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Table. Prop erties of chitin-and chitosan-degrading enzymes
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Fig.2 Alignment of amino acid sequences of bacterial
chitosanases.

Numbers at both ends of sequences indicate amino
acids residue number from N-terminus. Amino acid
residues identical to CHB 101 chtosanase A are
shadowed. The closed circles indicate the N-terminal
amino acid residue of the mature chitosanase. Asp
and Glu residues involved in the catalytic site are
indicated by' *'. The sequence segments aligned here
are from Burkholideria gladioli CHB 101 chitosanase
A,  Bacillus MH-K1
Streptomyces sp. N174 chitosanase, Nocaradioides sp.
N106 chitosanase.
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