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In this research, We tackled a measurement of the expression levels of genes O0o0ooo0o0ooo0oooooooooooooooooooon

in alloploidies. For the measurement, we used an RNA-seq. However, high
sequence similarity between genes originating from different parental species
prevented us to apply the method to the problem directly. To overcome the

difficulty, our method used genome of model species, which is closely related to —_jﬁmﬁﬁ,E PSHESE HWODY—FE
the target alloploid, and aligned RNA-seq sequences to the genome. Based on
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the mutation distributions of the alignment result, our method determined the < x% ——— _ﬁ_
originated species of each read using maximum likelihood estimation method. MO HZ_Z
By counting the number of the sequences of each parental species on each gene, A thaliana ERR O\ RER

our method successfully quantified expression levels of genes in allopolyploid ’
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Quantified expression levels of genes in allopolyploid species
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Fig.3 Distribution of Number of Reads Classified by Originated Parental Species
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