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Fig. S1. Sequence alignment of the a-amylase representatives of thirteen different GH13 subfamilies
with focus on the intermediary group with MPDLN as CSR V (Majzlova et al., 2013). The sequences
from GH13_4 (Neisseria polysaccharea, accession Q9ZEU2), GH13_16 (Propionibacterium
freudenreichii subsp. Shermanii, ALXGB1), GH13 17 (Apis mellifera, Q25BT8), GH13 18
(Bifidobacterium adolescentis, Q84HQ2), GH13 20 (Lactobacillus plantarum WCFS1, FOURMS),



GH13_21 (Escherichia coli, P21517), GH13_23 (Xhantomonas campestris, Q76LB0), GH_29
(Bacillus subtilis, P39795), GH13 30 (Thermonospora curvata, Q60027), GH13_31 (Bacillus
cereus, P21332), GH13 34 (Xenopus leavis, Q7ZYR3), GH13_35 (Xenopus leavis, Q32NL8),
GH13_36 (Paenibacillus polymyxa E681, EORLHS8) subfamilies and Lp_0179 (NI, not included in a
subfamily, FOUSZ) are represented. 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 catalytic triad is highlighted in pink. The
seven GH13 CSRs are boxed. Conserved residues in amylolytic enzymes are highlighted in red (Lee
et al., 2002)



