#R= C-19
HEREMHBIEHRRRBESE

VR 2 34 3 H 25 AHE

HPEEERS : 16101

MEER - EBHEC)

A2 EARS : 2008~2010

SEREES 20510187

MZRERES (F130) E FEATO—S BT 5 HIES AR SO #T

HoeiERER (HE L) Analysis of the unculturable microbial populations in human gut
microbiota
MERERE EE E (KUWAHARA TOMOMI)
EERE - REBRAAN AH{IVARTRER - A ZiF
MEEES : 60263810

R OBEE (Fn0) -

t hOANFUCHET DAL IXEROMENFEEL TR, HIEETE &I AR E TR L
TWb, b MIBITHRROFEEREFIIGNEE TH Y 1,000 FEITEWAIE A 100 JEE & 17
ELTWS, IBNEFEIZEMOHEL., B4 I 27 EOMERETOEBWIFHIE OIS ~D
EEREREBEICE > TARBRAERERZ KT LTV, L LA SIENERE DO KT
HERSRMEMIE TR SN TE Y . IBNEEORYIEE~OBEREH D51 A I =X L&
DI N O EREBEOAMMEREH OGN T ILERH D, AWFIETIL segmented
filamentous bacteria & FRIEAL D MGNEEETBIEME O ) NE RIS 2 figae LT,

WFERCR OB (3E30) -

Human harbors the numerous microbes at environmentally exposed anatomical sites

These microbes constitute the unique ecosystem called resident microflora. Gut
microflora is the largest microbial ecosystem in human, which contains over 100
trillions of microbes of nearly 1,000 species. Gut microflora provides beneficial
effects to the host through digestion of nutrients, synthesis of essential vitamins,
and colonization resistance to enteric pathogens. However, the molecular mechanism
of host-microbe symbiosis in the gut is largely unknown due to the fact that the
majority of gut microflora is unculturable bacteria. It is important to disclose the
biology of the unculturable populations to address the molecular interaction between
the host and intestinal microbes. Herein, we determined the whole genome sequence
of segmented filamentous bacteria that are representative gut unculturable microbes.
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