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glln'lwﬁ 1. The Microflora bacteria numbers from reared (dark bar) and commercial (white bar)
chickens. Group 1, 2, 3, 4 and 5 were represented as a group of Campylobacter, Anareobic,

Lactobacillus, Enterobacteriaceae and Total bacteria numbers respectively. *, different significant

at p< 0.05.

The micro flora number isolated from backyard and commercial chickens

12.00
10.00

8.00

HH

6.00

Logcfu/mg

m Backyard

0O Commercial

4.00

2.00

0.00

Microflora groups

P b

' 1 . o v/ ' s
2, ﬂ’]iﬁﬂﬂ’lﬂ'ﬂﬂtl(ﬂﬂ(ﬂ’ldizﬂ']’ld Normal flora profile ﬂﬂd1ﬂﬂ%§ﬁ%ﬂﬁ%tlﬁ:1ﬂﬂ%ﬁq

a

\ia
ieatsanContents Iudnldanlris 2 shiafifimadns 2 slwuuINAnwdayana
wannatnsdininlasguiia - Content ndldenlnifinansdausnianuiniize
Campylobacteruazlrifit/aanarnide Campylobacter LﬁﬂLﬂ%ﬂULﬁUuﬁayjai:mnﬂﬁﬁﬁmmi
UnaaiFauazliaoaiFa Campylobacter Wazn3AN¥LEe Campylobacter finanldanlafily
srupvn fuuasInfAsama st Tuidnsmenudiiuiswinde Campylobacter fivnan

. a J a ad
lrdsrfiansideeny las3T RAPD uaz Phytogenetic tree



2.AMINARBIANHIAMINEIMNEIL VD9 Contents I ldenlnanlnifidssluvrsuuaslnd
\89mdatiu 10 Ceacal contents 1szinos 1 n3usnazawasly PBS 7 pH 7 aniuil 8,000 rpm
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ANIMIANUTNARTALAT DY Fingerprinting Il program (BioRad, USA)
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Primers Sequence
P1 CTC TCT CTC TCT CTC TTg
P2 CTC TCT CTC TCT CTC TAC
P3 CTC TCT CTC TCT CTC TgC
P4 CAC ACA CAC ACACAAC
CPO1 CAATCgCCgT
CP06 TTC CAg CTg C
CPO08 CCg CAg CCA A
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Gel image of DNA amplified using universal primers from microflora bacteria in the ceacal
contents. Samples were prepared from backyard and commercial boiler chickens at 40 and 35
day, respectively.

Ladder = molecular marker

A3, A8, A7, B2, B6 and B8 were ceacal contents of chickens from backyard system.

C2, C10, D3, D8, E2, G2, H1, H6 and H9 were ceacal contents of chickens from commercial
system.

+ and non above the letter were positive and negative to Campylobacter infection by using

culturing method.
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Eﬂn'lwﬁ 3 Phylogenetic tree of DNA from normal bacteria in the chickens ceca constructed
using Fingerprinting Il program. Similarly index of normal flora in positive and negative chicken

ceacal contents to Campylobacter infection separated by culturing method.

A, B were ceacal contents of chickens came from backyard chickens.
C, E, D, G, H were ceacal contents of chickens came from commercial broiler chickens.
+ and non above the letter were positive and negative to Campylobacter infection by using

culturing method.
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®@137191 2 13 RAPD Primers sequencing used in the PCR procedure to study the relationship of

Campylobacter isolation from backyard and commercial broiler chickens

Primer Name Sequence (5’ to 3’)
P1 CAGGgCC CTT C
P2 TCC CGAGgCT g
P3. AAT CGGGCTGg
P4 GGG TAACGC C
P5 CAATCGCCGT
P6 GTT GCG ATC C
P7 CAA ACG TCGG
Cp1 CAATCG CCG T
Cp3 CCC CAACAAC
Cp6 TTC CAG CTG C
Cp7 TTG AAC GAT G
Cp8 CCG CAG CCAA
HaniInaaag

wud’lﬁm’lwmnﬁmwau%a Campylobacter LLa:mmsngmmejuﬂin 9leilluabe
d e muadnelunmil 5 Fafiunisusnnguiifalondl similarity index 56% 63% Az 42%
AURIAU (8, d UKL e) \Huife Campylobacter ﬁLmnvl,@Tmﬂ'lﬁﬂﬁaﬂmmmzﬁlnzﬁuﬁ similarity
index 86% 61% (b Uaz ¢) ({wda Campylobacter fiuanldantiluwify (gﬂmwﬁ" 4 Uaz 5)
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31]3’1’111?14 Gel image of DNA amplified from Campylobacter isolated from backyard and

commercial broiler chickens
A1, A2, A3, A4, A5, A6, B1, B2, B6, B9, B10samples were from back yard chickens

C, C2, C3, H1, H2 were from commercial broiler chickens
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gﬂmw N5 Phylogenetic tree showing the relationship of 16s DNA sequences found in isolated

Campylobacter colonies from backyard and commercial broiler chickens. The tree was





