
|~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~DIMERIZATION~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~ 
                                  1                          20                40                        60                  80                                              100 
Tf6OMT        --------------------MEMINK--ENLSSQAKLWN------FIYGFADSLVLKSAVQLDLANIIHNH--GSPMTLSELSL--H--LP-SQPVNQDALYRVLRYLVHMKLFTKSS-----------------------------IDGELRYGLAPPAKFLVK 
Cj6OMT        ---------------------MEVKK--DNLSSQAKLWN------FIYGFAESLVLKCAVQLDLANIIHNS--GTSMTLSELSS--R--LP-SQPVNEDALYRVMRYLVHMKLFTKAS-----------------------------IDGELRYGLAPPAKYLVK 
Cc6OMT2       ----------------------MVKK--DNLSSQAKLWN------FIYGFAESLVLKCAVQLDLANIIHNN--GTSMTLSELSS--R--LP-SQPVNEDALYRVMRYLVHMKLFTKAS-----------------------------IDGELRYGLAPPAKFLVK 
Ps6OMT        --------------------METVSK--IDQQNQAKIWK------QIYGFAESLVLKCAVQLEIAETLHNN--VKPMSLSELAS--K--LPVAQPVNEDRLFRIMRYLVHMELFKIDATT-------------------------------QKYSLAPPAKYLLR 
GFLOMT2       ---------------------MEATK--SDQANQANIWK------LIYGFAESLVLKCAIQLEIADTIHNH--GEPMSLSELAS--K--LP-VQPVNSDRLYRVMRYLVHMKLFNKEKTS---------------------------INGEFKYSLAPPAKFLIK 
PsSOMT3       -----------------VKKMEVVSK--IDQENQAKIWK------QIFGFAESLVLKCAVQLEIAETLHNN--VKPMSLSELAS--K--LP-AQPVNEDRLYRILHFLVHMKLFNKDATT-------------------------------QKYSLAPPAKYLLK 
PsOMT3b       --------------------MEVVSK--IDQENQAKIWK------QIFGFAESLVLKCAVQLEIAETLHNN--VKPMSLSELAS--K--LP-AQPVNEDRLYRILHFLVHMKLFNKDATT-------------------------------QKYSLAPPAKYLLK 
PsN7OMT       --------------------MEVVSQ--IDQENQAIIWK------QIYGFSESLLLKCAVQCEIAETIHNH--GTPMSILELAA--K--LPIDQPVNIDRLYRVMRYLVHQKLFNKEVIST---------------------LNGGTVQVTEKYWLAPPAKYLIR 
Cj4'OMT       -----------------MAFHGKDDV--LDIKAQAHVWK------IIYGFADSLVLRCAVELGIVDIIDNN--NQPMALADLAS--K--LP-VSDVNCDNLYRILRYLVKMEILRVEKSD---------------------------D-GQKKYALEPIATLLSR 
Tf4'OMT       ----------------MAAFQGKDAS--VDIKAQAHVWK------IIYGFADSLVLRCAVELGIFDIIDNN--NQPIPLADLAS--K--LP-ISNVNLDNLFRILRYLVKMELLSYA--------------------------------ADDKYALEPIAKLVLR 
GFLOMT1       ------------MGVSDN--KPESQE--VDIKAQAHLWN------IIYGFADSLVLRCAVEIGIADIIKSN--NGSISVTELAS--K--LP-ITNVNSDNLYRVLRYLVHMGILKEVS-D---------------------------SNEVKLYSLQPVATLLLR 
Ps4'OMT1      ---------------MGSSIDAETHE--VDIKDQAQLWN------IIYGYADSLVLRCTVEIGIADIIKNN--NGSITLSELVS--K--LP-LSNVNSDNLYRLLRYLVHLNILGQQTCA---------------------------AGVDRVYSLKPVGTLLLK 
Ps4'OMT2      ------------MGSLDAKPAAATQE--VSIKDQAQLWN------IIYGFADSLVLRCAVEIGIADIIKNN--DGAITLAQLAA--K--LP-ITNVSSDYLYRMVRYLVHLNIIEQETCN---------------------------GGVEKVYSLKPVGTLLLR 
CjCoOMT       ----------------MDTPNTFQND--DEIKAQAQVWK------HMFGFAETIMLRSTVSLGIPDIIHNN---GPVTLSQLVTH----LP-LKSTSIDRFHHFMRYLVHMQLFTISTDQ---------------------------ITKEDKYELTPASKLLVH 
Cc6OMT1       -----------------MQIQNEEQE--QDMKSHAQILN------HMCGIVDSVVLKCAVELNLFDVISNNKDSKPIALSSL-A--T--SPTLVSIKPNNLYRLLRYLVHMNLLTIHVEG-----------------------------NDETFSLTELSKLLLR 
GflOMT4       -----------------MEIQMGDQE--QEMKNQGLVWN------KICGSVDSSVLKCTIELGLLDTINSSSSKPMITLSELSS--T--SPSLHSIKTQNLYRLLRYLTHMNLITINSTE-----------------------------ATESFSLTDLAKLLLK 
PsSOMT2       -----------------MEIHLESQE--QEMKYQSQIWN------QICGTVDTSVLRCAIQLGIFDAIHNS-GKPMITLTELSSIVS--SPSSSSIEPCNLYRLVRYLSQMDLISIGECL-----------------------------NEATVSLTGTSKLLLR 
PsOMT2b       -----------------MEIHLESQE--QEMKYQSQIWN------QICGTVDTSVLRCAIQLGIFDAIHNS-GKPMITLTELSSIVS--SPSSSSIEPCNLYRLVRYLSQMDLISIGECL-----------------------------NEATVSLTGTSKLLLR 
EcG11OMT      ---------------------MNSQT--EMMELVSQVCK------LMFSYMNSMSLKCAVELGIPDIIHNH--GKPMTFSSLVE--A--LS-IPPERTNHFNRLLRFLIHSRFFTMKKLD----------------------------ENEEGIDLTPLSSLVIK 
Ct67OMT       ------------------------ME--TILQGQQNITK------LLFAFADTMALKCVVELRIADIINSH--GLPISLSEIAAGIQSTSSSSSPPNINYLFRIMRLLVRKGVFSSHAPN----------------------QN-----EETLYGLTNSSKWLLR 
GFLOMT3       --------------MVKVDDRREDEE--ERLRGQAEIWD------VMLAFVDSMALKCAVELGIPDIINSH--GRAITLLEITNAIKTNSQLSSSPDINCLSRIMRLLVRKRVFSSQS-H----------------------PEAGETDETMLYNLTPSSKWLLR 
Ps7OMT        ---------------------MDTAE--ERLKGQAEIWE------HMFAFVDSMALKCAVELGIPDIINSH--GRPVTISEIVDSLKTNTP-SSSPNIDYLTRIMRLLVHKRLFTSEL-H----------------------QES----NQLLYNLTRSSKWLLK 
Ec7OMT        --------------ARYPGIDYHMDE--EIILGQADICK------YMYGFVDSMTLRCVVELGIPDIIHSH--GRPITLTEILNGIPNLSS---SFDINYLQGIMTILVRRRVFAVHKFD----------------------PKDGTNLTEIRYGLTPSSKCLLK 
EcSROMT       ---------------MEKGKLEVGEE--MELQGQADICK------LMLAFIDSMALKCAVELGIPDIIHSQ--GQPITLSEIINGIPNLSP---SFDINYLFRIMRLLVRNRVFSAYEPD----------------------LKDGSSGTKTLYGLTPSSKWLVK 
GFLOMT5       ------------MGSTQNQ-----FNATTEEDEEAQACMY--AMQLASATVPVMVLKTAVELDLLEIIKKAGPGAQISSLEISSQIPNN---KNPEAHVMLDRMLRLLASYKILTCSLKDL----------------------EGG--KVERVYGLAPVCKFL-T 
EcG2OMT       ------------MGSTENQ-----IKN-TQEDEEVEACKY--AMQLASATVPAMVLKTAIELDLLEIITKSDLGAKLSSTEIASKIPNC---KNPDAPVMLDRMLRLLASYNILTCSLREI----------------------EGG--KVERIYGPAPVCKFL-T 
GFLOMT7       ------------MGSTQDQ-----FKPTPI-EEEEEACMY--AMQLASASVPVMVLKAAVELNVLEIIAKHGPGAQISASAIAAHIPNI---KNPNAPVMLDRMLRLLASYKILTCTVKDL----------------------DDQGLVQQRLYGLALVCKFL-V 
PsSOMT1       MATNGE--IFNTYGHNRQT--ATVTKITASNESSNGVCYLSETANLGKLICIPMALRAAMELNVFQLISKFGTDAKVSASEIASKMPNA--KNNPEAAMYLDRILRLLGASSILSVSTTKKSINRG-----------------GDDVVVHEKLYGLTNSSCCLVP 
GFLOMT6       ------------------------ME--TKGEARMNSCYISEAGHLGRLICLPMALRAAVELNVFNIISEFGPGAQLSSRDLVAKIPT----TNPNAHVYLERILRLLAASSFLSVSTRTSSSPESITNTNGHHNGDTNGVVNHDNEKVTERVYGLTKESHCLVP 
TfSOMT        ------------------------------MALQEGVNYLS-GLGLSRLICLPMALRAAIELNVFEIIFQAGPEAQLSPAEIVAKIPT----KNPNAAIALDRILRMLGASSILSVTTMK-----------------------------DGRVYGLTEESRCLVA 
CjSOMT        MCTSLSELKCPVFSTKRKLLLEFALRTSVDMAAQEGVNYLS-GLGLSRLICLPMALRAAIELNVFEIISQAGPDAQLSPSDIVAKIPT----KNPSAAISLDRILRMLGASSILSVSTTK-----------------------------SGRVYGLNEESRCLVA 
CtSOMT        ------------------------------MAAQEGVNYLS-GLGLSRLICLPMALRAAIELNVFEIISKAGPDAQLSPSDIVAKIAT----KNPSAAISLDRILRMLGASSILSVSTTK-----------------------------SGRVYGLNEESRCLVA 
 
                                                                                                              Motif I               Motif II            Motif III      Motif IV 
             ~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~|~~~~~~~~~~~~~~~~~~~~|~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~SAM & BIA BINDING~~~~~~~~ 
                                 120                 140                 160                 180                     200                 220                  240 
Tf6OMT        G--WDKCMLGAILTITDKDFMAPWHYLKEGILNDGSTSTAFEKALGTNIWDYMAEHPEKNQLFNEGMANDTRLIMSALVKECS--SMF-DGIT-TIVDVGGGTGTAVRNIAKAFPHIKCTVYDLPHVIADSPGY-TEINSIQGDMFKYIPNADAIMMKCILHDWD 
Cj6OMT        G--WDKCMVGSILAITDKDFMAPWHYLKDGLS--GESGTAFEKALGTNIWGYMAEHPEKNQLFNEAMANDSRLIMSALVKECG--NIF-NGIT-TLVDVGGGTGTAVRNIANAFPHIKCTVYDLPHVIADSPGY-SEVHCVAGDMFKFIPKADAIMMKCILHDWD 
Cc6OMT2       G--WDKCMVGSILAITDKDFMAPWHYLKDGLA--GESGTAFEKALGMNIWGYMAEHPEKNQLFNEAMANDSRLIMSALVKECG--NIF-NGIT-TLVDVGGGTGTAVRNIANAFPHIKCTVYDLPHVIADSPGY-SEVHCVAGDMFKFIPKADAIMMKCILHDWD 
Ps6OMT        G--WEKSMVDSILCINDKDFLAPWHHLGDGLTGN---CDAFEKALGKSIWVYMSVNPEKNQLFNAAMACDTRLVTSALANECK--SIFSDGIS-TLVDVGGGTGTAVKAISKAFPDIKCTIYDLPHVIADSPEI-PNITKISGDMFKSIPSADAIFMKCILHDWN 
GFLOMT2       G--WEKSMVASILAINDKDFLAPWHHLKDGLSGD---CDAFEKALGKSIWVYMSENPEKNQLFNEAMACDTRLVTSALVNDCQ--SVF-KGIN-TLVDVGGGTGTAVKAISKAFPHIKCSIYDLPHVIADSPEI-PNVVKIEGDMFKAIPSADAILMKCILHDWN 
PsSOMT3       G--WEKSMVPSILSVTDKDFTAPWNHLGDGLTGN---CNAFEKALGKGIRVYMRENPEKDQLFNEGMACDTRLFASALVNECK--SIFSDGIN-TLAGVGRGTGTAVKAISKAFPDIKCTIHDLPEVTSKNSK-------IPRDVFKSVPSADAIFMKSILHEWN 
PsOMT3b       G--WEKSMVPSILSVTDKDFTAPWNHLGDGLTGN---CNAFEKALGKGIRVYMRENPEKDQLFNEGMACDTRLFASALVNECK--SIFSDGIN-TLAGVGRGTGTAVKAISKAFPDIKCTIHDLPEITSKNSK-------ISRDVFKSVPSADAIFMKSILHEWN 
PsN7OMT       G--SQQSMVPSVLGIIDEDMFAPWHILKDSLTGE---CNIFETALGKSISVYMSENPEMNQISNGAMAFDSGLVTSHLVNECK--SVFGDEIK-TLVDVGGGTGTALRAISKAFPNIKCTLFDLPHVIADSPEI-PTITKVSGDMFKSIPSADAIFMKNILHDWN 
Cj4'OMT       N--AKRSMVPMILGMTQKDFMTPWHSMKDGLSDNG---TAFEKAMGMTIWEYLEGHPDQSQLFNEGMAGETRLLTSSLISGSR--DMF-QGID-SLVDVGGGNGTTVKAISDAFPHIKCTLFDLPHVIANSYDL-PNIERIGGDMFKSVPSAQAIILKLILHDWN 
Tf4'OMT       N--EKRSMVPMVLGMTQKDFMTPWHSMKDGLTDNG--VTAFEKAMGMTIWEYLEGHPDQSQLFNEGMAGETRLLTSSLISGSK--DMF-QSID-SLVDVGGGNGTTIKAISVAFPHIKCTLFDLPHVIANSYDH-PNIERIGGDMFKGMPSAQAILLKLILHDWN 
GFLOMT1       D--AERSMVPIILGMTQKDFMIPWHFMKEGLGND---TTAFEKGMGMTIWQYLEGHPEQSNLFNEGMAGETRLLTKSLIDGCR--DTF-EGLT-SLCDVGGGNGTTIKGIYDAFPQIKCSVYDLPHVIASSPEH-PNIERIPGDMFKSVPSAQAILLKLILHDWT 
Ps4'OMT1      D--SERSMAPVILGLSQKDFLFVWNFVKEGLGTGS--TTAFEKAMGMDMWKYLEVNPNQSQLFDEGQAGETRLLTKTLLVDCR--DTF-QGMD-SLVDVGGGNGTTIKAIHEAFPHIKCTLYDLPHVIANSDDH-PNILKVPGDMFMSVPSAQVLLLKCVLHDWT 
Ps4'OMT2      D--AERSMVPMILGMTQKDFMVSWHFMKEGLGNGS--TTAFEKGMGMDIWKYLEGNPDQSQLFNEGMAGETRLLTKTLIEDCR--DTF-QGLD-SLVDIGGGNGTTIKAIYEAFPHIKCTLYDLPHVVANSHDL-PNIEKVPGDMFKSVPSAQAILLKLILHDWT 
CjCoOMT       G--HQKSLAPYVMLQTHPEEFSVWSHVINVLDGK----KPYWESNDTSMYEKTEGDPEINEILNDAMTSHSTFMLPALVSGLMKENVL-DGVA-SIVDVGGNSGVVAKGIVDAFPHVKCSVMDLNHVIERVIKN-PKLDYVAGDMFTSIPNADAILLKSTLHNYE 
Cc6OMT1       D--QNRSLVDWALAIIDETVIDGWHELSGCCTSPTGGPTPFERVHGKSVWELAGENAGMNQVINDAMVSDTILVMPVFVQCCD--KLL-NGIT-SMVDIGGGVGMTMSYIVKAFPHIKCTVFDLPHVIASSAQL-PGVEMVGGDMFKFIPPADAIFLKFMLHNWH 
GflOMT4       T--QERSLKDWVLGIDDEHSVNGWHELSSYCCSPDDAPTPFVKLHGKTLWELAEEVPEVNELINNGMACDTRMVMPAFVQGCE--KVL-SGIR-KLVDIGGGTGAAISYVVKAFPQIKGTVLDLPHVVATAPEI-PGVEMVGGDMFESIPHADALLLKFMLHNWK 
PsSOMT2       N--QEKSLIDWVLAISCEMMVVVWHELSSSVSTPADEPPIFQKVHGKNALELAGEFPEWNDLINNAMTSDTSVTKPALIQGCG--KIL-NGVT-SLIDVGGGHGATMAYIVEAFPHIKGAVIDLPHVVEAAPER-PGVEFISGDIFKSISNADAVLLKYVLHNWE 
PsOMT2b       N--QEKSLIDWVLAIYCEMMVVVWHELSSSVSTPADEPPIFQKVHGKNALELAGEFPEWNDLINNAMTSDTSVTKPALIQGCG--KIL-NGVT-SLIDVGGGHGATMAYIVEAFPHIKGAVIDLPHVVEAAPER-PGVEFISGDIFKSISNADAVLLKYVLHNWE 
EcG11OMT      G--NPHTMSSLVLAMVNPVLITPMDFLGPWFQGKSGESTAFEIAHGVQFWNFTEQNPKFGKVFDDAMANISLSQITAIVNEGK--EVF-QNLK-SLVDVGGGNGAVAHVICESFPDLKCFVLDLPNVVANVPKIHDNIDFIGGDMFESIPHADAILLKHTLHNWN 
Ct67OMT       D--ANFSMTPIIQALTHHCSMDSFHKLNKCVEEG---GYAFAKANGCEIWEFASMNPEFNRLFNSAMASTSKIAVDAILSGYK--NGF-DGLR-SLVDVGGGTGTLIGEIVKAYPHLTGTNFDLPHVVATAPEH-TGVVHVGGDMFVEIPHADAIILKWILHDWN 
GFLOMT3       D--SEFSLVPMVLFEHNPRLMAPWHYLTKCVQEG---GFAFEKTYGTQVWDYALANPDINKLLNDAMECTARIIVVTLLAAYK--EGF-DGIE-TIVDVGGGTGMVVIEIVKAHPHMRGVNFDLPHVVAAAPEF-EGVKHVGGDFFVNVPHADAVIMKWVLHDWC 
Ps7OMT        D--SKFNLSPLVLWETNPILLKPWQYLGKCAQEK---SSPFERAHGCEIWDLALADPKFNNFLNGAMQCSTTTIINEMLLEYK--DGF-SGIAGSLVDVGGGTGSIIAEIVKAHPHIQGINFDLPHVVATAAEF-PGVKHVGGDMFVDIPEADAVIMKWILHDWS 
Ec7OMT        D--SKFNLAPFVLLETHPWITDPWNYLGKCVQEG---GSGFVKAHGSDVFKFGSDHPEFFKLFYDGMECSTKVLVQVVLDKYQ--QVF-KDVK-SIVDVGGGTGMMISEIVKNHPHIKGINFDLPHVVAEAPDY-PGVEHVGGDMFVEIPQADAITMKGILHDWN 
EcSROMT       D--SKISLAPLVLAENHPWLLDPWHYLGKCVQEG---GFAFAKAHGSEIWKFGSENPEFNKLFSVGMACSSTLVVDAILDDYH--EGF-GDLE-SIVDVGGAIGTLINEIVKKYPHIRGTNFDLPHVVAEALEN-PGVAHVGGDMFVEIPSADAVILKWVLHDWN 
GFLOMT5       KNEVGCSMASLLLMNQDKVLMESWYHLKDAVLD-G--GIPFNKAYGMSAFEYHGTDLRFSKVFNKGMSDHTTIVMNKILETYN---GF-EGLK-SIVDVGGGVGATINMIVSKYPTIKGINFDLPYVVQEAPTY-PGVEHVGGDMFASVPKGDAIFMKWILHDWS 
EcG2OMT       KNEFGCSMAPLVLMNQDKVLMESWYYLKDAVLD-G--GIPFNKAYGMTAFEYHGTDPRFNKVFNKGMSDHTTITMNKILETYK---GF-EGLN-SIVDVGGGIGATVNMIVSKYPTIKGINFDLPHVIEDAPAY-PGVEHVGGDMFASVPNGDAIFMKWIIHDWS 
GFLOMT7       KNEDGCSMAPLLLMNQDKVFLESWYHLKDAVLD-G--GIPFNKAYGMNAFEYQGADPRFNKIFNRGMSDHTTITMKKILETYK---GF-EGLT-SLVDVGGGIGVTVDMIVSKYPSIKGINFDLPHVIKDAPSY-PGVEHVGGDMFASIPKGDAIFMKWILHDWS 
PsSOMT1       RQEDGVSLVEELLFTSDKVVVDSFFKLKCVVEEKD--SVPFEVAHGAKIFEYAATEPRMNQVFNDGMAVFSIVVFEAVFRFYD---GF-LDMK-ELLDVGGGIGTSVSKIVAKYPLIRGVNFDLPHVISVAPQY-PGVEHVAGDMFEEVPKGQNMLLKWVLHDWG 
GFLOMT6       RKDDGVSLVPMLMFVADKIVVESFYNLKEVVLQEG--RVPFDMTHGASIFEYAGKDPRMNKVFNEAMGDFSVIAFDEVLKVYN---GF-LDMK-ELVDVGGGIGTSLSNIVTKYPFIRGINFDLSHVISSAPNY-TGVEHVAGDMFEELPKAQNILLKWVLHDWD 
TfSOMT        D-KNGVSVVPMLLFTSDKAVVESFYNIKDVVLEEG--VIPFDRTHGMDFFAYAGKEQSVNKSFNQAMGAGSTIAFDEVFKVYK---GF-HDLK-ELVNVGGGIGTSLSNIIFKYPHIKGINFELPHVIADAPNY-PGVEHIAGNMFEGVPNAQNILLKWVLHDWD 
CjSOMT        S-EDKVSVVPMLLFTSDKAVVESFYNIKDVVLEEG--VIPFDRTHGMDFFQYAGKEERVNKSFNQAMGAGSTIAFDEVFKVYK---GF-DNLK-ELVDVGGGIGTSLSNIVAKHPHIRGINFELPHVIGDAPDY-PGVEHVPGDMFEGVPNAQNILLKWVLHDWD 
CtSOMT        S-EDKVSVVPMLLFTSDKAVVESFYNIKDVVLEEG--VIPFDRTHGMDFFQYAGKEQRVNKSFNQAMGAGSTIAFDEVFEVYK---GF-NNLK-ELVDVGGGIGTSLSNIVAKYPHIRGINFELPHVIGDAPDY-PGVEHVPGDMFEGVPNAQNILLKWVLHDWD 
                                                                                                                                                                               XX 
 
 
              ~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~| 
              260                  280                   300                  320                 340 
Tf6OMT        DKECIEILKRCKDAVPR-DGGKVIIIDIILDVKS--EHPYTKMRLTLDLDMMLN-TGGKERTEEEWKKLIHDAGYKGYKITHISA---VQSVIEAYPY------ 350 
Cj6OMT        DKECIEILKRCKEAVPV-KGGKVIIVDIVLNVQS--EHPYTKMRLTLDLDMMLN-TGGKERTEEEWKKLIHDAGYKGHKITQITA---VQSVIEAYPY------ 347 
Cc6OMT2       DKECIEILKRCKEAVPI-EGGKVIIVDIVLNVQS--EHPYTKMRLTLDLDMMLN-TGGKERTEEEWKNLIHDAGYKGHKITQITA---VQSVIEAYPY------ 346 
Ps6OMT        DDECIQILKRCKEALPK--GGKVIIVDVVIDMDS--THPYAKIRLTLDLDMMLN-TGGKERTKEEWKTLFDAAGFASHKVTQISA---VQSVIEAYPY------ 346 
GFLOMT2       DDECIQILKKCKEAVPQ-EGGKVIIVDVVLNMDL--THPYSKIRLTLDLDMMLN-TGGKERTVEEWKKLIDAAGFASFKITEISA---VQSVIEAFPY------ 348 
PsSOMT3       DEECIQILKRCKEAIPK--GGKVIIADVVIDMDS--THPYSKSRLAMDLAMMLH-TGGKERTEEDWKKLIDAAGFASCKITKLSA---LQSVIEAYPH------ 342 
PsOMT3b       DEECIQILKRCKEAIPK--GGKVIIADVVIDMDS--THPYSKSRLAMDLAMMLH-TGGKERTEEDWKKLIDAAGFASCKITKLSA---LQSVIEAYPH------ 339 
PsN7OMT       DDECIQILKRCKDVVSA--GGKLIMVEMVLDEDS--FHPYSKLRLTSDIDMMVN-NGGKERTEKEWEKLFDAAGFASCKFTQMSVGFAAQSIIEVY-------- 357 
Cj4'OMT       DEDSIKILKQCRNAVPK-DGGKVIIVDVALDEES--DHELSSTRLILDIDMLVN-TGGKERTKEVWEKIVKSAGFSGCKIRHIAA---IQSVIEVFP------- 350 
Tf4'OMT       DEDSIKILKQCRKAVPK-DGGKVIIVDVALDEDS--DHELSSTRLILDIDMLVN-TGGKERTKEDWEKLVKCAGFSGCKIRHIAA---IQSVIEVFP------- 348 
GFLOMT1       DEECVNILIKCREAVPK-DTGKVIIVDVALEEES--QHELTKTRLILDIDMLVN-TGGRERSEDDWEKLLKRAGFRGHKIRHIAA---IQSVIEAFP------- 353 
Ps4'OMT1      DEHCVNILKKCKEAIPK-ETGKVIIVDVALEEES--EHELTKARLILDIDMLVN-TGGRERTAEDWENLLKRAGFRSHKIRPIRA---IQSVIEAFP------- 354 
Ps4'OMT2      DEECVNILKKCKEAIPK-ETGKVIIVDVALEEES--NHELTKTRLILDIDMLVN-TGGRERTADDWENLLKRAGFRSHKIRPIRA---IQSVIEAFP------- 357 
CjCoOMT       DDDCIKILNIAKEALPS-TGGKVILVEIVVDTEN--LPLFTSARLSMGMDMMLM--SGKERTKKEWEDLLRKANFTSHQVIPIMA---IESIIVAYS------- 351 
Cc6OMT1       DKECITILKKCKEVIPQ-DKGKVIILDIVTDQNE-QDDDLTRAKMNLDIDMMVT-SGGRERTENEWEVLLKLAGFSRHEIIPIMA---VQSVIVAYP------- 355 
GflOMT4       DEECIKLLKRCKEAIPT-DQGKVIIIEMVLDQDE-DDEDLTQARLSLDLDMMLS-SGGKERTKDEWRVLLESAGFSRIEFIPIYA---IQSVIVAYP------- 356 
PsSOMT2       DTECVNLLKRCKEAVPA-DKGKVIIMDLVIDDD--DNSILTQAKLSLDLTVMNH-GGGRERTKEDWRNLIEMSGFSRHEIIPISA---MPSIIVAYP------- 356 
PsOMT2b       DTECVNLLKRCKEAVPA-DKGKVIIMDLVIDDD--DNSILTQAKLSLDLTVMNH-GGGRERTKEDWRNLIEMSGFSRHEIIPISA---MPSIIVAYP------- 356 
EcG11OMT      DDDSIKILKKCREAIPT-KGGKVIIVEVVVQHEKSLERPPSDVEFYMDLMMMTT-FASKERTEEEWKKLLVESGFSDYKITYLMG---HGSIIEAFP------- 352 
Ct67OMT       DEDCVKILKNCHKAIAN-RGVKVIIVEIVLQPDG--VAPLDETRLIFDLSMIAHSSGGKERTETEWEKLLRDGGFSRHRIIQIPD---VTSIIEAYP------- 350 
GFLOMT3       DEDAVRILKNCRKAIPK-DTGKVIIVDFVLKPDG--KELFDHMGLVFDMLMMAHSSNGKERTEVEWKKLLNDAGFPTYKVIKIPT---LGSIIEAYPY------ 365 
Ps7OMT        DEDCTIILKNCYRAIRKKKNGKVIIVDCVLRPDG--NDLFDKMGLIFDVLMMAHTTAGKERTEAEWKILLNNAGFPRYNVIRTPA---FPCIIEAFPE------ 355 
Ec7OMT        DDACVKILENCKKAIPK-NG-KVIIIDCVLNPDG--DDLFDDIKVVSDLGMRVHCSDGKERTEAEWEKLLKKGGFPRYKITHVVT---VQSMIEAYPE------ 362 
EcSROMT       DEDCVKILKNCNKAISN-KG-KLIIIECVLKPDG--EGLFDGLGLAFDLLMIAHSSGGRERTEAEWKKLLKAGGFSRYKITPIKG---IPSIIEAYPDI----- 362 
GFLOMT5       DEHSVKILKNCYEALPE--NGKVIIVECIIPVIP-D-GTTSHGVFHLDNIMLAHNPGGKERSEKEFEALAKGTGFTGFKVVCSAFDT---YVMEFSKN------ 365 
EcG2OMT       DEHSIKFLKNCYEALPQ--NGKVIIVECIIPILA-ECGERSHGVFHLDNIMLAHNPGGKERTEKDFEELAKKAGFKGFKVVCSAYET---FVMEFTKN------ 365 
GFLOMT7       DEHGIKILKNCYEALPD--HGKVILVECIIPPYP-ETSLAGLGVFHVDNIMLAHNPGGKERTEKEFEALAKGTGFAGFRVICSAFNT---WIMEFSKN------ 367 
PsSOMT1       DERCVKLLKNCWNSLPV--GGKVLIIEFVLPNEL-GNNAESFNALIPDLLLMALNPGGKERTISEYDDLGKAAGFIKTIPIPISNGL---HVIEFHK------- 390 
GFLOMT6       DKQCLKLLKTCWNSLPA-EGGKVIVIEFVVPSKI-ADNPESYNALTPDLLMMALNPGGKERTLLEFYDLANAAGFAKAKPFPISEGL---HVIEFHK------- 384 
TfSOMT        DERSIKILQNCWKALPE--GGTVIVVEFVLPQIL-GNNAESFNALTPDLLMMTLNPGGKERTTTEFDGLAKAAGFAETKFFPISQGL---HVMEFHKATAGVAS 355 
CjSOMT        DDRSIKILKNCWKALPE--NGTVIVIEFVLPQVL-GNNAESFNALTPDLLMMALNPGGKERTTIEFDGLAKAAGFAETKFFPISQGL---HVMEFHKINC---- 381 
 
 

 

Supplementary Figure 3. Amino acid sequence alignment of BIA O-methyltransferases characterized in vitro. 
Protein sequences were obtained by translation of nucleotide sequences deposited in Genbank (Accession numbers listed 
in Supplementary Table 1) and aligned using Clustal Omega under default parameters (Chojnacki et al., 2017). Major 
domains and key residues are adapted from structural studies of PsSOMT1 and Tf6OMT (Cabry et al., 2019; Robin et al., 
2016). Residues shaded in grey are highly conserved features of the dimerization domain. Residues shaded in pink  
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represent the canonical SAM-binding motifs, within which residues directly interacting with SAM are bolded and residues 
interacting with the alkaloid substrate are underlined. Residues shaded in purple contribute to a “closed” conformation 
upon SAM binding. Residues shaded in red form sulfur-aromatic, aromatic-aromatic or hydrophobic interactions the 
alkaloid substrate’s rings. Residues shaded in yellow form hydrogen bonds with the alkaloid substrate’s hydroxyl groups, 
and those interacting with the target hydroxyl group are underlined. Residues shaded in green are the “gatekeeper” 
residues proposed by Cabry et al (2019). The residue forming a hydrogen bond with the alkaloid substrate’s nitrogen atom 
is shaded in cyan. “X” indicates residues subjected to mutational analysis. Percentage identities are provided in 
Supplementary Figure 1. 
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