
Vinther Morant et al., Figure 7 Alignment 

ClustalX 1.83 
Pairwise Settings – Gap opening penalty: 13.50, Gap extension penalty: 0.75, Protein Weight Matrix: Gonnet 250 
Multiple Alignment Settings – Gap opening penalty: 15.00, Gap extension penalty: 1.00, Protein Weight Matrix: Gonnet Series 

DcDBGLU      ------------------------------MLAMTSKAILLLGLLALVSTS---ASIDFAKEVRE----TITEVPPFNRSCFP---SDFIFGTASSSYQY 
GmICHG       ---------------------------------MDSNGYLVVGVVAFALPCSFRVSLTDSVPLFS----PVHDAASLTRNSFP---AGFIFGAGSSAYQF 
LjBGLU2      ---------------------------------MALNTFLVFLLPLLSLLVCTLPSITFAEDVS-----PIADVVSLNRSSFP---KGFIFGTASSAYQY 
LjBGLU4      ---------------------------------MALNTFLVFLLPLLILLVCTLPSFTFAQEVS-----PIVDVASLNRSSFP---KGFIFGTASSAYQY 
LjBGLU7      ---------------------------------MALRTLLVFLLPLLSVLVCALPSVTFAETVS-----PILDVASLNRSSFP---KGFAFGTASAAYQY 
TrCBG        ------------------------------------------------LLSITTTHIHAFKPLPI----SFDDFSDLNRSCFA---PGFVFGTASSAFQY 
PsPH1        -------------------------------MASVMALQFRSLLLCVVLLLLGFALANTNAAGTY----PPVVCATLNRTHFDTLFPGFTFGAATAAYQL 
PsPH4        -----------------------------------MALQFRSLLLCVVLLLLGFALATTNAAGTD----PPGVCTTLNRTNFDTLFPGFTFGAATAAYQL 
PsPH5        -----------------------------------MAMQLGSL---CAMLLIGFALANTNAARTD----PPIVCATLNRTHFDTLFPGFTFGAATAAYQL 
PsAH1        -----------------------------------MATKLGSLLL-CALLLAGFALTNSKAAKTD----PPIHCASLNRSSFDALEPGFIFGTASAAYQF 
VaVH         ------------------------------------ISPSLLYLFSLATLLAVVTGTGTPSQEVH----PSHYATTFNKSLFP---KDFLFGIGSSAYQV 
MeLinamarase -----------------------------------------MLVLFISLLALTRPAMGTDDDDD-------NIPDDFSRKYFP---DDFIFGTATSAYQI 
HbLinamarase -----------------------------------------MLVLLISFLALTKPAMADYDG----------IPADFNRSYFP---DDFIFGTATSAYQI 
AsGlu1       --MALLCS-ALSNSTHPSFRSHIG-ANSENL-WHLSADPAQKSK-RRCNLTLSSR-AARISSALE-SAKQVKPWQVPKRDWFP---PEFMFGAASAAYQI 
AsGlu2       --MALLCS-ALSNSTHPSFRSHIAGANSENL-WHLSAHPAQKSK-RRCNLTLSSRAAARISSALE-SGK-LKPWQIPKRDWFP---PEFTFGAASAAYQI 
ScBxGlcGLU   --MALLVGGTLNPTTHLSLRSRAG-RNSENV-WLRSAASSQTSKGRFCNLTVRAGTPSKPSEPIGPVFTKLKPWQIPKRDWFS---KDFLFGASTSAYQI 
ZmGlu1       -MAPLLAAAMNHAAAHPGLRSHLVGPNNESFSRHHLPSSSPQSSKRRCNLSFTTRSARVGSQ-NG--VQMLSPSEIPQRDWFP---SDFTFGAATSAYQI 
SbDhr1       -MALLLASAINHTAHPAGLRSH---PNNESFSRHHLCSSPQNISKRRSNLSFRPRAQTISSESAG--IHRLSPWEIPRRDWFP---PSFLFGAATSAYQI 
SbDhr2       MAPLLLHASAISHSAHPGLRSHIG-PNNEHISRHLSSSS--QNTKRRCNISLRSRAQRISSQ-LG--GQKLEHWEIPKRDWFP---PSFTFGAATSAFQI 
PcCBG        ----------------------------------MEVSVLMWVLLFYSLLGFQVTTARLD------------------RNNFP---SDFMFGTASSAYQY 
AtTGG2       -----------------------------------MKLLGFALAILLVVATCKPEEEITCEENVP---FTCSQTDRFNKQDFE---SDFIFGVASSAYQI 
AtTGG1       -----------------------------------MKLLMLAFVFLLALATCK-GDEFVCEENEP---FTCNQTKLFNSGNFE---KGFIFGVASSAYQV 
BnMYR1       ----------------------------------MKLLHGLALVFLLAAASCKADEEITCEENNP---FTCSNTDILSSKNFG---KDFIFGVASSAYQI 
RsRMB1       ----------------------------------MKLLHGLALVFLLAAASCKAYEEITCEENEP---FTCNNTARLSSKNFP---KDFIFGVASSAYQI 
RsRMB1       ----------------------------------MKLLG-LALVLLLAAASCKAGEEITCEENEP---FTCSNTAKLSSKSFG---KDFIFGVASSAYQI 
BjMYR        ----------------------------------HELLHGLALVFLLAASSCKADEEITCEENTP---FTCGNTDILSSKNFG---KDFIFGVASSAYQI 
BjMYR1       ----------------------------------MKLLYGLALVFLLAAASCKADEEITCEQNEP---FTCGNTDILSSKNFG---KDFIFGVASSAYQI 
SaMYR        ------------------------------------------------------DEEITCQENNP---FTCGNTDGLNSSSFE---ADFIFGVASSAYQI 
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Vinther Morant et al., Figure 7 Alignment 

ClustalX 1.83 
Pairwise Settings – Gap opening penalty: 13.50, Gap extension penalty: 0.75, Protein Weight Matrix: Gonnet 250 
Multiple Alignment Settings – Gap opening penalty: 15.00, Gap extension penalty: 1.00, Protein Weight Matrix: Gonnet Series 

DcDBGLU      EGE----GRVPSIWDNFTHQYPEKIA-DRSNGDVAVDQFHRYKKDIAIMKDMNLDAYRMSISWPRILPTGRVSGGINQTGVDYYNRLINESLANGITPFV 
GmICHG       EGAAKEGGRGPSIWDTFTHNHPEKIR-DGANGDVAVDQYHRYKEDVKIMKDMNLDSYRFSISWPRILPKGKLSGGVNQEGINYYNNLINELLANGVLPYA 
LjBGLU2      EGAANKGGRKPSIWDTYAHNHSDRIA-DGSNGDVAIDEYHRYKEDVGIMKSMNLDAYRFSISWPRILPKGKLSGGINQEGIKYYNNLINELLAKGLQPFV 
LjBGLU4      EGAANKYGRKPSIWDTYAHNYSERIV-DRSNGDVAVDEYHRYKEDVGIMKSMNMDAYRFSISWSRILPKGKLRGGINQEGIKYYNNLINELLANGLQPYV 
LjBGLU7      EGAAKEGGRGASIWDTFTHEHPDRIE-DGSNGDVAVDEYHRYKEDVGIMKSMNLDAYRFSISWSRILPKGKLSGGINQEGIKYYNNLINELLSNGLHPFV 
TrCBG        EGAAFEDGKGPSIWDTFTHKYPEKIK-DRTNGDVAIDEYHRYKEDIGIMKDMNLDAYRFSISWPRVLPKGKLSGGVNREGINYYNNLINEVLANGMQPYV 
PsPH1        EGAANIDGRGPSVWDNFTHEHPEKIT-DGSNGDVAIDQYHRYKEDVAIMKDMGLDAYRFSISWSRLLPNGTLSGGINKKGIEYYNNLTNELLRNGIEPLV 
PsPH4        EGAANIDGRGPSVWDNFTHEHPEKIT-DGSNGDVAIDQYHRYKEDVAIMKDMGFDAYRFSISWSRILPNGTLSGGINKKGIEYYNNLTNELLSNGIEPLV 
PsPH5        EGAANIDGRGPSVWDNFTHEHPEKIS-DGSNGDVAIDQYHRYKEDVAIMKDMGLDAYRFSISWSRLLPNGTLSGGINKKGIEYYNNLTNELLRNGVEPLV 
PsAH1        EGAAKEDGRGPSIWDTYTHNHSERIK-DGSNGDVAVDQYHRYKEDVRIMKKMGFDAYRFSISWSRVLPNGKISGGVNEDGIKFYNNLINEILRNGLKPFV 
VaVH         EGASNIDGRGPSIWDTFTKQHPEKIW-DHSSGNIGADFYHRYKSDIKIVKEIGLDSYRFSISWSRIFPKG--KGEVNPLGVKFYNNVINEILANGLIPFV 
MeLinamarase EGEATAKGRAPSVWDIFSKETPDRIL-DGSNGDVAVDFYNRYIQDIKNVKKMGFNAFRMSISWSRVIPSGRRREGVNEEGIQFYNDVINEIISNGLEPFV 
HbLinamarase EGAANILGRGPSVWDTFTHESPKRIK-DQSNGDVAVDFYNRFEEDIKNVKDMGFDAFRFSISWSRVIPSGRRHEGVNEGGIEFYNTVINETIKQGLRPFV 
AsGlu1       EGAWNEGGKGPSSWDNFCHSHPDRIM-DKSNADVAANSYYMYKEDVRMLKEIGMDSYRFSISWPRILPKGTLDGGINHEGIQYYNDLLDCLIENGIKPYI 
AsGlu2       EGAWNEGGKGPSSWDNFCHNYPERIM-DGSNWDVAANSYYMYKEDVRMLKEIGMDSYRFSISWPRILPEGTLEGGINHEGIQYYNDLLDCLIENGIKPYI 
ScBxGlcGLU   EGAWNEDGKGPSTWDHFCHTYPERIS-DGTNGDVAANSYHMYEEDVKALKDMGMKVYRFSISWSRILPNGTGKP--NQKGIDYYNNLINSLIRHGIVPYV 
ZmGlu1       EGAWNEDGKGESNWDHFCHNHPERIL-DGSNSDIGANSYHMYKTDVRLLKEMGMDAYRFSISWPRILPKGTKEGGINPDGIKYYRNLINLLLENGIEPYV 
SbDhr1       EGAWNEDGKGPSTWDHFCHNFPEWIV-DRSNGDVAADSYHMYAEDVRLLKEMGMDAYRFSISWPRILPKGTLAGGINEKGVEYYNKLIDLLLENGIEPYI 
SbDhr2       EGGWNEDGKGPSTWDHFCHTYPDFIA-DKSNGDVAADSYHLYEEDVKLLKEMGMDAYRFSISWPRILPNGTLS-DINEKGIAYYNNLINLLIDNGIEPYV 
PcCBG        EGAVREDGKGPSTWDALTH-MPGRIK-DSSNGDVAVDQYHRYMEDIELMASLGLDAYRFSISWSRILPEGRGE--INMAGIEYYNNLIDALLQNGIQPFV 
AtTGG2       EGGR---GRGLNVWDGFTHRYPEKGGADLGNGDTTCDSYRTWQKDLDVMEELGVKGYRFSFAWSRILPKGKRSRGINEDGINYYSGLIDGLIARNITPFV 
AtTGG1       EGGR---GRGLNVWDSFTHRFPEKGGADLGNGDTTCDSYTLWQKDIDVMDELNSTGYRFSIAWSRLLPKGKRSRGVNPGAIKYYNGLIDGLVAKNMTPFV 
BnMYR1       EGGR---GRGVNVWDGFSHRYPEKAGSDLKNGDTTCESYTRWQKDVDVMGELNATGYRFSFAWSRIIPKGKVSRGVNQGGLDYYHKLIDALLEKNITPFV 
RsRMB1       EGGR---GRGVNIWDGFSHRYPEKAGSDLKNGDTSCESYTRWQKDVDVMGEINATGYRFSFAWSRIIPKGKVSRGVNQGGLDYYHNLIDALLEKNITPFV 
RsRMB1       EGGR---GRGVNIWDGFSHRYPEKSGSDLKNGDTTCESYTRWQKDVDVMGEINATGYRFSFAWSRIIPKGKVSRGVNQGGLEYYHKLIDALLEKNITPFV 
BjMYR        EGGR---GRGVNIWDGFSHRYPEKSGSDLMNGDTTCESYTRWQKDVDIMGELNATGYRFSFAWSRIIPKGKVSRGVNQGGLDYYHQLIDALLEKNITPFV 
BjMYR1       EGGR---GRGVNVWDGFSHRYPEKSGSDLKNGDTSCESYTRWKKDVEIMGELNATGYRFSLAWSRIIPKGKVSRGVNQGGLDYYHSLIDALLEKNITPFV 
SaMYR        EGTI---GRGLNIWDGFTHRYPDKSGPDHGNGDTTCDSFSYWQKDIDVLDELNATGYRFSIAWSRIIPRGKRSRGVNQKGIDYYHGLIDGLIKKGITPFV 
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Vinther Morant et al., Figure 7 Alignment 

ClustalX 1.83 
Pairwise Settings – Gap opening penalty: 13.50, Gap extension penalty: 0.75, Protein Weight Matrix: Gonnet 250 
Multiple Alignment Settings – Gap opening penalty: 15.00, Gap extension penalty: 1.00, Protein Weight Matrix: Gonnet Series 

DcDBGLU      TIFHWDLPQALEDEYGGFLNHSV---VNDFQDYADLCFQLFGDRVKHWITLNEPSIFTANGYAYGMFAPG-RCSPSYNPTCTGGDA--GTETYLVAHNLI 
GmICHG       TLFHWDLPQALEDEYGGFLSSHI---VDDFQDYADLCFKEFGDRVKFWTTLNEPWLFSQGGYATGATAPG-RCTG---PQCLGGDA--GTEPYIVTHNQI 
LjBGLU2      TLFHWDMPQPLEDEYGGFLKENI---VADYKDYAELCFKEFGDRVKHWITLNEPWGFSSNGYALGEFAPG-RCSKWLDPNCTGGDS--GTEPYLVTHYQL 
LjBGLU4      TLFHWDMPQALEDEYGGFLSPHV---VKDFRDYAELCFKEFGDRVKHWITLNEPWVYTSNGYAVGEFAPG-RCSKWLNRNCTGGDS--GTEPYLVSHNQL 
LjBGLU7      TLFHWDMPQALEDEYGGFLSPHI---VDDFQDYAELCFKEFGDRVKHWITLNEPWSYSGSGYALGSFAPG-RCSKWFNPNCTGGDS--GTEPYLVSHHQL 
TrCBG        TLFHWDVPQALEDEYRGFLGRNI---VDDFRDYAELCFKEFGDRVKHWITLNEPWGVSMNAYAYGTFAPG-RCSDWLKLNCTGGDS--GREPYLAAHYQL 
PsPH1        TLFHWDVPQALVDEYDGLLSPRI---VDDFEAYANLCYKEFGDRVKHWTTLNEPYTVSNHGYTIGIHAPG-RCSCWYDPTCLGGDS--GTEPYLVTHHLL 
PsPH4        TLFHWDVPQALVDEYGGLLSPRI---VDDFEAYANVCYNEFGDRVKRWTTLNEPYTVSHHGYTIGIHAPG-RCSSWYDPTCLGGDS--STEPYLVTHHLL 
PsPH5        TLFHWDVPQALVDEYDGLLSPRI---VDDFKAYADLCYKEFGDRVKHWTTLNEPYTISNHAYTIGIHAPG-RCSDWYNQNCLGGDS--GTEPYLVTHNLL 
PsAH1        TIYHWDLPQALEDEYGGFLSPNI---VDHFRDYANLCFKKFGDRVKHWITLNEPYTFSSSGYAYGVHAPG-RCSAWQKLNCTGGNS--ATEPYLVTHHQL 
VaVH         TLFHWDLPQSLEDEYKGFLSSKV---VKDFENYADFVFKTYGDRVKHWVTLNEPFSYALYGYNGGTFAPG-RCSK-YAGNCEYGDS--STEPYIVAHNLI 
MeLinamarase TIFHWDTPQALQDKYGGFLSRDI---VYDYLQYADLLFERFGDRVKPWMTFNEPSAYVGFAHDDGVFAPG-RCSSWVNRQCLAGDS--ATEPYIVAHNLL 
HbLinamarase TIFHWDTPQALEDKYGGFLSRDI---VKDFREYADLLFERFGDRVKHWMTFNEPWALSGFAYDYGVFAPG-RCSSWVNRRCRAGNS--ATEPYIVAHHLL 
AsGlu1       TLFHWDTPQALADEYKDFLDRRI---VKDYTDYATVCFEHFGDKVKNWFTFNEPHSFCGLGYGTGLHAPGARCSAGMTCVIPEEDA--LRNPYIVGHNLL 
AsGlu2       TLFHWDTPQALADKYNDFLDRRI---VKDYTDYATVCFEHFGDKVKNWITFNEPHSFCGLAYGTGLHAPG-LCSPGMDCAIPQGDA--LRQPYIVGHNLL 
ScBxGlcGLU   TIWHWDTPQALEDKYGGFLDKQI---VNDYKYFAELCFQSFGDRVKNWFTFNEPHTYCCFSYGEGIHAPG-RCSPGLDCAVPEGDS--LREPYTAGHHIL 
ZmGlu1       TIFHWDVPQALEEKYGGFLDKSHKSIVEDYTYFAKVCFDNFGDKVKNWLTFNEPQTFTSFSYGTGVFAPG-RCSPGLDCAYPTGNS--LVEPYTAGHNIL 
SbDhr1       TIFHWDTPQALVDAYGGFLDEED---YKDYTDFAKVCFEKFGKTVKNWLTFNEPETFCSVSYGTGVLAPG-RCSPGVSCAVPTGNS--LSEPYIVAHNLL 
SbDhr2       TIFHWDTPQALVDDYGGFLDKRI---IKDYTDFAGLCFERFGDRVNNWLTFNEPHTFTCLSYGTGILAPG-RCSPGMKCPDPTGDS--IREPYLVGHNFL 
PcCBG        TLFHFDLPKALEDSYGGWLSPQI---INDFEAYAEICFRAFGDRVKYWATVNEPNLFVPLGYTVGIFPPTRCAAPHANPLCMTGNCS-SAEPYLAAHHVL 
AtTGG2       TLFHWDLPQSLQDEYEGFLDRTI---IDDFKDYADLCFERFGDRVKHWITINQLFTVPTRGYALGTDAPG-RCSQWVDK--RCYGGDSSTEPYIVAHNQL 
AtTGG1       TLFHWDLPQTLQDEYNGFLNKTI---VDDFKDYADLCFELFGDRVKNWITINQLYTVPTRGYALGTDAPG-RCSPKIDV--RCPGGNSSTEPYIVAHNQL 
BnMYR1       TLFHWDLPQTLQDEYEGFLDRQI---IQDFKDYADLCFKEFGGKVKHWITINQLYTVPTRGYAIGTDAPG-RCSPMVDTKHRCYGGNSSTEPYIVAHNQL 
RsRMB1       TLFHWDLPQTLQDEYEGFLDRQI---IQDFKDYADLCFREFGGKVKHWITINQLYTVPTRGYAIGTDAPG-RCSPMVDTKHRCYGGNSSTEPYIVAHNQL 
RsRMB1       TLFHWDLPQTLQDEYEGFLDRQI---IQDFKDYADLCFKEFGGKVKHWITINQLYTVPTRGYAIGTDAPG-RCSPMVDTKHRCYGGNSSTEPYIVAHNQL 
BjMYR        TLFHWDLPQTLQDEYEGFLDRQI---IQDFKDYADLCFNEFGGKVKHWITINQLYTVPTRGYASGTDAPG-RCSYMVDTKHRCYGGNSSTEPYIVAHNQL 
BjMYR1       TLYHWDLPQTLQDEYEGFLDRQI---IQDFKDYADLCFKEFGGKVKHWITINQLFTVPTRGYALGTDAPG-RCSPMVDSKHRCYGGNSSTEPYIVAHNEL 
SaMYR        TLFHWDLPQTLQDEYEGFLDPQI---IDDFKDYADLCFEEFGDSVKYWLTINQLYSVPTRGYGSALDAPG-RCSPTVDP--SCYAGNSSTEPYIVAHHQL 
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Vinther Morant et al., Figure 7 Alignment 

ClustalX 1.83 
Pairwise Settings – Gap opening penalty: 13.50, Gap extension penalty: 0.75, Protein Weight Matrix: Gonnet 250 
Multiple Alignment Settings – Gap opening penalty: 15.00, Gap extension penalty: 1.00, Protein Weight Matrix: Gonnet Series 

DcDBGLU      LSHAATVQVYKRKYQEHQKGTIGISLHVVWVIPLSN-STSDQNATQRYLDFTCGWFMDPLTAGRYPDSMQYLVGDRLPKFTTDQAKLVKGSFDFIGLNYY 
GmICHG       LAHAAAVHVYKTKYQAHQKGKIGITLVSNWFIPLAENSTSDIKAARRAIDFQYGWYMEPLTKGEYPKNMRALVGSRLPKFTKWQAKLVNGSFDFIGLNYY 
LjBGLU2      LAHAEAVHVYKKKYQASQKGIIGVTLVTHWFEPFSD-NKYDHHAAGRAIDFMFGWYMDPLTFGKYPDSMISLVGNRLPKFTSRQARLVKGSFDFIGINYY 
LjBGLU4      LAHAEVFHVYKKKYQASQKGIIGITLVTYWFEPLLD-NKYDHDAAGRAIDFMLGWHLNPLTTGKYPQSMRSLVGNRLPEFSLKQARLINGSFDFIGLNYY 
LjBGLU7      LAHAEAVHAYKKKYQASQKGIIGITLVTHWFVPFSD-NKFDHDAAGRALDFMFGWFMEPLTRGNYPQSMRSLVGSRMPKFSKKQARLVNGSFDFLGLNYY 
TrCBG        LAHAAAARLYKTKYQASQNGIIGITLVSHWFEPASK-EKADVDAAKRGLDFMLGWFMHPLTKGRYPESMRYLVRKRLPKFSTEESKELTGSFDFLGLNYY 
PsPH1        LAHAAAVKLYREKYQASQNGVIGITIVSHWFEPAS-ESQQDKDAASRALDFMYGWFMEPLTRGDYPQTMRSIVGSRLPNFTEEQSKSLNGSYDYIGVNYY 
PsPH4        LAHAAAVKLYKENYQASQNGVIGITTVSHWFEPFS-ESQEDKDATSRALDFMYGWFMDPLTRGDYPQTMRSIVGSRLPNFTEEQSKSLTGSYDYIGVNYY 
PsPH5        LAHAAAVQLYREKYQATQNGVIGITVVSHWFEPANPESQEDKDAALQALDFMYGWFMDPLTRGDYPQTMRSIVGARLPNFTDEQSKSLSGSYDYIGVNYY 
PsAH1        LAHAAAVKLYKDEYQASQNGLIGITLVSPWFEPAS-EAEEDINAAFRSLDFIFGWFMDPLTNGNYPHLMRSIVGERLPNFTEEQSKLLKGSFDFIGLNYY 
VaVH         LSHAAAAKLYKTKYQAHQKGNIGATLVTHYFEPHSN-SAADRVAASRALDFFFGWFAHPLTYGHYPQSMISSLGNRLPKFSKEEVELTKGSYDFLGVNYY 
MeLinamarase LSHAAAVHQYRKYYQGTQKGKIGITLFTFWYEPLSD-SKVDVQAAKTALDFMFGLWMDPMTYGRYPRTMVDLAGDKLIGFTDEESQLLRGSYDFVGLQYY 
HbLinamarase LSHAAVVQIYRENYQTTQNGKIGITLFTFWFEPLSN-RTIDIEASRTALDFMFGLWMDPLTYGRYPRTVRDLIGDRLLKFTDEETQMLRGSYDFVGIQYY 
AsGlu1       LAHAETVDVYNKFY-KGDDGQIGMVLDVMAYEPYGN-NFLDQQAQERAIDFHIGWFLEPMVRGDYPFSMRSLVGDRLPFFTKSEQEKLVSSYDFVGINYY 
AsGlu2       LAHAETVDVYKKFY-KGDDGQIGMVMDVMAYEPYGN-NFVDQQAQERSIDFHIGWFLEPMVRGDYPFSMRSLVGDRLPFFTKSEQEKLVSSYDFVGINYY 
ScBxGlcGLU   LAHAEAVELFKAHYNKHGDSKIGMAFDVMGYEPYQD-SFLDDQARERSIDYNMGWFLEPVVRGDYPFSMRSLIGDRLPMFTKEEQEKLGSLCDIMGLNYY 
ZmGlu1       LAHAEAVDLYNKHY-KRDDTRIGLAFDVMGRVPYGT-SFLDKQAEERSWDINLGWFLEPVVRGDYPFSMRSLARERLPFFKDEQKEKLAGSYNMLGLNYY 
SbDhr1       RAHAETVDIYNKYH-KGADGRIGLALNVFGRVPYTN-TFLDQQAQERSMDKCLGWFLEPVVRGDYPFSMRVSARDRVPYFKEKEQEKLVGSYDMIGINYY 
SbDhr2       LAHAETVDLYNKFH-RGEKGRIGLALNVMGTVPYGS-TFLDEQAHERCMDYNLGWYLEPVVRGDYPHSMRSSVRDRLPHFTEKEQQKLVGSYDMIGINYY 
PcCBG        LAHASAVEKYREKYQKIQGGSIGLVISAPWYEPLEN-SPEERSAVDRILSFNLRWFLDPIVFGDYPQEMRERLGSRLPSISSELSAKLRGSFDYMGINHY 
AtTGG2       LAHATVVDLYRTRYK-YQGGKIGPVMITRWFLPYDDT-LESKQATWRAKEFFLGWFMEPLTKGKYPYIMRKLVGNRLPKFNSTEARLLKGSYDFLGLNYY 
AtTGG1       LAHAAAVDVYRTKYKDDQKGMIGPVMITRWFLPFDHS-QESKDATERAKIFFHGWFMGPLTEGKYPDIMREYVGDRLPEFSETEAALVKGSYDFLGLNYY 
BnMYR1       LAHATVVDLYRTKYK-FQKGKIGPVMITRWFLPFDESDPASIEAAERMNQFFHGWYMEPLTKGRYPDIMRQIVGSRLPNFTEEEAELVAGSYDFLGLNYY 
RsRMB1       LAHATVVDLYRTKYK-FQRGKIGPVMITRWFLPFDESDPASIEAAERMNQFFHGWYMEPLTKGRYPDIMRQIVGSRLPNFTEEEAALVARSYDFLGLNYY 
RsRMB1       LAHAAAVDLYRTKYK-FQKGKIGPVMITRWFLPYDDSDPASIEAAERMNQFFHGWYMEPLTKGRYPDIMRQIVGSRLPNFTEEEAALVAGSYDFLGLNYY 
BjMYR        LAHAAVVDLYRTKYK-FQNGKIGPVMITRWFLPFDESDPACVEAAERMNQFFHGWYMEPLTKGRYPDIMRQIVGSRLPNFTEEEAALVAGSYDFLGLNYY 
BjMYR1       LAHAAVVDLYRKNYA-DQKGKIGPVMITRWFLPYDEADPSCREAADRMNQFFHGWYMEPLTKGKYPDIMRKIVGSRLPNFTEAEAKLVAGSYDFLGLNYY 
SaMYR        LAHAKVVDLYRKNYT-HQGGKIGPTMITRWFLPYNDTDRHSIAATERMKQFFLGWFMGPLTNGTYPQIMIDTVGARLPTFSPEETNLVKGSYDFLGLNYY 
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Vinther Morant et al., Figure 7 Alignment 

ClustalX 1.83 
Pairwise Settings – Gap opening penalty: 13.50, Gap extension penalty: 0.75, Protein Weight Matrix: Gonnet 250 
Multiple Alignment Settings – Gap opening penalty: 15.00, Gap extension penalty: 1.00, Protein Weight Matrix: Gonnet Series 

DcDBGLU      TTNYATKSD--ASTCCPPSYLTDPQVTLLQ-QRNGVFIGPVT------PSGWMCIYPKGLRDLLLYFKEKYNNPLVYITENGIDEKNDASL--SLEESLI 
GmICHG       SSGYINGVP--PSNDKP-NFLTDSRTNTSF-ERNGRPLGLRA------ASVWIYFYPRGLLDLLLYTKEKYNNPLIYITENGMNEFNDPTL--SVEEALM 
LjBGLU2      TTYYAANAP--PGI--HPYFFTDSLANLTG-ERNGNPIGPRA------ASTWLYIYPKGIQELLLYTKKKYNNPLIYITENGMSEFNDPTL--SLEEALI 
LjBGLU4      TTYYATNAS--SVS--QPNSITDSLAYLTH-ERNGNPIGPRA------ASDWLYIYPKGLQQLLLYIKKNYNNPLIYITENGMSEFNNPTL--SLEEALI 
LjBGLU7      TSNYAANAP--SLSNARPFFFTDALANLTT-ERNGIPIGQRA------ASSWLYVYPKGIQELLLYIKKKYNNPLIYITENGMSEFNDPTL--SLEEALL 
TrCBG        SSYYAAKAP--RIPNARPAIQTDSLINATF-EHNGKPLGPMA------ASSWLCIYPQGIRKLLLYVKNHYNNPVIYITENGRNEFNDPTL--SLQESLL 
PsPH1        SARYASAYTNNYSVPTPPSYATDAYVNVTTTDLNGVPIGPQA------ASDWLYVYPKGLYDLVLYTKEKYNDPVMYITENGMDEFNNPKL--SLEEALD 
PsPH4        SARYASAYTNNYSVPTPPSYATDAYVNVTTTDLNGIPIGPRA------ASDWLYVYPKGLYDLVLYTKEKYNDPVMYITENGMDEFNVPKL--SLDEALD 
PsPH5        SARYASAYPKDYNVSTPPSYLTDVHVNVTT-DLNGVPIGPRA------ASDWLYVYPKGLYDLVLYTKEKYNDPIMYITENGMDEFNNPKL--SLEQALD 
PsAH1        TTRYASNAPKITSVHA--SYITDPQVNATA-ELKGVPIGPMA------ASGWLYVYPKGIHDLVLYTKEKYNDPLIYITENGVDEFNDPKL--SMEEALK 
VaVH         STYYAQSAP---LTTVNRTFYTDIQANVSP-LKNGAPIGPAT------DLNWLYVYPKGIHSLVTHMKDVYKNPIVYITENGVAQSRNDSI--PISEARK 
MeLinamarase TAYYAEPIP--PVDPKFRRYKTDSGVNATPYDLNGNLIGPQA------YSSWFYIFPKGIRHFLNYTKDTYNDPVIYVTENGVDNYNNESQ--PIEEALQ 
HbLinamarase TSYFAKPNA--AIDPNHRRYKTDSQIIETPYDYDGNLIGPQA------YSPWFYIFPQGIRHLLNYTKDTYNNPVIYITENGVDNLNNETE--SIDEALQ 
AsGlu1       TSRFAKHID-ISPEFIPKINTDDVYSNPEVNDSNGIPIGPDV------GMYFIYSYPKGLKNILLRMKEKYGNPPIYITENGTADMDGWGN-PPMTDPLD 
AsGlu2       TARFSEHID-ISPEIIPKLNTDDAYSTPEFNDSNGIPIGPDL------GMYWILSYPKGLKDILLLMKEKYGNPPIYITENGTADMDGWGN-PPMTDPLD 
ScBxGlcGLU   TSRFSKHVD-ISSDYTPTLNTDDAYASSETTGSDGNEIGPIT------GTYWIYMYPKGLTDLLLIMKEKYGNPPIFITENGIADVE--GD-PEMPDPLD 
ZmGlu1       TSRFSKNID-ISPNYSPVLNTDDAYASQEVNGPDGKPIGPPM------GNPWIYMYPEGLKDLLMIMKNKYGNPPIYITENGIGDVDTKETPLPMEAALN 
SbDhr1       TSTFSKHID-LSPNNSPVLNTDDAYASQETKGPDGNAIGPPT------GNAWINMYPKGLHDILMTMKNKYGNPPMYITENGMGDIDKGD--LPKPVALE 
SbDhr2       SSRFAKHVD-ITENFSPELNTHDCCATEEITGPNGNTIGPAT------GNAWVYMYPKGLKDILMIMKKRYGNPPVYITENGMGDIDNGD--LSMEAALD 
PcCBG        TTLYATSTPPLSPDHTQYLYPDSRVYLTGER--HGVSIGERT------GMDGLFVVPHGIQKIVEYVKEFYDNPTIIIAENGYPESEESSS--TLQENLN 
AtTGG2       VTQYAHALD-PSPP-EKLTAMTDSLANLTSLDANGQPPGPPFSKGS-------YYHPRGMLNVMEHFKTKYGDPLIYVTENG---FSTSGGPIPFTEAFH 
AtTGG1       VTQYAQNNQ-TIVPSDVHTALMDSRTTLTSKNATGHAPGPPFNAAS-------YYYPKGIYYVMDYFKTTYGDPLIYVTENG---FSTPGD-EDFEKATA 
BnMYR1       VTQYAQPKP-NPYPSETHTAMMDAGVKLTYDNSRGEFLGPLFVEDKVNGNS--YYYPKGIYYVMDYFKTKYGDPLIYVTENG---FSTPSS-ENREQAIA 
RsRMB1       VTQYAQPKP-NTYPSPKHTAQDDAGVKLSYKNSRGEFIGPLFVEDKDNGNS--YYYPKGIYYVMDYFKTKYGNPLIYVTENG---FSTPDS-ENREQAIA 
RsRMB1       VAQYTQPKP-NPYPSETHTAMMDAGVKLTYENSRGELIGPLFVEDKDNGNS--YYYPKGIYYVMEYFKTKYGNPLIYVTENG---FSTPGS-EKREQAIA 
BjMYR        VTQYAQPQP-NPYPSETHTAMMDPGVKLTYNNSRGELLGPLFAEDKVNGNS--YYYPKGMYYVMDFFKTNYSNPLIYITENG---ISSPGT-ENRCEAIA 
BjMYR1       VTQYAQPKA-NPLLSEKHTAMMDAGVGLTYDNSRGEFIGPLFIEDKIAGNS--YYYPKGIYYVMEYFKTQYNDPLIYVTENG---FSTPSS-ENRCEAIA 
SaMYR        FTQYAQPSP-NPVNATNHTAMMDAGAKLTYINASGHYIGPLFESDGGDGSSNIYYYPKGIYSVMDYFKNKYYNPLIYVTENG---ISTPGS-ENRKESML 
consensus    .. ..   .         .  ..    ..  . .* ..*.        .. .....*.*.  .... * .* .*.....***. ..  .     .....  
             401......410.......420.......430.......440.......450.......460.......470.......480.......490........ 



Vinther Morant et al., Figure 7 Alignment 

ClustalX 1.83 
Pairwise Settings – Gap opening penalty: 13.50, Gap extension penalty: 0.75, Protein Weight Matrix: Gonnet 250 
Multiple Alignment Settings – Gap opening penalty: 15.00, Gap extension penalty: 1.00, Protein Weight Matrix: Gonnet Series 

DcDBGLU      DTYRIDSYYRHLFYVRYAIRS-GANVKGFFAWSLLDNFEWAEGYTSRFGLYFVNYTT-L-NRYPKLSATWFKYFLARDQESAKLEILAPKARWSLSTMIK 
GmICHG       DIYRIDYYYRHFFYLRSAIKA-GANVKGFFAWSFLDCNEWFAGFTVRFGLNFVDYKDGL-KRYPKLFAQWYKNFLKRN---------------------- 
LjBGLU2      DTFRIDYYFRHLFYLRSAIRN-GSNVKGYFAWSLLDNYEWSSGYTVRFGMNFVDYKNGL-KRYKKLSAKWFTNFLKRY---------------------- 
LjBGLU4      DTFRIDYYFRHLFYLQSAIRN-GSNVKGYFAWSLLDNYEWSSGYTVRFGMNFVDYENGL-KRYKKLSAKWFTNFLKRY---------------------- 
LjBGLU7      DTFRIDYYYRHLFYLQSAIRD-GANVKGYFAWSLLDNFEWASGYTLRFGINFADYKNGS-KRYQKLSAKWFKNFLKRY---------------------- 
TrCBG        DTPRIDYYYRHLYYVLTAIGD-GVNVKGYFAWSLFDNMEWDSGYTVRFGLVFVDFKNNL-KRHPKLSAHWFKSFLKK----------------------- 
PsPH1        DANRIDYYYRHLCYLQAAIKE-GANVQGYFAWSLLDNFEWSEGYTVRFGINYIDYDNGL-ERHSKLSTHWFKSFLKRSSISKKKIRRCGNNNAKATKFVY 
PsPH4        DANRIDYYYHHLCYLQAAIKE-GANVQGYFAWSLLDNFEWSEGYTVRFGINYVEYDSGL-ERHSKLSKHWFKSFLKKSSISKKKIRRSGNTNARATKFVY 
PsPH5        DVNRIDYYYRHLCYLQAAIKE-GANVQGYFAWSLLDNFEWSEGYTVRFGINYIDYDNGL-ERHSKLSTHWFKSFLKRSSISKKKIRRCGNNNGRATKFVY 
PsAH1        DTNRIDFYYRHLCYLQAAIKK-GSKVKGYFAWSFLDNFEWDAGYTVRFGINYVDYNDNL-KRHSKLSTYWFTSFLKKYERSTKEIQMFVESKLEHQKFES 
VaVH         DGIRISYHDNHLKFLLQGIKD-GANVKGYYAWSFSDSYEWDAGYTLRFGIIYVDFKDNL-RRYPKYSALWLQKFLLK----------------------- 
MeLinamarase DDFRISYYKKHMWNALGSLKNYGVKLKGYFAWSYLDNFEWNIGYTSRFGLYYVDYKNNL-TRYPKKSAHWFTKFLNISVNANNIYELTSKDSRKVGKFYV 
HbLinamarase DEFRVNYYRKHMWNALGSLKEYNVNIKGYFAWSYLDNFEWNIGYTSRFGLFYVDYKKNL-TRIPKSSAFWFAAFLNPES-SKKITQTTSRNSRKVGKFYI 
AsGlu1       DPLRIEYLQQHMTAIKEAIDLGRRTLRGHFTWSLIDNFEWSLGYLSRFGIVYIDRNDGC-KRIMKKSAKWLKEFNG-ATKKLNNKILGASSCCSGVTHGG 
AsGlu2       DPLRIEYLQQHMTAIKEAIDLG-ADVRGHFTWSLIDNFEWSMGYLSRFGIVYIDRNDGF-KRIMKKSAKWLKEFNG-ATKEVNNKILGASSCCSGELMWF 
ScBxGlcGLU   DWKRLDYLQRHISAVKDAIDQG-ADVRGHFTWGLIDNFEWGSGYSSRFGLVYIDKEDGN-KRKLKKSAKWFAKFNS-VPKTLLKTTNNNATVTASVSV-- 
ZmGlu1       DYKRLDYIQRHIATLKESIDLG-SNVQGYFAWSLLDNFEWFAGFTERYGIVYVDRNNNC-TRYMKESAKWLKEFN--TAKKPSKKILTPA---------- 
SbDhr1       DHTRLDYIQRHLSVLKQSIDLG-ADVRGYFAWSLLDNFEWSSGYTERFGIVYVDRENGC-ERTMKRSARWLQEFNGAAKKVENNKILTPAGQLN------ 
SbDhr2       DHIRLDYLQRHISVLKDSIDSG-ANVRGHFTWSLLDNFEWSSGYTERFGIVYVDRENGC-KRTLKRSARWLKEFNG-AAKRPGNLIKPNFSEINKIKVVT 
PcCBG        DVRRIRFHGDCLSYLSAAIKNG-SDVRGYFVWSLLDNFEWAFGYTIRFGLYHVDFISDQ-KRYPKLSAQWFRQFLQ---HDDQGSIRSSSSI-------- 
AtTGG2       DYNRIDYLCSHLCFLRKAIKEKRVNVKGYFVWSLGDNYEFCNGYTVRFGLSYVDFNNVTADRDLKASGLWYQSFLRDTTK---NQDILRSSLPFKNGDRK 
AtTGG1       DYKRIDYLCSHLCFLSKVIKEKNVNVKGYFAWSLGDNYEFCNGFTVRFGLSYVDFANITGDRDLKASGKWFQKFINVTDEDSTNQDLLRSSVSSKNRDRK 
BnMYR1       DYKRIDYLCSHLCFLRKVIKEKGVNVRGYFAWALGDNYEFCKGFTVRFGLSYVNWEDLD-DRNLKESGKWYQRFINGTVKNAVKQDFLRSSLSSQSQKKR 
RsRMB1       DYRRIDYLCSHLCFLRKVINEKGINVRGYFAWALGDNYEFCKGFTVRFGLSYVNWADLN-DRNLKESGKWYQRFISGTVKNPAKQDFLRSSLSSQSQKKR 
RsRMB1       DYKRIDYLCSHLCFLRKVIKEKGVNVRGYFAWALGDNYEFCKGFTVRFGLSYVNWDDLD-DRNLKESGQWYQRFINGTVKNPAKQDFLRSSLSSQSQK-R 
BjMYR        DYKRIDYLCSHLCFLRKVIREKGVNVRGYFAWALGDNYEFCKGFTVRFGLSYVNWDDLD-DRNLKESGKWYQRFINGTVKNHANQDFLRSSLSSQSQKKR 
BjMYR1       DYKRIDYLCSHLCFLRKVIKDRGVNVRGYFAWALGDNYEFCKGFTVRFGLSYVNWDDLD-DRNLKESGKWYQRFINGTSKNPTKQDFLRSSLSFLKARRR 
SaMYR        DYTRIDYLCSHLCFLNKVIKEKDVNVKGYLAWALGDNYEFNNGFTVRFGLSYINWNNVT-DRDLKKSGQWYQKFISP----------------------- 
consensus    *  *.... ... ... .... . ...*...*...*..*.  *...*.*. ....      * .* ...*.  *.               .          
             501......510.......520.......530.......540.......550.......560.......570.......580.......590........ 



Vinther Morant et al., Figure 7 Alignment 

ClustalX 1.83 
Pairwise Settings – Gap opening penalty: 13.50, Gap extension penalty: 0.75, Protein Weight Matrix: Gonnet 250 
Multiple Alignment Settings – Gap opening penalty: 15.00, Gap extension penalty: 1.00, Protein Weight Matrix: Gonnet Series 

DcDBGLU      EEKTKPKRGIEGF- 
GmICHG       -------------- 
LjBGLU2      -------------- 
LjBGLU4      -------------- 
LjBGLU7      -------------- 
TrCBG        -------------- 
PsPH1        QM------------ 
PsPH4        QM------------ 
PsPH5        QI------------ 
PsAH1        QMMNKVQSSLAVVV 
VaVH         -------------- 
MeLinamarase M------------- 
HbLinamarase M------------- 
AsGlu1       GTA----------- 
AsGlu2       LVQNPYGK------ 
ScBxGlcGLU   -------------- 
ZmGlu1       -------------- 
SbDhr1       -------------- 
SbDhr2       PA------------ 
PcCBG        -------------- 
AtTGG2       SLT----------- 
AtTGG1       SLADA--------- 
BnMYR1       FADA---------- 
RsRMB1       LADA---------- 
RsRMB1       LADA---------- 
BjMYR        LAC----------- 
BjMYR1       GLLADA-------- 
SaMYR        -------------- 
consensus                   
             601......610.. 
 
 


