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The main objective of this cooperative project (with Dr. Takashi Kuramoto, Associate
Professor, Kyoto University and with Dr. Osamu Ohara, Deputy Director, Kazusa DNA
Research Institute) was to collect the information of strain-specific polymorphisms by the
whole-genome resequencing of the 20 representative rat strains registered in the National
BioResource Project Rat. The target strains (20 strains in total) were 12 strains (F344/NSlc,
F344/Stm, ACI/NKyo, DON/Kyo, BUF/Mna, PVG/Seac, LE/Stm, LEC/Tj, WNA/Nshm,
WKY/NcrlCrlj, W/Kyo, TO/Hkm) selected based on the phylogenetic tree constructed from the
microsatellite data, one strain (DOB/Oda) established from wild rats, and seven strains
(KFRS4/Kyo, ZF, ZFDM, HER/Wkmt, NER/Kyo, SDT/Jcl, KHR/Kyo) with disease phenotypes.
By mapping the read data obtained from a next-generation sequencing machine, we obtained
approximately 4 million SNVs and approximately 1 million INDELs for each strain. Based on
these data, we reconstructed a phylogenetic tree, which agree well with the tree constructed
before by the microsatellite data. We are preparing to deposit the obtained genome sequence
data and the associated variants data to the public database. We are also developing a SNP

typing kit by using these variant data.
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