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Figure S1. RAPD patterns of bacterial isolate using primer 1283. Lane 2 is negative blank
control and lanesl is molecular ladders. Lanes 3-18 are samples DH80, DH69, DH66,
RNO07, DH106, RN14, RN3 (2), RN50, RN42, DH116, NR10, NR45, DH53, RN101, NR34,
RN122 respectively representing group 1-10.
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Figure S2. ERIC-PCR patterns of bacterial isolate using primer ERIC1 and ERIC2. Lane 2
is negative blank control and lanes 1 is molecular ladders. Lanes 3-17 are samples DHS80,
DH69,DH66, RN122, DH53, DH66, RN07, RN93, DH106, RN14, RN3 (2), RN101, RN42,
NR45, RN88 respectively representing group 1-8.
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Figure S3. BOX-PCR patterns of bacterial isolate using primer BOXAIR. Lane 2 is
negative blank control and lanes 1 is molecular ladders. Lanes 3-17 are samples DHS80,
RN14, DH69, DH66, DH3, NR35, RN07, DH106, RN3 (2), RN42, NR45, RN93, NR48,
RN122, RN89 respectively representing group 1-9.
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Figure S4. PCR results for the detection of E. coli VG among the colibacillosis cases of
Bangladeshi poultry samples. A) (uidA: 147bp) Lane 2 is negative blank control and lanes
1 is molecular ladders (1kb). Lanes 3-11 are strain DH53, DH69, DH66, DH80, DH106,
NR45, RN122, RN07, RN88. B) (crl: 250bp) Lane 2 is negative blank control and lanes 1 is
molecular ladders (100bp). Lanes 3-10 are strain DH53, DH69, DH80, NR45, RN07, RN3
(2). C) (papC: 328bp) Lane 2 is negative blank control and lanes 1 is molecular ladders
(100bp). Lanes 3—4 are strain DH69, RN101. D) (ial: 650bp) Lane 2 is negative blank control
and lanes 1 is molecular ladders (1kb). Lanes 3-10 are strain DH53, DH69, DH80, DH106,
NR45, RN101, RN07, DH66.E) (fimH: 164bp) Lane 2 is negative blank control and lanes 1
is molecular ladders (1kb). Lanes 3-12 are strain DH53, DH69, DH66, DH106, DHS0,
RIN122, RN42, RN07, RN3 (2), NR45.F) (cjrC: 518bp) Lane 6 is negative blank control and
lanes 5 is molecular ladders (100bp). Lanes 1-4 are strain DH106, RN83, NR45, NR6.



DH106 RN42 NR48 NR45 RN89 DH60

Figure S5. Representative PCR results for the detection of Escherichia coli phylotypes
among the colibacillosis cases of Bangladeshi poultry samples. (arpA: 400bp), Here, Lane
8 is molecular ladders (100bp), Lane 1 is negative blank control and Lanes 2-7 are the
strains DH106, RN42, NR48, NR45, RN89, DH60, respectively.



Table S1. Sequence of oligonucleotide primers of different target genes used in this study to
detect pathogenic Escherichia coli strains.

Target gene DNA sequence (5" —3) Amplified References
product (bp)
ial GGTATGATGATGATGAGTCCA 650
GGAGGCCAACAATTATTTCC
bfpA AATGGTGCTTGCGCTTGCTGC 334

GCCGCTTTATCCAACCTGGTA

Stx1 CTGGATTTAATGTCGCATAGTG 150
AGAACGCCCACTGAGATCATC [29]
Stx2 GGCACTGTCTGAAACTGCTCC 255

TCGCCAGTTATCTGACATTCTG

eaeA GACCCGGCACAAGCATAAGC 384
CCACCTGCAGCAACAAGAGG

It GGC GAC AGA TTA TAC CGT GC 450 [56]

CGGTCT CTATATTCCCTGTT

aggR GTATACACAAAAGAAGGAAGC 254 [57]
ACAGAATCGTCAGCATCAGC
uidA AAAACGGCAAGAAAAAGCAG 147 [32]

ACGCGTGGTTACAGTCTT GCG

cjrC AAACCTCAGCGCAAAATCGT 518 [32]
AGGCTTCAGGAATGGGTTCA

fimH GTGCCAATTCCTCTTACCGTT 164 [29, 32]

TGGAATAATCGTACCGTTGCG



crl

papC

hlyA

ChuA

Yja A

TspE4C2

arpA

arpA

trpA

TTTCGATTGTCTGGCTGTAT

CTTCAGATTCAGCGTCGTC

GACGGCTGTACTGCAGGGTGTGGCG

ATATCCTTTCTGCAGGGATGCAATA

GCATCATCAAGCGTACGTTCC

AATGAGCCAAGCTGGTITAAGCT

GACGAACCAACGGTCAGGAT

TGCCGCCAGTACCAAAGACA

TGAAGTGTCAGGAGACGCTG

ATGGAGAATGCGTTCCTCAAC

GAGTAATGTCGGGGCATTCA

CGCGCCAACAAAGTATTACG

AACGCTATTCGCCAGCTTGC

TCTCCCCATACCGTACGCTA

GATTCCATCTTGTCAAAATATGCC

GAAAAGAAAAAGAATTCCCAAGAG

AGTTTTATGCCCAGTGCGAG

TCTGCGCCGGTCACGCCC

*arpA for phylotype E and trpA for phylotype C

250

328

534

279

211

152

400

301

219

[29, 32]

[29, 72, 75]

[29]



Table S2. Relative comparison among isolated Pathogenic E.coli from different poultry farms of three sampling locations
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NR20 D Al ++ udiAcrlfimHial 3 ND
F NR28 D B2(B2s) +++  udiAcrlfimHial 0 ND
NR34# D Al +++  udiAcrlfimHialcjrC 0  TeFNAFoxCS
IO(L) NR35 D B2(B2s) +++  udiAcrlfimHial 2 AMPDoTeFNAFoxIMP
CS
NR45* D Al +++  udiAcrlfimHialcjrC 1 AMPTeNAFoxSATM
NR46* D B2(B22) ++ udiAcrlfimHialcjrC 2 AMPDoTeNAFoxIMP
GNATM
NR47 D Al + udiAcrlfimHial 2 | FCIPNACSATM
NR48* D D2 +++  udiAcrlfimHialpapCcjrC 1 DoTeFNACS

DH- Dhamrai, RN- Rupganj, NR- Norshingdi, DR-Dropping, CS-Cloacal Samples, F- Feed, W-Feeding Water; H = Handler Swab;
ES = Egg Surface Swab; IO(L) = Internal Organ(Liver); H-healthy, D-Diseases, BF-Biofilm Formation, CRA-Congo Red Assay, ND-
Not Done; AMP = ampicillin; Te = Tetracycline; Do = doxycycline; F = nitrofurantoin; Pb = polymexin CIP=ciprofloxacin;
NA=nalidixic acid; Fox=cefoxitin; IMP = imipenem;GN=gentamycin; C = chloramphenicol S3 = Sulfonamide; AZM = azithromycin;
+ = Positive; 0 = Not Done; 4=Not Biofilm Producer; 3 = Weak biofilm producer ; 2 = Moderate biofilm producer; 1 =Strong biofilm

producer.*-Plasmid Positive; # Plasmid Negative.






