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accuracy of solution protein structures determined by
NMR, and extended the molecular weight limit.
Several structures of proteins of 30 ku have been
solved using BN, "¢, ’H labeling multidimensional

NMR techniques, and this limit will probably be

surpassed in the near future.
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Abstract

studies of cellulases by structural biology and protein

The recent advance in structure function

engineering is reviewed. The seperation of structural
domains and the structure function studies of catalytic
domains and cellulosebinding domains are included.
The research prospects of cellulases are forecasted.
According to the sequence similarity of amino acid,
cellulase and hemicellulase can be divided in to nine
families, and in five families there are some enzymes
that three dimension structure have been resolved.
Here, three dimension structure of some cellulase and
xylanase were compared, and the relationship
betw een its molecular folding and catalytic mechanism
were also analyzed.
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