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Feasibility of cotton oligo microarray for anther tissue gene
expression study in kenaf (Hibiscus cannabinus L.)

JIN Gang''?, TANG Xiang-min', ZHOU Qiong', CHEN Peng', ZHOU Rui-yang '
(1. College of Agriculture, Guangxi University, Nanning 530005, China;
2. Guangxi Subtropical Crops Research Institute, Nanning 530001, China)

Abstract We explored tentatively expression patterns of two iso-nuclear alloplasmic lines in kenaf (P3A and P3B) by
using a oligo microarray from cotton. The results showed that the signal of microarray hybridization was clear, and the
images had a lower background and higher signal-noise ratio. Expression for 85.93% (37 640) of 43 803 probes was
detected in anthers of P3A,and expression of 85.90% (37 629) of probes was observed in anthers of P3B. Of the
probes on the arrays, 34 290 (78. 28% ) consistently hybridized to labeled cotton probe in P3A and P3B. High
heterologous hybridization rate suggest that it is viable using cotton oligo microarray to investigate gene expression in
kenaf. We could successfully demonstrate that heterologous microarray hybridizations allow deep insights into the
transcriptom of kenaf.
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Fig. 1 Denaturing agarose gel electrophoresis of
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Fig. 2 Scatter plots of relative gene expression in

anthers between P3A and P3B
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