Bioinformatics Center

— Mathematical Bioinformatics —

https://www.bic.kyoto-u.ac.jp/takutsu/index.html

oy S

Prof. Assoc. Prof. Assist. Prof. Guest Scholar Guest Scholar

e

AKUTSU, Tatsuya  TAMURA, Takeyuki MATSUI, Motomu ZHANG, Han MELKMAN, Avraham
(D. Eng.) (D. Inf)) (Ph. D.) (Ph. D.) (Ph. D.)
Nankai University, Ben-Gurion University
China, P.R., 15 of the Negev, Israel
July 2024-14 11 November 2024-23
January 2025 December 2024
Gest Res. Assoc.* *JSPS Postdoctoral Fellowships
: L for Research in Japan, China, P.
SUN, Liangjie R.. 1 November 2023-31
(Ph.D.) October 2025
Students
TAKAGI, Motoshige (D3) SHIOTA, Koji (D3) ~ GHAFOOR, Mamoona (D3)  IWAKI, Takuma (M2)
OHTOMO, Masahiro (D3) ~ LIU, Chunting (D3)  YANG, Ziwei (D2) KUANG, Jinxiang (R. S.)
NAKASHIMA, Shogo (D3) MA, Yier (D3) WU, Chenyao (D2)
MU, Lixuan (D3) FUIJITA, Satoki (D3)  CUI, Yan (M2)

Scope of Research

Due to the rapid progress of genome sequencing technology, whole genome sequences of organisms ranging from
bacteria to human have become available. In order to understand the meaning behind the genetic code, we have been
developing algorithms and software tools for analyzing biological data based on advanced information technologies such
as theory of algorithms, artificial intelligence, and machine learning. We are currently studying the following topics: sys-
tems biology, scale-free networks, metabolic networks, phylogenetic trees, neural networks, chemo-informatics, and discrete
and stochastic methods for bioinformatics.
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