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Genome analyses for the Tohoku Medical Megabank Project towards establishment of personalized

healthcare. Journal of Biochemistry, 2019, 165, 139-158.

ATTED-Il in 2018: A Plant Coexpression Database Based on Investigation of the Statistical Property of a1 235
the Mutual Rank Index. Plant and Cell Physiology, 2018, 59, e3-e3. :

jMorp: Japanese Multi Omics Reference Panel. Nucleic Acids Research, 2018, 46, D551-D557.

Regional genetic differences among Japanese populations and performance of genotype imputation
using whole-genome reference panel of the Tohoku Medical Megabank Project. BMC Genomics, 2018, 19, 2.8 14
551.

NCMine: Core-peripheral based functional module detection using near-clique mining. Bioinformatics,
2016, 32, 3454-3460.

ATTED-l in 2016: A Plant Coexpression Database Towards Lineage-Specific Coexpression. Plant and Cell 31 194
Physiology, 2016, 57, e5-e5. ’

COXPRESdb in 2015: coexpression database for animal species by DNA-microarray and RNAseg-based
expression data with multiple quality assessment systems. Nucleic Acids Research, 2015, 43, D82-D86.

BioHackathon series in 2011 and 2012: penetration of ontology and linked data in life science domains.

Journal of Biomedical Semantics, 2014, 5, 5. L6 47

ATTED-l in 2014: Evaluation of Gene Coexpression in Agriculturally Important Plants. Plant and Cell
Physiology, 2014, 55, e6-e6.

COXPRESdb: a database of comparative gene coexpression networks of eleven species for mammals. 145 -
Nucleic Acids Research, 2012, 41, D1014-D1020. ’

Importance of Rare DPYD Genetic Polymorphisms for 5-Fluorouracil Therapy in the Japanese

Population. Frontiers in Pharmacology, 0, 13, .




