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DSSEa%k. EAVE., £ L CEEMXRBXIEDDI A ¥ O/\1 4 — 2 HAEANDOHkE
Challenges to microbiota research on DSS colitis, Helicobacter pylori, ulcerative colitis, and
other diseases

JER KA 7 1 — 7 28 RS BEREHRRN L - IFINR RF el
Department of Microbiota Research, Juntendo University Graduate School of Medicine.

Toshifumi Ohkusa
ARRNEEELIREE T 52FFKRETDREAD XL
Systemic diseases involving oral microbiota and their onset mechanisms
SRR KR DA
Department of Microbiology, Tokyo Dental College Hideo Yonezawa
B WEEIC K ZIBEAMERE DM : H. pylori BEH 5 PPINAR. BEWE T
Evaluating Gut Microbiota on Gastric Acid Secretory: From H. pylori, PPl Use to Gastrectomy
ALK e e s e b e i O R Bl £
Department of Gastroenterology, Hirosaki University Graduate School of Medicine Chikara lino
non-Helicobacter #iE. Fusobacterium nucleatum. Neisseria subflava M X %
RAO—L

Metabolome for non-Helicobacter pylori bacteria, Fusobacterium nucleatum and Neisseria
subflava

SRR s TR BX
Gastroenterological Endoscopy, Tokyo Medical University Ryota Niikura
H.pylori RERBEICES T 2 BEAMER - OERNMERDET TR

Metagenomic analysis of gastric and oral microbiota associated with gastric cancer after
eradication

JNERAE:  ifeasmRy find  [F#
Kawasaki medical school Department of Gastroenterology Masanori Matsumoto
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From H. pylori to microbiota and life: Adaptive evolution at the single amino acid resolution.
BBORY: « <A 70 - F /70 /ay—it >y 22— BEEYSEET « 7/ LIER.
HEURYE « AT ¢ VISR ES Mk —=

Research Center for Micro-nano Technology, Hosei University;
Laboratory of Genome Informatics, National Institute for Basic Biology;
Department of Computational Biology and Medical Sciences, University of Tokyo

Ichizo Kobayashi
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