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Abstract [ Objective ] Bioinformatics analysis of WRKY transcription factor family members in rice was carried out to provide basis for further
study on the function of WRKY transcription factor family in rice. | Method ] The whole genome sequence of rice was downloaded from NCBI
website.The WRKY family members were screened by CDD, Blast, MEME , MEGA , ProtParam and other online tools or local software.The phys-
ical and chemical properties, phylogenetic relationships and conservative elements of the WRKY family members were analyzed by bioinformat-
ics. [ Results ] A total of 65 WRKY family members were identified from the rice genome, each of which had a conserved element of
WRKYGOQK, in addition to a conserved zinc finger structure. Using MEGA to cluster the obtained WRKY family members, 65 WRKY family
members can be divided into A,B,C,D,E 5 categories,among which A,;B,C,D 4 are closely related and can be clustered into one group;
while class A is relatively distantly related,and it is considered that class A members may be a relatively primitive class that has been preserved
during long-term evolution.[ Conclusion ] This study systematically identified the WRKY family of rice,and provided a reference for further stud-
y on the function and interaction of WRKY transcription factors in rice.
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Fig.2 Amino acid sequence alignment
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