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Networks that controls the metabolism in life
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Metabolome is a research field that
comprehensively analyzes metabolites
(low molecular compounds) in cells.
Arita (P of the lab) also has a team at
RIKEN Yokohama, where we perform
metabolomics for plants and mice. He is
also a key member of the International
Metabolomics Society.

Currently, we are conducting joint
research on lipids with the Karolinska
Institute and UC-Davis.
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We have developed
a method for
identifying
compounds by
separating mass
spectra from mass
_ spectrometers.

We are developing MS-DIAL and
PowerGetBatch both of which is a
universal program for untargeted
metabolomics- and lipidomics
collaborate with Riken (Yokoyama). It
is supporting any type of
chromatography/mass spectrometry
methods (GC/MS, LC/MS, and LC-
MS/MS etc.). Now, MS-DIAL is mainly
working by I. Tada [2] collaborate with
Tsugawa. PowerGet is lead by N.
Sakurai [3].

We had been developing Shoku-
Repo collaborate with Kazusa DNA
Res. Inst. This is a database for the
metabolomic data by using LC-MS
for ingredients in typical foods
eaten in Japan [3].

This is a product from the research
project leaded by N. Sakurai.

We are developing sensor devices
for detecting chemical components
in soil in real time. This is the
research project by Dr. A. Hosoki.
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Single, co-authored or co-edited
books by lab-members.
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Evolutionary networks governing the background

of biological diversity
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Since all living things have a common
ancestor, they can be regarded as an
evolutionary network. We study biodiversity
as a complex network through comparative
genomics and comparative metabolomics.
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We are performing the genome wide

comparative analysis of the probiotic genus

Bifidobacterium to investigate the role of

+ different species in their host. We want to

~ characterize the bifidobacterial species with

* respect to their host's dietary habits. This
theme is mainly working by S. Maria.

We are conducting comparative genome
research of H. pylori that is famous for
causing stomach cancer. By comparing the
H. pylori genomes around the world, we are
trying to clarify the characteristics and
functions of each geographic region. This
theme is mainly working by N. Mehwish.

We are studying the evolutionary functions
of horizontal transmission genes found in
the lactic acid bacteria genome. This theme
is mainly working by S. Takenaka.
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Research for evolution of metabolic systems on

animals. / IO RHFRDHE

We are investigating how animal
metabolic systems have evolved over the
last 500 million years using comparative

| genomics and comparative metabolomic
techniques. Kawashima and Satou
conducting this project [4, 5].
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(List only research Members. In addition,
secretaries and technical assistants
support our daily research life. )

— Staffs

Masanori Arita (Pl, Professor)
Nozomu Sakurai (DDBJ Associate Prof.)
Takeshi Kawashima (Assistant Prof.)

Ai Hosoki (Postdoc.)
Toshiaki Tokimatsu (Postdoc.)

—Graduate Students and Internship

Maria Satti
Mehwish Noureen
Shinkurou Takenaka
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