P It 5¢

#xKc—19

N H |

HEMREBREEX (BEHRERDE) ARARRESE
PRk 2 54 5 H 15 BEHULE

HREES . 13301

MEiER - EBME (B)

IS HARS : 2010~2012

SEREES 1 22390081

MEREL (1) ARBEROKERMEICEES 3 5505 RNA 5 FOEER & #EefET

THZEEEREL () ldentification and analysis of regulatory sRNAs involved in
the pathogenicity of gas—gangrene related bacteria
MERERE
;&7K 8 (SHIMIZU TOHRU)
E€RKZE - EFR - B
HEEES : 80235655

WFFER R OMEE (Fn30) : KEK R EOAARKRBFICBWTEL O ABEHBEE 2B ESEDL TV =
Vo T, BME RS R BRI K 0 2RO FRIN T ORBEEFHE LT\ D, AR5
TIE, Vo P 2BV TR I T DHHELIO sRNA 4572 Z280FE L, O FITIEARE
D7 —SVHRERIC L > THREHFS 22T\ 5 RNA MFEETH 226N L, &
SICBEROFAET RNA Th 5 virX OFEREMNT 21T\, virX BNEmREARBOLR LT, U=
Ny a2 BHBHRRORREE 2O ERROEAICEE T HERERE LRl L WD Z 2L
T LTz,

MRS OB EE (330) : Clostridium perfringens is a causative agent for gas gangrene and controls
toxin production via complex regulatory networks. In this study, we identified many novel SRNAs in C
perfringens and showed that some of the SRNAs are also regulated by a major regulatory system for
toxin production. Furthermore, we found that one of the SRNAs, virX is involved in the regulation of
spore formation which turns into production of enterotoxin for food poisoning.
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