Table S1. Primer sequences used in PCRs

Gene Primer name
ica icaH-7c¢
icaH-1m
bap sasp-7c
sasp-6m
blacrx_y—
M=% CTX-M IV
TEM
bla
SHV SHV
bla pyy—
cMr=2 CMY I
blacryx-m-1
CTX-M1
blacryx_p—
CIX=M=2 CTX-MII
bla
DHA DHA
chuA chuA.1b
chuA.2
yjaA yjaA.1b
yjaA.2b
TspE4C2 TspE4C2.1b
TspE4C2.2b
arpA AceK.f

Strand

Forward
Reverse
Forward
Reverse
Forward
Reverse
Forward
Reverse
Forward
Reverse
Forward
Reverse
Forward
Reverse
Forward
Reverse
Forward
Reverse
Forward
Reverse

Forward

Reverse

Forward

Reverse

Forward

Reverse

Forward

Nucleotide Sequence (5'-3")

CITTCGTTATAACAGGCAAG
TATACCTTTCTTCGATGTCG
GCTGTTGAAGTTAATACTGTACCTGC
CCCTATATCGAAGGTGTAGAATTGCAC
GACAAAGAGAGTGCAACGGATG
TCAGTGCGATCCAGACGAAA
AGTGCTGCCATAACCATGAGTG
CTGACTCCCC GTCGTGTAGATA
ATTATCTACAGCAGCGCCAGTG
TGCATCCACGTCTTTGGTG
GATGAACGCTTTCCCATGATG
CGCTGTTATCGCTCATGGTAA
AGCGATCCGGTCACGAAATA
CCCGTTTTATG CACCCATGA
TCCAGAATAAGGAATCCCATGG
TGCTTTACCCAGCGTCAGAT
ACCGCCGATAATTCGCAGAT
GATATCGTTGGTGGTGCCATAA
GTGGTGGACAGCACCATTAAA
CCTGCGGTATAGGTAGCCAGAT
ATGGTACCGGACGAACCAAC

TGCCGCCAGTACCAAAGACA
CAAACGTGAAGTGTCAGGAG
AATGCGTTCCTCAACCTGTG
CACTATTCGTAAGGTCATCC
AGTTTATCGCTGCGGGTCGC

AACGCTATTCGCCAGCTTGC

Fragment

size (bp)

~700

~1000

501

431

296

214

695

621

588

314

288

211

152

400
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arpA

trpA

sea

seb

sec

sed

see

seg

seh

sei

sej

sep

femA

mecA

eta

etb

tst

ArpAl.x

ArpAgpE.f
ArpAgpE.r
trpAgpC.1
trpAgpC.2
GSEAR-1
GSEAR-2
GSEBR-1
GSEBR-2
GSECR-1
GSECR-2
GSEDR-1
GSEDR-2
GSEER-1
GSEER-2
SEG-F
SEG-R
SEH-F
SEH-R
SEI-F
SEI-R
SEJ-F
SEJ-R
SEP-F
SEP-R
GFEMAR-1
GFEMAR-2
GMECAR-1
GMECAR-2
GETAR-1
GETAR-2
GETBR-1
GETBR-2
GTSSTR-1
GTSSTR-2

Reverse

Forward
Reverse
Forward
Reverse
Forward
Reverse
Forward
Reverse
Forward
Reverse
Forward
Reverse
Forward
Reverse
Forward
Reverse
Forward
Reverse
Forward
Reverse
Forward
Reverse
Forward
Reverse
Forward
Reverse
Forward
Reverse
Forward
Reverse
Forward
Reverse
Forward
Reverse

TCTCCCCATACCGTACGCTA

GATTCCATCTTGTCAAAATATGCC
GAAAAGAAAAAGAATTCCCAAGAG

AGTTTTATGCCCAGTGCGAG
TCTGCGCCGGTCACGCCC
GGTITATCAATGTGCGGGTGG
CGGCACTITTTTCTCTITCGG
GTATGGTGGTGTAACTGAGC
CCAAATAGTGACGAGTTAGG

AGATGAAGTAGTTGATGTGTATGG

CACACTTTTAGAATCAACCG

CCAATAATAGGAGAAAATAAAAG

ATTGGTATTTTTTTITCGTTC
AGGTTTTTTCACAGGTCATCC
CITTTTTTTCTTCGGTCAATC
GTTAGAGGAGGTTTITATG
TTCCTTCAACAGGTGGAGA
CAACTGCTGATTTAGCTCAG
CCCAAACATTAGCACCA
GGCCACTTITATCAGGACA
AACTTACAGGCAGTCCA
GTTCTGGTGGTAAACCA
GCGGAACAACAGTTCTGA
TCAAAAGACACCGCCAA
ATTGTCCTTGAGCACCA
AAAAAAGCACATAACAAGCG
GATAAAGAAGAAACCAGCAG
ACTGCTATCCACCCTCAAAC
CTGGTGAAGTTGTAATCTGG
GCAGGTGTTGATTTAGCATT
AGATGTCCCTATTTTTGCTG
ACAAGCAAAAGAATACAGCG
GTTTTTGGCTGCTTCTCITG
ACCCCTGTTCCCTTATCATC
TTTTCAGTATTTGTAACGCC

301

219

102

164

451

278

209

198

173
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131
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