CLUSTAL 0(1.2.4) multiple sequence alignment
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PvSUT1.5 VQILGVPHAWSSFIWLCGPISGLLVQPIVGYSSDRCTISRFGRRRPFILSGAVAVAISVEL 108
PvSUT1.1 VQLLGIPHTWAAFIWLCGPISGMLVQPIVGYHSDHCTSRFGRRRPFIAAGALAVAIAVEL 118
AtSUC2 VQLLGIPHKWASLIWLCGPISGMLVQPIVGYHSDRCTSRFGRRRPFIVAGAGLVIVAVFL 116
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PvSUT1.5 IGYAADIGHATGDDITKKTIRPRAVAIFVVGFWILDVANNMLQGPCRAFLGDLAAGDQXKT 168
PvSUT1.1 IGYAADLGHMFGDSLAKKTRPRAIAIFVVGFWILDVANNMLQGPCRALLADLSAGDHRKT 178
AtSUC2 IGYARDIGHSMGDQLDXKPPKTRAIAIFALGFWILDVANNTLQGPCRAFLADLSAGNARKT 176
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PvSUT1.1 RNANAFFSFFMAVGNVLGYAAGSYSGLHHVFPFTKTKACDVYCANLKSCFFLSIALLLTL 238
AtSUC2 RTIANAFFSFFMAVGNVLGYAAGSYRNLYKVVPFIMTIESCDLYCANLKTCFFLSITLLLIV 236
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PvSUT1.5 CAIVLTCVDDPQFTPDCVNANNP---QTGSWYSCFGELGIAFKGLQKPMLMIMLVTAINW 285
PvSUT1.1 ATIALTYVKEERVSSEKSSANVAEEDGSRGGMPCFGQLFGAFRELKRPMWILLLVICLNW 298
AtSUC2 TFVSLCYVKEKPWIPEP-----~ TADGKASNVPFFGEIFGAFKELKRPMWMLLIVIALNW 290
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PvSUT1.5 VAWFPYVLYDIDWMGREVYGGEVG-=====~ SNAYDNGVHAGSLGLMLNSVVLAVMSLVV 338
PvSUT1.1 IAWFPFLLFDIDWMGHEVYGGIVG---—-- EGNAYDRGVRAGALGLMLNSLVLGATSLGV 352
AtSUC2 IAWFPFLLFDIDWMGREVYGGNSDATATAASKKLYNDGVRAGALGLMLNAIVLGFMSLGV 350
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PvSUT1.5 EPLGRIVGGVKWLWAAVNVILAVCHMAMIVVITKAARHERNHDGVL-———~ VGHPSFGVKA 383
PvSUT1.1 DVLARGVGGVKRLWGIVNFLLAICLAMIVLITKMAQHSRQYTVLPNGHQEPLPPPSGVKA 412
AtSUC2 EWICRKLCGAKRLWGIVNFILAICLAHTVVVTKQAENHRRDH ----- GGAXTGPPGNVIA 405
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PvSUT1.5 GAMSFFSILGIPLAITYSVPFALASIYSSTSGAGQGLSLGLLNVAIVVPOQMIVSAISGPW 453
PvSUT1.1 GALALFSVLGVPLAITYSIPFALASIFSTTSGAGQGLSLGVLNLAIVIPOMVVSVISGPW 472
AtSUC2 GALTLFAILGIPQAITFSIPFALASIFSTNSGAGQGLSLGVLNLAIVVPOMVISVGGGPF 465
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PvSUT1.5 DSWEGGGNLPAFVLGAVARAVSAVLAVVMLPSPXPADVSKASSVIVGNFH 503
PvSUT1.1 DALFGGGNLPAFVVGAVARAASGILSIILLPSPPPDL-AKAATATGGGFH 521
AtSUC2 DELFGGGNIPAFVLGAIAAAVSGVLALTVLPSPPPDA-PAFKAT--MGFH 512
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Supplemental Figure S1. Peptide alignment of Arabidopsis SUC2 and common bean
SUT1.1 and SUT1.5 transporters.



OsSUT1 R'  QGP LMAD
AtSUC2 R™  QGP FLGD
PvSUT1.1 R™  QGP FLAD
PvSUT1.5 R™ QGP LLAD

Supplemental Figure S2. PvSUT1.1 cartoon model showing (A) transmembrane regions
and (B) conserved arginine residue.



