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@ Research Pursuits

1.Homology modeling was carried out for the open
reading frames (ORFs) of the organisms whose
genomes were sequenced and under public access.
Around fifty percent of the ORF's of prokaryotes were
modeled, however, only 20 % of ORFs of eukaryotes
could be modeled.

2.We found some alternative splicing in land plants
which show conservative characters in DNA
sequences. It was suggested that the alternative
splicing was involved in important regulation for
environment responses.

3.We report the genome-wide identification and
characterization of alternative splicing in human
gene transcripts based on analysis of the full-length
cDNAs. The alternative splicing influences protein
interactions with ligands and other proteins.

4.We report the genome-wide identification and
characterization of alternative splicing in human
gene transcripts based on analysis of the full-length
56,419 c¢DNAs. Genome-wide annotations of
alternative splicing should lay firm groundwork for
exploring in detail the diversification of protein
function which is mediated by the fast expanding
universe of alternative splicing variants.

5.0ur computational and biophysical studies suggest
that the relationship of genome, transcriptome and
protein is the largest source for the flexible and
complex biological function at molecular level.

@ SL[FEHTE]

@ Educational Pursuits

I gave lectures in “Comprehensive Bio-science” and
“Prediction Biology” as two of the courses of
“ Attractive graduate education program”  on
“Education program for women graduate students

engaged in bioinformatics” .

We started new lecture series for all graduate

students to develop women leader ship and I gave a

lecture on the women pioneers in science in Japan.

They graduated from the former school of

Ochanomizu University when Universities were not

opened for girls.
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