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1) We performed computer simulation of unfolding

processes of barnase and found that module
structures were maintained until later stage
of protein unfolding. This result suggests
that modules contribute to stabilize protein
conformation in early stage of protein folding.

2) We reported the new features and improvements

of our latest annotation for the H-Invitational
Database (H-InvDB; http://www.h-invitational.
jp/), a comprehensive annotation resource
of human genes and transcripts. H-InvDB,
originally developed as an integrated database
of the human transcriptome based on extensive
annotation of large sets of full-length cDNA
(FLcDNA) clones, now provide annotation for
175,537 human transcripts, 120,558 human
mRNAs extracted from the public DNA databank
in addition to 54,978 human FLcDNA, in our
latest release H-InvDB_4.3.



FHMRICET 5 2007 FEEOHENE

TBARDIKL TR OiEFEO— Mz i, %
D 2 [\, REOQBZ, LR, BHEMNSRA
RYAETEHE - MROMNE EZH AR A T
W,

KEEBRIC BT B 2007 FEOHBENEA

MEa A2 N R 5 EAMOER] (F
BT, 184 M1 % RKAWRBE A =T 7«
7B 8T R ENTT 0TS LKA h
VFa I L LTEAESE, TOMOE [FHEEE
wmReE ] EmElR A OmED My 7 A B
DI 5E X P BFONE DT & W28 & Ty
A=) CEmBISZREEMEICE DN TOF LI
DT =25 TS 2 HWI 2 N TRiE, 3V a
VIEBHO ., FHNSE 10 32 Oz,

M) =X —FH T 1T Z L) Oz —HHEY,
AZEDHEFHOTEHH ODHEE - HseE & LT
RUTCE 7RG EZAD, KIS ENS 1/ X—
g VA E ) =X —DOBERRICED AT,

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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