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A differential expression analysis of some Aux/IAA family genes
in cucumber fruit during the early development
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Abstract: Twenty-eight Aux/IAA family genes from cucumber genome datebase were identified based on bioinformatics and six genes
such as Csa020459 Csa006680 Csa003118 Csa016715 Csa018571 and Csa012115 were selected because of their typical characteris—
tics of Aux/IAA protein and homology relationships with gene SIIAA9 that could cause parthenocarpy. The specific primers were de—
signed according to sequences of six genes and confirmed based on sequencing in the fruit’s cDNA. The expression patterns of these
genes were analyzed by semi—quantitative RT-PCR in the fruits of parthenocarpy inbred lines 6401 non-parthenocarpic inbred lines
6429 and 6429 with pollination during the early development. The results showed that the transcripts of five genes were detected in the
fruits and the expression levels of Csa016715 were higher in the fruits of 6401 and 6429 with pollination than 6429 without pollination.
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