Table 1. List of bacterial cultures used in the study.
	S.No.
	Name of cultures
	Strain 

	1.
	E. coli 
	ATCC 10536

	2.
	Salmonella Typhimurium 
	MTCC 98

	3.
	Salmonella typhi 
	ATCC 6539

	4.
	Salmonella paratyphi 
	MTCC 735

	5.
	Shigella sonnei 
	ATCC 9290

	6.
	Klebsiella pneumoniae 
	ATCC 13883

	7.
	Proteus mirabilis
	MTCC 3310

	8.
	Listeria monocytogenes
	ATCC 19114

	9.
	Staphylococcus aureus
	ATCC 700699





Table 2. Cpn60 UT Polymorphism among the selected Enterobacteriaceae members.
	Number of Sequences
	Nucleotide

	
	Nucleotide length
	Conserved bases
	Variable bases

	236
	555
	343
	212



Table 3. Average distance within the groups.
	Clusters in the Phylogeny
	Distance
	Standard Error

	X
	0.06
	0.01

	XI
	0.04
	0.01

	I
	0.01
	0.00

	V
	0.01
	0.00

	XII
	0.02
	0.00

	XIII
	0.05
	0.01

	VIII
	0.04
	0.00

	IX
	0.03
	0.00

	II
	0.02
	0.00

	IV
	n/c
	n/c

	III
	0.02
	0.01

	VI
	0.03
	0.01

	VII
	0.02
	0.00



Table 4. Average distance between the groups.
	Custer in the Phylogeny
	X
	XI
	I
	V
	XII
	XIII
	VIII
	IX
	II
	IV
	III
	VI
	VII

	X
	-
	0.0136
	0.0150
	0.0146
	0.0210
	0.0223
	0.0141
	0.0121
	0.0151
	0.0147
	0.0144
	0.0147
	0.0122

	XI
	0.1284
	-
	0.0172
	0.0188
	0.0209
	0.0207
	0.0183
	0.0155
	0.0167
	0.0190
	0.0174
	0.0181
	0.0184

	I
	0.1321
	0.1530
	-
	0.0106
	0.0218
	0.0234
	0.0312
	0.0147
	0.0083
	0.0119
	0.0101
	0.0115
	0.0132

	V
	0.1296
	0.1742
	0.0638
	-
	0.0221
	0.0237
	0.0133
	0.0159
	0.0108
	0.0089
	0.0098
	0.0119
	0.0217

	XII
	0.2150
	0.2157
	0.2058
	0.2161
	-
	0.0173
	0.0226
	0.0219
	0.0211
	0.0215
	0.0213
	0.0212
	0.0219

	XIII
	0.2451
	0.2261
	0.2510
	0.2486
	0.1700
	-
	0.0243
	0.0231
	0.0236
	0.0229
	0.0237
	0.0244
	0.0229

	VIII
	0.1253
	0.1731
	0.0983
	0.1011
	0.2254
	0.2638
	-
	0.0140
	0.0132
	0.0134
	0.0136
	0.0118
	0.0210

	IX
	0.1048
	0.1400
	0.1165
	0.1325
	0.2070
	0.2401
	0.1172
	-
	0.0141
	0.0156
	0.0144
	0.0147
	0.01540

	II
	0.1302
	0.1541
	0.0473
	0.0664
	0.2002
	0.2562
	0.1015
	0.1133
	-
	0.0109
	0.0095
	0.0111
	0.01440

	IV
	0.1312
	0.1765
	0.0751
	0.0507
	0.1989
	0.2387
	0.1041
	0.1323
	0.0639
	-
	0.0096
	0.0113
	0.01450

	III
	0.1270
	0.1570
	0.0597
	0.0584
	0.2053
	0.2461
	0.1076
	0.1114
	0.0540
	0.0558
	-
	0.0111
	0.0139

	VI
	0.1301
	0.1689
	0.0810
	0.0838
	0.1977
	0.2545
	0.0929
	0.1183
	0.0776
	0.0774
	0.0805
	-
	0.0143

	VII
	0.1090
	0.1683
	0.0930
	0.0956
	0.2184
	0.2432
	0.0929
	0.1259
	0.1110
	0.1178
	0.01091
	0.1140
	-



Table 5. Properties of the primers designed in the study.
	Primer
	Sequence
	Length
	Tm (o C)
	% GC

	Ent F
	GGANAAAGTNGGYAAAGAAGG
	21 bp
	56.9 
	45.2 

	Ent R
	GTNTCYGGYTTRTTGATGAA
	20 bp
	53.2
	40 







Table 6. Ct values of each strain used in the study.
	Name of cultures
	Ct value

	E. coli 
	20.52

	S. Typhimurium 
	23.60

	S. typhi 
	24.66

	S. paratyphi 
	23.17

	S. sonnei 
	20.71

	K. pneumoniae 
	22.17

	P. mirabilis
	24.25

	L. monocytogenes
	Undetermined

	S. aureus
	Undetermined

	Negative
	Undetermined



