
Figure S1. Sequence alignment of alcohol-forming FARs from Arabidopsis. The coding 
sequences for the eight Arabidopsis FARs were obtained from annotated gene databases and 
then, when necessary, manually reannotated to obtain the likely coding sequences. Identical 
residues are highlighted on black background; similar amino acids are shown on a gray 
background. 
 
At3g44540    1 ------------------------------------------------------------ 
At5g22500    1 ------------------------------------------------------------ 
At3g44550    1 ------------------------------------------------------------ 
At3g44560    1 ------------------------------------------------------------ 
At5g22420    1 ------------------------------------------------------------ 
At4g33790    1 ------------------------------------------------------------ 
At3g11980    1 MEALFLSSSSSSIVASNKLTRLHNHCVWSTVIRDKKRFGPTWCRVGGGGDGGRNSNAERP 
At3g56700    1 -------MATTNVLATSHAFKLNGVSYFSSFPRKPNHYMP----------RRRLSHTTRR 
 
 
At3g44540    1 -----------------------------------------------MDSN--------- 
At5g22500    1 -----------------------------------------------MESN--------- 
At3g44550    1 -----------------------------------------------MELN--------- 
At3g44560    1 -----------------------------------------------MEFS--------- 
At5g22420    1 -----------------------------------------------MEPN--------- 
At4g33790    1 -------------------------------------------MSTEMEVVS-------- 
At3g11980   61 IRVSSLLKDRGQVLIREQSSPAMDAETLVLSPNGNGRTIEINGVKTLMPFSGASMVGMKE 
At3g56700   44 VQTSCFYG-----------ETSFEAVTSLVTP------------KTETSRN-------SD 
 
 
At3g44540    5 ---CIQFLHDKTILVTGVPGFLAKVFVEKILRIQPKVKKLFLLLRAADNESAMQRFHSEV 
At5g22500    5 ---CVQFLGNKTILITGAPGFLAKVLVEKILRLQPNVKKIYLLLRAPDEKSAMQRLRSEV 
At3g44550    5 ---CVQFLRNKTILVTGATGFLAKVFVEKILRVQPNVKKLYLLVRASDNEAATKRLRTEV 
At3g44560    5 ---CVHFLQNKTILVTGATGFLAKVFVEKILRVQPNVNKLYLVVRASDNEAATKRLRTEA 
At5g22420    5 ---CVQFLENRTILVTGASGFLAKVLVERILRLQPNVKRLYLLVRASDKKSAEQRLHREV 
At4g33790   10 ---VLKYLDNKSILVVGAAGFLANIFVEKILRVAPNVKKLYLLLRASKGKSATQRFNDEI 
At3g11980  121 GLGIISFLQGKKFLITGSTGFLAKVLIEKVLRMAPDVSKIYLLIKAKSKEAAIERLKNEV 
At3g56700   74 GIGIVRFLEGKSYLVTGATGFLAKVLIEKLLRESLEIGKIFLLMRSKDQESANKRLYDEI 
 
 
At3g44540   62 LEKDLFRVLKNALGDENLKAFITEKVVPIPGDISVDNLGVKGSDLLQHMWNEIDIIVNVA 
At5g22500   62 MEIDLFKVLRNNLGEDNLNALMREKIVPVPGDISIDNLGLKDTDLIQRMWSEIDIIINIA 
At3g44550   62 FEKELFKVLRQNLGDEKLNTLLYEKVVSVPGDIATDQLGINDSHLRERMQKEIDIVVNVA 
At3g44560   62 FEKDLFKVLRDNLGDEKLNTLLSEKVVPVAGDIAMDHLGMKDSNLRERMQKEIDIVVNVA 
At5g22420   62 FEKELFRVLRRNVGDESLNALISEKVVPVPGDISLTDIGVHDSNLLQDMMQDIDIIISSA 
At4g33790   67 LKKDLFKVLKEKYG-PNLNQLTSEKITIVDGDICLEDLGLQDFDLAHEMIHQVDAIVNLA 
At3g11980  181 LDAELFNTLKETHG-ASYMSFMLTKLIPVTGNICDSNIGLQ-ADSAEEIAKEVDVIINSA 
At3g56700  134 ISSDLFKLLKQMHG-SSYEAFMKRKLIPVIGDIEEDNLGIK-SEIANMISEEIDVIISCG 
 
 
At3g44540  122 ATTNFDERYDVGLSVNTFGPLNVLNFAKKCVKGQLLLHVSTAYVRGEKSGLLHEKTFHMG 
At5g22500  122 ATTNFDERYDIGLGINTFGALNVLNFAKKCVKGQLLLHVSTAYISGEQPGLLLEKPFKMG 
At3g44550  122 ATTNFDERYDVGLGINTFGALNVLNFAKKCVKVQLLLHVSTAYVCGEKPGLIPEKPFIME 
At3g44560  122 ATTNFDERYDIGLGINTFGALNVLNFAKKCVKAQLLLHVSTAYVCGEKPGLLPEKPFVME 
At5g22420  122 ATTRFDERYDVALGINTFGAINVLNFAKKCVKPKLLLHVSTVYVCGERPGHIVEKHFAMG 
At4g33790  126 ATTKFDERYDVALGINTLGALNVLNFAKRCAKVKILVHVSTAYVCGEKSGLIMETPYRMG 
At3g11980  239 ANTTFNERYDVALDINTRGPGNLMGFAKKCKKLKLFLQVSTAYVNGQRQGRIMEKPFSMG 
At3g56700  192 GRTTFDDRYDSALSVNALGPGRLLSFGKGCRKLKLFLHFSTAYVTGKREGTVLETPLCIG 
 
 
At3g44540  182 ETLNGH-------RKLVIETEMELMKQKLKELQKQNCSEEEISQSMKDLGMSRAKLHGWP 
At5g22500  182 ETLSGD-------RELDINIEHDLMKQKLKELQ--DCSDEEISQTMKDFGMARAKLHGWP 
At3g44550  182 EIRNENG------LQLDINLERELMKQRLKELNEQDCSEEDITLSMKELGMERAKLHGWP 
At3g44560  182 EICNENG------LQLDINLERELMKQRLKELNEQGCSEEGTTFYMKELGMERAKLHGWP 
At5g22420  182 ESLNGK-------NKVDINTERRLADQKSKQFKEQGCSEEETEQAMKDFGLKRARLYGWP 
At4g33790  186 ETLNGT-------TGLDINYEKKLVQEKLDQLRVIGAAPETITETMKDLGLRRAKMYGWP 
At3g11980  299 DCIATENFLEGNRKALDVDREMKLAL----EAARKGTQNQDEAQKMKDLGLERARSYGWQ 
At3g56700  252 ENITSD---------LNIKSELKLAS----EAVRK-FRGREEIKKLKELGFERAQHYGWE 
 



At3g44540  235 NTYVFTKSMGEMLLGNYRENLPIVIIRPTMITSTFSEPFPGWIEGLRTIDSVIVAYGKGR 
At5g22500  233 NTYVFTKAMGEMLMGKYRENLPLVIIRPTMITSTIAEPFPGWIEGLKTLDSVIVAYGKGR 
At3g44550  236 NTYVFTKSMGEMLLGKHKENLPLVIIRPTMITSTLSEPFPGWIEGLRTVDSVIIAYGKGV 
At3g44560  236 NTYVFTKSMGEMLLGNHKENLPLVIIRPTMITSTLFEPFPGWIEGLRTVDSVIIAYGKGV 
At5g22420  235 NTYVFTKAMGEMLLGHYRETMPIVIIRPTIITSTFSDPFPGWIEGLKTVDSVIIFYGKGI 
At4g33790  239 NTYVFTKAMGEMMVGTKRENLSLVLLRPSIITSTFKEPFPGWTEGIRTIDSLAVGYGKGK 
At3g11980  355 DTYVFTKAMGEMMINSTRGDVPVVIIRPSVIESTYKDPFPGWMEGNRMMDPIVLCYGKGQ 
At3g56700  298 NSYTFTKAIGEAVIHSKRGNLPVVIIRPSIIESSYNEPFPGWIQGTRMADPIILAYAKGQ 
 
 
At3g44540  295 LKCFLADPNSVLDLIPVDMVANAMVTAAAIHAGKLGS----QTVYHVGSS-CKNPITFEQ 
At5g22500  293 LKCFLADSNSVFDLIPADMVVNAMVAAATAHSGDTGI----QAIYHVGSS-CKNPVTFGQ 
At3g44550  296 LKCFLVDVNSVCDMIPVDMVANAMITAAAKHAGGSGV----HMVYHVGSS-HQNPVTFGE 
At3g44560  296 LKCFLVDVNSVCDMIPADMVANAMIAAAATHAGGSKV----HMVYQVGSS-HQNPIIYGE 
At5g22420  295 LKCFLVDQKTVCDIIPVDMVVNAMIAIAADHCHDSGS----HTVYHVGSS-NQNPVIYKQ 
At4g33790  299 LTCFLCDLDAVSDVMPADMVVNSILVSMAAQAGKQE-----EIIYHVGSS-LRNPMKNSK 
At3g11980  415 LTGFLVDPKGVLDVVPADMVVNATLAAIAKHGMAMSDPEPEINVYQIASS-AINPLVFED 
At3g56700  358 ISDFWADPQSLMDIIPVDMVANAAIAAMAKHGCGV----PEFKVYNLTSSSHVNPMRAGK 
 
 
At3g44540  350 IHDLAASYFTKNPLVRRDGSSILVSKGTILSTMAQFSFYMTLRYKLPLQMLRLIYVIYPW 
At5g22500  348 LHDFTARYFAKRPLIGRNGSPIIVVKGTILSTMAQFSLYMTLRYKLPLQILRLINIVYPW 
At3g44550  351 IHEIAVRYFTKNPLRSRNGSLITVSKVRFIPTMALFSLYMTLRYKLPLQLLKLVDIIYPW 
At3g44560  351 IREILFCYFTKNSLRSRNGSMITVSKMKLIPTLALFSLYMTIRYKLPVQLLKLVDIIYPS 
At5g22420  350 IYEMMSRYFMKSPLVGRNG-MLIVPKVTRISTLARFRVYTNLRYKLPIQILGLLSVIS-L 
At4g33790  353 FPELAYRYFSIKPWTNKEGKVVKVGAIEILSSMRSFHRYMTIRYLIALKGLELVNIILCK 
At3g11980  474 LAELLYNHYKTSPCMDSKGDPIMVRLMKLFNSVDDFSDHLWRDAQERSGLMSGMSS-VDS 
At3g56700  414 LIDLSHQHLCDFPLEET---VIDLEHMKIHSSLEGFTSALSNTIIKQERVIDNEGGGLST 
 
 
At3g44540  410 WNGNKYKDIDRK-IKLAMRLVDLYRPYVLFKGIFDDTNTEKLRLKRKE--INKEMYGLFE 
At5g22500  408 SHGDNYSDLSRK-IKLAMRLVELYQPYLLFKGIFDDLNTERLRMKRKE--NIKELDGSFE 
At3g44550  411 RNGDKYGDKNRK-IELVMRLVELYEPYVLFKGIFDDRNTKSLCANQKEEEIKNTEKLMFD 
At3g44560  411 REGDEYKNKNRK-IDMVMRLVKLYEPYVLFKGIFDDRNTKNLCAKQKEEDNRNSENFMFD 
At5g22420  408 SQRDKFALHNRK-FKMAMRLVKLYKPYVLFKGIFDDKNMETLRIKNEA----KDMEKLFG 
At4g33790  413 LFEKEFQYFNKK-INFIFRLVDLYQPYLFFYGIFDDSNTEKLRKMVSK---TGVENEMFY 
At3g11980  533 KMMQKLKFICKKSVEQAKHLATIYEPYTFYGGRFDNSNTQRLMENMSE-----DEKREFG 
At3g56700  471 KGKRKLNYFVS--------LAKTYEPYTFFQARFDNTNTTSLIQEMSM-----EEKKTFG 
 
 
At3g44540  467 FDPKSIDWEDYMTTIHIPGLITYVLKK---- 
At5g22500  465 FDPKSIDWDNYITNTHIPGLITHVLKQ---- 
At3g44550  470 FDPKGINWGDYLTNIHISGLVTHVLKK---- 
At3g44560  470 FDPKIIKWKDYLINVHIPGLITHVLKK---- 
At5g22420  463 TNPKCIDWEDYFM-IRIS-LAS--------- 
At4g33790  469 FDPKVLDWDDYFLNTHVIGLLKYVF------ 
At3g11980  588 FDVGSINWTDYITNVHIPGLRRHVLKGRA-- 
At3g56700  518 FDIKGIDWEHYIVNVHLPGLKKEFLSKKKTE 
 
 
 


