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[Comprehensive and reliable protein—protein interactions using HitPredict and Hintdb]
Ashwini Pati| (RERKZFEREMEE b7/ LB 2 —#EefEHT4 > - ) a2 BB
With the availability of a large number of protein—protein interactions,

it is imperative to assess their reliability prior to their use in further scientific
studies.



HitPredict is a database that provides quality—assessed interactions in 9 species.
Interactions are assigned with a score based on the genomic evidence found in their support.
Such evidence can be obtained in the form of homologous interactions across species.
The database, Hintdb, provides such a |ist of homologous interactions for those already
determined experimental ly. Together, HitPredict and Hintdb provide a useful resource of
protein-protein interactions and their properties.
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Dear All Users,

On October 25 (Tuesday), we will be holding a workshop titled “Using Web Services”, in
which we will introduce, in omnibus format, the web services that can be used at the Human
Genome Center.

The workshop will be held in Japanese. If you are interested in attending, please contact
us at hgc-lect@hgc. jp

System Administrator
Super Computer System
Human Genome Center



