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MEIKEMPOPKTF GEL KNLPLL NTOKPEROBL MK | ADEL GE IF KFE APGRVTRYLSSQRL | KE ACDE SRFDKNL SQAL KF VRDF AGDGLF TSWTHE KNWKKAHN ILL PSFSQQRAMKGYHAMMVD 1 AVOL BOKWE FLNBDEH IEVPEOMTRLTLOTI GL GG
MIEIKEMPQPKTF GEL KNLPLL NTOKPIIQEL MK | ADEL GE IF KFE APGRVTRYL SSQRL | KE ACDE SRFDKNL SQAL KF VRDF AGDGLF TSWTHE KNWIKAHN ILL PSFSQURAMCGYHAMMYVD 1 AVQL OKWE FLNTDEH IEVREOMTRLTLOTI GL CGF
Ml KE MPOPKTF GEL KNLPLL NTOKPIIGEL MK | ADEL GE | F KFE APGRVTRYL SSQRL | KE ACDE SRFDKNL SQAL KFVRDF AGDGLF TSWTHE KNWKKAHN ILL PSFSQQAMKGYHAMMVD | AVOL IOKWE FLNTOEH IE VFEDOMTRL TLOTI GL CGF
MIIKE MPQPKTF GEL KNLPLL NTOKPIICGHE. MK | ADEL GE | F KFE APGRVTRYLSSQRL | KE ACDE SRFDKNL SQAL KFVRDF AGDGLF TSWTHE KNWKKAHN ILL PSFSQQAMKGYHAMMVD | AVQL BKWE AL NBOEH IE VFEDMTRL TLOTI GL CGF
MIIKE MPQPKTF GEL KNLPLL NTOKPHICGHEL MK | ADEL GE | F KFE APGRVTRYLSSQRL | KE ACDE SRFDKNL SQAL KFVADF AGDGLF TSWTHE KNWKKAHN ILL PSFSQQAMKGYHAMMVD | AVQL BKWE AL NBODEH IE VFEDMTRL TLOTI GLCGF
MEIKE MPQPKTF GEL KNLPLL NTOKPIGEL MK | ADEL GF |F KFE APGRVTRYL SSQRL | KE ACDE SRFDKNL SQAL KFVRDF AGDGLFTSWTHE KNWKKAHN [LL PSFSQQAMKGYHAMMVD | AVQL IQKWE FLNTDEH IE VPEDMTRL TLOTI GL CGF
MIIKE MPQPKTF GEL KNLPLL NTOKPIEGEL MK | ADEL GE | F KFE APGRVTRYLSSQRL | KE ACDE SRFDKNL SQAL KFVROF AGDGLF TSWTHE KNWKKAHN ILL PSFSQQAMKGYHAMMVD | AVQL IQKWE FLNTIDEH IE VPEDMTRL TLOTI GL CGF
M| KE MPQPKTF GEL KNLPLL NTOKPIEGEL MK | ADEL GE | F KFE APGRVTRYLSSQRL | KE ACDE SRFDKNL SQAL KFVRDF AGDGLF TSWTHE KNWKKAHN |LL PSFSQQAMKGYHAMMVD | AVQL IQKWE FLNTIDEH |E VPEDMTRL TLOTI GLCGF
MEIKEMPQPKTF GEL KNLPLL NTOKPIRQEL MK | ADEL GE IF KFE APGRVTRYL SSQRL | KE ACDE SRFDKNL SQAL KF VRDF AGDGLF TSWTHE KNWKKAHN ILL PSFSQRAMCGYHAMMYVD | AVQL OKWE FL NTDEH IE VPEOMTRLTLOTI GL GGF

MBIKEMPQPKTF GEL KNLPL L NTOKPIRQEL MK | ADEL GE | F KFE APGRVTRYL SSQRL | KE ACOE SRFDKNL SQAL KF VADF AGDGLFTSWTHE KNWKKAHN ILEP% QOQ.M%GYHMMVD IAVOL BKWE AL NTIDEH IE VPE OMTAL TLOT I GL Gs
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NYFF NSF YRDGPHPF | TSMVRALDE AMNKL GRANPDDPAYDENKRQF QEID | KVMNDL VDK | | BDRKASGE QSDOLL THML NGKDPE TCEPLDDEN | RYQ 1 | TFL | AGHE TTSCLL SF AL YFL VKNPHWL QKAAEE ABRVL VOPVPSYKQVKQLKY VGMY
NYRF NSF YRDQPHPF | TSMVRAL DE AMNKL QRANPDDPAYDENKRQF QD | KVMNDL VDK | | BDRKASGE QSODLL THWL NGKDPE TCGEPLDCEN [ RYQ | | TFL | AGHE TTSALL SF AL YFL VKNPHWL QKAAEE AIRVL VOPVPSYKQVKQLKY VGMY
NYRF NSF YRDQPHPF | TSMVRAL DE AMNKL QRANPODPAYOENKRQF QD | KVMNOL VOK | | BDRKASGE QSODLL THML NGKDPE TGEPLDCEN I RYQ| | TFL | AGHE TTSALL SF AL YFL VKNPHWL QKAAEE ATIRVL VOPVPSYKAVKALKY VGMY
NYRF NSF YRDQPHPF | TSMVRAL DE AMNKL QRANPODPAYDENKRQF QD | KVMNOL VOK | | BDRKASGE QSODLL THML NGKDPE TGEPLDCEN I AYQ| | TFL | AGHE TTSALL SF AL YFL VKNPHWL QKAAEE ABRVL VOPVPSYKQVKALKY VGMY
NYRF NSF YRDQPHPF | TSMVRAL DE AMNKL QRANPODPAYDENKRQF QD | KVMNDL VOK | | BDRKASGE QSODLL THML NGKDPE TGEPLDCEN IRYQ1 | TFL | AGHE TTSGLL SF AL YFL VKNPHWL QKAAEE ABRVL VOPVPSYKQVKQLKYVGMY
NYRF NSF YRDQPHPF | TSMVRAL DE AMNKL QRANPOOPAYDENKRQF QBID | KVMNDL VOK | | BORKASGE QSODLL THML NGKDPE TGEPLDCEN I RYQ| | TFL | AGHE TTSALL SF AL YFL VKNPHWL QKAAEE ABRVL VOPVPSYKQVKQLKY VGMY
NYFF NSF YRDQPHPF | TSMVAAL DE AMNKL QRANPODPAYDENKRGQF OED | KVMNDL VDK | | BORKASGE QSDDLL THML NGKDPE TCEPLDCEN IRYQ | | TFL | AGHE TTSA.L SF AL YFL VKNPHW. QKAASE ABRVL VOPVPSYKQVKALKY VGMY
NYFF NSF YROQPHPE | TSMVRAL DE AMNKL QRANPDOPAY DENKRQF QEID | KVMNOL VDK | | BDRKASGE QSODLL THML NGKDPE TGE PLDDEN IRYQ | | TFL | AGHE TTSAL SF AL YFL VKNPHWL. QKAAEE ABRVL VOPVPSYKQVKALKY VGMY
NYFF NSF YRDGPHPF | TSMVRAL DE AMNKL GRANPDDPAYDENKRGF QEID | KVMNDL VDK | | BDRKASGE GSDOLL THML NGKDPE TGEFLDDEN | RYQ | | TFL | AGHE TTSAL SF AL YFL VKNPHWL QKAAEE ABRVL VOPVPSYKQVKALKY VGMY

NYFF NSF YRDGPHPF | TSMVRAL DE AMNKL GRANPDDPAYDENKRGF QEID | KVMNOL VDK | | BDRKASGE QSDOLL THML NGKDFE TGEFLDDEN | RYQ | | TFL | AGHE TTSA.L SF AL YFL VKNPHW QKMEEAIWE VOPVPSYKQVKALKYVGMY
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L NEAL AL WPTAPAF SLYAKE DTW. GGE YPLE KGDEL MWL | PQL HROKT | WGEDVEEF RPE AF ENPSA | PQHAF KPF GNGQRAC GQOF AL HE ATL VL GMML KHE OF E DHTNYEL D | KE TL TL KPE GF WKAKSKEI PLGG | PSPSIE QSAKKHRKEBEN
L NEAL AL WPTAPAF SLYAKE DTV GGE YPLE KGDEL MVL | PQL HROKT | WGEIDVEEF RPE AFENPSA | PQHAF KPF GNGORAC GQOF AL HE ATL VL GMML KHE OF E DHTNYEL D | KE TL TL KPE GF WKAKSKEI PLGG | PSPSIE QSAKK R KEEEN
L NEAL BLWPTAPAF S YAKE DTV GGE YPLEKGDEL MVL | PQL HRDKT | WGEIDVEEF RPE RFENPSA | PQHAF KPF GNGQRAC| GQOF AL HE ATL VL GMML KHF OFE DHTNYEL D | KETL TL KPE GF WKAKSKEI PLGG | PSPSIE QSAKKRKEEEN
L NEAL RLWPTAPAF SLYAKE DTV GGE YPLE KGDEL MVL | PQLHROKT | WGEDVEEF RPE RFENPSA | PQHAF KPF GNGQRAC| GQOF AL HE ATL VL GUML KHE OF E DHTNYEL D | KETL TL KPE GF WKAKSKEI PLGG | PSPSIE QSAKKNRIKEEEN
L NEAL AL WPTAPAF SLYAKE DTW. GGE YPLE KGDEL MWL | PQL HROKT | WGEDVEEF RPE RFENPSA | PQHAF KPF GNGQRAC| GRQF AL HE ATL VL GMML KHF DF E CHTNYEL /| KETL TL KPE GF WKAKSKE | PLGG | PSPSRE QSAKKERKTEEN
L NEAL AL WPTAPAF SLYAKE DTW. GGE YPLE KGDEL MWL | PQL HROKT | WGEDVEEF RPE RFENPSA | PQHAF KPF GNGQRAC| GRQF AL HE ATL VL GMML KHF DF E CHTNYEL D | KETL TL KPE GF VWWIKAKSKE | PLGG | PSPSRE QSAKKERKTEEN
L NEAL AL WPTAPAF SLYAKE DTV GGE YPLE KGDEL MWL | PQL HROKT | WGEIDVEEF RPE RFENPSA | PQHAF KPF GNGQRAC| GQQF AL HE ATL VL GMML KHF DF E CHTNYEL O KETL TL KPE GF WKAKSKE | PLGG | PSPSRE QSAKKERKTHEN
L NEAL AL WPTAPAF SLYAKE DTV GGE YPLE KGDEL MWL | PQL HROKT | WGEIDVEEF RPE RFENPSA | PQHAF KPF GNGQRAC| GRQF AL HE ATL VL GMML KHF DF E DHTNYEL 01 KE TL TL KPE GF WWKAKSKE| PLGG | PSPSRE QSAKKER K THEN
L NEAL AL WP TAPAF SL YAKE DT GGE YPLE KGDEL MWL | PQL HROKT | WGEIDVEEF RPE RFENPSA | PUHAF KPF GNGQRAC| GQQF AL HE ATL VL GMML KHF DF E CHTNYEL 01 KE TL TL KPE GF WWKAKSKEI| PLGG | PSPSRE QSAKKERKTHEN
L NEAL AL WPTAPAF SLYAKE DTV GGE YPLE KGDEL MVL | PQLHROKT | WGEDVEEF RPE AF ENPSA | PQHAFKPF GNGORAC GQOF AL HE ATL VL GMM_ KH OF E DHTNYEL D | KETL TL KPE GF WKAKSKEI| PLGG | PSPSRE QSAKKERK THEN
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AHNTPLL M. YGSNMGTAEGTARDL AD | AMSKGF APEIVATL DSHAGNL PEE GAVL | VTASYNGHPPDNAKEF VOWL DQASADEVKGVRYSVF GCGDKNWATTY QKVPAF | DE TEMAKGAE N | ABR GE ADASDDFE GTYEE WRE HMWSDRAAYF N BIENS
AHNTPLL VML YGSNMGTAEGTARCL AD | AMSKGF APEVATL DSHAGNL PEE GAVL | VTASYNGHPPONAKEF VOWL DQASADBVKGVRYSVF GCGDKNWATTY QKVPAF | DE TEAKGAE N | ABR GE ADASDDFE GTYEE WRE HMWSDEAAYF N_ IENS
AHNTPLL WL YGSNMGTAEGTARCL AD | AMSKGF APEVATL DSHAGNL PRE GAVL | VTASYNGHPPONAKEF VOWL DOASADBVKGYRYSVF GCGDKNWATTY QK VPAF | OE TEBAKGAE N | ABRGE ADASDOFE GT YEE WRE HMWSDIAAYF N [ ENS
AHNTPLL VL YGSNMGTAEGTARCL AD | AMSKGF APBVATL DSHAGNL PRE GAVL | VTASYNGHPPONAKEF VOWL DQASADBVIKGYRYSVF GCGOKNWATTY G VPAF | OE TEBAKGAE N | ABRGE ADASDOFE GT YEE WRE HMWSDBAAYF N B ENS
AHNTPLL VL YGSNMGTAEGTARCL AD | AMSKGF APBVATL DSHAGNL PRE GAVL | VTASYNGHPPONAKEF VOWL DOASADEVKGYRYSVF GCGOKNWATTY QK VPAF | O TESAKGAE N | ABRGE ADASDOFE GT YEE WRE HMWSDEAAYF NL Ml ENS
AHNTPLL WL YGSNMGTAEGTARCL AD | AMSKGF APBVATL DSHAGNL PRE GAVL | VTASYNGHPPONAKEF VOWL DOASADEVKGYRYSVF GCGDKNWATTY QVPAF | OE TEBAKGAE N | ABRGE ADASDOFE GT YEE WRE HMWSDBAAYF NL [ ENS
AHNTPLL M. YGSNMGTAEGTARCL AD | AMSKGF APEVATL DSHAGNL PRE GAVL | VTASYNGHPPONAKEF VOWL DOASADEIVKGVRYSVF GCGDKNWATTY QKVPAF | D€ TEAKGAE N | ABRGE ADASDDFE GTYEE WRE HMWSDEAAYF N [IENS
AHNTPLL ML YGSNMGTAEGTARCL AD | AMSKGF APRIVATL DSHAGNL PEE GAVL | VT ASYNGHPPONAKEF VOWL DQASADEVKGVRYSVF GCGDKNWATTYQKVPAF | 0E TEAKGAE N | ABRGE ADASDDFE GTYEE WRE HMWSDEAAYF N [IENS
AHNTPLL ML YGSNMGTAEGTARCL AD | AMSKGF APEIVATL DSHAGNL PBE GAVL | VT ASYNGHPPONAKEF VOWL DQASADEVKGVRYSVF GCGDKNWATTYQKVPAF | 0E TEMAKGAE N | ABRGE ADASDDFE GTYEE WRE HMWSDEAAYF N I ENS

%TF‘LL WL YGSNMGTAEGTARCL AD | AMSKGF APEVATL DSHAGNL PHE GAVL | VTASYNGHPPDNAKEF VOWL DQASAD%GVHYSVF GCGOKNWATTYQKVPAF | DE TEEAKGAE N | ABRGE ADASDOFE GTYEE WRE HMWSOEAAYF N BIENS
850 860 870 680 690 700 10 720 740 750 760 770 780 7%
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£ BNESTL 9. oF voSABOMPL AKNHEAF SEINVVASKE L GEBGSERSTRHLE | B PKE ASYQF GDHL GV IPANYEG | VNRVIBEAF GL DASQQ | ALE ACEEKL AHLPL BCTVSVEELL QYVEL QDPVTATEL RAMAAK TVCPPHKVELE BLLE KQAYKE QWL
EENESTL A GF VOSABDNPL AKMHEAF SENVVASKEL GEEIGSERSTRHLE | BL PKE ASY QE GDHL GV IPRNYEG | VNRVIEERF GL DASQQ | ALE AEEEKL AHLPL BKTVSVEELL QYVEL GQDPVTR T RAMAAKTVCPPHKVELE BLLE KQAYKE QWL
EBNESTL 2 OF VOSABDNPL AKNHEAF SENVVASKEL QEBGSERSTRHLE | AL PKE ASYQE GDHL GV IPRNYEG | VNRVIERF GL DASQQ | RLE AEEEKL AHLPL BKTVSVEELL QYVEL GDPVTRTL RAMAAKTVCPPHKVELE BLLE KQAYKE QWL
£ DNESTL 9. OF VOSABDONPL AKNHEAF SENVVASKEL QBBIGSERSTRHLE | AL PKE ASYQE GDHL GV IPRNYEG | VNRVIERF GL DASQQ | ALE AEEEKL AHLPL BKTVSVEELL QYVEL GDPVTRTCL RAMAAK TVCPPHKVELE BLLE KQAYKE QW
EBNASTL 9 aF vOSABOMPL AKNHEAF SENVVASKEL QEEIGSARSTRHLE | EL PKE ASY QE GDHL GV IPRNYEG | VNRVIETRF GL DASQQ | ALE AEEEKL AHLPL BKTVSVEELL QYVEL GDPVTRTCL RAMAAK TVCPPHKVELE BLLE KQAYKE QWL
EENASTL 9 aF vOSABDMPL AKNHEAF SENVVASKEL QRBIGSARSTRHLE | EL PKE ASYQE GDHL GV I PRNYEG | VNRVIETRF GL DASQQ | ALE AEEEKL AHLPL BKTVSVEELL QYVEL QDPVTRTCL RAMAAKTVCPPHKVELE BLLE KQAYKE QWL
EENESTL &L OF VOSABOMPL AKMHEIAF SENVVASKEL QRBIGSERSTRHLE | ELPKE ASY QE GDHL GV IPRNYEG | VNAVETRF GL DASQQ | ALE ASEEKL AHLPL BKTVSVEELL QYVEL QDPVTRTL AAMAAK TVCPPHKVELE MLLE KQAYKE QWL
EBNASTL &L OF VOSABOMPL AKMHEIAF SENVVASKEL QRBIGSERSTRHLE | ELPKE ASY QE GOHL GV IPRNYEG | VNRVEITRF GL DASQQ | ALE AEEEKL AHLPL B TVSVEELL QYVEL QDPVTRTCL RAMAAK TVCPPHKVELE BLLE KQAYKE QWL
EENASTL &L OF VOSABOMPL AKMHEIAF SENVVASKEL QRBIGSERSTRHLE | ELPKE ASY QE GOHL GV IPRNYEG | VNRVEITRF GL DASQQ | ALE AEEEKL AHLPL B TVSVEELL QYVEL QDPVTRTCL RAMAAK TVCPPHKVELE BLLE KQAYKE QWL
EENASTL 9. 0F VOSABOMPL AKNHEIAF SENVVASKE L ORBGSARSTRHLE | Bl PKE ASYOF GOHL GV IPRNYE G | VNRYETRF GL DASQQ | RLE AFEEKL AHLPL BCTVSVEELL QYVEL QDPVTATO RAMAAKTVCPPHKVELE BLLE KQAY KE QWL
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<AL TMLELLE KYPACE MBF SEF | ALL PSIRPRYYS | SSEPRVOE KQAS | TVSYVSGEANSGYGE YKGI ASNYL ABL CEGDT I TCF ISTPQSEF TL PKBIPE TFL | MVGPGT GYAPF RIBF VQARK QL KEQGQSLGE AHL YF GCRSPHE DYL Y QBELE NAQ
<AL TMLELLE KYPACE MBF SEF | ALL PSIRPRYYS | SSEPRVOE KQAS | TVSVVSGEANSGYGE YKGI ASNYLABL CEGDT I TCF MSTPQSE TL PKIEE TRL | MVGPGT GYAPF REF VOARK QL KEQGQSL GE AHL YF GCRSPHE DYL Y QBELE NAQ
BBCAL TMLELLE KYPACE MBF SEF T ALL PSIIEPRY Y S | SSEPEVOE KOAS | TVSVVSGEAWSGYGE YKGI ASNYL ABL GF GOT I ToF MSTPOSE TL PKDEE TAL | MVGPGTGVAPF AFF VOARKOL KEQGQSL GE AHL YF GCRSPHE DYL YQBEL E NAQ
<AL TMLELLEKYPACE MBF SEF | ALL PSIEPRYYS | SSEPEVDE KQAS | TVSVVSGEAWSGYGE YKGI ASNYL ARL GEGOT I TCF BSTPQSE TL PKEEE TRL IMVGPGTGVAPF RIEF VOARK QL KEQGASL GE AHL YF GCRSPHE DYL YQEELENAQ
MKAL TMLELLEKYPACE MBF SEF | ALL PSMBPRYYS | SSEPEVOE KQAS | TVSVVSGEAWSGYGE YKGI ASNYL ABL CEGDT I TCF STPQSE TL PKIIBE TAL | MVGPGT GVAPF ABF VRARK QL KEQGQSL GE AHL YF GCRSPHE DYL Y QBELENAQ
<AL TMLELLEKYPACE MBF SEF | ALL PSMEPRYYS | SSEPEVOE KQAS | TVSVVSGEANSGYGE YKGI ASNYL ABL CEGDT I TCF STPQSEF TL PKEPE TAL | MVGPGT GVAPF AIF VOARK QL KEQGQSL GE AHL YF GCRSPHE DYL Y QRELE NAQ
B<AL TMLELLE KYPACE MBF SEF | ALL PSMBPRYYS | SSEPEVDE KQAS | TVSVVSGEAWSGYGE YKGI ASNYL AL CE GDT I TCF MSTPOSE TL PKBPE TRL | MVGPGT GYVAPF AIF VQARKOL KEQGQSLGE AHL YF GCRSPHE DYL YQEELE NAQ
<AL TMLELLE KYPACE MBF SEF | ALL PSMEPRYYS | SSEPRVOE KQAS | TVSVVSGEAWSGYGE YKGI ASNYL ABL CE GDT I TCF MSTPQSHEF TL PKEPE TRL | MVGPGT GVAPF RIEF VQARK QL KEQGQSL GE AHL YF GCRSPHE DYL Y QRELE NAQ
<AL TMLELLE KYPACE MBF SEF | ALL PSMEPRYYS | SSEPRVOE KQAS | TVSVVSGEAWSGYGE YKGI ASNYL ABL CE GDT I TCF MSTPQSE TL PKEPE TRL | MVGPGT GYAPF RIBF VQARK QL KEQGQSL GE AHL YF GCRSPHE DYL Y QRELE NAQ
<AL TMLELLEEYP&GEPI-‘SEF | ALL PSMEPRYYS | SSEPEVDE KQAS | TVSWSIG>EAWSGYGE YKGIASNYL ABL CGE GOT | TCF MSTPQSEF TL PKBIPE TAL | MVGPGT GVAPF RIFF VOARKGL KEQGASL GE AHLYF GGRSP%‘:’L YQEELENAQ
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CYP102A1.1 BE G I TLHTAF SRIPNEPKTYVOHVEE BDGKKL IELL DAGAHF Y | CGDGSQAMAREVE ATL MKSY ABVHEY SE ADARL WL Q0L EE KERYAKDVWAG
CYP102A1.4 BE G I TLHTAF SREPNEPKTY VOHVEE BOGKKL IELL DAGAHF Y | CGDGSQMAPEIVE ATL MKSY ABIVEEIVSE ADARL WL QOL EE KBRYAKDVWAG
CYP102A1.2 BE G 1 TLHTAF SREPNEPKTYVOHVEE BDGKKL IELL DQGAHF Y | CGDGSAMAPEIVE ATL MK SY ABIVEEIV SE ADARL WL QOL EE KBRYAKDVWAG
CYP102A1.3 B G1 1 TLHTAF SREPNEPKTYVOHVEE BDGKKL IELL DOGAHF Y | CGDGSQMAPEIVE ATL MKSY ABVEEIVSE ADARL WL Q0L EE KBRYAKDVWAG
CYP102A1.5 BE G1 1 TUHT AF SREPNEPK TY VAHVEE BOGKKL | ELL DAGAHF Y | CGDGSAMAPEIVE ATL MK SY AEIVHEIV SE ADARL W QGL EE KERYAKDVWAG
CYP102A1.8 NF G1 1 TL HTAF SEEPNEPKTYVOHVEE BDGKKL IELL DAGAHF Y | CGDGSQMAPEIVE ATL MK SY AEIVHEVSE ADARL WL Q0L FF KERYAKDVWAG
CYP102A1.9 BE G | TLHTAF SREPNEPKTYVOHVEE BDGKKL IELL DOGAHF Y | CGDGSQMAPEIVE ATL MK SY AEIVHEY SE ADARL WL QOL EE KERYAKDVWAG
CYP102A1.7 BE G 1 TLHTAF SREPNEPKTY VOHVEE BDGKKL IELL DAGAHF Y | CGDGSQMAPEIVE ATL MKSY AEIVREY SE ADARL WL Q0L EE KERYAKDVWAG
CYP102A1.6 BE G I TLHTAF SREPNEPKTYVOHVEE BOGKKL IELL DAGAHF Y | CGDGSQAMAREIVE ATL MKSY AEIVHEY SE ADARL WL QOL EE KBRYAKDVWAG
QMB1551 BE G I TLHTAF SREPNEPKTYVOHVEE BOGKKL IELLDQGAHF Y | CGDGSAMAPEIVE ATL MKSY AEIVHEY SE ADARL WL QOL EE KBRYAKDVWNAG
» E» iy Gy . ——

Additional file 1. Amino acid sequence alignment of CYP102Al1 and its variants. CYP102A1 variants are arranged in order
corresponding to the molecular phylogeny (Fig. 1a) as indicated by the simplified schematic to the left of the amino acid alignment.
Secondary structures are shown below the CYP102A1 variant sequences: a-helices, red; B-sheets, blue. Binding sites of cofactors are
shown: heme (yellow), FMN (dark blue), and FAD (gray).



