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AMRFinderPlus AMR class

Amikacin/Gentamicin/Kanamycin/Tobramycin

aph(3)-llla 1

Amikacin/Kanamycin

aac(6')-lb-cr
aac(6')-Ib—cr5 -

marR_S3N -
soxS A12S -

Amikacin/Kanamycin/Quinolone/Tobramycin

Ampicillin/Chloramphenicol/Quinolone/Rifampin/Tetracycline

ftsl_I336IKYRI -
fts|_N337NYRIN -

Aztreonam

blaCARB-12
blaCARB-2 -
blaEC A
blaLAP-2 -
blaOXA -
blaSHV
blaSHV-1
blaSHV-11
blaTEM
blaTEM-1
blaTEM-135 +
blaTEM-190
blaTEM-40 -
blaTEM-57 -

Beta—lactam

ble -

Bleomycin

blaNDM-5 -

Carbapenem

ampC_C-11T
blaCMY -
blaCMY-145 +
blaCMY-154
blaCMY-2 -
blaCMY -4 -
blaCMY-42 -
blaCTX-M -
blaCTX-M-15 -
blaCTX-M-27
blaDHA-1
blaOXA-1 -
blaTEM-169 A

Cephalosporin

catA
catA1
catB3 -
cmilA1 -
cmlAB -

Chloramphenicol

floR

Chloramphenicol/Florfenicol

mer—1.1 -
pmrB_E123D -
pmrB_Y358N -
acrF

emrD -
mdtM_—

fosA -

fosA10

fosAS5 -
fosA7.5
glpT_E448K -
ptsl_V25I
uhpT_E350Q -

Colistin

Efflux

cyaA S352T

Fosfomycin

aac(3)-Ild
aac(3)-lle
aac(3)-Vla

Fosmidomycin

Gentamicin

aac(6')-lla -
ant(2")-la

Gentamicin/Kanamycin/Tobramycin

aph(3')-la

Kanamycin

Inu(F) -

Lincosamide

ere(A)
erm(B)
erm(T)

mph(A) 7
nfsA_R133S

Macrolide

Nitrofurantoin

OQgXA -
ogxB

gyrA_D87N -
gyrA_D87Y A
gyrA_S83A -
gyrA_S83L -
parC_A56T -
parC_E84G -
parC_E84K
parC_EB84V
parC_S57T -
parC_S80I A
parE_[529L -
parE_L416F -
parE_S458A -
gepA -
gepA4 -
gepA8
gepA9 -
qgnrB

gnrB1
qnrB4 -
gnrB7 -

anrD -

gnrD1
gnrS

gnrS1 A
gnrS13

Phenicol/Quinolone

Quinolone

arr-3

Rifamycin

aadA1 -
aadA15
aadA2
aadA25 -
aadA>5
aadA8
ant(6)-la
aph(3")-lb
aph(6)-Id
sat?

sat4 -

Streptomycin

Streptothricin

folP_F28L -
sull A
sul2
sul3 -
tet(A)
tet(B)
tet(D)
tet(M) -
dfrA1 -
dfrA12
dfrA14 -
dfrA15 -
dfrA16 -
dfrA17 -
dfrA19 -
dfrA25
dfrA27
dfrA4
dfrA5 -
dfrA7
dfrA8 -
dfrB4 -

dfrG -

Sulfonamide

Tetracycline

AMR element prevalence in lineage (%)

25.0%
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100.0%

Supplementary Figure 1 All antimicrobial resistance determinants in the study
Escherichia coli population. The plot shows the percentage of times an AMR determinant
(rows) was found in a specific E. coli lineage (columns) out of the total number of
observations of the lineage. Values are shown for the 30 most common lineages together
with ST405, ST504, and ST543 which were all substantially enriched in the control samples.
The plot shows only the AMR determinants that were observed at least five times in the
included lineages and had a minimum sequence identity of at least 95% and coverage of at
least 90% to a reference in the AMRfinder+ database using any method.



