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In the present study, molecular and comparative analyses of the full-length

cytolethal distending toxin (edt), Campylobacter invasion antigen B (ciabh),
virulence—associated chromosome locus J (vac)), Campylobacter adhesin to fibronectin
protein (cadF), flagellin C (flaC), cytochrome p450, /uxS genes and so on and their
adjacent genetic loci were carried out with more than 10 C. /ar:i isolates. Promoter and
terminator structures were also identified to exist within the 5° — and 3° — non coding
regions of each structural gene for the isolates, respectively. Their gene expression
and transcription initiation sites were also demonstrated in the bacterial cells. However,
different pathogenic genes distributions of (. /ari isolates occurred from those of C.
Jejuni, the organisms carrying poor active domains or those doing no genes. Thus, C. Jars

organisms may possibly be identified to be the natural mutants regarding pathogensis

genes.
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Campylobacter jejuni VX FHIJES
Bk % ERRGER &3 D B il KA
ThY, BusE, BIEIR, BiERH D
WIEFR T N —EBER AR 292
EbdDH, 2000 2 HIZ

Campylobacter TIIHID T, C. jejuni

NCTCL1168 kDT /) hy—7 T A
D3, BT 2005 2EICIE € jejuni RM1221,
C. coli RM2228, C. lari RM2100 %
LT C upsaliensis RM3195 ¥k KZ
7 b7 =& (Fouts et al, PLoS
Biol 3(1) elb) 28 ¥ £ &
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7L 7= [Matsuda and Moore, Appl

Campylobacter JEIZ

Environ Microbiol 70, 4415- (2004) ],

UPTC 1% € lari &Z OMERDEELLL
TWAZ LD, € lari @ variant
&5\ T biovar & Sife, Z D UPTC
D NEREREIZZ 72D 4k
DHPRE SN TNDN, b MEEL
OFEBIIIMERE L T,

v L7 —¥Et (N) ¢ lari 2B
L Cl%, 8T C Jjejuni \ZH~_TARE
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(Matsuda and Moore, KFF*K), +Z
THE STV DHBIL. Bk, I
A, FHE, BEIMAE, BUiiE7 & T
St EREIC, N ¢ lari 1% C
Jejuni THEINTWDHH DL RE
UL EHERRFROERN LD Z
LIEHGNTHY . HIZ UN G Jari
TH, IEFRREIREDRWEETYH
+3 8 % HBETHHE RO ERK
Lo T,
ZORKIT, € lari BHEEKT D 2
DORERY 72 taxon TH % UPTC & IN C.
lari Ot b~OJFFHEIZET 5 KX
PRFERIX, UPTC 7 )V—7"& UNC. lari
7 N—7" O H T DIRIRIBAR T DAT &
DOEBDOFIEDFER T H 5 A HENE
DRI, ZLTX, DO &N
IO MEROYEED a7 7 AL
DRERARIIEBELTVDIONS
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BENIAHOEETH ST,

Campylobacter \Z
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% quorum sensing DHEFEIZDOWT
Z Do TIRNT 24T 9,
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ABFFENC BN TITE T, UPTCHR, UN €. Jari
ROWTT T, XABOHERKRT 7 7V =Y
a— K43 flagellin Bin+ (£lad, flab,
flaC, flaD), MRABEEIERZRTEFR D cyto-
lethal distending toxin E{n+ (edtd, cdtB,
cdtC) JEBEMEIRF D Campylobacter invasion
antigen s+ (ciaB) Fibronectin-binding
protein (cadF)&fs1. & L TIE EHiitA
@ putative peptide methionine sulfoxide
BART (mrsd) .
ciated chromosome ] (vac)) DR FIE{GTHE
(A=), HIZ JuxS, P40 BEinT%& K5
ELTHIEZRAT 9, MATUWPICHRDO Y LT
— BB FREBIERNR LT D,
7ok, FIRIRES T O FERSIE WA
MG & LT=C lari BRAETIZTOWT,
TTA A MU S, Z DR fla,
cdt, ciaB, cadF. mrsA% U Cvacligisa+
TR G & LToBR & Rk, A= e A
il BARFOH MM, 7w E— 2 — i,
HERIn T OB, R AN, (BEET
@ff@ﬁﬁ 2 LSRR %,
V OERR224F FE T IR RS T REY)
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AIFFRNZBN L E T, MREsE RS R
Za— K35 cdt BIRT OfHT T < OIS
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\ETC Lari O cdt RO SR 21T > 72
LA AW cdt BInFEA L, OTR
BESUNRTELALTRILL T2 CDT
R DGR L BYERRDIFAET D 2 & 3B
bt ipoT,

Campylobacter invasion antigen B(ciab)
BIZFICBAL L G Jari 184 (n=7 UN C
lari; n=9 UPTC X C. jejuni 1 ¥k & C coli
1 #R) 2R LT, TrnE—¥— HiEHE
BFZ LT —=IX—Z—%2E1HK 2.2 kbp

DR 18 AT T n— AL S g%
P L7z, BAZ RT-PCR ¥EIZ &L - T C Jari
JCM2530", UPTC CF89-12 @ ciaB i&frs 1 Diis
B L~V TORBNHERE Sz GEERRm L 2),

Virulence—associated chromosome locus J
(vac)) BART & Z DT 5 B8 1 I
WX, 20 RO C Jari BREXIHE L TZED
# 1.14 kbp O 7 m— ALIZHE LT, X
RT-PCR {2 & D HEE L~ L T OFBLO TR
vac] DBMLEFIHFHMIZESS NJ EICKD G

lari FENIZEF 5 UPTC & UN C lari taxon
M D 5RN Gy TR B BE 1 DIFTE DS RIE S 7z
(FEEFC 3), Campylobacter adhesin to

fibronectin protein (CadF) % =— K4 3%
WIETICON T, € lari 16 BRE SHRICH
2.3 kbp OFEIKIZ, cadd DEEBIET &%
O _Eift, FHEIZ non coding #E L TE D
open reading frame (ORF) 23[FE 7=,

RTI-PCR THEZLLTTIA ~v—2 I AT
Vg VOB ENFEE S, Lol G
lari &2 TO/E (n=12 UPTC; n=4 UN C. lari)



THEE Z 3L D cadF @ ORF 23 €. Jjejuni TR
HEESNTVWDORF LV 97 I /R, &
\Z C Jjejuni ® CadF G 7 4 T a7 F
BN T2 R IHAL (KA A >) 75 FRLS
T72 < FALG(50% D[R TH Y | ¢ lari
FETIX C Jjejuni £V CadF @ Fn f5&1EMED
RN &g <R ST (FEERFRL ).
F72. C lari ® P450 KON Luxs (ZOWT
HETLWEIRA G b (BERRCT K TN10),
PLEDORRIZ € lari OTRE S5 IREER
F OIS FAEMFEORITIC L - T, <D
B LWDIFZERCR 235 B ATz,
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