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Figure S3. Multiple amino acid sequence alignment for SfFS, RoFS1, RoFS2, SmilCYP76AH1 and RoCYP76AH4. 

image1.emf
SfFS            1  MD P FPL V AA AL FI . AATWFI T F K RRRNLPPGPFPYPIVGNMLQLG S QPHETFAKLSKKYGPLMSIHLGSLYTVI I SSPEMAKEIMHKYGQ   RoFS1           1  MDSFPLLAALFFI L AATWFISFRR P RNLPPGPFPYPIVGNMLQLG T QPHETFAKLSKKYGPLMSIHLGSLYTVIVSSPEMAKEIMHKYGQ   RoFS2           1  MDSFPLLA T LFFI L AATWFISFRRRRNLPPGPFPYPIVGNMLQLG S QPHETFAKLSKKYGPLMSIHLGSLYTVIVSSPEMAKEIMHKYGQ   SmilCYP76AH1    1  MDSFPLLAALFFI A A TIT F L SFRRRRNLPPGPFPYPIVGNMLQLG A N PH QV FAKLSK R YGPLM SIHLGSLYTVIVSSPEMAKEI L H R H GQ   RoCYP76AH4      1 .................MAKKTSS K GK LPPGPFP L PIVGNMLQLG T QPHETFAKLSKKYGPLMSIHLGSLYTVIVSSPEMAKEIMHKYGQ       SfFS           90  VFSGRT I AQAVHAC D HDKISMGFLPVG A EWRDMRKICKEQMFSHQSMEDSQ N LRKQKLQQLLEYAQKCSE E GR G IDIREAAFITTLNLMS   RoFS1          91  VFSGRTVAQAVHACGHDKISMGFLPVGGEWRDMRKICKEQMFSHQSMEDSQ W LRKQKLQQLLEYAQKCSERGRAIDIREAAFITTLNLMS   RoFS2          91  VFSGRTVAQAVHACGHDKISMGFLPVGGEWRDMRKICKEQMFSHQSMEDSQ G LRKQKLQQLL D YAQKCSERGRAIDIREAAFITTLNLMS   SmilCYP76AH1   91  VFSGRT I AQAVHAC D HDKIS MGFLPV A S EWRDMRKICKEQMFS N QSME A SQ G LR R QKLQQLL D HV QKCS D S GRA V DIREAAFITTLNLMS   RoCYP76AH4     74  VFSGRTVAQAVHACGHDKISMGFLPVGGEWRDMRKICKEQMFSHQSMEDSQ W LRKQKLQQLLEYAQKCSERGRAIDIREAAFITTLNLMS       SfFS          180  ATLFSMQATEFDSKVTMEFKEIIEGVA S IVGVPNFADYFPILRPFDPQGVKRRADV YFGRLL GL IEG Y LNER I E F R K A NPNAPKKDDFLE   RoFS1         181  ATLFSMQATEFDSKVTMEFKEIIEGVA S IVGVPNFADYFPILRPFDPQGVKRRADVYFGRLLA I IEGFLNER V ESRRTNPNAPKKDDFLE   RoFS2         181  ATLFSMQATEFDSKVTMEFKEIIEGVA S IVGVPNFADYFPILRPFDPQGVKRRADVYFGRLLA M IEGFLNER V ESRRTNPNAPKKDDFLE   Smi lCYP76AH1  181  ATLFS S QATEFDSK A TMEFKEIIEGVA T IVGVPNFADYFPILRPFDPQGVKRRADV F FG K LLA K IEG Y LNER L ES K R A NPNAPKKDDFLE   RoCYP76AH4    164  ATLFSMQATEFDSKVTMEFKEIIEGVA T IVGVPNFADYFPILRPFDPQGVKRRADVYFGRLLA I IEGFLNER I ESRRTNPNAPKKDDFLE       SfFS          270  TLVD A L D A K D Y KLKT E HLTHLMLDLFVGGSETSTT E IEWIM W EL L AS PEKMAK V KAELKSV M G G EKVVDES M MP R LPYLQAVVKE S MR L H   RoFS1         271  TLVD T LQ T ND N KLKTDHLTHLMLDLFVGGSETSTT E IEWIM W EL L A NPEKMAK M KAELKSV M G E EKVVDES Q MP R LPYLQAVVKE S MR L H   RoFS2         271  TLVD I L E AND C KLKTDHLTHLMLDLFVGGSETSTT E IEWIM W EL I AH P D KM V K V KAELKSV M G E EKVVDES N MP R LPYLQAVVKE S MR L H   SmilCYP76AH1  271 I V VD I I QAN E F KLKT H H F THLMLDLFVGGS D T N TT S IEW A M S ELV M NP D KMA R LKAELKSV A GDEK I VDES A MP K LPYLQAV I KE V MR I H   RoCYP76AH4    254  TLVD T LQ T ND N KLKTDHLTHLMLDLFVGGSETSTT S IEW T M S ELV M NPEKMAKLKAELKSV A GDEK I VDES E I A K LPYLQAV I KE V MR I H       SfFS          360  PPGPLLLPRKAESDQ V VNGYLIPKG A QVLINAWA M GRDPS L WKNPDSFEPERFLDQKIDFKG T DYEL I PFGSGRRVCPGMPLANRILH T V   RoFS1         361  PPGPLLLPRKAESDQ V VNGYLIPKG A QVLINAWAIGRD H SIWKNPDSFEPERFLDQKIDFKG T DYEL I PFGSGRRVCPGMPLANRILH T V   RoFS2         361  PPGPLLLPRKAESDQ V VNG YLIPKGTQVLINAWA M GRDPSIWKNPDSFEPERFLDQKIDFKGQDYEL I PFGSGRRVCPGMPLANRILH T V   SmilCYP76AH1  361  PPGPLLLPRKAESDQ E VNGYLIPKGTQ I LINA Y AIGRDPSIW TD P ET F D PERFLD N KIDFKGQDYEL L PFGSGRRVCPGMPLA T RILH MA   RoCYP76AH4    344  PPGPLLLPRKAESDQ E VNGYLIPKGTQVLINAWAIGRDPS V WKNPDSFEPERFL E QKIDFKGQD F EL L PFGSGRRVCPG L PLA S RILH MT       SfFS          450  TATLVHNFDWKLE R P E AS D A . H K G V LFGFAVRRAVPL K IVPI KA.   RoFS1         451  TATLVHNFDWKLE R P E AS D A . H R G V LFGFAVRRAVPL K IVP FKV.   RoFS2         451  TATLVHNF H W E LE R P D ASH A E H Q G V LFGFAVRRAVPL K IVP FKA.   SmilCYP76AH1  451  TATLVHNFDWKLE DDSTAA ADHAG E LFG V AVRRAVPL R I I PI V KS   RoCYP76AH4    434 A ATLVHNFDWKLE DEATA E ADHAG E LFG L AVRRAVPL R I I PI V KS        






