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Comparative genomics and epigenomic analyses have rapidly been developed with the
technological progress of next-generation sequencing platforms. These high-throughput genome analysis
tools enabled us to conduct studies focusing on some of the fundamental biological processed such as
sexial differenciation in molecular levels. The major objective of our research was to comprehensively
reveal gene regulation associated with the process in genome-wide fashion. We reveals that there is
sexially different expression of genes even in somatic cells. We also elucidated a molecular mechanisms
behind decidualization of endometrial stromal cells by a genome-wide ?ene expression analysis combined
with the data from epigenetic changes. During this project, we have also developed some computational
methodologies useful for general analyses in the field of molecular biology and medicine.
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Human CGCCCCCTGG--CTCTGTCCACGGTGCTGAAGACCCAGTTGE
Chimp COCTCCCTGG--CTCTEGTCCACGGTGCTGAAGACCCAGTTGG
Rhesus c CTCT CAGTGCTCAAGACCCAGTTGS
y CAAGCCTTGG=--CTCTGTCCACAGTGCIGARGGCCCAGTITGG
TreeShrew TGCGTCCTGO--CTCT CGGTGCTCARA
Rat A C-GTGT TGCTGAAGGTTCGGTTGG
Mouse GGCGCAGTGT--CCCTGTCCGCGGTGCTIGAAGATICGGTTGE
GuineaPig CGCTC--TGT--CTCTGTCCACGGTGCTGACGCATCAGTTCGA
Rabbit GGTGCCCTEG-~-ATCTGTCCETGETGCTGAAGATCCAGTTGS
Shrew AGAGTCCTGC--CTCTGTCCACGGTGCTGAAGACTAAG-—~~
Hedgehog TGTCCCTTGC--CTCTGTCCACCGETCCTCAACACCTAG -~~~
Dog CGGTCCCTGG~~CCCTEGTCCACGGTGCTGAAGGCCCAGCTGE
Horse CGCTCCCTGG--ATCIGTCCACGGTGCTGAAGGCCCAGTTGA
Ccow CGCTTCCTAG--CTCTGTCCATGGTGCTGARGGCTCCGTTGA
Tenrec TCTCTGTCCACGGTGCTGAAGGCCTGTTTGE
Opossum GGGTCCCCAC--CTCTGTCCAGGGTGCTIGATTATCTTTTTITT
Platypus CTITCCCCTCT--CCCCCTCCTCACTGCCATCAACCCTAGCAG
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