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EResearch Projects

Genomic diversity is the essential source of the highly

variable phenotypes including human diseases. Com-

bining different platforms of nucleotide sequencing we
are currently working on two research projects:

1. Genetic analyses of familial neurological diseases.
Exome sequencing is very effective to identify
nucleotide variants responsible for Mendelian dis-
eases. However, responsible variants for extremely
rare conditions, typically reported in single pedi-
grees, are vastly remained to be elucidated. We are
working on very rare Mendelian diseases with single
pedigrees, by combining exome sequencing with
classical linkage analysis.

2. Omics study of venomous snakes.

Snake venoms and endogenous inhibitors are the
promising resource for the pharmaceutical discovery.
Towards the complete understanding of the snake
proteins, we are working on the “omics” study
(mainly whole genome sequencing and transcrip-
tomics) of venomous snakes such as Japanese
endemic pit viper, Habu snake, Protobothrops flavo-
viridis. and Indian cobra, Naja naja. We are also
working on genetic diversity and molecular evolution
of venomous snakes.
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