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Molecular Modeling and Analyses
of the Endoglucanases from Edible Fungi

HUANG Ting-ting YI Zhuodin MAO Can-quan
( School of Life Science and Engineering Southwest Jiaotong University Chengdu 610031 China)

Abstract: SWISS — MODEL and Discovery Studio were used to predict and analyze the tertiary structure
of edible fungi endoglucanases. It was found that the endoglucanases of V. wolvacea and T. hirsuta appear to
like a barrel with alpha — helices in their inner layer and betafolding sheets in its outer layer with random
coils in their two bottoms; as a salt-bond formation center in V. wvolvacea endoglucanase arginninel29 partici—
pates in the formation of six salt-bonds; catalytic residues glutamic acid215 and glutamic acid248 in V. wvolva—
cea endoglucanase participate in the formation of five hydrogen bonds while the number for 7. reesei endoglu—
canase Il is three. Based on the analyses of the linker sequences and catalytic related hydrogen-bond the au—
thors suggest that amino acids in these sites might be mutable optimized for V. wvolvacea and T. hirsuta en—
doglucanases. The work would be helpful for structure optimization and utilization of edible fungi endoglu-
canases.
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