 SKESHKHVRNLTFQLLGPQGLKSRMIEDVDLLAR---------TYMEEGARNG----YLDVKETSSKILIGCLAKKVMGE----------------MEPE 
CYP702A8   133 STESHKHVRNLTVQMLGSQSLKLRIMENIDLLTR---------THMEEGARDG----SLDVKETTSKILIECLAKKVMGE----------------MEPE 
CYP702A5   122 -KDTHKHARSLTNQFLGSQALKLRMIQDIDFLAR---------THMKEGARKG----CLDVKETASKIVIECLSKKVMGE----------------MEPE 
CYP702A6   122 -KDTHKHARSLTNQFLGSQALKLRMLQDIDFLVR---------THLKEGARKG----SLDIKETTSKIIIECLAKKVMGE----------------MEPD 
CYP702A3   125 SKEIHKYVRNLTSRFVGPEGLKTRLIHDIDNLLR---------NDVENGARNG----SFDVREATIKMVGELIAKKIMGE----------------TESE 
CYP708A2   126 G-NIHKHVKQISLQHLGSEALKKKMIGEIDRVTY---------EHLRSKANQG----SFDAKEAVESVIMAHLTPKIISN----------------LKPE 
CYP708A3   126 V-FIHKYLQKITMQILGSEGLKQTMLGNMDKATR---------DHIRSIASQG----SFNVRKEVENLVVAYMTPKLISN----------------LKPE 
CYP708A4   126 G-NIHKHIKQITLHLLSSEGLKRKILKDMDRVTR---------EHLSSKAKTG----RLDVKDAVSKLIIAHLTPKMMSN----------------LKPQ 
CYP708A1   137 GKDFHRYMRHIALQLLGPECLKQRFIQQIDIATS---------EHLKSVSFQG----VVDVKDTSGRLILEQMILMIISN----------------IKPE 
CYP87A2    122 G-FMYKYLKNMVLTLFGHDGLKK-MLPQVEMTAN---------KRLELWSNQD----SVELKDATASMIFDLTAKKLISH----------------DPDK 
CYP720A1   134 G-DQQRRLHSIASSMMRHDQLKTHFLEVIPVVML---------QTLSNFKDGE----VVLLQDICRKVAIHLMVNQLLGV----------------SSES 
CYP724A1   127 G-EIHRKLKNVIISFINLTKSKPDFLHCAENLSI---------SILKSWKNCR----EVEFHKEVKIFTLSVMVNQLLSI----------------KPED 
CYP90A1    122 G-SLHKRMHSLTMSFANSSIIKDHLMLDIDRLVR---------FNLDSWSSR------VLLMEEAKKITFELTVKQLMSF----------------DPGE 
CYP90B1    130 G-DMHRDMRSISLNFLSHARLRTILLKDVERHTL---------FVLDSWQQNS----IFSAQDEAKKFTFNLMAKHIMSM----------------DPGE 
CYP90C1    160 G-PHQKRLHTLIGAFLRSPHLKDRITRDIEASVV---------LTLASWAQLP----LVHVQDEIKKMTFEILVKVLMST----------------SPGE 
CYP90D1    142 G-SLHRRFHGLVGSFLKSPLLKAQIVRDMHKFLS---------ESMDLWSEDQ----PVLLQDVSKTVAFKVLAKALISV----------------EKGE 
CYP85A1    120 G-SSHRLMRGSLLSLISSTMMRDHILPKVDHFMR---------SYLDQWNELE----VIDIQDKTKHMAFLSSLTQIAGN----------------LRKP 
CYP85A2    117 G-PSHRLMRGSLLSLISPTMMKDHLLPKIDDFMR---------NYLCGWDDLE----TVDIQEKTKHMAFLSSLLQIAET----------------LKKP 
CYP707A1   123 G-DYHAKLRKLVLR-AFMPESIRNMVPDIESIAQ---------DSLRSWEG-T----MINTYQEMKTYTFNVALLSIFG-----------------KDEV 
CYP707A3   123 G-DYHSKLRKLVLR-AFMPDAIRNMVPHIESIAQ---------ESLNSWDG-T----QLNTYQEMKTYTFNVALISILG-----------------KDEV 
CYP707A2   136 G-PYHSTLKRLVQS-SFMPSALRPTVSHIELLVL---------QTLSSWTSQK----SINTLEYMKRYAFDVAIMSAFGD----------------KEEP 
CYP707A4   121 G-DYHSHIRKLVQS-SFYPETIRKLIPDIEHIAL---------SSLQSWANMP----IVSTYQEMKKFAFDVGILAIFG-----------------HLES 
CYP88A3    137 F-EEHKRLRRLTAAPVNGHEALSTYIPYIEENVI---------TVLDKWTKMG----EFEFLTHLRKLTFRIIMYIFLS-----------------SESE 
CYP88A4    136 F-EEHKRLRRLTSAPVNGPEALSVYIQFIEETVN---------TDLEKWSKMG----EIEFLSHLRKLTFKVIMYIFLS-----------------SESE 
CYP716A1   128 K-EEARKLRMLLSQFMKPEALRRYVGVMDEIAQR---------HFETEWANQD----QVIVFPLTKKFTFSIACRSFLS-----------------MEDP 
CYP716A2   124 K-EEAIKTRMLLMPSMKPEALRRYVGVMDEIAQK---------HFETEWANQD----QLIVFPLTKKFTFSIACRLFLS-----------------MDDL 
CYP718     137 G-EKHRVLRGIVANSLSYIGLESLIPKLCDTVKF---------HHETEWRGKE----EISLYRSAKVLTFTVVFECLYG-----------------IKVE 
CYP704A1   116 D-GEKWKQQRKLVSFEFSTRVLRNFSYSVFR------TSASKLVGFIAEFALSG--KSFDFQDMLMKCTLDSIFKVGFGVELGCLDGFSKEGEEFMKAFD 
CYP704A2   122 D-GEKWRQQRKLSSFEFSTRVLRDFSCSVFR------RNASKLVGFVSEFALSG--KAFDAQDLLMRCTLDSIFKVGFGVELKCLDGFSKEGQEFMEAFD 
CYP704B1   103 D-GELWRKQRKTASFEFASKNLRDFSTVVFK------EYSLKLFTILSQASFKE--QQVDMQELLMRMTLDSICKVGFGVEIGTLAPELPEN-HFAKAFD 
CYP86A2    123 D-GDTWLFQRKTAALEFTTRTLRQAMGRWVN------RGIKLRFCPILETAQNN-YEPVDLQDLILRLTFDNICGLAFGKDTRTCAPG-LPENGFASAFD 
CYP86A4    123 D-GDTWLFQRKTAALEFTTRTLRQAMGRWVN------RGIKLRFCPILATAQDN-AEPVDLQDLILRLTFDNICGLAFGKDTRTCAPG-LPENGFASAFD 
CYP86A8    123 D-GDTWLFQRKTAALEFTTRTLRQAMARWVN------RAIKLRFLPILENARLG-SEPIDLQDLLLRLTFDNICGLTFGKDPRTCAPG-LPVNTFAVAFD 
CYP86A7    123 D-GDTWRFQRKTAALEFTTRTLRQAMARWVD------RAIKNRLVPILESARSR-AEPIDLQDVLLRLTFDNICGLTFGKDPRTLSPE-FPENGFAVAFD 
CYP86A1    126 D-GDTWLMQRKTAALEFTTRTLRQAMARWVN------GTIKNRLWLILDRAVQN-NKPVDLQDLFLRLTFDNICGLTFGKDPETLSLD-LPDNPFSVAFD 
CYP86B1    151 D-DETWQRQRKTASIEFHSAKFRQLTTQSLF------ELVHKRLLPVLETSVKS-SSPIDLQDVLLRLTFDNVCMIAFGVDPGCLGPD-QPVIPFAKAFE 
CYP86B2    152 D-DGTWQRQRKAASVEFHSAKFRQLTSQSLH------ELVHNRLLPVLETSG-----KIDLQDILLRLTFDNVCMIAFGVDPGCLSPK-LPEIPFAKAFE 
CYP86C3    127 D-AESWKEQRRIIITEMHSTRFVEHSFQTTQ------DLVRKKLLKVMESFARS-QEAFDLQDVLLRLTFDNICIAGLGDDPGTLDSD-LPLVPFAQAFE 
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CYP86C4    127 D-DDSWKEQRRIIITEMHSTGFVEHSFQTTQ------HLVRKKLLKVMESFAKS-QEAFDLQDVFLRLTFDIICLAGLGADPETLAVD-LPQVPFAKAFE 
CYP86C2    127 D-DESWKEQRRIIITEMHSTRFVDHSFQTTR------DLIERKLLKVMESFSKS-QEAFDLQEILLRLTFDNICIAGLGDDPGTLDDD-LPHVPFAKAFE 
CYP86C1    131 D-DELWKEERRVAKTEMHSSRFLEHTFTTMR------DLVDQKLVPLMENLSTS-KRVFDLQDLLLRFTFDNICISAFGVYPGSLETG-LPEIPFAKAFE 
CYP94B1    125 D-GELWSSQRKLASHEFTMRSLREFTFEILR------EEVQNRLIPVLSSAVDC-GETVDFQEVLKRFAFDVVCKVSLGWDPDCLDLT-RPVPELVKAFD 
CYP94B3    123 D-GHSWSSQRKLASHEFSTRSLRSFAFEVLK------DEVENRLVPVLSTAADV-GTTVDLQDVLKRFAFDVVCKVSLGWDPDCLDLT-RPVNPLVEAFD 
CYP94B2    119 D-GNLWLKQRRLATHDFTPKSLREY-VTVLR------NEVEKELLAFLNAAAED-SQPFDLQELLRRFTFNIVCIVFLGIDRCTLNPS-SPVSEFDRAFQ 
CYP94C1    117 D-GDTWRFQRKLASLELGSVSVRVFAHEIVK------TEIETRLLPILTSFSDNPGSVLDLQDVFRRFSFDTISKLSFGFDPDCLRLP-FPISEFAVAFD 
CYP94D1    118 D-GDMWWKQRKTASYEFSTKSLRDFVMSNVT------VEINTRLVPVLVEAATT-GKLIDLQDILERFAFDNICKLAFNVDCACLGHDGAVGVNFMRAFE 
CYP94D2    118 D-GEMWWKQRKTASYEFSTKSLRDFVMSNVT------VEINTRLVPVLAEAATN-GKLIDLQDILERFAFDNICKLAFNVDSACLGDDGAAGVNFMQAFE 
CYP96A10   120 D-SELWKDLRKSAQSMMMNPEFQKFSLATSL------KKLEKGLVPLLDHVAKE-KLAVDLQDMFQRFTFDTTFVLATG-YDPGCLSVEMPEVEFARALD 
CYP96A9    120 D-SDLWKDLRKSSQSMMNHPDFQRFSLATSL------SKLEKGLVPLLDHVAKE-KLVVDLQDVFQRFTFDTTFVLATG-YDPGCLSVEMPEIEFARALD 
CYP96A1    121 D-SELWKDLRKSAQSMMTHQDFQRFTLRTIM------SKLEKGLVPLLDYVAEK-KQVVDLQDVFQRFTFDTSFVLATG-VDPGCLSTEMPQIEFARALD 
CYP96A5    119 D-SKLWEDMRKSALVVLSHQGFQSFSLRTIT------CKIKNGLVPVLDHFAEA-NTVFDLQDVFQRLAFDVTLTLVTG-CDSSSLSIEMPKNEYAKAMD 
CYP96A11   121 D-SELWKNLRKSYQEMLHHQAFQSFSLSTTR------SKLKDGLVPLLNHFAEE-GTTVDLQDVLGRFTFDTILILITG-SDPRSLSIEMHEDELAKALD 
CYP96A2    119 D-SELWKNMRKSYQAMLHSQEFQRFSMSTMT------SKLKYGLVPLLNHFAEE-GTTLDLQSVFGRFTFDTIFILVTG-SDPRSLSIEMPEDEFAKALD 
CYP96A12   119 D-SELWKNQRKAAQFMLNHQGFQKLSLSATR------SKLYDGLVPLFNQCCEE-EKVVDLQQVFQRFTFDTTFFIVTG-FDPKSLSIEMPEVEYAKALD 
CYP96A13   110 DDSELWKNLKKASLVMLNHQGFQSLSMSTT-------EVLKDGLVPLFNHFAEN-GTVVDLQDVFKRFMFDTTLVTVTGSADPRSLSIEMPEVEFAKALD 
CYP96A7    128 D-AELWRDWRNASQLIFNHQRYQNFSASTTK------SKVNDGLVPLF---------IVDLQDVFQRFMFDITFIFLTG-TDPRSLSIEMPEIEFAKALD 
CYP96A8    128 D-AELWRDWRNASQLIFNHQRYQNFSASTTK------TKVNDGLVPLFNHFANE-EIVVDLEDVFQRFMYDITFIFITG-TDPRSLSIEMPEVEFSKALD 
CYP96A3    121 D-SGLWEDMRNSSHAIFSNQDFQMFWVSTSV------RKLRQGLVPILENAADK-NILVDLQDLFQRFLFDTSLILMTG-YDPKCLSVEMPKVEFGDAVD 
CYP96A4    121 D-SGLWEDMRNSSHAIFSHQDFQSFSVSTSV------SKLSQGLVPILDNAVEK-HILVDLQDLFQRFLFDTSSTLMAG-YDPKSLSVEMPKVEFADAMD 
CYP96A15   120 D-FELWEEMRKSNHALFHNQDFIELSVSSNK------SKLKEGLVPFLDNAAQK-NIIIELQDVFQRFMFDTSSILMTG-YDPMSLSIEMLEVEFGEAAD 
CYP97A3    191 D-GEIWRRRRRAIVPALHQKYVAAMIS--------LFGEASDRLCQKLDAAALK-GEEVEMESLFSRLTLDIIGKAVFNYDFDSLTNDTGVIEAVYTVLR 
CYP97C1    161 E-GPLWTARRRAVVPSLHRRYLSVIVER-------VFCKCAERLVEKLQPYAED-GSAVNMEAKFSQMTLDVIGLSLFNYNFDSLTTDSPVIEAVYTALK 
CYP97B3    160 D-LDTWKLRRRAITPAFHKLYLEAMVKVFSDCSEKMILKSEKLIREKETSSGED-TIELDLEAEFSSLALDIIGLSVFNYDFGSVTKESPVIKAVYGTLF 
CYP709A1   147 ANGQDWHHQRHLAAPAFTGERLKG--YARHMVEC-TSKLVERLRKE-----VGEGANEVEIGEEMHKLTADIISRTKFG----------SSFEKGKELFN 
CYP709A2   148 ANGEAWHHQRHMAAPAFTRDRLKG--YAKHMVEC-TKMMAERLRKE-----VGE---EVEIGEEMRRLTADIISRTEFG----------SSCDKGKELFS 
CYP709B2   147 VNGLDWVRHRRILNPAFSMDKLKL--MTQLMVDC-TFRMFLEWKKQ---RNGVETEQFVLISREFKRLTADIIATAAFG----------SSYAEGIEVFK 
CYP709B3   147 IQGDDWIRHRRILNPAFSMDRLKA--MTQPMGDC-TLRIFEEWRKQ---RRNGEVLIKIEISKEFHKLTADIIATTAFG----------SSYAEGIELCR 
CYP709B1   146 IEGADWVRHRRILNPAFSIDRLKI--MTTVMVDC-TLKMLEEWRKESTKEETEHPKIKKEMNEEFQRLTADIIATSAFG----------SSYVEGIEVFR 
CYP721A1   141 LRGDQWAFHRRIAKQAFTMEKLKR--WVPQMVTS-TMMLMEKWEDMR--NGGEEI--ELEVHKEMHNLSAEMLSRTAFG----------NSVEEGKGIFE 
CYP72B1    147 LKGEKWAHHRKIISPTFHMENLKL--LVPVVLKS-VTDMVDKWSDKL--SENGEV--EVDVYEWFQILTEDVISRTAFG----------SSYEDGRAVFR 
CYP72A11   143 YDGDKWAKHRRIINPAFHLEKIKN--MVPAFHQS-CSEIVCKWDKLV--SDKESS-CEVDVWPGLVSMTADVISRTAFG----------SSCVEGQRIFE 
CYP72A13   143 YDGDKWTKHRRIINPAFHLEKIKN--MVPAFHQS-CSEIVGEWDKLV--TDKQSS-CEVDIWPWLVSMTADVISRTAFG----------SSYKEGQRIFE 
CYP72A15   143 YDGDKWAKHRRIINPAFHIEKIKN--MVPAFHQS-CREVVGEWDQLV--SDKGSS-CEVDVWPGLVSMTADVISRTAFG----------SSYKEGQRIFE 
CYP72A10   143 YDGDKWAKHRRIINPAFHIEKIKN--MVPAFHQS-CSDVVGEWSKLV--SDKGSSSCEVDVWPWLVSMTGDVISRTAFG----------SSYKEGQRIFE 
CYP72A14   143 YDGDKWAQHRRIINPAFHLEKIKN--MVHVFHES-CSELVGEWDKLV--SDKGSS-CEVDVWPGLTSMTADVISRTAFG----------SSYREGHRIFE 
CYP72A7    142 YKGDKWASHRRIINPAFHLEKIKN--MIPAFYHC-CSEVVCQWEKLF--TDKESP-LEVDVWPWLVNMTADVISHTAFG----------SSYKEGQRIFQ 
CYP72A9    139 ADGDKWVKHRKIINPAFHFEKIKN--MVPTFYKS-CIEVMCEWEKLV--SDKGSS-CELDVWPWIVNMTGDVISRTAFG----------SSYKEGQRIFI 
CYP72A8    147 YEGEKWSKHRKIINPSFHLEKLKI--MIPAFYES-CSEMISKWEKLV--TEQGSS-NEIDVWPYLGDLTSDVISRTAFG----------SSYEEGKRIFE 
CYP72C1    145 HEGPKWSKHRSILNPAFRIDNLKS--ILPAFNSS-CKEMLEEWERLA--SAKGTM--ELDSWTHCHDLTRNMLARASFG----------DSYKDGIKIFE 
CYP715A1   156 VEGDDWTRHRHIITPAFAPLNLKV--MTNMMVES-VSNMLDRWGIQIN-----SGNPEFDMESEIIGTAGEIIAKTSFG----------VTGENGTQVLK 
CYP714A1   155 SNGPHWAHQRRIIAPEFFLDKVKG--MVGLVVES-AMPMLSKWEEMMK--REGEMVCDIIVDEDLRAASADVISRACFG----------SSFSKGKEIFS 
CYP714A2   151 SNGPHWAHQRRIIAYEFTHDKIKVKGMVGLMVES-AMPMLNKWEEMVK--RGGEMGCDIRVDEDLKDVSADVIAKACFG----------SSFSKGKAIFS 
CYP74A     146 ELTGGYRILSYLDPSEPKHEKLKNLLFFLLKSSR---NRIFPEFQATYSELFDSLEKEAFPLRESGFRRFQRRNRLLFLG----------------SSFL 
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CYP74B2    124 GFYGGVRVGVYLDTTEPKHAQIKGFAMETLKRSS---KVWLQELRSNLNIFWGTIESEISKNGAASYIFPLQRCIFSFLC----------------ASLA 
CYP722A1   127 QHHHKILRSRLINLFSKRSTALMVRHFDELVVDA-----------LGGWEHRG----TVVLLTDLLQITFKAMCKMLVS-----------------LEKE 
CYP711A1   131 TRDKRWSKMRNTILSLYQPSHLTSLIPTMHS------------FITSATHNLDSKPRDIVFSNLFLKLTTDIIGQAAFGVDFGLSGKKPIKDVEVTDFIN 
consensus  201    . .   ...                           .                  ... . . .......     .                    . 
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CYP51      196 QLFDDVAPLFHDLDKGMQPISVIFPKLPIPAHNCRDRARGKIAKIFSNIIATRKRSGDKSEND----------------MLQCFIDSKYKD------GRE 
CYP51A2    196 QLFDDVSALFHDLDNGMLPISVLFPYLPIPAHRRRDRAREKLSEIFAKIIGSRKRSG-KTEND----------------MLQCFIESKYKD------GRQ 
CYP710A1   200 EAKNRFRTDYNLFNLGSMALPIDLPGFAFGEARRAVKRLGETLGICAGKSKARMAAGEEPACL----------------IDFWMQAIVAEN----PQPPH 
CYP710A2   201 EARNTFCTDYNLFNLGSMALPINLPGFAFNKARRAVMNLEKTLSVCAGKSKKRMATGEEPTCL----------------IDFWMHAFVTEIESGNPPPLH 
CYP710A3   201 EVKNTIRDDYNVFNPGTMALPIDLPGFTFGEARRAVSRLVNTMSLCVRKSKEKMAAGENPTCL----------------VDFWTHSIVAES----PPPPH 
CYP710A4   201 EVKKTICDDYSLLTLGTMAIPIDLPGFTFGEARQAVSRLVNTMSVCVGKSKAKMAAGENPTCL----------------VDFWTHSIIEEN----PPPPH 
CYP702A1   193 -AAKELALCWRCFPSGWFRFPLNLPGTGVYKMMKARK----RMLHLLKETILKKRASGE----------------------ELGEFFKIIF----EGAET 
CYP702A2   193 -AAKELALCWRYFQSGWFRFFLNLPGTGVYKMMKARK----RMMKLLRKTVLTKRASGE----------------------ELGEFFNIIFGEMEGEGET 
CYP702A8   204 -AAKKLALCWRYFPSGWFRLPFNLPGIGVYNMMKARK----RMKTLLKEEVLKKREAGE----------------------EFGEFSKIIFGEKEGEKET 
CYP702A5   192 -AAKELTLCWTFFPRDWFRFAWNFPGTGVYRIVKARN----RMMKVIKETVVKKRASGK----------------------KLGEFFETIFGDTES--VT 
CYP702A6   192 -AAKELTLCWTFFPREWFGFAWNIPGTGVYRMVKVARN---RMMKVLKETVLKKRASGE----------------------ELGDFFKTIFGDTERGVKT 
CYP702A3   196 -AVKELGLCWSAFRTSWFQFSYNIPGTTVYRLVKARR----KAAKLLKALILKKKASKE----------------------GLGDFLDIIFDEMEKDGTA 
CYP708A2   196 -TQATLVDNIMALGSEWFQSPLKLTTLISIYKVFIVSSARRYALQVIKDVFTRRKASRE----------------------MCGDFLDTMVEEGEKEDVI 
CYP708A3   196 -TQSKLIDNLNAFNLDWFKSFLRLSTWKAVTKALKS---REEAIQVMKDVLMMRKETRE----------------------KQEDFLNTLLEELEKDGSF 
CYP708A4   196 -TQAKLMGIFKAFTFDWFRTSYLISAGKGLYNTLWACR---EGMREIKDIYTMRKTSEE----------------------KYDDFLNTAIEESEKAGEL 
CYP708A1   208 -TKSKLIESFRDFSFDLVRSPFDPSFWNALYNGLMVRSARSNVMKMLKRMFKERREEATSD------------------DSKYGDFMETMIYEVEKEGDT 
CYP87A2    191 -SSENLRANFVAFIQGLISFPFDIPGTAYHKCLQGRAK----AMKMLRNMLQERRENPR---------------------KNPSDFFDYVIEEIQKEGTI 
CYP720A1   204 -EVDEMSQLFSDFVDGCLSVPIDLPGFTYNKAMKARKEIIRKINKTIEKRLQNKAASD---------------------TAG--NGVLGRLLEEES---- 
CYP724A1   197 PARLYVLQDFLSYMKGFISLPIPLPGTGYTNAIKARKRLSARVMGMIKEREREEEDMN---------------------NAIREEDFLDSIISNED---- 
CYP90A1    190 -WSESLRKEYLLVIEGFFSLPLPLFSTTYRKAIQARRKVAEALTVVVMKRREEEEEG----------------------AERKKDMLAALLAADDG---- 
CYP90B1    200 EETEQLKKEYVTFMKGVVSAPLNLPGTAYHKALQSRATILKFIERKMEERKLDIKEEDQEEEEVKTEDEAEMSKSDHVRKQRTDDDLLGWVLKHSN---- 
CYP90C1    230 -DMNILKLEFEEFIKGLICIPIKFPGTRLYKSLKAKERLIKMVKKVVEERQVAMTTTSP--------------------ANDVVDVLLRDGGDSEKQ--S 
CYP90D1    212 -DLEELKREFENFISGLMSLPINFPGTQLHRSLQAKKNMVKQVERIIEGKIRKTKNKEE--------------------DDVIAKDVVDVLLKDSSE--H 
CYP85A1    190 -FVEEFKTAFFKLVVGTLSVPIDLPGTNYRCGIQARNNIDRLLRELMQERRD---------------------------SGETFTDMLGYLMKKEGNRYP 
CYP85A2    187 -EVEEYRTEFFKLVVGTLSVPIDIPGTNYRSGVQARNNIDRLLTELMQERKE---------------------------SGETFTDMLGYLMKKEDNRYL 
CYP707A1   190 LYREDLKRCYYILEKGYNSMPVNLPGTLFHKSMKARKELSQILARILSERRQNG--------------------------SSHNDLLGSFMGDKE----E 
CYP707A3   190 YYREDLKRCYYILEKGYNSMPINLPGTLFHKAMKARKELAQILANILSKRRQNP--------------------------SSHTDLLGSFMEDKA----G 
CYP707A2   205 TTIDVIKLLYQRLERGYNSMPLDLPGTLFHKSMKARIELSEELRKVIEKRRENG--------------------------REEGGLLGVLLGAKDQKRNG 
CYP707A4   189 SYKEILKHNYNIVDKGYNSFPMSLPGTSYHKALMARKQLKTIVSEIICERREKR--------------------------ALQTDFLGHLLNFKNEKGRV 
CYP88A3    206 NVMDALEREYTALNYGVRAMAVNIPGFAYHRALKARKTLVAAFQSIVTERRNQRKQNIL---------------------SNKKDMLDNLLNVKDEDGKT 
CYP88A4    205 HVMDSLEREYTNLNYGVRAMGINLPGFAYHRALKARKKLVAAFQSIVTNRRNQRKQNIS---------------------SNRKDMLDNLIDVKDENGRV 
CYP716A1   197 ARVRQLEEQFNTVAVGIFSIPIDLPGTRFNRAIKASRLLRKEVSAIVRQRKEELKAGKA---------------------LEEHDILSHMLMN----IGE 
CYP716A2   193 ERVRKLEEPFTTVMTGVFSIPIDLPGTRFNRAIKASRLLSKEVSTIIRQRKEELKAGKV---------------------SVEQDILSHMLMN----IGE 
CYP718     206 IG---MLEVFERVLEGVFALPVEFPCSKFARAKKARLEIETFLVGKVREKRREMEKEGA---------------------EKPNTTLFSRLVEELI-KGV 
CYP704A1   207 EGNGATSSRVTDPF---WKLKCFLNIGSESRLKKSIAIIDKFVYSLITTKRKELSKEQNTS-------------VREDILSKFLLESEKD-PENMN---- 
CYP704A2   213 EGNVATSSRFIDPL---WKLKWFFNIGSQSKLKKSIATIDKFVYSLITTKRKELAKEQNTV-------------VREDILSRFLVESEKD-PENMN---- 
CYP704B1   193 TANIIVTLRFIDPL---WKMKKFLNIGSEALLGKSIKVVNDFTYSVIRRRKAELLEAQ----------------VKHDILSRFIEISDDP-DSKET---- 
CYP86A2    214 RATEASLQRFILPE-FLWRLKKWLGLGLEVSLSRSLGEIDGYLDAVINTRKQELLSQRESG-V---------QR-HDDLLSRFMKKKDQS-YSET----- 
CYP86A4    214 RATEASLQRFIIPK-FMWKLKKWLGLGLEVSLSRSLGEIDEYLAAVINTRKQELMSQQESGTH---------QR-HDDLLSRFMMKKTES-YSDT----- 
CYP86A8    214 RATEASLQRFILPE-ILWKFKRWLRLGLEVSLTRSLVQVDNYLSEIITTRKEEMMTQHNNG-----------KH-HDDLLSRFIKKK-ES-YSDE----- 
CYP86A7    214 GATEATLQRFIMPE-FIWKIRKWLRLGLEDDMSRSISHVDNYLSEIINTRKLELLGQQQDE-----------SR-HDDLLSRFMKKK-ES-YSDK----- 
CYP86A1    217 TATEATLKRLLYTG-FLWRIQKAMGIGSEDKLKKSLEVVETYMNDAIDARKN--------------------SP-SDDLLSRFLKKRDVN-GNVLP---- 
CYP86B1    242 DATEAAVVRFVMPT-CVWKFMRYLDIGTEKKLKESIKGVDDFADEVIRTRKKELSLEGETTK-------------RSDLLTVFMGLRDEK-G------ES 
CYP86B2    239 DATEATVVRFVMPK-FVWKLMRSLNLGTEKKLKESINGVDDFAEEVIRTRKKEMSLETEIAK-------------RPDLLTIFMGLRDEN-G------QK 
CYP86C3    218 EATESTMFRFMIPP-FIWKPLKFFDIGYEKGLRKAVDVLHEFVDKMVVDRICKLKEEGTLGN-------------RSDVLSRIIEIESHK-TTDEK--DP 
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CYP86C4    218 EATESTLFRFMIPP-FIWKPMRFLDTGYEKGLRIAVGVVHGFVDKMIVDRICELKEEETLDN-------------RSDVLSRIIQIESHK-RENEI--DP 
CYP86C2    218 EATESTLFRFMIPP-FVWKPMKFFDIGYEKGLREAVETVHNFIDKMVVERIAMLKDQGTLAN------------SKSDVLSRLIQIESHK-RGDEN--DR 
CYP86C1    222 DATEYTLARFLIPP-FVWKPMRFLGIGYERKLNNAVRIVHAFANKTVRERRNKMRKLGNLND-------------YADLLSRLMQREYEK-EEDTTRGNY 
CYP94B1    216 VAAEISARRATEPVYAVWKVKRFLNVGSEKRLREAIKTVHLSVSEIIRAKKKSLDIGGDVSD-------------KQDLLSRFLAAGH---GEEAV---- 
CYP94B3    214 TAAEISARRATEPIYAVWKTKRVLNVGSERKLREAIRTVHVLVSEIVRAKKKSLEIGTGAEA-------------KQDLLSRFLAAGH---NGEAV---- 
CYP94B2    209 TASAVSAGRGSAPLSFVWKFKRLVGFGSEKELRKAVGEVHNCVDEIIRDKKR-------KPA-------------NQDFLSRLIVAGE---SDETV---- 
CYP94C1    209 TASLLSAKRALAPFPLLWKTKRLLRIGSEKKLQESINVINRLAGDLIKQRRLTG-----LMG-------------KNDLISRFMAVVAED-DDEYL---- 
CYP94D1    210 TAATIISQRFRSVASCAWRIKKKLNIGSERVLRESIATVHKFADEIVRNRIDQGRS---SDH-------------KEDLLSRFISKEEMN-SPEIL---- 
CYP94D2    210 TAATIISQRFQSVISYSWKIKKKLNIGSERVLRESIMIVHKFADEIVRNRIEQGKV---SDH-------------KEDLLSRFISKEEMN-SPEIL---- 
CYP96A10   211 DAEEAIFFRHVKPE-IFWRLQGLLGLGDEKKMTKARSTLDRVCSKYIAIKR-DEVSRGTNNV----------DSHSKDLLTSYMNLD----TTKYKLLNP 
CYP96A9    211 DAEEAIFYRHFKPE-VVWKMQRLIGVGAELKLKRAHAIFDRVCSKCIASKR-DEISQGID------------SSSSKDLLMSSINVD----TTKYKLLNP 
CYP96A1    212 EAEEAIFFRHVKPE-IVWKMQRFIGFGDELKMKKAHSTFDRVCSKCIASKR-DEITNGVINI----------DSSSKDLLMCYMNVDTICHTTKYKLLNP 
CYP96A5    210 DAEEVVVYRHVKPV-VLWKLQNWIGLGEEKKMKEANAAFDRSCAKYISAKR-EEIISHHSNIGG--------EAHAEDLLSVYMNLD----ISKYELLNP 
CYP96A11   212 VVGEGIFFRHVKPK-FLWKLQNWMGFGHEKKMIEANATFDRVCAKYISDKRGEIIRSQRFSDIS--------YGEPEDLLSSFMKLD----TTKYNLLNP 
CYP96A2    210 DVGEGILYRHFKPR-FLWKLQNWIGFGQEKKLTEANATFDRVCAKYISAKREEIKRSQ---GTS--------NGGSQDLLTSFIKLD----TTKYKLLNP 
CYP96A12   210 DLGEGIFYRHIKPK-FFWKLQNRFGLGQEKRMTEADATFDRVSAKYILAKREEIRSQGIDHHAN--------G-ESEDLLTSHIKLD----TTKYELLNP 
CYP96A13   202 HVGEGIMHRHVRPR-LLWKLQKCVGFGQEKKFSKADATLNQACAKYILEKREETRSQGFDYHSN--------GSESEDILTYHIKID----TTKYELLNP 
CYP96A7    211 DVGDVIVYRHITPR-FVWKLQKWIGIGTEKKMSKANATLDRVCEKLIAAKREELRSQGIIDNAN--------G-DSEDLLTSHIMLD----ATKYELLNP 
CYP96A8    219 DVGDAIVHRHITPR-FVWKLQKWIGIGTEKKMLKAHATFDRVCEKIIAAKREELGSQGITYNSN--------G-EREDLLTSFIKLD----ATKYEVLKP 
CYP96A3    212 GVSDGVFYRHVKPV-FLWRLQYLIGVGVEKRLKRGLAVFDQLLEKIITAKR-EEINSHGTHHPS--------RGEAIDVLTYYMTMD----TTKYKYLEP 
CYP96A4    212 GVADAMFYRHLKPA-FLWSIQSWIGVGIEKKMRRGLDVFDQMLGKIISAKR-EEIKNHGIHD-S--------KGEAMDVLTYYMTID----TTKYKHLKP 
CYP96A15   211 IGEEAIYYRHFKPV-ILWRLQNWIGIGLERKMRTALATVNRMFAKIISSRR-KEEISR---AKT--------EPYSKDALTYYMNVD----TSKYKLLKP 
CYP97A3    281 EAEDRSVSPIPVWDIPIWKDISPRQRKVATSLKLINDTLDDLIATCKRMVEEE-ELQFHE-EYM--------NERDPSILHFLLASG-----------DD 
CYP97C1    252 EAELRSTDLLPYWKIDALCKIVPRQVKAEKAVTLIRETVEDLIAKCKEIVEREGERINDE-EYV--------NDADPSILRFLLASR-----------EE 
CYP97B3    258 EAEHRSTFYFPYWNFPPARWIVPRQRKFQSDLKIINDCLDGLIQNAKETRQETDVEKLQERDYT--------NLKDASLLRFLVDMRG----------VD 
CYP709A1   229 HLTVLQRRCAQATRHLCFPGSRFLPSKYNREIKSLKKEVERLLIEIIQSRRDCAEMGRS----------------STHGDDLLGLLLNEMDIDKNNNNNN 
CYP709A2   227 LLTVLQRLCAQATRHLCFPGSRFLPSKYNREIKSLKTEVERLLMEIIDSRKDSVEIGRS----------------SSYGDDLLGLLLNQMDSNKNNLN-- 
CYP709B2   231 SQLELQKCCAAALTDLYFPGIQYLPTPSNLQIWKLDMKVNSSIKRIIDARLT--SESKD----------------YGN--DLLGIMLTAASSNESEKK-- 
CYP709B3   231 SQTELEKYYISSLTNVFIPGTQYLPTPTNLKLWELHKKVKNSIKRIIDSRLK--SKCKT----------------YGYGDDLLGVMLTAAKSNEYERK-- 
CYP709B1   233 SQMELKRCYTTSLNQVSIPGTQYLPTPSNIRVWKLERKMDNSIKRIISSRLQ--SKSD-------------------YGDDLLGILLKAYNTEGKERK-- 
CYP721A1   224 LQERMMRLFYLVRWSVYIPGFRFFPSKTNREIWRIEKQIRVSILKLIENNK-TAVEKSG--------------------TLLQAFMSPYT--NQNGQEEK 
CYP72B1    230 LQAQQMLLCAEAFQKVFIPGYRFFPTRGNLKSWKLDKEIRKSLLKLIERRRQNAIDGEGE-------------------ECKEPAAKDLL--GLMIQAKN 
CYP72A11   227 LQAELAQLIIQTVRKAFIPGYSYLPTKGNRRMKAKAREIQVILRGIVNKRLRAREAG----E-------------AP-NDDLLGILLESN--LGQTKGNG 
CYP72A13   227 LQAELAQLIIQAFRKAIIPGYRYFPTKGNRRMKAAAREIKFILRGIVNKRLRAREAG----E-------------AP-SDDLLGILLESN--LGQTKGNG 
CYP72A15   227 LQAELAQLIIQAFRKAFIPGYSYLPTKSNRRMKAAAREIQVILRGIVNKRLRAREAG----E-------------AP-SDDLLGILLESN--LRQTEGNG 
CYP72A10   228 LQAELVHLILQAFWKVYIPGYRYLPTKSNRRMKAAAREIQVILKGIVNKRLRAREAG----K-------------AAPNDDLLGILLESN--LGQAKGNG 
CYP72A14   227 LQAELAQLVMQAFQKFFIPGYIYLPTKGNRRMKTAAREIQDILRGIINKRERARESG----E-------------AP-SEDLLGILLESN--LGQTEGNG 
CYP72A7    226 LQGELAELIAQAFKKSYIPGSRFYPTKSNRRMKAIDREVDVILRGIVSKREKAREAG----E-------------PA-NDDLLGILLESN--SEESQGNG 
CYP72A9    223 LQAELAHLIILALGKNYIPAYRHFPTKNNRRMKTIVKEIQVILRGIISHREKARDAG----E-------------AP-SDDLLGILLKSN--SEQSKGNG 
CYP72A8    231 LQEEQGRRVLKALELAFIPGMRFLPTKNNLRMRQINKEVKSRLREIIMKRQRGMDTG----E-------------AP-KNDLLGILLESN--SGD---HG 
CYP72C1    228 IQQEQIDLGLLAIRAVYIPGSKFLPTKFNRRLRETERDMRAMFKAMIETKEEEIKRGRG-T---------------------DKNSDCCS--RCWLRIQK 
CYP715A1   238 NLRAVQFALFNSNRYVGVPFSNILSYKQTVKAKGLGHEIDGLLLSFINKRKISLAEGDD------------------QGHDLLGMLLKAD------QKGN 
CYP714A1   240 KLRCLQKAITHNNILFSLNGFTDVVFGTKKHGNGKIDELERHIESLIWETVKERERECVGDH-------------KKDLMQLILEGARSSCDGNLEDKTQ 
CYP714A2   238 MIRDLLTAITKRSVLFRFNGFTDMVFGSKKHGDVDIDALEMELESSIWETVKEREIECKDTH-------------KKDLMQLILEGAMRSCDGNLWDKS- 
CYP74A     227 -RDESRRYKLKADAPGLITKWVLFNLHPLLSIG-LPRVIEEPLIHTFSLPPALVKSDYQR------------------LYEFLRIRG--EILVEADKLGI 
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CYP74B2    205 GVDASVSPDIAENGWKTINTWLALQVIPTAKLGVVPQPLEEILLHTWPYPSLLIAGNYKK------------------LYNFIDENAGDCLRLGQEEFGL 
CYP722A1   195 EELGSMQRDVGFVCEAMLAFPLNLPWTRFHKGIMARGRVMEMLEKIIRERRNEINSHNN-----------------------HHEDFLQQLLAVDNDTPQ 
CYP711A1   219 QHVYSTTQLKMDLSGSLSIILGLLIPILQEPFRQVLKRIPGTMDWRVEKTNARLSGQLNEIVSKR-------AKEAETDSKDFLSLILKARESDPFAKNI 
consensus  301    . .   .       . .   .      ..  .   .   .  ..  ..                                                  
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CYP51      274 TTESEVTGLLIAGLFAGQHTSSITATWTGAYLI-QNKHWWSAALDEQKKLIGKHG-------------------------DKIDYDVLSEMDFLFRSAK- 
CYP51A2    273 TTESEVTGLLIAALFAGQHTSSITSTWTGAYLM-RYKEYFSAALDEQKNLIAKHG-------------------------DKIDHDILSEMDVLYRCIK- 
CYP710A1   280 SGDEEIGGLLFDFLFAAQDASTSSLLWAVTLLD-SEPEVLNRVREEVAKIWSPESN------------------------ALITVDQLAEMKYTRSVAR- 
CYP710A2   285 SEDEAIGGLLFDFLFAAQDASTSSLLWAVTFLE-SHPKVLSKVREEVAKIWSPQSG------------------------HLITADQLAEMKYTRAVAR- 
CYP710A3   281 SKDEEISCVLVDFLFASQDASTSSLLWAVVLLE-SEPEVLRRVREDVARFWSPESK------------------------ESITADQLAEMKYIRAVAR- 
CYP710A4   281 SKDKEISCVLVDFMFASQDASTSSLLWAVVMLE-SEPEVLRRVREDVARFWSSESN------------------------ELITADQLAEMKYTRAVAR- 
CYP702A1   262 MSVDNAIEYIYTLFLLANETTPRILAATIKLIS-DNPKVMKELHREHEGIVRGKTEK---------------------ETSITWEEYKS-MTFTQMVIN- 
CYP702A2   266 MSVENAVEYIYTFFLVANETTPRILAATVKFIS-DHPKVKQELQREHEEIVRGKAEK---------------------EGGLTWEDYKS-MHFTQMVIN- 
CYP702A8   277 MSMKNVIEYIYTFFVIANETTPRILAATVKFIS-ENPKVMQELQREHAMIFENKSE----------------------EAGLTWEDYKS-MTFTNMVIN- 
CYP702A5   263 MSIEIATEYIFTLFVLANETTPGVLAATIKLIS-DNPKVMQELRREHEGIVQDKIKKD-E------------------TADLTWEDYKS-MTFTQMVIN- 
CYP702A6   266 ISLESATEYIFTLFLLANETTPAVLAATIKLIS-DHPKVMQELQREHEGIVRDKIEKN-E------------------KADLTWEDYKS-MTFTQMVIN- 
CYP702A3   269 LDIDKAVNLIFVFFILSQETTPGVQGAVVKLVA-DHPSVMEELQREHEAIVQNRADK---------------------DTGVTWEEYKS-MTFTHMVIK- 
CYP708A2   273 FNEESAINLIFAILVVAKESTSSVTSLAIKFLA-ENHKALAELKREHAAILQNRNGK---------------------GAGVSWEEYRHQMTFTNMVIN- 
CYP708A3   270 FDQGSAINLIFLLAFALREGTSSCTALAVKFIS-KDPKVLAELKREHKAIVDNRKDK---------------------EAGVSWEEYRHNMTFTNMVSN- 
CYP708A4   270 LNENAIITLIFTLSCVTQDTTSKAICLAVKFLL-ENPKVLAELKKEHEVILESREDK---------------------EGGVTWEEYRHKMTFTNMVIN- 
CYP708A1   289 INEERSVELILSLLIASYETTSTMTALTVKFIA-ENPKVLMELKREHETILQNRADK---------------------ESGVTWKEYRSMMNFTHMVVIN 
CYP87A2    265 LTEEIALDLMFVLLFASFETTSLALTLAIKFLS-DDPEVLKRLTEEHETILRNREDA---------------------DSGLTWEEYKS-MTYTFQFIN- 
CYP720A1   276 LPNESMADFIINLLFAGNETTSKTMLFAVYFLT-HCPKAMTQLLEEHDRLAGG---------------------------MLTWQDYKT-MDFTQCVID- 
CYP724A1   272 LNYEEKVSIVLDILLGGFETSATTLSLVVYFLA-KSPNLLHKLKEEHAAIRAKKGDGE----------------------LLNWEDYQK-MEFTQCVIS- 
CYP90A1    263 FSDEEIVDFLVALLVAGYETTSTIMTLAVKFLT-ETPLALAQLKEEHEKIRAMKSDS----------------------YSLEWSDYKS-MPFTQCVVN- 
CYP90B1    296 LSTEQILDLILSLLFAGHETSSVAIALAIFFLQ-ACPKAVEELREEHLEIARAKKELGE--------------------SELNWDDYKK-MDFTQCVIN- 
CYP90C1    307 QPSDFVSGKIVEMMIPGEETMPTAMTLAVKFLS-DNPVALAKLVEENMEMKRRKLELG---------------------EEYKWTDYMS-LSFTQNVIN- 
CYP90D1    289 LTHNLIANNMIDMMIPGHDSVPVLITLAVKFLS-DSPAALNLLTEENMKLKSLKELTG---------------------EPLYWNDYLS-LPFTQKVIT- 
CYP85A1    262 LTDEEIRDQVVTILYSGYETVSTTSMMALKYLH-DHPKALQELRAEHLAFRERKRQDE----------------------PLGLEDVKS-MKFTRAVIY- 
CYP85A2    259 LTDKEIRDQVVTILYSGYETVSTTSMMALKYLH-DHPKALEELRREHLAIRERKRPDE----------------------PLTLDDIKS-MKFTRAVIF- 
CYP707A1   260 LTDEQIADNIIGVIFAARDTTASVMSWILKYLA-ENPNVLEAVTEEQMAIRKDKE----E------------------GESLTWGDTKK-MPLTSRVIQ- 
CYP707A3   260 LTDEQIADNIIGVIFAARDTTASVLTWILKYLA-DNPTVLEAVTEEQMAIRKDKK----E------------------GESLTWEDTKK-MPLTYRVIQ- 
CYP707A2   279 LSDSQIADNIIGVIFAATDTTASVLTWLLKYLH-DHPNLLQEVSREQFSIRQKIKK---E------------------NRRISWEDTRK-MPLTTRVIQ- 
CYP707A4   263 LTQEQIADNIIGVLFAAQDTTASCLTWILKYLH-DDQKLLEAVKAEQKAIYEENSR---E------------------KKPLTWRQTRN-MPLTHKVIV- 
CYP88A3    285 LDDEEIIDVLLMYLNAGHESSGHTIMWATVFLQ-EHPEVLQRAKAEQEMILKSRPE---G------------------QKGLSLKETRK-MEFLSQVVD- 
CYP88A4    284 LDDEEIIDLLLMYLNAGHESSGHLTMWATILMQ-EHPMILQKAKEEQERIVKKRAP---G------------------QK-LTLKETRE-MVYLSQVID- 
CYP716A1   272 TKDEDLADKIIGLLIGGHDTASIVCTFVVNYLA-EFPHVYQRVLQEQKEILKEKK----E------------------KEGLRWEDIEK-MRYSWNVAC- 
CYP716A2   268 TKDEDLADKIIALLIGGHDTTSIVCTFVVNYLA-EFPHIYQRVLEEQKEILNNKD----V------------------NEKLTWEDIEK-MRYSWNVAC- 
CYP718     281 ITEEEVVDNMVLLVFAAHDTTSYAMSMTFKMLA-QHPTCRDTLLQEHAQIKANKG----E------------------GEYLTVEDVKK-MKYSWQVVR- 
CYP704A1   286 --DKYLRDIILNVMVAGKDTTAASLSWFLYMLC-KNPLVQEKIVQEIRDVTSSHEKTT-----------------DVNGFIESVTEEALAQMQYLHAALS 
CYP704A2   292 --DKYLRDIILNFMIAGKDTTAALLSWFLYMLC-KNPLVQEKIVQEIRDVTFSHEKTT-----------------DVNGFVESINEEALDEMHYLHAALS 
CYP704B1   269 --EKSLRDIVLNFVIAGRDTTATTLTWAIYMIM-MNENVAEKLYSELQELEKESAEATNTSLHQYDTEDFNSFNEKVTEFAGLLNYDSLGKLHYLHAVIT 
CYP86A2    296 ----FLRHVALNFILAGRDTSSVALSWFFWLIT-THPTVEDKIVREICSVLIETRG-TDVSSWTAEP----------------LEFDEVDRLVYLKAALS 
CYP86A4    297 ----FLQHVALNFILAGRDTSSVALSWFFWLIT-MHPTVEDKIVREICSVLIETRGTDDVASWTEEP----------------LGFDEIDRLVYLKAAIS 
CYP86A8    294 ----TLQRVALNFILAGRDTSSVALSWFFWLIT-QHPAIEDKILREICTVLVETRG-DDVALWTDEP----------------LSCEELDRLVFLKAALS 
CYP86A7    294 ----YLKYVALNFILAGRDTSSVAMSWFFWLVS-LNPRVEEKIINEICTILIKTRD-TNVSKWTDEP----------------LTFDEIDQLVYLKAALS 
CYP86A1    290 --TDVLQRIALNFVLAGRDTSSVALSWFFWLVM-NNREVETKIVNELSMVLKETRG-NDQEKWTEEP----------------LEFDEADRLVYLKAALA 
CYP86B1    321 FSDKFLRDICVNFILAGRDTSSVALSWFFWLLE-KNPEVEEKIMVEMCKILRQRDDHGNAEK-SDYEP--------------VFGPEEIKKMDYLQAALS 
CYP86B2    318 FSDKFLRDICVNFILAGRDTSSVALSWFFWLIE-KNPEVEEKIMMGICKILEQRVDHGDTKKNMEYEP--------------VFRPEEIKKMDYLQAALS 
CYP86C3    301 STIKFFRQFCTSFILAGRDTSSVALTWFFWVIQ-KHPEVENKIIREISEILRQRGDSPTSKNES------------------LFTVKELNDMVYLQAALS 
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CYP86C4    301 STIRFFRQFCTSFILAGRDTSSVALSWFCWVIQ-KHPEVENKIICEIREILRQRGDSPTSKNES------------------LFTVKELNNMVYLQAALS 
CYP86C2    302 FTAKFFRQFCTSFILAGRDTSSVALTWFFWLIT-KHPEVETKILHEIREILNQREKNKYKLDETGEKES-----------SRHFTVKELNDMVYLQAALS 
CYP86C1    307 FSDKYFREFCTSFIIAGRDTTSVALVWFFWLVQ-KHPEVEKRILREIREIKRKLTTQET---------------------EDQFEAEDFREMVYLQAALT 
CYP94B1    296 ------RDSVISFIMAGRDTTSAAMTWLFWLLS-QNDDVETKILDELR-------NKGSLG----------------------LGFEDLREMSYTKACLC 
CYP94B3    294 ------RDMVISFIMAGRDTTSAAMTWLFWLLT-ENDDVERKILEEVD-------PLVSLG----------------------LGFEDLKEMAYTKACLC 
CYP94B2    282 ------RDMVISIIMAGRDTTSAVATRLFWLIT-GHEETEHDLVSEIRSVK----EEITGG----------------------FDYESLKKLSLLKACLC 
CYP94C1    286 ------RDIVVSFLLAGRDTVAAGLTGFFWLLT-RHPEVENRIREELDRVMG--TGFDSVT----------------------ARCDEMREMDYLHASLY 
CYP94D1    289 ------RDIVISFILAGRDTTSSALSWFFWLLS-MHPEVEDKILQELNSIRARTGKRIGEV----------------------YGFEHLKMMNYLHAAIT 
CYP94D2    289 ------RDIVISFILAGRDTTSSALSWFFWLLS-MHPEVKDKILQELNSIRERTGKRIGEV----------------------YGFEDLKLMNYLHAAIT 
CYP96A10   295 SDERFLRDTILTFMLAGRDTTGSGLTWFFWLLI-KNPEVIAKIRQEINTALFQRSKVDDDASNNNDSDS--------------FSPQELKKLVYLHGAIC 
CYP96A9    293 SDDRFLRDTILSFMLAGRDTTGSALTWFFWLLC-NNQEAMTKIRQEINTNLFPRNKTDDGS-VSYDSDS--------------FNPQEVKKLVYLHGAVC 
CYP96A1    300 SDDKFLRDMILSFMLAGRDTTSSALTWFFWLLS-KNPKAITKIRQEINTQLSPR---------TNDFDS--------------FNAQELNKLVYVHGALC 
CYP96A5    296 NDDNFLKDIIKSFMLAGRDAIATTLTWFFWLLS-KNPEAVTKIRQEINTNLPGS------------GMS--------------LDADKLNKMVYLHGALC 
CYP96A11   299 SDDKFLRDTILAFILAGRDTTASALTWFFWLLS-ENAQVVSKIRQEIIN-TNPSKNG--------------------------NGQENLDKLVYLHGALC 
CYP96A2    294 SDDKFLRDNILAFILAGRDTTATALSWFFWLLS-ENPHVVAKIHQEININTDLSRTG--------------------------NSQENVDKLVYLHGALC 
CYP96A12   296 SDDKFLRDTILAFNLAGRDTTSSALSWFFWLLS-ENPQVVTKIRKEIIDKN--ISKDGR------------------------NGQENLDKLVYLHAALY 
CYP96A13   289 SDDKFLRDTILAFVLAGRDTTASALTWFFWLLL-ENPQVVTKIRQEINTSNGGQEKPSC------------------------EPMEYLNNLVYLHGALY 
CYP96A7    297 NDDKFLRDFTVSFMAAGRDSTSSALTWFFWNLT-ENPNVLSKILQEINTNLPRTGSDQ-------------------------DMSSYLNKLVYLHGALN 
CYP96A8    305 SHDKFLRDFTIGFMAAGRDSTASTLTWFFWNLS-KNPNVLTKILQEINTNLPRTGSDQ-------------------------DMSSYLNKLVYLHGALS 
CYP96A3    298 SDDRFIKDTILGFLIAARDTTSSALTWFFWLMS-KNPEAINKIRQEVNKKMPRFDPAD------------------------------LEKLVYLHGAVC 
CYP96A4    297 SNDKFIRDTILGLVIAARDTTSSALTWFFWLLS-KNPEAMTKIRQEINKKMPKFDPAD------------------------------LDKLVYLDGAVC 
CYP96A15   294 NKDKFIRDVIFSLVLAGRDTTSSVLTWFFWLLS-KHPQVMAKLRHEIN---TKFDNED------------------------------LEKLVYLHAALS 
CYP97A3    360 VSSKQLRDDLMTMLIAGHETSAAVLTWTFYLLT-TEPSVVAKLQEEVDSVIGDRFP----------------------------TIQDMKKLKYTTRVMN 
CYP97C1    332 VSSVQLRDDLLSMLVAGHETTGSVLTWTLYLLS-KNSSALRKAQEEVDRVLEGRNP----------------------------AFEDIKELKYITRCIN 
CYP97B3    340 IDDRQLRDDLMTMLIAGHETTAAVLTWAVFLLS-QNPEKIRKAQAEIDAVLGQGPP----------------------------TYESMKKLEYIRLIVV 
CYP709A1   313 NNLQLIMDECKTFFFAGHETTALLLTWTTMLLA-DNPTWQEKVREEVREVFGRNGLPSVD---------------------------QLSKLTSLSKVIN 
CYP709A2   309 --VQMIMDECKTFFFTGHETTSLLLTWTLMLLA-HNPTWQDNVRDEVRQVCGQDGVPSVE---------------------------QLSSLTSLNKVIN 
CYP709B2   309 MSIDEIIEECKTFFFAGHETTANLLTWSTMLLS-LHQDWQEKLREEVFNECGKDKIPDAE---------------------------TCSKLKLMNTVFM 
CYP709B3   311 MRMDEIIEECKNFYYAGQGTTSILLTWTTMLLS-LHQGWQEKLREEVFNECGKDKIPDTD---------------------------TFSKLKLMNMVLM 
CYP709B1   310 MSIEEIIHECRTFFFGGHETTSNLLAWTTMLLS-LHQDWQEKLREEIFKECGKEKTPDSE---------------------------TFSKLKLMNMVIM 
CYP721A1   301 LGIEEVTDECKTFYFAAKETTANLMTFVLVLLA-MNQEWQNIAREEVICVLGQTGLPTLD---------------------------ILQDLKTLSMIIN 
CYP72B1    309 VTVQDIVEECKSFFFAGKQTTSNLLTWTTILLS-MHPEWQAKARDEVLRVCGSRDVPTKD---------------------------HVVKLKTLSMILN 
CYP72A11   307 MSTEDLMEECKLFYFVGQETTSVLLVWTMVLLS-QHQDWQARAREEVKQVFGDKEPDAEG---------------------------LNQLKVMT-MILY 
CYP72A13   307 MSTEELMEECKLFYFAGQETTTVLLVWTMVLLS-QHQDWQARAREEVKQVFGDKEPDAEG---------------------------LNQLKVVMTMILY 
CYP72A15   307 MSTEDLMEECKLFYFAGQETTSVLLVWTMVLLS-QHQDWQARAREEVKQVFGDKEPDAEG---------------------------LNQLKVMT-MILY 
CYP72A10   309 MSTEDVMEECKLFYFAGQETTSVLLVWAMVLLS-HHQDWQARAREEVKQVFGDKEPDTEC---------------------------LSQLKVVMTMILY 
CYP72A14   307 MSTEDMMEECKLFYLAGQETTSVLLVWTMVLLS-QHQDWQARAREEVKQVFGDKQPDTEG---------------------------LNQLKVMT-MILY 
CYP72A7    306 MSVEDVMKECKLFYFAGQETTSVLLVWTMVLLS-HHQDWQARAREEVMQVLGENNKPDME---------------------------SLNNLKVMTMIFN 
CYP72A9    303 LNMEEIMEECKLFYFAGQETTSVLLAWTMVLLS-QHQDWQARAREEVMQVFGHNKPDLQG---------------------------INQLKVMT-MIIY 
CYP72A8    308 MSIEDVVEECRLFHFAGQETTAVLLVWTMIMLS-HHQKWQDQAREEILKVIGKNNKPNFD---------------------------ALSRLKTMSMILN 
CYP72C1    304 PSKNKDQIQCKAFYLAGQNVTSSLFVWTLVALS-QHQDWQNKARDEISQAFGNNEPDFEG---------------------------LSHLKVVT-MILH 
CYP715A1   314 FTAKELVDECKTFFFAGHETTALALTWTFMLLA-IHPEWQDTIREEIREVIGDSKIEYN----------------------------KLAGLKKMSWVMN 
CYP714A1   327 SYKSFVVDNCKSIYFAGHETSAVAVSWCLMLLA-LNPSWQTRIRDEVFLHCKN-GIPDAD---------------------------SISNLKTVTMVIQ 
CYP714A2   324 AYRRFVVDNCKSIYFAGHDSTAVSVSWCLMLLA-LNPSWQVKIRDEILSSCKN-GIPDAE---------------------------SIPNLKTVTMVIQ 
CYP74A     305 SREEATHNLLFATSFNTWGGMKILFPNMVKRIGPGGHQVHNRLAEEIRSVIKSNGGELTMG--------------------------AIEKMELTKSVVY 
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CYP74B2    287 TRDEAIQNLLFVLGFNAYGGFSVFLPSLIGRITGDNSGLQERIRTEVRRVCGS-GSDLNFK--------------------------TVNEMELVKSVVY 
CYP722A1   272 LTDAEIKDNILTMIIAGQDTTASALTWMVKYLG-ENQKVLDILIEEQSQITKKASNKP------------------------FLELEDLSEMPYASKMVK 
CYP711A1   312 FTSDYISAVTYEHLLAGSATTAFTLSSVLYLVS-GHLDVEKRLLQEIDGFGNRDLIPT--------------------------AHDLQHKFPYLDQVIK 
consensus  401      . . .. ..... ....  ... . ...   . .  ... ..  .                                         .  . ...  
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CYP51      347 EALRLHPPKILLLRTVHSDFTVTTREGK---QYEIPKGHIVATSPAFANRLP-HVYKDPENFDPDRFSKEREEDKAAGSCS------------------- 
CYP51A2    346 EALRLHPPLIMLMRASHSDFSVTARDGK---TYDIPKGHIVATSPAFANRLP-HIFKDPDTYDPERFSPGREEDKAAGAFS------------------- 
CYP710A1   354 EVIRYRPPATMVPHVAAIDFPLTET-------YTIPKGTIVFPS--VFDSSF-QGFTEPDRFDPDRFSETRQEDQVFKRN-------------------- 
CYP710A2   359 EVVRYRPPATMVPHIATNDFPLTES-------YTIPKGTIVFPS--VFDASF-QGFTEPNRFDPDRFSETRQEDQVFKRN-------------------- 
CYP710A3   355 EVLRYRPPASMVPHVAVSDFRLTES-------YTIPKGTIVFPS--LFDASF-QGFTEPDRFDPDRFSETRQEDEVFKRN-------------------- 
CYP710A4   355 EVLRYRPPASMIPHVAVSDFRLTES-------YTIPKGTIVFPS--LFDASF-QGFTEPDRFDPDRFSETRQEDEVFKRN-------------------- 
CYP702A1   338 ESLRITSTAPTVFRIFDHEFQVGS--------YKIPAGWIFMGYP-NNHFNP-KTYDDPLVFNPWRWEGKDLGAIVS----------------------R 
CYP702A2   342 ESLRIISTAPTVLRVLEHDFQVGD--------YTIPAGWTFMGYP-HIHFNS-EKYEDPYAFNPWRWEGKDLGAIVS----------------------K 
CYP702A8   352 ESLRISTTVPVILRKPDHDTKVGD--------YTIPAGWNFMGYP-SAHFDP-TKYEDPLEFNPWRWKGNDLDAIVS----------------------T 
CYP702A5   341 ESLRITSTVPTVLRIIDHEIQFGD--------YTIPAGWIFMGYP-YVHFNP-EKYDDPLAFNPWRWKGKDLSTIVS----------------------K 
CYP702A6   344 ESLRITSTVPTVLRIIDHEFQFGE--------YTIPAGWIFMGYP-YVHFNA-EKYDDPLAFNPWRWKGKDLSAIVS----------------------R 
CYP702A3   345 ESLRFTSTQPTVHRIPDQDVQIGD--------YTLPAGWLFFGIP-QVHFDE-EKYDDPLTFNPWRWQGKDINSTVS----------------------R 
CYP708A2   350 ETLRMANMAPIMYRKAVNDVEIKG--------YTIPAGWIVAVIPPAVHFND-AIYENPLEFNPWRWEGKELRSGS-----------------------K 
CYP708A3   347 EVLRLANTTPLLFRKAVQDVEIKG--------YTIPAGWIVAVAPSAVHFDP-AIYENPFEFNPWRWEGKEMIWGS-----------------------K 
CYP708A4   347 ESLRITNLAPMLFRKAVKDVEIKG--------YTIPAGWIVMIIPSVVHFDP-EIYENPFEFNPWRWEGKELRAGS-----------------------K 
CYP708A1   367 ESLRLGSLSPAMFRKAVNDVEIKG--------YTIPAGWIVLVVPSLLHYDP-QIYEQPCEFNPWRWEGKELLSGS-----------------------K 
CYP87A2    341 ETARLANIVPAIFRKALRDIKFKD--------YTIPAGWAVMVCPPAVHLNP-EMYKDPLVFNPSRWEGSKVTNAS-----------------------K 
CYP720A1   346 ETLRLGGIAIWLMREAKEDVSYQD--------YVIPKGCFVVPFLSAVHLDE-SYYKESLSFNPWRWLDPETQQKRNWRTS------------------P 
CYP724A1   347 EALRCGNIVKTVHRKATHDIKFNE--------YVIPKGWKVFPIFTAVHLDP-SLHENPFEFNPMRWTDKAKMNKK------------------------ 
CYP90A1    338 ETLRVANIIGGVFRRAMTDVEIKG--------YKIPKGWKVFSSFRAVHLDP-NHFKDARTFNPWRWQSNSVTTGPS----------------------N 
CYP90B1    373 ETLRLGNVVRFLHRKALKDVRYKG--------YDIPSGWKVLPVISAVHLDN-SRYDQPNLFNPWRWQQQNNGASSSGSGSF-------------STWGN 
CYP90C1    383 ETLRMANIINGVWRKALKDVEIKG--------YLIPKGWCVLASFISVHMDE-DIYDNPYQFDPWRWDRINGSANSS----------------------I 
CYP90D1    365 ETLRMGNVIIGVMRKAMKDVEIKG--------YVIPKGWCFLAYLRSVHLDK-LYYESPYKFNPWRWQERDMNTSS------------------------ 
CYP85A1    337 ETSRLATIVNGVLRKTTRDLEINGG-------YLIPKGWRIYVYTREINYDA-NLYEDPLIFNPWRWMKKSLESQNS----------------------- 
CYP85A2    334 ETSRLATIVNGVLRKTTHDLELNG--------YLIPKGWRIYVYTREINYDT-SLYEDPMIFNPWRWMEKSLESKSY----------------------- 
CYP707A1   335 ETLRVASILSFTFREAVEDVEYEG--------YLIPKGWKVLPLFRNIHHSA-DIFSNPGKFDPSRFEV--APKPNT----------------------- 
CYP707A3   335 ETLRAATILSFTFREAVEDVEYEG--------YLIPKGWKVLPLFRNIHHNA-DIFSDPGKFDPSRFEV--APKPNT----------------------- 
CYP707A2   355 ETLRAASVLSFTFREAVQDVEYDG--------YLIPKGWKVLPLFRRIHHSS-EFFPDPEKFDPSRFEV--APKPYT----------------------- 
CYP707A4   339 ESLRMASIISFTFREAVVDVEYKG--------YLIPKGWKVMPLFRNIHHNP-KYFSNPEVFDPSRFEV--NPKPNT----------------------- 
CYP88A3    361 ETLRVITFSLTAFREAKTDVEMNG--------YLIPKGWKVLTWFRDVHIDP-EVFPDPRKFDPARWDNGFVPKAGA----------------------- 
CYP88A4    359 ETLRVITFSLTAFREAKSDVQMDG--------YIIPKGWKVLTWFRNVHLDP-EIYPDPKKFDPSRWEG-YTPKAGT----------------------- 
CYP716A1   347 EVMRIVPPLSGTFREAIDHFSFKG--------FYIPKGWKLYWSATATHMNP-DYFPEPERFEPNRFEG-SGPKPYT----------------------- 
CYP716A2   343 EVMRIVPPLAGTFREAIDHFSFKG--------FYIPKGWKLYWSATATHKNP-EYFPEPEKFEPSRFEG-SGPKPYT----------------------- 
CYP718     356 ETMRLSPPIFGSFRKAVADIDYGG--------YTIPKGWKILWTTYGTHYNP-EIFQDPMSFDPTRFDK-P-IQAYT----------------------- 
CYP704A1   366 ETMRLYPPVPEHMRCAENDDVLPDG-------HRVSKGDNIYYISYAMGRMTYIWGQDAEEFKPERWLKDG---------------------VFQPESQF 
CYP704A2   372 ETLRLYPPVPVDMRCAENDDVLPDG-------HRVSKGDNIYYIAYAMGRMTYIWGQDAEEFKPERWLKDG---------------------LFQPESPF 
CYP704B1   366 ETLRLYPAVPQDPKGVLEDDMLPNG-------TKVKAGGMVTYVPYSMGRMEYNWGSDAALFKPERWLKDG---------------------VFQNASPF 
CYP86A2    374 ETLRLYPSVPEDSKHVVNDDILPDG-------TFVPAGSSVTYSIYAAGRMKSTWGEDCLEFKPERWISPDDG-------------------KFVNHDQY 
CYP86A4    376 ETLRLYPSVPEDSKHVENDDVLPDG-------TFVPAGSSVTYSIYAAGRMKSTWGEDCLEFNPERWISPIDG-------------------KFINHDQY 
CYP86A8    372 ETLRLYPSVPEDSKRAVKDDVLPDG-------TFVPAGSSITYSIYSAGRMKSTWGEDCLEFKPERWISQSDGG------------------RFINHDPF 
CYP86A7    372 ETLRLYPSVPEDSKFVVANDVLPDG-------TFVPSGSNVTYSIYSVGRMKFIWGEDCLEFKPERWLEESRD---------------------EKCNQY 
CYP86A1    370 ETLRLYPSVPQDFKYVVEHDVLPDG-------TFVPRGSTVTYSIYSIGRMKTIWGEDCLEFRPERWLTADGER------------------FETPKDGY 
CYP86B1    405 EALRLYPSVPVDHKEVQEDDVFPDG-------TMLKKGDKVIYAIYAMGRMEAIWGKDCLEFRPERWLR---DG------------------RFMSESAY 
CYP86B2    403 ETLRLYPSVPVDHKEVLEDDVFPDG-------TKLKKGEKVIYAIYAMGRMETIWGKDCREFKPERWLR---DG------------------RYMSESAY 
CYP86C3    382 ETMRLYPPIPMEMKQAIEDDVFPDG-------TFIRKGSRVYFATYAMGRMESIWGKDCESFKPERWIQ---SG------------------NFVNDDQF 
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CYP86C4    382 ETLRLFPPIPMEMKQAIEDDVLPDG-------TFVRKGSRVYFSIYAMGRMESIWGKDCEIFRPERWIQ---AG------------------KFVSDDQF 
CYP86C2    390 ESLRLYPPIPMEMKQATEEDVFPDG-------TFLRKGSRVYFSVYAMGRMESIWGKDCEMFKPERWIQ---GG------------------QYVSDDQF 
CYP86C1    385 ESLRLYPSVPMEMKQALEDDVLPDG-------TRVKKGARIHYSVYSMGRIESIWGKDWEEFKPERWIK---EG------------------RIVSEDQF 
CYP94B1    360 EAMRLYPPVAWDSKHAANDDILPDG-------TPLKKGDKVTYFPYGMGRMEKVWGKDWDEFKPNRWFEEEPSYG--------------TKPVLKSVSSF 
CYP94B3    358 EAMRLYPPVSWDSKHAANDDVLPDG-------TRVKRGDKVTYFPYGMGRMETLWGTDSEEFNPNRWFDSEPGS---------------TRPVLKPISPY 
CYP94B2    349 EVMRLYPPVPWDSKHALTDDRLPDG-------TLVRAGDRVTYFPYGMGRMEELWGEDWDEFKPNRWAESYDKT---------------CCRVLKKVNPF 
CYP94C1    355 ESMRLFPPVQFDSKFALNDDVLSDG-------TFVNSGTRVTYHAYAMGRMDRIWGPDYEEFKPERWLDN--------------------EGKFRPENPV 
CYP94D1    360 ESLRLYPPVPVDIKSCAEDNVLPDG-------TFVGKGWAITYNIFAMGRMESIWGKDCDRFDPERWIDETNGC-------------------FRGEDPS 
CYP94D2    360 ESLRLYPPVPVDTMSCAEDNVLPDG-------TFIGKDWGISYNAYAMGRMESIWGKDCDRFDPERWIDETNGG-------------------FRGENPY 
CYP96A10   380 ESLRLYPPVPFQHKSPTKPDVLPSG-------HKVDANSKILFCLYSLGRMKSVWGEDALEFKPERWISE--------------------SGNSVHEPSY 
CYP96A9    377 EALRLYPPVPFNHKSPAKPDVLPSG-------HKVKANSRILFCLYSLGRMKSVWGEDAMEFKPERWISE--------------------SGRSVHEPSY 
CYP96A1    376 EALRLYPPVPFQHKSPTKSDVLPSG-------HRVDASSKIVFCLYSLGRMKSVWGEDASEFKPERWISE--------------------SGRLIHVPSF 
CYP96A5    369 ESLRLYAPIPFERKTPIKQDVLPSG-------HMVDKNWKILFSVYALGRMRSVWGQDASEFKPERWISER-------------------NGGLKHEPSF 
CYP96A11   371 EAMRLYPPVSFGRKSPIKSDVLPSG-------HKVQANSKIIICLYALGRMRAVWGDDALEFKPERWVSD--------------------KGSLRHEPSF 
CYP96A2    367 EAMRLYPPVSFGRKSPIKSDVLPSG-------HKVDANSKIIICLYALGRMRAVWGEDASQFKPERWISE--------------------NGGIKHEPSF 
CYP96A12   369 ESMRLYPPVAFQRKSPIKPDVLPSG-------HKVEANSVIIIFLFALGRMRAVWGEDATEFKPERWVSE--------------------SGGLRHAPSF 
CYP96A13   364 EAMRLYPPVPFERMSPIKPDVLPSG-------HKVDSSMKILIFIYALGRMRAVWGEDASEFKPERWLSE--------------------TTSLRHEPSF 
CYP96A7    371 ESMRLYPPIPFERKSPIKDDVLPSG-------HKVKSNLNIMIFIYAMGRMKTIWGEDAMEFKPERWISE--------------------TGGLRHEPSY 
CYP96A8    379 ESMRLYPPIPFQRKSPIKEDVLPSG-------HKVKSNINIMIFIYAMGRMKTIWGEDAMEFKPERWISE--------------------TGGVRHEPSY 
CYP96A3    367 ETLRLYPPVPFNHKSPAKPDVLPSG-------HRVDEKWKIVISMYALGRMKSVWGDDAEDFRPERWISD--------------------SGRLKHEPSY 
CYP96A4    366 ETLRLYPSVPFNHKSPAKPDVLPSG-------HKVDKNWRVVIPIYSLGRMKSVWGDDAEDFRPERWISD--------------------SGMLRQESSY 
CYP96A15   360 ESMRLYPPLPFNHKSPAKPDVLPSG-------HKVDANSKIVICIYALGRMRSVWGEDALDFKPERWISD--------------------NGGLRHEPSY 
CYP97A3    431 ESLRLYPQPPVLIRRSIDNDILG--------EYPIKRGEDIFISVWNLHRSPLHWDD-AEKFNPERWPLDGPN-------------------PNETNQNF 
CYP97C1    403 ESMRLYPHPPVLIRRAQVPDILPG-------NYKVNTGQDIMISVYNIHRSSEVWEK-AEEFLPERFDIDGAI-------------------PNETNTDF 
CYP97B3    411 EVLRLFPQPPLLIRRTLKPETLPGGHKGEKEGHKVPKGTDIFISVYNLHRSPYFWDN-PHDFEPERFLRTKESNGIEGWAGFDPSRSPGALYPNEIIADF 
CYP709A1   385 ESLRLYPPATLLPRMAFEDLKLG--------DLTIPKGLSIWIPVLAIHHSEELWGKDANQFNPERFG------------------------GRPFASGR 
CYP709A2   379 ESLRLYPPATLLPRMAFEDIKLG--------DLIIPKGLSIWIPVLAIHHSNELWGEDANEFNPERFT------------------------TRSFASSR 
CYP709B2   381 ESLRLYGPVLNLLRLASEDMKLG--------NLEIPKGTTIILPIAKMHRDKAVWGSDADKFNPMRFANGL---------------------SRAANHPN 
CYP709B3   383 ESLRLYGPVIKISREATQDMKVG--------HLEIPKGTSIIIPLLKMHRDKAIWGEDAEQFNPLRFENGI---------------------SQATIHPN 
CYP709B1   382 ESLRLYGPVSALAREASVNIKLG--------DLEIPKGTTVVIPLLKMHSDKTLWGSDADKFNPMRFANGV---------------------SRAANHPN 
CYP721A1   373 ETLRLYPPAMTLNRDTLKRAKLG--------DLDIPAGTQLYLSVVAMHHDKETWGDDAEEFNPRRFED-------------------------PKKQSA 
CYP72B1    381 ESLRLYPPIVATIRRAKSDVKLG--------GYKIPCGTELLIPIIAVHHDQAIWGNDVNEFNPARFADGV---------------------PRAAKHPV 
CYP72A11   378 EVLRLYPPIPQLSRAIHKEMELG--------DLTLPGGVLINLPILLVQRDTELWGNDAGEFKPDRFKDGL---------------------SKATKNQA 
CYP72A13   379 EVLRLYPPVVQLTRAIHKEMQLG--------DLTLPGGVQISLPILLIQRDRELWGNDAGEFKPDRFKDGL---------------------SKATKNQV 
CYP72A15   378 EVLRLYPPVTQLTRAIHKELKLG--------DLTLPGGVQISLPILLVQHDIELWGNDAAEFNPDRFKDGL---------------------SKATKSQV 
CYP72A10   381 EVLRLYPPVTHLTRAIDKEMKLG--------DLTLPAGVHISLPIMLVQRDPMLWGTDAAEFKPERFKDGL---------------------SKATKSQV 
CYP72A14   378 EVLRLYPPVVQLTRAIHKEMKLG--------DLTLPGGVQISLPVLLVHRDTELWGNDAGEFKPERFKDGL---------------------SKATKNQV 
CYP72A7    378 EVLRLYPPVAQLKRVVNKEMKLG--------ELTLPAGIQIYLPTILVQRDTELWGDDAADFKPERFRDGL---------------------SKATKNQV 
CYP72A9    374 EVLRLYPPVIQMNRATHKEIKLG--------DMTLPGGIQVHMPVLLIHRDTKLWGDDAAEFKPERFKDGI---------------------AKATKNQV 
CYP72A8    380 EVLRLYPPGILLGRTVEKETKLGE-------DMTLPGGAQVVIPVLMVHRDPELWGEDVHEFNPERFADGI---------------------SKATKNQV 
CYP72C1    375 EVLRLYSPAYFTCRITKQEVKLE--------RFSLPEGVVVTIPMLLVHHDSDLWGDDVKEFKPERFANGV---------------------AGATKGRL 
CYP715A1   385 EVLRLYPPAPNAQRQARNDIEVN--------GRVIPNGTNIWIDVVAMHHDVELWGDDVNEFKPERFDGNL---------------------HGGCKNKM 
CYP714A1   398 ETLRLYPPAAFVSREALEDTKLG--------NLVVPKGVCIWTLIPTLHRDPEIWGADANEFNPERFSEGV---------------------SKACKHPQ 
CYP714A2   395 ETMRLYPPAPIVGREASKDIRLG--------DLVVPKGVCIWTLIPALHRDPEIWGPDANDFKPERFSEGI---------------------SKACKYPQ 
CYP74A     379 ECLRFEPPVTAQYGRAKKDLVIESHD----AAFKVKAGEMLYGYQPLATRDP-KIFDRADEFVPERFVGEEGEKLLR---------------HVLWSNGP 
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CYP74B2    360 ETMRFSPPVPLQFARARKDFQISSHD----AVFEVKKGELLCGYQPLVMRDA-NVFDEPEEFKPDRYVGETGSELLN---------------YLYWSNGP 
CYP722A1   347 ESLRMASVVPWFPRLVLQDCEMEG--------YKIKKGWNINIDARSIHLDP-TVYSEPHKFNPLRFEEEAKAN-------------------------- 
CYP711A1   385 EAMRFYMVSPLVARETAKEVEIGG--------YLLPKGTWVWLALGVLAKDP-KNFPEPEKFKPERFDPNGEEEKHR--------------------HPY 
consensus  501 *..*......   . .  .  .            ....  .   .  . .   ... .  .. *.*.                                  
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CYP51      424 -YISLGAGRHECPGGSFAFLQIKAVWCHLLRNFELELVSP-----FPEINWNALVVGAKGNVMVRYKRRPFS---------------------------- 
CYP51A2    423 -YIAFGGGRHGCLGEPFAYLQIKAIWSHLLRNFELELVSP-----FPEIDWNAMVVGVKGNVMVRYKRRQLS---------------------------- 
CYP710A1   424 -FLAFGWGPHQCVGQRYALNHLVLFIAMFSSLLDFKRLRS---DGCDEIVYCPTISPKDGCTVFLSRRVAKYPNFS------------------------ 
CYP710A2   429 -YLAFGWGAHQCVGQRYALNHLVLFIAMFSSLFDFKRLQS---DGCDDIIYCPTISPKDGCTVFLSKRIVTYPNL------------------------- 
CYP710A3   425 -FLTFGIGSHQCVGQRYALNHLVLFIAMFSSMFDFKRVRS---DGCDEIVHIPTMSPKDGCTVFLSSRLVTSP--------------------------- 
CYP710A4   425 -FLTFGNGSHQCVGQRYAMNHLVLFIAMFSSMFDFKRVRS---DGCDDIVHIPTMSPKDGCTVFLSSRLVTSP--------------------------- 
CYP702A1   406 TYIPFGAGSRQCVGAEFAKLQMAIFIHHLSR-DRWSMKIG---TTILRNFVLMFPNGCEVQFLKDTEVDNSSGSNPDCCNG------------------- 
CYP702A2   410 TFIPFGAGRRLCVGAEFAKMQMAVFIHHLFR-YRWSMKSG---TTIIRSFMLMFPGGCDVQISEDTEVDK------------------------------ 
CYP702A8   420 NYIPFGAGPRLCVGAYFAKLLMAIFIHHLCR-YRWSMKAE---VTVTRSYMLMFPRGCDVQISKDTQEHDSDG--------------------------- 
CYP702A5   409 TYLPFGSGTRLCVGAEFVKLQMAIFIHHLFR-YRWSMKAE---TTLLRRFILVLPRGSDVQIS------------------------------------- 
CYP702A6   412 TYIPFGSGSRLCVGAEFVKLKMAIFIHHLSR-YRWSMKTE---TTLLRRFVLILPRGSDVQILEDTKAK------------------------------- 
CYP702A3   413 EYMPFGAGGTHCVGSEFAKLIIAILLHHLSR-FRWSLDPK---TEVLRRYTLVFPAGCVVHISKESE--------------------------------- 
CYP708A2   418 TFMVFGGGVRQCVGAEFARLQISIFIHHLVTTYDFSLAQE---SEFIRAPLPYFPKGLPIKISQSL---------------------------------- 
CYP708A3   415 TFMAFGYGVRLCVGAEFSRLQMAIFLHHLVAYYDFSMVQD---SEIIRSPFHQYTKDLLINISQSPTK-------------------------------- 
CYP708A4   415 TFMVFGTGLRQCAGAEFARLQISVFLHHLVTTYNFSLHQD---CEVLRVPAAHLPNGISINISKCPKK-------------------------------- 
CYP708A1   435 TFMAFGGGARLCAGAEFARLQMAIFLHHLVTTYDFSLIDK---SYIIRAPLLRFSKPIRITISENPLSSSHQNANLF----------------------- 
CYP87A2    409 HFMAFGGGMRFCVGTDFTKLQMAAFLHSLVTKYRWEEIKG---GNITRTPGLQFPNGYHVKLHKKRD--------------------------------- 
CYP720A1   419 FYCPFGGGTRFCPGAELARLQIALFLHYFITTYKS-------------------VHVMLLKYVCLRL--------------------------------- 
CYP724A1   414 -TTAFGGGVRVCPGGELGKLQIAFFLHHLVLSYRWKIKSD---EMPIAHPYVEFKRGMLLEIEPTKFLED------------------------------ 
CYP90A1    407 VFTPFGGGPRLCPGYELARVALSVFLHRLVTGFSWVPAEQ---DKLVFFPTTRTQKRYPIFVKRRDFAT------------------------------- 
CYP90B1    451 NYMPFGGGPRLCAGSELAKLEMAVFIHHLVLKFNWELAED---DKPFAFPFVDFPNGLPIRVSRIL---------------------------------- 
CYP90C1    452 CFTPFGGGQRLCPGLELSKLEISIFLHHLVTRYSWTAEE----DEIVSFPTVKMKRRLPIRVATVDDSASPISLEDH----------------------- 
CYP90D1    432 -FSPFGGGQRLCPGLDLARLETSVFLHHLVTRFRWIAEE----DTIINFPTVHMKNKLPIWIKRI----------------------------------- 
CYP85A1    406 -CFVFGGGTRLCPGKELGIVEISSFLHYFVTRYRWEEIGG---DELMVFPRVFAPKGFHLRISPY----------------------------------- 
CYP85A2    402 -FLLFGGGVRLCPGKELGISEVSSFLHYFVTKYRWEENGE---DKLMVFPRVSAPKGYHLKCSPY----------------------------------- 
CYP707A1   401 -FMPFGNGTHSCPGNELAKLEMSIMIHHLTTKYRCVCVYY---LLI-TFSFTHFVLFFQIYV-------------------------------------- 
CYP707A3   401 -FMPFGSGIHSCPGNELAKLEISVLIHHLTTKYRWSIVGP---SDG-IQYGPFALPQNGLPIALERKP-------------------------------- 
CYP707A2   421 -YMPFGNGVHSCPGSELAKLEMLILLHHLTTSFRWEVIGD---EEG-IQYGPFPVPKKGLPIRVTPI--------------------------------- 
CYP707A4   405 -FMPFGSGVHACPGNELAKLQILIFLHHLVSNFRWEVKGG---EKG-IQYSPFPIPQNGLPATFRRHSL------------------------------- 
CYP88A3    429 -FLPFGAGSHLCPGNDLAKLEISIFLHHFLLKYQVKRSNP---ECP-VMYLPHTRPTDNCLARISYQ--------------------------------- 
CYP88A4    426 -FLPFGLGSHLCPGNDLAKLEISIFLHHFLLKYRVERSNP---GCP-VMFLPHNRPKDNCLARITRTMP------------------------------- 
CYP716A1   414 -YVPFGGGPRMCPGKEYARLEILIFMHNLVNRFKWEKVFP---NENKIVVDPLPIPDKGLPIRIFPQS-------------------------------- 
CYP716A2   410 -YVPFGGGSRICPGREYARLEILIFMHNLVKRFKWEKVFP---KENKLVADPAPIPAKGLPIRIFPQS-------------------------------- 
CYP718     422 -YLPFGGGPRLCAGHQLAKISILVFMHFVVTGFDWSLVYP---DET-ISMDPLPFPSLGMPIKISPKVS------------------------------- 
CYP704A1   438 KFISFHAGPRICIGKDFAYRQMKIVSMALLHFFRFKMADE--NSKVSYKKMLTLHVDGGLHLCAIPRTST------------------------------ 
CYP704A2   444 KFISFHAGPRICLGKDFAYRQMKIVSMALLHFFRFKMADE--NSKVYYKRMLTLHVDGGLHLCAIPRTST------------------------------ 
CYP704B1   438 KFTAFQAGPRICLGKDSAYLQMKMAMAILCRFYKFHLVP---NHPVKYRMMTILSMAHGLKVTVSRRS-------------------------------- 
CYP86A2    448 RFVAFNAGPRICLGKDLAYLQMKTIAAAVLLRHRLTVAP---GHKVEQKMSLTLFMKNGLLVNVHKRDLEVMMKSLVPKERNDVVVLNGKCNGGIGEGVA 
CYP86A4    450 RFVAFNAGPRICLGKDLAYLQMKTIAAAVLLRHRLTVVP---GHKVEQKMSLTLFMKNGLLVNLYKRDLQGIIKSLVVKKSD--GVSNGQCNGVIGEGVA 
CYP86A8    447 KFVAFNAGPRICLGKDLAYLQMKSIASAVLLRHRLTVVT---GHKVEQKMSLTLFMKYGLLVNVHERDLTAIAADLRECKSN-------VVNDGVGNGVS 
CYP86A7    444 KFVAFNAGPRICLGKDLAYLQMKSITASILLRHRLTVAP---GHRVEQKMSLTLFMKFGLKMDVHKRDLTLPVEKVVNEMRKK----------------- 
CYP86A1    445 KFVAFNAGPRTCLGKDLAYNQMKSVASAVLLRYRVFPVP---GHRVEQKMSLTLFMKNGLRVYLQPRGEVLA---------------------------- 
CYP86B1    477 KFTAFNGGPRLCLGKDFAYYQMKSTAAAIVYRYKVKVVN---GHKVEPKLALTMYMKHGLMVNLINRSVSEIDQYYAKSFDEGYIN-------------- 
CYP86B2    475 KFTAFNGGPRLCLGKDFAYYQMRYVAAAIIYRYKVRVDDKG-GHKVEPKMALTMYMKHGLKVNMVKRSVSEIDHYYC----------------------- 
CYP86C3    454 KYVVFNAGPRLCLGKTFAYLQMKTIAASVLSRYSIKVAK---DHVVVPRVTTTLYMRHGLKVTISSKSLEEKIHVQD----------------------- 
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CYP86C4    454 KYVVFNAGPRLCIGKTFAYLQMKMIAASVLLRYSIKVVQ---DHVIAPRVTTNLYMKYGLKVTITPRSLEEKKLESCSM--------------------- 
CYP86C2    462 KYVVFNAGPRLCLGKTFAYLQMKMVAASILLNYSIKVDQ---DHVVVPRVTTTLYMKHGLKVRITPRSLEEKKQDS------------------------ 
CYP86C1    457 KYVVFNGGPRLCVGKKFAYTQMKMVAAAILMRYSVKVVQ---GQEIVPKLTTTLYMKNGMNVMLQPRDW------------------------------- 
CYP94B1    439 KFPVFQAGPRVCIGKEMAFTQMKYVVGSVLSRFKIIPVC---NNRPVFVPLLTAHMAGGLKVKIKRREQCDSMYI------------------------- 
CYP94B3    436 KFPVFQAGPRVCVGKEMAFMQMKYVVGSVLSRFEIVPVN---KDRPVFVPLLTAHMAGGLKVKIKRRSHILNNV-------------------------- 
CYP94B2    427 KFPVFQAGPRVCLGEEMAYVQMKYIVASILDRFEIEPIP---TDKPDFVPMLTAHMAGGMQVRVHRRDPSLSP--------------------------- 
CYP94C1    428 KYPVFQAGARVCIGKEMAIMEMKSIAVAIIRRFETRVASPETTETLRFAPGLTATVNGGLPVMIQERS-------------------------------- 
CYP94D1    434 KFPAFHAGPRMCVGKDMAYIQMKSIVAAVLERFVVEVPGK---ERPEILLSMTLRIKGGLFARVQERS-------------------------------- 
CYP94D2    434 KFPAFHAGPRMCLGKEMAYIQMKSIVAAVLERFVVEVPGKK--ERPEILMSVTLRIRGGLNVRVQERS-------------------------------- 
CYP96A10   453 KFLSFNAGPRTCLGKEVAMMQMKSVAVKIIQNYEMKIVE--GQQ-IEPAPSVILHMKHGLKVTVTKRCLV------------------------------ 
CYP96A9    450 KFLSFNAGPRTCLGKEVAMTQMKTVAVKIIQNYDINVVE--GHK-IKPAPSVILHMKHGLKVTVSKRCLS------------------------------ 
CYP96A1    449 KFLSFNAGPRTCLGKEVAMTQMKTVAVKIIQNYEIKVVE--GHK-IEPVPSIILHMKHGLKVTVTKRSNLL----------------------------- 
CYP96A5    443 KFFVFNSGPRNCLGKNLSFLQMKTVAVEIIRNYDIKVVE--GHK-IEPASSIILHMKHGLKVTVSKRGLVS----------------------------- 
CYP96A11   444 KFLSFNSGPRTCLGKHLAMTQMKMVAVEILHNYEIKVIK--GQK-IKPVLGFILSMKHGLRITITKRCPY------------------------------ 
CYP96A2    440 KFLSFNAGPRTCLGKHLAMTQMKIVAVEILRNYDIKVLQ--GQK-IVPALGFILSMKHGLQITVTKRCSA------------------------------ 
CYP96A12   442 KFLSFNAGPRTCPGKQLAMTLMKTVVVEILQNYDIDVIK--GQK-IEPEPGLMLHMKHGLRVTITKRCSA------------------------------ 
CYP96A13   437 KFLAFNAGPRSCIGKQLAMTLMKIVVVEILQNYDIKVVK--GQKKIEPAPGPILRMKHGLRVTLTKKC-------------------------------- 
CYP96A7    444 KFFSFNAGPRTCLGKNLAMNLMKTVIVEILQNYEIKIVS--GQK-IEAKPGLVLHMKHGLKVTMTMKCSSLE---------------------------- 
CYP96A8    452 KFLSFNAGPRTCLGKNLAMNLMKTVIVEILQNYEIKIVS--GQK-IEPKPGLILHMKHGLKVTMTKKCSS------------------------------ 
CYP96A3    440 KFLAFNAGPRACLGKKLTFLQMKTVAAEIIRNYDIKVVE--GHK-TEPVPSVLFRMQHGLKVNITRI--------------------------------- 
CYP96A4    439 KFLAFNAGPRTCLGKRLTFLQMKTVAVEIIRNYDIKVVE--GHK-PKPVPSVLLRMQHGLKVSVTKI--------------------------------- 
CYP96A15   433 KFMAFNSGPRTCLGKNLALLQMKMVALEIIRNYDFKVIE--GHK-VEPIPSILLRMKHGLKVTVTKKI-------------------------------- 
CYP97A3    503 SYLPFGGGPRKCIGDMFASFEVAIAMLIRRFNFQIAPG----APPVKMTTGATIHTTEGLKLTVTKRTKPLDIPSVPILPMDTSRDEVSSALS------- 
CYP97C1    476 KFIPFSGGPRKCVGDQFALMEAIVALAVFLQRLNVELVP---DQTISMTTGATIHTTNGLYMKVSQR--------------------------------- 
CYP97B3    510 AFLPFGGGPRKCIGDQFALMESTVALAMLFQKFDVELRGT--PESVELVSGATIHAKNGMWCKLKRRSK------------------------------- 
CYP709A1   453 HFIPFAAGPRNCIGQQFALMEAKIILATLISKFNFT-ISK--NYRHAPIVVLTIKPKYGVQVILKPLVS------------------------------- 
CYP709A2   447 HFMPFAAGPRNCIGQTFAMMEAKIILAMLVSKFSFA-ISE--NYRHAPIVVLTIKPKYGVQLVLKPLDL------------------------------- 
CYP709B2   452 ALLAFSMGPRACIGQNFAIMEAKTVLAMILQRFRLN-LSA--DYKHAPADHLTLQPQYDLPVILEPIDG------------------------------- 
CYP709B3   454 ALLPFSIGPRACIAKNFAMVEAKTVLTMILQQFQLS-LSP--EYKHTPVDHFDLFPQYGLPVMLHPLG-------------------------------- 
CYP709B1   453 ALLAFSVGPRACIGQNFVMIEAKTVLTMILQRFRFISLCD--EYKHTPVDNVTIQPQYGLPVMLQPLED------------------------------- 
CYP721A1   440 LLVPFGLGPRTCVGQNLAVNEAKTVLATILKYYSFR-LSP--SYAHAPVLFVTLQPQNGAHLLFTRISS------------------------------- 
CYP72B1    452 GFIPFGLGVRTCIGQNLAILQAKLTLAVMIQRFTFH-LAP--TYQHAPTVLMLLYPQHGAPITFRRLTNHED---------------------------- 
CYP72A11   449 SFFPFAWGSRICIGQNFALLEAKMAMALILQRFSFE-LSP--SYVHAPYTVFTIHPQFGAPLIMHKL--------------------------------- 
CYP72A13   450 SFFPFAWGPRICIGQNFALLEAKMAMTLILRKFSFE-LSP--SYVHAPYTVLTTHPQFGAPLILHKL--------------------------------- 
CYP72A15   449 SFFPFAWGPRICIGQNFALLEAKMAMALILRRFSFE-ISP--SYVHAPYTVITIHPQFGAQLIMHKL--------------------------------- 
CYP72A10   452 SFFPFAWGPRICIGQNFAMLEAKMAMALILQTFTFE-LSP--SYVHAPQTVVTIHPQFGAHLILRKL--------------------------------- 
CYP72A14   449 SFFPFAWGPRICIGQNFTLLEAKMAMSLILQRFSFE-LSP--SYVHAPYTIITLYPQFGAHLMLHKL--------------------------------- 
CYP72A7    449 SFFPFGWGPRICIGQNFAMLEAKMAMALILQKFSFE-LSP--SYVHAPQTVMTTRPQFGAHLILHKL--------------------------------- 
CYP72A9    445 CFLPFGWGPRICIGQNFALLEAKMALALILQRFSFE-LSP--SYVHSPYRVFTIHPQCGAHLILHKL--------------------------------- 
CYP72A8    452 SFLPFGWGPRFCPGQNFALMEAKMALVLILQRFSFE-LSP--SYTHAPHTVLTLHPQFGAPLIFHML--------------------------------- 
CYP72C1    446 SFLPFSSGPRTCIGQNFSMLQAKLFLAMVLQRFSVE-LSP--SYTHAPFPAATTFPQHGAHLIIRKL--------------------------------- 
CYP715A1   456 GYMPFGFGGRMCIGRNLTTMEYKIVLSLVLSRFEIS-VSP--GYRHSPTYMLSLRPGYGLPLIIRPL--------------------------------- 
CYP714A1   469 SFVPFGLGTRLCLGKNFGMMELKVLVSLIVSRFSFT-LSP--TYQHSPVFRMLVEPQHGVVIRVLRQ--------------------------------- 
CYP714A2   466 SYIPFGLGPRTCVGKNFGMMEVKVLVSLIVSKFSFT-LSP--TYQHSPSHKLLVEPQHGVVIRVV----------------------------------- 
CYP74A     459 ETETPTVGNKQCAGKDFVVLVARLFVIEIFRRYDSFDIEV------GTSPLGSSVNFSSLRKASF----------------------------------- 
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CYP74B2    440 QTGTPSASNKQCAAKDIVTLTASLLVADLFLRYDTITGDS------GSIKAVVKAK-------------------------------------------- 
CYP722A1   412 SFLAFGMGGRTCLGLALAKAMMLVFLHRFITTYRWEVVDE---DPSIEKWTLFARLKSGYPIRVSRRL-------------------------------- 
CYP711A1   456 AFIPFGIGPRACVGQRFALQEIKLTLLHLYRNYIFRHSLE-MEIPLQLDYGIILSFKNGVKLRTIKRF-------------------------------- 
consensus  601  .. ...... *.. ... . .....  .. .. . ..             . .    .. . .                                     
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CYP51          ---------- 
CYP51A2        ---------- 
CYP710A1       ---------- 
CYP710A2       ---------- 
CYP710A3       ---------- 
CYP710A4       ---------- 
CYP702A1       ---------- 
CYP702A2       ---------- 
CYP702A8       ---------- 
CYP702A5       ---------- 
CYP702A6       ---------- 
CYP702A3       ---------- 
CYP708A2       ---------- 
CYP708A3       ---------- 
CYP708A4       ---------- 
CYP708A1       ---------- 
CYP87A2        ---------- 
CYP720A1       ---------- 
CYP724A1       ---------- 
CYP90A1        ---------- 
CYP90B1        ---------- 
CYP90C1        ---------- 
CYP90D1        ---------- 
CYP85A1        ---------- 
CYP85A2        ---------- 
CYP707A1       ---------- 
CYP707A3       ---------- 
CYP707A2       ---------- 
CYP707A4       ---------- 
CYP88A3        ---------- 
CYP88A4        ---------- 
CYP716A1       ---------- 
CYP716A2       ---------- 
CYP718         ---------- 
CYP704A1       ---------- 
CYP704A2       ---------- 
CYP704B1       ---------- 
CYP86A2    545 VNAAVAVAV- 
CYP86A4    545 VYLNTGVAVV 
CYP86A8    537 S--------- 
CYP86A7        ---------- 
CYP86A1        ---------- 
CYP86B1        ---------- 
CYP86B2        ---------- 
CYP86C3        ---------- 
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CYP86C4        ---------- 
CYP86C2        ---------- 
CYP86C1        ---------- 
CYP94B1        ---------- 
CYP94B3        ---------- 
CYP94B2        ---------- 
CYP94C1        ---------- 
CYP94D1        ---------- 
CYP94D2        ---------- 
CYP96A10       ---------- 
CYP96A9        ---------- 
CYP96A1        ---------- 
CYP96A5        ---------- 
CYP96A11       ---------- 
CYP96A2        ---------- 
CYP96A12       ---------- 
CYP96A13       ---------- 
CYP96A7        ---------- 
CYP96A8        ---------- 
CYP96A3        ---------- 
CYP96A4        ---------- 
CYP96A15       ---------- 
CYP97A3        ---------- 
CYP97C1        ---------- 
CYP97B3        ---------- 
CYP709A1       ---------- 
CYP709A2       ---------- 
CYP709B2       ---------- 
CYP709B3       ---------- 
CYP709B1       ---------- 
CYP721A1       ---------- 
CYP72B1        ---------- 
CYP72A11       ---------- 
CYP72A13       ---------- 
CYP72A15       ---------- 
CYP72A10       ---------- 
CYP72A14       ---------- 
CYP72A7        ---------- 
CYP72A9        ---------- 
CYP72A8        ---------- 
CYP72C1        ---------- 
CYP715A1       ---------- 
CYP714A1       ---------- 
CYP714A2       ---------- 
CYP74A         ---------- 
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CYP74B2        ---------- 
CYP722A1       ---------- 
CYP711A1       ---------- 
consensus  701            
 


