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Identification of waterlogging tolerance genes of a teosinte genome region
introgressed into a maize genome
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de novo RNA-seq

30 ha

I have identified water-stress responsive genes under reduced soil
conditions in a maize inbred line derived from crossing between maize and teosinte by de novo
RNA-seq. Also, | have presumed a location of the introgressed teosinte genome region in a genome of
the maize inbred line by mapping genome sequence data obtained with HiSeq system. Public maize
database showed that the most responsive and least responsive genes locate a genome region
corresponding to the above mentioned putative teosinte genome region, suggesting that these genes
might be related to water logging tolerance.
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