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Development of an analysis pipeline for allele-specific genome dynamics based on
haplotype sequences

Kajitani, Rei
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Phenomena such as X-chromosome inactivation and imprintln? in polyploid
genomes have been studied. Gene expression is sometimes observed only from one allele, and have been

reported to be associated with disease and shown to be important for phenotypic traits. In this
study, | developed an in-silico analysis pipeline for allele-specific genomic dynamics, which is
expected to be effective to analyze the gene structures and gene expressions specific to each
haplotype, without relying on a single representative reference genome.
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