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Figure S1. Sequence alignment of H0HC94 against the previously known Agrobacterium β-glucosidases. Full-length amino acid sequences were aligned by ClustalW2 (1) followed by alignment in the Espript 3.X programme (2). The identical residues are shown in white with a black background, and conservative changes are shown in gray background with box. The amino acid sequences used were from Agrobacterium sp. (Uniprot accession number P12614); Agrobacterium tumefaciens 5A (Uniprot accession number H0HC94);
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