Table S1: Results of the inhibition zone diameter of the isolates against the ten (10) antibiotics

Supporting information

S/N Code/ TET MER STE AZT AXN OFX ETN AZN CHL GEN
Isolate IZD (mm)
1 Ul 0.0£0.0 0.0+0.0 0.0£0.0 12.0£0.29  0.0%0.0 23.7+0.33 1.0£0.29 0.0£0.0 17.0+£0.58 14.0+0.58
2 U2 0.0£0.0 0.0+0.0 0.0£0.0 9.0+£0.1155  0.0%0.0 25.0£0.17 0.0+0.0 0.0+£0.0  17.0+0.058  12.0+0.173
3 S1 0.0£0.0 5.0+£0.12 0.0+£0.0 80+0.0 0.0£0.0 11.83+0.17 0.0£0.0  10.00£0.12  10.00£0.29 2.76x0.15
4 S2 0.0£0.0 4.33+0.09 0.0£0.0 7.43+0.07 0.0£0.0 12.33+0.33 0.0+0.0 8.83+0.17 10.00+0.0 2.67+0.17
5 P1 0.0£0.0 0.0+0.0 0.0+0.0 0.0+£0.0 0.0+0.0 0.0+0.0 0.0+0.0 1.0£0.12 0.0£0.0 2.0+0.12
6 P2 0.0£0.0 0.0+0.0 0.0+0.0 0.0+£0.0 0.0£0.0 0.0+0.0 0.0£00 0.0+0.0 0.0+0.0 2.0+0.17

NB: TET = Tetracycline (30 pg); MER = Meropenem (10 pg); STE = Sulphamethoxazole/Trimethoprim (25 pg); AZT = Azithromycin (15 pg);
AXN = Amoxycillin (30 pg); OFX = Ofloxacin (5 pg); ETN = Erythromycin (15 pg); AZN = Aztreonam (30 pg); CHL = Chloramphenicol (30 pg);
GEN = Gentamicin (10 pg).

Table S2: CLSI resistance classification of the isolates against the ten (10) antibiotics
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NB: R = Resistance; 1 = Intermediate; TET = Tetracycline (30 pg); MER = Meropenem (10 pg); STE = Sulphamethoxazole/Trimethoprim (25
pg); AZT = Azithromycin (15 pg); AXN = Amoxycillin (30 pg); OFX = Ofloxacin (5 pg); ETN = Erythromycin (15 pg); AZN = Aztreonam (30
ug); CHL = Chloramphenicol (30 ug); GEN = Gentamicin (10 pg), MARI = multi-antibiotic-resistant index.



Table S3:
Ul has 89.17% pairwise similarity to K. aerogenes strain GB25 (NCBI accession MT664185). The isolated sequences are as follows:

GGAAAAAGCAAAGAGGTTTGTTCTTGGTTGGGGAAGGGAAAGCTGGTTATCAAGGAGATGTGTGGCGGACGGGTGAGTAATGTC
TGGGAAACTGCCTGATGGAGGGGGATAACTACTGGAAACGGTAGCTAATACCGCATAACGTCGCAAGACCAAAGAGGGGGACCTT
CGGGCCTCTTGCCATCAGATGTGCCCAGATGGGATTAGCTAGTAGGCGGGGTAACGGCCCACCTAGGCGACGATCCCTAGCTGGTC
TGAGAGGATGACCAGCCACACTGGAACTGAGACACGGCCCAGACTCCTACGGGGAGGCAGCAGTGGGGGATTATTGCACAATGG
GCGCAAGCCTGATGCGGCCATGCCGCGTGGGTTGAGGAAGGCTTTCGGGGTTGTAAAGCACTTTTCAGCGGGGGAGGAAGGGGGT
ACGGTTAATAAACCGTGGCGGATTGGACGTTCCCCGCAGAAGAAGCACCGGTTAACTCCGTGCCAGCGGCCGGCGGTAATACGGA
AGGGTGCAACCGTTAATCGGAAATTACTGGCCTAAACCCCCCGCGGGGGGTCTGTCAGGTCGGATGTAAAATCCCCCGGGTTCACC
CTGGGAACTGCTTTCGAAACTGGAGGCTGGAGTCTCGTAGAGGGGGGTAAATTTCCGGGTGGAGGCGGTGAAATGCGTGAGTTTT
GGAGGGAATACCGGGGGGCAAAGGCCGCCTCCTGGAACAAAGACTGAGCCTCAGGTGCGAAGCTGGTGGGACCAACAGGATAGA
ATCCCCTGGTAGTCACGCCCGAAACGATGTCGATTTTGAAGTTGTGCCCTTGAGCGTGGCTTCCGGAGCTACGCGTTAAATCGACC
CGCCTGGGGTACGGCGCAGGTTAAAACTTAATGAATTGACGGGGGCCCGCCAAAGCGTGGGACATGTGTTAAATTCGCTGCACGG
GAGGAACCTTCCTTGTCTGATATCCCAGAACCTGACAAGATGCCGTGGTGCCTTCGGAACTGTGAGAACAGGTGCTG

U2 has 89.75% pairwise similarity to C. freundii strain R2ZAS5 (NCBI accession MT103108). The isolated sequence is as follows:

GGGGCCAAAATGGAGAGGTGTGATTTTGGGCTAGGAAAAGGCGAAAAAGGGATACAATGGGGTTTGGGTGGCGGAGGGTGAGT
ATGTATGGGACACTACAGGATTTAGCGGGATACTACTGGAAACGGAGCTAATACCGCATAACGTCGCAAGACCAAGAGGGGGACC
TTCGGGCCTCTTGCATCGGATTTGCCCAGATGGGATTAGCTAGGGGTGGGGTAAGGCTCACCTAGGCGACGATCCCTAGCTGGTCT
GAGAGGATGACCAGCCACCTGGGAACTGAGACACGGTCCAGACTCCTACGGGAAGCAGCAGTGGGGAAATATTGCACAAGGGGC
GCAAGCCTGATGCAGCCATGCCGCGTGTTTGAAGAAGGCCTTCGAGTTGAAAAGTACTTTCGGCGAGGGAGGAAGGCGTGGTGGT
TAAAAAACCCGCGACGATTGAGGTTACTCGGAAAAAAAAAGCACCGGCTTAAATTCCGTGCCAAGCGGCCCGGG

S1 has 74.91% pairwise similarity to S. enterica strain ZD2 (NCBI accession number ON661792). The isolated sequence is as follows:

GGGTTAAACTCTTAGATTTGATCTGGCTCAGGGGCGCTTGAAACCCCCCTTTAATTTTTTCCTGGCCCCAATGCGGTTTTATACCC
CCCTTTAAATTTTTACAGGGGGAGAAAAACAGTGAAAAGGACCCTAATACCATATAGTCTCACAAGCCCAATGAGGGAGATTCTC
GGCCCTCGTGCCCTCAGATGTGCCCATATGAGATTATCTAATGTGTGGGATAGCCTCACATCTAGGACACTATCTATATGTGCTGAG
AGAAGATGCCCCCACACTGTGGCAGTGACACGCGGTCCACACTTCCAGGAGAGGGCGGTGTGGAAAATATTGCACTGTGGGCACA
CCCGAGACGCCCCCGTGGCGCGTGTGAGAAAAACCTTCTCGTTGTGAAAAACTCTTITCCGCGGAGGAAAAGGTTATAATTTTAATC
CTCTTGCA

S2 has 78.93% pairwise similarity with S. enferica subsp. enterica serovar Brandenburg strain FSIS1607501 (NCBI accession number CP082464).
The isolated sequence is as follows:

GGGGCCCTCATTAGGTTGACAGGGTTCAGGGGCGCTGGAAACCCCCTTTAAAGTTTAACCCGGCTCCAGGGGGGTGTGATCACCC
CCTTAAATTTTTCCACCGGGCCAAGGGGCTGAAATAACAATCCATATCCTTATAGCGTCCCGAGACAAAAGGGGGGGCCTTGGGCG



TCTCTTGCTATCAGATGTGCCCAGATGGGATTATAGAGTTGGTGGGATAGCGGCACCCATAGGACAAGATCCATATGTGGTCTGAG
AGTAAGACCACACACAGTGGAAGTGACACACGGTCCAGACTTCTAGGGGAGGCAGAAGTGGAATATAGTGAATATGGGAACACG
TCAGAAGCCCCCATGGCGCGTGTAAGAAGAACGTTCTCGGGGTAAAAGCTTTTTCGGGGGGAAGAAGGGATAAACTTAATACCTT
TGCTT

P1 has 95.82% pairwise similarity to the E. coli strain Rizhao 490 1 (NCBI accession number MN314233). The isolated sequence is as follows:

GCGGTGCTCCTGAGTATCTTGGTGGACAGGTAGGGGGGCTGGAAACCCCCTTTAAAGTTGAACCCGGCCCCATGGGGGAGTAAT
GTATGGGAAATGCCTGATGGAGGGGGATAACTACTGGAAACGGTAGCTAATACCGCATAACGTCGCAAGACCAAAGAGGGGGAC
CTTCGGGCCTCTTGCCATCGGATGTGCCCAGATGGGATTAGCTTGTTGGTGGGGTAACGGCTCACCTAGGCGACGATCCCTAGCTG
GTCTGAGAGGATGACCAGCCACACTGGAACTGAGACACGGTCCAGACTCCTACGGGAGGCAGCAGTGGGGAATATTGCACAATGG
GCGCAAGCCTGATGCAGCCATGCCGCGTGTATGAAGAAGGCCTTCGGGTTGTAAAGTACTTTCAGCGGGGAGGAAGGGAGTAAAG
TTAATACCTTTGCTCATTGACGTTACCCGCAAAAAAAGCACCGGCTAACTCCGTGGCAGCAGCCGCGGTAATACGGAGGGTGCAA
GCGGTAATCGGAATTACTGGGCGTAAAGCGCACGCAGGCGTTTGTAAACTCAGATGTGAAATCCTGGGGCTCAACCCGGGAAACT
GCTTCTAATATTGGCCAAGCTTGACTCTCCCACAGGGGGGGTTAAAATTCCCCGGGTGTAACCCCGAAAAGGCCTTAAAAATCGGG
GAAAAAATCCCCGGGGCAAAATCCGGCCCCCCGGGGAAAAAAACCGAGGTTTCCAGATCCCAATTTTGCGCCCCACACATTTTAA
TTAAAAAACCCCTTGTTTTTTCCCCCCCCGGGGACCCCCTCTCCCCCTTGAAAGTTTTCCCCCTTTAAACCCTTGGCTTTCCGAACCT
AACCCCGTTGAAATTCCCCCCCCCCTGGGAAAAAACCCCCCCGTGGGTAAAAAATAAAAATGATTTTCCCCGGGGGGCCCCCCCCC
GGGTTTTTTACCATTTTGTTTITTAAATTCCCCGCCGGGGGGGATAAACACCCCCCCCGGTTTTTITACATAATCACGGGGGTCTCTCC
CCAAAATATAAAACCCGCCGCTTCTCAAAAAAAGAAGAATACGGGGGGGTGTCCTTGTGGGGGGGGACTCACATCTATATAAAAA
GAAAATCTTATTTTTATTTTITTCTTTGCTTTCCCCGGGAGGGAAAAAAGAAATCAAACGCAATTCAACACGAGCTGACCGGGACGG
TCGTC

P2 has 90.27% pairwise similarity to the E. coli strain AF1 (NCBI accession number ON653022). The isolated sequence is as follows:

GGGTAATTCATAAAGTGGTCTGGCTCAGGGGGGCTGGAAACCCCCTTTITAATTTTTITCCTGGCCCCATGCGCCTTAATGTCCCCCT
TTATGCCCGATGGCGGGGGATAACTACTGGAAACAGTGGCTAATACCGCATACCCCCTACGGACCAAAGGGGGGGATCTTCGGAC
CTCTTGCTATCGGATGGGCCCATATGGGATTAGCTAGTTGGTGGGGTAACGGCTCACCAAGGCGACGATCCCTAGCTGGTCTGAGA
GGATGACCAGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTGGGGAATTTTGGACAATGGGGCGAAA
GCCTGATGCAGCCATGCCGCGTGTATGAAGAAGGCCTTCGGGTTGTAAAGTACTTTCGGCGGAGAAGAAAAGGAATCCCGTTAAT
ACCTTAGCCTGCTGACGTTACCCGCAGAATAAGCACCGGCTAACTCCGTGCCAGCAGCCGCGGTAATACGGAGGGGTGCAAGCGT
TAATCGGAATTACTGGGCGTAAAGCGCGCGCAGGCGGTTTGGAAAGACAGATGTGAAATCCCCGGGCTCAACCTTGGAACTGCAT
TTTAAACTGGCCAGCTTGAGTCTCGCAGAGGGGGGTAGAATTCCACGTTTAGCGGTGAAATGCTAGATATCGGGAAGAATACCGG
TGGCGAAGGCGCCCCCTGGGCAAATACTGACGCTCAGGTGCGAAATCTGGGGAGCAAACAAGATTAGATACCCTTGTAGTCCAGC
CCTAAACGATGTCAACATGAAGTTTGGCCCTTGAGCTTAGCTTCCAGT



