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Figure S1. Multiple sequence alignment of catalytic domain of GH94 enzymes.

Multiple sequence alignment was constructed using ClustalW program (http://www.genome.jp/tools/clustalw/).
Residues with black, dark gray, and light gray backgrounds are 100, 80, and 60 of conserved percent, respectively.
Alphabets below the sequence indicate conserved or major residues. 1, Dor E; 2, EorQ; 3, SorT; 4, KorR; 5, F,
Y, or W; 6, L, I, V, or M. The catalytic residues are indicated by red triangle. The residues involved in the
formation of subsites -1 and +1 are indicated by green and blue triangles, respectively. Amino acid residues

forming phosphate binding site are shown by orange triangles.
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CsCDP, Clostridium stercorarium CDP

(AAC45511.1); CtCDP A, Clostridium thermocellum YM4 CDP (BAB71818.1); CgCBP, C. gilvus CBP
(GenBank ID, BAA28631.1); RaCBP, R. albus NE1 CBP (ADU20744.1); CtCBP, Clostridium thermocellum
YM4 CBP (AAL67138.1); TmCBP, Thermotoga maritima MSB8 CBP (AAD36910.1); CuCBP, Cellulomonas
uda CBP (AAQ20920.1); AfCBGS, Agrobacterium fabrum C58 cyclic B-1,2-glucan synthetase (AAK73356.1);
AvBGS, Agrobacterium vitis F2/5 B-1,2-glucan synthetase (AAQ08605.1); PsLBP, Paenibacillus sp. YM1
laminaribiose phosphorylase (BAJ10826.1); AILBP, Acholeplasma laidlawii PG-8A laminaribiose phosphorylase
(ABX81345.1); VpChBP, Vibrio proteolyticus ChBP (BAC87867.1); V{ChBP, Vibrio furnissii
(AAG23740.1).
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