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I have been developing a mapping program "maps" suite for next generation
sequencing. | was able to achieve the following accomplishment during the 3 years period. (1) 1 have
contributed the establishment of Gef-seq (Genome footprint sequence) analysis method, which is an

improved method of ChlP-seq analysis, by preparing the computational analysis pipeline. (2) I
continued the error-profile analysis of Illumina Next generation sequencer. (3) 1 have contributed
the analysis of homologous/non-homologous rearrangements occuring in a part of organera genomes. (4)
I contributed a comparative genome analysis of several yeast strains by genome assembling. For (1%,
we published a apaper and made our program public, and preparing another manuscript to describe the
pgggoco!. For (2), 1 made a couple of presentations. For (3) and (4), we are preparing for a
publication.
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