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i i Understanding the interaction between two different genomes is important issue in
evolutionary biology research, especially when the two genomes were incorporated into the same organisms.

I analyzed the genomic and expression properties of recently established natural allotetraploid plants, of
which parental species are relative to the model species Arabidopsis thaliana. Using massively parallel s
@qgencers, genome sequences of parental species and transcriptome data of allotetraploid species were stud
ied.
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