Supplementary material

Table S1. Primers used for determining the uidA and mutS genes, and for phylogrouping.

Primer Sequence (5’ - 3°) Size Reference

L CATTACGGCAAAGTGTGGGTCAAT (F) 558 b~ »

TCAGCGTAAGGGTAATGCGAGGTA (R) P
e GGCCTATACCCTGAACTACA (F) S5 b »
GCATAAAGGCAATGGTGTC  (R) P
ATGGTACCGGACGAACCAAC (F)
chuA TGCCGCCAGTACCAAAGACA (R) 288 bp [2]
. CAAACGTGAAGTGTCAGGAG (F)
yjaA AATGCGTTCCTCAACCTGTG (R) 211 bp [2]
CACTATTCGTAAGGTCATCC (F)
TspE4 AGTTTATCGCTGCGGGTCGC (R) 152 bp [2]
AACGCTATTCGCCAGCTTGC (F)

ArpA TCTCCCCATACCGTACGCTA (R) 400 bp [2]
Group E GATTCCATCTTGTCAAAATATGCC (F) 0L 2]
ArpAgpE GAAAAGAAAAAGAATTCCCAAGAG (R) P
Group C AGTTTTATGCCCAGTGCGAG (F) 719 -
trpAgpC TCTGCGCCGGTCACGCCC (R) P

* bp = base pair.

Life 2021, 11, 1020. https://doi.org/10.3390/1ife11101020

www.mdpi.com/journal/life



Life 2021, 11, 1020 2 of 4

Table S2. Primers used for amplification of virulence genes.

Primers Sequence (5’ —3°) Size (bp) Reference

stxl Forward ACACTGGATGATCTCAGTGG 614 [3]
Reverse CTGAATCCCCCTCCATTATG

St Forward CCATGACAACGGACAGCAGTT Reverse 779 [3]

CCTGTCAACTGAGCAGCACTTTG

caeA Forward GTGGCGAATACTGGCGAGACT 890 [3]
Reverse CCCCATTCTTTTTCACCGTCG

hiyA Forward ACGATGTGGTTTATTCTGGA Reverse 165 3]

CTTCACGTGACCATACATAT

STa Forward GCCTATGCATCTACACAATC 278 [4]
Reverse TGAGAAATGGACAATGTCCG

LTh Forward TATCCTCTCTATATGCACAG 480 [4]

Reverse CTGTAGTGGAAGCTGTTATA
* bp = base pair.
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Figure S1. Multinomial log-linear regression analysis of phylogroup distribution of isolates across sample types. Phy- 9
logrouping was performed according to the scheme of Clermont et al., 2013. The X axis denotes phylogroups and the Y- 10
axis represents proportion of isolates. Sed — sediment, W — water, WP — water plant, SN — snail. 11
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Figure S2. Virulence gene distribution across isolates allocate to phylogroups based on the scheme of Clermont et al., 2013. 13
The number of isolates for each phylogroup is given in parentheses on the x axis. 14
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Figure S3. Distribution of sensitive (0) and isolates displaying Intermediate resistance to 1, 2, 3, 4 or 5 antibiotics from the 17
18

five sampling sites.
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