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Bioinformatic Analysis of UXS Gene Family in
Arabidopsis and Rice

PAN Yuxin, WANG Werjie, HU Jin-shan
(Hebei United University, Tangshan 063009, China)

Abstract; In this study, six UDP-glucuronate decarboxylase (UXS) genes separately from Arabi-

dopsis and rice were analyzed from the gene structure, conservative motif, gene expression and

phylogenesis. The results showed that 12 UXS genes had introns. All the UXS genes expressed in

roots, leaves and calluses, except for OsUXSI expressing only in calluses. The 12 UXS proteins

were hydrophilic proteins with a wide range of hydrophilic areas and had highly conserved struc-
ture with the family domain 3Beta-HSD and NAD-binding. The 12 UXS proteins belonged to two

sub-families and their structures and functions were similar in a sub-family. The comprehensive a-

nalysis revealed that as a multi-gene family,the UXS gene expressed widely and had conservative

Sstucture.

Key words: UDP-glucuronate decarboxylase(UXS); Arabidopsis; Rice; Bioinformatics; Predic-

tion of structure and function
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