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Psi_CYP4V ----------------SY----S-VSVLGISLLIAAVTYLTYRLLSDYLHKWFV---------MKPIPQPAGTYPFIGNAHQFKTNAGDF----------F----------RQIEDLTIEFSGEPLFKLWIGPVP-F
Psi_CYP46A2 --------------MKFWSAE------F--VGLLLLVGCVGTVILRTLEWLWWKPKKLEKLLQSQGIKGTP-YTILFGDLRKLVKQTKEAVSRPIDPFSNDILRRASPFFSQVVED-----CGGKLCYLWLGTSP-I
Psi_CYP46A1 ----MA----LFQVFLSWTAACLFVAFL-I-------LCIGYCLYVQHIH--MK---------YDHIPGPPRDSFLFGHSATYAKAMRDG----------D------IIHDRF-LEWAE--KYGPVCRQNFLHYV-V
Psi_CYP5A METLVDVLNVFHIKTSGWSVTLSLSLVF--LGLLYWYSIFPYSVL--------S---------RCGIKHP-KPVPFLGNIFMFRQGFFNP----------I-------------NDLIK--THGRVCGYYLGRRP-V
Psi_CYP3C1 ----MFLFD--LFSATSW----TLLALF--FTLLMLYGIWPYRFF--------K---------HLGIKGP-RPLPFIGTLLYFRKGWVGF----------D-------------RECQA--KYGDVWGTFDARLP-V
Psi_CYP3A69 ----MGYFL--FFSVETW----ILLITF--ICIFVIYGKWTHGVF--------E---------NLGIPGP-KPYTYWGTVGRHSKVYYED----------D-------------QQCAK--KYGKVWGMYEFRSP-M
Psi_CYP3A ----MGFLP--ELSVETW----TLIVFF--VTLVTVYGYAPYGFF--------K---------KLGIPGP-KPLPFIGTFLEYRKGIHNF----------D-------------TECYE--KYGKVWGIYDGRIP-V
Psi_CYP3C2 ----MGFSL--FFSAETW----TLLVAL--VTLLFVYVCWNFGIF--------K---------KLGVPGP-KPIPFFGTMLAYRKGFTNF----------D-------------EDCSK--KYGRVWGIFDGRQP-V
Psi_CYP4F2 ---------SLLPLVLSWTGPCQVLLVLGS-GLGAVVAFWITRLLLRHAWYTHR---------LSCFSKPHANSWLLGHLGQMQSSEEGL----------L----------QVD-DLVQ--KYTHSCSWFLGPFYHL
Psi_CYP4B1 -----------WPRTHHWAAVTALCLVAA--------VYKLAALLAQRRHALRN---------AESFPGP-RAHWLFGNVREFKQDGNDL----------D----------RVV-KWGK--HDPYAFPIWFGPFVCF

Psi_CYP4V LILFHAETVEAILTN--SVHMEKSYSY-----TFLHPWLGKGLLTS-TGNKWRQRRKMLTPTFHFSILTDFLDVMNEQAAVLVEKLEKQ--AGKG--EFDSFSHITLCALDIICETAMGKKIHAQSHS-DSEYVKSV
Psi_CYP46A2 VIVTDPKLVREIMCDKS-GH-IDKTPS-----HPLGGYLLNGLVNL-QGQKWVDRRKIINPVFHVDKLKKMYGAFSCCCSELIDRWEKL-LDSGESVELDVWPELENLTGDIISRSAFGSSYLEGRRI----F--QL
Psi_CYP46A1 ILVSCPEGTKEILMSQKYS--KDRFFYKKIFSLFGQRFLGNGLVTSQNHEQWYKQRRIMDPAFSSLYLRGLIGTFNERVERLMTKLSDV-ADNQT--EAGMLKLVNFLTLDVIAKVAFGVDLDRLKDRSL--FPKAV
Psi_CYP5A VVIADPDMLRQVMVRD-FSSFTNRMTL-----RFASKPMTDCLLML-RNERWKRVRSILTPSFSAAKMREMVPLINTVTDSLMSNLNVS-AESRE--AFDIHKCFGCFTMDVIASVAFGTQVDSQKNPDD-PFVRHA
Psi_CYP3C1 LMVADPEIIKTVLVKECFSVFTNRRDN-----PAA-GPLADAITAV-KDERWKRMRSTLSPCFTSGRMKQIFPIVARYADRLTENLGG---THSV--PIDVKQFMAPYSLDVVTSASFGIEANAMNNPDD-PLNVHL
Psi_CYP3A69 LAVMDPDMLKTILVKECFTYFTNRRNI-----RLN-GDLYDSVSTV-EDDHWRRIRNVLTPSFTSGHIKEMFRIMKHLSSKLTASLQSK-AQNNE--VVTIKDYFGAYSVDLMASCAFGVDMDLINNPSS-PIVFHA
Psi_CYP3A LATMDTAMIKSILVKECYSNFTNRRDF-----GLN-GALRDAITVV-EDEEWKRIRSILSPSFTSGRLKEMYSIMLQHSSNLIKSLHKK-AEADE--VVDVKDIFGPYSMDVVTSTAFSVDIDSINNPSD-PFVANI
Psi_CYP3C2 LCITDPAMIKTILIKECYSLFTNRRNF-----RLN-GQLYDAVSIA-EDDQWKRIRSVLSPSFTSGRLKEMFDIMKHHSANLTSSMKKK-ADKGE--PLELKEFFGPYSMDVVTSTAFSVDIDSLNNPSD-PFVSNI
Psi_CYP4F2 VRLFHPDYVKPLLMAPASITMKDELIY-----GHLRPWLGQSLLLS-NGEEWSRRRRLLTPAFHFDILKTYVAKFNTSTNTLHDNWRHAVAEGSA--ALEMFDHVTLMTLDSLLRCAFSYDSNCQRST--SEYVSAL
Psi_CYP4B1 LNIHHPDYVKTVWTS---SEPKDRVAY-----SFIEAWIGEGLLVS-KGQKWFRHRRLLTPGFHYEVLKPYVDLMSDSTVTMLDKWERY-AKSNE--SFELFEHVSLMTLDSILKCAFSDDSHCQTESGTNAYIKAV

Psi_CYP4V YKMSDIVSRRQRTPWFWPDFVYNCFGE------GREHDRTLKVLHSFTHKVIQEKAASVS-AGDPDSDSEQGAKKRPAFLDMLLK-----------------------------------------TTYDDGSRMSH
Psi_CYP46A2 QTEQVELLIQAVRSIYIPGLKFVPTR------NNRRRKEIDSEVCDLLRGIIKKREQSIA----TNPASTSSSASHDDLLGFLMDS----------------------------------------NSNQETTGITT
Psi_CYP46A1 QTCLKGMVFSV------RDSFFAVNPKNRPFIKEV--REACRLLRTTGAQWIKDRKTAME----------NGDDVPNDILTQIIKTSVK---------------------------------------EESMTEEDE
Psi_CYP5A ---QMFFSFSFFRPIML---FFIAFPFITAPLARFLPNKRRDQMNHFFINIIQKIIKQREE--------QPAEERRRDFLQLMLDARTSKECVSLEHFDSATHAADQQTQPAASDQDDRLPPQEPSSRRPQKKMITE
Psi_CYP3C1 ---KNILNFRLWP--II---ILLIFPFGARLLTLLKLEMMDRVSVDYFYDVIKRFKHQH-G---------KDDATRADFLQVMIQNEIQETDIKS-------------------------------EEDQPSKGLTE
Psi_CYP3A69 ---SRFFKIP--KFVFI---LQGIFPLLIPLFELLGFSFFSPTSTAFFKTLLAKIKAEREG---------SSCKNSGDLLQSMINSKTA---------------------------------------NDPSKGLTD
Psi_CYP3A ---KKLVKFTFLTPLFV---LLVLFPFLEPVLDKMDVTLFSAELLDFFYNFLKKIKSDRNK---------NEHKNRVDIMQLMVDSQSPET--SK-------------------------------DNPSSHKGLSD
Psi_CYP3C2 ---KKMLKFDFFSPIFL---IVAFFPFLGPVMEKMEFSFFPKSVTDFFYAALQKIKSNRVH---------SEQKSRVDFLQLMIDSQKNSD--L--------------------------------SKEESNKGLSD
Psi_CYP4F2 VELSERIIERRHKILHHWDWFYWKTEQ------GRRFRKALGIVHSFTREVVQKRRALINQQTKSDADLTRAQQRKKDFVDILLL-----------------------------------------SKDADGRGLTD
Psi_CYP4B1 YELSYLINLRFRTFPYHSDLIFYLSPH------GFRFRKARKVAHSHTEEVIRKRKEALKGVNRPDG---IRAKRNLDFLDILLS-----------------------------------------ARDENQQGLSD

Psi_CYP4V RDIQEEVDTFMFRGHDTTAASMNWAVHLLGSHPEAHSKVQQELQEVFGSSD-RPVTMEDLKKLKYLECVIKEALRLFPSVPFFARNIGEDCHI-NGFKVPKGANAIIVTYAVHRDPRYFPE-PDAFRPERFLPEN-S
Psi_CYP46A2 DEMIGECKLFYFAGQETTSVLLNWTLVVLSMYPNWQHLARQEVLQVCGRKQ---PVFSDMNQLKIVTMILYEVLRLYPPVLFLARMAHHAMNI-GGYSFPSGMEFRLPILTMHHDPSLWGDDVKEFKPERFSQGISK
Psi_CYP46A1 ELMLDNFVTFFIAGHETTANQLAFCIMELTRRPDILEKMKKEVDDVVGMKQ--DISYDDLGKLIYLSQVLKETLRMYPTAPGTSRDVLEDIVI-DGIHIPGGVTCFFSSYVCGRMDKFFKD-PLTFDPDRFHPDA--
Psi_CYP5A DEIVGQAFVFLLAGYETSSNTLAFTCYLLAINPECQRKVQREVDEFFSRHE--SPDYTNVQELKYLDMVISETLRLYPPGFRFARDIDQDCVL-NGQFLPKGATLEIPAGFLHYDPEHWTE-PERFIPERFTPEA-K
Psi_CYP3C1 HEILSQALIFIFGGYETTSTTLTFLLYNLAINPDAMRTLQEEIDANIPRDA--PLRYEDVVGLQYLDQVLLESQRLIPTAPRLERVCKKTTQV-HGLTIPKGTLVGIPVNLLHTDPRFWSS-PQLFRPERFSKEG-G
Psi_CYP3A69 HEILTQATMFMVAGYETSATTLAFLAYNLARNPEVMKRLQEEIDATFPDKG--AVRYEELVQMEYLDSVVNESLRLYPPAGRLDRVAKKTVEI-RGITIPKDMIVVIPVYALHRDPDLWPE-PEEFRPERFSKQN-K
Psi_CYP3A SEILSQAMIFIFAGYETSSGTLGFLAYNLATHPDIQKTLQEEIDETFPNKA--RPTYDALMQMEYLDMVLNESMRLYPSGNRLDRVSKSSVEI-EGVTIPKGTVVMIPVYTLHREPTLWPE-PDAFKPERFSKEN-K
Psi_CYP3C2 HEILSQAMIFLFAGYETSSSSLTFLAYNLATNPDIMKRLQEEVDSTFPNKG--PVEYQALMQMEYLDSVINESLRLYPIAPRLERVAKATVEI-NGIVIPKGMVVMVPTWPLHRDPSLWPE-PEAFKPERFSKEN-K
Psi_CYP4F2 EEVQAEANTFMFAGHDTTASAICWTLYNLARHEHYQEKCRQEVMDLMQGRDRHKIEWEDLSNLPFTTMCIRESLRLHAPVQAVTRKYTRDMALPGHRTVPAGAICLVSIYGTHHNPAVWTD-PHEFNPERFDPAR-S
Psi_CYP4B1 EDLRAEVDTFMFEGHDTTASGLSFILYSLACQPEHQRLCREEILRTLDGRD--TLSWEDLGKIPYTTMCIKESLRLYPPVPGTSRVTTKPMTFFDGRTLEAGCLVGTSVFGIHRNASVWEN-PNVFDPLRFLPEN-V

Psi_CYP4V AGRPPYAYIPFSAGLRNCIGQRFALMEEKVVLAAILRNFNIEACQK------REELRPVGELILRPENGIWIKLEKRKRQT---------
Psi_CYP46A2 ATKNKMIFFPFGAGSRTCIGQSFAMTEAKLGLAMILQRFKFELSPSYLH-------APFFFLTLHPQHG---------------------
Psi_CYP46A1 -PKPYFCYYPFALGPRACLGKNFAQMEAKVFMAKLIQRFEFNLLPGQTF-------DLEDCGTLRPKSGVVCSVRHR-------------
Psi_CYP5A ASRHPFVYLPFGAGPRNCVGMRLAQLEIKMALVRLFHRFSIVACSETKV-----PLELKSSSTLGPKNGIFVKIQRRDLSEGRVNSPPDD
Psi_CYP3C1 EEVNPYAYMPFGLGPRNCVGMRYALLTMKAVLVRLLQSYNVETCKDTMI-----PLEINWK--AQPVKPIKLQFVPRE------------
Psi_CYP3A69 PSINPYTYLPFGMGPRNCLGMRFALVLVKLALVEVLQHYSFSVCAETEI-----PLTMEPAGLVGPLKPIKLKVTTR-------------
Psi_CYP3A DSIDPYSYLPFGAGPRNCIGMRFALLMMKLSMVEILQSFSFVTCKETQI-----PLELSTDGFTNPKGPINLKLEPRGA----VADPP--
Psi_CYP3C2 DTIDPYTYMPFGAGPRNCIGMRFALVMMKLAMVEILQRFSFSVCKETEI-----PLEMDIQGLLMPKRPIKLKLVSR-------------
Psi_CYP4F2 ADRPSHAFIPFSSGPRNCIGQKFALAQLRVVVALTLLRFRLTPGENPDPGTRSGGVRRLPQLVLRAEGGLWLRVEEL-------------
Psi_CYP4B1 SKRSPHAFVPFSAGPRNCIGQTFAMNELKVATALTLKRYQLIEDPTQRP-------KLLAQLVLRSINGIHIRIKPVD------------
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