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Figure S4. Multilocus sequence based maximum-likelihood tree based on concatenated 

nucleotide sequences showing the phylogenetic variety of E. coli isolates. All isolated from 

output samples are marked in bolt. Sequence types, CTX-M-groups and phylogenetic E. coli 

assignments are given in brackets. ST types were determined using the E. coli MLST database 

(http://mlst.warwick.ac.uk/mlst/dbs/Ecoli). Bar: 0.001 Nucleotide substitutions per sequence positions.  

ESBL221_B15_13_2E (NN; no CTX-M; A*)
ESBL70B6_12EESBL (ST1210; CTX-M-9; A*)
ESBL15b _B1_13_1E (ST1210; CTX-M-1; A*)
ESBL107bB6_VA_12EESBL (ST1210; CTX-M-9; A*)
900B6_12EESBL (ST1210; CTX-M-9; A*)
512B2_12EESBL (ST1210;  CTX-M-2; A*)

ESBL110B6_ 12AESBL (NN; CTX-M-9; A)
ESBL157B1_13_2E (NN; CTX-M-1; A)

ESBL164aB1_13_2E (NN; CTX-M-1; A*)
ESBL530B1_13_4A (NN; CTX-M-1; A*)

554B1_12EESBL (NN; CTX-M-1; A*)
ESBL192B1_13_1A (NN; CTX-M-1; A)
ESBL156B1_12_2E (ST398; CTX-M-1; A)
ESBL198B1_13_1A (ST398; CTX-M-1; A)

ESBL536B1_13_4A (ST206; CTX-M-1; A*)
ESBL537B1_13_4A (ST206; CTX-M-1; A*)
ESBL522B1_13_4A (ST77; CTX-M-1; A*)
ESBL531B1_13_4A (ST77; CTX-M-1; A*)

ESBL226bB15_13_2E (ST58; CTX-M-1; B1)
ESBL525B1_13_4A (ST58; CTX-M-1; B1)
ESBL151B1_13_2E  (ST58; CTX-M-1; B1)
ESBL11B1_13_1E (ST56; CTX-M-1; B1)
ESBL370B15 13 2A (ST410; CTX-M-1; A*)

ESBL232B15_13_2E (ST410; CTX-M-1; A*)
ESBL37B15_13_1E (ST410; CTX-M-1; A*)
ESBL54B15_13_1E (ST410; CTX-M-1; A*)
ESBL523B1_13_4A (ST410; CTX-M-1; A*)

ESBL223 B15_13_2E (ST56; no CTX-M; B1)
550B1_12EESBL (ST898; CTX-M-1; A)

ESBL163 B1_13_2E (ST602; CTX-M-1; B1)
ESBL194 B1_13_1A (ST602; CTX-M-1; B1)

ESBL41bB15_13_1E (NN; CTX-M-1; B1)
ESBL526B1_13_4A (NN; CTX-M-1; A)
ESBL100B6_VA_12EESBL (ST641; CTX-M-9; B1)

ESBL386B15_13_2A (NN; CTX-M-9; B1)

77
100

100

100

99

93

70

100

100

83

97

0.001


