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Development of bioinformatics platform for analyzing chromosome dynamics and
comparative genomics.
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o We_developed novel ChlP-seq analysis, genome assembling and detecting point or
structural variation algorithms from NGS (illumina) sequence data. These algorithms were built up as

individual programs and opened to the public via paper or our HP. .
And we also performed analysis of the distribution of protein localization, denovo assembling of genomes,

and SNPs or structural variation detection against S.cerevisiae, S.pombe, Human. Mouse and some bacterias
with other many researchers.
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