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Transcriptome analysis and molecular marker discovery in Solanum incanum and S. aethiopicum, two
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Transcriptome characterization and high throughput SSRs and SNPs discovery in Cucurbita pepo
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An oligo-based microarray offers novel transcriptomic approaches for the analysis of pathogen
resistance and fruit quality traits in melon (Cucumis melo L.). BMC Genomics, 2009, 10, 467.

Transcriptomic analysis of tomato carpel development reveals alterations in ethylene and gibberellin

synthesis during pat3/pat4 parthenocarpic fruit set. BMC Plant Biology, 2009, 9, 67. 3.6 40
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