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Abstract WRKY transcription factors play an important role in the regulation of plant resistance to pathogens.
However, there is no report on the mechanism of WRKY transcription factors regulating the resistance of tobacco
CMYV (Cucumber mosaic virus) . In the present study, the expression patterns of WRKY transcription factor genes
WRKY11, WRKY2, WRKY4 and WRKY1 were analyzed between tobacco varieties ‘K326’ (a CMV susceptible
variety) and TT8 (a CMYV resistant variety). The results showed that the expression levels of WRKY genes were
significantly increased in ‘TT8” after CMV infection. while their expression in ‘K326’ was tremendously differ-
ent. The expression of WRKY?2, WRKY4 and WRKY11 were not induced and that of WRKY'1 was strikingly de-
creased in ‘K3267. The transcription patterns of these WRKY transcription factor genes were consistent with the
CVM resistance of ‘TT8” and ‘K3267, as ‘TT8” and ‘K326’ are resistant and susceptible to CMV, respectively.
Exogenous application of phytohormone salicylic acid, jasmonate and ethylene resulted in a complicated transcrip-
tion pattern of WRKY transcription factor genes in tobacco varieties ‘K326’ and ‘TT8’. Mecanwhile, the obser-
vations suggested that the overall expression levels of WRKY1, WRKY?2 and WRKY4 in ‘TT8’ were induced by
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phytohormone salicylic acid, jasmonate and ethylene in ‘TT8”, but no obvious induction was observed in ‘K326”.

The results of this study are valuable for revealing the roles of WRKY transcription factors in regulating tobacco

resistance to CMV, and are helpful for investigating the molecular basis of CVM resistance between the tobacco

varieties ‘K326” and ‘TT8’.
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Fig. 1 Expression levels of WRKY genes in ‘K326’ and
‘TT8’ infected by CMV
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Fig. 2 Expression levels of WRKY genes in ‘K326’ and ‘TT8’ treated by SA
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