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Abstract: In order to explore the function of basic leucine zipper (bZIP) transcription factor in Brassica rapa and its as-
sociation with vernalization, bioinformation methods were used to identify the B. rapa bZIP gene family members. The chromo-

some location, evolutionary relationship, expression pattern and vernalization response were analyzed through a variety of biologi-

cal information softwares. The results revealed that 118
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in bZIP gene family of B. rapa, and the interaction network was complex. Four BrbZIP genes were the central nodes in response

to vernalization.
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