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@ Reseach Pursuits @ Educational Pursuits

1. Homology modeling was carried out for the open I gave lectures in “Comprehensive Bio-science”, as one of the courses of
reading frames (ORFs) of the organisms whose “Attractive graduate education program” on “Education program for
genomes were sequenced and under public access. women graduate students engaged in bioinformatics”.

Around fifty percent of the ORF's of prokaryotes
were modeled, however, only 20 % of ORFs of
eukaryotes could be modeled.

2. Guanylyl cyclase C (GC-C) is a
single-transmembrane receptor that is specifically
activated by endogeneous ligands. The
three-dimensional model of GC-C was constructed
and its ligand-binding site appears to be located on
the quite different region from its template
structure.

3. Empirical roles were constructed for prediction of the
interactions between nucleotides and proteins with
known three-dimensional structures. The predictions

were judged to be successful under certain conditions.
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