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SaAM WIYRIQSGVKMYDYLRIDHFKGFSDYWEIRGDYQTANDGSWQPAPGPELFA--TIKEKLG 336

TaAM WIRRLEKALELFHLVRIDHFRGFEAYWEIPASCPTAVEGRWVKAPGEKLFQ--KIQEVFG 333
AtDPEL WVNRIRRAQDLYDECRIDHFRGFAGFWAVPSEAKVAMVGRWKVGPGKSLFD--ATSKGVG 401
D-enzyme WVRRIQRATDLFDEFRIDHFRGFAGFWAVPSEEKIAILGRWKVGPGKPLFD--AILQAVG 413
EcAM FIELLRANMONCGALRIDHVMSMLRLWWIPYGE-TADQGAYVHYPVDDLLSILALESKRH 489
CgAM WRNLLRTVLRHSGGIRVDHVLGLFRLFVMPRMQ-SPATGTY IRFDHNALVGILALEAELA 501
. . * o kK . . . * . * .
SahM DLPIIAENLGYIDERAERLLAGTGFPGMKIMEFGFYDTTGNSIDIPHNYTE--NTIAYAG 394
TaAM EVPVLAEDLGVITPEVEALRDRFGLPGMKVLQFAFDDGMEN-PFLPHNYPAHGRVVVYTG 392
AtDPEL KIKIIAEDLGVITKDVVELRKSIGAPGMAVLOFAFGGGADN-PHLPHNHEV--NQVVYSG 458
D-enzyme KINIIAEDLGVITEDVVQLRKSIEAPGMAVLOFAFGSDAEN-PHLPHNHEQ--NQVVYTG 470
EcAM RCMVIGEDLGTVPVEIVGKLRSSGVYSYKVLYFENDHEKT--FRAPKAYPE--QSMAVAA 545
CgAM GAVVIGEDLGTFEPWVQDALAQRGIMGTSILWFEHSPSQPG-PRRQEEYRP--LALTTVT 558
e e ke kK e K% . .
SahM THDNEVINGWFENLTVEQKAYAENYMRR - — === == === === == - — o 422
TaAM THDNDTTLGWYRTATPHEKAFMARYLAD-—-——-—-——-— WGIT-—-———————————- F 425
AtDPE1 THDNDTIRGWWDTLDQEEKSKAMKYLST ~— === == === === === - ——m 486
D-enzyme THDNDTIRGWWDTLPQEEKSNVLKYLSN-—=———————————— - — o 498
EcAM THDLPTLRGYWECGDLTLGKTLGLYPDEVVLRGLYQDRELAKQGLLDALHKYGCLPKRA- 604
CgAM THDLPPTAGYLEGEHIALRERLGVLNTDPAAEL-AEDLQ-WQAEILDVAASANALPAREY 616
* Kk x * .
SaAM L——-————- PNEPITETVLRTLYATVSQTTITCMQDLLDKPADSRMNMPNTVG-GNWQWR 473
TaAM R--—-——-- EEEEVPWALMHLGMKSVARLAVYPVQDVLALGSEARMNY PGRPS-GNWAWR 476
AtDPE1L A--—--——- GEDDISWSVIQAAFSSTAQTAIIPMODILGLGSSARMNTPATEV-GNWGWR 537
D-enzyme I-—-——-—- EEEEISRGLIEGAVSSVARIAIIPMQODVLGLGSDSRMNIPATQF-GNWSWR 549
EcAM -GHKASLMSMTPTLNRGLQRY IAD--SNSALLGLQPEDWLDMAEPVNIPGTS-YQYKNWR 660
CgAM VGLERDQRGELAELLEGLHTFVAK--TPSALTCVCLVDMVGEKRAQNQPGTTRDMYPNWC 674
. . . . . *  x *

SaAM MRKEDLTENRK---AFLKEITTIYNRGNKLEHHHHHH-—--—--——- 507

TaAM LLPGELSPEH-—-GARLRAMAEATERL—-————-————————————— 500

AtDPE1 IPSSTSFDNLETESDRLRDLLSLYGRI,—=—=——=—==—=—=—————— 564

D-enzyme IPSSTSFDNLDAEAKKLRDILATYGRI,———————————————————— 576

EcAM RKLSATLESMFADDGVNKLLKDLDRRRRSAHHHHHH-——=——-—~-— 696

CgAM IPLCDSE-=-=--—-—-- GNSVLIESLRENELYHRVAKASKRDLEHHHHHH 714

Figure S1. Sequence alignment of various AMs and disproportionation enzymes. Yellow
colours represent the catalytic triad residues. The N-terminal region is shown in green,
while the dimerization arm is highlighted in cyan.
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Figure S2. LigPlot of Interaction between TaAM and 17 mer glucan. The structure PDB:
5JIW is analyzed by LigPlot software.



