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VOQEWGGT--PSAGNFFGGDLQGVIDHLDYLSDLGVNALYFNPLEFAATTN] DTADYMKI
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DPAFGTLGDLQLLVREAHRLGIRVVLDAVFNHSGFQFAPFQDVIARGTASPYWSWEEVQG
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GCA RRGKITFMDASDESNHLIYTKTYLDETILVM--INNSSKEIDITVPLS-—-—————— LKG- 552

TSP RRGDVAFLTADDEVNHLVYAKTDGNETVMII--INRSNEAAEIPMPID-—-—————— ARG- 552
BST RRGEISFLHADDEMNYLIYKKTDGDETVLVI--INRSDOKADIPIPLD-—-—————— ARG- 552
BSP RTGTFKFLTAEKNSRQIAYLREDDODTILVV--MNNDKAGHTLRCLSG-—-—————— M--- 547
LSP RGSGLRFLPVLEHPQLLVYERWDDNERFLIM--LNNEDAPVNVVIPAA-—-—————— QPG- 551
AAC RKILIWECDSTEGCGHDS—-—————-— RADGFHNQ--—-—-—=——- 578
LPL ittt GVSPILTAGITANEMAPGGFELTVA-—-——-——-— 574
KOX it Oe eSS RTLSLTPFGFYIIGLDHKDIIS 598
TVU ———-KTWLDCLTGEEVHGKQGQLKLTLRPYQGMILWNGR-—-——-— 585
AFL ———-KKLTDLWTNKQFVSEENEWTVTLAPYGFLMFLVE-————— 586
GCA —-——KWLVNLWTNEQFAAEAETLRAAIPPYS-——-———-—————— 579
TSP —-——-KWLVNLLTGERFAAEAETLCVSLPPYGFVLYAVESW---—- 588
BST —-——-TWLVNLLTGERFAAEAETLCTSLPPYGFVLYAIEHW---- 588
Bsp - HSGPICGTTMS--———=———"—"—————————————— 558
LSP —-——-ASWRTVNGEPCAVVEESSIQAALPPYGYAILHAPIAGTAE 591

Fig. S2. Sequence alignment of the a-amylase family GH13 20 representatives from
Alicyclobacillus acidocaldarius (AAC) (accession Q9WX32), Thermoactinomyces vulgaris (TVU)
(Q08751), Klebsiella oxytoca (KOX) (Q48398), Bacillus sp. 1-5 (BSP) (Q59226), Lysinibacillus
sphaericus (LSP) (Q08341), Anoxybacillus flavithermus (AFL) (Q5BLZ6), Geobacillus
caldoxylosilyticus (GCA) (CoLZ63), Thermus sp. IM6501 (069007), Bacillus stearothermophilus
(BST) (P38940), and Lactobacillus plantarum WCFS1 (LPL) (FOURMS). Aligment was done using
the program ClustalOmega. Residues that are identical (*), conserved (:) or semiconserved (.) in all
sequences are indicated. Dashes indicated gaps introduced to maximize similarities. The GH13 three
domains are highlighted in blue (domain A), green (domain B), and yellow (domain C). The N-
terminal domains are indicated in dark blue. The seven conserved sequence regions (CSR) found in
GH13 20 subfamily a-amylases are also indicated. The residues of the GH13 catalytic triad (Asp-
171, Glu-200, and Asp-227 in Lp_0179) are highlighted in pink colour. Conserved residues in
amylolytic enzymes are highlighted in red (Lee et al., 2002). The conserved VANE and MPKLn
motifs, in the CSR 11 and V respectively, are indicated in grey colour.



