%= C-19
FEmREMWEMARRBESE
Rk 2 345 H 1 HEAE

HPEES : 15401

EiER - £8BE (0)

R 2009 ~ 2010

EEES 21580095

MEREL (FIX) FHABEEX?77—T LREMEDOHENT

L ERRES (ZEX) Characterization of ¢RSL1-encoded genes control | ing the host virulence

HERRE
(LA F& (YAMADA TAKASHI)
LBRE - KERLIHGMERFHAER - &
MEEEZES 40230461

e RO (Fns0) - HHEAVUREE R 7 77— RSL1 7 7 LK L7z 343 H O& s+ % xt
BUZDNA ~A 7 a7 LA T 24T, NS BIT 2 4 SOOI Y - EBRE LY ) LA~y
7 RICB Y 5T T, BRI R 5 1 2 OB -2 FE U, 153 B/ 52
LIS (2 B3 2 BERERRAT 21 TV BLBRIR W BT R 2 15T, YHIo B Z R TE 7=, i
HEEA Z MO T 7 — VAW CTEHEIICHET 28 AT A LTEEEBZX D,

R R OMEE (3230) : Based on DNA microarray analysis, 343 genes encoded by £A.
solanacearum jumbo phage ¢RSL1 were characterized to be expressed in the early,
early-intermediate, intermediadte-late, and late stages. The ¢RSL1 genome consists of four
gene-cluster regions where region I mainly contains early-intermediate genes, while most
intermediate-late genes are located within regions II and IV. Bacterial cells infected with
dRSL1 were steadily maintained at a low level of cell density over a long period. Under
these conditions, 12 $RSL1 genes were shown to be highly expressed and regulate the host
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