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Different Thermostable Mechanisms of F/10 and G/11 Xylanase Family
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Abstract: In this article, bioinformatics method was used to analyze the relationship between
primary sequence and the optimum temperature of xylanase. The contents of 20 residues were
multivariatly regressed with the T, of xylanase, and it w.':-xs found that, in F/10 the positively
correlated residue is W and the negative residues are A, D, H, and S; the calculated maximum
T is 119. 8 C. Whereas in G/11 the positively correlated residues are L, D, P, and Y, the
negative residue is H; the calculated maximum T, is 105.6 C. The surprising finding of
different effect of D can explained by structures of (a/@)s of F/10 family xylanase and g-jelly roll
of G/11 family xylanase. It was demonstrated that different families of xylanase have inconsistent

mechanisms thermostable.
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