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CYP51A1   -------------------------------MDWDY-YTLLKTSVAIIIVFVVAKLITSSKSKKKTSV------------VPLPPVLQAWPPFIGSLIRF 
CYP51A2   -------------------------------MELDSENKLLKTGLVIVATLVIAKLIFSFFTSD-SKK------------KRLPPTLKAWPPLVGSLIKF 
CYP710A1  --------------------------------MVFSVSIFASLAPYLISAFLLFLLVEQLSYLFKKRN------------IPGPFFVPPIIGNAVALVRD 
CYP710A2  --------------------------------MVFSVSIFASLAPYLVSALLLFFLIEQLSYLVKKRN------------LPGPLFVPPIIGNAISLVRD 
CYP710A3  --------------------------------MVSSVSLFASLTPYLVSALLLFLLLEQLFYRLKKRN------------LPGPLFVFPIIGNVVALIRD 
CYP710A4  --------------------------------MVSSVSLFASLTPYLVSALLLFLLLEQLFYRVKKRN------------LPGPLFVFPIIGNVVALIRD 
CYP702A1  ---------------------------------MVEVYELLT-VMVSLIVVKLFHWIYQSKNPKPNEK------------LPPGSMGFPIIGETFEFMKP 
CYP702A2  ---------------------------------MVEFHELLT-VMVSLFLVKIFHWVYQWRNPKTNGK------------LPPGSMGFPFIGETFEFFKP 
CYP702A8  ---------------------------------MVDVYKLWI-VIVSLIVVKLFHLIYQWSNPKCNGK------------LPPGSMGYPIIGETIEFMKP 
CYP702A5  ---------------------------------MVEVYEFWA-VIVSLIVVKLCHWIYQWKNPKGNGK------------LPPGSMGYPIIGETFEFMKL 
CYP702A6  ---------------------------------MVDLYEFWA-VIVSLIVVKLCHSIYQWRNPKSNGE------------LPPGSMGYPIIGETFEFMKP 
CYP702A3  ---------------------------------MSEIYVLALSVVFSLIVVKLCHWVYQWSNPKCKGK------------LPPGSMGFPIIGETFEFMTP 
CYP708A2  ---------------------------------MSFVWSAAV-WVIAVAAVVISKWLYRWSNPKCNGK------------LPPGSMGLPIIGETCDFFEP 
CYP708A3  ---------------------------------MSSIWNVAM-LMVALVVVRISHWLYRWSNPKCPGK------------LPPGSMGFPIIGETLDFFKP 
CYP708A4  ---------------------------------MNLFWNTGF-CVIVLVVARVGHWWYQWSNPKSNGK------------LPPGSMGFPIIGETLDFFKP 
CYP708A1  ------------------------MNNLISLDIMKEMWGVALSFVIALVVVKISLWLYRWANPNCSGK------------LPPGSMGFPVIGETVEFFKP 
CYP87A2   --------------------------------------MWALLIWVSLLLISITHWVYSWRNPKCRGK------------LPPGSMGFPLLGESIQFFKP 
CYP90A1   ------------------------------------MAFTAFLLLLSSIAAGFLLLLRRTRYR--RMG------------LPPGSLGLPLIGETFQLIGA 
CYP90B1   ------------------------------MFETEHHTLLPLLLLPSLLSLLLFLILLKRRNRKTRFN------------LPPGKSGWPFLGETIGYLKP 
CYP90C1   MQPPASAGLFRSPENLPWPYNYMDYLVAGFLVLTAGILLRPWLWLRLRNSKTKDGDEEEDNEEKKKGM------------IPNGSLGWPVIGETLNFIAC 
CYP90D1   MDTSSSLLFFS------------------FFFFIIIVIFNKINGLRSSPASKKKLNDHHVTSQSHGPK------------FPHGSLGWPVIGETIEFVSS 
CYP724A1  ---------------------------------MLVLSIFLSLGLFFLSILILYISISKKNETNDHHS------------SLTGSMGWPFIGETISFFKP 
CYP720A1  --------------------------MAESAGESYRLLSVSSSTTFLAFIIIFLLAGIARRKRRAPHR------------LPPGSRGWPLIGDTFAWLNA 
CYP85A1   -----------------------------------MGAMMVMMGLLLIIVSLCSALLRWNQMRYTKNG------------LPPGTMGWPIFGETTEFLKQ 
CYP85A2   --------------------------------------MMMILGLLVIIVCLCTALLRWNQMRYSKKG------------LPPGTMGWPIFGETTEFLKQ 
CYP707A1  -------------------------MDISALFLTLFAGSLFLYFLRCLISQ--------RRFGSSKLP------------LPPGTMGWPYVGETFQLY-- 
CYP707A3  -------------------------MDFSGLFLTLSAAALFLCLLRFIAGV--------RRSSSTKLP------------LPPGTMGYPYVGETFQLY-- 
CYP707A2  --------------------MQISSSSSSNFFSSLYADEPALITLTIVVVVVVLLFKWWLHWKEQRLR------------LPPGSMGLPYIGETLRLY-- 
CYP707A4  --------------------------MAEIWFLVVPILILCLLLVRVIVSK---------KKKNSRGK------------LPPGSMGWPYLGETLQLY-- 
CYP88A3   ------------------------MAETTSWIPVWFPLMVLGCFGLNWLVRKVNVWLYESSLGENRHY------------LPPGDLGWPFIGNMLSFLRA 
CYP88A4   ------------------------MTETG-LILMWFPLIILGLFVLKWVLKRVNVWIYVSKLGEKKHY------------LPPGDLGWPVIGNMWSFLRA 
CYP716A1  -----------------------------MYMAIMIILFLSSILLSLLLLLRKHLSHFSYPNLP------------------PGNTGLPLIGESFSFLSA 
CYP716A2  ------------------------------MYLTIIFLFISSIIFPLLFFLGKHLSNFRYPNLP------------------PGKIGFPLIGETLSFLSA 
CYP718    ------------------------MVLEPNFVLSWVFLCIAATISSTLFFFRKKHHRFITKKIQKKKK------------LLPGEMGLPWIGETMDFYKA 
CYP71A12  -----------------------------------MEMILMVSLCLTTLITL-FLLKQFLKRT-ANKV-----------NLPPSPWRLPLIG----NLHQ 
CYP71A13  -----------------------------------MEMILSISLCLTTLITL-LLLRRFLKRT-ATKV-----------NLPPSPWRLPVIG----NLHQ 
CYP71A18  -----------------------------------MEMTLMVSLCLTTLLTL-LLLKKFLKRT-AKKV-----------NLPPSPWRIPVIG----NLHQ 
CYP71A14  ------------------------------------MEMIIISLCLATILAL-LLLKQFLNRTYTAKV-----------NLPPSPWRVPVIG----NLHQ 
CYP71A15  ------------------------------------MEIIIISLCLATILAF-LLLKPLLNRT-VAKD-----------NLPPSPWRVPVIG----NLHQ 
CYP71A28  --------------------------------------MILISLCFTTFLAF-LFLNPLLKRTTTTKP-----------NQPPSPWRLPVIG----YLHQ 
CYP71A19  ------------------------------------MEIILVTLCLTTLLAL-LLLKSILKRTTTNNL-----------NLPPSPWRLPVIG----NLHQ 
CYP71A20  --------------------------------------MILITLCLTTLLA--LLLKSILKRTATKNF-----------NLPPSPWRLPVIG----NLHQ 
CYP71A16  -----------------------------------MEMMILISLCLTTFLTILLFFKSLLKRPNS--------------NLPPSPWRLPVIG----NLHQ 
CYP71A27  ------------------------------------MEMILISLCLTTLLAF-LFLKPLLKRITTTKP-----------KLPPSPWRLPVIG----NLHQ 
CYP71A21  -----------------------------------MESMTMIILQSLIIFITILFFK---KQKRGKKS-----------NTPRSPPRLPLIG----NLHQ 
CYP71A22  -----------------------------------MESMIRIILLSLIIFITILFFI---KQKKGKKS-----------NTPASPPRLPLIG----NLHQ 
CYP71A24  ------------------------------------MMMMIILLLCSIILITILFFK---KQSRGKKS-----------NAPPSPPRLPLIR----NLHQ 
CYP71A26  ------------------------------------MMIMFFLLCSIIFVVTIIIFR---KQKRGKKR-----------NTLPSPPGLPLIG----NLHQ 
CYP71A25  -------------------------------------MMMMIILLWSIIFMTILFLK---KQLSGKKG-----------KTPPSPPGLPLIG----NLHQ 
CYP71A23  --------------------------------------MILFLCLIILFIITILFFK---KHKTVNKI-----------INFPSPPRLPLIG----NLHQ 
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CYP71B26  ---------------------------------------MDSIWILSLLFFIIFLLLAAFKRKNHGKH-----------RRIPSPPGFPIIG----NLHQ 
CYP71B33  ---------------------------------------MVNILILSLLFLVILLLLTAFKRAKRRQH-----------RPIPSPPGFPIIG----NLHQ 
CYP71B34  ---------------------------------------MTNIWLLSLIFVICILVAVFNHKNRRNYQ-----------RTPPSPPGCPIIG----NLHQ 
CYP71B35  ---------------------------------------MAHIWLLPLIFLVCILLAVFNHKKHPKYR-----------QFP-CPPGFPIIG----NLHQ 
CYP71B36  ---------------------------------------MATILFLSLLFLSCILLAAFTHKKRQQHQ-----------RKPPSPPGFPIIG----NLHQ 
CYP71B37  ---------------------------------------MATIWFLPLLFLSCLLLAALRLKKRRQHQ-----------RKPPSPPGFPIIG----NLHQ 
CYP71B9   ---------------------------------------MATIWFLSLLFLCCILLAAFKHKKRRTNQ-----------QQPPSPPGFPIIG----NLHQ 
CYP71B10  ---------------------------------------MTVLWFVSLILLISILLVAVKHSKRR-WV-----------RQPPSPPGLPIIG----NLHQ 
CYP71B11  ----------------------------------------MSLWYIIVAFVFFSTIIIVR-NTRKTKK-----------NLPPGPPRLPIIG----NLHQ 
CYP71B12  ----------------------------------------MSLWYIIVAFVFFSSMIIVR-IIRKTKK-----------NLPPGPPRLPIIG----NLHQ 
CYP71B14  ----------------------------------------MIWWFIVGASFFFAFILIAK-DTRTTKK-----------NLPPGPPRLPIIG----NLHQ 
CYP71B13  ----------------------------------------MSLWYIIVVFVFFASIFIAK-NTRKTKK-----------NLPPGPPRLPIIG----NLHQ 
CYP71B6   ----------------------------------MSLFSFPISTELLPWLLLLLIPPLLIFFLLRSPK-----------NLPPGPPRLPILG----NIHQ 
CYP71B28  --------------------------------------MSVFLCFLCLLPLILIFL----KNLKPSKW-----------KLPPGPKKLPIIG----NLHQ 
CYP71B29  --------------------------------------MAIILCFLILLPLILIFL----KKLKHSKW-----------KLPPGPPKLPFIG----NLHQ 
CYP71B15  --------------------------------------MSVFLCFLVLLPLILIFL----NVLKPSKY-----------KLPPGPKKLPIIG----NLHQ 
CYP71B23  --------------------------------------MSIFLCFLLLLLLLLVTI-IFTRKSQSSKL-----------KLPPGPPKLPIIG----NLHY 
CYP71B7   --------------------------------------MSILLCFLCLLPVFLVSLSILSKRLKPSKW-----------KLPPGPKTLPIIG----NLHN 
CYP71B16  --------------------------------------MAISLLCLFLITLVSLI--FVVKKIKHSKW-----------DLPPSPPTFPVIG----NLHQ 
CYP71B17  --------------------------------------MAISLLCLFLITFVSLT--IVGCKIKRSIW-----------NLPPSPPKLPVIG----NLHQ 
CYP71B18  --------------------------------------MAISLLLSFLIAFASLI--FLGKKIKRSKW-----------NFPPSPPKFPVIG----NLHQ 
CYP71B19  --------------------------------------MAISFLCVFLITFVSLI--FFAKKIKRSKW-----------NLPPSPPKFPVIG----NLHQ 
CYP71B20  --------------------------------------MAISFLCFCLITLASLI--FFAKKIKHLKW-----------NLPPSPPKFPVIG----NLHQ 
CYP71B2   ---------------------------------------MTILLCFFLVSLLTIVSSIFLKQNKTSKF-----------NLPPSPSSLPIIG----NLHH 
CYP71B27  ---------------------------------------MAILFCFFLVSLVTLVSSIFFKQIKNTKF-----------NLPPSPPSLPIIG----NLHH 
CYP71B21  --------------------------------------MSIFLCFLLLLPLFLVFY----KRLLPSKG-----------KLPPGPISLPIIG----NLHQ 
CYP71B22  --------------------------------------MSISLYFLLLLPLFLIFF----KKLSPSKG-----------KLPPGPLGLPIIG----NLHQ 
CYP71B38  --------------------------------------MSIFLCFLLLLPLSLILF----KKLLPSKG-----------KLPPGPIGLPIIG----NLHQ 
CYP71B5   --------------------------------------MSIFLCFLLLLPLSLIFL----KKLLPSKG-----------KLPPGPKGLPIIG----NLHQ 
CYP71B31  --------------------------------------MSMFLGLLFLFPLFFILF----KNLLPPRK-----------KLPPGPTGLPLIG----NLHQ 
CYP71B8   ------------------------------------MIKSILLCFFFLFPLLLTLF----KKLLPSKW-----------KLPPGPTGLPIIG----NLHQ 
CYP71B32  -------------------------------------MSIFLLCILFLFPLFQIIF----KKLLPSKS-----------KLPPGPTGLPIIG----NLHQ 
CYP71B24  --------------------------------------MSILLYFIAL------LSLIIIKKIKDSNR-----------NLPPSPLKLPVIG----NLYQ 
CYP71B3   --------------------------------------MSILLYFFFLPVI---LSLIFMKKFKDSKR-----------NLPPSPPKLPIIG----NLHQ 
CYP71B25  --------------------------------------MAILQSFLLLLSLPFLFTLIYTKKMKESKR-----------NLPPGPAKLPIVG----NLHQ 
CYP71B4   --------------------------------------MVSLLSFFLLLLVPIFFLLIFTKKIKESKQ-----------NLPPGPAKLPIIG----NLHQ 
CYP83A1   ----------------------------------------MEDIIIGVVALAAVLLFFLYQKPKTKRY-----------KLPPGPSPLPVIG----NLLQ 
CYP83B1   -----------------------------------------MDLLLIIAGLVAAAAFFFLRSTTKKSL-----------RLPPGPKGLPIIG----NLHQ 
CYP84A1   ----------------------------MESSISQTLSKLSDPTTSLVIVVSLFIFISFITRRRR--P-----------PYPPGPRGWPIIG----NMLM 
CYP84A4   --------------------------------------MLTLMTLIVLVPLLLFLFPHLLLRRQMLLK-----------PYPPGPKGLPVIG----NILM 
CYP705A1  -----------------------MDAIVVDSQNCFII--ILLCSFS-LISYFVFFKKPKVNF-----------------DLLPSPPSLPIIG----HLHL 
CYP705A24 ----------------------MTVMVSFDLLNCFIF--TLIFLISTLFLFVLFYKKPNDGF-----------------DVPPSPPSLPIIG----HLHL 
CYP705A15 ----------------------MAAMNIVDFQNCFFF--VLL-SLFSLLCYSLFFRKPKEPR---LHY-----------DLPPSPPTLPIIG----HLHL 
CYP705A4  ---------------------------MIDFQNCFIF--ILL-CLFSRLCYSHFFKKPKDPR---LHF-----------DLPPSPPSLPIIG----HLHL 
CYP705A16 ----------------------MAAMINVEFQNCFIF--MLL-CLFSLLCYSLLFRKPSSRQ-NSYDC-----------DLPPSPPSMPIIG----HLHL 
CYP705A19 -------------------------MTTTEFQSCFIF--LLL-CLFSLVCYSLFFRKPSSRR-DAHGC-----------DLPPSPPSLPVIG----HLHL 
CYP705A20 -------------------------MLTVDSQHCFSF--ILL-CFFSLLCYSLLFKKLKDS---HVGR-----------DLLQSPPSLPIIG----HLHH 
CYP705A21 --------------------------MAAIIGDCFIF--ILL-CLFSLLFYYLIFRKPKNSRLVAYGC-----------DLPPSPPSLPIIG----HVHL 
CYP705A23 ----------------------MAAMLTVEFQNCLIF--ILL-CILLLLCYPLFFKKPKVSQ---DGF-----------GLPPSPLSLPIIG----HLHL 
CYP705A28 ----------------------MAAMITVDFQNSFAF--ILF-CLFSLLCYSLFFRKAKGSR---AGR-----------DLPPSPPSFPVIG----HLHL 
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CYP705A30 ----------------------MAAMITFDFQNSFIF--ILF-FLFSLLCYSLFFRKPKGSR---AGR-----------DLPPSPPSFPVIG----HLHL 
CYP705A32 ----------------------MAAMITVDFQNSFIF--ILF-CLFSLICYSLFFRKPKDSR---AGR-----------DLPPSPPSFPVGSPQSNNLHL 
CYP705A2  ------------------------------MAVLIIF--ILL-CLLSFLCYSLFFMKPKDSR---DGR-----------DLPPSPPSLPIIG----HLHL 
CYP705A5  -------------------------MITVDFENCFIF--LLL-CLFSRLSYDLFFRKTKDSR---AGC-----------ALPPSPPSLPIIG----HLHL 
CYP705A8  ----------------------MGEIMNVDFVNCLIL--ILL-CLLSILCYSFFFKKPKDGF-----------------NLPPSPPSLPIIG----HLHH 
CYP705A9  --------------------------MNVDFQNCLIL--ILL-CLLSFLCYSFFFKKPKDGF-----------------NLPPSPPSLPIIG----HLHH 
CYP705A18 ----------------------MATLISVDFQHCFMY--IILLCLFSLLCYSLFFRKPKGTRV---GC-----------DLPPSPPSLPIIG----HLHH 
CYP705A6  ----------------------MAAILSVDFQNCFIF--IVL-CLFSLFCYSLFFKKPKHPR----GC-----------DLPPSPPSLPIIG----HLHL 
CYP705A33 ----------------------MAAFISVDFQNCFIF--ILL-CFFSLLCYSLFFKKPKDSR----GC-----------DLPPSPPSLPIIG----HLHL 
CYP705A3  -----------------------MIAIIVEFQNFFIF--ILL-CLFSLLCHSLFFKKPKDSR----SF-----------VLPSSPPSLPIIG----HLHL 
CYP705A22 ----------------------MEAVISFDFQNCFIF--ILI-FLLTFLCFFFFFKKPKDSRV---NF-----------DLPPSPPSLPIIG----HVHL 
CYP705A12 ----------------------MAELIIVDFQNISIF--ILL-CLFSFLCYALFFKKPKGFD------------------LPPSPPSLPIIG----HLHH 
CYP705A13 -----------------------MATIVVDFQKIHFHPQILLSIFTVICIFVFFFKKPKGSR----GC-----------DLPPSPPSLPIIG----HLHL 
CYP705A25 -----------------------MAAISVDFQLCFIF--ILLAIFSLFCFSAFFFKKPKDPQ--LQGC-----------GLPPSPPSLPIIG----HLHF 
CYP705A27 -----------------------MAAITVDFQLCFIF--ILLGIFSLFCLSAFFFKKPKDPQ--LQGC-----------GLPPSPPSLPVIG----HLHL 
CYP712A1  ----------------------MDLKLNTKLIILITS---LAFPFMLYALFKWFLKEQGSLA----AT-----------KLPQSPPALPFIG----HLHL 
CYP712A2  -------------------------MFTLNLDMNYTS---CSYLFFTLVTIFLLHRLFSSSS----RR-----------GLPPGPRGLPVLG----HMHL 
CYP93D1   ---------------------------MVDLQYFSVI---ILVCLGITVLIQAITNRLRDRLP-----------------LPPSPTALPIIG----HIHL 
CYP81D6   ---------------MHVSIQHIYKFLDLNMETYFLLLSLAFFL-FISVKLLFGKRLSKFNL------------------PPSPARPLPLIG----HLHL 
CYP81D7   ------------------------------METHFLILSLAFLF-FISLKLLFGKRHSKFNL------------------PPSPARPLPFIG----HLHL 
CYP81D11  -----------------------MSSTKTIMETIYLILSLFFFFIFLSLKLLFGPRPRKLNL------------------PPSPSRPFPIIG----HLHL 
CYP81D2   ------------------------------MEALMLIFTFCFIV--LSLIFLIGRIKRKLNL------------------PPSPAWALPVIG----HLRL 
CYP81D3   ------------------------------MEGQTLIFTFLFIS--LSLTFIIGRIKRRPNL------------------PPSPSWALPVIG----HLRL 
CYP81D8   ------------------------------METKTLIFSILFVV--LSLIYLIGKLKRKPNL------------------PPSPAWSLPVIG----HLRL 
CYP81D4   -----------------------------MDLNQILILSFLSLF--TLAIFLLTRSKRKLNL------------------PPSPAISLPVIG----HLHL 
CYP81D5   -----------------------------MDLTQILLLSFLFLT--ISIKLLLTKSNRKPNL------------------PPSPAYPLPVIG----H-HL 
CYP81D1   -----------------------------MEETNIRVVLYSIFSLIFLIISFKFLKPKKQNL------------------PPSPPGWLPIIG----HLRL 
CYP81F3   ------------------------------MFYYVIVLPLALFL--LAYKLFFTSKTKRFNL------------------PPSPPYSLPILG----HHNL 
CYP81F4   ------------------------------MFNYVIILPLALFL--LAYKFFFTSKKQRYYL------------------PPSPSYSLPILG----HHLL 
CYP81F2   ------------------------------MDYVLIVLPLALFL--IAYKFLFSSKTQGFNL------------------PPGP-TPFPIVG----HLHL 
CYP81F1   -------------------------------MLYFILLPLLFLV--ISYKFLYS-KTQRFNL------------------PPGP-PSRPFVG----HLHL 
CYP81H1   ------------------------------MDCILLILTTLVAI--FIVKIVLLVTKPNKNL------------------PPSPNICFPIIG----HLHL 
CYP81G1   -------------------MRLVSRIMCSRMGEMIDLFLLALMAGFIAVAYVFRSKQKK-NL------------------PPNP-VGFPVIG----HLHL 
CYP81K1   ------------------------------MEDLWFIFFSFLTATLIFFITKKFLWSLNSKL------------------PPSP-TPLPIIG----HLHL 
CYP81K2   ------------------------------MENLWVIFL--LTATLTFFIT-KFLWSQNPKL------------------PPSP-TPLPIIG----HLHL 
CYP82C3   ----------------------------MDTSLFSLF-VSILVFVFIALFKKSKKPKYVK--------------------APAPSGAWPIIG----HLHL 
CYP82C2   ----------------------------MDTSLFSLF-VPILVFVFIALFKKSKKPKHVK--------------------APAPSGAWPIIG----HLHL 
CYP82C4   ----------------------------MDTSLFSLF-VPILVFVFIALFKKSKKPKYVK--------------------APAPSGAWPIIG----HLHL 
CYP82F1   ----------------------------MDLIMLFLL-SALFIFPVLILIKSRLRPKNKKST------------------APMVPGAWPLLG----HLHL 
CYP82G1   ------------------------MTFLFSTLQLSLFSLALVIFGYIFLRKQLSRCEVDSST------------------IPEPLGALPLFG----HLHL 
CYP76C2   -------------------------------MDIIFEQALFPLFCFVLSFFIIFFTTTRPRSSRK-VV-----------PSPPGPPRLPIIG----NIHL 
CYP76C4   -------------------------------MDIISGQALFLLFCFISSCFLISTTARSRRSSGR-AA-----------TLPPGPPRLPIIG----NIHQ 
CYP76C1   -------------------------------MDIISGQALLLLFCFILSCFLIFTTTRSGRISRG-AT-----------ALPPGPPRLPIIG----NIHL 
CYP76C5   -------------------------------MDIISGQPMFLLFCFILSCFLFFTAARSRRSPTQVLS-----------KSPPGPPRLPIIG----NIHL 
CYP76C6   -------------------------------MDIISGQPLFLIFCFILSCLLFFTTARSRRSPCQ-LS-----------KSPPGPPRLPIIG----NIHL 
CYP76C3   -----------------------------MDLSLIQGMSLPLYFLLTLFFFFFATAKTRRSSSTG--------------TLPPGPPILPLVG----NIFQ 
CYP76C7   --------------------------------MDIVAIVLSLLFIFFLFFFFYTTGKSCPGGAK----------------NPPGPSKLSLLR----NILQ 
CYP76G1   ------------------------------MINQLTKNELIGLFTSIAVLIYVTCLFYTKRCRTR---------------LPPGPNPWPVIG----NIFQ 
CYP75B1   ----------------------------------MATLFLTILLATVLFLILRIFSHRRNRSHNN--------------RLPPGPNPWPIIG----NLPH 
CYP706A1  -----------------METASS--NFSLSQILNIEEPYSSVMLGVAALLAVVCYFWIQGKSKSKNGP-----------PLPPGPWPLPIVG----NLPF 
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CYP706A2  -----------------MGTASSKSNINLSQVLNTEEPYSSVMLAVAALLAVVCYLWIQGKSKSKKEP-----------PLPPGPWPLPIVG----NLPF 
CYP706A3  --------------------MTDISSLFRNRSRKDQLDYG---LTVIVISTLCWCLWLYAKCKRRS-P-----------PLPPGPWGLPIIG----NLPF 
CYP706A7  --------------------MTDIFTFFTIQNRNDHFDFV---LATIVISSVFWYIWVYVKSKRLF-P-----------PLPPGPRGLPIVG----NLPF 
CYP706A5  --------------------MSMLSNLFPDNAIS-LTPYA---YAVLILTATFSILWYIFK-RSPQ-P-----------PLPPGPRGLPIVG----NLPF 
CYP706A6  --------------------MSPISNLFAGNTIN-LTP-----YAILILIAIFSILWYLFK-RSPQ-P-----------HLPPGPRGLPIVG----NLPF 
CYP706A4  --------------------MSPISNLFPDNTIN-LTP-----YAIVILTTVFSILWYIFK-RSPQ-P-----------SLPPGPRGLPIVG----NLPF 
CYP79B2   ----------MNTFTSNSSDLTTT-ATETSSFSTLYLLSTLQAFVAITLVMLLKKLMTDP-NKKKP-------------YLPPGPTGWPIIG----MIPT 
CYP79B3   ----------MDTLASNSSDLTTKSSLGMSSFTNMYLLTTLQALAALCFLMILNKIKSSSRNKKLH-------------PLPPGPTGFPIVG----MIPA 
CYP79A2   ----------------------------------MLAFIIGLLLLALTMKRKEKKKTMLISPTRNL-------------SLPPGPKSWPLIG----NLPE 
CYP79C1   ---------------------------MDYYLNNVIFSVVVTFSITLNIVFLIKSVVARFLGRRK--------------KLPPCPRGFPIIG----NLVG 
CYP79C2   ---------------------------MTIITNPSSFTLVL---ISITLVLALARRFSRFMKPKG--------------QLPPGPRGWPIVG----NMLQ 
CYP79F1   -------------------------MMSFTTSLPYPFHILLVFILSMASITLLGRILSRPTKTKDRSC-----------QLPPGPPGWPILG----NLPE 
CYP79F2   --------------------------MMMKISFNTCFQILLGFIVFIASITLLGRIFSRPSKTKDRCR-----------QLPPGRPGWPILG----NLPE 
CYP703A2  -----------------------------------MILVLASLFAVLILNVLLWRWLKASACKAQR--------------LPPGPPRLPILG----NLLQ 
CYP98A8   -------------------------------------------MIIYLISLLPIIVATLMLYQRWWRS-----------NIPPGPKPKFLLG----NLHQ 
CYP98A9   -------------------------------------------MDLLLISLTTIIIAAYMQNLRRRGS-----------NIPPGPPTRFLVG----NLHQ 
CYP98A3   -------------------------------------------MSWFLIAVATIAAVVSYKLIQRLRY-----------KFPPGPSPKPIVG----NLYD 
CYP78A10  ---------------MTIDMYLSFASRSGSSPFPSLELCLSIFLFISLFVFWLTPGGFAWALYKARF---HTRPESKTGPAIPGPSGLPIFGL---LLAF 
CYP78A5   ---------------MSPEAYVLFFN---SFNLVTFEAFASVSLIIATVAFLLSPGGLAWAGPGS----------SKSRVSIPGPSGS---------LSV 
CYP78A6   -------MATKLESS-LIFALLSKCSVLSQTNLAFSLLAVTIIWLAISLFLWTYPGGPAWGKYLFGR---LISGSYKTGNVIPGPKGFPLVG----SMSL 
CYP78A9   -------MATKLDTSSLLLALLSKCSLLTQTNLALSLLVASLASLALSLFFWSHPGGPAWGKYFLHR---RRQ-----TTVIPGPRGLPFVG----SMSL 
CYP78A8   -------MRTEIESL-WVFALASKFNIYMQQHFASLLVAIAITWFTITIVFWSTPGGPAWGKYFFTRRFISLDYNRKYKNLIPGPRGFPLVG----SMSL 
CYP78A7   --MELMNLASKETSYWMIALPAGFGSQNLHDVSTLGYLFLAVVFLSIVTWALAGGGGVAWKNGRNRLG----------RVAIPGPRGIPVFG----SLFT 
CYP77A4   -------------------------MFPLISFSPT----SLDFT---FFAIIISGFVFIITRWNSNSK--------KRLNLPPGPPGWPVVG---NLFQF 
CYP77A6   --------------------------MSILSFPHT----FFNISPSLFYTILISSLVLLILTRRSAKS--------KIVKLPPGPPGWPVVG---NLFQF 
CYP77A7   --------------------------MSFLSFSPISLDLLSSNVFLTILAIIISGLLKTITYRKHN-S--------NHLNLPPGPPGWPVIG---NLFQF 
CYP77A9   ----------------------------MLDIS------NYVFFFFTLVTILLSCLVYILTRHSHN-P--------KCANLPPGPKGWPVVG---NLLQF 
CYP77B1   --------------------------------------MDLTDVIIFLFALYFINLWWRRYFSAGSSQ--------CSLNIPPGPKGWPLVG---NLLQV 
CYP89A4   ----------------------------------------MEIWLLILGSLFLSLLLNLLLFRRRDS---------SSLPLPPDPNFFPFLG---TLQWL 
CYP89A5   ----------------------------------------MEIWLLILGSLFLSLLLNLLFFRLRDS---------SSLPLPPDPNYFPFIG---TIQWL 
CYP89A6   ----------------------------------------MEIWLLILGSLFLSLLVNHLLFRRRDSF--------SSLPLPPDPNFFPFIG---TLKWL 
CYP89A7   ----------------------------------------MEIWLLILGSLSLSLLLNLLFFRLRDS---------SSLPLPPAPNFFPFLG---TLQWL 
CYP89A2   ----------------------------------------MEIWLLILASLSGSLLLHLLLRRRNSS----------SPPLPPDPNFLPFLG---TLQWL 
CYP89A3   ----------------------------------------MATWFHIFCVSFTVNFLLYLFFRRTNN----------NLPLPPNPNFFPMPG---PFQWL 
CYP89A9   -------------------------------------MEITTIIFLIISSLTFSIFLKLIFFFSTHK-------------LPPGPPRFPVIG---NIIWL 
CYP704A1  ---------------------------------------MAIIVVTTIFILLSFALYLTIRIFTGKSR--------------NDKRYTPVHAT---IFDL 
CYP704A2  ---------------------------------MEILTSIAITVATTIFIVLCFTIYLMIRIFTGKSR--------------NDKRYAPVHAT---VFDL 
CYP704B1  -------------------------------------------MSLCLVIACMVTSWIFLHRWGQRNK--------------SGPKTWPLVGA---AIEQ 
CYP86A2   ------------------------------------MDVSNTMLL---VAVVAAYWLWFQRISRWLK----------------GPRVWPVLGS---LPGL 
CYP86A4   ------------------------------------MEISNAMLL---VAIVTGYWLWFKRISRWLK----------------GPRVWPLLGS---LPGL 
CYP86A8   ------------------------------------MEISTALMI---LSAITAYFLWLTFISRCLK----------------GPRVWPILGS---LPGL 
CYP86A7   ------------------------------------MDGSTAAII---LTLIVTYIIWFVSLRRSYK----------------GPRVWPLVGS---LPAL 
CYP86A1   ------------------------------------MEALNSILTGYAVAALSVYALWFYFLSRRLT----------------GPKVLPFVGS---LPYL 
CYP86B1   --------MNFN-SSYNLTFNDVFFSSSSSSDPLVSRRLFLLRDVQILELLIAIFVFVAIHALRQKKY--------------QGLPVWPFLGM---LPSL 
CYP86B2   --------MNLSFSSYNLTATAVSSSCFGSDELLVSRRLFSLRDVQILELFIAFFVFATIHSLRQKKH--------------QGMPVWPLVGM---LPSL 
CYP86C3   -------------------------------MPLTERVYNHLCLSDVSLALLGLFVFCCVREKVTKK---------------LGPTIWPVFGI---TPEF 
CYP86C4   -------------------------------MSLTERLYNHLSLFDLLLSLLGLFVFCCLREKLTNK---------------RGPMLWPVFGI---TLEF 
CYP86C2   -------------------------------MSLIDRISGHLCLQDVSIALLGLFLFGCLQAKLTNK---------------GEPVQWPVFGI---TPEF 
CYP86C1   ---------------------------MNVLISAVVWVYTHLRLSDVALALVGLFLLSYLREKLVSK---------------GGPVMWPVLGI---IPML 
CYP94B1   ---------------------------------MEMLNAIILILFPIIGFVLIFSFPTKTLKAKTASP--------------SNPTSYQLIGS---ILSF 



Arabidopsis thaliana Cytochrome P450s, ClustalX 1.83,  Gonnet series – 11/14/2004 © 2004 Søren Bak and Suzanne Paquertte 

5 of 40 

CYP94B3   ---------------------------------MAFLLSFLILAFLIT--IIFFLSSSSTKKVQENTT--------------YGPPSYPLIGS---ILSF 
CYP94B2   ---------------------------------------MEASTFILLLVLVLLLVSAGKHVIYSCRN--------------STPKTYPVIGC---LISF 
CYP94C1   --------------------------------------MLLIISFTIVSFFFIIIFSLFHLLFLQKLR--------------YCNCEICHAYL---TSSW 
CYP94D1   ---------------------------------MALLIFIFLLCFPISIFFIFFT-------KKSSSE--------------FGFKSYPIVGS---FPGL 
CYP94D2   ---------------------------------MEHFILISLLCFPIVIFFIFFP-------KNSSSE--------------FGFKSYPIVGS---LPGL 
CYP96A1   ------------------------------------MALITLLEVSISLLFFSFLYGYFLISKKPHR---------------SFLTNWPFLGM---LPGL 
CYP96A9   ------------------------------------MALVSLLEISIAFFCF-LIFRIFLISKKPHR---------------SFLTNWPLLGM---LPGL 
CYP96A10  ------------------------------------MVFISLFEISIAFFCF-LLFRHFLINKKTHR---------------LCPTNWPFFGM---IPGL 
CYP96A5   ------------------------------------MAYVGLVEVFIALLVF--FFFHFLIHKKSHQ---------------ITPRNWPVLGM---LPGV 
CYP96A11  -----------------------------------MASSISFLEASVAIFCF--LILHYLFKTTTYN--------------GRFPRNWPVLGM---LPCL 
CYP96A2   ------------------------------------MASISLLQVSVAILCF--LILHYFLFKKPH---------------GRYPRNWPVLRM---LPAM 
CYP96A12  ------------------------------------MASVSLLDVAIAIICL--FFFYYMYFKKPH---------------GQVFRNWPVIGM---LPGF 
CYP96A13  ------------------------------------MASISLFEASIAIFCF--IILHFFLG------------------------NWPVLGM---LPGL 
CYP96A7   ------------------------------------MASIGLYEAFIGFLCF--LISFYFLVKKPFRYL------LIKKTHQSYPWNWPVLGM---LPGI 
CYP96A8   ------------------------------------MASIGLYEAFIGFLCF--LISFYFLVKKPFSYL------LIKKTLQSYPWNWPVLGM---LPGV 
CYP96A3   -----------------------------------MAIVIGLLEIFTAFVFF--IFFQCLLLHKKTP--------------KPLLTNWPALGM---LPGL 
CYP96A4   -----------------------------------MAMIIGLLEIFIAFIFF--FVYQCFSLHKKTP--------------KHMVMNWPVLGM---LPGV 
CYP96A15  ------------------------------------MAMLGFYVTFIFFLVC--LFTYFFLQKKPQG--------------QPILKNWPFLRM---LPGM 
CYP97A3   -----MAFPLSYTPTITVKPVTYSRRSNFVVFSSSSNGRDPLEENSVPNGVKSLEKLQEEKRRAELSAR------IASGAFTVRKSSFPSTVK---NGLS 
CYP97C1   ------------MESSLFSPSSSSYSSLFTAKPTRLLSPKPKFTFSIRSSIEKPKPKLETN--SSKSQS------WVSPDWLTTLTRTLSSGK---NDES 
CYP97B3   ----------------MAFPAAATYPTHFQGGALHLGRTDHCLFGFYPQTISSVNSRRASVSIKCQSTE------PKTNGNILDNASNLLTNF---LSGG 
CYP709B2  --------------------------------MELLSTINLLAIALVLLVVPKIYGACRILVWRPWML-------------SRRFKKQGISGP---KYRI 
CYP709B3  --------------------------------MELISTINLLTIVLLLFVVSKIWKACWILLLRPLML-------------SKRFKKQGISGP---KYKI 
CYP709B1  ----------------------------------MGLVIFLALIVLILIIGLRIFKAFMILVWHPFVL-------------TRRLKNQGISGP---NYRI 
CYP735A1  ---------------------------------MLLTILKSLLVIFVTTILRVLYDTISCYWLTPRRI-------------KKIMEQQGVTGP---KPRP 
CYP735A2  --------------------------------MMVTLVLKYVLVIVMTLILRVLYDSICCYFLTPRRI-------------KKFMERQGITGP---KPRL 
CYP72A11  ---------------------------------MEISVASVTVSVAVVVVSWWVWRTLQWVWFKPKML-------------ESYLRRQGLAGT---PYTP 
CYP72A13  ---------------------------------MEISVASVTVSVAVVVVSWWVWRTLQRVWLKPKML-------------ESYLRRQGLAGT---PYTP 
CYP72A15  ---------------------------------MEISVASVTISVVLAVVSWWIWRTLQWVWFKPKML-------------EHYLRRQGLAGT---PYTP 
CYP72A10  ---------------------------------MEISVACVTVSVVVVVVSWWVWRTLQWVWFKPKML-------------ESYLRRQGLAGT---PYTP 
CYP72A14  ---------------------------------MEISVSSVTFSLAVVVVSWWVWRTLKWVWFTPKML-------------ERSLRRQGLSGT---SYTP 
CYP72A9   ---------------------------------MEIVIA----SLALVVVLWCIWRILEWVWLKPKML-------------ESYLRRQGLVGT---RYTP 
CYP72A7   ---------------------------------MSFSVVA-ALPVLVAVVVLWTWRIVKWVWIKPKML-------------ESSLKRQGLTGT---PYTP 
CYP72A8   -----------------------------MSDTKISAVAVAAAVVVVTTVTVWIWKGLNVAWLRPKKN-------------EAYLKRQGLSGT---PFTF 
CYP72C1   -------------------------------MLEIITVRKVFLIGFLILILNWVWRAVNWVWLRPKRL-------------EKYLKKQGFSGN---SYRI 
CYP734A1  ------------------------------MEEESSSWFIPKVLVLSVILSLVIVKGMSLLWWRPRKI-------------EEHFSKQGIRGP---PYHF 
CYP721A1  ---------------------------------------MAVFFILVLVFFFLVFRFIYSNIWVPWRI-------------QSHFKKQSVTGP---SYRI 
CYP715A1  -----------------------------MEFFEMSRVWYIFFKVFVVVICLMFLKLFLRCWIWPVRA-------------QKKLRGNGFVGP---APSF 
CYP714A1  ------------------------------MENFMVEMAKTISWIVVIGVLGLGIRVYGKVMAEQWRM-------------RRKLTMQGVKGP---PPSL 
CYP714A2  ------------------------------MESLVVHTVNAIWCIVIVGIFSVGYHVYGRAVVEQWRM-------------RRSLKLQGVKGP---PPSI 
CYP74A    -------------------MASISTPFPISLHPKTVRSKPLKFRVLTRPIKASGSETPDLTVATRTGSK------DLPIRNIPGNYGLPIVGP--IKDRW 
CYP74B2   ----------------------------------------MLLRTMAATSPRPPPSTSLTSQQPPSPPS------QLPLRTMPGSYGWPLVGP--LSDRL 
CYP73A5   ------------------------------------MDLLLLEKSLIAVFVAVILATVISKLRGKKLK------------LPPGPIPIPIFG------NW 
CYP722A1  ----------------------------------MEHLCLCLVLCAAMLTLGKFLKIMFQDRKKSTAG------------VPPGSDGFPVIGETLQFMLS 
CYP701A3  --------------------------------MAFFSMISILLGFVISSFIFIFFFKKLLSFSRKNMS------------EVSTLPSVPVVPGFPVIGNL 
CYP711A1  ------------------------MKTQHQWWEVLDPFLTQHEALIAFLTFAAVVIVIYLYRPSWSVCN------------VPGPTAMPLVG----HLPL 
consensus                                        . .    ...                               ... .   ....     .   
          1........10........20........30........40........50........60........70........80........90......... 
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CYP51A1   MKG----PIVLLREEYPKLG----------------------------SVFTVKLLHKNITFLIGPEVSSHFFNAYESELSQKEIYKFN----------- 
CYP51A2   LKG----PIIMLREEYPKLG----------------------------SVFTVNLVHKKITFLIGPEVSAHFFKASESDLSQQEVYQFN----------- 
CYP710A1  PTS----FWDKQSSTANIS-----------------------------GLSANYLIGKFIVYIRDTELSHQIFSNVRPDAFHLIGHPFG----------- 
CYP710A2  PTS----FWFKQSDTAGTSP----------------------------GLAANYLIGKFIIYIRDTELSHQIFSNVRLEAFHPLGHPFG----------- 
CYP710A3  PTS----FWDKQSAMADTSV----------------------------GLSVNYLIGKFIIYIKDAELSNKVFSNIRPDAFQLVGHPFG----------- 
CYP710A4  PTS----FWDKQSAMADTSV----------------------------GLSVNYLIGKFIIYIKDAELSNKVLSNIRPDAFQLTGHPFG----------- 
CYP702A1  HDA--FQFPTFIKERIIR----------------------------YGPIFRTSLFGAKVIISTDIELNMEIAKTNH---APGLTKSI------------ 
CYP702A2  HDA--LQFSTFIKDRVLR----------------------------HGPVFRTSLFGDKAIISMDMELNLEMAKANS---VPGVTKSV------------ 
CYP702A8  HDA--LQFSTFIKKRVLIFFFFFLCMF------------------NMDRFFRTSLFGGKVIISMDNELNMEMAKTNR---TPGITKSI------------ 
CYP702A5  HDA--IQLPTFVKEKLLR----------------------------HGPVFRTSLFGGKVIISTDIGLNMEIAKTNH---IPGMPKSL------------ 
CYP702A6  HDA--IQLPTFVKEKVLR----------------------------HGPVFRTSLFGGKVIISTDIGLNMEIAKTNH---IPGMPKSL------------ 
CYP702A3  FDIS-LVVSPYLKKRISR---------------------------YGSKVFRTSLFGAKVIVSIDPDVNMEIAKASS---QLRATESV------------ 
CYP708A2  HGL--YEISPFVKKRMLKYG----------------------------PLFRTNIFGSNTVVLTEPDIIFEVFRQENKSFVFSYPEAF------------ 
CYP708A3  CGV--EGIPTFVKKRMIRYG----------------------------PLFRTNIFGSKTVVSTDPDVIHQIFRQENTSFELGYPDIF------------ 
CYP708A4  YGF--YEISPYLKKKMLRYG----------------------------PLFRTNILGVKTVVSTDKDVNMEILRQENKSFILSYPDGL------------ 
CYP708A1  YSF--NEIHPFVKKRMFKHGG---------------------------SLFRTNILGSKTIVSTDPEVNFEILKQENRCFIMSYPEAL------------ 
CYP87A2   NKT--SDIPPFIKERVKKYG----------------------------PIFKTNLVGRPVIVSTDADLSYFVFNQEGRCFQSWYPDTF------------ 
CYP90A1   YKT--ENPEPFIDERVARYG----------------------------SVFMTHLFGEPTIFSADPETNRFVLQNEGKLFECSYPASI------------ 
CYP90B1   YTA--TTLGDFMQQHVSKYG----------------------------KIYRSNLFGEPTIVSADAGLNRFILQNEGRLFECSYPRSI------------ 
CYP90C1   GYS--SRPVTFMDKRKSLYG----------------------------KVFKTNIIGTPIIISTDAEVNKVVLQNHGNTFVPAYPKSI------------ 
CYP90D1   AYS--DRPESFMDKRRLMYG----------------------------RVFKSHIFGTATIVSTDAEVNRAVLQSDSTAFVPFYPKTV------------ 
CYP724A1  HRS--DSIGTFLQQRVSRYG----------------------------KVFKSNICGGKAVVSCDQELNMFILQNEGKLFTSDYPKAM------------ 
CYP720A1  VAG--SHPSSFVEKQIKKYG----------------------------RIFSCSLFGKWAVVSADPDFNRFIMQNEGKLFQSSYPKSF------------ 
CYP85A1   G-------PNFMRNQRLRYG----------------------------SFFKSHLLGCPTLISMDSEVNRYILKNESKGLVPGYPQSM------------ 
CYP85A2   G-------PDFMKNQRLRYG----------------------------SFFKSHILGCPTIVSMDAELNRYILMNESKGLVAGYPQSM------------ 
CYP707A1  --S--QDPNVFFQSKQKRYG----------------------------SVFKTHVLGCPCVMISSPEAAKFVLVTKSHLFKPTFPASK------------ 
CYP707A3  --S--QDPNVFFAAKQRRYG----------------------------SVFKTHVLGCPCVMISSPEAAKFVLVTKSHLFKPTFPASK------------ 
CYP707A2  --T--ENPNSFFATRQNKYG----------------------------DIFKTHILGCPCVMISSPEAARMVLVSKAHLFKPTYPPSK------------ 
CYP707A4  --S--QNPNVFFTSKQKRYG----------------------------EIFKTRILGYPCVMLASPEAARFVLVTHAHMFKPTYPRSK------------ 
CYP88A3   FKT--SDPDSFTRTLIKRYGPK--------------------------GIYKAHMFGNPSIIVTTSDTCRRVLT-DDDAFKPGWPTST------------ 
CYP88A4   FKT--SDPESFIQSYITRYGRT--------------------------GIYKAHMFGYPCVLVTTPETCRRVLT-DDDAFHIGWPKST------------ 
CYP716A1  GRQ--GHPEKFITDRVRRFSSSS------------------------SCVFKTHLFGSPTAVVTGASGNKFLFTNENKLVVSWWPDSV------------ 
CYP716A2  GRQ--GHPEKFVTDRVRHFSSG---------------------------IFKTHLFGSPFAVVTGASGNKFLFTNENKLVISWWPDSV------------ 
CYP718    QK-----SNRVFEDFVNPRIIKH------------------------GNIFKTRIMGSPTIVVNGAEANRLILSNEFSLVVSSWPSSS------------ 
CYP71A12  LSLH---PHRSLHSLSLRYGP------------------------LMLLHFGRVP----ILVVSSGEAAQEVLK-THDLKFANRPR----SKAVHGLMNG 
CYP71A13  LSLH---PHRSLRSLSLRYGP------------------------LMLLHFGRVP----ILVVSSGEAAQEVLK-THDHKFANRPR----SKAVHGLMNG 
CYP71A18  LSLH---PHRSLHSLSLRYGP------------------------LMLLHFGRVP----ILVVSSSEAAHEILK-THDLKFANRPK----SKAVHGLMNG 
CYP71A14  LSLH---PHRSLRSLSHRYGP------------------------LMLLHFGRVP----VLVVSSSDVAHDLMK-THDLKVANRPQ----LKVVEKIFNG 
CYP71A15  LSLH---PHRSLRSLSHRYGP------------------------LMLLHFGRVP----ILVVSSSDVAHDLMK-THDLKVANRPR----LKVIETILNG 
CYP71A28  LSLH---PHRSFRSLSLRLWS------------------------AHAPSLRSCPYPRFSKYISSSDVAHDVMK-THDLKFANRPK----TKAVDIIING 
CYP71A19  LSLN---THRSLRSLSLRYGP------------------------LMLLHFGRTP----VLIVSSADVAHDILK-TYDVICANRPK----TKVIDKILRG 
CYP71A20  LSLH---THRSLRSLSLRYGP------------------------LMLLHFGRTP----VLIVSSADVAHDVMK-THDLVCANRPK----TKVVDKILSG 
CYP71A16  LSLH---PHRALSSLSARHGP------------------------LMLLRFGRVP----VLIVSSADVAHDVMK-THDLKFANRPI----TKSAHKISNG 
CYP71A27  LGPN---PHRYLHSLSLRYGP------------------------LMLLHFGRVP----VLVVSCPDVTNDIMK-THDLKFANRPK----SKAINIFMEG 
CYP71A21  LGHH---PHRSLCSLSHRYGP------------------------LMLLHLGRVP----VLVVSSADVARDILK-THDRVFASRPR----SKLFEKLFYD 
CYP71A22  LGRH---PHRSLCSLSNRYGP------------------------LMLLRFGLVP----VLVVSSADVARDILK-TYDRVFASRPR----SKIFEKIFYE 
CYP71A24  LGRH---PHRSLCSLSHRYGP------------------------LMLLHFGSVP----VLVVSSADAAKDVLK-THDRVFASRPR----SKIFDKIFYN 
CYP71A26  LGRH---PHRSLCSLSHRYGP------------------------LMLLHFGRVP----VLVVSSAELARDVLK-THDRVFASRPR----SKIFEKLLYD 
CYP71A25  LGRH---THRSLCDLSRRYGP------------------------LMLLHLGRVP----VLIVSSADMAQEILK-THDQAFANRPR----SKLSQKLLYN 
CYP71A23  LSQH---PHRSLCYLSHRYGP------------------------LMLLHFGSVP----VIVASTAEAARDVLK-THDRVFASRPR----SKIFEKLLYK 
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CYP71B26  LGEL---QHQSLWKLSKKYGP------------------------VMLLKLGKVP----TLILSSSETAKQALR-DYDLHCCSRPS----LAGGRELSYN 
CYP71B33  LGEL---PHQSLWKLSKKYGP------------------------VMLLNLGKVP----TVILSSSETAKQALR-DYDLHCCSRPS----LAGGRELSYN 
CYP71B34  LGEL---PHQSLWKLSKKYGP------------------------VMLLKLGRVP----TVIVSSSETAKQALK-IHDLHCCSRPG----FAGARELSYN 
CYP71B35  IGEL---PHQTLWKLSKKYGP------------------------VMHLMLGRVP----TVVVSSSDTARQVLR-VHDLHCCTRPS----LSGPRELSYN 
CYP71B36  LGEL---PHQSLWRLSKKYGH------------------------VMLLKFGSIP----TVVVSSSETAKQVLK-IHDLHCCSRPS----LAGPRALSYN 
CYP71B37  LGEL---PHQSLWSLSKKYGP------------------------VMLLKFGSIP----TVVVSSSETAKQALK-IHDLNCCSRPS----LAGPRALSYN 
CYP71B9   LGEL---PHQSLWSLSKTYGP------------------------VMLLKLGSVP----TVVVSSSETAKQVLK-INDLHCCSRPS----LAGAKELSYN 
CYP71B10  LGEL---PHQSLCKLSKKYGP------------------------VMLLKLGRVP----TVIVSTPETAKQVLK-DYDLHCCSRPS----LEGTRKLSYN 
CYP71B11  LGSK---PHSSMFKLSEKYGP------------------------LMALRFGSVS----TVVASTPETVKEVLK-TFDAECCSRPY----MTYPARLTYN 
CYP71B12  LGSK---PHRSMFKLSETYGP------------------------LMSLKFGSVS----TVVASTPETVKEVLK-TFDVECCSRPN----MTYPARVTYN 
CYP71B14  LGSK---PQRSLFKLSEKYGS------------------------LMSLKFGNVS----AVVASTPETVKDVLK-TFDAECCSRPY----MTYPARVTYN 
CYP71B13  LGSK---PHRSMFKLSEKYGP------------------------LVYLKLGKVP----SVVASTPETVKDVLK-TFDKDCCSRAF----LTYPARISYN 
CYP71B6   LGSL---PHRSLRDLSLKYGP------------------------VITVYLGSVR----TVVVHSPETAEEVLK-LHDSECCTRPK----LSITKSFFYD 
CYP71B28  RREL---HPRNSRNLSEKYGP------------------------IVFLRYGFVP----VVVISSKEAAEEVLK-THDLECCSRPE----TVGTRAISYN 
CYP71B29  LQEL---PPR---NLNHKYGP------------------------VILLRFGFVP----LVVISSKEAAEEVLK-IHDLECCSRPE----TAGTRKISYN 
CYP71B15  RRTL---HPRNRRNLAEMYGP------------------------VALLQYGFVP----VVAISSKEAAEEVLK-INDLECCSRPE----AAGMRATFYN 
CYP71B23  LNGL---PHKCLLNLWKIHGP------------------------VMQLQLGYVP----LVVISSNQAAEEVLK-THDLDCCSRPE----TIASKTISYN 
CYP71B7   LTGL---PHTCFRNLSQKFGP------------------------VMLLHFGFVP----VVVISSKEGAEEALK-TQDLECCSRPE----TVATRMISYN 
CYP71B16  VGEL---PHRSFQRLAERTGH------------------------VMLLHFGFVP----VTVISSREAAEEVLR-THDLKCCTRPK----LVGSRLISRG 
CYP71B17  VGEL---PHRSFRRLAERTGH------------------------VMLLHLGFVP----VTVISSREAAEEVLR-THDLDCCSRPN----LVGSRLISRG 
CYP71B18  LGEL---PHRSLQRLAEKTGD------------------------VMLIHLGFVP----VTVISSKEAAEEVLR-THDLNCCSRPN----LVGTRLLSRG 
CYP71B19  IGEL---PHRSLQHLAERYGP------------------------VMLLHFGFVP----ITVVSSREAAEEVLR-THDLDCCSRPK----LVGTRLLSRD 
CYP71B20  IGEL---PHRSLQHLAERYGP------------------------VMLLHFGFVP----VTVVSSREAAEEVLR-THDLDCCSRPK----LVGTRLLSRN 
CYP71B2   LAGL---PHRCFHKLSIKYGP------------------------LVFLRLGSVP----VVVISSSEAAEAVLK-TNDLECCSRPK----TVGSGKLSYG 
CYP71B27  LTGL---PHRCYHKLSIKYGP------------------------VILLHLGFVP----VVVISLSEAAEAVLK-THDLECCSRPK----TVGTGKLSYG 
CYP71B21  LGKS---LHRSFYKLSQEYGP------------------------VMFLRFGVVP----VVVFSTKEAAEEVLK-THDLETCTRPK----LSATGLFTYN 
CYP71B22  LGKS---LHRSFHKLSQNYGP------------------------VMFLHFGVVP----VVVVSTREAAEEVLK-THDLETCTRPK----LTATKLFSYN 
CYP71B38  LGKL---LYKSFHKISQEYGP------------------------VVLLRLGVVP----VIVVSSKEGAEEVLK-THDLETCTRPK----TAATGLFTYN 
CYP71B5   FGRF---LHKSLHKISQEYGP------------------------VMLLHFGVVP----VIIVSSKEGAEEVLK-THDLETCSRPK----TVGSGLFTYN 
CYP71B31  LGRL---LHSSLHKLSLEHGP------------------------VMLVRWGVVP----MAVFSSNEAAKEVLK-THDLETCNRPK----LVANGLFTHG 
CYP71B8   LGRL---LHSSFHKLSLEHGP------------------------VMLLRFGVVP----MVVISSKEAAKQVLK-SRDLETCSRPK----LVANGLFTRN 
CYP71B32  LGRS---LHSVFHKLSLXYGP------------------------VMLLRFGVVP----VVVFSSKEAAKEVLK-THDLDTCTRPK----LVANGLFSRN 
CYP71B24  LRGL---FHKCLHDLSKKHGP------------------------VLLLRLGFLD----MVVISSTEAAEEALK-VHDLECCTRPI----TNVTSKLWRD 
CYP71B3   LRGL---FHRCLHDLSKKHGP------------------------VLLLRLGFID----MVVISSQETTEEVLK-VHDLECCTRPK----TNASSKFSRD 
CYP71B25  LQGM---VHRCLHELSKKHGP------------------------VMHLQLGFVP----LVLISSSEAAEEALK-THDIECCTRPN----TNAARVFSRN 
CYP71B4   LQGL---LHKCLHDLSKKHGP------------------------VMHLRLGFAP----MVVISSSEAAEEALK-THDLECCSRPI----TMASRVFSRN 
CYP83A1   LQKLN--PQRFFAGWAKKYGP------------------------ILSYRIGSRT----MVVISSAELAKELLK-TQDVNFADRPP----HRGHEFISYG 
CYP83B1   MEKFN--PQHFLFRLSKLYGP------------------------IFTMKIGGRR----LAVISSAELAKELLK-TQDLNFTARPL----LKGQQTMSYQ 
CYP84A1   MDQL---THRGLANLAKKYGG------------------------LCHLRMGFLH----MYAVSSPEVARQVLQ-VQDSVFSNRPA----TIAISYLTYD 
CYP84A4   MNQF---NHRGLAKLSRIYGG------------------------LLHLRLGFSH----IFVVSSPDIARQVLQ-VQDHVFSNRPT----TIAIRYLTYG 
CYP705A1  LLS--TLIHKSLQKLSSKYGP------------------------LLHLRIFNIP---FILVSSD-SLAYEIFR-DHDVNVSSRGV----GAIDESLAYG 
CYP705A24 LLF--ASIHKCFQKISSKYGP------------------------FLHLRIFHVP---IVLVSSA-STAYDIFK-TNDINVSYRGD----VAIDECIVFG 
CYP705A15 LLS--VLVHRSLQTLSTKYGS------------------------ILYLRVFSFP---VALVSSA-SIAYEIFR-EHDVNISSRGF----PPTDDSLFAG 
CYP705A4  LLS--VLLHRSLQKLSTKYGS------------------------ILYLRVFRFP---VVLISSA-SIAYEIFR-AHDLNISYRGF----TPTDDSLFAG 
CYP705A16 ILS--SLVHKSFQKISSKYGP------------------------LLHLRIFNVP---IVLVSSA-SVAYDIFR-VHDVNVSSRGP----PPFEESLLFG 
CYP705A19 ILS--SLVHKSFQKISSNYGP------------------------LLHLRIFNVP---IVLVSSA-SVAYDIFR-VHDLNVSSRGS----PPFEESLLFG 
CYP705A20 LLS--SLAHKSLQQLSSKYGP------------------------LLHLSIFNFP---VVLVSSA-SVAYEIFK-AHDLNISSRDN----PPINESLLVG 
CYP705A21 LLS--SLAHKSLQKLSSKYGP------------------------LLYLRVFNFP---VVLVSSA-SVAYEIFK-AHDLNISSRDN----PSIDDSLLIG 
CYP705A23 LFS--NLTHKSLQKLSSKYGP------------------------LLYLRIFNVP---IIFVSSA-SVAYEIFR-GHDVNISFRGN----PPIEESLLVG 
CYP705A28 LLS--VLVHKSFQKISSKYGP------------------------LLLLRIFHVP---IVLTSSA-SVAYEIFR-AQDVNVSSRGH----PPVEESLWFG 
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CYP705A30 LLS--ALVHKSFQNISSKYGP------------------------LLHLRVFHIP---IVLASSA-SVAYEIFK-AQDVNVSSRGH----APVGESLWFG 
CYP705A32 LLS--ALVHKSFQKISYKYGP------------------------LLHLRVFHVP---IVLASSA-SVAYEIFK-AQDVNVSSRGH----APAGESLLFG 
CYP705A2  ILLS-TLTHKSFQRLSSKYGP------------------------LLHLRIFHVP---IVLASSA-SVAYEIFR-DQDVNVSFRHS----PPIEESLFLG 
CYP705A5  ILF--VPIHQSFKNISSKYGP------------------------LLHLRFFNFP---IVLVSSA-STAYEIFK-AQDVNVSSRPP----PPIEESLILG 
CYP705A8  LLS--LFMHRSLQKLSSKYGP------------------------LLYLHVFNVP---ILLVSSP-SIAYEIFR-AQDVNVSTRDF----PTNEGSLFLG 
CYP705A9  LLS--LFMHRSLQKLSSKYGP------------------------LLYLHVFNVP---ILLVSSP-SIAYEIFR-TQDVNVSSRDF----PTNEGSLLFG 
CYP705A18 LLS--SLTHKSLQKLSSKYGP------------------------FLHLRIFSVP---IILVSSA-SVAYEIFK-AHDVNVSSRGA----AAIDESLLFG 
CYP705A6  LFS--PLTHKSLQKLSSKYGH------------------------LLHLRIFNVP---VILVSSA-SVAYEIFR-AHDVNVSSRGV----AAIDESLLFG 
CYP705A33 LLS--SLSHKSLQKISSKYGP------------------------LLHLRIFNVP---IILVSSA-SVADEVFR-IHDMNISSRGA----AAIDESLVFG 
CYP705A3  LLS--VLTHKSLQKLSSKYGP------------------------LLLIRIFYVP---IILVSSS-SMAYEIFK-AHDVNVSSRGI----IALDESLMFG 
CYP705A22 LLS--TLTHKSLQKLSSRYGP------------------------LLYLRIFNVP---IILVSSA-SVAYEIFR-TQDVNISSRGV----TAVDESLVFG 
CYP705A12 LLSS-SLPHKSFQKLSFKYGP------------------------LLHLRIFNFP---MVLVSSA-SMAYEVFR-TNDVNVSYRFV----PVNKDSLVFG 
CYP705A13 LLF--DLPHKAFQKLSSKYGP------------------------LLCLRIFNVP---IVLVSSA-SVAYEIFK-THDVNISSHGH----PPIDECLFFG 
CYP705A25 LLS--VPCYKSFQKLSSKYGP------------------------FLHLRAFNIP---IVLVSSG-SMANEVLR-IQDLNFASRDSGQ-TPIMEKSLLFG 
CYP705A27 LLS--VPCHKSFQKLSSKYGP------------------------LLHLRAFNIP---IVIVSSG-SMANEVLR-TQDLNFATRQR-E-VSIMEKSLLFG 
CYP712A1  IGK---VLPVSFQSLAHKYGP------------------------LMEIRLGASK---CVVVSSS-SVAREIFK-EQELNFSSRPE----FGSAEYFKYR 
CYP712A2  LRS---SLPRSLQALAHTYGP------------------------LMTIRIGSLR---VLVVSDS-DTAKLILK-THDPDFASKFV----FGPRQFNVYK 
CYP93D1   LGP---IAHQALHKLSIRYGP------------------------LMYLFIGSIP---NLIVSSA-EMANEILK-SNELNFLNRPT----MQNVDYLTYG 
CYP81D6   LKLP---LHRTFLSFSQSLGG----------------------APIFCLRLGNRL---TVVVSSY-SIAEECFT-KNDIVFANRPE----LILGKHIEYN 
CYP81D7   LKQP---LHRTFLSFSQSLGD----------------------APIFSLRLGNHL---TVVVSSY-SIAEECFT-KNDIVLANRPK----FILGKHIEYN 
CYP81D11  LKLP---LHRRFLSLSESLNN----------------------AKIFSLSLGSRL---VFVVSSH-AVAEECFT-KNDVVLANRPE----FLVGKHIGYN 
CYP81D2   LKPP---LHRVFLSVSQSLGD----------------------APIISLRLGNRL---LFVVSSH-SIAEECFT-KNDVILANRQT----TISTKHISYG 
CYP81D3   LKPP---LHRVFLSVSESLGD----------------------APIISLRLGNRL---VFVVSSH-SLAEECFT-KNDVVLANRFN-----LASKHISYG 
CYP81D8   LKPP---IHRTFLSLSQSLNN----------------------APIFSLRLGNRL---VFVNSSH-SIAEECFT-KNDVVLANRPN----FILAKHVAYD 
CYP81D4   LKPP---LHRTFLSLSKSIGN----------------------APVFHLRLGNRL---VYVISSR-SIAEECFT-KNDVVLANRPK----FTISKHLGYN 
CYP81D5   LKQP---VHRTFHSISKSLGN----------------------APIFHLRLGNRL---VYVISSH-SIAEECFT-KNDVVLANRP-----IIMAKHVGYN 
CYP81D1   LKPP---IHRTLRSFSETLDHNDG-------------------GGVMSLRLGSRL---VYVVSSHKVAAEECFG-KNDVVLANRPQ----VIIGKHVGYN 
CYP81F3   LKPP---VHRLFHRLSKTHGP------------------------IFSLQFGSRR---AVVISSS-SLATQCFTGQNDIILSNRPC----FLTAKYVAYN 
CYP81F4   IKPP---VHRLFHRLSNIHGP------------------------IFYLRLGSRR---AVVISSS-SLARECFTGQNDVIVSNRPR----FLTSKYIAYN 
CYP81F2   VKPP---VHRLFRRFAEKYGD------------------------IFSLRYGSRQ---VVVISSL-PLVRESFTGQNDVILTNRPH----FLTAKYVAYD 
CYP81F1   MKPP---IHRLLQRYSNQYGP------------------------IFSLRFGSRR---VVVITSP-SLAQESFTGQNDIVLSSRPL----QLTAKYVVYN 
CYP81H1   LKKPL--LHRTLSHLSHSLGP------------------------VFSLRLGSRL---AVIISSP-TAAEECFLTKNDIVLANRPR----FIMGKYVAYD 
CYP81G1   LKEP---VHRSLRDLSRNLGID-----------------------VFILRLGSRR---AVVVTSA-SAAEEFLSQQNDVVFANRPL----ATLTEYMGYN 
CYP81K1   IKKYP--LPQALRHLSSNYGP------------------------VLFLKFGCRN---VLTLSSP-DSIEECFT-NHDVTLANRPK----TITSDHFSYG 
CYP81K2   INKYP--LPQALHHLSSNYGP------------------------VLFLKFGCRE---VLILSSP-DSIEECFT-NHDIALANRPK----TITSDHFSYG 
CYP82C3   LGGKEQLLYRTLGKMADHYGP------------------------AMSLRLGSSE---TFVGSSF-EVAKDCFT-VNDKALAS-LM----TAAAKHMGY- 
CYP82C2   LSGKEQLLYRTLGKMADQYGP------------------------AMSLRLGSSE---TFVVSSF-EVAKDCFT-VNDKALASRPI----TAAAKHMGYD 
CYP82C4   LGGKEQLLYRTLGKMADHYGP------------------------AMSLQLGSNE---AFVVSSF-EVAKDCFT-VNDKALASRPM----TAAAKHMGYN 
CYP82F1   FDTVN-PTHVTFGAMADVYGP------------------------VFMAKLGSIK---VMIINSK-EVAKEIYT-VHDKLLER-PE----LTASKLLGYN 
CYP82G1   LRGKK-LLCKKLAAMSQKHGP------------------------IFSLKLGFYR---LVVASDP-KTVKDCFT-TNDLATATRPN----IAFGRYVGYN 
CYP76C2   VG---RNPHHSFADLSKTYGP------------------------IMSLKFGSLN----TVVVTSPEAAREVLR-TYDQILSSRTP---TNSIRSINHDK 
CYP76C4   VG---KNPHSSFADLAKIYGP------------------------IMSLKFGCLN----SVVITSPEAAREVLR-THDQILSGRKS---NDSIRCFGHEE 
CYP76C1   VG---KHPHRSFAELSKTYGP------------------------VMSLKLGSLN----TVVIASPEAAREVLR-THDQILSARSP---TNAVRSINHQD 
CYP76C5   VG---KNPHHSFTDLSKTYGP------------------------VMSLKLGYLN----SVVITSRDAAREVLK-AHDQILSGRYI---TQATKSNNHHE 
CYP76C6   VG---KNPHHSFTDLSKTYGP------------------------VMSLKLGCLN----SVVIASRDAVREVLK-THDQILSGRYI---SEATKSNNHHE 
CYP76C3   LG---FNPHRSLAAFSKTYGP------------------------IMSLKLGRLT----AVVISSPEAAKEALR-THDHVMSARTF---NDALRAFDHHK 
CYP76C7   TV---EKPHRSLADLSRIYGS------------------------VMSFKLGCLT----TVVISSPETAKEVLK-THDHVLSYRVS---SDPVRAAGHHE 
CYP76G1   LAG--LPPHDSLTKLSRRHGP------------------------IMTLRIGSML----TVVISSSEVAREIFK-KHDAALAGRKI---YEAMKGGKSSD 
CYP75B1   MG---TKPHRTLSAMVTTYGP------------------------ILHLRLGFVD----VVVAASKSVAEQFLK-IHDANFASRPP---NSGAKHMAYNY 
CYP706A1  LNSD--VLHTQFQALTLKHGP------------------------LMKIHLGSKL----AIVVSSPDMAREVLK-THDITFANHDLP----EVGKINTYG 
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CYP706A2  LNSD--VLHTQFQALTLKYGP------------------------LMKIHLGSKL----AIVVSSPDMAREVLK-THDITFANHDLP----EVGKINTYG 
CYP706A3  LQP---ELHTYFQGLAKKHGP------------------------IFKLWLGAKL----TIVVTSSEVAQEILK-TNDIIFANHDVP----AVGPVNTYG 
CYP706A7  LHP---ELHTYFHSLAQKHGP------------------------VFKLWLGAKL----TIVITSSEATRDILR-TNDVIFANDDVP----VAGSLSTYG 
CYP706A5  LDP---DLHTYFTKLAQSHGP------------------------IFKLNLGSKL----TVVVNSPSLASEILK-DQDINFSNHDVP----LTARAVTYG 
CYP706A6  LDP---DLHTYFTKLAESYGP------------------------IFKLNLGSKL----TVVVNTPSLAREILK-DQDINFSNHDVP----LTARAVTYG 
CYP706A4  LDP---DLHTYFANLAQSHGP------------------------IFKLNLGSKL----TIVVNSPSLAREILK-DQDINFSNRDVP----LTGRAATYG 
CYP79B2   MLK-SRPVFRWLHSIMKQLNT-----------------------EIACVKLGNTH----VITVTCPKIAREILK-QQDALFASRPL----TYAQKILSNG 
CYP79B3   MLK-NRPVFRWLHSLMKELNT-----------------------EIACVRLGNTH----VIPVTCPKIAREIFK-QQDALFASRPL----TYAQKILSNG 
CYP79A2   ILGRNKPVFRWIHSLMKELNT-----------------------DIACIRLANTH----VIPVTSPRIAREILK-KQDSVFATRPL----TMGTEYCSRG 
CYP79C1   MLK-NRPTSKWIVRVMNDMKT-----------------------DIACFRFGRVH----VIVITSDVIAREVVR-EKDAVFADRPD----SYSAEYISGG 
CYP79C2   MII-NRPAHLWIHRVMEELQT-----------------------DIACYRFARFH----VITVTSSKIAREVLR-EKDEVLADRSE----SYASHLISHG 
CYP79F1   LFM-TRPRSKYFRLAMKELKT-----------------------DIACFNFAGIR----AITINSDEIAREAFR-ERDADLADRPQ----LFIMETIGDN 
CYP79F2   LIM-TRPRSKYFHLAMKELKT-----------------------DIACFNFAGTH----TITINSDEIAREAFR-ERDADLADRPQ----LSIVESIGDN 
CYP703A2  LGP----LPHRDLASLCDKYG-----------------------PLVYLRLGNVD----AITTNDPDTIREILL-RQDDVFSSRPK----TLAAVHLAYG 
CYP98A8   MKPL---WTHSFSEWSETYGP------------------------IISVWIGSQLT----VVVSSSDLARQVLR-DKDHQLSNRHR-------IARMTQT 
CYP98A9   LKPL---WTQSFSEWSQTYGP------------------------IISVWLGSQLA----VVVSSSDLAKQVLR-DKDYQLCNRHR-------TARMTQN 
CYP98A3   IKPV---RFRCYYEWAQSYGP------------------------IISVWIGSILN----VVVSSAELAKEVLK-EHDQKLADRHRN----RSTEAFSRN 
CYP78A10  VNNA--LTHRILANIADTCKAKA----------------------LMAFSVGSTR----FVITSEPETAKELLN---SSAFADRPVK-----ESAYELLF 
CYP78A5   FSGS--NPHRVLAALAKRFKASP----------------------LMAFSVGFSR----FVISSEPETAKEILS---SSAFADRPVK-----ESAYELLF 
CYP78A6   MSST--LAHRRIADAAEKFGAKR----------------------LMAFSLGETR----VIVTCNPDVAKEILN---SPVFADRPVK-----ESAYSLMF 
CYP78A9   MSNT--LAHRCIAATAEKFRAER----------------------LMAFSLGETR----VIVTCNPDVAKEILN---SPVFADRPVK-----ESAYSLMF 
CYP78A8   RSSH--VAHQRIASVAEMSNAKR----------------------LMAFSLGDTK----VVVTCHPAVAKEILN---SSVFADRPVD-----ETAYGLMF 
CYP78A7   LSRG--LAHRTLAAMAWSRANTE----------------------IMAFSLGSTP----VIVASEPNIAREILM---SPHFADRPVK-----QSAKSLMF 
CYP77A4   ARS-GKPFFEYAEDLKKTYGP------------------------IFTLRMGTRT----MIILSDATLVHEALI-QRGALFASRPAE---NPTRTIFSCN 
CYP77A6   ARS-GKQFYEYVDDVRKKYGP------------------------IYTLRMGSRT----MIIISDSALVHDVLI-QRGPMFATRPTE---NPTRTIFSSN 
CYP77A7   TRS-GKQFFEYVEDLVKIYGP------------------------ILTLRLGTRT----MIIISDASLAHEALI-ERGAQFATRPVE---TPTRKIFSSS 
CYP77A9   ARS-GKQFFEYVDEMRNIYGP------------------------IFTLKMGIRT----MIIISDANLAHQALI-ERGAQFATRPAE---TPTRKIFSSS 
CYP77B1   IFQ-RRHFVFLMRDLRKKYGP------------------------IFTMQMGQRT----MIIITDEKLIHEALV-QRGPTFASRPPD---SPIRLMFSVG 
CYP89A4   RQG-LGGLNNYLRSVHHRLGP------------------------IITLRITSRP----AIFVADRSLAHQALV-LNGAVFADRPPA---APISKIISSN 
CYP89A5   RQG-LGGLNNYLRSVHHRLGP------------------------IITLRITSRP----SIFVADRSLAHQALV-LNGAVFADRPPA---APISKIISSN 
CYP89A6   RKG-LGGLDNYLRSVHHHLGP------------------------IITLRITSRP----AIFVTDRSLAHQALV-LNGAVFADRPPA---ESISKIISSN 
CYP89A7   RQG-LGGFNNYVRSVHHRLGP------------------------IITLRITSRP----AIFVADGSLAHQALV-LNGAVFADRPPA---APISKILSNN 
CYP89A2   REG-LGGLESYLRSVHHRLGP------------------------IVTLRITSRP----AIFVADRSLTHEALV-LNGAVYADRPPP---AVISKIVD-- 
CYP89A3   RQG-FDDFYSYLRSIHHRLGP------------------------IISLRIFSVP----AIFVSDRSLAHKALV-LNGAVFSDRPPA---LPTGKIITSN 
CYP89A9   KKNNFSDFQGVLRDLASRHGP------------------------IITLHVGSKP----SIWVTDRSLAHQALV-QNGAVFSDRSLA---LPTTKVITSN 
CYP704A1  FFHSH-KLYDYETEIARTKP---------------------------------TFRFLSPGQSEIFTADPRNVEHILKTRFHNYSKGP--VGTVNLADLL 
CYP704A2  LFHSD-ELYDYETEIAREKP---------------------------------TYRFLSPGQSEILTADPRNVEHILKTRFDNYSKGH--SSRENMADLL 
CYP704B1  LTNFD-RMHDWLVEYLYNSR---------------------------------TVVVPMPFTTYTYIADPINVEYVLKTNFSNYPKGE--TYHSYMEVLL 
CYP86A2   IEQRD-RMHDWITENLRACGG------------------------TYQTCICAVPFLAKKQGLVTVTCDPKNIEHMLKTRFDNYPKGP--TWQAVFHDFL 
CYP86A4   IEQRD-RMHEWITENLRACGG------------------------TYQTCIFAVPFLAKKQGLVTVTCDPKNLEHMLKTRFDNYPKGP--TWQSVFHDLL 
CYP86A8   IENCE-RMHDWISDNLRACSG------------------------TYQTCICAIPFLAKKQGLVTVTCDPRNLEHILKNRFDNYPKGP--TWQAVFHDLL 
CYP86A7   ITNAH-RMHDFIADNLRMCGG------------------------TYQTCIFPIPFLAKKQGHVTVTCDPKNLEHILKTRFDNYPKGP--SWQSVFHDLL 
CYP86A1   IANRS-RIHDWIADNLRATGG------------------------TYQTCTMVIPFVAKAQGFYTVTCHPKNVEHILKTRFDNYPKGP--MWRAAFHDLL 
CYP86B1   AFGLRGNIYEWLSDVLCLQNG------------------------TFQ---FRGPWFSSLNS--TITCDPRNVEHLLKNRFSVFPKGS--YFRDNLRDLL 
CYP86B2   ISAVRSNIYEWLSDVLISQNG------------------------TFR---FRGPWFSTLNC--VVTCDPRNVEHLLKTRFSIYPKGS--YFRETMQDLL 
CYP86C3   FFHRN-DVYGWATRCLKKCRG------------------------TFL---YNGIWLGGSYG--AVTCVPANVEYMLKTNFKNFPKGA--FFKERFNDLL 
CYP86C4   FFHIN-DVYGWVTRSLKKCRG------------------------TFL---YRGVWLDGSYG--AVTCVPANVEYMLKTNFKNFPKGT--FFKSRFNDLL 
CYP86C2   FLHVH-DMFGWVTRCLTKSRG------------------------TFP---YQGIWFSGSYG--AMTSVPANIEYMLKTNFKNFPKGE--FYKERFRDLL 
CYP86C1   ALNKH-DLFTWCTRCVVRSGG------------------------TFH---YRGIWFGGAYG--IMTADPANVEHILKTNFKNYPKGA--FYRERFRDLL 
CYP94B1   NKNRH-RLLQWYTDLLRLSP------------------------------SQTITVDLLFGRRTIITANPENVEHILKTNFYNFPKGK--PFTDLLGDLL 
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CYP94B3   NKNRH-RLLQWYTELLRLSP------------------------------SQTILVPLLGNRRTIITTNPLNVEYILKTNFFNFPKGK--PFTDLLGDLL 
CYP94B2   YTNRN-RLLDWYTELLTESP------------------------------SRTVVIRRLAARRTVVTANPSNVEYILKTNFDNYPKGK--PFTEILGDFL 
CYP94C1   KKDFI-NLSDWYTHLLRRSP------------------------------TSTIKVHVLN---SVITANPSNVEHILKTNFHNYPKGK--QFSVILGDLL 
CYP94D1   VNNRH-RFLDWTVETLSRCP------------------------------TQTAIFRRPGKQQLIMTANPSNVEYMLKTKFESFPKGQ--QFTSVLEDFL 
CYP94D2   VNNRH-RFLDWTVETLSRCP------------------------------TQTAIFRRPGKLQFVMTANPANVEYMLKTKFESFPKGE--RFISILEDFL 
CYP96A1   LVEIP-RVYDFVTELLEASN-----------------------------LTYPFKGPCFGGLDMLITVDPANIHHIMSSNFANYPKGT--EFK-KIFDVL 
CYP96A9   LTVLP-RVYDFITEVLEDGN-----------------------------LNYLFIGPFLGGIDMLFTVDPANIHHIMSSNFANYPKGT--EFK-KLFDVL 
CYP96A10  LVEIH-RVYDFITEILEVTN-----------------------------LTYPCTGPCFANLDMLVTVDPANIHHIMSSNFANYPKGP--EFK-KLFDIL 
CYP96A5   LVMLH-RINDYVAEILEVSN-----------------------------LTFAFKGPWFSGMNMLITADPSNIQHVFSSNFSNYDKGP--EFK-EMFDFL 
CYP96A11  LVVLH-RIYDYIVEILEISD-----------------------------LTFSFKGPWFAGMDTLLTVDPANIHHMMNSNFSNYIKGS--DFK-EVFDVF 
CYP96A2   LKALH-RIYDYSVKILETSD-----------------------------LTFPFKGPRFTGMDMLLTVDPANIHHIMSSNFSNYIKGP--EFQ-DVFDVL 
CYP96A12  LMVLH-RIYNFGVEALEMSH-----------------------------LTFLFKGPWFAEMDMLFTVDPANIHYILSSNFSNYTKGA--DFK-EVFDVF 
CYP96A13  LLEFH-RIYDFSVEVLENSD-----------------------------LTFPFKGPWFTGMDMLFTVDPTNIHHIMSSNFSNYTKGP--DFK-QVFDVF 
CYP96A7   LLRLQ-RIYDYSVEFLENSN-----------------------------MTFQFKGPWFVGMDILATADPTNIHYIMSSNFSNYIKGP--IFH-EIFEAF 
CYP96A8   LLRLQ-RIYDCSVEVLENSN-----------------------------MTFQFKGPWFVGMDVLATVDPANIHHIMSSNFSNYIKGP--IFH-EIFEAF 
CYP96A3   LLQVP-RIYDWITEVLEATD-----------------------------MTFCFKGPCLSGMDILLTVDPVNIHYILSSNFANYPKGM--EFK-KIFEVV 
CYP96A4   LFQIP-RIYDFVTEALEAEN-----------------------------MTGCFIGPWLSGTDILLTVDPVNIQYILSSNFVNYPKGK--KFN-KIFEFL 
CYP96A15  LHQIP-RIYDWTVEVLEATN-----------------------------LTFYFKGPWLSGTDMLFTADPRNIHHILSSNFGNYPKGP--EFK-KIFDVL 
CYP97A3   KIGIPSNVLDFMFDWTGSDQDYPKVPEAKGSIQAVRNEAFFIPLYELFLTYGGIFRLTFGPKSFLIVSDPSIAKHILKDNAKAYSKG---ILAEILDFVM 
CYP97C1   GIPIANAKLDDVADLLGG--------------------ALFLPLYKWMNEYGPIYRLAAGPRNFVIVSDPAIAKHVLRN-YPKYAKG---LVAEVSEFLF 
CYP97B3   SLGSMPTAEGSVSDLFGK--------------------PLFLSLYDWFLEHGGIYKLAFGPKAFVVISDPIIARHVLRENAFSYDKG---VLAEILEPIM 
CYP709B2  LYGNLREIRKMKNEAKLMVLDP---------NSNDIVPRVLPHLQQWKSQYGETFLYWQGTDPRLCISDHELAKQILSNKFVFFSKSK--TKPEILK-LS 
CYP709B3  LYGNLSEIKKMKKEADLCVLDP---------NSNDIFPRVFPQYHQWMSQYGDTFLFWTGTKPTIYISNHELAKQVLSSKFGFTIIPV--KRPEVFI-LF 
CYP709B1  FYGNLSEIKKMKRESHLSILDP---------SSNDIFPRILPHYQKWMSQYGETFLYWNGTEPRICISDPELAKTMLSNKLGFFVKSK--ARPEAVK-LV 
CYP735A1  LTGNILEISAMVSQSASKDCDS---------IHHDIVGRLLPHYVAWSKQYGKRFIVWNGTDPRLCLTETELIKELLMKHNGVSGRSW--LQQQGTK-NF 
CYP735A2  LTGNIIDISKMLSHSASNDCSS---------IHHNIVPRLLPHYVSWSKQYGKRFIMWNGTEPRLCLTETEMIKELLTKHNPVTGKSW--LQQQGTK-GF 
CYP72A11  LVGDLKKNFSMRAEARSKPIN----------LTDDITPRIVPYPLQMLKTHGRTFFTWFGAIPTITIMDPEQITEVLNKVYDFQKAH----TFPLGR-LI 
CYP72A13  LVGDLKRNFSMLAEARSKPIN----------LTDDITPRIVPYPLQMLKTHGRTFFTWFGPIPTITIMDPEQIKEVFNKVYDFQKAH----TFPLGR-LI 
CYP72A15  LVGDLKKNFTMLSEARSKPLK----------LTDDISPRVVPYPLQMFKTYGRTYFTWFGPIPTITIMDPEQIKEVFNKVYDFQKPH----TFPLAT-II 
CYP72A10  LIGDLKRNVNMLTEATSKPIK----------LTEDITPRVLPHPFQMLKTHGRTFFTWLGPKPTITIMDPELIKEVFNKVYDYPKAQ----TFLLGR-LI 
CYP72A14  LIGDFKKMISMFIEATSKPIK----------PTDDITPRVMPHPLQMLKTHGRTNLTWFGPIPTITIMDPEQIKEVFNKVYDFQKAH----TFPLSK-IL 
CYP72A9   LVGDVRRSFSMLKEARSKPMK----------PTDDLISLVMPYSFHMLNTYGKTFFTWSGPIPAITIMNPQLIKEVYNKFYDFEKTH----TFPLTS-LL 
CYP72A7   LVGDIKRNVDMMMEARSKPIN----------VTDDITPRLLPLALKMLNSHGKTFFIWIGPLPTIVITNPEQIKEVFNKVNDFEKAS----TFPLIR-LL 
CYP72A8   LVGDIKREASMVEQEKSRPIN----------LTDDYTHRVMPLIQQTVKDHGKTSYMWMGPIASVIVTKPEHIKDVLNRVYDFPKPP----VHPIVE-LF 
CYP72C1   LMGDMRESNQMDQVAHSLPLP----------LDADFLPRMMPFLHHTVLKHGKKCFTWYGPYPNVIVMDPETLREIMSKHELFPKPK----IGSHNH-VF 
CYP734A1  FIGNVKELVGMMLKASSHPMP----------FSHNILPRVLSFYHHWRKIYGATFLVWFGPTFRLTVADPDLIREIFSKSEFYEKNE----AHPLVK-QL 
CYP721A1  FSGNSGEVSRLTAEAKSKPIPSG-------RNPHEFVHRVAPHYHEWSRVYGKTFLYWFGSKPVVATSDPRLIREALTTGGSFDRIG----HNPLSK-LL 
CYP715A1  PFGNLNDMKKLKMASVVVDNSKSS-----TIINHDIHSIALPHFARWQQEYGKVFVYWLGIEPFVYVADPEFLSVMSKGVLGKSWGKP--NVFKKDREPM 
CYP714A1  FRGNVPEMQKIQSQIMSNSKHYSGD----NIIAHDYTSSLFPYLDHWRKQYGRVYTYSTGVKQHLYMNHPELVKELNQANTLNLGKVS--YVTKRLK-SI 
CYP714A2  FNGNVSEMQRIQ----SEAKHCSGD----NIISHDYSSSLFPHFDHWRKQYGRIYTYSTGLKQHLYINHPEMVKELSQTNTLNLGRIT--HITKRLN-PI 
CYP74A    DYFYDQGAEEFFKSRIRKYNS--------------------------TVYRVNMPP--GAFIAENPQVVALLDGKSFPVLFDVDKVEK------------ 
CYP74B2   DF---QGPDKFFRTRAEKYKS--------------------------TVFRTNIPPTFPFFGNVNPNIVAVLDVKSFSHLFDMDLVDK------------ 
CYP73A5   LQVGDDLNHRNLVDYAKKFGD------------------------LFLLRMGQRN----LVVVSSPDLTKEVLH-TQGVEFGSRTRN----VVFDIFTGK 
CYP722A1  VNSG-KGFYEFVRSRRIRYGS----------------------------CFRTSLFGETHVFLSTTESARLVLNNDSGMFTKRYIKSIG----------- 
CYP701A3  LQLKEKKPHKTFTRWSEIYGP------------------------IYSIKMGSSS----LIVLNSTETAKEAMVTRFSSISTRKLSN-----ALTVLTCD 
CYP711A1  MAKYG---PDVFSVLAKQYGP------------------------IFRFQMGRQPLIIIAEAELCREVGIKKFKDLPNRSIPSPISAS------------ 
consensus .          .  .  ...                         .. .  .        .. .   .. ....   .     ..                
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CYP51A1   -----VPTFGPGVVFDVDYPVRMEQFRFFSSALKGQQLRGYVDQMTKETEDYFSKWGE-----SGEVDLKAELERLITLTASRCLLGREVRDQ------- 
CYP51A2   -----VPTFGPGVVFDVDYSVRQEQFRFFTEALRVNKLKGYVDMMVTEAEDYFSKWGE-----SGEVDIKVELERLIILTASRCLLGREVRDQ------- 
CYP710A1  -----KKLFGDHNLIYMFGEDHKSVRRQLAPNFTPKALSTYSALQQLVILRHLRQWEGSTSGGSRPVSLRQLVRELNLETSQTVFVGPYLDKE------- 
CYP710A2  -----KQLFGDHSLIYLFGEDHKTVRRHLAPNFTPKALSTYSDLQQIVMLRHLRQWEESFSGGTKPVSMRDLVRELNLETSQTVFVGPYLDKE------- 
CYP710A3  -----KKLFGDHSLIFMFGENHKSVRRQVAPNFTRKPLSAYSSLQQIVILRHLRQWEESFSSGSRPVSMRQLIRELNLETSQTVFVGPYLDKE------- 
CYP710A4  -----KKLFGDHSLIFMFGEDHKSVRRQVAPNFTRKPLSAYSSLQQIVILRHLRQWEESFSSGSRPVSMRQLIRELNLETSQTVFVGPYLDKE------- 
CYP702A1  -----AQLFGE-NNLFFQSKESHKHVRNLTFQL---LGSQGLKLSVMQDIDLLTRTHMEEGARRGCLDVKEISSKILIECLAKKVTGDMEPE-------- 
CYP702A2  -----IRLFGE-NNLFLQSKESHKHVRNLTFQL---LGPQGLKSRMIEDVDLLARTYMEEGARNGYLDVKETSSKILIGCLAKKVMGEMEPE-------- 
CYP702A8  -----ARLFGEDNNLFLQSTESHKHVRNLTVQM---LGSQSLKLRIMENIDLLTRTHMEEGARDGSLDVKETTSKILIECLAKKVMGEMEPE-------- 
CYP702A5  -----ERLFGA-TNLFVN-KDTHKHARSLTNQF---LGSQALKLRMIQDIDFLARTHMKEGARKGCLDVKETASKIVIECLSKKVMGEMEPE-------- 
CYP702A6  -----ARLFGA-NNLFVN-KDTHKHARSLTNQF---LGSQALKLRMLQDIDFLVRTHLKEGARKGSLDIKETTSKIIIECLAKKVMGEMEPD-------- 
CYP702A3  -----TRIFGE-NNPFLQSKEIHKYVRNLTSRF---VGPEGLKTRLIHDIDNLLRNDVENGARNGSFDVREATIKMVGELIAKKIMGETESE-------- 
CYP708A2  -----VKPFGKENVFLKHG-NIHKHVKQISLQH---LGSEALKKKMIGEIDRVTYEHLRSKANQGSFDAKEAVESVIMAHLTPKIISNLKPE-------- 
CYP708A3  -----VKVFGKDNLFLKEV-FIHKYLQKITMQI---LGSEGLKQTMLGNMDKATRDHIRSIASQGSFNVRKEVENLVVAYMTPKLISNLKPE-------- 
CYP708A4  -----MKPLGKDSLFLKIG-NIHKHIKQITLHL---LSSEGLKRKILKDMDRVTREHLSSKAKTGRLDVKDAVSKLIIAHLTPKMMSNLKPQ-------- 
CYP708A1  -----VRIFGKDNLFFKQGKDFHRYMRHIALQL---LGPECLKQRFIQQIDIATSEHLKSVSFQGVVDVKDTSGRLILEQMILMIISNIKPE-------- 
CYP87A2   -----THIFGKKNVGSLHG-FMYKYLKNMVLTL---FGHDGLKK-MLPQVEMTANKRLELWSNQDSVELKDATASMIFDLTAKKLISHDPDK-------- 
CYP90A1   -----CNLLGKHSLLLMKG-SLHKRMHSLTMSF---ANSSIIKDHLMLDIDRLVRFNLDSWS--SRVLLMEEAKKITFELTVKQLMSFDPGE-------- 
CYP90B1   -----GGILGKWSMLVLVG-DMHRDMRSISLNF---LSHARLRTILLKDVERHTLFVLDSWQQNSIFSAQDEAKKFTFNLMAKHIMSMDPGEE------- 
CYP90C1   -----TELLGENSILSING-PHQKRLHTLIGAF---LRSPHLKDRITRDIEASVVLTLASWAQLPLVHVQDEIKKMTFEILVKVLMSTSPGE-------- 
CYP90D1   -----RELMGKSSILLING-SLHRRFHGLVGSF---LKSPLLKAQIVRDMHKFLSESMDLWSEDQPVLLQDVSKTVAFKVLAKALISVEKGE-------- 
CYP724A1  -----HDILGKYSLLLATG-EIHRKLKNVIISF---INLTKSKPDFLHCAENLSISILKSWKNCREVEFHKEVKIFTLSVMVNQLLSIKPEDP------- 
CYP720A1  -----RDLVGKDGVITVHG-DQQRRLHSIASSM---MRHDQLKTHFLEVIPVVMLQTLSNFKDGEVVLLQDICRKVAIHLMVNQLLGVSSES-------- 
CYP85A1   -----LDILGTCNMAAVHG-SSHRLMRGSLLSL---ISSTMMRDHILPKVDHFMRSYLDQWNELEVIDIQDKTKHMAFLSSLTQIAGNLRKP-------- 
CYP85A2   -----LDILGTCNIAAVHG-PSHRLMRGSLLSL---ISPTMMKDHLLPKIDDFMRNYLCGWDDLETVDIQEKTKHMAFLSSLLQIAETLKKP-------- 
CYP707A1  -----ERMLGKQAIFFHQG-DYHAKLRKLVLRA---FMP-ESIRNMVPDIESIAQDSLRSWEG-TMINTYQEMKTYTFNVALLSIFG-KDEVL------- 
CYP707A3  -----ERMLGKQAIFFHQG-DYHSKLRKLVLRA---FMP-DAIRNMVPHIESIAQESLNSWDG-TQLNTYQEMKTYTFNVALISILG-KDEVY------- 
CYP707A2  -----ERMIGPEALFFHQG-PYHSTLKRLVQSS---FMP-SALRPTVSHIELLVLQTLSSWTSQKSINTLEYMKRYAFDVAIMSAFGDKEEPT------- 
CYP707A4  -----EKLIGPSALFFHQG-DYHSHIRKLVQSS---FYP-ETIRKLIPDIEHIALSSLQSWANMPIVSTYQEMKKFAFDVGILAIFG-HLESS------- 
CYP88A3   -----MELIGRKSFVGISF-EEHKRLRRLTAAP---VNGHEALSTYIPYIEENVITVLDKWTKMGEFEFLTHLRKLTFRIIMYIFLS-SESEN------- 
CYP88A4   -----MKLIGRKSFVGISF-EEHKRLRRLTSAP---VNGPEALSVYIQFIEETVNTDLEKWSKMGEIEFLSHLRKLTFKVIMYIFLS-SESEH------- 
CYP716A1  -----NKIFPSSMQTSSK--EEARKLRMLLSQF---MKPEALRRYVGVMDEIAQRHFETEWANQDQVIVFPLTKKFTFSIACRSFLS-MEDPA------- 
CYP716A2  -----NKIFPSSTQTSSK--EEAIKTRMLLMPS---MKPEALRRYVGVMDEIAQKHFETEWANQDQLIVFPLTKKFTFSIACRLFLS-MDDLE------- 
CYP718    -----VQLMGMNCIMAKQG-EKHRVLRGIVANS---LSYIGLESLIPKLCDTVKFHHETEWRGKEEISLYRSAKVLTFTVVFECLYG-IKVEI------- 
CYP71A12  GRDVVFGPYGEYWRQMKSVCILNLLTNKMVASFE--KIREEELNEMIKKLEKASSSS-------SSENLSELFVTLPSDVTSRIALGRKHSED------- 
CYP71A13  GRDVVFAPYGEYWRQMKSVCILNLLTNKMVESFE--KVREDEVNAMIEKLEKASSSS-------SSENLSELFITLPSDVTSRVALGRKHSED------- 
CYP71A18  GRDVVFGPYGEYWRQMKSVCILNLLTNKMVASFE--KVREEEVNAMMEKLEKASCSS-------SAENLSELFVTLTSDVTSRVSLGKKYWED------- 
CYP71A14  GREMVFSPYGEYWRQIKSVCIVNLLNKKKVQSFE--KVREEEISEMMERVEKASSDS-------SPLNLSELLLTLTSDVTSRVSLGRKYSKE------- 
CYP71A15  GREVVFSPYGDYWRQIKTVCVVHLLNKKMVQSFA--KVREEERSVMMEKVEKASSDS-------SPLNLSKLLITLTSDVASRVSFGKKHSNE------- 
CYP71A28  GRDVAFSSYGEYWRQMKSLCTVHLLGRQMVRSFE--KVREEEITSVIWKLEKQSSSS-------LPVNLSDLLLNMSNDVICRIAVGRKYSRE------- 
CYP71A19  GRDVAFAPYGEYWKQMKSICIQNLLSNKMVRSYK--KIREDEIKLMIEKVENASSCSP-----PSPVNLSQLFMTLTNDIICRAALGRKYSSK------- 
CYP71A20  GRDVAFAPYGEYWRQMKSICIQNLLNNKMVRSYE--KIREEEIKRMIEKLEKASCSSS-----PSPVNLSQILMTLTNDIICRVALGRKYSGK------- 
CYP71A16  GRDLVFAPYGEYWRNVKSLCTIHLLSNKMVQSSE--KRREEEITLLMETLEEASLSS-------SSVNLSKLITNMVSDIMGKVVLGKKYSGE------- 
CYP71A27  GRDIIFGPYGEDWKSMKSLGVVHLLNNKMVRSFE--NLREEEIKVMTEKLEEASSSS-------SSVNLSKLLMTLTNDIICRITLGRKYNEE------- 
CYP71A21  GRDVAFAPYGEYWRQIKSVCVLRLLSNKMVTSFR--NVRQEEISLMMEKIQKSSSLQ---------VNVSELLGSLTNDVISRIALGRKYS--------- 
CYP71A22  ARDVALAPYGEYWRQMKSVCVLHLLTNKMVRSFR--NVRQEEISLMMEKIQKSSSLQ---------VNLSELLGSLTNDVISRVALGRKYS--------- 
CYP71A24  GRDVALAPYGEYWRQMKSVCVLHLFSNKMVRSFR--DVRQEEISLMIEKIRISSSLR---------INLSEILVNLTNNVICRVALGRKYG--------- 
CYP71A26  KHDVASAPYGEYWRQMKSVCVLHLFSNKMVRSFR--EVREEEISLMMEKIRKSISLP---------VNLSKILVSLTNDVICKVALGRKYG--------- 
CYP71A25  NRDVASAPYGEYWRQMKSVCVIHLLSNKMVRSFR--DVREEEITLMMAKIRKSSSLP---------FNVSKVLECLTNDVICRVALGRKYG--------- 
CYP71A23  SRNMASAPYGEYWRQMKSVSVLHLLSNKMVRSFQ--DVRQEEITLMMETIRKSSSKP---------VNLSKILSSLTNDVICRVALGRKYG--------- 



Arabidopsis thaliana Cytochrome P450s, ClustalX 1.83,  Gonnet series – 11/14/2004 © 2004 Søren Bak and Suzanne Paquertte 

12 of 40 

CYP71B26  NLDMSSSPYNEYWKELRKLCSQELFSANKIQSIQ--PIKDEEVKKVIDSIAESSSLK-------NPVNLSKTFLALTTSVVCKAAFGVSFEGS------- 
CYP71B33  NRDISFSPYNDYWKELRKLCTQELFSAKNIHSTQ--HIKDEEVKKLIVSIAESASLK-------TPINLNKKCLALTVSIVCRIAFGVSFEGT------- 
CYP71B34  YLDIAFSPYDDYWKEVRKLAVQELFSSKQVHSIQ--PIKDEEVKKLIDSISESAAQK-------TPINLNKTLLALTVSVVCRTAFSVNFEGT------- 
CYP71B35  YLDIAFSPYDDYWKEVRKLCVQELFSTKQVHSIQ--PIKDEEVKKMIDSIAESASQK-------NPVNLNNKCLELTVSVVCRTAFGVSFEGT------- 
CYP71B36  YLDIAFSPFDDYWKELRRICVQELFSVKRVQSFQ--PIKEDEVKKLIDSVSESASQG-------TPVNLSEKFTSLTVRVTCKATFGVNFQGT------- 
CYP71B37  YLDIVFSPFNDYWKELRRMCVQELFSPKQVHLIQ--PIREEEVKKLMNSFSESAAQK-------TPVNLSEKLASLTVGVICKAAFGVSFQGT------- 
CYP71B9   YLDIAFSPFDDYWKELRRICVQELFSAKRVHSIQ--PIKEEEVRKLIVSATESASQK-------SPVNLSEKFLDLTVSVICKAAFSLDFHTS------- 
CYP71B10  YLDIAFSRFDDYWKELRKLCVEELFCNKRINSIQ--PIKEAEMEKLIDSIAESASQK-------TLVNLSDTFLSLNVNVICKAVFGVNFQGT------- 
CYP71B11  LKDIGFCPYTKYWREVRKMTVVELYTAKRVQSFQ--HTRKEEVASLVDFITQAASLE-------KPVNLNTKLMKLSGSVICRVVFGINLKGS------- 
CYP71B12  LKDLCFSPYSKYWREVRKMTVVELYTAKRVQSFQ--HTRKEEVAALVDFIKQAASLE-------KPVNLNKKLMKLSGSVICRVAFGINLQGS------- 
CYP71B14  FNDLAFSPYSKYWREVRKMTVIELYTAKRVKSFQ--NVRQEEVASFVDFIKQHASLE-------KTVNMKQKLVKLSGSVICKVGFGISLEWS------- 
CYP71B13  LKDLAFAPYSKYWKAVRKMTVVELYTAKRVKSFR--NIREEEVASFVEFIKHSASLE-------EIVNLNQTLVKLSGSVICRVGFGINLEGS------- 
CYP71B6   GLGLGFTKWGDYYRDVRKLCVLELFSVKRANSFR--NIREEELSRLVNSFSDSASSG-------SSVDLTANLAKFVASFTCRMAFGLSFQGS------- 
CYP71B28  FKDIGFAPYGEDWRTMRKLSVVELFSSKKLQSFR--YIREEENDLCVKKLSDLASRR-------SLVNLEKTLFTLVGSIVCRIGFGINLREC-E----- 
CYP71B29  FKDIGFAPYGEEWKAMRKLSVVELFTAKKHQYFR--SIREEENDLLVKKLTELALTR-------SPVNLKKTLFTLVGSIVCRIGFGFNLHEC-E----- 
CYP71B15  FKDIGMAPFGDEWSLMRKLSVVELFSVKKLQSFK--YIIEEENNLCVKKLSEFATRQ-------SPVNLERAIFTLVGNIVCRIGYGINLYEC-D----- 
CYP71B23  FKDIGFAPYGEEWRALRKLAVIELFSLKKFNSFR--YIREEENDLLVKKLSEASEKQ-------SPVNLKKALFTLSASIVCRLAFGQNLHES-E----- 
CYP71B7   FKDIGFAPYGEEWKALRKLVVMELLNTKKFQSFR--YIREEENDLLIKKLTESALKK-------SPVNLKKTLFTLVASIVCRLAFGVNIHKC-E----- 
CYP71B16  FKDISFTPYGEEWRERRKFLVRELFCFKKVQYFG--YIVEEECNLLVKKLTESAVGR-------PPVDLSKSLFWLAASILFRIAFGQSFHDN-K----- 
CYP71B17  FKDLNFTPYGEEWKERRRFLVGELFCSKKLQSFI--YIKEVECNFLVKKLSESAVDQ-------SPVDLSKTLFWLAASILFRVAFGQSFHES-E----- 
CYP71B18  FKDVGFTPYGEEWKERRKFLVREFFSLKKVQSFG--YIREEECNFLVKKLLESAVDQ-------SPVDLSKTLFWLTASVMFRVAFGQSFHES-E----- 
CYP71B19  FKDIGFTPYGNEWKARRKFALRELFCLKKVQSFR--HIREEECNFLVKQLSESAVDR-------SPVDLSKSLFWLTASILFRVALGQNFHES-D----- 
CYP71B20  FKDVCFTPYGNEWKARRKFALRELFCLKKVQSFR--HIREEECNFLVKQLSESAVNR-------SPVDLSKSLFWLTASIFFRVALGQNFHES-N----- 
CYP71B2   FKDITFAPYGEYWREVRKLAVIELFSSKKVQSFR--YIREEEVDFVVKKVSESALKQ-------SPVDLSKTFFSLTASIICRVALGQNFNESGF----- 
CYP71B27  FKDISFVPYSEYWREMRKLAVTELFSLKKVQSYR--YIRGEEIEFMVKKLSESALKQ-------SPVDL--TFFSLTASIIFRVALGRNFHESGS----- 
CYP71B21  FKDIGFAQYGEDWREMRKLAMLELFSSKKLKAFR--YIREEESELLVKKVTESAQTQ-------TLVDLRKALFSYTASIVCRLAFGQNFHE-CD----- 
CYP71B22  YKDIGFAQYGDDWREMRKLAMLELFSSKKLKAFR--YIREEESEVLVNKLSKSAETR-------TMVDLRKALFSYTASIVCRLAFGQNFHE-CD----- 
CYP71B38  FKDIGFAPFGDDWREMRKITTLELFSVKKLKSFR--YIREEESELLVKKISKSVDETQ-----NSSVDLRKVLFSFTASIICRLAFGQNFHQ-CD----- 
CYP71B5   FKDIGFAPYGENWREMRKIAVSELFSQKKLKSFR--YIREDESQLLVRKVSKSALETP-----TSSVNLRKVIFTFAASIICRLSFGQNF---CD----- 
CYP71B31  YKDIGFTQYGEEWREMKKFVGLELFSPKKHKSFR--YIREEEGDLLVKKISNYAQTQ-------TLVDLRKSLFSYTASIIFREAFGQNFRE-CD----- 
CYP71B8   FKDIAFAQYGEDWREMKKLVGLELFNPKKHKFFR--YIREEEGDLLVKKLSKSSQTQ-------TLVDLRKAFFSFTAGIIFRVSFGQNFRE-CD----- 
CYP71B32  FKDIGFTQYGEDWREMKKLVGLELFSPKKHKSFR--YIREEEGDLLVKKISNSAQTQ-------TLIDLRKASFSFTAGTIFRLAFGQNFHQ-CD----- 
CYP71B24  GQDIGLAPYGESLRELRKLSFLKFFSTTKVRSFR--YIREEENDLMVKKLKEAALKK-------SSVDLSQTLFGLVGSIIFRSAFGQRFDEG-N----- 
CYP71B3   GKDIAFAPYGEVSRELRKLSLINFFSTQKVRSFR--YIREEENDLMVKKLKESAKKK-------NTVDLSQTLFYLVGSIIFRATFGQRLDQN-K----- 
CYP71B25  NKNIGLGAYSDEWRELRKVAVREYFSVKKVQSFR--YVREEENHLMVKKLRDLALKQ-------SPVDLSKTLFCLAASTVFRPVFGQSFSDN-K----- 
CYP71B4   GKDIGFGVYGDEWRELRKLSVREFFSVKKVQSFK--YIREEENDLMIKKLKELASKQ-------SPVDLSKILFGLTASIIFRTAFGQSFFDN-K----- 
CYP83A1   RRDMALNHYTPYYREIRKMGMNHLFSPTRVATFK--HVREEEARRMMDKINKAADKS-------EVVDISELMLTFTNSVVCRQAFGKKYNED------- 
CYP83B1   GRELGFGQYTAYYREMRKMCMVNLFSPNRVASFR--PVREEECQRMMDKIYKAADQS-------GTVDLSELLLSFTNCVVCRQAFGKRYNEY------- 
CYP84A1   RADMAFAHYGPFWRQMRKVCVMKVFSRKRAESWA--SVR-DEVDKMVRSVSCNVGKP---------INVGEQIFALTRNITYRAAFGSACEKGQ------ 
CYP84A4   GSDLAFCNYGPFWRRMRKLYVMMLFSRKRAESWV--SVD-EEVHKSVRLVASNVGKP---------LNICKLAFSLSRDITFRAAFGSSSSTSDE----- 
CYP705A1  SSGFIQAPYGDYWKFMKKLIATKLLGPQPLVRSQ--DFRSEELERFYKRLFDKAMK-------KESVMIHKEASRFVNNSLYKMCTGRSFSVENN----- 
CYP705A24 SFGYFRAPCEDYWKFMRKLIMARALGPQALERTR--GVRAAELERFHRKLLDKAMK-------KQSLKIGEEARILVNNTLGKMSLGSSFSIENN----- 
CYP705A15 SFSFTSAPYGDYWKFMKKLLVTNLLGPQALERSR--GFRADELDLFYENLLDKAMK-------KESVDICVEALKLSNNSICKMIMGRSCSEENG----- 
CYP705A4  SFSFISAPYGDYWKFMKKVLVTNVFGPQAHEQSR--GVRADVLERFYGNLFDKAIK-------KQSVEICAEALKLSNSSICKMIMGRSCSEE------- 
CYP705A16 SSSFISAPYGDYWKFMKKLMVTKLLGPHALERSR--KIRADELYRLYTNLLDKAMK-------KESVEIGKETMKLTNNTICKMIMGRSCSEENG----- 
CYP705A19 STGFISAPYGDYFKFMKKHLVTKLLGPQALERSR--LIRTNELERFYINLLDKATK-------KESVEIGKEAMKLSNNSICKMIMGRSCLEEKG----- 
CYP705A20 SSVFVGAPYGDYWKFMKKLLVTKLLGPQALERSR--SIRADELERFYRSLLDKAMK-------KESVEIGKEATKLSINSICRMSMGRSFSEESG----- 
CYP705A21 SSVFGSAPYGDYFKFMKKLLVTKLLGPQALERSR--GIRADELERFHSSLLDKAVK-------KEIVEIGKEATKLSNNSLWRMSIGRSFSEKNG----- 
CYP705A23 SFGFFTAPYGDYWKFMKKVMVTKLLGPQALQRSR--GIRADALERFYMNLLDKAMK-------KESVEIGKETMKLIYDSICKMIMGRNFSEENG----- 
CYP705A28 FSSFFFAPYGDYFKFMRKLIATKLLGPQALDRSR--KIRADELDRFYRNLLDKAMK-------KESVEIGEEAAKLNNNIICKMIMGRSCSEKNG----- 
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CYP705A30 SSSFFFAPYGDYFKFMRKLIATKLLGPQALERSR--KIRADELDRFYKTLLDKAMK-------KESVEIGEEAAKLNNNIICKMIMGRSCSEENG----- 
CYP705A32 SSSFFFAPYGDYFKFMRKLIATKLLGPQALERSR--KIRADELDRFYRNLLDKAMK-------KESVDIVEEAAKLNNNIICKMIMGRSCSEDNG----- 
CYP705A2  SYSFISAPYGDYWKFMRKLMVTKILGPQALERSR--RFREDELDRFYKTLLDKAMK-------KESVEIVEEAAKLNNNTICKMIMGRSCSEETG----- 
CYP705A5  SSSFINTPYGDYSKFMKKFMVQKLLGPQALQRSR--NIRADELERFYKTLLDKAMK-------KQTVEIRNEAMKLTNNTICKMIMGRSCSEENG----- 
CYP705A8  SFSFITAPYGEYWKFMKKLIVTKLLGPQALERSQ--RIRANEVERFYSNLLDKAMK-------KESVEIADEAMKLVNNIICKMIMGRTCSEENG----- 
CYP705A9  SFGFGTAPS------------------SGLKHSR--GHKKSVQRSYYLNLLDKAVK-------KESVEIAEEAMKLVNNTVCQMIMGRSCSEENG----- 
CYP705A18 SSSFIYAPYGDYWKFMKKIFATKLLRPQVLENSR--GVRAEELKRFYRRILDKARK-------NENIEISKESAMLMNNILCRMSMGRSFSEENG----- 
CYP705A6  SSGIITAPYGDYWKFMKKLIATKLLRPQSLESSR--GIRGEELTRFYNSLLDKARM-------TESVEISTEAMKLVNNTLCRMSMGRSFSEENG----- 
CYP705A33 SSGVVYAPYGDYLKFVKKIIATKLLRPQVLERSR--GLRAEELQRLYNRILDKAKM-------NENVEIGKEATMLMNNIFCRMSMGRSFSEENG----- 
CYP705A3  ASGILNAPYGDYWKFMKKLMATKLLRPQVLERSR--GVRVEELHRFYRSILDKATK-------NESVEIGKEAMKLMNNTLCKLIMGRSFSEDNG----- 
CYP705A22 SSSFVTAPYGDYWKFMKKLTVMKLLGPQAQEQSR--DIRADDIKRFCRNLLDKARK-------KESVEIGKEAMNLMNNILCKMSMGRSFSEENG----- 
CYP705A12 SSGFVTAPYGDYWKFMKKLISTKLLRPHALELSK--GNRAEELRRFCLDLQGKARK-------KESVEIGKVALKLTNNIICRMSMGRSCSEKNG----- 
CYP705A13 SSSFVMAPYGDYWKFMKKLMVTKLFGPQALEQSR--GARADELERFHANLLSKEMK-------SETVEIAKEAIKLTNNSICKMIMGRGCLEENG----- 
CYP705A25 SFGFVSVPYGDYWRFMKKLLVKKLLGSHSLEQTR--LLRGKELQTFRAMLFDKAAK-------NETVDVGKEMMKLTNNSICRMTMGRSCSEENG----- 
CYP705A27 SFGFVSAPYGDYWRFMKKLLVTNLFGSHSLEQTR--LIREKELKTFRTMLFDKAAK-------KGTVDVGKEMMKLTNNSICRMIMGRRCSEENS----- 
CYP712A1  GSRFVLAQYGDYWRFMKKLCMTKLLAVPQLEKFA--DIREEEKLKLVDSVAKCCRE-------GLPCDLSSQFIKYTNNVICRMAMSTRCSGTDN----- 
CYP712A2  GSEFFNAPYGSYWRFMKKLCMTKLFAGYQLDRFV--DIREEETLALLSTLVERSRN-------GEACDLGLEFTALTTKILSKMVMGKRCRQNSN----- 
CYP93D1   SADFFSAPYGLHWKFMKRICMVELFSSRALDSFV--SVRSEELKKLLIRVLKKAEA-------EESVNLGEQLKELTSNIITRMMFRKMQSDSDGG---- 
CYP81D6   STTMTSAPYGDHWRNLRRIATLEIFASHKLNGFL--SVRKDEIRQLLLRLSKNSRH-----G-FAKVEMRHLLFELTINNVFRMVAGKRFYGEG------ 
CYP81D7   FTTMTSAPYGDHWRNLRRIGTLEIFSSHKLNGFL--SVRKDEIRHLLLRLSKNSQH-----G-FAKVEMRQLFYDLTINNILRMVAGKRFYGEG------ 
CYP81D11  STTMVGAAYGDSWRNLRRIGTIEIFSSLRLNSFV--SIRQDEIRRLIICLAKNSQH-----G-FVKVEMKPLFMCLTINNIIRMVAGKRFYGDG------ 
CYP81D2   NSTVVSASYSEHWRNLRRIGALEIFSAHRLNSFS--SIRRDEIRRLIGRLLRNSSY-----G-FTKVEMKSMFSDLTFNNIIRMLAGKCYYGDG------ 
CYP81D3   CTTVVTASYGDHWRNLRRIGAVEIFSAHRLNSFS--SIRRDEIHRLIA-CLRNSSL-----E-FTKVEMKSMFSNLTFNNIIRMLAGKCYYGDG------ 
CYP81D8   YTTMIAASYGDHWRNLRRIGSVEIFSNHRLNSFL--SIRKDEIRRLVFRLSRNFSQ-----E-FVKVDMKSMLSDLTFNNILRMVAGKRYYGDG------ 
CYP81D4   ATYLLSASYGDHWRNLRRIAAVEIFSTHRLNSFL--YIRKDEIRRLISHLSRDSLH-----G-FVEVEMKTLLTNLASNTTIRMLAGKRYFG-------- 
CYP81D5   FTNMIAASYGDHWRNLRRIAAVEIFSSHRISTFS--SIRKDEIRRLITHS-RDSLH-----G-FVEVELKSLLTNLAFNNIIMMVAGKRYYGTG------ 
CYP81D1   NANMIAAPYGDHWRNLRRLCTIEIFSTHRLNCFL--YVRTDEVRRLISRLSRLAGT-----K-KTVVELKPMLMDLTFNNIMRMMTGKRYYGEE------ 
CYP81F3   YTTVGTAPYGDHWRNLRRICSLEILSSNRLTNFL--HIRKDEIHRMLTRLSRD--------V-NKEIELEPLLSDLTFNNIVRMVTGKRYYGDE------ 
CYP81F4   YTTIATTSYGDHWRNLRRICSLEIVSSKRLANFL--HIRKEEIQRMLTRLSRDAR------V-GKEVELESILYDLTFNNIVRMVTGKIYYGDD------ 
CYP81F2   YTTIGTAAYGDHWRNLRRICSLEILSSNRLTGFL--SVRKDEIRRLLTKLSREY-------D-GRVVELEPLLADLTFNNIVRMVTGRRYYGDQ------ 
CYP81F1   HTTVGTAPYGDHWRNLRRMCSQEILSSHRLIIFQ--HIRKDEILRMLTRLSRYTQTSNESND-FTHIELEPLLSDLTFNNIVRMVTGKRYYGDD------ 
CYP81H1   YTSMVTAPYGDHWRNLRRITALEVFSTNRLNASA--EIRHDEVKMLLQKLHDLSVER------PAKVELRQLLTGLTLNVIMRMMTGKRFFEED------ 
CYP81G1   NTLVSTAPYGEHWRRLRRFCAVDILSTARLRDFS--DIRRDEVRAMIRKINVELVTSG---G-SVRLKLQPFLYGLTYNILMSMVAGK------------ 
CYP81K1   YKNFGFAPYGDLWRTLRRLSTLEVFSSASLQKNS--SIRNEEVSNLCLIIFRLSR------D-SRIVDLKYQFTLLTAHIMLRLVSGKRGVKKS------ 
CYP81K2   YKNFGFAPYGDLWRTLRRLSTLEVFSSVSLQKNS--SIRTEEVSNLCSSLFRFSGG-----N-SCKVDLRYQFTLLTAHVMLRLVSGNRGVNES------ 
CYP82C3   ----------VFWLEMRKIAMIELLSNRALQMLN--NVRVSEISMGVKDLYSLWVKKGGS-E-PVMVDLKSWLEDMIANMIMRMVAGKRYFGGGGA---E 
CYP82C2   CAVFGFAPYSAFWREMRKIATLELLSNRRLQMLK--HVRVSEISMVMQDLYSLWVKKGGS-E-PVMVDLKSWLEDMSLNMMVRMVAGKRYFGGG-S---L 
CYP82C4   FAVFGFAPYSAFWREMRKIATIELLSNRRLQMLK--HVRVSEITMGVKDLYSLWFKNGGT-K-PVMVDLKSWLEDMTLNMIVRMVAGKRYFGGGGS---V 
CYP82F1   DSFLTFSPYGLYWREIRKIAVSELFSTSGVDMHM--VSRAREADLAFRALYVRWEKRGKPKE-GVLVDMKQEFIDLTANISLMMVSGKRYFGEN------ 
CYP82G1   NASLTLAPYGDYWRELRKIVTVHLFSNHSIEMLG--HIRSSEVNTLIKHLYK---GNGGT----SIVKIDMLFEFLTFNIILRKMVGKRIGFG------- 
CYP76C2   VSVVWLPPSSSRWRLLRKLSATQLFSPQRIEATK--TLRENKVKELVSFMSESSER-------EEAVDISRATFITALNIISNILFSVDLGNYDS----- 
CYP76C4   VSVIWLPPSSARWRMLRKLSVTLMFSPQRTEATK--ALRMKKVQELVSFMNESSER-------KEAVDISRASYTTVLNIISNILFSVDLGSYDS----- 
CYP76C1   ASLVWLPSSSARWRLLRRLSVTQLLSPQRIEATK--ALRMNKVKELVSFISESSDR-------EESVDISRVAFITTLNIISNILFSVDLGSYNA----- 
CYP76C5   FSVGWIHPSSPRFRKVEEMTFTQLFSPQRIEATK--ALRMKKVQELVNFLSESSER-------GEAVDISRASFVTALNIISNILFSVNLGSYDS----- 
CYP76C6   FSVGWIHPSSSRFRMLRKLSATQLFSPQCIQATK--ALRMKKVQELVNFLSESCER-------EEAVDISHVSFVTALNIISNILFSVNLGSYDS----- 
CYP76C3   HSIVWIPPSARWRRFLKKTITKYLLSPQNLDAIQ--SLRMRKVEELVSLVNEFRER-------GEAIDLARASFVTSFNIISNALFSVDLATYDS----- 
CYP76C7   LSLLWIPPLARWR-FLRKITRNQLFSTQRLEATS--AIRTRKVQELMNFVNKCCER-------REAVNISRASFITSLNIISNALFSTNLANFDD----- 
CYP76G1   GSLITAQYG-AYWRMLRRLCTTQFFVTRRLDAMS--DVRSRCVDQMLRFVEEGGQNG------TKTIDVGRYFFLMAFNLIGNLMFSRDLLDPDS----- 
CYP75B1   QDLVFAPYG-HRWRLLRKISSVHLFSAKALEDFK--HVRQEEVGTLTRELVRVGTK---------PVNLGQLVNMCVVNALGREMIGRRLFGADA----- 
CYP706A1  GEDILWSPYGTHWRRLRKLCVMKMFTTPTLEASY--STRREETRQTIVHMSEMAREG-------SPVNLGEQIFLSIFNVVTRMMWGATVEG-------- 
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CYP706A2  GEDILWSPYGTHWRRLRKLCVMKMFTTPSLEASY--STRREETRQTIVHMSEMAREG-------SPVNLGEQIFLSIFNVVTRMMWGATVEG-------- 
CYP706A3  GTEIIWSPYGPKWRMLRKLCVNRILRNAMLDSS--TDLRRRETRQTVRYLADQARVG-------SPVNLGEQIFLMMLNVVTQMLWGTTVKE-------- 
CYP706A7  GVDIVWSPYGPEWPMLRKICINKMLSNATLDSNSFSALRRQETRRTVRYLADRARAG-------LAVNVGEQIFVTILNVVTQMLWGETVADD------- 
CYP706A5  GLDLVWLPYGAEWRMLRKVCAAKLFSRKTLDSFY--ELRRKEIRERTRCLYQKGLEK-------SPVNVGEQLFLTMMNLMMNMLWGGSVKA-------- 
CYP706A6  GLDLVWLPYGAEWRMLRKVCVLKLLSHRTLNSFY--ELRRKEIRERTRYLYQKGQEE-------SPVNVGEQVFLTMMNLTMNMLWGGSVKA-------- 
CYP706A4  GIDIVWTPYGAEWRQLRKICVLKLLSRKTLDSFY--ELRRKEVRERTRYLYEQGRKQ-------SPVKVGDQLFLTMMNLTMNMLWGGSVKA-------- 
CYP79B2   YKTCVITPFGDQFKKMRKVVMTELVCPARHRWLHQ--KRSEENDHLTAWVYN-MVKNSG------SVDFRFMTRHYCGNAIKKLMFGTRTFSKNT--APD 
CYP79B3   YKTCVITPFGEQFKKMRKVIMTEIVCPARHRWLHD--NRAEETDHLTAWLYN-MVKNSE------PVDLRFVTRHYCGNAIKRLMFGTRTFSEKT--EAD 
CYP79A2   YLTVAVEPQGEQWKKMRRVVASHVTSKKSFQMMLQ--KRTEEADNLVRYINNRSVKNRGNAF--VVIDLRLAVRQYSGNVARKMMFGIRHFGKGS--EDG 
CYP79C1   YNGVVFDEYGERQMKMKKVMSSELMSTKALNLLLK--VRNLESDNLLAYVHNLYNKDESKTKHGAVVNVRDIVCTHTHNVKMRLLFGRRHFKET---TMD 
CYP79C2   YKNISFSSYGENWKLVKKVMTTKLMSPTTLSKTLG--YRNIEADNIVTYVYNLCQLGSVRKP----INVRDTILTYCHAVMMRMMFGQRHFDEV---VEN 
CYP79F1   YKSMGISPYGEQFMKMKRVITTEIMSVKTLKMLEA--ARTIEADNLIAYVHSMYQRSE-------TVDVRELSRVYGYAVTMRMLFGRRHVTKENVFSDD 
CYP79F2   YKTMGTSSYGEHFMKMKKVITTEIMSVKTLNMLEA--ARTIEADNLIAYIHSMYQRSE-------TVDVRELSRVYGYAVTMRMLFGRRHVTKENMFSDD 
CYP703A2  CGDVALAPMGPHWKRMRRICMEHLLTTKRLESFTT--QRAEEARYLIRDVFKRSETGKP-------INLKEVLGAFSMNNVTRMLLGKQFFGPGS----- 
CYP98A8   GTDLVWSDYSPHYVKLRKLCTLELFSLKSIENFR--SLREMEARSMVVSILKDLMSNSGDDQERKPVIVRKYLAAVVLNTISRLMIGKEFG--------- 
CYP98A9   GSDLIWSDYGAHYVKMRKLCTLELFSLKSIECFR--SMREMEVSSMVKSIFNDFMSD-----DQKPVVLRNYLDSVALNIVSRLVIGKTFE--------- 
CYP98A3   GQDLIWADYGPHYVKVRKVCTLELFTPKRLESLR--PIREDEVTAMVESVFRDCNLP---ENRAKGLQLRKYLGAVAFNNITRLAFGKRFMNAEG----- 
CYP78A10  DRAMGFAPFGDYWRELRRISSTHLFSPKRIFSSG--ESRRKIGQNMVGEIKN--AMECYG-----EVHIKKILHFGSLNNVMSSVFGKTYNFNEGI---- 
CYP78A5   HRAMGFAPYGEYWRNLRRISSTHLFSPRRIASFE--GVRVGIGMKMVKKIKSLVTSDACG-----EVEVKKIVHFGSLNNVMTTVFGESYDFDE------ 
CYP78A6   NRAIGFAPHGVYWRTLRRIASNHLFSTKQIRRAE--TQRRVISSQMVEFLEKQ--SSNE------PCFVRELLKTASLNNMMCSVFGQEYELEK------ 
CYP78A9   NRAIGFAPYGVYWRTLRKIASNHLFSPKQIKRSE--TQRSVIANQIVKCLTKQ--SNTKG-----LCFARDLIKTASLNNMMCSVFGKEYELEE------ 
CYP78A8   NRAMGFAPNGTYWRTLRRLGSNHLFNPKQIKQSE--DQRRVIATQMVNAFAR----NPKS-----ACAVRDLLKTASLCNMMGLVFGREYELES------ 
CYP78A7   SRAIGFAPNGTYWRMLRRIASTHLFAPRRILAHE--AGRQLDCAEMVKAVSVE--QNGAG-----SVVLRKHLQLAALNNIMGSVFGRRYDPLA------ 
CYP77A4   KFTVNAAKYGPVWRSLRRNMVQNMLSSTRLKEFG--KLRQSAMDKLIERIKSEARDND------GLIWVLKNARFAAFCILLEMCFGIEMDEET------ 
CYP77A6   TFTVNASAYGPVWRSLRKNMVQNMLSSIRFREFG--SLRQSAMDKLVERIKSEAKDND------GLVWVLRNARFAAFCILLEMCFGIEMDEES------ 
CYP77A7   EITVHSAMYGPVWRSLRRNMVQNMLSSNRLKEFG--SVRKSAMDKLIERIKSEARDND------GLVWVLQNSRYAAFCVLLDICFGVEMEEES------ 
CYP77A9   DITVHSAMYGPVWRSLRRNMVQNMLCSNRLKEFG--SIRKSAIDKLVEKIKSEAKEND------GLVWVLRNARFAAFCILLDMCFGVKMEEES------ 
CYP77B1   KCAINSAEYGSLWRTLRRNFVTELVTAPRVKQCS--WIRSWAMQNHMKRIKTENVEK-------GFVEVMSQCRLTICSILICLCFGAKISEEK------ 
CYP89A4   QHNISSSLYGATWRLLRRNLTSEILHPSRVRSYS--HARRWVLEILFDRFGKSRGEE--------PIVVVDHLHYAMFALLVLMCFGDKLDEKQ------ 
CYP89A5   QHNISSCLYGATWRLLRRNLTSEILHPSRVRSYS--HARRWVLEILFDRFGKNRGEE--------PIVVVDHLHYAMFALLVLMCFGDKLDEKQ------ 
CYP89A6   QHNISSCLYGATWRLLRRNLTSEILHPSRLRSYS--HARRWVLEILFGRFGKNRGEE--------PIVVVDHLHYAMFALLVLMCFGDKLDEKQ------ 
CYP89A7   QHTITSCLYGVTWRLLRRNIT-EILHPSRMKSYS--HVRHWVLEILFDRLRKSGGEE--------PIVVFDHLHYAMFAVLVLMCFGDKLDEKQ------ 
CYP89A2   EHNISSGSYGATWRLLRRNITSEILHPSRVRSYS--HARHWVLEILFERFRNHGGEE--------PIVLIHHLHYAMFALLVLMCFGDKLDEKQ------ 
CYP89A3   QHTISSGSYGATWRLLRRNLTSEILHPSRVKSYS--NARRSVLENLCSRIRNHGEEAK-------PIVVVDHLRYAMFSLLVLMCFGDKLDEEQ------ 
CYP89A9   QHDIHSSVYGSLWRTLRRNLTSEILQPSRVKAHA--PSRKWSLEILVDLFETEQREKG------HISDALDHLRHAMFYLLALMCFGEKLRKEE------ 
CYP704A1  GHGIFAVD-GEKWKQQRKLVSFEFSTRVLRNFSYSVFRTSASKLVGFIAEFALSG---------KSFDFQDMLMKCTLDSIFKVGFG-VELGCLDGF--- 
CYP704A2  GHGIFAVD-GEKWRQQRKLSSFEFSTRVLRDFSCSVFRRNASKLVGFVSEFALSG---------KAFDAQDLLMRCTLDSIFKVGFG-VELKCLDGF--- 
CYP704B1  GDGIFNSD-GELWRKQRKTASFEFASKNLRDFSTVVFKEYSLKLFTILSQASFKE---------QQVDMQELLMRMTLDSICKVGFG-VEIGTLAPE--- 
CYP86A2   GQGIFNSD-GDTWLFQRKTAALEFTTRTLRQAMGRWVNRGIKLRFCPILETAQNN--------YEPVDLQDLILRLTFDNICGLAFG-KDTRTCAPG--- 
CYP86A4   GQGIFNSD-GDTWLFQRKTAALEFTTRTLRQAMGRWVNRGIKLRFCPILATAQDN--------AEPVDLQDLILRLTFDNICGLAFG-KDTRTCAPG--- 
CYP86A8   GQGIFNSD-GDTWLFQRKTAALEFTTRTLRQAMARWVNRAIKLRFLPILENARLG--------SEPIDLQDLLLRLTFDNICGLTFG-KDPRTCAPG--- 
CYP86A7   GDGIFNSD-GDTWRFQRKTAALEFTTRTLRQAMARWVDRAIKNRLVPILESARSR--------AEPIDLQDVLLRLTFDNICGLTFG-KDPRTLSPE--- 
CYP86A1   GQGIFNSD-GDTWLMQRKTAALEFTTRTLRQAMARWVNGTIKNRLWLILDRAVQN--------NKPVDLQDLFLRLTFDNICGLTFG-KDPETLSLD--- 
CYP86B1   GDGIFNAD-DETWQRQRKTASIEFHSAKFRQLTTQSLFELVHKRLLPVLETSVKS--------SSPIDLQDVLLRLTFDNVCMIAFG-VDPGCLGPD--- 
CYP86B2   GDGIFNTD-DGTWQRQRKAASVEFHSAKFRQLTSQSLHELVHNRLLPVLETSGK------------IDLQDILLRLTFDNVCMIAFG-VDPGCLSPK--- 
CYP86C3   EDGIFNAD-AESWKEQRRIIITEMHSTRFVEHSFQTTQDLVRKKLLKVMESFARS--------QEAFDLQDVLLRLTFDNICIAGLG-DDPGTLDSD--- 
CYP86C4   EEGIFNAD-DDSWKEQRRIIITEMHSTGFVEHSFQTTQHLVRKKLLKVMESFAKS--------QEAFDLQDVFLRLTFDIICLAGLG-ADPETLAVD--- 
CYP86C2   EDGIFNAD-DESWKEQRRIIITEMHSTRFVDHSFQTTRDLIERKLLKVMESFSKS--------QEAFDLQEILLRLTFDNICIAGLG-DDPGTLDDD--- 
CYP86C1   EDGIFNAD-DELWKEERRVAKTEMHSSRFLEHTFTTMRDLVDQKLVPLMENLSTS--------KRVFDLQDLLLRFTFDNICISAFG-VYPGSLETG--- 
CYP94B1   GGGIFNSD-GELWSSQRKLASHEFTMRSLREFTFEILREEVQNRLIPVLSSAVDC--------GETVDFQEVLKRFAFDVVCKVSLG-WDPDCLDLT--- 
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CYP94B3   GGGIFNVD-GHSWSSQRKLASHEFSTRSLRSFAFEVLKDEVENRLVPVLSTAADV--------GTTVDLQDVLKRFAFDVVCKVSLG-WDPDCLDLT--- 
CYP94B2   GNGIFNVD-GNLWLKQRRLATHDFTPKSLREY-VTVLRNEVEKELLAFLNAAAED--------SQPFDLQELLRRFTFNIVCIVFLG-IDRCTLNPS--- 
CYP94C1   GRGIFNSD-GDTWRFQRKLASLELGSVSVRVFAHEIVKTEIETRLLPILTSFSDNP-------GSVLDLQDVFRRFSFDTISKLSFG-FDPDCLRLP--- 
CYP94D1   GHGIFNSD-GDMWWKQRKTASYEFSTKSLRDFVMSNVTVEINTRLVPVLVEAATT--------GKLIDLQDILERFAFDNICKLAFN-VDCACLGHD--- 
CYP94D2   GRGIFNSD-GEMWWKQRKTASYEFSTKSLRDFVMSNVTVEINTRLVPVLAEAATN--------GKLIDLQDILERFAFDNICKLAFN-VDSACLGDD--- 
CYP96A1   GDGIFNAD-SELWKDLRKSAQSMMTHQDFQRFTLRTIMSKLEKGLVPLLDYVAEK--------KQVVDLQDVFQRFTFDTSFVLATG-VDPGCLSTE--- 
CYP96A9   GDGIFNAD-SDLWKDLRKSSQSMMNHPDFQRFSLATSLSKLEKGLVPLLDHVAKE--------KLVVDLQDVFQRFTFDTTFVLATG-YDPGCLSVE--- 
CYP96A10  GDGIFNAD-SELWKDLRKSAQSMMMNPEFQKFSLATSLKKLEKGLVPLLDHVAKE--------KLAVDLQDMFQRFTFDTTFVLATG-YDPGCLSVE--- 
CYP96A5   GNGIFTAD-SKLWEDMRKSALVVLSHQGFQSFSLRTITCKIKNGLVPVLDHFAEA--------NTVFDLQDVFQRLAFDVTLTLVTG-CDSSSLSIE--- 
CYP96A11  GDGIITTD-SELWKNLRKSYQEMLHHQAFQSFSLSTTRSKLKDGLVPLLNHFAEE--------GTTVDLQDVLGRFTFDTILILITG-SDPRSLSIE--- 
CYP96A2   GDSFITTD-SELWKNMRKSYQAMLHSQEFQRFSMSTMTSKLKYGLVPLLNHFAEE--------GTTLDLQSVFGRFTFDTIFILVTG-SDPRSLSIE--- 
CYP96A12  GEMIFSSD-SELWKNQRKAAQFMLNHQGFQKLSLSATRSKLYDGLVPLFNQCCEE--------EKVVDLQQVFQRFTFDTTFFIVTG-FDPKSLSIE--- 
CYP96A13  GDGILTTDDSELWKNLKKASLVMLNHQGFQSLSMSTT-EVLKDGLVPLFNHFAEN--------GTVVDLQDVFKRFMFDTTLVTVTGSADPRSLSIE--- 
CYP96A7   GDGIINTD-AELWRDWRNASQLIFNHQRYQNFSASTTKSKVNDGLVPLF----------------IVDLQDVFQRFMFDITFIFLTG-TDPRSLSIE--- 
CYP96A8   GDGIINTD-AELWRDWRNASQLIFNHQRYQNFSASTTKTKVNDGLVPLFNHFANE--------EIVVDLEDVFQRFMYDITFIFITG-TDPRSLSIE--- 
CYP96A3   GDSIFNVD-SGLWEDMRNSSHAIFSNQDFQMFWVSTSVRKLRQGLVPILENAADK--------NILVDLQDLFQRFLFDTSLILMTG-YDPKCLSVE--- 
CYP96A4   GDGIFNVD-SGLWEDMRNSSHAIFSHQDFQSFSVSTSVSKLSQGLVPILDNAVEK--------HILVDLQDLFQRFLFDTSSTLMAG-YDPKSLSVE--- 
CYP96A15  GEGILTVD-FELWEEMRKSNHALFHNQDFIELSVSSNKSKLKEGLVPFLDNAAQK--------NIIIELQDVFQRFMFDTSSILMTG-YDPMSLSIE--- 
CYP97A3   GKGLIPAD-GEIWRRRRRAIVPALHQKYVAAMIS-LFGEASDRLCQKLD--------AAALK-GEEVEMESLFSRLTLDIIGKAVFN-YDFDSLTND--- 
CYP97C1   GSGFAIAE-GPLWTARRRAVVPSLHRRYLSVIVERVFCKCAERLVEKLQ--------PYAED-GSAVNMEAKFSQMTLDVIGLSLFN-YNFDSLTTD--- 
CYP97B3   GKGLIPAD-LDTWKLRRRAITPAFHKLYLEAMVK-VFSDCSEKMILKSEKLIREKETSSGED-TIELDLEAEFSSLALDIIGLSVFN-YDFGSVTKE--- 
CYP709B2  G-NGLIFVNGLDWVRHRRILNPAFSMDK--LKLMTQLMVDCTFRMFLEWKKQRNGVE---TE--QFVLISREFKRLTADIIATAAFG-----SSYAE--- 
CYP709B3  G-KGLSFIQGDDWIRHRRILNPAFSMDR--LKAMTQPMGDCTLRIFEEWRKQRRNGE---VL--IKIEISKEFHKLTADIIATTAFG-----SSYAE--- 
CYP709B1  GSKGLVFIEGADWVRHRRILNPAFSIDR--LKIMTTVMVDCTLKMLEEWRKESTKEETEHPK--IKKEMNEEFQRLTADIIATSAFG-----SSYVE--- 
CYP735A1  IGRGLLMANGQDWHHQRHLAAPAFTGER--LKGYARHMVECTSKLVERLRKEVGEGA-------NEVEIGEEMHKLTADIISRTKFG-----SSFEK--- 
CYP735A2  IGRGLLMANGEAWHHQRHMAAPAFTRDR--LKGYAKHMVECTKMMAERLRKEVGE----------EVEIGEEMRRLTADIISRTEFG-----SSCDK--- 
CYP72A11  AT-GVLSYDGDKWAKHRRIINPAFHLEK--IKNMVPAFHQSCSEIVCKWDKLVSDKESS-----CEVDVWPGLVSMTADVISRTAFG-----SSCVE--- 
CYP72A13  AA-GLVSYDGDKWTKHRRIINPAFHLEK--IKNMVPAFHQSCSEIVGEWDKLVTDKQSS-----CEVDIWPWLVSMTADVISRTAFG-----SSYKE--- 
CYP72A15  AK-GLANYDGDKWAKHRRIINPAFHIEK--IKNMVPAFHQSCREVVGEWDQLVSDKGSS-----CEVDVWPGLVSMTADVISRTAFG-----SSYKE--- 
CYP72A10  AT-GIINYDGDKWAKHRRIINPAFHIEK--IKNMVPAFHQSCSDVVGEWSKLVSDKGSS----SCEVDVWPWLVSMTGDVISRTAFG-----SSYKE--- 
CYP72A14  GT-GLVSYDGDKWAQHRRIINPAFHLEK--IKNMVHVFHESCSELVGEWDKLVSDKGSS-----CEVDVWPGLTSMTADVISRTAFG-----SSYRE--- 
CYP72A9   TD-GLANADGDKWVKHRKIINPAFHFEK--IKNMVPTFYKSCIEVMCEWEKLVSDKGSS-----CELDVWPWIVNMTGDVISRTAFG-----SSYKE--- 
CYP72A7   AG-GLASYKGDKWASHRRIINPAFHLEK--IKNMIPAFYHCCSEVVCQWEKLFTDKESP-----LEVDVWPWLVNMTADVISHTAFG-----SSYKE--- 
CYP72A8   AT-GVALYEGEKWSKHRKIINPSFHLEK--LKIMIPAFYESCSEMISKWEKLVTEQGSS-----NEIDVWPYLGDLTSDVISRTAFG-----SSYEE--- 
CYP72C1   LS-GLLNHEGPKWSKHRSILNPAFRIDN--LKSILPAFNSSCKEMLEEWERLASAKGTM------ELDSWTHCHDLTRNMLARASFG-----DSYKD--- 
CYP734A1  EGDGLLSLKGEKWAHHRKIISPTFHMEN--LKLLVPVVLKSVTDMVDKWSDKLSENGEV------EVDVYEWFQILTEDVISRTAFG-----SSYED--- 
CYP721A1  YAQGLPGLRGDQWAFHRRIAKQAFTMEK--LKRWVPQMVTSTMMLMEKWEDMRNGGEEI------ELEVHKEMHNLSAEMLSRTAFG-----NSVEE--- 
CYP715A1  FGTGLVMVEGDDWTRHRHIITPAFAPLN--LKVMTNMMVESVSNMLDRWGIQINSGNPE-------FDMESEIIGTAGEIIAKTSFG-----VTGEN--- 
CYP714A1  LGRGVITSNGPHWAHQRRIIAPEFFLD--KVKGMVGLVVESAMPMLSKWEEMMKREGEMV----CDIIVDEDLRAASADVISRACFG-----SSFSK--- 
CYP714A2  LGNGIITSNGPHWAHQRRIIAYEFTHDKIKVKGMVGLMVESAMPMLNKWEEMVKRGGEMG----CDIRVDEDLKDVSADVIAKACFG-----SSFSK--- 
CYP74A    -KDLFTGTYMPSTELTGGYRILSYLDPSEPKHEKLKNLLFFLLKSSRNRIFPEFQATYSELFDSLEKEAFPLRESGFRRFQRRNRLLFLGSSFL------ 
CYP74B2   -RDVLIGDFRPSLGFYGGVRVGVYLDTTEPKHAQIKGFAMETLKRSSKVWLQELRSNLNIFWGTIESEISKNGAASYIFPLQRCIFSFLCASLAG----- 
CYP73A5   GQDMVFTVYGEHWRKMRRIMTVPFFTNKVVQQNR--EGWEFEAASVVEDVKKNPDSAT------KGIVLRKRLQLMMYNNMFRIMFDRRFESEDD----- 
CYP722A1  ------ELVGDRSLLCAPQHHHKILRSRLINLFS-----KRSTALMVRHFDELVVDALGGWEHRGTVVLLTDLLQITFKAMCKMLVSLEKEEELG----- 
CYP701A3  KSMVATSDYDDFHKLVKRCLLNGLLGANAQKRKR--HYRDALIENVSSKLHAHARDHP-----QEPVNFRAIFEHELFGVALKQAFGKDVESIYVKELG- 
CYP711A1  ----PLHKKGLFFTRDKRWSKMRNTILSLYQPSHLTSLIPTMHSFITSATHNLDSKP-------RDIVFSNLFLKLTTDIIGQAAFGVDFGLSGKKP--- 
consensus    .    ... .. ....    .     .       ..  .   ..  .                ...   .  ..  .. .. ..              
          201......210.......220.......230.......240.......250.......260.......270.......280.......290........ 
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CYP51A1   --------LFDDVAPLFHDLDKGMQPISVIFPKLPIPAHNCRDRARGKIAKIFSNIIATRKRSGDKSEN---------------DMLQCFIDSKYKD--- 
CYP51A2   --------LFDDVSALFHDLDNGMLPISVLFPYLPIPAHRRRDRAREKLSEIFAKIIGSRKRSG-KTEN---------------DMLQCFIESKYKD--- 
CYP710A1  --------AKNRFRTDYNLFNLGSMALPIDLPGFAFGEARRAVKRLGETLGICAGKSKARMAAG-EEPA---------------CLIDFWMQAIVAE--- 
CYP710A2  --------ARNTFCTDYNLFNLGSMALPINLPGFAFNKARRAVMNLEKTLSVCAGKSKKRMATG-EEPT---------------CLIDFWMHAFVTEIES 
CYP710A3  --------VKNTIRDDYNVFNPGTMALPIDLPGFTFGEARRAVSRLVNTMSLCVRKSKEKMAAG-ENPT---------------CLVDFWTHSIVAE--- 
CYP710A4  --------VKKTICDDYSLLTLGTMAIPIDLPGFTFGEARQAVSRLVNTMSVCVGKSKAKMAAG-ENPT---------------CLVDFWTHSIIEE--- 
CYP702A1  --------AAKELALCWRCFPSGWFRFPLNLPGTGVYKMMK-ARKRMLHLLKETILKKRASGE----------------------ELGEFFKIIF---EG 
CYP702A2  --------AAKELALCWRYFQSGWFRFFLNLPGTGVYKMMK-ARKRMMKLLRKTVLTKRASGE----------------------ELGEFFNIIFGEMEG 
CYP702A8  --------AAKKLALCWRYFPSGWFRLPFNLPGIGVYNMMK-ARKRMKTLLKEEVLKKREAGE----------------------EFGEFSKIIFGEKEG 
CYP702A5  --------AAKELTLCWTFFPRDWFRFAWNFPGTGVYRIVK-ARNRMMKVIKETVVKKRASGK----------------------KLGEFFETIFGDTES 
CYP702A6  --------AAKELTLCWTFFPREWFGFAWNIPGTGVYRMVKVARNRMMKVLKETVLKKRASGE----------------------ELGDFFKTIFGDTER 
CYP702A3  --------AVKELGLCWSAFRTSWFQFSYNIPGTTVYRLVK-ARRKAAKLLKALILKKKASKE----------------------GLGDFLDIIFDEMEK 
CYP708A2  --------TQATLVDNIMALGSEWFQSPLKLTTLISIYKVFIARRYALQVIKDVFTRRKASRE----------------------MCGDFLDTMVEEGEK 
CYP708A3  --------TQSKLIDNLNAFNLDWFKSFLRLSTWKAVTKALKSREEAIQVMKDVLMMRKETRE----------------------KQEDFLNTLLEELEK 
CYP708A4  --------TQAKLMGIFKAFTFDWFRTSYLISAGKGLYNTLWACREGMREIKDIYTMRKTSEE----------------------KYDDFLNTAIEESEK 
CYP708A1  --------TKSKLIESFRDFSFDLVRSPFDPSFWNALYNGLMVRSARSNVMKMLKRMFKERREEATSDD---------------SKYGDFMETMIYEVEK 
CYP87A2   --------SSENLRANFVAFIQGLISFPFDIPGT-AYHKCLQGRAKAMKMLRNMLQERRENPRK---------------------NPSDFFDYVIEEIQK 
CYP90A1   --------WSESLRKEYLLVIEGFFSLPLPLFSTTYRKAIQARRKVAEALTVVVMKR----REEEEEGA---------------ERKKDMLAALLAADDG 
CYP90B1   --------ETEQLKKEYVTFMKGVVSAPLNLPGTAYHKALQSRATILKFIERKMEERKLDIKEEDQEEE---------------EVKTEDEAEMSKSDHV 
CYP90C1   --------DMNILKLEFEEFIKGLICIPIKFPGTRLYKSLKAKERLIKMVKKVVEERQVAMTTTSP-------------------ANDVVDVLLRDGGDS 
CYP90D1   --------DLEELKREFENFISGLMSLPINFPGTQLHRSLQAKKNMVKQVERIIEGKIRKTKNKEEDDV---------------IAKDVVDVLLKDSSEH 
CYP724A1  --------ARLYVLQDFLSYMKGFISLPIPLPGTGYTNAIKARKRLSARVMGMIKEREREEEDMNNAIR---------------EEDFLDSIISNEDLN- 
CYP720A1  --------EVDEMSQLFSDFVDGCLSVPIDLPGFTYNKAMKARKEIIRKINKTIEKRLQNKAASDTAGN---------------GVLGRLLEEESLPNES 
CYP85A1   --------FVEEFKTAFFKLVVGTLSVPIDLPGTNYRCGIQARNNIDRLLRELMQERRDSGETFTDMLG---------------YLMKKEGNRYPLTDEE 
CYP85A2   --------EVEEYRTEFFKLVVGTLSVPIDIPGTNYRSGVQARNNIDRLLTELMQERKESGETFTDMLG---------------YLMKKEDNRYLLTDKE 
CYP707A1  --------YREDLKRCYYILEKGYNSMPVNLPGTLFHKSMKARKELSQILARILSERRQNG-----------------------SSHNDLLGSFMGDKE- 
CYP707A3  --------YREDLKRCYYILEKGYNSMPINLPGTLFHKAMKARKELAQILANILSKRRQNP-----------------------SSHTDLLGSFMEDKA- 
CYP707A2  --------TIDVIKLLYQRLERGYNSMPLDLPGTLFHKSMKARIELSEELRKVIEKRRENG-----------------------REEGGLLGVLLGAKDQ 
CYP707A4  --------YKEILKHNYNIVDKGYNSFPMSLPGTSYHKALMARKQLKTIVSEIICERREKR-----------------------ALQTDFLGHLLNFKNE 
CYP88A3   --------VMDALEREYTALNYGVRAMAVNIPGFAYHRALKARKTLVAAFQSIVTERRNQRKQNIL------------------SNKKDMLDNLLNVKDE 
CYP88A4   --------VMDSLEREYTNLNYGVRAMGINLPGFAYHRALKARKKLVAAFQSIVTNRRNQRKQNIS------------------SNRKDMLDNLIDVKDE 
CYP716A1  --------RVRQLEEQFNTVAVGIFSIPIDLPGTRFNRAIKASRLLRKEVSAIVRQRKEELKAGKA------------------LEEHDILSHMLMN--- 
CYP716A2  --------RVRKLEEPFTTVMTGVFSIPIDLPGTRFNRAIKASRLLSKEVSTIIRQRKEELKAGKV------------------SVEQDILSHMLMN--- 
CYP718    --------G---MLEVFERVLEGVFALPVEFPCSKFARAKKARLEIETFLVGKVREKRREMEKEGA------------------EKPNTTLFSRLVEELI 
CYP71A12  -ETARDLKKRVRQIMELLGEFPIGDYVP---ALAWIDRINGFNARIKEVSQGFSDLMDKVVQEHLE-----------AGNH--KEDFVDILLSIESEKSI 
CYP71A13  -ETARDLKKRVRQIMELLGEFPIGEYVP---ILAWIDGIRGFNNKIKEVSRGFSDLMDKVVQEHLE-----------ASND--KADFVDILLSIEKDKNS 
CYP71A18  -ETAGGLKKRVRQIMELLREFPIGDYVP---ALAWIDRINGFNSKIVEVSRAYSDLMEKVVQEHLE-----------AGEH--KADFVNILLSIEKEKNN 
CYP71A14  -ESMSDFKIQMRKITELVGGFPVGEYIP---CLAWIDKLRGVDEKAEEVSKAFGDLMEKVLQEHLD-----------ATDKP-TLDFVDVLLSLERHERN 
CYP71A15  -ASMSDFKNQVRKITELVGGFPVSEYIP---CLAWIDQIRGLYNRAEEVSKIFGDLMDKVVQEHLD-----------ATNKP-TKDFVDILLSFERQSKD 
CYP71A28  -ENTSDFENQLRKVMELLGAFPVGDYIP---GLAWIDKVRGLDRKMEEVSKTFVEFLERVVQEHVD-----------EGENKETFDFVDILL-IQLEKTN 
CYP71A19  -EDGIDVENIVRAFSALVGEFPIGEYIP---SLSWIDKIRGQDHKMEEVDKRFDEFLERVVKEHED-----------ANKDTRS-DLVDTLLTIQSD--- 
CYP71A20  -KDGIDVENIVRTFAALLGEFPVGEYIP---SLSWIDRIRGLDHKMEVVDKRFDEFLERVVKEHEE-----------ADKETRS-DLVDKLLTIQSDKTG 
CYP71A16  -EGTIDVKTITKSFLDAVGLSPVGEYIP---SLAWIGKITGSDGKLEKITKQFGDFIEKVLQEHED-----------TTADKETPDFVDMLLTIQRDETA 
CYP71A27  -EGGIDIKNLVMTSSEFFGKFFFGDFIP---SLAWIDWISGIDDKMKDINNKLDCFLDSMVQEHVD-----------ADHKEPS-DFIDMLLLIQKDKTK 
CYP71A21  --GETDSKELMKRLMMLMGEFSVGTYVP---WLGWIDWISGLDGQLNKTGNDLDEFLEKVVQDHVD-----------GDG--QRTDFVDVLLRIQREKSI 
CYP71A22  --DETDFKELMKRLTKLLGEFCVGTYVP---WLAWIDWISGLDGQLKKTGNDLDEFLEKVVQDHED-----------GDA--QRTDFVDVLLRIQREKSV 
CYP71A24  --GKTDFKDLMKRLTRLLGEFSVGSYVS---WLAWIDWIRGLDGQLIKISNDLDEFLERVVQDHVD-----------GDG--HKNDFVDFLLTIEREKSV 
CYP71A26  --GETDFKELMERLNKLLGTFSVGSYVP---WLAWIDWIRGLDCQLEKTANDVDKFFERVVQDHVD-----------GNR--DMTDFVDVLLAIQRDKTV 
CYP71A25  --GETDFKKLTDRLSELLGTFSIGSFVP---WLAWVDWIRGWDAQLDKMGKDLDDFFEKVVQDHED-----------GDRR-DGTDLIDALLRVKREKSP 
CYP71A23  --VGTDFKELIDRLMRQLGTFTIGSYVP---WLAWTDWVSGLEARLEKTANDFDKLLERIVQDHED-----------GDG--DKTDFVDVLLAAQRDKSF 
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CYP71B26  VLNSDRFNKLVRDTFEMLGSFSASDFIP--YVGWIIDKFNGLQGWRKKSFRDLDAFYEQIFDLHKE-----------EKEVGSED-LVDVLLRLEKEEIV 
CYP71B33  VLSNDSFNKLIREAFEMLGSFSASDFIP--YIGWIIDRFTGLQGRREKSVXDLDAFYEQIIDLHKE-----------EKEVGSED-FVDLLLKLEKEETV 
CYP71B34  VLNSERFNNIVREALEMLGSFSASDFIP--YVGRIIDLLTGLQGRRERSMRDLDAFYEQMFDLHKQ-----------KKEEGSED-FVDLLLRLEKEEAV 
CYP71B35  VLNSDRFNKIVREALEMLGSFSAADFIP--YVGWIIDVLTGLQGRRERSKRDLNAFFEQMFDLHKE-----------GKKEGNED-FVDLLLRLEKEEAV 
CYP71B36  VLNSDRFEKLIHDTYLFLGSFSASDYFP--NGGWIIDWLTGLHGQRERSVRALDAFYEQMFDLHKQ-----------GNKEGVED-FVDLLLRLEKEETV 
CYP71B37  VLNSDNFDKLIHDAFLFLGSFSASDYFP--NVGWIIDWLTGLQGQRERSVRGLDAFYEQMFDLHKQ-----------GNKEGVED-FVDLLLKLEKEETV 
CYP71B9   VLNNDGFDKLIHDAFLFLGSFSASNFFP--NGGWIIDWLTGLQRRREKSVKDLDVFYQQMFDLHKQ-----------ENKQGVED-FVDLLLKLEKEETV 
CYP71B10  VLNNDKFQDLVHEALEMLGSFSASDFFP--YVGWIVDWFTGLHARRERSVRDLDAFYEQMIDLHLQ-----------KNREESEDDFVDLLLRLEKEEAV 
CYP71B11  KLEN-LYEEVIQGTMEVVGSFAAADYFP--IIGRIIDRITGLHSKCEKIFKAMDAFFDQSIKHHLE-----------D--ESIKDDIIDLLLKMERGEIE 
CYP71B12  KLEN-TYEEVIQGTVELVGSFAAADYFP--VVGRIIDRITGLHSKCEKLFKAMDAFFDQSIKHHLE-----------D--EIIKDDIIDLLLKMERGETT 
CYP71B14  KLAN-TYEEVIQGTMEVVGRFAAADYFP--IIGRIIDRITGLHSKCEKVFKEMDSFFDQSIKHHLE-----------D--TNIKDDIIGLLLKMEKGETG 
CYP71B13  KLEN-TYEEVIHGTMEVLGSFAASDYFP--VIGGIIDRITGLHNKCEKVFKGTDSFFDHCIKHHLE-----------D--GGSKDDIVDLLLKVERGEIG 
CYP71B6   GMDNETFLELFTEANRVIGKFAAADIFP--GFGWILDRISGLDSSRRKSFQDLDTFYQKAIVDHRE-----------KKKTEDREDLIDVLLKLQSQETK 
CYP71B28  FVDEDSIDDLVHKSEDVIRNSIFSDFFP-GLMGRLIEWIFSERKRLNRLYSEVDTFFQNILDDHLK----------PGR---ESSDIIDVMIDMMKKQEK 
CYP71B29  FIDENSISDLVDKSEILEMTSMFSDFFP-GGIGRFIDWISGQNKRFDNVFSDLDTFFQNILDYHLK----------PGRKVADSSDIIDVVINMIKKQEK 
CYP71B15  FFEADRVVDLVLKAEAVIRETVFSDFFP-GRIGRFIDCISGQNRRLKNNFSVVDTFFQNVLNEHLK----------PGR---ESSTIVDLMIDMKKKQEN 
CYP71B23  FIDEDSMEDLASRSEKIQAKFAFSNFFP-G--GWILDKITGQSKSLNEIFADLDGFFNQVLDDHLK----------PGRKVLETPDVVDVMIDMMNKQSQ 
CYP71B7   FVDEDNVADLVNKFEMLVAGVAFTDFFP-GV-GWLVDRISGQNKTLNNVFSELDTFFQNVLDDHIK----------PGRQVSENPDVVDVMLDLMKKQEK 
CYP71B16  FIDEDKIDELIFETETAQASFTCSDFFPIAGLGWLADWISGKHRWLNNVFFKLDALFQRVIDDHSD----------PGRW-KDHKDIVDVMLDVMHKQGK 
CYP71B17  FTDTDKIDELVFETETAQGSFTCSDFFPIAGLGWLVDWISGQHKRLNDVFLKLDALLQHVIDDHSN----------PGRS-KDHKDIVDVMLDVMHKQGK 
CYP71B18  FIDKDKVDELVFEAETAQASFTCSDFFPIAGLGWLVDCISGQHKRLKDVFFKLDALFQXXXXXXXX----------XXXX-XXXXXXXXXMLDVMQKQRK 
CYP71B19  FIDKEKIEELVFEAETALASFTCSDFFPVAGLGWLVDWFSGQHKRLNDVFYKLDALFQHVIDDHLN----------PGRS-KEHEDIIDSMLDVIHKQGE 
CYP71B20  FIDKEKIEELVFEAETALASFTCSDFFPVAGLGWLVDWFSGQHKRLNDVFYKLDALFQHVIDDHLN----------PGRS-KEHEDIIDSMLDAIHKEGK 
CYP71B2   VIDQDRIEELVTESAEALGTFTFSDFFP-GGLGRFVDWLFQRHKKINKVFKELDAFYQHVIDDHLK----------PEGR-KNQ-DIVTLILDMIDKQED 
CYP71B27  IIDQEGIEELVTAATTAIGSFTFSDFFP-SGLGRFLDCLFRTQTNINKVSEKLDAFYQHVIDDHLK----------PSTL-DSSGDIVALMLDMIKKKGH 
CYP71B21  FVDMDKVEELVLESETNLGSFAFIDFFPAG-LGWAIDRISGQHSRLHKAFARLSNFFQHVIDDHLK----------PWQS-EDHSDIVGVMLDMINKESK 
CYP71B22  FVDMDKVEDLVLESETNLGSFAFTDFFPAG-LGWVIDRISGQHSELHKAFARLSNFFQHVIDDHLK----------PGQS-QDHSDIIGVMLDMINKESK 
CYP71B38  FVDMEKVEELVLESEANLGTFAFADFFPG---GWLIDRISGQHSRVNKAFYKLTNFYKHVIDDHLK----------TGQP-QDHSDIVSVMLDMINKPTK 
CYP71B5   FVDMETVEELVLESETNLGSLAFADFLPA---GWIIDRISGQHSTVMKAFSKLTNFFELVIDDHLK----------SGKI-EDHSDIISVMLDMINKPTE 
CYP71B31  YINMDKLEELVQETETNVCSLAFTDFFPRG-LGWLVDRISGQHSRMNIAFSKLTTFFEDVIDELLK----------TKQL-DDHSDLVTAMLDVINRPRK 
CYP71B8   FIDMDRLEELVQESETNVFSFAFTDFFPTG-LGWLVDRISGQHSRIEKAFSKLTKFFQHVIDEELK----------IGQS-QDHSNLVSSMLDMINRSTE 
CYP71B32  FMDMDRLEELVLEAETNGCILALTDFLPTG-LGWLVDRISGRHSRMNKAFSKLTNLFQHVIHEQLK----------IGQL-QDHSNLVSAMLDMIIRPSK 
CYP71B24  HVNAEKIEDLMFEVQ-KLGALSNSDLFP-GGLGWFVDFVSGHNKKLHKVFVEVDTLLNHIIDDHLKN--------SIEEITHDRPDIIDSLLDMIRKQEQ 
CYP71B3   HVNKEKIEELMFEVQ-KVGSLSSSDIFP-AGVGWFMDFVSGRHKTLHKVFVEVDTLLNHVIDGHLKN--------PEDKTNQDRPDIIDSILETIYKQEQ 
CYP71B25  HFSEEKIEELVFEAQ-KSLTFKFSDLFPIPGLGWFIGFVSGQHKGLHKVFIEVDNFLNHMIDDHQK-----------QNQPQDRSDIVGSLLDMIHNQEQ 
CYP71B4   HVDQESIKELMFESL-SNMTFRFSDFFPTAGLKWFIGFVSGQHKRLYNVFNRVDTFFNHIVDDHHS-----------KKATQDRPDMVDAILDMIDNEQQ 
CYP83A1   GEEMKRFIKILYGTQSVLGKIFFSDFFP---YCGFLDDLSGLTAYMKECFERQDTYIQEVVNETLD----------PKRVKPETESMIDLLMGIYKEQPF 
CYP83B1   GTEMKRFIDILYETQALLGTLFFSDLFP---YFGFLDNLTGLSARLKKAFKELDTYLQELLDETLD----------PNRPKQETESFIDLLMQIYKDQPF 
CYP84A1   ----DEFIRILQEFSKLFGAFNVADFIP---YFGWIDPQ-GINKRLVKARNDLDGFIDDIIDEHMKKKEN---QNAVDDGDVVDTDMVDDLLAFYSEEAK 
CYP84A4   -SRLDEFLEIIQEFSKLFGEFNVADYVPS--WLSWIDPQ-GINGRVEKARKSLDGFIESVIDDHLHKKKR---E---HDNVDEETDMVDQLLAFYEEEVK 
CYP705A1  -----EVERIMELTADLGALSQKFFVSKMFRKLLEKLGISLFKTEIMVVSRRFSELVERILIEYE---------EKMDGHQ--GTQFMDALLAAYRDENT 
CYP705A24 -----DGTKVSEYSIKLADLSQMFCVAQIFHKPLEKLGISLLKKQIMDVSHKFEELLENIVVKYE---------EKMDNHQ--STEFMDALLAAYQDENA 
CYP705A15 -----EAERVRALATQLDGLTKKILLANMLRAGFKKLVVSLFRKEMMDVSSRFDELLERILVEHE---------DKLDMHH-QGTDLVDALLAACRDKNA 
CYP705A4  --------RFRALATELDVLTKKLFFANMLRAWFKKLVVSLFKKETTVISYRFDELLESILVEHE---------KKLDVHH-QRTDLMDALLAAYRDENA 
CYP705A16 -----EAKIVRGLIAESFTLSKKFFLAATLRRLLEKLGISLFQKEIMGVSRGFDELLERILREHE---------EKPD-EH-HDTDMMDALLAAYNDEKA 
CYP705A19 -----EAERVRGLIIESFYLTKKFFLAFTLRGLLEKLGISLFKKEIMGVSRRFDDLLERYLREHE---------EKPDNEH-QDTDMIDALLAAYRDEKA 
CYP705A20 -----EAERVRGLVTELDGLTKKVLLVNILRWPLEKLRISLFKKEIMYVSNSFDELLERIIVERE---------KKPN-EH-QGTYLMDVLLEAYEDEKA 
CYP705A21 -----EAERVRGLVTELDGLTKKVLFATLLHRPLEKLGISLFKKEIMCVSDSFDEVLERVLVEHE---------QKLD-DH-QDRDMMDVLLAAYGDENA 
CYP705A23 -----EAERVRGLVTESTALTKKIFMANVLHKPLKKLGISLFKKEIMDVSNSFDELLERFLVEHE---------EKLN-ED-QDMDMMGVLLAACRDKNA 
CYP705A28 -----EAERVRGLVIESLALSPKIFLGMIFHKPLKKLGISLFQKDIKSVSPKFDELLEKFLVEHE---------EKMEEDHYKANDMMDLLLEAYGDENA 
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CYP705A30 -----EAEKFRHLVIESMALTKQIFFGMIFHKPLKKLGISLFQKDILSLSRKFDELLEKILFEHE---------EKKAEHN-QANDMMDFLLEAYGDENA 
CYP705A32 -----EAERVRGLVIESTALTKQIFLGMIFDKPLKKLGISLFQKDIKSVS-RFDELLEKILVEHE---------ERMGKHY-KANDMMDLLLEAYGDENA 
CYP705A2  -----EAERIRGLVTESMALTKKIFLATIFHKPLKKLGISLFKKEIMSVSRKFDELLEKILVEHE---------EKMEEHH-QGTDMMDVLLEAYRDENA 
CYP705A5  -----EAETVRGLVTESIFLTKKHFLGAMFHKPLKKLGISLFAKELMNVSNRFDELLEKILVEHE---------EKLQEHH-QTSDMLDMLLEAYGDENA 
CYP705A8  -----EAERIRGLVTKSDALLKKFLLAAILRKPLKKIGITLFKKVFMDISLKFDEVLEKILVENE---------ERLEENQ-QGTDIMDKLLEVYGDKTS 
CYP705A9  -----EAERVRGLVTKTDALTKKFILAGILRKPLQKIGISLFKKELMDASCKFNEVLEKILVEYK---------EKVEEHH-QGTDMMDKLLEVYGDEKA 
CYP705A18 -----EAERVRGLVGESYALVKKIFFAATLRRLLEKLRIPLFRKEIMGVSDRFDELLERIIVEHK---------DKLEKEH-QVMDMMDVLLAAYRDKNA 
CYP705A6  -----EAEKIRGLVGESYALTKKMFLASLLRKPLKKLRISLFEKEIMGVSDRLDELLERILVEHE---------EKLHEEH-QGTDMMDVLLAASGDENA 
CYP705A33 -----EAERVRGLVAESYALAKKIFFASVLRRLLKKLRIPLFKKDIMDVSNRFNELLEKILVEHN---------EKLDEEH-KDTDMMDVLLAAYADENA 
CYP705A3  -----ESNRVRGLVDETYALSEKIFLAAILRRPLAKLRISLFKKEIMGVSNKFDELLERILQERK---------ENLEEKNNEGMDMMDVLLEAYGDENA 
CYP705A22 -----ETEKLRGLVTESIGLMKKMFLAVLLRRQLQKLGISLFKKDIMGVSNKFDVLLEKVLVEHR---------EKPEKDQ--GTVMLDVLLAAYGDENA 
CYP705A12 -----VAERARELVNKSFALSVKLFFS------------NMFRKDIMGVSREFDEFLERILVEHE---------ENLEGDQ--DRDMIDHLLEAYRNEEA 
CYP705A13 -----EAERVRGLVTETFALFKKLFLTQVLRRLFEILRISPFKKETLDVSRKFDELLERIIVEHE---------EKTDYDH--GMDLMDVLLAVYRDGKA 
CYP705A25 -----EAEQVRGLVTKSLSLTKKFLIASIVGQFSKLVGISLFGKEIMEVSQRYDELLEKIIKEHE---------ENPNNGE--DRDMMDVLLEVCADDNA 
CYP705A27 -----EAEKVEDLVIKSFSLVKKVLIANTVGRLLKKFGISLFEKEIMEVSQRYDELLEKIIKEHE---------EDPNKKE--DRDMMDVLLEVCADDKA 
CYP712A1  -----EAEEIRELVKKSLELAGKISVGDVLG-PLKVMDFSGNGKKLVAVMEKYDLLVERIMKERE---------AKAKKKDGTRKDILDILLETYRDPTA 
CYP712A2  -----IPKEIRKIVSDIMACATRFGFMELFG-PLRDLDLFGNGKKLRSSIWRYDELVEKILKEYEN--------DKSNEEEEKDKDIVDILLDTYNDPKA 
CYP93D1   ----EKSEEVIKMVVELNELAG-FFNVSETFWFLKRLDLQGLKKRLKNARDKYDVIIERIMEEHES--------SKKNATG--ERNMLDVLLDIYEDKNA 
CYP81D6   TEQDE-VAQQVRHLMDEIVTSAGAGNAADYLPIMRWFTN--FEKRVKNLAIRIDKFLQSLVDEKR-------------ADKEK---GTTMIDHLLSLQES 
CYP81D7   TEQDE-VARRVTQLIDEIVYRAGVGNAADYIPILRWITD--FEKGVKELASRVDEFLQSLVDERR-------------VHKQK---GNTMMDHLLSLQET 
CYP81D11  TENDN-EAKHVRQLIAEVVVSGGAGNAADYFPILRYVTN--YEKHVKKLAGRVDEFLQSLVNEKR-------------VEKVK---GNTMIDHLLSLQET 
CYP81D2   KEDDP-EAKRVRTLIAEAMSSSGPGNAADYIPILTWITY--SETRIKKLAGRLDEFLQGLVDEKR-------------EGKEKK--ENTMVDHLLCLQET 
CYP81D3   AEDDP-EAKRVRELIAEGMG-CGAGNTADYLPILTWITG--SEKRIKKIASRLDEFLQGLVDERR-------------EGKEKR--QNTMVDHLLC-QET 
CYP81D8   VEDDP-EAKRVRQLIADVVACAGAGNAVDYLPVLRLVSD--YETRVKKLAGRLDEFLQGLVDEKR-------------EAKEK---GNTMIDHLLTLQES 
CYP81D4   -EDND-DAKLVKNLVSEAVTSAGAGNPIDYLSILRWVSS--YEKRIKNLGNRFDTFLQKLVDEKR-------------AEKEK---GETMIDHLLALQDI 
CYP81D5   TEDND-EAKLVRELIAEIMA-AGSGNLADYLPSINWVTN--FENQTKILGNRLDRVLQKLVDEKR-------------AEKEK---GQTLIDHLLSFQET 
CYP81D1   TTDEE-EAKRVRKLVADVGANTSSGNAVDYVPILRLFSS--YENRVKKLGEETDKFLQGLIDDKR-------------GQQET---GTTMIDHLLVLQKS 
CYP81F3   VHNEE-EANVFKKLVADINDCSGARHPGDYLPFMKMFGGS-FEKKVKALAEAMDEILQRLLEECK-------------RDKDG----NTMVNHLLSLQQN 
CYP81F4   VSDKE-EAELFKKLFTFITTNSGARHPGEYLPFMKIFGGS-FEKEVKAAAKVIDEMLQRLLDECK-------------SDKDG----NTMVNHLLSLQQD 
CYP81F2   VHNKE-EANLFKKLVTDINDNSGASHPGDYLPILKVFGHG-YEKKVKALGEAMDAFLQRLLDECR-------------INGES----NTMVSHLLSLQLD 
CYP81F1   VNNKE-EAELFKKLVYDIAMYSGANHSADYLPILKLFGNK-FEKEVKAIGKSMDDILQRLLDECR-------------RDKEG----NTMVNHLISLQQQ 
CYP81H1   DGGKAGISLEFRELVAEILELSAADNPADFLPALRWFDYKGLVKRAKRIGERMDSLLQGFLDEHR-------------ANKDRLEFKNTMIAHLLDSQEK 
CYP81G1   REEDE-ETKEVRKLIREVFDFAGVNYVGDFLPTLKLFDLDGYRKRAKKLASKLDKFMQKLVDEHR-------------KNRGKAELEKTMITRLLSLQES 
CYP81K1   DPESE--KRFLDDFKLRFFSSMS-MNVCDYFPVLRWIGYKGLEKRVIDMQRMRDEYLQRLIDDIR-------------MKNIDS--SGSVVEKFLKLQES 
CYP81K2   DSESE--TKFLDEFKSRFFSSLSSMNVCDYFPVLRWIGYKGLENRVIEIQRMRDEYLQRLIDDIR-------------MKKFDS--TGSVVEKFLKLQES 
CYP82C3   SSEHTEEARQWRKGIAKFFHLVGIFTVSDAFPKLGWLDLQGHEKEMKQTRRELDVILERWIENHRQQ------RKVSGTKHNDSDFVDVMLSLAEQGKLS 
CYP82C2   SPEDAEEARQCRKGVANFFHLVGIFTVSDAFPKLGWFDFQGHEKEMKQTGRELDVILERWIENHRQQ------RKVSGTKHNDSDFVDVMLSLAEQGKFS 
CYP82C4   SSEDTEEAMQCKKAIAKFFHLIGIFTVSDAFPTLSFFDLQGHEKEMKQTGSELDVILERWIENHRQQ------RKFSGTKENDSDFIDVMMSLAEQGKLS 
CYP82F1   PNCEVKEARRCGKLIREFLDYFALFLLSDVAPVLGFLDWK-TKRGMKRTAKGLDKVAEGWIEEHKNK------RSDHGRSEND--YLDILIKILGQDKIP 
CYP82G1   --EVNSDEWRYKEALKHCEYLAVIPMIGDVIPWLGWLDFA-KNSQMKRLFKELDSVNTKWLHEHLKK------RS-RNEKDQERTIMDLLLDILPED--- 
CYP76C2   NKSGV-FQDTVIGVMEAVGNPDAANFFPFLGFLDLQGNRKTLKACSERLFKVFRGFIDAKLAEKSLRDT--------NSKDVRERDFVDVLLDLTEGDEA 
CYP76C4   KKSNE-FQDTVIGAMEAAGKPDAANYFPFMGFLDLQGNRKAMRGLTERLFRVFRGFMDAKIAEKSLGN---------YSKDVSNRDFLDSLLILNEGDEA 
CYP76C1   KASINGVQDTVISVMDAAGTPDAANYFPFLRFLDLQGNVKTFKVCTERLVRVFRGFIDAKIAEKSSQN---------NPKDVSKNDFVDNLLDYK-GDES 
CYP76C5   KNSSA-FQEMVIGYMESIGNPDVSNFFPFMRLLDLQGNSKKMKEYSGKLLQVFREFYDARILENSSRI---------DEKDVSSRDFLDALIDLQQGDES 
CYP76C6   KNSSA-FQEMVIGYQESIGNPDLANFFPFMRFLDLQGNSKKMRESSGRLLQVFREFYDARIVEKSSRS---------VEKDVSSKDFLDVLIDLQQGDET 
CYP76C3   NSSSYEFHNTVVHLTDIAGIPNVGDYFQYMRFLDLQGTRKKAVLCIEKLFRVFQEFIDARLAKRFSRTEK-------EPKEASSIDMLDSLLDLTQQNEA 
CYP76C7   SKTFHDFQNVVIRMMEISGKPNLADFFPFLGFLDLQGARKEARLLMHKLFRVFQGFIDTKRSS----------------TSRNNNDMLDSLLDIAHKKES 
CYP76G1   KRGSE-FFYHTGKVMEFAGKPNVADFFPLLRFLDPQGIRRKTQFHVEKAFEIAGEFIRERTEVREREK-----------SDEKTKDYLDVLLEFRGGDGV 
CYP75B1   DHKADEFRSMVTEMMALAGVFNIGDFVPSLDWLDLQGVAGKMK----RLHKRFDAFLSSILKEHEMNG-----------QDQKHTDMLSTLISLKGTDLD 
CYP706A1  -DERTSLGNELKTLISDISDIEGIQNYSDFFPLFSRFDFQGLVKQMKGHVKKLDLLFDRVMESHVKM----------VGKKSE--EEEDFLQYLLRVKDD 
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CYP706A2  -DERTSLGNELKTLISDISDIEGIQNYSDFFPLFSRFDFQGLVKQMKGHVKKLDLLFDRVMESHVKM----------VGKKSE--EEEDFLQYLLRVKDD 
CYP706A3  -EEREVVGAEFLEVIREMNDLLLVPNISDFFPVLSRFDLQGLAKRMRRPAQRMDQMFDRIINQRLG-----------MDRDSSDGRAVDFLDVLLKVKDE 
CYP706A7  -EEREKVGAEFLELITEIIDVVGKPNVSDFFPVLSRFDLQGLAKRVRRSAQRMDRMFDRIISQRMG-----------MDK-GSKGNGGDFLMVLLNAKDE 
CYP706A5  -EDMESVGTEFKGVISEITRLLGVPNVSDFFPMLARFDLQGLVKKMHLYARDLDAILDRAIEQMQRL----------RSRDGDDGECKDFLQHLMKLRDQ 
CYP706A6  -EEMESVGTEFKEVISEITRLLGEPNVSDFFPRLARFDLQGLVKKMHVCARELDAILDRAIEQMQLL----------RTRDGDDGECKDFLQHLMKLKDQ 
CYP706A4  -EEMESVGTEFKGVISEITRLLSEPNVSDFFPWLARFDLQGLVKRMGVCARELDAVLDRAIEQMKPL----------RGRDDD--EVKDFLQYLMKLKDQ 
CYP79B2   GGPTVEDVEHMEAMFEALGFTFAFCISDYLP-MLTGLDLNGHEKIMRESSAIMDKYHDPIIDERIKMWR-----------EGKRTQIEDFLDIFISIKDE 
CYP79B3   GGPTLEDIEHMDAMFEGLGFTFAFCISDYLP-MLTGLDLNGHEKIMRESSAIMDKYHDPIIDERIKMWR-----------EGKRTQIEDFLDIFISIKDE 
CYP79A2   SGPGLEEIEHVESLFTVLTHLYAFALSDYVP-WLRFLDLEGHEKVVSNAMRNVSKYNDPFVDERLMQWR-----------NGKMKEPQDFLDMFIIAKDT 
CYP79C1   GSLGLMEKEHFDAIFAALDCFFSFYVADYYP-FLRGWNLQGEEAELREAVDVIARYNKMIIDEKIELWRGQNKDYNRAETKNDVPMIKDWLDILFTLKDE 
CYP79C2   GGLGPKEKEHMDAIYLALDCFFSFNLTNYIP-FLRGWNVDKAETEVREAVHIINICNDPIIQERIHLWR----------KKGGKQMEEDWLDILITLKDD 
CYP79F1   GRLGNAEKHHLEVIFNTLNCLPSFSPADYVERWLRGWNVDGQEKRVTENCNIVRSYNNPIIDERVQLWR----------EEGGKAAVEDWLDTFITLKDQ 
CYP79F2   GRLGKAEKHHLEVIFNTLNCLPGFSPVDYVDRWLGGWNIDGEEERAKVNVNLVRSYNNPIIDERVEIWR----------EKGGKAAVEDWLDTFITLKDQ 
CYP703A2  LVSPKEAQEFLHITHKLFWLLGVIYLGDYLP-FWRWVDPSGCEKEMRDVEKRVDEFHTKIIDEHRRAKLE----------DEDKNGDMDFVDVLLSLPGE 
CYP98A8   ---SEEGKEFKAIVEKEHLLSGSGTILDHVWWLKWVSSWFFSDKEFLAHKDRRTKWFRGAIMVEEDIEI------------EDHRGFVRKLLVLKEQKE- 
CYP98A9   ---PKDGREFRSIVERETRLPGATKMLDYTVWLKRLSSWFTSDKAFMKHMARKRNWFKRAVMDEVYGG-------------RDQKCFVQSLLELKEKDE- 
CYP98A3   -VVDEQGLEFKAIVSNGLKLGASLSIAEHIPWLRWM---FPADEKAFAEHGARRDRLTRAIMEEHTLARQ--------KSSGAKQHFVDALLTLKDQYD- 
CYP78A10  -VYSKESNELEHLVSEGYELLGIFNWSDHFPGMR-WLDLQGVRRRCRSLVGRVNVFVGKIINDHKSKRSLRDN----PEESTYDDDFVDVLLGMHGNSKL 
CYP78A5   --VNGKGCFLERLVSEGYELLGIFNWSDHFWFLR-WFDFQGVRKRCRALVSEVNTFVGGIIEKHKMKKGNNLN----GEE----NDFVDVLLGLQKDEKL 
CYP78A6   -NH----VELREMVEEGYDLLGTLNWTDHLPWLS-EFDPQRLRSRCSTLVPKVNRFVSRIISEHRNQTGDLP------------RDFVDVLLSLHGSDKL 
CYP78A9   -EHEEV-SELRELVEEGYDLLGTLNWTDHLPWLS-EFDPQRIRSRCSNLVPKVNRFVNRIISDHREQTRDSP------------SDFVDVLLSLDGPDKL 
CYP78A8   -NNNLESECLKGLVEEGYDLLGTLNWTDHLPWLA-GLDFQQIRFRCSQLVPKVNLLLSRIIHEQRAATG----------------NFLDMLLSLQGSEKL 
CYP78A7   --QKEDLDELTSMVREGFELLGAFNWSDYLPWLGYFYDSIRLNQRCSDLVPRIRTLVKKIIDEHRVSNSEKKR----DIG-----DFVDVLLSLDGDEKL 
CYP77A4   IEKMDEILKTVLMTVDPR--IDDYLPILAPFFSKERKRALEVRREQVDYVVGVIERRRRAIQNPGS--------DKTASS----FSYLDTLFDLKIE-GR 
CYP77A6   ILNMDQVMKKVLITLNPR--LDDYLPILAPFYSKERARALEVRCEQVDFIVKLIERRRRAIQKPGT--------DKTASS----FSYLDTLFDLKTE-GR 
CYP77A7   IEKMDQLMTAILNAVDPK--LHDYLPILTPFNYNERNRALKLRRELVDFVVGFIEKRRKAIR------------TATVSS----FSYLDTLFDLRIIEGS 
CYP77A9   IEKMDQMMTEILTAVDPR--IHDYLPILTPFYFKERKNSLELRRKLVQFVVGFIEKRRLAIRNLGS--------DKTASS----FAYLDTLFDLRVD-GR 
CYP77B1   IKNIENVLKDVMLITSPT--LPDFLPVFTPLFRRQVREARELRKTQLECLVPLIRNRRKFVDAKEN--------PNEEMVSPIGAAYVDSLFRLNLI-ER 
CYP89A4   IKQVEYVQRRQLLGFSRFNILNLWPKFTKLILRKRWEEFFQMRREQHDVLLPLIRARRKIVEERKNRSS-----EEEEDNKVYVQSYVDTLLELELPDE- 
CYP89A5   IKQVEYVQRRQLLGFSRFNILNLWPKFTKLILRKRWEEFFQMRREQHDVLLPLIRARRKIVEERKNRSS-----EEEEDNKEYVQSYVDTLLELELPDE- 
CYP89A6   IKQVEYVQRRQLLGFSRFNILTLWPKFTKLIYRKRWEEFFQMQSEQQDVLLPLIRARRKIVDERKKRSS-----EEEKDNKEYVQSYVDTLLDVELPDE- 
CYP89A7   IKQVEYVQRQMLLGFARYSILNLCPKFTKLILRKRWEEFFQMRREQQDVLLRLIYARRKIVEERKKRSS-----EEEEENKEYVQSYVDTLLDVELPDE- 
CYP89A2   IKEVEFIQRLQLLSLTKFNIFNIWPKFTKLILRKRWQEFLQIRRQQRDVLLPLIRARRKIVEERKR--------SEQEDKKDYVQSYVDTLLDLELPEE- 
CYP89A3   IKQVEFVQRRELITLPRFNILNVFPSFTKLFLRKRWEEFLTFRREHKNVLLPLIRSRRKIMIESKD------------SGKEYIQSYVDTLLDLELPDE- 
CYP89A9   IREIEEAQYQMLISYTKFSVLNIFPSVTKFLLRRKWKEFLELRKSQESVILRYVNARS-------------------KETTGDVLCYVDTLLNLEIPTEE 
CYP704A1  --SKEGEEFMKAFDEGNGATSSRVTDPF---WKLKCFLNIGSESRLKKSIAIIDKFVYSLITTKRKELSKEQN------TS-----VREDILSKFLLESE 
CYP704A2  --SKEGQEFMEAFDEGNVATSSRFIDPL---WKLKWFFNIGSQSKLKKSIATIDKFVYSLITTKRKELAKEQN------TV-----VREDILSRFLVESE 
CYP704B1  --LPEN-HFAKAFDTANIIVTLRFIDPL---WKMKKFLNIGSEALLGKSIKVVNDFTYSVIRRRKAELLEAQ--------------VKHDILSRFIEISD 
CYP86A2   --LPENG-FASAFDRATEASLQRFILPE-FLWRLKKWLGLGLEVSLSRSLGEIDGYLDAVINTRKQELLSQRE------SG-V-QR-HDDLLSRFMKKKD 
CYP86A4   --LPENG-FASAFDRATEASLQRFIIPK-FMWKLKKWLGLGLEVSLSRSLGEIDEYLAAVINTRKQELMSQQE------SGTH-QR-HDDLLSRFMMKKT 
CYP86A8   --LPVNT-FAVAFDRATEASLQRFILPE-ILWKFKRWLRLGLEVSLTRSLVQVDNYLSEIITTRKEEMMTQHN------NG---KH-HDDLLSRFIKKK- 
CYP86A7   --FPENG-FAVAFDGATEATLQRFIMPE-FIWKIRKWLRLGLEDDMSRSISHVDNYLSEIINTRKLELLGQQQ------DE---SR-HDDLLSRFMKKK- 
CYP86A1   --LPDNP-FSVAFDTATEATLKRLLYTG-FLWRIQKAMGIGSEDKLKKSLEVVETYMNDAIDARKN------------------SP-SDDLLSRFLKKRD 
CYP86B1   --QPVIP-FAKAFEDATEAAVVRFVMPT-CVWKFMRYLDIGTEKKLKESIKGVDDFADEVIRTRKKELSLEGE------TTK-----RSDLLTVFMGLRD 
CYP86B2   --LPEIP-FAKAFEDATEATVVRFVMPK-FVWKLMRSLNLGTEKKLKESINGVDDFAEEVIRTRKKEMSLETE------IAK-----RPDLLTIFMGLRD 
CYP86C3   --LPLVP-FAQAFEEATESTMFRFMIPP-FIWKPLKFFDIGYEKGLRKAVDVLHEFVDKMVVDRICKLKEEGT------LGN-----RSDVLSRIIEIES 
CYP86C4   --LPQVP-FAKAFEEATESTLFRFMIPP-FIWKPMRFLDTGYEKGLRIAVGVVHGFVDKMIVDRICELKEEET------LDN-----RSDVLSRIIQIES 
CYP86C2   --LPHVP-FAKAFEEATESTLFRFMIPP-FVWKPMKFFDIGYEKGLREAVETVHNFIDKMVVERIAMLKDQGT------LAN----SKSDVLSRLIQIES 
CYP86C1   --LPEIP-FAKAFEDATEYTLARFLIPP-FVWKPMRFLGIGYERKLNNAVRIVHAFANKTVRERRNKMRKLGN------LND-----YADLLSRLMQREY 
CYP94B1   --RPVPE-LVKAFDVAAEISARRATEPVYAVWKVKRFLNVGSEKRLREAIKTVHLSVSEIIRAKKKSLDIGGD------VSD-----KQDLLSRFLAAGH 
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CYP94B3   --RPVNP-LVEAFDTAAEISARRATEPIYAVWKTKRVLNVGSERKLREAIRTVHVLVSEIVRAKKKSLEIGTG------AEA-----KQDLLSRFLAAGH 
CYP94B2   --SPVSE-FDRAFQTASAVSAGRGSAPLSFVWKFKRLVGFGSEKELRKAVGEVHNCVDEIIRDKKR-------------KPA-----NQDFLSRLIVAGE 
CYP94C1   --FPISE-FAVAFDTASLLSAKRALAPFPLLWKTKRLLRIGSEKKLQESINVINRLAGDLIKQRRLTG-----------LMG-----KNDLISRFMAVVA 
CYP94D1   --GAVGVNFMRAFETAATIISQRFRSVASCAWRIKKKLNIGSERVLRESIATVHKFADEIVRNRIDQGRS---------SDH-----KEDLLSRFISKEE 
CYP94D2   --GAAGVNFMQAFETAATIISQRFQSVISYSWKIKKKLNIGSERVLRESIMIVHKFADEIVRNRIEQGKV---------SDH-----KEDLLSRFISKEE 
CYP96A1   --MPQIE-FARALDEAEEAIFFRHVKPE-IVWKMQRFIGFGDELKMKKAHSTFDRVCSKCIASKRDEI-TNGV------INI--DSSSKDLLMCYMNVDT 
CYP96A9   --MPEIE-FARALDDAEEAIFYRHFKPE-VVWKMQRLIGVGAELKLKRAHAIFDRVCSKCIASKRDEI-SQGI------D----SSSSKDLLMSSINVD- 
CYP96A10  --MPEVE-FARALDDAEEAIFFRHVKPE-IFWRLQGLLGLGDEKKMTKARSTLDRVCSKYIAIKRDEV-SRGT------NNV--DSHSKDLLTSYMNLD- 
CYP96A5   --MPKNE-YAKAMDDAEEVVVYRHVKPV-VLWKLQNWIGLGEEKKMKEANAAFDRSCAKYISAKREEI-ISHH------SNIGGEAHAEDLLSVYMNLD- 
CYP96A11  --MHEDE-LAKALDVVGEGIFFRHVKPK-FLWKLQNWMGFGHEKKMIEANATFDRVCAKYISDKRGEIIRSQR------FSDISYGEPEDLLSSFMKLD- 
CYP96A2   --MPEDE-FAKALDDVGEGILYRHFKPR-FLWKLQNWIGFGQEKKLTEANATFDRVCAKYISAKREEIKRSQ---------GTSNGGSQDLLTSFIKLD- 
CYP96A12  --MPEVE-YAKALDDLGEGIFYRHIKPK-FFWKLQNRFGLGQEKRMTEADATFDRVSAKYILAKREEIRSQGI------DHHANG-ESEDLLTSHIKLD- 
CYP96A13  --MPEVE-FAKALDHVGEGIMHRHVRPR-LLWKLQKCVGFGQEKKFSKADATLNQACAKYILEKREETRSQGF------DYHSNGSESEDILTYHIKID- 
CYP96A7   --MPEIE-FAKALDDVGDVIVYRHITPR-FVWKLQKWIGIGTEKKMSKANATLDRVCEKLIAAKREELRSQGI------IDNANG-DSEDLLTSHIMLD- 
CYP96A8   --MPEVE-FSKALDDVGDAIVHRHITPR-FVWKLQKWIGIGTEKKMLKAHATFDRVCEKIIAAKREELGSQGI------TYNSNG-EREDLLTSFIKLD- 
CYP96A3   --MPKVE-FGDAVDGVSDGVFYRHVKPV-FLWRLQYLIGVGVEKRLKRGLAVFDQLLEKIITAKREEINSHGT------HHP-SRGEAIDVLTYYMTMD- 
CYP96A4   --MPKVE-FADAMDGVADAMFYRHLKPA-FLWSIQSWIGVGIEKKMRRGLDVFDQMLGKIISAKREEIKNHGI------HD--SKGEAMDVLTYYMTID- 
CYP96A15  --MLEVE-FGEAADIGEEAIYYRHFKPV-ILWRLQNWIGIGLERKMRTALATVNRMFAKIISSRRKEEISR---------AK-TEPYSKDALTYYMNVD- 
CYP97A3   --TGVIEAVYTVLREAEDRSVSPIPVWDIPIWKDISPRQRKVATSLKLINDTLDDLIATCKRMVEEE-ELQFH------E-EYMNERDPSILHFLLASG- 
CYP97C1   --SPVIEAVYTALKEAELRSTDLLPYWKIDALCKIVPRQVKAEKAVTLIRETVEDLIAKCKEIVEREGERIND------E-EYVNDADPSILRFLLASR- 
CYP97B3   --SPVIKAVYGTLFEAEHRSTFYFPYWNFPPARWIVPRQRKFQSDLKIINDCLDGLIQNAKETRQETDVEKLQ------ERDYTNLKDASLLRFLVDMRG 
CYP709B2  --GIEVFKSQLELQKCCAAALTDLYFPG------IQYLPTPSNLQIWKLDMKVNSSIKRIIDARLT----SES------K---DYGN--DLLGIMLTAAS 
CYP709B3  --GIELCRSQTELEKYYISSLTNVFIPG------TQYLPTPTNLKLWELHKKVKNSIKRIIDSRLK----SKC------K---TYGYGDDLLGVMLTAAK 
CYP709B1  --GIEVFRSQMELKRCYTTSLNQVSIPG------TQYLPTPSNIRVWKLERKMDNSIKRIISSRLQ----SKS----------DYGD--DLLGILLKAYN 
CYP735A1  --GKELFNHLTVLQRRCAQATRHLCFPG------SRFLPSKYNREIKSLKKEVERLLIEIIQSRRDCAEMGRS------S---THGD--DLLGLLLNEMD 
CYP735A2  --GKELFSLLTVLQRLCAQATRHLCFPG------SRFLPSKYNREIKSLKTEVERLLMEIIDSRKDSVEIGRS------S---SYGD--DLLGLLLNQMD 
CYP72A11  --GQRIFELQAELAQLIIQTVRKAFIPG------YSYLPTKGNRRMKAKAREIQVILRGIVNKRLRAREAG-------------EAPNDDLLGILLESN- 
CYP72A13  --GQRIFELQAELAQLIIQAFRKAIIPG------YRYFPTKGNRRMKAAAREIKFILRGIVNKRLRAREAG-------------EAPSDDLLGILLESN- 
CYP72A15  --GQRIFELQAELAQLIIQAFRKAFIPG------YSYLPTKSNRRMKAAAREIQVILRGIVNKRLRAREAG-------------EAPSDDLLGILLESN- 
CYP72A10  --GQRIFELQAELVHLILQAFWKVYIPG------YRYLPTKSNRRMKAAAREIQVILKGIVNKRLRAREAGK------------AAPNDDLLGILLESN- 
CYP72A14  --GHRIFELQAELAQLVMQAFQKFFIPG------YIYLPTKGNRRMKTAAREIQDILRGIINKRERARESG-------------EAPSEDLLGILLESN- 
CYP72A9   --GQRIFILQAELAHLIILALGKNYIPA------YRHFPTKNNRRMKTIVKEIQVILRGIISHREKARDAG-------------EAPSDDLLGILLKSN- 
CYP72A7   --GQRIFQLQGELAELIAQAFKKSYIPG------SRFYPTKSNRRMKAIDREVDVILRGIVSKREKAREAG-------------EPANDDLLGILLESN- 
CYP72A8   --GKRIFELQEEQGRRVLKALELAFIPG------MRFLPTKNNLRMRQINKEVKSRLREIIMKRQRGMDTG-------------EAPKNDLLGILLESN- 
CYP72C1   --GIKIFEIQQEQIDLGLLAIRAVYIPG------SKFLPTKFNRRLRETERDMRAMFKAMIETKEEEIKRGRG-----------TDKNSDLLFSMLASNT 
CYP734A1  --GRAVFRLQAQQMLLCAEAFQKVFIPG------YRFFPTRGNLKSWKLDKEIRKSLLKLIERRRQNAIDGEG------EEC-KEPAAKDLLGLMIQAK- 
CYP721A1  --GKGIFELQERMMRLFYLVRWSVYIPG------FRFFPSKTNREIWRIEKQIRVSILKLIENNKTAVEKS-------------GTLLQAFMSPYTNQN- 
CYP715A1  --GTQVLKNLRAVQFALFNSNRYVGVPF------SNILSYKQTVKAKGLGHEIDGLLLSFINKRKISLAEG-------------DDQGHDLLGMLLKADQ 
CYP714A1  --GKEIFSKLRCLQKAITHNNILFSLNG------FTDVVFGTKKHGNGKIDELERHIESLIWETVKERERECV------G-----DHKKDLMQLILEGAR 
CYP714A2  --GKAIFSMIRDLLTAITKRSVLFRFNG------FTDMVFGSKKHGDVDIDALEMELESSIWETVKEREIECK------D-----THKKDLMQLILEGAM 
CYP74A    ----RDESRRYKLKADAPGLITKWVLFNLHPLLSIG-LPRVIEEPLIHTFSLPPALVKSDYQRLYEFLR---------------IRG--EILVEADKLG- 
CYP74B2   ----VDASVSPDIAENGWKTINTWLALQVIPTAKLGVVPQPLEEILLHTWPYPSLLIAGNYKKLYNFID---------------ENAGDCLRLGQEEFG- 
CYP73A5   ----PLFLRLKALNGERSRLAQSFEYNYGDFIPILRPFLRGYLKICQDVKDRRIALFKKYFVDERKQIAS--------SKPTGSEGLKCAIDHILEAEQK 
CYP722A1  -----------SMQRDVGFVCEAMLAFPLNLPWTRFHKGIMARGRVMEMLEKIIRERRNEINSHNN-------------------HHEDFLQQLLAVDND 
CYP701A3  --VTLSKDEIFKVLVHDMMEGAIDVDWRDFFPYLKWIPNKSFEARIQQKHKRRLAVMNALIQDRLK--------------QNGSESDDDCYLNFLMSEAK 
CYP711A1  ---IKDVEVTDFINQHVYSTTQLKMDLSGSLSIILGLLIPILQEPFRQVLKRIPGTMDWRVEKTNARLSGQLNEIVSKRAKEAETDSKDFLSLILKARES 
consensus                                            . .      ..  .  .. .                         . .. .       
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CYP51A1   ---------------GRETTESEVTGLLIAGLFAGQHTSSITATWTGAYLI-QNKHWWSAALDEQKKLIGKHG-------DKIDYD-------------- 
CYP51A2   ---------------GRQTTESEVTGLLIAALFAGQHTSSITSTWTGAYLM-RYKEYFSAALDEQKNLIAKHG-------DKIDHD-------------- 
CYP710A1  ------------NPQPPHSGDEEIGGLLFDFLFAAQDASTSSLLWAVTLLD-SEPEVLNRVREEVAKIWSPESN------ALITVD-------------- 
CYP710A2  G-----------NPPPLHSEDEAIGGLLFDFLFAAQDASTSSLLWAVTFLE-SHPKVLSKVREEVAKIWSPQSG------HLITAD-------------- 
CYP710A3  ------------SPPPPHSKDEEISCVLVDFLFASQDASTSSLLWAVVLLE-SEPEVLRRVREDVARFWSPESK------ESITAD-------------- 
CYP710A4  ------------NPPPPHSKDKEISCVLVDFMFASQDASTSSLLWAVVMLE-SEPEVLRRVREDVARFWSSESN------ELITAD-------------- 
CYP702A1  ---------------AETMSVDNAIEYIYTLFLLANETTPRILAATIKLIS-DNPKVMKELHREHEGIVRGKTEK---ETSITWEE-------------- 
CYP702A2  E--------------GETMSVENAVEYIYTFFLVANETTPRILAATVKFIS-DHPKVKQELQREHEEIVRGKAEK---EGGLTWED-------------- 
CYP702A8  E--------------KETMSMKNVIEYIYTFFVIANETTPRILAATVKFIS-ENPKVMQELQREHAMIFENKSE----EAGLTWED-------------- 
CYP702A5  ----------------VTMSIEIATEYIFTLFVLANETTPGVLAATIKLIS-DNPKVMQELRREHEGIVQDKIKKD-ETADLTWED-------------- 
CYP702A6  G--------------VKTISLESATEYIFTLFLLANETTPAVLAATIKLIS-DHPKVMQELQREHEGIVRDKIEKN-EKADLTWED-------------- 
CYP702A3  D--------------GTALDIDKAVNLIFVFFILSQETTPGVQGAVVKLVA-DHPSVMEELQREHEAIVQNRADK---DTGVTWEE-------------- 
CYP708A2  E--------------DVIFNEESAINLIFAILVVAKESTSSVTSLAIKFLA-ENHKALAELKREHAAILQNRNGK---GAGVSWEE-------------- 
CYP708A3  D--------------GSFFDQGSAINLIFLLAFALREGTSSCTALAVKFIS-KDPKVLAELKREHKAIVDNRKDK---EAGVSWEE-------------- 
CYP708A4  A--------------GELLNENAIITLIFTLSCVTQDTTSKAICLAVKFLL-ENPKVLAELKKEHEVILESREDK---EGGVTWEE-------------- 
CYP708A1  E--------------GDTINEERSVELILSLLIASYETTSTMTALTVKFIA-ENPKVLMELKREHETILQNRADK---ESGVTWKE-------------- 
CYP87A2   E--------------GTILTEEIALDLMFVLLFASFETTSLALTLAIKFLS-DDPEVLKRLTEEHETILRNREDA---DSGLTWEE-------------- 
CYP90A1   ------------------FSDEEIVDFLVALLVAGYETTSTIMTLAVKFLT-ETPLALAQLKEEHEKIRAMKSDS----YSLEWSD-------------- 
CYP90B1   RKQRTDDDLLGWVLKHSNLSTEQILDLILSLLFAGHETSSVAIALAIFFLQ-ACPKAVEELREEHLEIARAKKELGE--SELNWDD-------------- 
CYP90C1   --------------EKQSQPSDFVSGKIVEMMIPGEETMPTAMTLAVKFLS-DNPVALAKLVEENMEMKRRKLELG---EEYKWTD-------------- 
CYP90D1   --------------LTHN----LIANNMIDMMIPGHDSVPVLITLAVKFLS-DSPAALNLLTEENMKLKSLKELTG---EPLYWND-------------- 
CYP724A1  --------------------YEEKVSIVLDILLGGFETSATTLSLVVYFLA-KSPNLLHKLKEEHAAIRAKKGDGE----LLNWED-------------- 
CYP720A1  -----------------------MADFIINLLFAGNETTSKTMLFAVYFLT-HCPKAMTQLLEEHDRLAGG---------MLTWQD-------------- 
CYP85A1   -----------------------IRDQVVTILYSGYETVSTTSMMALKYLH-DHPKALQELRAEHLAFRERKRQDE----PLGLED-------------- 
CYP85A2   -----------------------IRDQVVTILYSGYETVSTTSMMALKYLH-DHPKALEELRREHLAIRERKRPDE----PLTLDD-------------- 
CYP707A1  -----------------ELTDEQIADNIIGVIFAARDTTASVMSWILKYLA-ENPNVLEAVTEEQMAIR-KDKEEG---ESLTWGD-------------- 
CYP707A3  -----------------GLTDEQIADNIIGVIFAARDTTASVLTWILKYLA-DNPTVLEAVTEEQMAIR-KDKKEG---ESLTWED-------------- 
CYP707A2  K--------------RNGLSDSQIADNIIGVIFAATDTTASVLTWLLKYLH-DHPNLLQEVSREQFSIRQKIKKEN---RRISWED-------------- 
CYP707A4  K--------------GRVLTQEQIADNIIGVLFAAQDTTASCLTWILKYLH-DDQKLLEAVKAEQKAIYEENSREK---KPLTWRQ-------------- 
CYP88A3   D--------------GKTLDDEEIIDVLLMYLNAGHESSGHTIMWATVFLQ-EHPEVLQRAKAEQEMILKSRPEGQ---KGLSLKE-------------- 
CYP88A4   N--------------GRVLDDEEIIDLLLMYLNAGHESSGHLTMWATILMQ-EHPMILQKAKEEQERIVKKRAPGQ---K-LTLKE-------------- 
CYP716A1  ---------------IGETKDEDLADKIIGLLIGGHDTASIVCTFVVNYLA-EFPHVYQRVLQEQ-KEILKEKKEK---EGLRWED-------------- 
CYP716A2  ---------------IGETKDEDLADKIIALLIGGHDTTSIVCTFVVNYLA-EFPHIYQRVLEEQ-KEILNNKDVN---EKLTWED-------------- 
CYP718    ---------------KGVITEEEVVDNMVLLVFAAHDTTSYAMSMTFKMLA-QHPTCRDTLLQEH-AQIKANKGEG---EYLTVED-------------- 
CYP71A12  GF---------------QAQRDDIKFMILDMFIGGTSTSSTLLEWIMTELI-RNPNVMKKLQDEIRSTIRPHG-------SYIKEK-------------- 
CYP71A13  GF---------------QVQRNDIKFMILDMFIGGTSTTSTLLEWTMTELI-RSPKSMKKLQDEIRSTIRPHG-------SYIKEK-------------- 
CYP71A18  GF---------------KVQRNDIKFMILDMFIGGISTSSTLLEWIMTELI-RNPECMKKLQNEIRSTIRPHG-------SYIKEK-------------- 
CYP71A14  GV---------------QIRRSDIKFLILDMFLAGTETTYALLEWIMTELI-RHPECMKKLQDEIRAKATKLI-------LYISEE-------------- 
CYP71A15  GI---------------EVRRSDIKFIILDIFLGGTTTTNSLLEWTMTELI-RHPECMKKLQDEIRGDATNLT-------IYRSHE-------------- 
CYP71A28  EF---------------ELERSDIRLIILEFFLGGTTTTFTAIDWAMTLVV-RHPESMKKLQEEIQTYSRNK--------LYVPEE-------------- 
CYP71A19  --------------------KSALKLIIWDMFLAGTATSLSFLEWAMTELM-RNPKVMKKLQEEIRSS-SRQG-------LFVTEK-------------- 
CYP71A20  QF---------------ELEKSALKLIIWDMFLAGTATTLSFLEWAMTELM-RNPKVMKKLQEEIRSS-SPQD-------LFVTEK-------------- 
CYP71A16  QC---------------QLDKSDLKVIIFEMFLGSTTTTSAVIEWAMTRLM-RNPECLKKLQDEIRSV-SKMN-------SYVSGK-------------- 
CYP71A27  RF---------------KFDRSDLILILKDMFFSGTATTASQLEWTMTELM-RHPECMKKLQDEINSF-STHN-------LNVTEK-------------- 
CYP71A21  GF---------------EIDRLCIKAIVLDVLVAGTDSSYALMDWAMTELL-RHPECLRTLQEEVRTICKGN--------LSVSEE-------------- 
CYP71A22  GF---------------EIDRLSIKAIILDVVVGGTDTSYALMEWAMTELL-HRPECLNRLQEEVRTICKGN--------SSVSED-------------- 
CYP71A24  GF---------------EIDRLSIKAIILDVFVGDMDTTYTLLEWAMTELL-CHHECLDRLQEEVRMVCKDK--------SGVSED-------------- 
CYP71A26  GF---------------EINRVSIKAIVMNVFVGGTDTSSTLMEWAMTELL-RHPKCLKRLQEEVRTICKDK--------SSVSEE-------------- 
CYP71A25  GF---------------EIERVSIKAITLDVFVGGSDTSFTLLEWAMTELL-RHPKSLNRLQEEVRTICKGK--------SRVSED-------------- 
CYP71A23  GF---------------DIDRLSIKAIVLDAFVGGTDTSSTLVEWEMTELL-RHPTCLKKLQEEVRTICKGK--------SSVSED-------------- 
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CYP71B26  VG-------------NGKLTRNHIKAILMNILLGGIDTSAITMTWAMAELA-KNPRVMKKVQAEIRNQIKNKE--------RISFD-------------- 
CYP71B33  VG-------------NNNFTRNNVKAILMDILLAGIETSAGTMAWTMAELA-KNPLVMRKVQSEIRNKFENRE--------LISFE-------------- 
CYP71B34  LG-------------NDKLTRNHIKAILMDVLLAGMDTSAITMTWAMAELA-KNPRVMKKVQSEIRSQIKNKE--------RISFD-------------- 
CYP71B35  LG-------------NDKLTRNHIKAILLDVLLAGIDTSAITMTWAMTELA-RNPRVMKKVQSEIRTQMGNRS--------MISFE-------------- 
CYP71B36  IG-------------YGKLTRNHIKAILMNVLIGGIGTSAITMTWAMTELM-RNPRVMKKVQSEIRNQIGKKS--------MITLD-------------- 
CYP71B37  LG-------------YGKLTRNHIKAVLMNVLLGGIGTSAITMTWAMTELM-RNPRVMKKVQSEIRNQIGGKS--------MICLD-------------- 
CYP71B9   LG-------------YGKLTRNHVKAILMNVLLGAINTSAMTMTWAMAELI-RNPRVMKKVQSEIRNQMINKS--------VITLD-------------- 
CYP71B10  LG-------------YGKLTRNHIKAILMNILLGGINTSAITMTWAMAELI-RNPRVMKKVQSEIRAQIGKNNKT-----RIISLD-------------- 
CYP71B11  LG-------------EFQLTRDNTKGILFNILNAGIDTSAQVMTWVMTYLI-SNPRVMKKAQAEVREVIKNKD--------DIIEE-------------- 
CYP71B12  LG-------------EFQLTRDHTKGILANILNAGIDTSAQVMTWVMTYLI-SNPRVLKKAQAEVREVIKHKD--------DIIEE-------------- 
CYP71B14  LG-------------EFQLTRNHTKGILLNVLIAGVDTSGHTVTWVMTHLI-KNPRVMKKAQAEVREVIKNKD--------DITEE-------------- 
CYP71B13  LG-------------EFQFTRNHTKGILLDILLAGVDTSGHTITWVMTHLI-KNPRVMKKAQAEVREVIKNKD--------NITEE-------------- 
CYP71B6   LG-------------SSRITDTHIRAIIMDLFVAGVDTSVITLDWTMAELS-RHPRVMKKVQAEIREHVGDKG--------IVTYD-------------- 
CYP71B28  EGD------------SFKFTTDHLKGMISDIFLAGVGTSSTTLIWAMTELI-RNPRVMKKVQDEIRTTLGDKKE-------RITEE-------------- 
CYP71B29  DGD------------SFKLTTDHLKGMISDIFLAGVSTSASTLIWAITELV-RNRKVMKKVQEEIRTTLGDKKE-------RITEQ-------------- 
CYP71B15  DGD------------ALKFTTDHLKGMISDIFVAGIGGVAGITLWGMTELI-RNPRVMKKVQDEIRTTLGDKKE-------RIKEE-------------- 
CYP71B23  DG-------------SFKLTTDHIKGIISDIFLAGVNTSATTILWAMTELI-RNPRVMKKVQDEVRTVLGEKRD-------RITEQ-------------- 
CYP71B7   DGE------------SFKLTTDHLKGIISDIFLAGVNTSAVTLNWAMAELI-RNPRVMKKVQDEIRTTLGDKKQ-------RITEQ-------------- 
CYP71B16  DD-------------SLRLTIDHIKGFLTNIIIAGIDTGALTMIWAMTELA-RNPELMKNVQGEIRDSFGNNKE-------RITKE-------------- 
CYP71B17  DD-------------SLRLTIDHIKGLLTNIIIAGIDTGALTMIWTMTELA-RNPEIMKKVQGEIRDRLGNNRE-------RITKE-------------- 
CYP71B18  DD-------------SLKLTINNIKGILTNIFLGGIDTGALTMIWAMTELA-RNPEVMKKVQGEIRDRLGRNKE-------RITEE-------------- 
CYP71B19  DS-------------SLELTIDHIKGFLANIFLAGIDTGAITMIWAVTELV-KNPKLIKKVQGDIREQLGSNKE-------RITEE-------------- 
CYP71B20  DS-------------SLELIIDHIKGFLANIFLAGIDTGALTMIWAMTELV-KNPKLIKKVQGEIREQLGSNKA-------RITEE-------------- 
CYP71B2   SD-------------SFKLNMDNLKAIVMDVFLAGIDTSAVTMIWAMTELI-RNPRVMKKAQESIRTTLGLKKE-------RITEE-------------- 
CYP71B27  KD-------------DFKLNVDNIKAVLMNIFLAGIDTGAITMIWAMTELV-KKPLVMKRAQENIRGVLGLKRD-------RITEE-------------- 
CYP71B21  VG-------------SFKVTYDHLKGVMSDVFLAGVNAGAITMIWALTELT-RHPRVMKKLQQEIRELLGDNKE-------KITEQ-------------- 
CYP71B22  VG-------------SFQVTYDHLKGVMSDVFLAGVNAGAITMIWAMTELA-RHPRVMKKLQQEIREILGDNKE-------KITEQ-------------- 
CYP71B38  AD-------------SFKVTYDHLKGVMSDIFLAGVNGGANTMIWTLTELS-RHPRVMKKLQEEIRAMLGPNKE-------RITEE-------------- 
CYP71B5   VG-------------SYKVTDDHLKGLMSDVFLAGVNAGSITMIWTMTELS-RHPRVMRKLQEEIRAALGPNKE-------KITEE-------------- 
CYP71B31  FG-------------SLKITYDHLIAMMSDVVLAGVNAGTVTMIWTMTELT-RHPRVMKKLQEEIRATLGPNKE-------RITEE-------------- 
CYP71B8   YG-------------SFKITSDHLIAMMTDIVLGGVNAGTITMIWTMTELT-RHPRVMKKLREEIRATLGPNKE-------RITEE-------------- 
CYP71B32  FS-------------SFNITSNHLIAMMSDVVLAGVNAGTITMVWIVTELI-RHPRVMRKLQEEIRATLGSNKE-------RITXE-------------- 
CYP71B24  GD-------------SFKLTIDNLKGIIQDIYLAGVDTSAITMIWAMAELV-KNPRVMKKVQDEIRTCIGIKQNE------KIEED-------------- 
CYP71B3   DE-------------SFKLTIDHLKGIIQNIYLAGVDTSAITMIWAMAELV-KNPRVMKKAQEEIRTCIGIKQKE------RIEEE-------------- 
CYP71B25  DK-------------SFKLTIDHLKGITQDIFLAGIDTSAITMIWAMAELV-NNPRVMKKVQDEIRSCIGIKKE-------RIEEE-------------- 
CYP71B4   YA-------------SFKLTVDHLKGVLSNIYHAGIDTSAITLIWAMAELV-RNPRVMKKAQDEIRTCIGIKQEG------RIMEE-------------- 
CYP83A1   AS---------------EFTVDNVKAVILDIVVAGTDTAAAAVVWGMTYLM-KYPQVLKKAQAEVREYMKEKGST------FVTED-------------- 
CYP83B1   SI---------------KFTHENVKAMILDIVVPGTDTAAAVVVWAMTYLI-KYPEAMKKAQDEVRSVIGDKG--------YVSEE-------------- 
CYP84A1   LVSE-----TADLQNSIKLTRDNIKAIIMDVMFGGTETVASAIEWALTELL-RSPEDLKRVQQELAEVVGLDR--------RVEES-------------- 
CYP84A4   VN-----------NSVTKINLDNIKGIIMDVMFGGTETVALAIEWVLTEIL-RSPENMKRVQDELTSVVGLDRW-------RVEDT-------------- 
CYP705A1  EYK--------------ITRSHIKSLLTVEFFIGAADASSIAIQWAMADII-NNREILEKLREEIDSVVGKT--------RLVQET-------------- 
CYP705A24 EYK--------------ITRNHIKALL-AELFFGAGESSSSTTRWAMGEIF-NNPRIFEKLRTEIDSVVGTT--------RLIQES-------------- 
CYP705A15 EYK--------------ISRNHIKSFF-ADLLFASTDTFVQTTQWTVAEII-NNPNVLERLRGEIDSVVGKA--------RLIQET-------------- 
CYP705A4  EYK--------------ITRNHIKSII-ADLLFAGTENQVQTIQWAMAEII-NNPNVLERLRGEIDSVVGKS--------RLIQET-------------- 
CYP705A16 EYK--------------ITRNQIKAFI-VDMFIAGTDISALTTQGTMAEII-NNPNVLVRIREKIDSVVGKS--------RLIQET-------------- 
CYP705A19 EYK--------------ITRNQIKAFL-VDIFIAGTDISALTTQGTMAEII-NNPNIFVRIREEIDSVVGKS--------RLIQET-------------- 
CYP705A20 EHK--------------ITRNHIKSLF-VELLLGGTDTSAQTIQWTMAELI-NNRNVLKRLREEIDSVVGET--------RLIQEK-------------- 
CYP705A21 EHK--------------ISRNHIKAFF-VELFFAGTDTSAQSIQWTMAEII-NNPNILKRLREEIDSVVGKT--------RLIQET-------------- 
CYP705A23 ECK--------------ITRNHIKSLF-VDLVVAGTDTSRHATQWTMAEII-NKPKVLEKVREEIYSVVGRT--------RLVQET-------------- 
CYP705A28 EYK--------------ITRNHIKSLF-VELLVAGTDTSALATQWTMAELI-NNPTILERLREEIESVVGNT--------RLIQET-------------- 
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CYP705A30 EYK--------------ITRNHIKSLF-VDLVIAGTDTSVQATQWTMGELI-NNPKILQRLREEIESVVGNT--------RLIQEN-------------- 
CYP705A32 EYK--------------ITRNHIKSLF-VDLVIAGTDTSAQTIEWTMAELI-NNPNILERLREEIESVVGNT--------RLVQET-------------- 
CYP705A2  EYK--------------ITRNHIKSMF-VDLFIAGTDTSSTTIQWIMAEII-NHPKILERLREEIDFVVGKT--------RLIQET-------------- 
CYP705A5  EYK--------------ITRDQIKSLF-VDLFSAGTEASANTIQWTMAEII-KNPKICERLREEIDSVVGKT--------RLVQET-------------- 
CYP705A8  EYK--------------ITRDHIKSLF-VDLFFAGTDTATHTIEWTMAEIM-NNSLILERLREEIDSVVGKT--------RLIQET-------------- 
CYP705A9  EYK--------------ITRDHIKSLF-VDLFFAGTDTWTHAIQWIMAEII-NNSYILERLREEIDSVVGKT--------RLIQET-------------- 
CYP705A18 EYK--------------ITRNHIKSFF-VDLFVGGTDTSVQTTQWTMAEII-NNPNILQTLRKEIDSVVGKS--------RLIHET-------------- 
CYP705A6  EYN--------------ITRNHIKSFF-VEIFIGATDTSVQTTQWTMAEIL-NHPNVLERLRKDIDSVVGKT--------RLIHET-------------- 
CYP705A33 EYK--------------ITRNHIKSFF-VELFVGGTDTSVQTTQWTMAEII-NNSDVLERLREEIDSVVGTS--------RMIQET-------------- 
CYP705A3  EYK--------------ITWKHIKAFF-VEFFIGGTDTSVQTTQWAMAEMI-NNANVLERLREEIVSVVGET--------RLIQET-------------- 
CYP705A22 EYK--------------ITKNHIKAFF-VDLFIGATDTSVQTIQWTMAEIM-NNTHILERMREEIDSVVGKS--------RLIQET-------------- 
CYP705A12 EYK--------------ITRKQIKSLI-VEIFLGGTDSSAQTIQWTMAEIL-NNPGVLEKLRAEIDSVVGGK--------RLIQES-------------- 
CYP705A13 EYK--------------ITRDHLKSLF-VELILGGTDTSAQTIEWTMAKII-KKPNILERLRKEIDSVVGKT--------RLIQEK-------------- 
CYP705A25 EFK--------------ISRNQIKALF-VEIFLAGTDTSAQTIQWILAELI-NHPEILEKLRKEIESVVGVR--------RLIQET-------------- 
CYP705A27 EVK--------------ITRNQIKALI-VELFLGGTDTSAQTIQWIMAELI-NHPEILKILREEIESVVGTT--------RFIQET-------------- 
CYP712A1  EMK--------------ITRNDMKSFL-LDVFMAGTDTSAAAMQWAMGQLI-NHPQAFNKLREEINNVVGSK--------RLVKES-------------- 
CYP712A2  ELR--------------LTMNQIKFFI-LELFMASLDTTSAALQWTMTELI-NHPDIFAKIRDEIKSVVGTT---N----RLIKES-------------- 
CYP93D1   EMK--------------LTRENIKAFI-MNIYGGGTDTSAITVEWALAELI-NHPEIMKKAQQEIEQVVGNK--------RVVEES-------------- 
CYP81D6   QPD--------------YYTDVTLKGIIIVMIIAGSETIAWTLEWAMLNVL-NHPEVLKKARTEIDTKIG---FD-----RLMDEA-------------- 
CYP81D7   QPD--------------YYTDVTLKGIIIVMILAGTETLAGTLEWAMLNLL-NHPEVLEKARTEIDTEVG---FD-----RLMDEA-------------- 
CYP81D11  QPD--------------YYTDVIIKGIILVMILAGTDTSAGTLEWAMSNLL-NHPEVLRKAKTEIDDQIG---VD-----RLVEEQ-------------- 
CYP81D2   QPE--------------YYMDRIIKGTMLSLIAGGTDTTAVTLEWALSSLL-NNPEVLNKARDEIDRMIG---VD-----RLLEES-------------- 
CYP81D3   QPE--------------YYTDNIIKGIMLSLILAGTDTSAVTLEWTLSALL-NHPQILSKARDEIDNKV----LN-----RLVEES-------------- 
CYP81D8   QPD--------------YFTDRIIKGNMLALILAGTDTSAVTLEWALSNVL-NHPDVLNKARDEIDRKIG---LD-----RLMDES-------------- 
CYP81D4   QPD--------------YYTDVIIKGIILTLIIAGTDTSSVTLEWAMSNLL-NHPEILKKARMEIDEKVG---LD-----RLVDES-------------- 
CYP81D5   EPE--------------YYTDVIIKGIILALVLAGTDTSSVTLEWAMSNLL-NHPEILEKARAEIDDKIG---SD-----RLVEES-------------- 
CYP81D1   DIE--------------YYTDQIIKGIILIMVIAGTNTSAVTLEWALSNLL-NHPDVISKARDEIDNRVG---LD-----RLIEEA-------------- 
CYP81F3   EPE--------------YYTDVTIKGLMLGMMIAGTDTSAVTLEWAMSSLL-NHPEALEKAKLEIDEKIG---QE-----RLIDEP-------------- 
CYP81F4   DPE--------------YYTDIIIKGLMLGIMVASSETSALTIEWAMASLL-NHPKVLDKVKLEIDEIIG---QD-----RLIEES-------------- 
CYP81F2   QPK--------------YYSDVIIKGLMLSMMLAGTDTAAVTLEWAMANLL-KKPEVLKKAKAEIDEKIG---EE-----RLVDEP-------------- 
CYP81F1   QPE--------------YYTDVIIKGLMMSMMLAGTETSAVTLEWAMANLL-RNPEVLEKARSEIDEKIG---KD-----RLIDES-------------- 
CYP81H1   EPH--------------NYSDQTIKGLILMMVVGGTDTSALTVEWAMSNLL-NHPQILETTRQNIDTQMETSSSR-----RLLKEE-------------- 
CYP81G1   EPE--------------CYTDDIIKGLVQVMLLAGTDTTAVTLEWAMANLL-NHPEVLRKLKTELNEVSK---EG-----RVFEES-------------- 
CYP81K1   EPE--------------FYADDVIKGIIVLMFNGGTDTSPVAMEWAVSLLL-NHPDKLEKLREEIKSNVK---HK-----GLIQDS-------------- 
CYP81K2   EPE--------------FYSDDVIKGIVVLMFNAGSDTSPVTMEWAMALLL-NHPDKLDKVREEIKSNVK---HK-----GIIQDS-------------- 
CYP82C3   HLQ--------------YDANTCIKTTCLALILGGSETSPSTLTWAISLLL-NNKDMLKKVQDEIDIHVG---RD-----RNVEDS-------------- 
CYP82C2   HLQ--------------HDAITSIKSTCLALILGGSETSPSTLTWAISLLL-NNKDMLKKAQDEIDIHVG---RD-----RNVEDS-------------- 
CYP82C4   HLQ--------------YDANTSIKSTCLALILGGSDTSASTLTWAISLLL-NNKEMLKKAQDEIDIHVG---RD-----RNVEDS-------------- 
CYP82F1   GLS---------------DTHTKIKALCLNLVLAGSETAIVVLVWAVSLLL-NNPHVLRKAQEELDSKIG---KE-----RVVEEL-------------- 
CYP82G1   -----------------------IVISGHALTLTGSDSTSITLTWAVSLLL-NNPAALEAAQEEIDNSVG---KG-----RWIEES-------------- 
CYP76C2   E-----------------LNTNDIVHLLLDLFGAGTDTNSSTVEWAMAELL-RNPETMVKAQAEIDCVIGQ----K----GVVEES-------------- 
CYP76C4   E-----------------LDNNDIEHLLLDMFTAGTDTSSSTLEWAMAELL-RNPKTMVKAQAEMDRVLGQ----N----SVVQES-------------- 
CYP76C1   E-----------------LSISDIEHLLLDMFTAGTDTSSSTLEWAMTELL-KNPKTMAKAQAEIDCVIGQ----N----GIVEES-------------- 
CYP76C5   E-----------------INIDEIEHLLLDMFLAGTDTNSSTVEWAMTELL-GNPKTMTKVQDEINRVIRQ----N----GDVQES-------------- 
CYP76C6   E-----------------INIDEIEHLLLDMFVAGTDTNSSTVEWAMAELL-GNPKTMTKVQDEINHVIGQ----N----GDFQES-------------- 
CYP76C3   E-----------------LTMNDLKHLLLDVFVAGTDTNSSTMEWAMTELF-RSTEKMVKAQSEIRQVIGQ----N----GFVQES-------------- 
CYP76C7   E-----------------LDDNNIKHLLLDLFLAGVDTSSSAVEWAMAELL-RNPKMIVKVQEEIRQVIGL----K----GTVQDL-------------- 
CYP76G1   DEEP------------SSFSSRDINVIVFEMFTAGTDTTTSTLEWALAELL-HNPRTLTKLQTELRTYFKSS---N----QKLQEE-------------- 
CYP75B1   GDG-------------GSLTDTEIKALLLNMFTAGTDTSASTVDWAIAELI-RHPDIMVKAQEELDIVVGR----D----RPVNES-------------- 
CYP706A1  --DE-----------KAPLSMTHVKSLLMDMVLGGVDTSVNASEFAMAEIV-SRPEVLNKIRLELDQVVGKD--------NIVEES-------------- 
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CYP706A2  --DE-----------KAPLSMTHVKSLLMDMVLGGVDTSVNASEFAMAEIV-SRPEVLNKIRLELDQVVGKD--------NIVEES-------------- 
CYP706A3  EAE------------KTKLTMNDVKAVLMDMVLGGTDTSLHVIEFAMAELL-HNPDIMKRAQQEVDKVVGKE--------KVVEES-------------- 
CYP706A7  ---------------DENMSMNHVKALLMDMVLGGTDTSLNTIEFAMAELI-NKLEIMKRAQQELDKVVGKN--------NIVEEK-------------- 
CYP706A5  EADS-----------DVPITMNHVKAVLMDMVVGGTESSTNTIEFVMAELI-SNPELMRRAQQELDEVVGKD--------NIVEES-------------- 
CYP706A6  EADS-----------EVPITVNHVKAVLVDLVVGGTDTSTNTIEFAMAELI-RKPELMKRAQQELDEVVGKD--------NIIEES-------------- 
CYP706A4  EGDS-----------EVPITINHVKALLTDMVVGGTDTSTNTIEFAMAELM-SNPELIKRAQEELDEVVGKD--------NIVEES-------------- 
CYP79B2   QGNP-------------LLTADEIKPTIKELVMAAPDNPSNAVEWAMAEMV-NKPEILRKAMEEIDRVVGKE--------RLVQES-------------- 
CYP79B3   AGQP-------------LLTADEIKPTIKELVMAAPDNPSNAVEWAIAEMI-NKPEILHKAMEEIDRVVGKE--------RFVQES-------------- 
CYP79A2   DGKP-------------TLSDEEIKAQVTELMLATVDNPSNAAEWGMAEMI-NEPSIMQKAVEEIDRVVGKD--------RLVIES-------------- 
CYP79C1   NGKP-------------LLTPQEITHLS-DLDVVGIDNAVNVIEWTLAEML-NQREILEKAVEEIDMVVGKE--------RLVQES-------------- 
CYP79C2   QGMH-------------LFTFDEIRAQCKEINLATIDNTMNNVEWTIAEML-NHPEILEKATNELDIIVGKD--------RLVQES-------------- 
CYP79F1   NGKY-------------LVTPDEIKAQCVEFCIAAIDNPANNMEWTLGEML-KNPEILRKALKELDEVVGRD--------RLVQES-------------- 
CYP79F2   NGNY-------------LVTPDEIKAQCVEFCIAAIDNPANNMEWTLGEML-KNPEILRKALKELDEVVGKD--------RLVQES-------------- 
CYP703A2  NGKA-------------HMEDVEIKALIQDMIAAATDTSAVTNEWAMAEAI-KQPRVMRKIQEELDNVVGSN--------RMVDES-------------- 
CYP98A8   ------------------LSEETVGGLVWNMLTAGADTTAVVIEWAMAEMI-KCPTVQEKAQQELDSVVGSE--------RLMTES-------------- 
CYP98A9   ------------------LTEETVMGLVWNMLTAGADTTAITIEWAMAEMI-RCPTVKEKVQDELDSVVGSG--------RLMSDA-------------- 
CYP98A3   ------------------LSEDTIIGLLWDMITAGMDTTAITAEWAMAEMI-KNPRVQQKVQEEFDRVVGLD--------RILTEA-------------- 
CYP78A10  SDS-------------------DMIAVLWEMIFRGTDTVAILLEWILARMV-LHPDIQAKAQAEIDCIVGDSG-------RQVTDS-------------- 
CYP78A5   SDS-------------------DMIAVLWEMIFRGTDTVAILVEWVLARMV-LHQDIQDKLYREIASATSNNI-------RSLSDS-------------- 
CYP78A6   SDP-------------------DIIAVLWEMIFRGTDTVAVLIEWILARMV-LHPDMQSTVQNELDQVVGKS--------RALDES-------------- 
CYP78A9   SDP-------------------DIIAVLWEMIFRGTDTVAVLIEWILARMV-LHPDIQSTVHNELDQIVGRS--------RAVEES-------------- 
CYP78A8   SES-------------------DMVAVLWEMIFRGTDTVAVLVEWVLARIV-MHPKVQLTVHDELDRVVGRS--------RTVDES-------------- 
CYP78A7   QED-------------------DMIAVLWEMIFRGTDTTALLTEWTMAELV-LNPNVQTKLRDEILTAVGDGAD------GDVADA-------------- 
CYP77A4   KTT---------------PSNEELVTLCSEFLNGGTDTTGTAIEWGIAQLI-ANPEIQSRLYDEIKSTVGD----D----RRVDEK-------------- 
CYP77A6   ITT---------------PSNEELVSLCSEFLNGGTDTTGTAIEWGIAQLI-VNPEIQSRLYDEIKSTVGD---------REVEEK-------------- 
CYP77A7   ETT---------------PSDEDLVTLCSEFLNAGTDTTGAAIEWGIAELI-ANPEIQSRLYDEIKSTVG-----D----RAVDER-------------- 
CYP77A9   ETS---------------PSDEDLVTLCSEFLNAGTDTTGTAIEWGIAELI-SNPKIQSRLYDEIKSTVGD----D----RTVEEK-------------- 
CYP77B1   GGE---------------LGDEEIVTLCSEIVSAGTDTSATTLEWALFHLV-TDQNIQEKLYEEVVGVVGK----N----GVVEED-------------- 
CYP89A4   ---------------KRKLNEDEIVSLCSEFLNGGTDTTATALQWIMANLV-KNPEIQKRLYEEIKSVVG---EEA----KEVEEE-------------- 
CYP89A5   ---------------KRKLNEDEIVSLCSEFLNGGTDTTATALQWIMANLV-KNPDIQKRLYEEIKSVVG---EEA----NEVEEE-------------- 
CYP89A6   ---------------KRKLNEDEIVSLCSEFLNAGTDTTATALQWIMANLV-KNPEIQRRLYEEIKSIVG---EEA----KEVEEQ-------------- 
CYP89A7   ---------------KRKLNEDEIVSLCSEFLIAGSDTTATVLQWIMANLV-KNQEIQERLYEEITNVVG---EEA----KVVEEK-------------- 
CYP89A2   ---------------NRKLNEEDIMNLCSEFLTAGTDTTATALQWIMANLV-KYPEIQERLHEEIKSVVG---EEA----KEVEEE-------------- 
CYP89A3   ---------------KRKLNEDEIVSLCSEFLNAGTDTTATTLQWIMANLV-RNQEIQKRLYEEIKSVIGE--EEE----KEIEEE-------------- 
CYP89A9   KEGG-----K-----KRKLSDSEIVSLCSEFLNAATDPTATSMQWIMAIMV-KYPEIQRKVYEEMKTVFAGEEEER----EEIREE-------------- 
CYP704A1  KD-------P------ENMNDKYLRDIILNVMVAGKDTTAASLSWFLYMLC-KNPLVQEKIVQEIRDVTSSHEKTT--------------DVNGFIESVT 
CYP704A2  KD-------P------ENMNDKYLRDIILNFMIAGKDTTAALLSWFLYMLC-KNPLVQEKIVQEIRDVTFSHEKTT--------------DVNGFVESIN 
CYP704B1  DP-------D------SKETEKSLRDIVLNFVIAGRDTTATTLTWAIYMIM-MNENVAEKLYSELQELEKESAEAT----NTSLHQYDTEDFNSFNEKVT 
CYP86A2   ----------------QSYSETFLRHVALNFILAGRDTSSVALSWFFWLIT-THPTVEDKIVREICSVLIETRGT---------------DVSSWTAEPL 
CYP86A4   ----------------ESYSDTFLQHVALNFILAGRDTSSVALSWFFWLIT-MHPTVEDKIVREICSVLIETRGTD--------------DVASWTEEPL 
CYP86A8   ----------------ESYSDETLQRVALNFILAGRDTSSVALSWFFWLIT-QHPAIEDKILREICTVLVETRGD---------------DVALWTDEPL 
CYP86A7   ----------------ESYSDKYLKYVALNFILAGRDTSSVAMSWFFWLVS-LNPRVEEKIINEICTILIKTRDT---------------NVSKWTDEPL 
CYP86A1   VN-------G------NVLPTDVLQRIALNFVLAGRDTSSVALSWFFWLVM-NNREVETKIVNELSMVLKETRGN---------------DQEKWTEEPL 
CYP86B1   EK-------G------ESFSDKFLRDICVNFILAGRDTSSVALSWFFWLLE-KNPEVEEKIMVEMCKILRQRDDHG------------NAEK-SDYEPVF 
CYP86B2   EN-------G------QKFSDKFLRDICVNFILAGRDTSSVALSWFFWLIE-KNPEVEEKIMMGICKILEQRVDHG------------DTKKNMEYEPVF 
CYP86C3   HK-------TTDEK--DPSTIKFFRQFCTSFILAGRDTSSVALTWFFWVIQ-KHPEVENKIIREISEILRQRGDS--------------PTSKNES--LF 
CYP86C4   HK-------RENEI--DPSTIRFFRQFCTSFILAGRDTSSVALSWFCWVIQ-KHPEVENKIICEIREILRQRGDS--------------PTSKNES--LF 
CYP86C2   HK-------RGDEN--DRFTAKFFRQFCTSFILAGRDTSSVALTWFFWLIT-KHPEVETKILHEIREILNQREKNK----YKL-----DETGEKESSRHF 
CYP86C1   EK-------EEDTTRGNYFSDKYFREFCTSFIIAGRDTTSVALVWFFWLVQ-KHPEVEKRILREIREIKR-------------------KLTTQETEDQF 
CYP94B1   -------------------GEEAVRDSVISFIMAGRDTTSAAMTWLFWLLS-QNDDVETKILDELR---------------------------NKGSLGL 
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CYP94B3   -------------------NGEAVRDMVISFIMAGRDTTSAAMTWLFWLLT-ENDDVERKILEEVD---------------------------PLVSLGL 
CYP94B2   -------------------SDETVRDMVISIIMAGRDTTSAVATRLFWLIT-GHEETEHDLVSEIRSVK------------------------EEITGGF 
CYP94C1   E-----------------DDDEYLRDIVVSFLLAGRDTVAAGLTGFFWLLT-RHPEVENRIREELDRVMG----------------------TGFDSVTA 
CYP94D1   M-----------------NSPEILRDIVISFILAGRDTTSSALSWFFWLLS-MHPEVEDKILQELNSIRAR--------------------TGKRIGEVY 
CYP94D2   M-----------------NSPEILRDIVISFILAGRDTTSSALSWFFWLLS-MHPEVKDKILQELNSIRER--------------------TGKRIGEVY 
CYP96A1   ICH------TTKYKLLNPSDDKFLRDMILSFMLAGRDTTSSALTWFFWLLS-KNPKAITKIRQEINTQLSPR---------------------------T 
CYP96A9   ---------TTKYKLLNPSDDRFLRDTILSFMLAGRDTTGSALTWFFWLLC-NNQEAMTKIRQEINTNLFPRNKTD----DGSV---------------S 
CYP96A10  ---------TTKYKLLNPSDERFLRDTILTFMLAGRDTTGSGLTWFFWLLI-KNPEVIAKIRQEINTALFQRSKVD----DDASN--------------N 
CYP96A5   ---------ISKYELLNPNDDNFLKDIIKSFMLAGRDAIATTLTWFFWLLS-KNPEAVTKIRQEINTNLPGS---------------------------- 
CYP96A11  ---------TTKYNLLNPSDDKFLRDTILAFILAGRDTTASALTWFFWLLS-ENAQVVSKIRQEI-INTNPSKNG------------------------- 
CYP96A2   ---------TTKYKLLNPSDDKFLRDNILAFILAGRDTTATALSWFFWLLS-ENPHVVAKIHQEININTDLSRTG------------------------- 
CYP96A12  ---------TTKYELLNPSDDKFLRDTILAFNLAGRDTTSSALSWFFWLLS-ENPQVVTKIRKEIIDKN--ISKDG----R------------------- 
CYP96A13  ---------TTKYELLNPSDDKFLRDTILAFVLAGRDTTASALTWFFWLLL-ENPQVVTKIRQEINTSNGGQEKPS----C------------------- 
CYP96A7   ---------ATKYELLNPNDDKFLRDFTVSFMAAGRDSTSSALTWFFWNLT-ENPNVLSKILQEINTNLPRTGSDQ------------------------ 
CYP96A8   ---------ATKYEVLKPSHDKFLRDFTIGFMAAGRDSTASTLTWFFWNLS-KNPNVLTKILQEINTNLPRTGSDQ------------------------ 
CYP96A3   ---------TTKYKYLEPSDDRFIKDTILGFLIAARDTTSSALTWFFWLMS-KNPEAINKIRQEVNKKMPRFDP-------------------------- 
CYP96A4   ---------TTKYKHLKPSNDKFIRDTILGLVIAARDTTSSALTWFFWLLS-KNPEAMTKIRQEINKKMPKFDP-------------------------- 
CYP96A15  ---------TSKYKLLKPNKDKFIRDVIFSLVLAGRDTTSSVLTWFFWLLS-KHPQVMAKLRHEIN---TKFDN-------------------------- 
CYP97A3   ----------------DDVSSKQLRDDLMTMLIAGHETSAAVLTWTFYLLT-TEPSVVAKLQEEVDSVIGDRFPTI------------------------ 
CYP97C1   ----------------EEVSSVQLRDDLLSMLVAGHETTGSVLTWTLYLLS-KNSSALRKAQEEVDRVLEGRNPAF------------------------ 
CYP97B3   ----------------VDIDDRQLRDDLMTMLIAGHETTAAVLTWAVFLLS-QNPEKIRKAQAEIDAVLGQGPPTY------------------------ 
CYP709B2  ---------SNESEKK--MSIDEIIEECKTFFFAGHETTANLLTWSTMLLS-LHQDWQEKLREEVFNECGKDKIPD----AE------------------ 
CYP709B3  ---------SNEYERK--MRMDEIIEECKNFYYAGQGTTSILLTWTTMLLS-LHQGWQEKLREEVFNECGKDKIPD----TD------------------ 
CYP709B1  ---------TEGKERK--MSIEEIIHECRTFFFGGHETTSNLLAWTTMLLS-LHQDWQEKLREEIFKECGKEKTPD----SE------------------ 
CYP735A1  ---------IDKNNNNNNNNLQLIMDECKTFFFAGHETTALLLTWTTMLLA-DNPTWQEKVREEVREVFGRNGLPS----VD------------------ 
CYP735A2  ---------SNKNNLN----VQMIMDECKTFFFTGHETTSLLLTWTLMLLA-HNPTWQDNVRDEVRQVCGQDGVPS----VE------------------ 
CYP72A11  ----------LGQTKGNGMSTEDLMEECKLFYFVGQETTSVLLVWTMVLLS-QHQDWQARAREEVKQVFGDK-EPD----AE------------------ 
CYP72A13  ----------LGQTKGNGMSTEELMEECKLFYFAGQETTTVLLVWTMVLLS-QHQDWQARAREEVKQVFGDK-EPD----AE------------------ 
CYP72A15  ----------LRQTEGNGMSTEDLMEECKLFYFAGQETTSVLLVWTMVLLS-QHQDWQARAREEVKQVFGDK-EPD----AE------------------ 
CYP72A10  ----------LGQAKGNGMSTEDVMEECKLFYFAGQETTSVLLVWAMVLLS-HHQDWQARAREEVKQVFGDK-EPD----TE------------------ 
CYP72A14  ----------LGQTEGNGMSTEDMMEECKLFYLAGQETTSVLLVWTMVLLS-QHQDWQARAREEVKQVFGDK-QPD----TE------------------ 
CYP72A9   ----------SEQSKGNGLNMEEIMEECKLFYFAGQETTSVLLAWTMVLLS-QHQDWQARAREEVMQVFGHN-KPD----LQ------------------ 
CYP72A7   ----------SEESQGNGMSVEDVMKECKLFYFAGQETTSVLLVWTMVLLS-HHQDWQARAREEVMQVLGENNKPD----ME------------------ 
CYP72A8   ----------SGD---HGMSIEDVVEECRLFHFAGQETTAVLLVWTMIMLS-HHQKWQDQAREEILKVIGKNNKPN----FD------------------ 
CYP72C1   K-T------IKEQGPDSGLSLDDLIDDCKAFYLAGQNVTSSLFVWTLVALS-QHQDWQNKARDEISQAFGNN-EPD----FE------------------ 
CYP734A1  -----------------NVTVQDIVEECKSFFFAGKQTTSNLLTWTTILLS-MHPEWQAKARDEVLRVCGSRDVPT----KD------------------ 
CYP721A1  -------------GQEEKLGIEEVTDECKTFYFAAKETTANLMTFVLVLLA-MNQEWQNIAREEVICVLGQTGLPT----LD------------------ 
CYP715A1  ---------------KGNFTAKELVDECKTFFFAGHETTALALTWTFMLLA-IHPEWQDTIREEIREVIGDS-KIE----YN------------------ 
CYP714A1  SSC------DGNLEDKTQSYKSFVVDNCKSIYFAGHETSAVAVSWCLMLLA-LNPSWQTRIRDEVFLHCKNG-IPD----AD------------------ 
CYP714A2  RSC------DGNLWDKS-AYRRFVVDNCKSIYFAGHDSTAVSVSWCLMLLA-LNPSWQVKIRDEILSSCKNG-IPD----AE------------------ 
CYP74A    -----------------ISREEATHNLLFATSFNTWGGMKILFPNMVKRIGPGGHQVHNRLAEEIRSVIKSNGGELT----------------------- 
CYP74B2   -----------------LTRDEAIQNLLFVLGFNAYGGFSVFLPSLIGRITGDNSGLQERIRTEVRRVCGS-GSDLN----------------------- 
CYP73A5   GE----------------INEDNVLYIVENINVAAIETTLWSIEWGIAELV-NHPEIQSKLRNELDTVLGPG--------VQVTEP-------------- 
CYP722A1  TP---------------QLTDAEIKDNILTMIIAGQDTTASALTWMVKYLG-ENQKVLDILIEEQSQITKKASNKP------------------------ 
CYP701A3  T-----------------LTKEQIAILVWETIIETADTTLVTTEWAIYELA-KHPSVQDRLCKEIQNVCGGEKFKEE----------------------- 
CYP711A1  DPFAKN-----------IFTSDYISAVTYEHLLAGSATTAFTLSSVLYLVS-GHLDVEKRLLQEIDGFGNRDLIPT------------------------ 
consensus                    .   .. ... ..... ...   . . .  ..  .. .. .. ...  ...            . .                
          401......410.......420.......430.......440.......450.......460.......470.......480.......490........ 
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CYP51A1   ---------VLSEMDFLFRSAKEALRLHPPKILLLRTVHSDFTVTTREG---KQYEIPKGHIVATSPAFANRLPHVYK-DPENFDPDRFSKEREEDKAAG 
CYP51A2   ---------ILSEMDVLYRCIKEALRLHPPLIMLMRASHSDFSVTARDG---KTYDIPKGHIVATSPAFANRLPHIFK-DPDTYDPERFSPGREEDKAAG 
CYP710A1  ---------QLAEMKYTRSVAREVIRYRPPATMVPHVAAIDFPLTET-------YTIPKGTIVFPS--VFDSSFQGFT-EPDRFDPDRFSETRQEDQVFK 
CYP710A2  ---------QLAEMKYTRAVAREVVRYRPPATMVPHIATNDFPLTES-------YTIPKGTIVFPS--VFDASFQGFT-EPNRFDPDRFSETRQEDQVFK 
CYP710A3  ---------QLAEMKYIRAVAREVLRYRPPASMVPHVAVSDFRLTES-------YTIPKGTIVFPS--LFDASFQGFT-EPDRFDPDRFSETRQEDEVFK 
CYP710A4  ---------QLAEMKYTRAVAREVLRYRPPASMIPHVAVSDFRLTES-------YTIPKGTIVFPS--LFDASFQGFT-EPDRFDPDRFSETRQEDEVFK 
CYP702A1  ---------YKS-MTFTQMVINESLRITSTAPTVFRIFDHEFQVGS--------YKIPAGWIFMGYP-NNHFNPKTYD-DPLVFNPWRWEGKDLGAIVSR 
CYP702A2  ---------YKS-MHFTQMVINESLRIISTAPTVLRVLEHDFQVGD--------YTIPAGWTFMGYP-HIHFNSEKYE-DPYAFNPWRWEGKDLGAIVSK 
CYP702A8  ---------YKS-MTFTNMVINESLRISTTVPVILRKPDHDTKVGD--------YTIPAGWNFMGYP-SAHFDPTKYE-DPLEFNPWRWKGNDLDAIVST 
CYP702A5  ---------YKS-MTFTQMVINESLRITSTVPTVLRIIDHEIQFGD--------YTIPAGWIFMGYP-YVHFNPEKYD-DPLAFNPWRWKGKDLSTIVSK 
CYP702A6  ---------YKS-MTFTQMVINESLRITSTVPTVLRIIDHEFQFGE--------YTIPAGWIFMGYP-YVHFNAEKYD-DPLAFNPWRWKGKDLSAIVSR 
CYP702A3  ---------YKS-MTFTHMVIKESLRFTSTQPTVHRIPDQDVQIGD--------YTLPAGWLFFGIP-QVHFDEEKYD-DPLTFNPWRWQGKDINSTVSR 
CYP708A2  ---------YRHQMTFTNMVINETLRMANMAPIMYRKAVNDVEIKG--------YTIPAGWIVAVIPPAVHFNDAIYE-NPLEFNPWRWEGKELRS-GSK 
CYP708A3  ---------YRHNMTFTNMVSNEVLRLANTTPLLFRKAVQDVEIKG--------YTIPAGWIVAVAPSAVHFDPAIYE-NPFEFNPWRWEGKEMIW-GSK 
CYP708A4  ---------YRHKMTFTNMVINESLRITNLAPMLFRKAVKDVEIKG--------YTIPAGWIVMIIPSVVHFDPEIYE-NPFEFNPWRWEGKELRA-GSK 
CYP708A1  ---------YRSMMNFTHMVINESLRLGSLSPAMFRKAVNDVEIKG--------YTIPAGWIVLVVPSLLHYDPQIYE-QPCEFNPWRWEGKELLS-GSK 
CYP87A2   ---------YKS-MTYTFQFINETARLANIVPAIFRKALRDIKFKD--------YTIPAGWAVMVCPPAVHLNPEMYK-DPLVFNPSRWEGSKVTN-ASK 
CYP90A1   ---------YKS-MPFTQCVVNETLRVANIIGGVFRRAMTDVEIKG--------YKIPKGWKVFSSFRAVHLDPNHFK-DARTFNPWRWQSNSVTTGPS- 
CYP90B1   ---------YKK-MDFTQCVINETLRLGNVVRFLHRKALKDVRYKG--------YDIPSGWKVLPVISAVHLDNSRYD-QPNLFNPWRWQQQNNGASSSG 
CYP90C1   ---------YMS-LSFTQNVINETLRMANIINGVWRKALKDVEIKG--------YLIPKGWCVLASFISVHMDEDIYD-NPYQFDPWRWDRINGSANSS- 
CYP90D1   ---------YLS-LPFTQKVITETLRMGNVIIGVMRKAMKDVEIKG--------YVIPKGWCFLAYLRSVHLDKLYYE-SPYKFNPWRWQERDMNTSS-- 
CYP724A1  ---------YQK-MEFTQCVISEALRCGNIVKTVHRKATHDIKFNE--------YVIPKGWKVFPIFTAVHLDPSLHE-NPFEFNPMRWTDKAKMNKKT- 
CYP720A1  ---------YKT-MDFTQCVIDETLRLGGIAIWLMREAKEDVSYQD--------YVIPKGCFVVPFLSAVHLDESYYK-ESLSFNPWRWLDPETQQKRN- 
CYP85A1   ---------VKS-MKFTRAVIYETSRLATIVNGVLRKTTRDLEINGG-------YLIPKGWRIYVYTREINYDANLYE-DPLIFNPWRWMKKSLESQNS- 
CYP85A2   ---------IKS-MKFTRAVIFETSRLATIVNGVLRKTTHDLELNG--------YLIPKGWRIYVYTREINYDTSLYE-DPMIFNPWRWMEKSLESKSY- 
CYP707A1  ---------TKK-MPLTSRVIQETLRVASILSFTFREAVEDVEYEG--------YLIPKGWKVLPLFRNIHHSADIFS-NPGKFDPSRFEV--APKPNT- 
CYP707A3  ---------TKK-MPLTYRVIQETLRAATILSFTFREAVEDVEYEG--------YLIPKGWKVLPLFRNIHHNADIFS-DPGKFDPSRFEV--APKPNT- 
CYP707A2  ---------TRK-MPLTTRVIQETLRAASVLSFTFREAVQDVEYDG--------YLIPKGWKVLPLFRRIHHSSEFFP-DPEKFDPSRFEV--APKPYT- 
CYP707A4  ---------TRN-MPLTHKVIVESLRMASIISFTFREAVVDVEYKG--------YLIPKGWKVMPLFRNIHHNPKYFS-NPEVFDPSRFEV--NPKPNT- 
CYP88A3   ---------TRK-MEFLSQVVDETLRVITFSLTAFREAKTDVEMNG--------YLIPKGWKVLTWFRDVHIDPEVFP-DPRKFDPARWDNGFVPKAGA- 
CYP88A4   ---------TRE-MVYLSQVIDETLRVITFSLTAFREAKSDVQMDG--------YIIPKGWKVLTWFRNVHLDPEIYP-DPKKFDPSRWEG-YTPKAGT- 
CYP716A1  ---------IEK-MRYSWNVACEVMRIVPPLSGTFREAIDHFSFKG--------FYIPKGWKLYWSATATHMNPDYFP-EPERFEPNRFEG-SGPKPYT- 
CYP716A2  ---------IEK-MRYSWNVACEVMRIVPPLAGTFREAIDHFSFKG--------FYIPKGWKLYWSATATHKNPEYFP-EPEKFEPSRFEG-SGPKPYT- 
CYP718    ---------VKK-MKYSWQVVRETMRLSPPIFGSFRKAVADIDYGG--------YTIPKGWKILWTTYGTHYNPEIFQ-DPMSFDPTRFDK-P-IQAYT- 
CYP71A12  ---------DVENMKYLKAVIKEVFRVHPPLPLILPRLLSEDVKVKG-------YNIAAGTEVIINAWAIQRDPAIWGPDAEEFKPERHLD----STLDY 
CYP71A13  ---------EVENMKYLKAVIKEVLRLHPSLPMILPRLLSEDVKVKG-------YNIAAGTEVIINAWAIQRDTAIWGPDAEEFKPERHLD----SGLDY 
CYP71A18  ---------EVENMRYLKAVIKEVFRVHPPLPLILPRLLTEDVKVKG-------YDIAAGTEVLINAWSIHRDPAIWGPDAEEFKPERHLD----STLDY 
CYP71A14  ---------DVEDMKYLKAVVKEVLRLHPPLPLLVPRELSEDIKLKG-------YDIAAGTQVIINAWAIQRDTMTWGIDAEEFRPERHLD----SLVDF 
CYP71A15  ---------EVEDMKYLKAVIKEGLRLHPPFPLLVLRLLTQDVKLKG-------YDIAAGTQVITNAWAIQRDIVTWGIDAEEFRPERHLD----SPLDF 
CYP71A28  ---------EVENMKYLKAVIKEVFRLHPPGPLSIPRQLSEDVFIN--------------------AWAIHRDTEKWGPYAEEFKPERHLD----LPLNF 
CYP71A19  ---------EAEKMDYLQAVIKEALRLRPPAPLMVPRVFSEDVTLKG-------YNIPAGTQVIINAWAIQRDTTTWGIDAEEFRPERHLD----SILDF 
CYP71A20  ---------EAEKMNYLQAVIKEALRLRPPAPLLVPRVLSEDVKLKG-------YNIPAGTQVIVNAWAIQRDTTTWGTDAEEFKPERHLD----TNLDF 
CYP71A16  ---------EVENMNYLKAVIKEVLRLHPPLPLLVPRLLSEDVKLKG-------YDITAGTQVIINAWAIQRDTATWGSDAQEFRPERHFD----STWDF 
CYP71A27  ---------EVEKMNYLHCVIKEGLRLHPSGPLLF-RLPSEDVQLKG-------YDISAGTHVIINAWALQRNPAIWGLDANEYRPERHXW----YEFGF 
CYP71A21  ---------DIQNMSYLKAVIKETTRLHPPLPLLAPHESIQDVILGD-------YHIPAGTQVMINAWAIGREAATWGPDAEKFRPERHLD----SSVDF 
CYP71A22  ---------DIKDMNYLKAVIKETMRLHPPLPLMVPHESTQDVRLGD-------YHIPAGTQVMINAWAIGREAATWGPDAEKFRPERHLN----SSVDF 
CYP71A24  ---------DLQDMKYLKAVIKETLRLHPPLPLMVPHESTHDVKLRD-------YHIPAGTHVMINAWAIGREAATWGPDAEEFRPERHLN----SYVDY 
CYP71A26  ---------EIQNMSYLKAVIKEALRLHPPLPLMVPHESTQDVRLGD-------HHIPAGTQVLINAWAIGREAATWGPDVEEFRPERHLD----SSVDY 
CYP71A25  ---------DIQGMKYLKAVIKEALRLHPPFPMMAPHESTEDVKLRD-------YHIPAGTQVMMNAWAIGREVATWGPDAEEFKPERHLD----TSVDF 
CYP71A23  ---------DIQGMEYLKAVVKEALRLHPPVPLMVPHQSTQDVRLRD-------NHIPAGTQVIVNLWAVGREAATWGPDANEFRPERHLE----SPSDF 
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CYP71B26  ---------DTDKLEYLKMVIKETWRLHPPTPLLLPRDVITEFEING-------YTIPAKTRLHVNVWAIGRDPDTWK-DPEMFLPERFND----SNIDA 
CYP71B33  ---------DIEQLHYLKTVIKETWRLHPPAPLLLPREVMSEFEING-------YTMQPKTQIHVNVWAIGRDPNTWK-DPEEFLPERFID----SNIDT 
CYP71B34  ---------DTDKLEYLKMVIKETWRLHPTTPLLIPREAMSEFEING-------YTIPVKTRLHVNVWAIGRDPDTWK-DPEVFLPERFTD----NNIDA 
CYP71B35  ---------DMDQLEYLKMVIKETWRLHPTTPLLLPREAMSEFDING-------YTIPVKTRLHVNVWAIGRDPDTWK-DPEVFLPERFMD----NNIDA 
CYP71B36  ---------DIDQLHYLKMVINETWRLHPPSPFLIPRQVMSEFELND-------YVIPVKTRLYVNVWAIGRDPDTWK-DPEEFLPERFVN----SSIDA 
CYP71B37  ---------DIDQLHYLKMVINETWRLHPPAPLLVPREVMSEFEING-------YTIPAKTRLYVNVWGIGRDPDTWK-DPEEFLPERFVN----SNIDA 
CYP71B9   ---------DIDHLPYLKMVIKETWRLHPPVPLLLPREVMSEFEING-------YKIQPKTLLYVNVWAIGRDPDSWK-DADMFYPERFMD----NNIDA 
CYP71B10  ---------EINHLSYLNMVIKETCRLHPVAPLLVPREVISEFKING-------YTIQPKTRLHVNVWAIGRDPEIWK-DPEEFLPERFMD----CDIDV 
CYP71B11  ---------DIERLEYLKMVVKETFRVLPLVPLLIPREASKDVKIGG-------YDIPKKTWIHVNIWAIHRNPNVWK-DPEAFIPERFMD----NQIDY 
CYP71B12  ---------DIERLQYLKMVIKETFRINPLVPLLIPREASKDVKIGG-------YNIPKKTWIHVNIWAIHRNPNVWK-DPEAFIPERFMD----SQIDY 
CYP71B14  ---------DIERLEYLKMVIKETLRINPLVPLLIPREASKYIKIGG-------YDIPKKTWIYVNIWAVQRNPNVWK-DPEVFIPERFMH----SEIDY 
CYP71B13  ---------DIEGLEYLKMVVKETLRINPLVPLLTPREASKDVKIGG-------YNIPKKTWIHVNIWAIHRNPNVWK-DPEAFIPERFMD----NQIDY 
CYP71B6   ---------DLEALVYMKMVIKETWRLHAPSPILIPREAMTNFKIKG-------YDIYPGTRIHVNAWAIGRNPDVWK-DPDEFIPERFVD----SNVET 
CYP71B28  ---------DLNQLHYFKLMVKEIFRLHPAAPLLLPRETLSHVKIQG-------YDIPAKTQIMINAYAIARDPKLWT-NPDEFNPDRFLD----SSIDY 
CYP71B29  ---------DLTNLHYFKLVVKEIFRLHPAVPFLLPRETLSHVKIQG-------YDIPAKTQIMINVYAIARDPKLWT-NPDEFNPDRFLD----SSIDY 
CYP71B15  ---------DLNQLHYFKLVVKETLRLHPTTPLLLPRQTMSHIKIQG-------YDVPAKTQILVNVYAMGRDPKLWE-NADEFNPDRFLD----SSVDF 
CYP71B23  ---------DLNQLNYFKLVIKETFRLHPAAPLLLPREAMAKIKIQG-------YDIPEKTQIMVNVYAIGRDPDLWE-NPEEFKPERFVD----SSVDY 
CYP71B7   ---------DLSQVHYFKLVVKEIFRLHPAAPLLLPRETMSHVKIQG-------YDIPVKTQMMINIYSIARDPKLWT-NPDEFNPDRFLD----SSIDY 
CYP71B16  ---------DLNKVPFLNMVIKETFRLHPVAPLLLPRETMTHIKVQG-------YDIPPKRRILVNTWAIGRDPTLWI-NPEEFNPERFIN----NPVDY 
CYP71B17  ---------DLDKVPFLNLVIKETFRLHPVAPLLLPRETMAHVKVQG-------YDIPPKRRILVNAWAIGRDPKLWT-DPEEFKPERFID----SPVDY 
CYP71B18  ---------DINKVPYLNLVIKETFRLHHPVPLLLPRETMAHIKVQG-------YDIPPKRRILVNAWAIGRDPKLWT-NPEEFNPERFIN----SPVDY 
CYP71B19  ---------DIEKVPYLKMVIKETFRLHPAAPLILPRETMAHIKVQG-------YDIPPKRRILVNVSAIGRDPKLWT-NPKEFDPERFMD----SFVDY 
CYP71B20  ---------DIDKVPYLKMVIKETFRLHPAAPLILPRETMAHIKVQG-------YDIPPKRRILVNVSAIGRDPKLWT-NPEEFDPERFMD----SSVDY 
CYP71B2   ---------DLGKVEYLNHILKETFRLHPALPFVVPRETMSHIKIQG-------YDIPPKTQIQLNVWTIGRDPKRWN-DPEEFNPERFAN----SSVDF 
CYP71B27  ---------DLCKFDCLKHIVKETLRLHPPVPFLVPRETISHIKIQG-------YDIPPKTQIQVNVWTIGRDPKRWT-DPEEFRPERFAN----TCVDF 
CYP71B21  ---------DLEKVHYLKLVIQETFRLHPPAPLLLPRETMSDVKIQG-------YNIPKNTMIEINTYAIGRDPNCWT-NPNEFIPERFVD----SPIDY 
CYP71B22  ---------DLEKVHYLKLVIEETFRLHPPAPLLLPRETMSDLKIQG-------YNIPKNTMIEINTYSIGRDPNCWE-NPNDFNPERFID----SPVEY 
CYP71B38  ---------DLEKVEYLKLVMVETFRLHPPAPLLLPRLTMSDIKIQG-------YNIPKNTMIQINTYAIGRDPKYWK-QPGEFIPERFLD----SPIDY 
CYP71B5   ---------DLEKVEYLKMVIEEAFRLHPPAPLLLPRLTMSDINIQG-------YSIPKNTMIQINTYTIGRDPKNWT-KPDEFIPERFVD----NPIEY 
CYP71B31  ---------DLEKVEYLNLVIKESFRLHPPAPLLLPRETMSDIEIQG-------YHIPKNAHVKINTYAIGRDPKRWT-NPEEFNPERFLN----TSINY 
CYP71B8   ---------DLEKVEYLKLVIKETFRLHPPGPFLLPRQVMSDIEIQG-------YHIPKNAHIKISTYAIGRDPKCWT-NPEEFNPERFAN----TSINY 
CYP71B32  ---------DLQKVEYLNMVIKETFRLHPPSPLLLPRETMSDIEIQG-------YHIPKNALIRINTYTIGRDLKCWS-NPE-----RFLN----TSINY 
CYP71B24  ---------DVDKLQYLKLVVKETLRLHPAAPLLLPRETMSQIKIQG-------YNIPSKTILLVNVWSIGRDPKHWK-NPEEFNPERFID----CPIDY 
CYP71B3   ---------DVDKLQYLKLVIKETLRLHPPAPLLLPRETMADIKIQG-------YDIPRKTILLVNAWSIGRNPELWE-NPEEFNPERFID----CPMDY 
CYP71B25  ---------DVGKLQYLKLVIKETLRLHPAAPLLLPRETMADIKIQG-------YDIPRKTLLLVSAWSLGRDPKYWK-NPEEFNPERFID----CPVDY 
CYP71B4   ---------DLDKLQYLKLVVKETLRLHPAAPLLLPRETMADIKIQG-------YDIPQKRALLVNAWSIGRDPESWK-NPEEFNPERFID----CPVDY 
CYP83A1   ---------DVKNLPYFRALVKETLRIEPVIPLLIPRACIQDTKIAG-------YDIPAGTTVNVNAWAVSRDEKEWGPNPDEFRPERFL--E--KEVDF 
CYP83B1   ---------DIPNLPYLKAVIKESLRLEPVIPILLHRETIADAKIGG-------YDIPAKTIIQVNAWAVSRDTAAWGDNPNEFIPERFMNEH--KGVDF 
CYP84A1   ---------DIEKLTYLKCTLKETLRMHPPIPLLLHETAED-TSIDG-------FFIPKKSRVMINAFAIGRDPTSWT-DPDTFRPSRFLEP---GVPDF 
CYP84A4   ---------HLEKLTFLKCILKETLRLHPPFPLLLHETVKD-TEISG-------YFIPKGSRVMVNTYALGRDPNSWS-DPESFNPGRFLNP---IAPDL 
CYP705A1  ---------DLPNLPYLQAVVKEGLRLHPPTPLVVRE-FQEGCEIGG-------FFVPKNTTLIVNSYAMMRDPDSWQ-DPDEFKPERFLAS----LSRE 
CYP705A24 ---------DLPKLPYLQAVVKESLRLHPVGAVLPRE-FTQDCNIGG-------FYIHEGTSLVVNAYAVMRDPDIWE-DPNEFKPERFLDAS--RLGQE 
CYP705A15 ---------DLPNLPYLQAVVKEGLRLHPPGPLFARF-SQEGCRIGG-------FYVPEKTTLMINAYAVMRDSDSWE-DPDEFKPERFLASS--RSEQE 
CYP705A4  ---------DLPKLPYLQAVVKETIRLHPPGPFFLRF-TKEGCRIRG-------FYVPENTSVVVNVYAVMRDPDAWE-DPLVFKPERFLASS--RAEQE 
CYP705A16 ---------DLPKLPYSQAVVKEGLRLHPPTPLMVRE-FQEGCKVKG-------FYIPASTTLVVNGYAVMRDPNVWE-EPEEFKPERFLASS--RLREE 
CYP705A19 ---------DLPKLPYLQAVVKEGLRLHPPTPLMVRE-FQEGCKVKG-------FYIPASTTLVVNGYAVMRDPNVWE-DPEEFKPERFLASS--RLMQE 
CYP705A20 ---------DLPKLPYLQSVVKEGLRLHPPLPLMVRT-FQRSCEMKG-------FYIAEKTTLVVNAYAVMRDPTTWE-DPDEFKPERFLR-------QE 
CYP705A21 ---------DLPKLPYLQAVVKEGLRLHPPLPLFVRT-FQEGCKIGG-------FYVPEKTTLIGNAYVMMRDPSVWE-DPEEFKPERFLSSS--RSTQE 
CYP705A23 ---------DLPSLPYLQATVKEGLRLHPPGPLFART-AREGFSVGG-------FYVPENTPLVVNAYAMMRDPGSWE-DPNEFKPERFLGS------GK 
CYP705A28 ---------DLSNLPYLQSVVKEGLRLHPPASISVRM-SQERCELGG-------FYIPEKTLLVVNTYAIMRDPNFWE-DPEEFKPERFITSS--RSEQE 
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CYP705A30 ---------DLPNLPYLQAVVKEGLRLHPPGSISVRM-FQERCELKG-------FYIPEKTLLVVNTYAIMRDPNFWE-DPEEFKPERFIASS--RSEQE 
CYP705A32 ---------DLPNLPYLQAVVKEGLRLHPPGAVFLRT-FQERCELKG-------FYIPEKTLLVVNVYAIMRDPKLWE-DPEEFKPERFIASS--RSGQE 
CYP705A2  ---------DLPNLLYLQAIIKEGLRLHPPGPLLPRT-VQERCEIKG-------FHIPEKTILVVNSYAIMRDPDFWE-DPDEFKPERFLSIS--RSGQE 
CYP705A5  ---------DLPNLPYLQAIVKEGLRLHPPG-PVVRT-FKETCEIKG-------FYIPEKTRLFVNVYAIMRDPDFWE-DPEEFKPERFLASS--RLGEE 
CYP705A8  ---------DLPNLLYLQATVKEGLRLHPTIPLVLRT-FQDGCTIGG-------FSIPKKTKLVVNGYAIMRDPDNWE-DPLEFKPERFLASS--RSSQK 
CYP705A9  ---------DLPNLPCLQATVKEGLRLHPPVPLVLRT-FKEGCTIGG-------FYVPEKTTLVVNGYAMMRDPEYWE-DPQEFKPERFLASS--RSSQN 
CYP705A18 ---------DIPNLPYLQAVVKEGLRLHPPGPLLIRT-FQERCEMKG-------FYIPEKTTLVINAYAVMRDPDSWE-DPDEFKPERFLSYS--RSGQE 
CYP705A6  ---------DLPNLPYLQAVVKEGLRLHPPGPLLVRT-FQERCKIKG-------FYIPEKTTLVINAYAVMRDPDSWE-DPDEFKPERFLRSS--SSGQE 
CYP705A33 ---------DIPNLPYLQAVVKEGLRLHPPFPLLTRK-FEERCEIKG-------FYIPEKTFLIINAYAWMRDPDSWE-DPNEFKPERFLGSS--RLGQV 
CYP705A3  ---------DLPNLPYLQAVVKEVLRLHPPSPVLIRK-FQEKCEVKG-------FYIPEKTTLIVNVYAIMRDSDSWE-DPEKFKPERFLTSS--RSGEE 
CYP705A22 ---------DLPNLPYLHAVIKEALRLHPPGPLLPRE-FQQGCKIGG-------FYIPEKTTLLINAYVVMRDPNVWE-DPEEFKPERFLASS--RSGQE 
CYP705A12 ---------DLPNLPYLQAVVKEGLRLHPSAPVLLRV-FGESCEVKE-------FYVPEKTTLVVNLYAVNRDPDSWE-DPDMFKPERFLVSS--ISGDE 
CYP705A13 ---------DLPNLPYLQAVIKEGLRLHPPAPLLGRK-VTDGCTIGG-------CYVPKNTTLVVNAYAVMRDPDSWE-DPDEFKPERFLASS--RGKEE 
CYP705A25 ---------DLPNLPYLQAVMKEGLRLHPHTPILVRN-ATEGCKIGG-------YYIGQNTTMMVNAYAVLRDPDSWE-YPEEFQPERFMTSP--LKGKE 
CYP705A27 ---------DLSNLPYLQAVMKEGQRLHPHSPMLVRN-ATKGCKIGG-------YYIPQNTTMLINTYAMMIDPDSWE-NPDKFQPERFMVSP--SKGKD 
CYP712A1  ---------DVPNLPYLRAVLRETLRLHPSAPLIIRE-CAEDCQVNG-------CLVKSKTRVLVNVYAIMRDSELWA-DADRFIPERFLE-----SSEE 
CYP712A2  ---------DLQKLPYLQAAIKETLRLHPVGPLLRRE-SNTDMKING-------YDVKSGTKIFINAYGIMRDPTTYK-DPDKFMPERFLVVE--QDTER 
CYP93D1   ---------DLCNLSYTQAVVKETMRLHPGGPIFVRE-SDEECAVAG-------FRIPAKTRVIVNVWAIGRDSNQWE-DPLEFRPERFEGSE--WKVMS 
CYP81D6   ---------DTKNLPYLQWIVLETLRLHPAAPTNVPHSTSEDCMLAG-------YDVPRGSMLLVNIWSMHRDPSIWE-DPEMFKPERFKNEK------- 
CYP81D7   ---------DTKNLPYLQWIVLETLRLYPVAPTNIPHMTSDDCILAG-------YDVPRGSMLLVNVWSMHRDPSIWE-APEMFKPERFKNEK------- 
CYP81D11  ---------DIVKLPYLQHIVSETLRLYPVAPMLLPHLASEDCIVDG-------YDVPRGTIILVNAWAIHRDPKLWE-EPEKFKPERFEKKG------- 
CYP81D2   ---------DIPNLPYLQNIVSETLRLYPAAPMLLPHVASKDCKVGG-------YDMPRGTMLLTNAWAIHRDPLLWD-DPTSFKPERFEKEG------- 
CYP81D3   ---------DLSHLPYLQNIVSESLRLYPASPLLVPHVASEDCKVGG-------YHMPRGTMLLT-AWAIHRDPKIWD-DPTSFKPERFEKEG------- 
CYP81D8   ---------DISNLPYLQNIVSETLRLYPAAPMLLPHVASEDCKVAG-------YDMPRGTILLTNVWAIHRDPQLWD-DPMSFKPERFEKEG------- 
CYP81D4   ---------DIVNLSYLQSIVLETLRMYPAVPLLLPHLSSEDCKVGG-------YDIPSGTMVLTNAWAMHRDPEVWE-DPEIFKPERFEKEG------- 
CYP81D5   ---------DIVNLHYLQNIVSETLRLYSAVPLLLPHFSSDECKVAG-------YDMPRRTLLLTNVWAMHRDPGLWE-EPERFKPERFEKEG------- 
CYP81D1   ---------DLSELPYLKNIVLETLRLHPATPLLVPHMASEDCKIGS-------YDMPRGTTLLVNAWAIHRDPNTWD-DPDSFKPERFEKEE------- 
CYP81F3   ---------DIANLPYLQNIVSETFRLYPAAPLLVPRSPTEDIKVGG-------YDVPRGTMVMVNAWAIHRDPELWN-EPEKFKPERFNGGE--GGGRG 
CYP81F4   ---------DIANLPYLQNVVSETLRLHPAAPVLVPRSTAEDIKIGG-------YDVPRDTMVMVNAWAIHRDPDLWT-EPERFNPERFNGGE----GEK 
CYP81F2   ---------DIANLPYLQNIVSETFRLCPAAPLLVPRSPSEDLKIGG-------YDIPRGTIVLVNAWAIHRDPRLWD-EPEKFMPERFEDQE------- 
CYP81F1   ---------DIAVLPYLQNVVSETFRLFPVAPFLIPRSPTDDMKIGG-------YDVPRDTIVMVNAWAIHRDPEIWE-EPEKFNPDRYNDGC--G--SD 
CYP81H1   ---------DLVNMNYLKNVVSETLRLYPVAPLMVPHVPSSDCVIGG-------FNVPRDTIVLVNLWAIHRDPSVWD-DPTSFKPERFEGSD--Q--FG 
CYP81G1   ---------DTGKCPYLNNVISETLRLFPAAPLLVPHASSTDCEVAG-------FDIPRRTWLFINAWAIQRDPNVWD-DPETFKPERFESET------- 
CYP81K1   ---------DLSSLPYLRCVIYETLRLYPAAPLLLPHCSSKRFNLGN-------YEIPENIMLLVNAWAVHRDGELWE-EANVFKPERFEGFV--G---D 
CYP81K2   ---------DLSSLPYLRCVIYETLRLHPAAPILPPHCSSKRFNLGN-------YEIPENTVLLVNAWAVHRDGELWE-EADVFKPERFEEFV--G---D 
CYP82C3   ---------DIKNLVYLQAIIKETLRLYPAAPLLGHREAMEDCTVAG-------YNVPCGTRLIVNVWKIQRDPKVYM-EPNEFRPERFITGE--AKDFD 
CYP82C2   ---------DIENLVYIQAIIKETLRLYPAGPLLGHREAIEDCTVAG-------YNVRRGTRMLVNVWKIQRDPRVYM-EPNEFRPERFITGE--AKEFD 
CYP82C4   ---------DIENLVYLQAIIKETLRLYPAGPLLGPREAMEDCTVAG-------YYVPCGTRLIVNVWKIQRDPKVYM-EPNEFRPERFITGE--AKEFD 
CYP82F1   ---------DIKDLVYLQAIVKETFRLYPPVPLVAYRAVVEDFDIAFCK-----CHVPAGTQLMVSAWKIHRDPNVWS-NPEQFEPERFLT-S--NRELD 
CYP82G1   ---------DIQNLKYLQAIVKETHRLYPPAPLTGIREAREDCFVGG-------YRVEKGTRLLVNIWKLHRDPKIWP-DPKTFKPERFME-----DKSQ 
CYP76C2   ---------DISALPYLQAVVKETFRLHPAAPLLVPRKAESD-VEVLG------FMVPKDTQVFVNVWAIGRDPNVWE-NSSRFKPERFLG----KDIDL 
CYP76C4   ---------DISGLPYLQAVVKETFRLHPAAPLLVPRKAESD-VEVLG------FMVPKDTQVLVNVWAIGRDPSVWE-NPSQFEPERFMG----KDIDV 
CYP76C1   ---------DISKLPYLQAVVKETFRLHTPVPLLIPRKAESD-AEILG------FMVLKDTQVLVNVWAIGRDPSVWD-NPSQFEPERFLG----KDMDV 
CYP76C5   ---------HISKLPYLQAVIKETFRLHPAAPFLLPRKAERD-VDILG------FHVPKDSHVLVNVWAIGRDPNVWE-NPTQFEPERFLG----KDIDV 
CYP76C6   ---------DISKLPYLKAVVKETFRLHPAAPFLLQRKAETN-VEILG------FTVLKDSQVLVNVWAIGRDPLVWE-NPTHFEPERFLG----KEIDV 
CYP76C3   ---------DIPSLPYLQAIVKETLRLHPAAP-LIPRKSESD-VQIMG------FLVPKNTQVVVNVWAIGRDASVWE-NPMKFEPERFLL----RETDV 
CYP76C7   ---------DIVKLPYLQAVVKESLRLHPPAPFLVPRKSESDDVQIFE------FLIPKNTQVLVNVWAIGRDPNVWK-NPTQFEPERFLG----RGIDV 
CYP76G1   ---------DLPNLPYLSAVIMETLRLHPPLPFLVPHKAMSTCHIFDQ------YTIPKETQVLVNVWAIGRDPKTWI-DPIMFKPERFISD--PDARDF 
CYP75B1   ---------DIAQLPYLQAVIKENFRLHPPTPLSLPHIASES-CEING------YHIPKGSTLLTNIWAIARDPDQWS-DPLAFKPERFLPGGEKSGVDV 
CYP706A1  ---------HLPKLPYLQAVMKETLRLHPTLPLLVPHRNSETSVVAG-------YTVPKDSKIFINVWAIHRDPKNWD-EPNEFKPERFLENS----LDF 
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CYP706A2  ---------HLPKLPYLQAVMKETLRLHPTLPLLVPHRNSETSVVAG-------YTVPKDSKIFINVWAIHRDPKNWD-EPNEFKPERFLENS----LDF 
CYP706A3  ---------HISKLPYILAIMKETLRLHTVAPLLVPRRPSQTTVVGG-------FTIPKDSKIFINAWAIHRNPNVWE-NPLKFDPDRFLDMS----YDF 
CYP706A7  ---------HITKLPYILSIMKETLRLHPALPLLIPRCPSETTVIGG-------YTIPNDSKVFINVWAIHRNPNVWE-NPLEFNPDRFLDKG----YDF 
CYP706A5  ---------HITSLPYILAVLKETLRLYPTIPLLVPHRPSETALVGG-------YTIPKNTKIFINVWSIQRDPNVWE-YPTEFRPERFLDKKS---CDF 
CYP706A6  ---------HITRLPFISAIMKETLRLYPTIPLLVPHRPSETALVGG-------YTIPKNTKIFINVWSIQRDPNVWE-YPTEFRPERFLDKKS---CDF 
CYP706A4  ---------HITRLPYILAIMKETLRLHPTLPLLVPHRPAENTVVGG-------YTIPKDTKIFVNVWSIQRDPNVWE-NPTEFRPERFLDNNS---CDF 
CYP79B2   ---------DIPKLNYVKAILREAFRLHPVAAFNLPHVALSDTTVAG-------YHIPKGSQVLLSRYGLGRNPKVWA-DPLCFKPERHLNEC----SEV 
CYP79B3   ---------DIPKLNYVKAIIREAFRLHPVAAFNLPHVALSDTTVAG-------YHIPKGSQVLLSRYGLGRNPKVWS-DPLSFKPERHLNEC----SEV 
CYP79A2   ---------DLPNLNYVKACVKEAFRLHPVAPFNLPHMSTTDTVVDG-------YFIPKGSHVLISRMGIGRNPSVWD-KPHKFDPERHLSTN----TCV 
CYP79C1   ---------DVPNLNYVKACCRETLRLHPTNPFLVPHMARHDTTLAG-------YFIPKGSHILVSRPGVGRNPKTWD-EPLIYRPERHITGN-----EV 
CYP79C2   ---------DISQLNYIKACSKESFRLHPANVFMPHHVAREDTTLAG-------YFVPKGSQILVSRLGLGRNPKIWD-EPNAFKPERYLDGHVEKSLGV 
CYP79F1   ---------DIPNLNYLKACCRETFRIHPSAHYVPSHLARQDTTLGG-------YFIPKGSHIHVCRPGLGRNPKIWK-DPLVYKPERHLQGD-GITKEV 
CYP79F2   ---------DIRNLNYLKACCRETFRIHPSAHYVPPHVARQDTTLGG-------YFIPKGSHIHVCRPGLGRNPKIWK-DPLAYEPERHLQGD-GITKEV 
CYP703A2  ---------DLVHLNYLRCVVRETFRMHPAGPFLIPHESVRATTING-------YYIPAKTRVFINTHGLGRNTKIWD-DVEDFRPERHWPVE-GSGRVE 
CYP98A8   ---------DIPILPYLQCVVKEALRLHPSTPLMLPHKASETVWVGG-------YKVPKGATVYVNVQAIGRDPANWI-NPYEFRPERFLQEETDVKGR- 
CYP98A9   ---------DIPKLPFLQCVLKEALRLHPPTPLMLPHKASESVQVGG-------YKVPKGATVYVNVQAIARDPANWS-NPDEFRPERFLVEETDVKGQ- 
CYP98A3   ---------DFSRLPYLQCVVKESFRLHPPTPLMLPHRSNADVKIGG-------YDIPKGSNVHVNVWAVARDPAVWK-NPFEFRPERFLEEDVDMKGH- 
CYP78A10  ---------DLPKLPYVRAIVKETLRMHPPGPLLSWARLSIHDTQIG-T-----HFIPAGTTAMVNMWAITHDEKVWP-EAHEYKPERFLGAQESNNFPI 
CYP78A5   ---------DIPKLPYLQAIVKETLRLHPPGPLLSWARLAIHDVHVG-P-----NLVPAGTIAMVNMWSITHNAKIWT-DPEAFMPERFISEDVS----I 
CYP78A6   ---------DLASLPYLTAVVKEVLRLHPPGPLLSWARLAITDTIVD-G-----RLVPAGTTAMVNMWAVSHDPHVWV-DPLEFKPERFVAKEGEVEFSV 
CYP78A9   ---------DVVSLVYLTAVVKEVLRLHPPGPLLSWARLAITDTIID-G-----RRVPAGTTAMVNMWAIAHDPHVWE-NPLEFKPERFVAKEGEVEFSV 
CYP78A8   ---------DLPSLTYLTAMIKEVLRLHPPGPLLSWARLSITDTSVD-G-----YHVPAGTTAMVNMWAIARDPHVWE-DPLEFKPERFVAKEGEAEFSV 
CYP78A7   ---------DLAKLPYLNAVVKETLRLHPPGPLLSWARLSTSDVQLSNG-----MVIPKGTTAMVNMWAITHDQTVWS-DPLKFDPERFTG---NADMDI 
CYP77A4   ---------DVDKMVFLQAFVKELLRKHPPTYFSLTHAVMETTTLAG-------YDIPAGVNVEVYLPGISEDPRIWN-NPKKFDPDRFMLGKE--DADI 
CYP77A6   ---------DVDKMVFLQAVVKEILRKHPPTYFTLTHSVTEPTTVAG-------YDVPVGINVEFYLPGINEDPKLWS-DPKKFNPDRFISGKE--EADI 
CYP77A7   ---------DVDKMVLLQAVVKEILRRHPPTYFTLSHGVTEPTTLSG-------YNIPVGVNIEFYLPGISEDPKIWS-EPKKFDPDRFLSGRE--DADI 
CYP77A9   ---------DLNKMVFLQAFVKELLRRHPPTYFTLTHGVTEPTNLAG-------YDIPVGANVEFYLPGISEDPKIWS-KPEKFDPDRFITGGE--DADL 
CYP77B1   ---------DVAKMPYLEAIVKETLRRHPPGHFLLSHAAVKDTELGG-------YDIPAGAYVEIYTAWVTENPDIWS-DPGKFRPERFLTGGDGVDADW 
CYP89A4   ---------DAQKMPYLKAVVMEGLRRHPPGHFVLPHSVTEDTVLGG-------YKVPKKGTINFMVAEIGRDPMVWE-EPMAFKPERFMGEEEAVD--I 
CYP89A5   ---------DAQKMPYLEAVVMEGLRRHPPGHFVLPHSVTEDTVLGG-------YKVPKNGTINFMVAEIGRDPKVWE-EPMAFKPERFM--EEAVD--I 
CYP89A6   ---------DAQKMPYLKAVVMEGLRRHPPGHFVLPHSVTEDTVLGG-------YKVPKKGTINFMVAEIGRDPKVWE-EPMAFKPERFM--EEAVD--I 
CYP89A7   ---------DTQKMPYLKAVVMEALRRHPPGNTVLPHSVTEDTVLGG-------YKVPKKGTINFLVAEIGRDPKVWE-EPMAFKPERFMGEEEAVD--I 
CYP89A2   ---------DVEKMPYLKAVVLEGLRRHPPGHFLLPHSVTEDTVLGG-------YKVPKNGTINFMVAEIGRDPVEWE-EPMAFKPERFMGEEEAVD--L 
CYP89A3   ---------EMKKMPYLKAVVLEGLRLHPPGHLLLPHRVSEDTELGG-------YRVPKKGTFNINVAMIGRDPTVWE-EPMEFKPERFIGEDKEVD--V 
CYP89A9   ---------DLGKLSYLKAVILECLRRHPPGHYLSYHKVTHDTVLGG-------FLIPRQGTINFMVGEMGRDPKIWE-DPLTFKPERFLENGEACDFDM 
CYP704A1  EEA-------LAQMQYLHAALSETMRLYPPVPEHMRCAENDDVLPDG-------HRVSKGDNIYYISYAMGRMTYIWGQDAEEFKPERWLKDG------- 
CYP704A2  EEA-------LDEMHYLHAALSETLRLYPPVPVDMRCAENDDVLPDG-------HRVSKGDNIYYIAYAMGRMTYIWGQDAEEFKPERWLKDG------- 
CYP704B1  EFAGLLNYDSLGKLHYLHAVITETLRLYPAVPQDPKGVLEDDMLPNG-------TKVKAGGMVTYVPYSMGRMEYNWGSDAALFKPERWLKDG------- 
CYP86A2   EFD------EVDRLVYLKAALSETLRLYPSVPEDSKHVVNDDILPDG-------TFVPAGSSVTYSIYAAGRMKSTWGEDCLEFKPERWISPDDG----- 
CYP86A4   GFD------EIDRLVYLKAAISETLRLYPSVPEDSKHVENDDVLPDG-------TFVPAGSSVTYSIYAAGRMKSTWGEDCLEFNPERWISPIDG----- 
CYP86A8   SCE------ELDRLVFLKAALSETLRLYPSVPEDSKRAVKDDVLPDG-------TFVPAGSSITYSIYSAGRMKSTWGEDCLEFKPERWISQSDGG---- 
CYP86A7   TFD------EIDQLVYLKAALSETLRLYPSVPEDSKFVVANDVLPDG-------TFVPSGSNVTYSIYSVGRMKFIWGEDCLEFKPERWLEESRD----- 
CYP86A1   EFD------EADRLVYLKAALAETLRLYPSVPQDFKYVVEHDVLPDG-------TFVPRGSTVTYSIYSIGRMKTIWGEDCLEFRPERWLTADGER---- 
CYP86B1   GPE------EIKKMDYLQAALSEALRLYPSVPVDHKEVQEDDVFPDG-------TMLKKGDKVIYAIYAMGRMEAIWGKDCLEFRPERWLR---DG---- 
CYP86B2   RPE------EIKKMDYLQAALSETLRLYPSVPVDHKEVLEDDVFPDG-------TKLKKGEKVIYAIYAMGRMETIWGKDCREFKPERWLR---DG---- 
CYP86C3   TVK------ELNDMVYLQAALSETMRLYPPIPMEMKQAIEDDVFPDG-------TFIRKGSRVYFATYAMGRMESIWGKDCESFKPERWIQ---SG---- 
CYP86C4   TVK------ELNNMVYLQAALSETLRLFPPIPMEMKQAIEDDVLPDG-------TFVRKGSRVYFSIYAMGRMESIWGKDCEIFRPERWIQ---AG---- 
CYP86C2   TVK------ELNDMVYLQAALSESLRLYPPIPMEMKQATEEDVFPDG-------TFLRKGSRVYFSVYAMGRMESIWGKDCEMFKPERWIQ---GG---- 
CYP86C1   EAE------DFREMVYLQAALTESLRLYPSVPMEMKQALEDDVLPDG-------TRVKKGARIHYSVYSMGRIESIWGKDWEEFKPERWIK---EG---- 
CYP94B1   GFE------DLREMSYTKACLCEAMRLYPPVAWDSKHAANDDILPDG-------TPLKKGDKVTYFPYGMGRMEKVWGKDWDEFKPNRWFEEEPSYG--- 



Arabidopsis thaliana Cytochrome P450s, ClustalX 1.83,  Gonnet series – 11/14/2004 © 2004 Søren Bak and Suzanne Paquertte 

30 of 40 

CYP94B3   GFE------DLKEMAYTKACLCEAMRLYPPVSWDSKHAANDDVLPDG-------TRVKRGDKVTYFPYGMGRMETLWGTDSEEFNPNRWFDSEPGS---- 
CYP94B2   DYE------SLKKLSLLKACLCEVMRLYPPVPWDSKHALTDDRLPDG-------TLVRAGDRVTYFPYGMGRMEELWGEDWDEFKPNRWAESYDKT---- 
CYP94C1   RCD------EMREMDYLHASLYESMRLFPPVQFDSKFALNDDVLSDG-------TFVNSGTRVTYHAYAMGRMDRIWGPDYEEFKPERWLDNEGKF---- 
CYP94D1   GFE------HLKMMNYLHAAITESLRLYPPVPVDIKSCAEDNVLPDG-------TFVGKGWAITYNIFAMGRMESIWGKDCDRFDPERWIDETNGC---- 
CYP94D2   GFE------DLKLMNYLHAAITESLRLYPPVPVDTMSCAEDNVLPDG-------TFIGKDWGISYNAYAMGRMESIWGKDCDRFDPERWIDETNGG---- 
CYP96A1   NDFDSFNAQELNKLVYVHGALCEALRLYPPVPFQHKSPTKSDVLPSG-------HRVDASSKIVFCLYSLGRMKSVWGEDASEFKPERWISE-------- 
CYP96A9   YDSDSFNPQEVKKLVYLHGAVCEALRLYPPVPFNHKSPAKPDVLPSG-------HKVKANSRILFCLYSLGRMKSVWGEDAMEFKPERWISE-------- 
CYP96A10  NDSDSFSPQELKKLVYLHGAICESLRLYPPVPFQHKSPTKPDVLPSG-------HKVDANSKILFCLYSLGRMKSVWGEDALEFKPERWISE-------- 
CYP96A5   --GMSLDADKLNKMVYLHGALCESLRLYAPIPFERKTPIKQDVLPSG-------HMVDKNWKILFSVYALGRMRSVWGQDASEFKPERWISER------- 
CYP96A11  -----NGQENLDKLVYLHGALCEAMRLYPPVSFGRKSPIKSDVLPSG-------HKVQANSKIIICLYALGRMRAVWGDDALEFKPERWVSD-------- 
CYP96A2   -----NSQENVDKLVYLHGALCEAMRLYPPVSFGRKSPIKSDVLPSG-------HKVDANSKIIICLYALGRMRAVWGEDASQFKPERWISE-------- 
CYP96A12  -----NGQENLDKLVYLHAALYESMRLYPPVAFQRKSPIKPDVLPSG-------HKVEANSVIIIFLFALGRMRAVWGEDATEFKPERWVSE-------- 
CYP96A13  -----EPMEYLNNLVYLHGALYEAMRLYPPVPFERMSPIKPDVLPSG-------HKVDSSMKILIFIYALGRMRAVWGEDASEFKPERWLSE-------- 
CYP96A7   -----DMSSYLNKLVYLHGALNESMRLYPPIPFERKSPIKDDVLPSG-------HKVKSNLNIMIFIYAMGRMKTIWGEDAMEFKPERWISE-------- 
CYP96A8   -----DMSSYLNKLVYLHGALSESMRLYPPIPFQRKSPIKEDVLPSG-------HKVKSNINIMIFIYAMGRMKTIWGEDAMEFKPERWISE-------- 
CYP96A3   --------ADLEKLVYLHGAVCETLRLYPPVPFNHKSPAKPDVLPSG-------HRVDEKWKIVISMYALGRMKSVWGDDAEDFRPERWISD-------- 
CYP96A4   --------ADLDKLVYLDGAVCETLRLYPSVPFNHKSPAKPDVLPSG-------HKVDKNWRVVIPIYSLGRMKSVWGDDAEDFRPERWISD-------- 
CYP96A15  --------EDLEKLVYLHAALSESMRLYPPLPFNHKSPAKPDVLPSG-------HKVDANSKIVICIYALGRMRSVWGEDALDFKPERWISD-------- 
CYP97A3   --------QDMKKLKYTTRVMNESLRLYPQPPVLIRRSIDNDILG--------EYPIKRGEDIFISVWNLHRSPLHWDD-AEKFNPERWPLDGPN----- 
CYP97C1   --------EDIKELKYITRCINESMRLYPHPPVLIRRAQVPDILPG-------NYKVNTGQDIMISVYNIHRSSEVWEK-AEEFLPERFDIDGAI----- 
CYP97B3   --------ESMKKLEYIRLIVVEVLRLFPQPPLLIRRTLKPETLPGGHKGEKEGHKVPKGTDIFISVYNLHRSPYFWDN-PHDFEPERFLRTKESNGIEG 
CYP709B2  ---------TCSKLKLMNTVFMESLRLYGPVLNLLRLASEDMKLG--------NLEIPKGTTIILPIAKMHRDKAVWGSDADKFNPMRFANGL-------
CYP709B3  ---------TFSKLKLMNMVLMESLRLYGPVIKISREATQDMKVG--------HLEIPKGTSIIIPLLKMHRDKAIWGEDAEQFNPLRFENGI------- 
CYP709B1  ---------TFSKLKLMNMVIMESLRLYGPVSALAREASVNIKLG--------DLEIPKGTTVVIPLLKMHSDKTLWGSDADKFNPMRFANGV------- 
CYP735A1  ---------QLSKLTSLSKVINESLRLYPPATLLPRMAFEDLKLG--------DLTIPKGLSIWIPVLAIHHSEELWGKDANQFNPERFG---------- 
CYP735A2  ---------QLSSLTSLNKVINESLRLYPPATLLPRMAFEDIKLG--------DLIIPKGLSIWIPVLAIHHSNELWGEDANEFNPERFT---------- 
CYP72A11  ---------GLNQLKVMTMILYEVLRLYPPIPQLSRAIHKEMELG--------DLTLPGGVLINLPILLVQRDTELWGNDAGEFKPDRFKDGL------- 
CYP72A13  ---------GLNQLKVMTMILYEVLRLYPPVVQLTRAIHKEMQLG--------DLTLPGGVQISLPILLIQRDRELWGNDAGEFKPDRFKDGL------- 
CYP72A15  ---------GLNQLKVMTMILYEVLRLYPPVTQLTRAIHKELKLG--------DLTLPGGVQISLPILLVQHDIELWGNDAAEFNPDRFKDGL------- 
CYP72A10  ---------CLSQLKVMTMILYEVLRLYPPVTHLTRAIDKEMKLG--------DLTLPAGVHISLPIMLVQRDPMLWGTDAAEFKPERFKDGL------- 
CYP72A14  ---------GLNQLKVMTMILYEVLRLYPPVVQLTRAIHKEMKLG--------DLTLPGGVQISLPVLLVHRDTELWGNDAGEFKPERFKDGL------- 
CYP72A9   ---------GINQLKVMTMIIYEVLRLYPPVIQMNRATHKEIKLG--------DMTLPGGIQVHMPVLLIHRDTKLWGDDAAEFKPERFKDGI------- 
CYP72A7   ---------SLNNLKVMTMIFNEVLRLYPPVAQLKRVVNKEMKLG--------ELTLPAGIQIYLPTILVQRDTELWGDDAADFKPERFRDGL------- 
CYP72A8   ---------ALSRLKTMSMILNEVLRLYPPGILLGRTVEKETKLGE-------DMTLPGGAQVVIPVLMVHRDPELWGEDVHEFNPERFADGI------- 
CYP72C1   ---------GLSHLKVVTMILHEVLRLYSPAYFTCRITKQEVKLE--------RFSLPEGVVVTIPMLLVHHDSDLWGDDVKEFKPERFANGV------- 
CYP734A1  ---------HVVKLKTLSMILNESLRLYPPIVATIRRAKSDVKLG--------GYKIPCGTELLIPIIAVHHDQAIWGNDVNEFNPARFADGV------- 
CYP721A1  ---------ILQDLKTLSMIINETLRLYPPAMTLNRDTLKRAKLG--------DLDIPAGTQLYLSVVAMHHDKETWGDDAEEFNPRRFED--------- 
CYP715A1  ---------KLAGLKKMSWVMNEVLRLYPPAPNAQRQARNDIEVN--------GRVIPNGTNIWIDVVAMHHDVELWGDDVNEFKPERFDGNL------- 
CYP714A1  ---------SISNLKTVTMVIQETLRLYPPAAFVSREALEDTKLG--------NLVVPKGVCIWTLIPTLHRDPEIWGADANEFNPERFSEGV------- 
CYP714A2  ---------SIPNLKTVTMVIQETMRLYPPAPIVGREASKDIRLG--------DLVVPKGVCIWTLIPALHRDPEIWGPDANDFKPERFSEGI------- 
CYP74A    -------MGAIEKMELTKSVVYECLRFEPPVTAQYGRAKKDLVIESHD----AAFKVKAGEMLYGYQPLATRDPKIFD-RADEFVPERFVGEEGEKLLRH 
CYP74B2   -------FKTVNEMELVKSVVYETMRFSPPVPLQFARARKDFQISSHD----AVFEVKKGELLCGYQPLVMRDANVFD-EPEEFKPDRYVGETGSELLNY 
CYP73A5   ---------DLHKLPYLQAVVKETLRLRMAIPLLVPHMNLHDAKLAG-------YDIPAESKILVNAWWLANNPNSWK-KPEEFRPERFFEEE--SHVEA 
CYP722A1  ----FLELEDLSEMPYASKMVKESLRMASVVPWFPRLVLQDCEMEG--------YKIKKGWNINIDARSIHLDPTVYS-EPHKFNPLRFEEEAK------ 
CYP701A3  ---------QLSQVPYLNGVFHETLRKYSPAPLVPIRYAHEDTQIGG-------YHVPAGSEIAINIYGCNMDKKRWE-RPEDWWPERFLDDGKYETSDL 
CYP711A1  ------AHDLQHKFPYLDQVIKEAMRFYMVSPLVARETAKEVEIGG--------YLLPKGTWVWLALGVLAKDPKNFP-EPEKFKPERFDPNGEEEKHR- 
consensus          ..  . .. ....*..*.... ....     .   . .       . .. .. ........ ... ..  .. .....*..           
          501......510.......520.......530.......540.......550.......560.......570.......580.......590........ 
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CYP51A1   SCS--------------------YISLGAGRHECPGGSFAFLQIKAVWCHLLRNFELELVSP--FPEINWNALVVGAKGNVMVRYKRRPFS--------- 
CYP51A2   AFS--------------------YIAFGGGRHGCLGEPFAYLQIKAIWSHLLRNFELELVSP--FPEIDWNAMVVGVKGNVMVRYKRRQLS--------- 
CYP710A1  RN---------------------FLAFGWGPHQCVGQRYALNHLVLFIAMFSSLLDFKRLRSDGCDEIVYCPTISPKDGCTVFLSRRVAKYPNFS----- 
CYP710A2  RN---------------------YLAFGWGAHQCVGQRYALNHLVLFIAMFSSLFDFKRLQSDGCDDIIYCPTISPKDGCTVFLSKRIVTYPNL------ 
CYP710A3  RN---------------------FLTFGIGSHQCVGQRYALNHLVLFIAMFSSMFDFKRVRSDGCDEIVHIPTMSPKDGCTVFLSSRLVTSP-------- 
CYP710A4  RN---------------------FLTFGNGSHQCVGQRYAMNHLVLFIAMFSSMFDFKRVRSDGCDDIVHIPTMSPKDGCTVFLSSRLVTSP-------- 
CYP702A1  TY----------------------IPFGAGSRQCVGAEFAKLQMAIFIHHLSR-DRWSMKIGTTILRNFVLMFPNGCEVQFLKDTEVDNSSGSNPDCCNG 
CYP702A2  TF----------------------IPFGAGRRLCVGAEFAKMQMAVFIHHLFR-YRWSMKSGTTIIRSFMLMFPGGCDVQISEDTEVDK----------- 
CYP702A8  NY----------------------IPFGAGPRLCVGAYFAKLLMAIFIHHLCR-YRWSMKAEVTVTRSYMLMFPRGCDVQISKDTQEHDSDG-------- 
CYP702A5  TY----------------------LPFGSGTRLCVGAEFVKLQMAIFIHHLFR-YRWSMKAETTLLRRFILVLPRGSDVQIS------------------ 
CYP702A6  TY----------------------IPFGSGSRLCVGAEFVKLKMAIFIHHLSR-YRWSMKTETTLLRRFVLILPRGSDVQILEDTKAK------------ 
CYP702A3  EY----------------------MPFGAGGTHCVGSEFAKLIIAILLHHLSR-FRWSLDPKTEVLRRYTLVFPAGCVVHISKESE-------------- 
CYP708A2  TF----------------------MVFGGGVRQCVGAEFARLQISIFIHHLVTTYDFSLAQESEFIRAPLPYFPKGLPIKISQSL--------------- 
CYP708A3  TF----------------------MAFGYGVRLCVGAEFSRLQMAIFLHHLVAYYDFSMVQDSEIIRSPFHQYTKDLLINISQSPTK------------- 
CYP708A4  TF----------------------MVFGTGLRQCAGAEFARLQISVFLHHLVTTYNFSLHQDCEVLRVPAAHLPNGISINISKCPKK------------- 
CYP708A1  TF----------------------MAFGGGARLCAGAEFARLQMAIFLHHLVTTYDFSLIDKSYIIRAPLLRFSKPIRITISENPLSSSHQNANLF---- 
CYP87A2   HF----------------------MAFGGGMRFCVGTDFTKLQMAAFLHSLVTKYRWEEIKGGNITRTPGLQFPNGYHVKLHKKRD-------------- 
CYP90A1   ---------------------NVFTPFGGGPRLCPGYELARVALSVFLHRLVTGFSWVPAEQDKLVFFPTTRTQKRYPIFVKRRDFAT------------ 
CYP90B1   SGSF-------------STWGNNYMPFGGGPRLCAGSELAKLEMAVFIHHLVLKFNWELAEDDKPFAFPFVDFPNGLPIRVSRIL--------------- 
CYP90C1   ---------------------ICFTPFGGGQRLCPGLELSKLEISIFLHHLVTRYSWTAEE-DEIVSFPTVKMKRRLPIRVATVDDSASPISLEDH---- 
CYP90D1   -----------------------FSPFGGGQRLCPGLDLARLETSVFLHHLVTRFRWIAEE-DTIINFPTVHMKNKLPIWIKRI---------------- 
CYP724A1  ------------------------TAFGGGVRVCPGGELGKLQIAFFLHHLVLSYRWKIKSDEMPIAHPYVEFKRGMLLEIEPTKFLED----------- 
CYP720A1  -----------------WRTSPFYCPFGGGTRFCPGAELARLQIALFLHYFITTYKWTQLKEDRISFFPSARLVNGFKIQLNRRDSDPPNQ--------- 
CYP85A1   -----------------------CFVFGGGTRLCPGKELGIVEISSFLHYFVTRYRWEEIGGDELMVFPRVFAPKGFHLRISPY---------------- 
CYP85A2   -----------------------FLLFGGGVRLCPGKELGISEVSSFLHYFVTKYRWEENGEDKLMVFPRVSAPKGYHLKCSPY---------------- 
CYP707A1  -----------------------FMPFGNGTHSCPGNELAKLEMSIMIHHLTTKYRCVCVY-----YLLITFSFTHFVLFFQIYV--------------- 
CYP707A3  -----------------------FMPFGSGIHSCPGNELAKLEISVLIHHLTTKYRWSIVGPSDG-IQYGPFALPQNGLPIALERKP------------- 
CYP707A2  -----------------------YMPFGNGVHSCPGSELAKLEMLILLHHLTTSFRWEVIGDEEG-IQYGPFPVPKKGLPIRVTPI-------------- 
CYP707A4  -----------------------FMPFGSGVHACPGNELAKLQILIFLHHLVSNFRWEVKGGEKG-IQYSPFPIPQNGLPATFRRHSL------------ 
CYP88A3   -----------------------FLPFGAGSHLCPGNDLAKLEISIFLHHFLLKYQVKRSNPECP-VMYLPHTRPTDNCLARISYQ-------------- 
CYP88A4   -----------------------FLPFGLGSHLCPGNDLAKLEISIFLHHFLLKYRVERSNPGCP-VMFLPHNRPKDNCLARITRTMP------------ 
CYP716A1  -----------------------YVPFGGGPRMCPGKEYARLEILIFMHNLVNRFKWEKVFPNENKIVVDPLPIPDKGLPIRIFPQS------------- 
CYP716A2  -----------------------YVPFGGGSRICPGREYARLEILIFMHNLVKRFKWEKVFPKENKLVADPAPIPAKGLPIRIFPQS------------- 
CYP718    -----------------------YLPFGGGPRLCAGHQLAKISILVFMHFVVTGFDWSLVYPDET-ISMDPLPFPSLGMPIKISPKVS------------ 
CYP71A12  HGK-----------------DLNFIPFGSGRRICPGINLALGLVEVTVANLVGRFDWRAEAGPN-GDQPDLTEAFGLDVCRKFPLIAFPSSVI------- 
CYP71A13  HGK-----------------NLNYIPFGSGRRICPGINLALGLAEVTVANLVGRFDWRVEAGPN-GDQPDLTEAIGIDVCRKFPLIAFPSSVV------- 
CYP71A18  HGQ-----------------DLKYIPFGSGRRICPGINLAMGLVEVTLANLVGRFDWSVDPGPN-GDQPDLAEDFGLDVCRKNPLIAFPSSVA------- 
CYP71A14  RGT-----------------NFEFIPFGSGRRICPGIGFAMALVEVTLANLVNRFNWRMEVQHS-GDEYDLAESTGLDVCRKFPLIVFPSPA-------- 
CYP71A15  RGT-----------------NFEYIPFGSGRRICPGIGFAMALVEVTLANLVNRFNWRMDARLS-GDEYDLAEATGIDVCRKFPLIVFPSNA-------- 
CYP71A28  QGQ-----------------DFNFIPFGSGRRLCPDIDFATMLIEVGLANFVYRFNWRVETRPL-GDD-DGLKQTGMEVCHKFPLIAFPSLASFTI---- 
CYP71A19  QGQ-----------------DFKFIPFGSGKRICPGIGFTSALIGVTLANIVKRFNWRMDVEPQ-RVQHDLTEATGLVVFRKFPLIAIPSSA-------- 
CYP71A20  QGQ-----------------DFKFIPFGSGKRICPGIGFTSALIGVTLANIVKRFNWRMDVEPQ-RVQHDLTEATGLVVFRKFPLIAIPSSA-------- 
CYP71A16  VGR-----------------NFKYIPFGAGRRLCPGIGLGSVMASVTLANLVKRFDWRVEDGPSGYDKPDLVEGAGIDVCRKFPLVVFPSSA-------- 
CYP71A27  QRT-----------------DSKFVPFGAGRRLCPGIGFSLVLSKLALANLVKRFNWRLKVGPVGDDKPDLAEASGIDVCRKFPLIVFPSIAHTH----- 
CYP71A21  RGH-----------------NFELVPFGAGRRICPAISFAVVLIEVALANFVHRYDWKLP-EDSKENQTNVAESTGMVIHRLFPLYAIASSTT------- 
CYP71A22  RGH-----------------NFELIPFGAGRRICPAISFAVILIEVTLANLVHRYDWRLP-EEYIEDQTNVAESTGMVIHRLFPLYAIVSSTT------- 
CYP71A24  RGQ-----------------DTELVPFGAGRRICPAISFAVVLDEVVLANLVHQFDWTLP-EESTEYQTDVAESTGMAVHRMFPLFAMTT---------- 
CYP71A26  RGQ-----------------AFELIPFGSGRRICPAISFAVVLNEVVLANLVHRFDWRLS-VESTEDQTEVAESTGIAIHRMFPLYAIASNTT------- 
CYP71A25  RGQ-----------------NFELLPFGAGRRICPAVSFAVVLNEVVLANLVHGFDWKLP-EESKEDKTDVAESSGFSVHREFPLYAVASPYLT------ 
CYP71A23  RGQ-----------------DFELIPFGAGRRMCPGISFAVVLNEVVLANLVHGFDWQS-----IDDETDVAESIGSVIRRMHPLYVIPSSTT------- 
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CYP71B26  KGQ-----------------NFELLSFGSGRRICPGLYMGTTMVEFGLANMLYHFDWKLPEGMV-VEDIDMEEAPGLTVSKKSELVLVPVKYLDH----- 
CYP71B33  KGQ-----------------NFELLPFGGGRRMCPAMYMGTTMVEFGLANLLYHFDWKLPEGMK-VEDMDMEEAPGLTVNKKNDLLLVPVKYLDN----- 
CYP71B34  KGQ-----------------HFELLPFGGGRRMCPAVYMGTTMVEFGLANLLYHFDWKLPEGMK-VDDIDMEEAPGLTVNKKNELILVPTKFLDP----- 
CYP71B35  KGQ-----------------HFELLPFGGGRRICPAIYMGTTMVEFGLANLLYHFDWKLPEGVE-VKDIDVEEAPGLTVNKKNELLLVPEMRRSCG---- 
CYP71B36  KGQ-----------------HFELLPFGSGRRMCPAMYMGTTMVEFGLANMLYHFDWKIPVGMV-AEDIDLEESPGLNASKKNELVLVPLKYLDH----- 
CYP71B37  KGQ-----------------NFELLPFGSGRRMCPAMYMGTTMVEFGLANLLYHFDWKLPEGMV-VEDIDMEESPGLNASKKNELVLVPRKYLNL----- 
CYP71B9   KGQ-----------------NFELLPFGSGRRICPGMYMGTTMVEFGLANMLYQFDWEVPDGMV-VEDIDMEESPGLAVGKKNELLLVPVKYLGH----- 
CYP71B10  KGQ-----------------DYELLPFGSGRRICPAVYMGITTVEFGLANLLYHFDWKLPEGVA-VEDIYMDEASGLTSHKKHDLLLVPVKSLV------ 
CYP71B11  KGL-----------------NFEFLPFGSGRRMCPGIGMGMALVHLTLINLLYRFDWKLPEGME-VEDVDLEESYGLVCPKKVPLQLIPVLTQWS----- 
CYP71B12  KGL-----------------NFELLPFGSGRRICPGIGMGMALVHLTLINLLYRFDWKLPEGMK-VADVDLEESYGLVCPKKIPLQLIPVL--------- 
CYP71B14  KGV-----------------DFELLPFGSGRRMCPGMGLGMALVHLTLINLLYRFDWKLPEGMN-IEDVDLEESYGLVCPKKVPLQLIPVLTQWT----- 
CYP71B13  KGL-----------------NFELLPFGSGRRICPGIGMGMALIHLTLINLLYRFDWKLPEGME-VEDVDLEESYGLVCPKKVPLELIPVLTQWT----- 
CYP71B6   KGT-----------------SFELLPFGSGRRGCPAMYVGLSTVEYTLANLLYHFDWKA------TEEVSVEEAPGLTSHRKHPLHLVPVNVINRKL--- 
CYP71B28  RGL-----------------NFELLPFGSGRRICPGMTMGIAIVELGLLNLLYFFDWGLPEK---------EEAKEIITGNEVALDLVQVFLH------- 
CYP71B29  KGL-----------------NFELLPFGSGRRICPGMTMGITLVEFALLNLLYFFDWGLPEK---------EEADKIITGNGVAVGLVQVLLH------- 
CYP71B15  KGK-----------------NYEFIPFGSGRRICPGMTMGTILVEMALLNLLYFFDWGLAKQ---------EEAKEIINGEENFLAFFQVLHH------- 
CYP71B23  RGL-----------------NFELLPFGSGRRICPGMTMGIATVELGLLNLLYFFDWGLPEGRT-VKDIDLEEEGAIIIGKKVSLELVPTRRQ------- 
CYP71B7   RGL-----------------NFELLPFGSGRRICPGMTLGITTVELGLLNLLYFFDWVVPVGKN-VKDINLEETGSIIISKKTTLELVPLVHH------- 
CYP71B16  RGQ-----------------HFELLPFGSGRRICPGMGLGITIVELGLLNLLYFFDWRAPDGMT-HKDIDTEEAGILTVVKKVPLKLVPVRVQ------- 
CYP71B17  RGQ-----------------HFELLPFGSGRRICPGMAMGMATLELGLLNLLYFFDWKLPDGMS-HKDIDTEEAGTLTVVKKVHLKLVPVRVP------- 
CYP71B18  RGQ-----------------HFELLPFGSGRRICPGISMGMATVELGLLNLLYFFDWKLPDGMT-HKDIDTEEVGTLTIVKKVPLKLLPVRFQ------- 
CYP71B19  RGQ-----------------HYELLPFGSGRRICPGMPMGIAAVELGLLNLLYFFDWKLPDGMT-HKDIDTEEAGTLTIVKKVPLKLVPVRVQ------- 
CYP71B20  RGQ-----------------HYELLPFGSGRRICPGMPMGIAAVELGLLNLLYFFDWKLPDGMT-HKDIDTEEAGTLTIVKKVPLQLVPVRVQ------- 
CYP71B2   RGQ-----------------HFDLLPFGSGRRICPGMPMAIASVELALMNLLYYFDWSMPDGTK-GEDIDMEEAGNISIVKKIPLQLVPVQRY-------
CYP71B27  RGQ-----------------HFDFLPFGSGRRICPAISMAIATVELGLMNLLDFFDWRLPDGMK-VEDIDIEEAGNVTVVKKLLIYLVPLQRH------- 
CYP71B21  KGQ-----------------HFELLPFGGGRRICPGMATGMTIVELGLLNVLYFFDWSLPYGMA-IADINMEEAGAFVIAKKVPLELVPVLHY------- 
CYP71B22  KGQ-----------------HYELLPFGAGRRICPGMATGITIVELGLLNVLYFFDWSLPDGMK-IEDIDMEEAGAFVVAKKVPLELIPTPHQW------ 
CYP71B38  KGQ-----------------HFELLPFGAGRRICPGMATGITMVELGLLNLLYFFDWSLPNGMT-IEDIDMEEDEGFAIAKKVPLVLIQTSHRW------ 
CYP71B5   KGQ-----------------HFELLPFGAGRRVCPGMATGITIVELGLLSLLYFFDWSLPNGMT-TKDIDMEEDGAFVIAKKVSLELVPTLHRW------ 
CYP71B31  KGQ-----------------HYELLPFGAGRRNCPGMTLGITILELGLLNILYYFDWSLPSGMT-IKDIDMEEDGALNIAKKVPLQLVPTLP-------- 
CYP71B8   KGQ-----------------HYELLPFGAGRRSCPGMTLGITILELGLLNILYYFDWSLPNGMT-IKDIDMEEDGALTIAKKVPLELIPTLPASLCIK-- 
CYP71B32  KGQ-----------------DYKLLPFGAGRRSCPGMNLGITILELGLLNILYFFDWSFPNGMT-IEDIDMEENGALNKT----LELIPTLPSALVNKSI 
CYP71B24  KGN-----------------SFEMLPFGSGRRICPGIAFAIATVELGLLNLLYHFDWRLPEED---KDLDMEEAGDVTIIKKVPLKLVPVLHH------- 
CYP71B3   KGN-----------------SFEMLPFGSGRKICPGIAFGIATVELGLLNLLYYFDWRLAEED---KDIDMEEAGDATIVKKVPLELVPIIHH------- 
CYP71B25  KGH-----------------SFEFLPFGSGRRFCPGMASAIATIELTLLNLLYFFDWKLPEEM---KDMNMEESGDVTIVKKVPLELLPVLYH------- 
CYP71B4   KGH-----------------SCELLPFGSGRRICPGIAMAIATIELGLLNLLYFFDWNMPEKK---KDMDMEEAGDLTVDKKVPLELLPVIRISL----- 
CYP83A1   KGT-----------------DYEFIPFGSGRRMCPGMRLGAAMLEVPYANLLLSFNFKLPNGMK-PDDINMDVMTGLAMHKSQHLKLVPEKVNKY----- 
CYP83B1   KGQ-----------------DFELLPFGSGRRMCPAMHLGIAMVEIPFANLLYKFDWSLPKGIK-PEDIKMDVMTGLAMHKKEHLVLAPTKHI------- 
CYP84A1   KGS-----------------NFEFIPFGSGRRSCPGMQLGLYALDLAVAHILHCFTWKLPDGMK-PSELDMNDVFGLTAPKATRLFAVPTTRLICAL--- 
CYP84A4   KGN-----------------NFEFVPFGSGRRSCPGMQLGLYAFELAVAHLLHCFTWSLPDGMN-PGDVDTVEGPGLTVPKAIPLVAVPTTRLLCPIVVS 
CYP705A1  EDK--------------KEKILNFLPFGSGRRMCPGSNLGYIFVGTAIGMMVQCFDWEINGDKINMEEATGG-FLITMAH---PLTCTPIPLPRTQNSLI 
CYP705A24 EEK--------------KEKTLKFLPFGAGRRGCPGLYLGYTLVETTIGVMVQCFDWEIEGDKVNMQEGSGLRFFLDLAH---PLKCTPIPRIINHEPSN 
CYP705A15 KER--------------REQAIKYIAFGSGRRSCPGENLAYIFLGTAIGVMVQGFEWRIKEEKVNMEEANVG-LSLTMAY---PLKVTPVPRTLVPLTQN 
CYP705A4  EER--------------REKEIKYLPFGSGRRSCPGENLAYVIMGTAIGVMVQGFEWRTTEEKINMDEAVVG-LSLTMAH---PLKIIPVARTSNSLTSS 
CYP705A16 EEI--------------REQALKYIAFGSGRRGCPGTNIAYIFVGTAIGMMVQCFDWKIKGDKVDMKEAIGG-LNLTLAH---PLKCTPVARSPKPF--- 
CYP705A19 DEI--------------REQALKYIAFGSGRRGCPGANVAYIFVGTAIGMMVQCFDWRINGEKVDMKEAIGG-LNLTLAH---PLKCTPVARFPKPF--- 
CYP705A20 EER--------------R--ALKHIAFGSGRRGCPGSNLATIFIGTAIGTMVQCFDLSIKGDKVKMDEVGG--LNLTMAH---PLECILVPRTQPFISNQ 
CYP705A21 EER--------------REQALKYIPFGSGRRGCPGSSLGYIFVGTAVGMMVQCFDWSIKGDKVQMDEAGG--LNLSMAH---SLKCTPVPRNRPLLADQ 
CYP705A23 EDE--------------REHGLKYIPFGSGRRGCPGINLAYILVGTAIGVMVQCFDWKIKGNKVNMEEARGS-LVLTMAH---PLKCIPVARTQIPSC-- 
CYP705A28 DEM--------------REEVLKYIPFSAGRRGCPGSNLAYVSLGIAIGVMVQCFDWRIKGEKVNMSETAGT-IMLAMAQ---PLKCTPVPRTLNLLPSS 
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CYP705A30 DEV--------------REEVLKYIPFSAGRRGCPGSNLAYISLGIVIGVMVQCFDWRIEGEKVNMNEAAET-TALSMAQ---PLKCTPVSRTKNPLPSS 
CYP705A32 DEI--------------REEVLKYMPFSTGRRGCPGSNLAYVSVGTAIGVMAQCFDWRIKGEKVNMNEAAGT-LVLTMAQ---PLMCTPGPRTLNPLPSS 
CYP705A2  DEI--------------RDKFLKYIPFASGRRGCPGTNLAYASVGTAVGVMVQCFDWKIEGENVNMNEAAGT-MVLTMAH---PLKCTPVPRTLNLLPP- 
CYP705A5  DEK--------------REDMLKYIPFGSGRRACPGSHLAYTVVGSVIGMMVQHFDWIIKGEKINMKE-GGT-MTLTMAH---PLKCTPVPRNLNT---- 
CYP705A8  DAI--------------KEEVLKYLSFGSGRRGCPGVNLAYVSVETAIGVMVQCFDWKIDGHKINMNEVAGK-GTLSMAH---PLKCTLVPRSVTPLTSK 
CYP705A9  DEI--------------RDELLKYLPFGNGRRACPGANLAYISVGTAIGVMVQCFDWEIKGDKINMDEAPGK-ITLTMAH---PLNCTLVPRTLIPVTST 
CYP705A18 DEK---------------EQTLKYLSFGGGRRGCPGVNLGYIFVGTAIGMMVQCFDWKIEGDKVNMEETYGG-MNLTMVN---PLKCTPVPRTQPFSFTS 
CYP705A6  ------------------EKPFKYLPFGGGRRGCPGGNLAYIFVGTAIGVMVQCFDWKIKGDKVNMEETFEG-MNLSMVH---PLKCTPVLRSQPFF--- 
CYP705A33 DER---------------EEAQKYIPFGGGRRGCPGANLASIFVGTAIGVMVQCFDWGIKGDKINMEETFEG-LTLTMVH---PIKCTPIPRTLPFVTSN 
CYP705A3  D-----------------EKELKFLPFGSGRRGCPGANLGSIFVGTAIGVMVQCFDWKIKEDKVNMEETFEG-MTLKMVH---PLTCTPFFEPNLYLLLL 
CYP705A22 DER--------------REQALKFLPFGSGRRGCPGSNLAYMIVGSAIGMMVQCFDWRIEGEKVNMKEAVKG-TILTMAH---PLKLTPVTRQPPLTWI- 
CYP705A12 EKI--------------REQAVKYVTFGGGRRTCPAVKLAHIFMETAIGAMVQCFDWRIKGEKVYMEEAVSG-LSLKMAH---PLKCTPVVRFDPFSF-- 
CYP705A13 E----------------REQELKYIPFGSGRRGCPGVNLGYIFVGTAIGMMVHCFDWRTNGDKVNMEETVAG-ITLNMAH---PLRCTPVSRMQLQKSQF 
CYP705A25 DEK--------------AQLALNFIPFGSGRRGCLGKNLGYIFMGVAIGTMVQGFDWRINGDKVNMEETGEM--TLTMAH---PLKCIPVARINP-ASFD 
CYP705A27 DER--------------EQLALNFIPFGSGRRACPGEKLGYLFTGVAIGTMVQCFDWIIDGDKVNVEEAGEM--TLTMAH---PLKCTPVTRVNPLASFE 
CYP712A1  KIG--------EHQMQFKGQNFRYLPFGSGRRGCPGASLAMNVMHIGVGSLVQRFDWKS-VDGQKVDLSQGSGFSAEMAR---PLVCNPVDHFNTF---- 
CYP712A2  KMGYYQ-----QYMLELKGQDVNYLAFGSGRRGCLGASHASLVLSLTIGSLVQCFNWTVKGDEDKIKIKLPTGFSASGTAGGSSLMCSPELCFDPFGYQT 
CYP93D1   EKM---------------------MSFGAGRRSCPGEKMVFRFVPIILAAIIQCFELKVKGS-VDMDEGTGS--SLPRAT---PLVCVPVAKEATQSFSL 
CYP81D6   -------------------LNQKLLSFGMGRRACPGYGLAHRVVSLTLGSMVQCFEWQRIGQEYVDNSEDKTVVLMRPTT---PLLAMCKARPIVHEILD 
CYP81D7   -------------------LNQKLLSFGFGRRACPGVGLAHRLMSLALGSMVQCFEWQRIGEEYVDTREE-PMAMMRPAT---PLLAMCKARPIVHKFLD 
CYP81D11  -------------------EDKKLMPFGIGRRSCPGSGLAQRLVTLALGSLVQCFEWERVEEKYLDMRESEKGTTMRKAT---SLQAMCKARPIVHKVLD 
CYP81D2   -------------------EAKKLMPFGLGRRACPGSGLAQRLVTLSLGSLIQCFEWERIGEEEVDMTEGPG-LTMPKAR---PLEAMCRARDFVGKILP 
CYP81D3   -------------------EAQKLLGFGLGRRACPGSGLAQRLASLTIGSLIQCFEWERIGEEEVDMTEGGGGVIMPKAI---PLVAMCKARPVVGKILN 
CYP81D8   -------------------EAQKLMPFGLGRRACPGSGLAHRLINLTLGSLIQCLEWEKIG-EEVDMSEGKG-VTMPKAK---PLEAMCRARPSVVKIFN 
CYP81D4   -------------------EAEKLISFGMGRRACPGAGLAHRLINQALGSLVQCFEWERVGEDFVDMTEDKG-ATLPKAI---PLRAMCKARSIVDKLI- 
CYP81D5   -------------------EARKLMPFGMGRRACPGAELGKRLVSLALGCLIQSFEWERVGAELVDMTEGEG-ITMPKAT---PLRAMCKARAIVGKTI- 
CYP81D1   -------------------EAQKLLAFGLGRRACPGSGLAQRIVGLALGSLIQCFEWERVGNVEVDMKEGVG-NTVPKAI---PLKAICKARPFLHKIIS 
CYP81F3   E------------------DVHKLMPFGNGRRSCPGAGLGQKIVTLALGSLIQCFDWQKVNGEAIDMTETPG-MAMRKKI---PLSALCQSRPIMSKLQA 
CYP81F4   D------------------DVRMLIAFGSGRRICPGVGLAHKIVTLALGSLIQCFDWKKVNEKEIDMSEGPG-MAMRMMV---PLRALCKTRPIMNKLPA 
CYP81F2   -------------------ASKKLMVFGNGRRTCPGATLGQRMVLLALGSLIQCFDWEKVNGEDVDMTENPG-MAMRKLV---QLRAVCHKRPIMTNLLA 
CYP81F1   Y------------------YVYKLMPFGNGRRTCPGAGLGQRIVTLALGTLIQCFEWENVKGEEMDMSESTG-LGMRKMD---PLRAMCRPRPIMSKLLL 
CYP81H1   H------------------YNGKMMPFGLGRRACPGLSLANRVVGLLLGSMIQCFEWESGSGGQVDMTEGPG-LSLPKAE---PLVVTCRTREMASELLF 
CYP81G1   -------------------HRGKFLPFGIGRRACPGMGLAQLVLSLALGSLIQCFDWERDNDVAVDMSEGKG-LTMPKSV---PLVAKCKSLPILDKLVL 
CYP81K1   R------------------DGFRFLPFGVGRRACPAAGLGMRVVSLAVGALVQCFEWEKVEAGDIDMRPVFG-VAMAKAE---PLVALPKPWSEMVPILS 
CYP81K2   R------------------DGFRFLPFGVGRRACPAAGLAMRVVSLAVGALVQCFEWEKVEKEDIDMRPAFS-VAMDRAE---PLIALLKPCPEMVPILS 
CYP82C3   VRG----------------QNFELMPFGSGRRSCPGPSLAMQMLHLGLARFLHSFEVKTVLDRPVDMSESPG-LTITKAT---PLEVLINPRLKRELFV- 
CYP82C2   VRG----------------QNFELMPFGSGRRSCPGSSLAMQVLHLGLARFLQSFDVKTVMDMPVDMTESPG-LTIPKAT---PLEILISPRLKEGLYV- 
CYP82C4   VRG----------------QNFELMPFGSGRRSCPGSSLAMQVLHLGLARFLHSFDVKTVMDMPVDMSENPG-LTIPKAT---PLEVLISPRIKEELFV- 
CYP82F1   VGG----------------QSYKFFPFGLGRRSCPAIPLGMRMVHYLLVRFLHSFDLARPSSQDVDMTESNG-LVNHKAT---PLEVNIIPRLHKSLYEV 
CYP82G1   CEK----------------SNFEYIPFGSGRRSCPGVNLGLRVVHFVLARLLQGFELHKVSDEPLDMAEGPG-LALPKIN---PVEVVVMPRLDPKLYSL 
CYP76C2   RGR-----------------DYELTPFGAGRRICPGLPLAVKTVPLMLASLLYSFDWKLPNGVG-SEDLDMDETFGLTLHKTNPLHAVPVKKRGRN---- 
CYP76C4   KGR-----------------DYELTPFGGGRRICPGLPLAVKTVSLMLASLLYSFDWKLPNGVV-SEDLDMDETFGITLHRTNTLYAIPVKKQTIN---- 
CYP76C1   RGR-----------------DYELTPFGAGRRICPGMPLAMKTVSLMLASLLYSFDWKLPKGVL-SEDLDMDETFGLTLHKTNPLHAVPVKKRANIN--- 
CYP76C5   KGT-----------------NYELTPFGAGRRICPGLPLALKTVHLMLASLLYTFEWKLPNGVG-SEDLDMGETFGLTVHKTNPLLACL----------- 
CYP76C6   KGT-----------------DYELTPFGAGRRICPGLPLAMKTVHLMLASLLYTFEWKLPNGVG-SEDLDMEETFGLTVHKTNPLLAVPLKKRAIN---- 
CYP76C3   KGR-----------------DFELIPFGSGRRMCPGISMALKTMHMVLASLLYSFDWKLQNGVV-PGNIDMSETFGLTLHKAKSLCAVPVKKPTISSSY- 
CYP76C7   KGN-----------------HFELIPFGAGRRICPGMPLAFRIMHLVLASLLYGFDWEYQNGVV-PENVDMNEAFGATLHKAEPLCIVPIKKRV------ 
CYP76G1   KGQ-----------------DYEFLPFGSGRRMCPALPLASRVLPLAIGSMVRSFDWALENGLN-AEEMDMGERIGITLKKAVPLEAIPIPYRGT-----
CYP75B1   KGS-----------------DFELIPFGAGRRICAGLSLGLRTIQFLTATLVQGFDWELAGGVT-PEKLNMEESYGLTLQRAVPLVVHPKPRLAPNVYGL 
CYP706A1  NGG-----------------DFKYLPFGSGRRICAAINMAERLVLFNIASLLHSFDWKAPQGQK----FEVEEKFGLVLKLKSPLVAIPVPRLSDPKLYT 
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CYP706A2  NGG-----------------DFKYLPFGSGRRICAAINMAERLVLFNIASLLHSFDWKAPQGQK----FEVEEKFGLVLKLKSPLVAIPVPRLSDPKLYT 
CYP706A3  KGN-----------------DFNYLPFGSGRRICVGMAMGERVVLYNLATFLHSFDWKIPQGER----VEVEEKFGIVLELKNPLVATPVLRLSDPNLYL 
CYP706A7  SGN-----------------DYSYFPFGSGRRICAGMAMAEKVVLYNLATLLHSFDWRIGEGEK----VELEEKFGILLKLKNPLVATPVLRLSDPNLFL 
CYP706A5  TGT-----------------DYSYLPFGSGRRICAGIALAERMILYTLATLLHSFDWTIPDGHV----LDLEEKFGIVLKLKTPLVALPIPRLSNSNFYF 
CYP706A6  TGT-----------------DYSYLPFGSGRRICAGIALAERMILYTLATLLHSFDWKIPEGHI----LDLKEKFGIVLKLKSPLVALPVPRLSNSNLYL 
CYP706A4  TGA-----------------NYSYFPFGSGRRICAGVALAERMVLYTLATLLHSFDWKIPEGHV----LDLKEKFGIVLKLKIPLVALPIPRFSDSNLYL 
CYP79B2   TLT---------------ENDLRFISFSTGKRGCAAPALGTALTTMMLARLLQGFTWKLPENETR-VELMESSHDMFLAKPLVMVGDLRLPEHLYPTVK- 
CYP79B3   TLT---------------ENDLRFISFSTGKRGCAAPALGTAITTMMLARLLQGFKWKLAGSETR-VELMESSHDMFLSKPLVLVGELRLSEDLYPMVK- 
CYP79A2   DLN---------------ESDLNIISFSAGRRGCMGVDIGSAMTYMLLARLIQGFTWLPVPGKNK-IDISESKNDLFMAKPLYAVATPRLAPHVYPT--- 
CYP79C1   VLT---------------EPDLRLVSFGTGRRGCVGAKLGTSMIVTLLGRLLQGFDWTIPPGTTDRVELVESKENLFMANPLMACVKPRLDPNMYPKLWT 
CYP79C2   TLM---------------EPDMRFVTFGTGRRSCPGTKIGTSMTIMLLARLIQGFEWTLPIGKSS-VELISAESNLFMAKPLLACAKPRLAPSLYPKIQI 
CYP79F1   TLV---------------ETEMRFVSFSTGRRGCIGVKVGTIMMVMLLARFLQGFNWKLHQDFGP-LSLEEDDASLLMAKPLHLSVEPRLAPNLYPKFRP 
CYP79F2   TLV---------------ETEMRFVSFSTGRRGCVGVKVGTIMMAMMLARFLQGFNWKLHRDFGP-LSLEEDDASLLMAKPLLLSVEPRLASNLYPKFRP 
CYP703A2  ISH---------------GPDFKILPFSAGKRKCPGAPLGVTMVLMALARLFHCFEWSSPGNIDT---VEVYGMTMPKAKPLRAIAKPRLAAHLYT---- 
CYP98A8   --------------------DFRVLPFGSGRRMCPAAQLSMNLMTLVMGNLLHCFSWSSP---VPGERIDMSENPGLLCNMRTPLQALALPRAAARAIPL 
CYP98A9   --------------------DFRVLPFGSGRRVCPAAQLSLNMMTLALGSLLHCFSWTSS---TPREHIDMTEKPGLVCYMKAPLQALASSRLPQELYL- 
CYP98A3   --------------------DFRLLPFGAGRRVCPGAQLGINLVTSMMSHLLHHFVWTPPQG-TKPEEIDMSENPGLVTYMRTPVQAVATPRLPSDLYKR 
CYP78A10  MGSD-----------------LRLAPFGAGRRVCPGKSMGLATVELWLAQLLGSYKWVS---CGEVDLSETLKLSLEMKN--TLVCKAIPRG-------- 
CYP78A5   MGSD-----------------LRLAPFGSGRRVCPGKAMGLATVHLWIGQLIQNFEWVKG--SCDVELAEVLKLSMEMKNPLKCKCKAVPRNVGFA---- 
CYP78A6   LGSD-----------------LRLAPFGSGRRICPGKNLGFTTVMFWTAMMLHEFEWG-PSDGNGVDLSEKLRLSCEMANPLPAKLRRRRS--------- 
CYP78A9   LGSD-----------------LRLAPFGSGRRVCPGKNLGLTTVTFWTATLLHEFEWLTPSDEKTVDLSEKLRLSCEMANPLAAKLRPRRSFSV------ 
CYP78A8   FGSD-----------------LRLAPFGSGKRVCPGKNLGLTTVSFWVATLLHEFEWLPSVEANPPDLSEVLRLSCEMACPLIVNVSSRRKIM------- 
CYP78A7   RGGD-----------------LRLAPFGAGRRVCPGKNMGLATVTRWVAELVRRFEWGQD-QTEPVDLGEVLKLSCEMEHPLRAVVTEIF---------- 
CYP77A4   TGIS----------------GVKMIPFGVGRRICPGLAMATIHVHLMLARMVQEFEWCAHPPGSEIDFAGKLEFT-VVMKNPLRAMVKPRI--------- 
CYP77A6   TGVT----------------GVKMMPFGIGRRICPGLAMATVHVHLMLAKMVQEFEWSAYPPESEIDFAGKLEFT-VVMKKPLRAMVKPRV--------- 
CYP77A7   TGVA----------------GVKMMPFGVGRRICPGMGMATVHVHLMIARMVQEFEWLAYPPQSEMDFAGKLVFA-VVMKKPLRAMVRPRVQ-------- 
CYP77A9   TGVA----------------GVKMMPFGIGRRICPGLGMAVVHVELMLSRMVQEFEWSSYPPESQVDFTGKLVFA-VVMKNPLRARVKARV--------- 
CYP77B1   TGTR----------------GVTMLPFGAGRRICPAWSLGILHINLMLARMIHSFKWIPVP-DSPPDPTETYAFT-VVMKNSLKAQIRSRT--------- 
CYP89A4   TGSR----------------GIKMMPFGAGRRICPGIGLAMLHLEYYVANMVREFEWKEVQ-GHEVDLTEKFEFT-VVMKHSLKALAVLRRSH------- 
CYP89A5   TGSR----------------GIKMMPFGAGRRICPGIGLAMLHLEYYVANMVREFDWKEVQ-GHEVDLTEKLEFT-VVMKHPLKALAVPRRSH------- 
CYP89A6   TGSR----------------GIKMMPFGAGRRICPGIGLAMLHLEYYVANMVREFEWQEVQ-GHEVDLTEKLEFT-VVMKHPLKALAVPRRSH------- 
CYP89A7   TGSR----------------GIKMMPFGAGRRICPGIGLAMLHLEYYVANMVREFQWKEVE-GHEVDLTEKVEFT-VIMKHPLKAIAVPRRSH------- 
CYP89A2   TGSR----------------GIKMMPFGAGRRICPGIGLAMLHLEYYVANMVREFQWKEVQ-GHEVDLTEKLEFT-VVMKHPLKALAVPRRCH------- 
CYP89A3   TGSR----------------GIKMMPFGAGRRICPGIGSAMLHLEYFVVNLVKEFEWKEVE-GYEVDLSEKWEFT-VVMKYPLKALAVTRRKEKTHIVMA 
CYP89A9   TGTR----------------EIKMMPFGAGRRMCPGYALSLLHLEYYVANLVWKFEWKCVE-GEEVDLSEKQQFITMVMKNPFKANIYPRRK-------- 
CYP704A1  --------------VFQPESQFKFISFHAGPRICIGKDFAYRQMKIVSMALLHFFRFKMADE--NSKVSYKKMLTLHVDGGLHLCAIPRTST-------- 
CYP704A2  --------------LFQPESPFKFISFHAGPRICLGKDFAYRQMKIVSMALLHFFRFKMADE--NSKVYYKRMLTLHVDGGLHLCAIPRTST-------- 
CYP704B1  --------------VFQNASPFKFTAFQAGPRICLGKDSAYLQMKMAMAILCRFYKFHLVP---NHPVKYRMMTILSMAHGLKVTVSRRS---------- 
CYP86A2   --------------KFVNHDQYRFVAFNAGPRICLGKDLAYLQMKTIAAAVLLRHRLTVAP---GHKVEQKMSLTLFMKNGLLVNVHKRDLEVMMKSLVP 
CYP86A4   --------------KFINHDQYRFVAFNAGPRICLGKDLAYLQMKTIAAAVLLRHRLTVVP---GHKVEQKMSLTLFMKNGLLVNLYKRDLQGIIKSLVV 
CYP86A8   --------------RFINHDPFKFVAFNAGPRICLGKDLAYLQMKSIASAVLLRHRLTVVT---GHKVEQKMSLTLFMKYGLLVNVHERDLTAIAADLRE 
CYP86A7   ----------------EKCNQYKFVAFNAGPRICLGKDLAYLQMKSITASILLRHRLTVAP---GHRVEQKMSLTLFMKFGLKMDVHKRDLTLPVEKVVN 
CYP86A1   --------------FETPKDGYKFVAFNAGPRTCLGKDLAYNQMKSVASAVLLRYRVFPVP---GHRVEQKMSLTLFMKNGLRVYLQPRGEVLA------ 
CYP86B1   --------------RFMSESAYKFTAFNGGPRLCLGKDFAYYQMKSTAAAIVYRYKVKVVN---GHKVEPKLALTMYMKHGLMVNLINRSVSEIDQYYAK 
CYP86B2   --------------RYMSESAYKFTAFNGGPRLCLGKDFAYYQMRYVAAAIIYRYKVRVDDKG-GHKVEPKMALTMYMKHGLKVNMVKRSVSEIDHYYC- 
CYP86C3   --------------NFVNDDQFKYVVFNAGPRLCLGKTFAYLQMKTIAASVLSRYSIKVAK---DHVVVPRVTTTLYMRHGLKVTISSKSLEEKIHVQD- 
CYP86C4   --------------KFVSDDQFKYVVFNAGPRLCIGKTFAYLQMKMIAASVLLRYSIKVVQ---DHVIAPRVTTNLYMKYGLKVTITPRSLEEKKLESCS 
CYP86C2   --------------QYVSDDQFKYVVFNAGPRLCLGKTFAYLQMKMVAASILLNYSIKVDQ---DHVVVPRVTTTLYMKHGLKVRITPRSLEEKKQDS-- 
CYP86C1   --------------RIVSEDQFKYVVFNGGPRLCVGKKFAYTQMKMVAAAILMRYSVKVVQ---GQEIVPKLTTTLYMKNGMNVMLQPRDW--------- 
CYP94B1   -----------TKPVLKSVSSFKFPVFQAGPRVCIGKEMAFTQMKYVVGSVLSRFKIIPVC---NNRPVFVPLLTAHMAGGLKVKIKRREQCDSMYI--- 
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CYP94B3   -----------TRPVLKPISPYKFPVFQAGPRVCVGKEMAFMQMKYVVGSVLSRFEIVPVN---KDRPVFVPLLTAHMAGGLKVKIKRRSHILNNV---- 
CYP94B2   -----------CCRVLKKVNPFKFPVFQAGPRVCLGEEMAYVQMKYIVASILDRFEIEPIP---TDKPDFVPMLTAHMAGGMQVRVHRRDPSLSP----- 
CYP94C1   ----------------RPENPVKYPVFQAGARVCIGKEMAIMEMKSIAVAIIRRFETRVASPETTETLRFAPGLTATVNGGLPVMIQERS---------- 
CYP94D1   ---------------FRGEDPSKFPAFHAGPRMCVGKDMAYIQMKSIVAAVLERFVVEVPGK---ERPEILLSMTLRIKGGLFARVQERS---------- 
CYP94D2   ---------------FRGENPYKFPAFHAGPRMCLGKEMAYIQMKSIVAAVLERFVVEVPGKK--ERPEILMSVTLRIRGGLNVRVQERS---------- 
CYP96A1   ------------SGRLIHVPSFKFLSFNAGPRTCLGKEVAMTQMKTVAVKIIQNYEIKVVE--GHK-IEPVPSIILHMKHGLKVTVTKRSNLL------- 
CYP96A9   ------------SGRSVHEPSYKFLSFNAGPRTCLGKEVAMTQMKTVAVKIIQNYDINVVE--GHK-IKPAPSVILHMKHGLKVTVSKRCLS-------- 
CYP96A10  ------------SGNSVHEPSYKFLSFNAGPRTCLGKEVAMMQMKSVAVKIIQNYEMKIVE--GQQ-IEPAPSVILHMKHGLKVTVTKRCLV-------- 
CYP96A5   ------------NGGLKHEPSFKFFVFNSGPRNCLGKNLSFLQMKTVAVEIIRNYDIKVVE--GHK-IEPASSIILHMKHGLKVTVSKRGLVS------- 
CYP96A11  ------------KGSLRHEPSFKFLSFNSGPRTCLGKHLAMTQMKMVAVEILHNYEIKVIK--GQK-IKPVLGFILSMKHGLRITITKRCPY-------- 
CYP96A2   ------------NGGIKHEPSFKFLSFNAGPRTCLGKHLAMTQMKIVAVEILRNYDIKVLQ--GQK-IVPALGFILSMKHGLQITVTKRCSA-------- 
CYP96A12  ------------SGGLRHAPSFKFLSFNAGPRTCPGKQLAMTLMKTVVVEILQNYDIDVIK--GQK-IEPEPGLMLHMKHGLRVTITKRCSA-------- 
CYP96A13  ------------TTSLRHEPSFKFLAFNAGPRSCIGKQLAMTLMKIVVVEILQNYDIKVVK--GQKKIEPAPGPILRMKHGLRVTLTKKC---------- 
CYP96A7   ------------TGGLRHEPSYKFFSFNAGPRTCLGKNLAMNLMKTVIVEILQNYEIKIVS--GQK-IEAKPGLVLHMKHGLKVTMTMKCSSLE------ 
CYP96A8   ------------TGGVRHEPSYKFLSFNAGPRTCLGKNLAMNLMKTVIVEILQNYEIKIVS--GQK-IEPKPGLILHMKHGLKVTMTKKCSS-------- 
CYP96A3   ------------SGRLKHEPSYKFLAFNAGPRACLGKKLTFLQMKTVAAEIIRNYDIKVVE--GHK-TEPVPSVLFRMQHGLKVNITRI----------- 
CYP96A4   ------------SGMLRQESSYKFLAFNAGPRTCLGKRLTFLQMKTVAVEIIRNYDIKVVE--GHK-PKPVPSVLLRMQHGLKVSVTKI----------- 
CYP96A15  ------------NGGLRHEPSYKFMAFNSGPRTCLGKNLALLQMKMVALEIIRNYDFKVIE--GHK-VEPIPSILLRMKHGLKVTVTKKI---------- 
CYP97A3   --------------PNETNQNFSYLPFGGGPRKCIGDMFASFENVVAIAMLIRRFNFQIAPG--APPVKMTTGATIHTTEGLKLTVTKRTKPLDIPSVPI 
CYP97C1   --------------PNETNTDFKFIPFSGGPRKCVGDQFALMEAIVALAVFLQRLNVELVP---DQTISMTTGATIHTTNGLYMKVSQR----------- 
CYP97B3   WAGFDPSRSPGALYPNEIIADFAFLPFGGGPRKCIGDQFALMESTVALAMLFQKFDVELRGT--PESVELVSGATIHAKNGMWCKLKRRSK--------- 
CYP709B2  --------------SRAANHPNALLAFSMGPRACIGQNFAIMEAKTVLAMILQRFRLN-LSA--DYKHAPADHLTLQPQYDLPVILEPIDG--------- 
CYP709B3  --------------SQATIHPNALLPFSIGPRACIAKNFAMVEAKTVLTMILQQFQLS-LSP--EYKHTPVDHFDLFPQYGLPVMLHPLG---------- 
CYP709B1  --------------SRAANHPNALLAFSVGPRACIGQNFVMIEAKTVLTMILQRFRFISLCD--EYKHTPVDNVTIQPQYGLPVMLQPLED--------- 
CYP735A1  --------------GRPFASGRHFIPFAAGPRNCIGQQFALMEAKIILATLISKFNFT-ISK--NYRHAPIVVLTIKPKYGVQVILKPLVS--------- 
CYP735A2  --------------TRSFASSRHFMPFAAGPRNCIGQTFAMMEAKIILAMLVSKFSFA-ISE--NYRHAPIVVLTIKPKYGVQLVLKPLDL--------- 
CYP72A11  --------------SKATKNQASFFPFAWGSRICIGQNFALLEAKMAMALILQRFSFE-LSP--SYVHAPYTVFTIHPQFGAPLIMHKL----------- 
CYP72A13  --------------SKATKNQVSFFPFAWGPRICIGQNFALLEAKMAMTLILRKFSFE-LSP--SYVHAPYTVLTTHPQFGAPLILHKL----------- 
CYP72A15  --------------SKATKSQVSFFPFAWGPRICIGQNFALLEAKMAMALILRRFSFE-ISP--SYVHAPYTVITIHPQFGAQLIMHKL----------- 
CYP72A10  --------------SKATKSQVSFFPFAWGPRICIGQNFAMLEAKMAMALILQTFTFE-LSP--SYVHAPQTVVTIHPQFGAHLILRKL----------- 
CYP72A14  --------------SKATKNQVSFFPFAWGPRICIGQNFTLLEAKMAMSLILQRFSFE-LSP--SYVHAPYTIITLYPQFGAHLMLHKL----------- 
CYP72A9   --------------AKATKNQVCFLPFGWGPRICIGQNFALLEAKMALALILQRFSFE-LSP--SYVHSPYRVFTIHPQCGAHLILHKL----------- 
CYP72A7   --------------SKATKNQVSFFPFGWGPRICIGQNFAMLEAKMAMALILQKFSFE-LSP--SYVHAPQTVMTTRPQFGAHLILHKL----------- 
CYP72A8   --------------SKATKNQVSFLPFGWGPRFCPGQNFALMEAKMALVLILQRFSFE-LSP--SYTHAPHTVLTLHPQFGAPLIFHML----------- 
CYP72C1   --------------AGATKGRLSFLPFSSGPRTCIGQNFSMLQAKLFLAMVLQRFSVE-LSP--SYTHAPFPAATTFPQHGAHLIIRKL----------- 
CYP734A1  --------------PRAAKHPVGFIPFGLGVRTCIGQNLAILQAKLTLAVMIQRFTFH-LAP--TYQHAPTVLMLLYPQHGAPITFRRLTNHED------ 
CYP721A1  ----------------PKKQSALLVPFGLGPRTCVGQNLAVNEAKTVLATILKYYSFR-LSP--SYAHAPVLFVTLQPQNGAHLLFTRISS--------- 
CYP715A1  --------------HGGCKNKMGYMPFGFGGRMCIGRNLTTMEYKIVLSLVLSRFEIS-VSP--GYRHSPTYMLSLRPGYGLPLIIRPL----------- 
CYP714A1  --------------SKACKHPQSFVPFGLGTRLCLGKNFGMMELKVLVSLIVSRFSFT-LSP--TYQHSPVFRMLVEPQHGVVIRVLRQ----------- 
CYP714A2  --------------SKACKYPQSYIPFGLGPRTCVGKNFGMMEVKVLVSLIVSKFSFT-LSP--TYQHSPSHKLLVEPQHGVVIRVV------------- 
CYP74A    VLWS---------------NGPETETPTVGNKQCAGKDFVVLVARLFVIEIFRRYDSFDIEVGTSPLGSSVNFSSLRKASF------------------- 
CYP74B2   LYWS---------------NGPQTGTPSASNKQCAAKDIVTLTASLLVADLFLRYDTITGDSGS--------IKAVVKAK-------------------- 
CYP73A5   NGN-----------------DFRYVPFGVGRRSCPGIILALPILGITIGRMVQNFELLPPPGQSKVDTSEKGGQFSLHILNHSIIVMKPRNC-------- 
CYP722A1  --------------------ANSFLAFGMGGRTCLGLALAKAMMLVFLHRFITTYRWEVVDEDPSIEKWTLFARLKSGYPIRVSRRL------------- 
CYP701A3  HKT---------------------MAFGAGKRVCAGALQASLMAGIAIGRLVQEFEWKLRDG-----EEENVDTYGLTSQKLYPLMAIINPRRS------ 
CYP711A1  -------------------HPYAFIPFGIGPRACVGQRFALQEIKLTLLHLYRNYIFRHSLEMEIPLQLDYGIILSFKNGVKLRTIKRF----------- 
consensus                        ..... ....*..  ..   . . .. ..  ... .                         .                
          601......610.......620.......630.......640.......650.......660.......670.......680.......690........ 
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CYP51A1   -------------------------------- 
CYP51A2   -------------------------------- 
CYP710A1  -------------------------------- 
CYP710A2  -------------------------------- 
CYP710A3  -------------------------------- 
CYP710A4  -------------------------------- 
CYP702A1  -------------------------------- 
CYP702A2  -------------------------------- 
CYP702A8  -------------------------------- 
CYP702A5  -------------------------------- 
CYP702A6  -------------------------------- 
CYP702A3  -------------------------------- 
CYP708A2  -------------------------------- 
CYP708A3  -------------------------------- 
CYP708A4  -------------------------------- 
CYP708A1  -------------------------------- 
CYP87A2   -------------------------------- 
CYP90A1   -------------------------------- 
CYP90B1   -------------------------------- 
CYP90C1   -------------------------------- 
CYP90D1   -------------------------------- 
CYP724A1  -------------------------------- 
CYP720A1  -------------------------------- 
CYP85A1   -------------------------------- 
CYP85A2   -------------------------------- 
CYP707A1  -------------------------------- 
CYP707A3  -------------------------------- 
CYP707A2  -------------------------------- 
CYP707A4  -------------------------------- 
CYP88A3   -------------------------------- 
CYP88A4   -------------------------------- 
CYP716A1  -------------------------------- 
CYP716A2  -------------------------------- 
CYP718    -------------------------------- 
CYP71A12  -------------------------------- 
CYP71A13  -------------------------------- 
CYP71A18  -------------------------------- 
CYP71A14  -------------------------------- 
CYP71A15  -------------------------------- 
CYP71A28  -------------------------------- 
CYP71A19  -------------------------------- 
CYP71A20  -------------------------------- 
CYP71A16  -------------------------------- 
CYP71A27  -------------------------------- 
CYP71A21  -------------------------------- 
CYP71A22  -------------------------------- 
CYP71A24  -------------------------------- 
CYP71A26  -------------------------------- 
CYP71A25  -------------------------------- 
CYP71A23  -------------------------------- 
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CYP71B26  -------------------------------- 
CYP71B33  -------------------------------- 
CYP71B34  -------------------------------- 
CYP71B35  -------------------------------- 
CYP71B36  -------------------------------- 
CYP71B37  -------------------------------- 
CYP71B9   -------------------------------- 
CYP71B10  -------------------------------- 
CYP71B11  -------------------------------- 
CYP71B12  -------------------------------- 
CYP71B14  -------------------------------- 
CYP71B13  -------------------------------- 
CYP71B6   -------------------------------- 
CYP71B28  -------------------------------- 
CYP71B29  -------------------------------- 
CYP71B15  -------------------------------- 
CYP71B23  -------------------------------- 
CYP71B7   -------------------------------- 
CYP71B16  -------------------------------- 
CYP71B17  -------------------------------- 
CYP71B18  -------------------------------- 
CYP71B19  -------------------------------- 
CYP71B20  -------------------------------- 
CYP71B2   -------------------------------- 
CYP71B27  -------------------------------- 
CYP71B21  -------------------------------- 
CYP71B22  -------------------------------- 
CYP71B38  -------------------------------- 
CYP71B5   -------------------------------- 
CYP71B31  -------------------------------- 
CYP71B8   -------------------------------- 
CYP71B32  R------------------------------- 
CYP71B24  -------------------------------- 
CYP71B3   -------------------------------- 
CYP71B25  -------------------------------- 
CYP71B4   -------------------------------- 
CYP83A1   -------------------------------- 
CYP83B1   -------------------------------- 
CYP84A1   -------------------------------- 
CYP84A4   -------------------------------- 
CYP705A1  SHL----------------------------- 
CYP705A24 TQIPNS-------------------------- 
CYP705A15 PLNRSS-------------------------- 
CYP705A4  LQKCL--------------------------- 
CYP705A16 -------------------------------- 
CYP705A19 -------------------------------- 
CYP705A20 QIPSL--------------------------- 
CYP705A21 -------------------------------- 
CYP705A23 -------------------------------- 
CYP705A28 LHIPSS-------------------------- 



Arabidopsis thaliana Cytochrome P450s, ClustalX 1.83,  Gonnet series – 11/14/2004 © 2004 Søren Bak and Suzanne Paquertte 

38 of 40 

CYP705A30 LHIPSS-------------------------- 
CYP705A32 LHVPIS-------------------------- 
CYP705A2  -------------------------------- 
CYP705A5  -------------------------------- 
CYP705A8  -------------------------------- 
CYP705A9  VQIPSS-------------------------- 
CYP705A18 NLEILSS------------------------- 
CYP705A6  -------------------------------- 
CYP705A33 -LQSPSS------------------------- 
CYP705A3  ISKFPCLILSFGAC------------------ 
CYP705A22 -------------------------------- 
CYP705A12 -------------------------------- 
CYP705A13 VSS----------------------------- 
CYP705A25 P------------------------------- 
CYP705A27 SEDPKWLMEEFDMYC----------------- 
CYP712A1  -------------------------------- 
CYP712A2  K------------------------------- 
CYP93D1   LEPNVNF------------------------- 
CYP81D6   AFA----------------------------- 
CYP81D7   AFA----------------------------- 
CYP81D11  ASCP---------------------------- 
CYP81D2   DSS----------------------------- 
CYP81D3   ESA----------------------------- 
CYP81D8   ESV----------------------------- 
CYP81D4   -------------------------------- 
CYP81D5   -------------------------------- 
CYP81D1   -------------------------------- 
CYP81F3   HLKG---------------------------- 
CYP81F4   YTKV---------------------------- 
CYP81F2   -------------------------------- 
CYP81F1   -------------------------------- 
CYP81H1   FGSEPSNKNV---------------------- 
CYP81G1   -------------------------------- 
CYP81K1   QL------------------------------ 
CYP81K2   QL------------------------------ 
CYP82C3   -------------------------------- 
CYP82C2   -------------------------------- 
CYP82C4   -------------------------------- 
CYP82F1   DHIGTDN------------------------- 
CYP82G1   L------------------------------- 
CYP76C2   -------------------------------- 
CYP76C4   -------------------------------- 
CYP76C1   -------------------------------- 
CYP76C5   -------------------------------- 
CYP76C6   -------------------------------- 
CYP76C3   -------------------------------- 
CYP76C7   -------------------------------- 
CYP76G1   -------------------------------- 
CYP75B1   GSG----------------------------- 
CYP706A1  A------------------------------- 
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CYP706A2  A------------------------------- 
CYP706A3  -------------------------------- 
CYP706A7  -------------------------------- 
CYP706A5  -------------------------------- 
CYP706A6  -------------------------------- 
CYP706A4  -------------------------------- 
CYP79B2   -------------------------------- 
CYP79B3   -------------------------------- 
CYP79A2   -------------------------------- 
CYP79C1   GPA----------------------------- 
CYP79C2   -------------------------------- 
CYP79F1   -------------------------------- 
CYP79F2   -------------------------------- 
CYP703A2  -------------------------------- 
CYP98A8   PLD----------------------------- 
CYP98A9   -------------------------------- 
CYP98A3   VPYDM--------------------------- 
CYP78A10  -------------------------------- 
CYP78A5   -------------------------------- 
CYP78A6   -------------------------------- 
CYP78A9   -------------------------------- 
CYP78A8   -------------------------------- 
CYP78A7   -------------------------------- 
CYP77A4   -------------------------------- 
CYP77A6   -------------------------------- 
CYP77A7   -------------------------------- 
CYP77A9   -------------------------------- 
CYP77B1   -------------------------------- 
CYP89A4   -------------------------------- 
CYP89A5   -------------------------------- 
CYP89A6   -------------------------------- 
CYP89A7   -------------------------------- 
CYP89A2   -------------------------------- 
CYP89A3   -------------------------------- 
CYP89A9   -------------------------------- 
CYP704A1  -------------------------------- 
CYP704A2  -------------------------------- 
CYP704B1  -------------------------------- 
CYP86A2   KERNDVVVLNGKCNGGIGEGVAVNAAVAVAV- 
CYP86A4   KKSD--GVSNGQCNGVIGEGVAVYLNTGVAVV 
CYP86A8   CKSN-------VVNDGVGNGVSS--------- 
CYP86A7   EMRKK--------------------------- 
CYP86A1   -------------------------------- 
CYP86B1   SFDEGYIN------------------------ 
CYP86B2   -------------------------------- 
CYP86C3   -------------------------------- 
CYP86C4   M------------------------------- 
CYP86C2   -------------------------------- 
CYP86C1   -------------------------------- 
CYP94B1   -------------------------------- 
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CYP94B3   -------------------------------- 
CYP94B2   -------------------------------- 
CYP94C1   -------------------------------- 
CYP94D1   -------------------------------- 
CYP94D2   -------------------------------- 
CYP96A1   -------------------------------- 
CYP96A9   -------------------------------- 
CYP96A10  -------------------------------- 
CYP96A5   -------------------------------- 
CYP96A11  -------------------------------- 
CYP96A2   -------------------------------- 
CYP96A12  -------------------------------- 
CYP96A13  -------------------------------- 
CYP96A7   -------------------------------- 
CYP96A8   -------------------------------- 
CYP96A3   -------------------------------- 
CYP96A4   -------------------------------- 
CYP96A15  -------------------------------- 
CYP97A3   LPMDTSRDEVSSALS----------------- 
CYP97C1   -------------------------------- 
CYP97B3   -------------------------------- 
CYP709B2  -------------------------------- 
CYP709B3  -------------------------------- 
CYP709B1  -------------------------------- 
CYP735A1  -------------------------------- 
CYP735A2  -------------------------------- 
CYP72A11  -------------------------------- 
CYP72A13  -------------------------------- 
CYP72A15  -------------------------------- 
CYP72A10  -------------------------------- 
CYP72A14  -------------------------------- 
CYP72A9   -------------------------------- 
CYP72A7   -------------------------------- 
CYP72A8   -------------------------------- 
CYP72C1   -------------------------------- 
CYP734A1  -------------------------------- 
CYP721A1  -------------------------------- 
CYP715A1  -------------------------------- 
CYP714A1  -------------------------------- 
CYP714A2  -------------------------------- 
CYP74A    -------------------------------- 
CYP74B2   -------------------------------- 
CYP73A5   -------------------------------- 
CYP722A1  -------------------------------- 
CYP701A3  -------------------------------- 
CYP711A1  -------------------------------- 
consensus                                  
          701......710.......720.......730 
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