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ABSTRACT

Chitin- and chitosan-related enzymes were examined to utilize an abundant biomass, chitin.
1. Gene structure and function of fungal chitosanases were clarified. The novel C-terminal domain
(R3) of Aspergillus oryzae chitosanase increased a solubility of recombinant proteins when the fusion
protein was expressed in E. coli.
2. A gene coding for chitin deacetylase was isolated from the basidiomycetes, Flammulina velutipes,
which was specifically expressed during fruiting body development.
3. Analysis of environmental DNA revealed that an addition of flake chitin into soil increased a
population of various kinds of bacteria, most of which were uncultured and unidentified ones.
Partial fragments of genes coding for chitinases were PCR-amplified from environmental DNA.
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##a Z FV-PDA 13, N-acetvl-D-glucosamine (GlcNAc) @ 2 BAKLAEDA ) d¥EZ 7 F AL L 7=,
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