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Functional Analysis in silico (FAIS) is to conduct computational studies on the functional aspects of genome information, which represents what kind of proteins/RNASs are synthesized under which condtions.
Qur studies include the structural analysis of the molecular function of each gene product as well as the analysis of its regulatory information, which will lead us to the understanding of its cellular role F‘QE
represented by the networks of inter-gene interactions. n
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DBTGR http://dbtgr.hgc.jp/
DBTSS http://dbtss.hgc.jp/
DBTMEE http://dbtmee.hgc.jp/

Melina Il http://melina.hgc.ip/

HINTdb http://hintdb._hgc.ip/hint/

HitPredict http://hintdb_hagc.ip/htp/

TimeXNet http:/timexnet.hgc.jp/

OpenTein http://opentein.hgc.jp/

OpenContami https://openlooper.hgc.jp/
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