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Construction of transcription related database of C4 grass plant, Sorghum
bicolor and its application
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MOROKOSHI (http://sorghum.riken.jp)

C4 grass plant, sorghum ranks fifth in the global cereal production and
shows strong environmental stress tolerance against drought, heat, salinity and flooding. Sorghum is
also used for bioethanol production. Although the genome sequence was determined in 2009, it is
still lacking the other bioinformatics resources. In this project, we updated our sorghum database
to apply for the high sugar and high biomass researches and elucidation of mechanism of
environmental stress tolerance. We obtained RNA-seq, CAGE and gDB-seq data from two different sugar
accumulation strains, grain sorghum and sweet sorghum. Comparison of these two strains, we obtained
the expression difference on the sugar transporters. Also, CAGE data suggested tissue specific
transcription start sites and different transcriptional regulatlons All the transcriptome data and
constructed networks are accessible from MOROKOSHI database (http://sorghum.riken.jp).
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