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Abstract: AP2/ERF ( APETALA2/ethylene-responsive factor) is a large superfamily of transcription factors, there
is one or two domains composed of 60-70 amino acid residues in its proteins. The family genes widely exist in plants and
play important roles in plant growth and development, responses to biological and abiotic stresses and botanic secondary me-
tabolism. WRI4 gene was isolated and cloned from broccoli by RT-PCR technique based on the previous data of transcrip-
tome in broccoli, then the structure and characteristics of WRI4 gene were analyzed by bioinformatic analysis software. The
results showed that, 308 amino acids were encoded by WRI4 transcription factor gene in broccoli, and there were two AP2/
ERF domains in WRI4 transcription factor, which belonged to AP2/ERF family member. The WRI4 protein was hydrophilic
and had no transmembrane structure, its main secondary structures were random coil, a-helix and B-rotation angle. Results
of amino acid sequence alignment and evolutionary tree analysis showed that, WRI4 transcription factors in broccoli had

high similarity with the corresponding transcription factors in cabbage and rape. Overexpression vector of WRI4 was con-

W ES E 83 .2020-10-13 structed by homologous recombination technique, which
ESTRE . AR R RS Tk £ (18ZXZYNC00160) provided basis for further exploring on its functions and
EBRN T F1(1992-) , %, REA -0 70 A, 328 F cultivating new varieties of broccoli.
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Fig.2 Characteristics analysis of broccoli WRI4 amino acid sequence
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