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/" Research Pursuits
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topics based on the computation power and his
imagination power;Mechanisms of RNA modification
in Eukaryotes

(splicing and RNA editing), Elucidation of radiation
resistance mechanisms of Deinococcus genus,
Comparative modeling and protein structure
database, Deduction of high resolution molecule
structure out of electron microscopy images,
Prediction of biomolecules” interfaces, Development
of DNA repair protein database, Prediction of protein

biological function out of its 3D structure



SLBENE
W1 OFEMIC, e FEIUDRRLEEDT /
LIXRTZHIMABENTESLIICEDE LT
NS DN FHEWT — 2 Zfiht - R % LT,
ERBISR ORI K E EST BT T, MLH
BN TS EMEWRY) BChbKRET—2%
ks B 7zbic, PEE, L2 R R ez A d i
ZICEALUTHEENTEREMTT, Yk a1,
AR EORER AR D T — 2 OB,
EMEROMRHE 71k, BXOCEGZERNIL ED X
2 JICEDXKS T e BDM L K
FECTHELTVERT, HNUFTEICBOTE, WIih
EPIARRIE A EE LTV ES Ao BB,
b2, MERAE. RENTTZZRITFHT S &
2L LET,
CNLDORETHRHBEHICOFFEDS B, &
SICHIED B % A4S YEA B DR E O ¢ TR
7% (AW - RS DTEERT, Mk
BOWMRREEHAILFERETT DT, ED¥ERIC
AR LTV AL TH> TEAEENENTEET,

" Educational Pursuits

L UGG

Genome sequences of major species were read
in the past ten years and we are facing with
a vast amount of nucleotide sequence data.
The data may contain whole information to
understand biological phenomena, but we cannot
decipher the sequences. This staff is in charge of
"Computational/Informational Biology" and gives
lectures related to the technology for deciphering
genome sequences and new knowledge obtained
by the technology. Specifically this staff lectures
history of computational biology, Data structure in
bioinformatics, Computational methods to deduce
information from data, and New understanding
gained from new analyses.
"Computational/Informational Biology" is an
interdisciplinary field based on biology, physics,
chemistry and information science, but all the
required knowledge is lectured in the classes.
Students interested in this field can start her own
graduation/PhD thesis project in the lab of this staff.
The lab of this staff directly belongs to School of
Science and a student belonging to any department

can be a member of this lab.
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Natural phenomenon is not separated based on the intellectual disciplines. The current intellectual disciplines
(physics, chemistry, biology, mathematics, ...) are based just on arbitrary boundaries set by ancient people.
New people working in the interdisciplinary fields are now in high demand who can decipher questions not
solved by the old disciplines. To adapt to the coming era, we are required to have a solid background in one
of the old disciplines and understand others. Study hard in one of the classic fields you are good at and always

have keen interest in other fields. Good luck.
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