Supplementary data
Supplementary table 1. Specificity of phenotypical ESBL test
	Species 
	ESBL phenotype in concordance with ESBL genotype based on WGS
	Positive predictive value

	 
	Yes
	No 
	 

	 Citrobacter spp., No. 
	2
	4
	42.9%

	 Enterobacter cloacae complex, No. 
	14
	1
	93.3%

	 Escherichia coli, No. 
	158
	7
	95.8%

	 Klebsiella oxytoca, No. 
	0
	1
	0%

	 Klebsiella pneumoniae, No. 
	22
	2
	91.7%

	 Proteus vulgaris group, No. 
	0
	3
	0%

	Total 
	196
	18
	91.6%






Supplementary table 2. ESBL-E prevalence per year
	Year (time)
	observed
	predicted1
	predicted2
	predicted3

	
	N
	% (SE)
	% (SE)
	p-value4
	% (SE)
	p-value4
	%(SE)
	p-value4

	2013 (0.0)
	516
	4.84 (0.95)
	4.74 (0.36)
	0.75
	5.95 (0.80)
	0.19
	5.83 (0.79)
	0.21

	2014 (1.0)
	558
	6.63 (1.05)
	4.24 (0.34)
	0.017
	4.77 (0.55)
	0.059
	4.78 (0.56)
	0.060

	2015 (2.0)
	560
	5.71 (0.98)
	4.38 (0.34)
	0.17
	4.86 (0.45)
	0.22
	4.67 (0.45)
	0.17

	2016 (3.0)
	502
	2.79 (0.73)
	4.81 (0.36)
	0.030
	5.11 (0.39)
	0.0026
	5.12 (0.39)
	0.0026

	2017 (4.0)
	393
	4.58 (1.05)
	4.56 (0.34)
	0.99
	4.56 (0.34)
	0.49
	4.62 (0.35)
	0.49

	2019 (6.5)
	425
	5.65 (1.12)
	4.44 (0.36)
	0.27
	3.73 (0.41)
	0.054
	3.60 (0.40)
	0.043

	2020 (7.5)
	425
	2.12 (0.70)
	4.85 (0.35)
	0.0050
	4.31 (0.51)
	0.0055
	4.22 (0.50)
	0.0072

	2021 (8.5)
	373
	4.02 (1.02)
	4.62 (0.34)
	0.59
	3.55 (0.55)
	0.34
	3.47 (0.53)
	0.31

	2022 (9.9)
	367
	3.81 (1.00)
	4.64 (0.34)
	0.46
	3.24 (0.63)
	0.31
	3.13 (0.62)
	0.28


1) unadjusted; 2) adjusted for time trend; 3) adjusted for time trend, age, length of stay, ICU(y/n); 4) p-values refer to difference between observed and predicted prevalence and were rounded to either 2 decimals, 3 decimals (when below 0.10) or 4 decimals (when below 0.01).





Supplementary table 3. MLST of identified ESBL producing isolates. 
	Year
	2013
	2014
	2015
	2016
	2017
	2019
	2020
	2021
	2022
	Total 

	Genotypically confirmed ESBL isolates, No. 
	30
	37
	33
	14
	18
	24
	11
	15
	15
	198

	Escherichia coli, No. 
	25
	29
	30
	12
	15
	18
	10
	10
	9
	158

	ST131, No. 
	6
	6
	7
	3
	5
	4
	2
	1
	2
	36

	ST38, No. 
	3
	3
	3
	1
	1
	2
	3
	1
	2
	19

	ST10, No. 
	0
	3
	0
	2
	2
	2
	0
	1
	1
	11

	ST69, No. 
	1
	2
	2
	0
	0
	1
	0
	0
	0
	6

	ST363, No. 
	0
	0
	0
	0
	0
	1
	1
	1
	0
	3

	ST349, No. 
	1
	0
	1
	1
	0
	0
	0
	0
	0
	3

	ST44, No. 
	0
	2
	1
	0
	0
	0
	0
	1
	0
	4

	ST88, No. 
	1
	3
	0
	0
	0
	0
	0
	0
	0
	4

	ST58, No. 
	1
	0
	1
	0
	0
	0
	0
	1
	0
	3

	ST744, No. 
	1
	0
	0
	0
	0
	0
	0
	1
	0
	2

	ST177, No. 
	0
	1
	1
	0
	0
	0
	0
	0
	0
	2

	ST12069, No. 
	0
	0
	0
	0
	1
	0
	1
	0
	0
	2

	ST167, No. 
	0
	1
	0
	0
	1
	0
	0
	0
	0
	2

	ST410, No. 
	0
	0
	1
	1
	0
	0
	0
	0
	0
	2

	ST48, No. 
	0
	0
	0
	0
	0
	1
	1
	0
	0
	2

	ST59, No. 
	0
	0
	0
	0
	0
	1
	0
	1
	0
	2

	ST616, No. 
	0
	0
	2
	0
	0
	0
	0
	0
	0
	2

	ST617, No. 
	1
	0
	0
	1
	0
	0
	0
	0
	0
	2

	Other, No. 
	10
	8
	11
	3
	5
	6
	2
	2
	6
	53

	Klebsiella pneumoniae, No. 
	5
	4
	2
	2
	2
	2
	0
	2
	3
	22

	ST107, No. 
	2
	0
	0
	0
	0
	0
	0
	0
	0
	2

	ST15, No. 
	1
	1
	0
	0
	0
	0
	0
	0
	0
	2

	ST268, No. 
	0
	0
	0
	0
	0
	0
	0
	1
	0
	1

	ST4, No. 
	1
	1
	0
	0
	0
	0
	0
	0
	0
	2

	ST4283, No. 
	0
	2
	0
	0
	0
	0
	0
	0
	0
	2

	Other, No. 
	1
	0
	2
	2
	2
	2
	0
	1
	3
	13

	Enterobacter cloacae complex, No. 
	0
	3
	1
	0
	1
	4
	0
	3
	2
	15

	ST104, No. 
	0
	3
	1
	0
	1
	1
	0
	0
	0
	7

	ST114, No. 
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0

	ST50, No. 
	0
	0
	0
	0
	0
	2
	0
	0
	0
	2

	ST54, No. 
	0
	0
	0
	0
	0
	0
	0
	2
	0
	2

	ST62, No. 
	0
	0
	0
	0
	0
	0
	0
	1
	0
	1

	ST66, No. 
	0
	0
	0
	0
	0
	1
	0
	0
	1
	2

	ST78, No.
	0
	0
	0
	0
	0
	0
	0
	0
	1
	1

	Other species, No. 
	0
	1
	0
	0
	0
	0
	1
	0
	1
	3


Supplementary table 3 ESBL genes of identified ESBL producing isolates. 
	Year
	2013
	2014
	2015
	2016
	2017
	2019
	2020
	2021
	2022
	Total

	Genotypically confirmed ESBL isolates, No. 
	30
	37
	33
	14
	18
	24
	11
	15
	15
	198

	Isolates with >1 ESBL gene, No. 
	3
	4
	3
	0
	1
	2
	1
	1
	2
	17

	ESBL genes identified, No.
	33
	41
	36
	14
	19
	26
	12
	16
	17
	215

	 
	
	
	
	
	
	
	
	
	
	

	CTX-M family, No. 
	30
	36
	32
	11
	15
	21
	10
	14
	14
	183

	CTX-M-15, No. 
	10
	17
	18
	6
	6
	9
	6
	7
	6
	85

	CTX-M-1, No. 
	5
	9
	3
	0
	1
	4
	0
	3
	1
	26

	CTX-M-9, No. 
	1
	5
	3
	0
	2
	1
	2
	2
	1
	18

	CTX-M-14, No. 
	7
	2
	3
	1
	3
	2
	1
	0
	3
	22

	CTX-M-27, No. 
	3
	3
	3
	3
	2
	5
	0
	0
	1
	20

	CTX-M-32, No. 
	2
	0
	1
	0
	1
	0
	1
	0
	0
	5

	CTX-M-55, No. 
	1
	0
	0
	0
	0
	0
	0
	1
	0
	2

	CTX-M-3, No. 
	1
	0
	0
	0
	0
	0
	0
	1
	1
	3

	CTX-M-143, No. 
	0
	0
	0
	1
	0
	0
	0
	0
	0
	1

	CTX-M-65, No. 
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0

	CTX-M-24, No. 
	0
	0
	0
	0
	0
	0
	0
	0
	1
	1

	 
	
	
	
	
	
	
	
	
	
	

	SHV family, No. 
	2
	5
	4
	2
	2
	3
	1
	1
	3
	23

	SHV-12, No. 
	1
	4
	4
	2
	2
	3
	1
	1
	2
	20

	SHV-106, No. 
	1
	1
	0
	0
	0
	0
	0
	0
	1
	3

	SHV-27, No. 
	0
	0
	0
	0
	0
	0
	0
	0
	0
	0

	 
	
	
	
	
	
	
	
	
	
	

	TEM family, No. 
	0
	0
	1
	1
	2
	2
	0
	0
	0
	6

	TEM-20, No.
	0
	0
	1
	1
	1
	1
	0
	0
	0
	4

	TEM-169, No. 
	0
	0
	0
	0
	0
	1
	0
	0
	0
	1

	TET-106, No.
	0
	0
	0
	0
	1
	0
	0
	0
	0
	1

	 
	
	
	
	
	
	
	
	
	
	

	Other, No. 
	0
	0
	0
	0
	0
	0
	1
	0
	0
	1

	VEB-1, No. 
	0
	0
	0
	0
	0
	0
	1
	0
	0
	1





Supplementary table 4. Pairwise comparisons between two patients with clonally related ESBL-E isolates for which nosocomial transmission was deemed unlikely based on the epidemiological link between those patients. 
	Year of collection
	Species
	MLST
	ESBL genes
	Epidemiological link
	Likelihood nosocomial transmission

	2013/2014
	Escherichia coli
	ST38
	CTX-M-15
	None
	Unlikely

	2013/2014
	Escherichia coli
	ST38
	CTX-M-15
	None
	Unlikely

	2013/2015
	Escherichia coli
	ST131
	CTX-M-27, 1 isolate also CTX-M-32
	None
	Unlikely

	2013/2015
	Escherichia coli
	ST131
	CTX-M-27
	None
	Unlikely

	2013/2015
	Escherichia coli
	ST131
	CTX-M-27
	None
	Unlikely

	2013/2015
	Escherichia coli
	ST131
	CTX-M-27, 1 isolate also CTX-M-32
	None
	Unlikely

	2013/2015
	Escherichia coli
	ST131
	CTX-M-15
	None
	Unlikely

	2013/2016
	Escherichia coli
	ST131
	CTX-M-27, 1 isolate also CTX-M-32
	None
	Unlikely

	2013/2017
	Escherichia coli
	ST131
	CTX-M-27, 1 isolate also CTX-M-32
	None
	Unlikely

	2013/2017
	Escherichia coli
	ST131
	CTX-M-27
	None
	Unlikely

	2013/2017
	Escherichia coli
	ST131
	CTX-M-27, 1 isolate also CTX-M-32
	None
	Unlikely

	2013/2019
	Escherichia coli
	ST131
	CTX-M-27, 1 isolate also CTX-M-32
	None
	Unlikely

	2013/2019
	Escherichia coli
	ST131
	CTX-M-27, 1 isolate also CTX-M-32
	None
	Unlikely

	2013/2022
	Escherichia coli
	ST131
	CTX-M-27, 1 isolate also CTX-M-32
	None
	Unlikely

	2014/2015
	Escherichia coli
	ST69
	CTX-M-27
	None
	Unlikely

	2014/2015
	Enterobacter cloacae complex 
	ST104
	CTX-M-9
	None
	Unlikely

	2014/2019
	Enterobacter cloacae complex 
	ST104
	CTX-M-9
	None
	Unlikely

	2015/2016
	Escherichia coli
	ST131
	CTX-M-27
	None
	Unlikely

	2015/2017
	Escherichia coli
	ST131
	CTX-M-27
	None
	Unlikely

	2015/2017
	Escherichia coli
	ST131
	CTX-M-27
	None
	Unlikely

	2015/2019
	Escherichia coli
	ST131
	CTX-M-27
	None
	Unlikely

	2015/2019
	Enterobacter cloacae complex 
	ST104
	CTX-M-9
	None
	Unlikely

	2016/2017
	Escherichia coli
	ST131
	CTX-M-27
	None
	Unlikely

	2017/2019
	Escherichia coli
	ST131
	CTX-M-27
	None
	Unlikely

	2017/2022
	Escherichia coli
	ST131
	CTX-M-15
	None
	Unlikely

	2017/2022
	Escherichia coli
	ST131
	CTX-M-15
	None
	Unlikely

	2019/2022
	Enterobacter cloacae complex 
	ST66
	CTX-M-15
	None
	Unlikely




