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Materials and methods

Table S1. Sample size calculated for each of the genes.

	
Gene
	
Outcome 
	
% in cases
	
% in controls
	Cases (1)*
	Controls (3)*
	
Ref.

	
	
	
	
	Kelsey
	Fleiss
	Kelsey
	Fleiss
	

	sfa/foc
	Pyelonephritis/cystitis
	55
	29
	36
	36
	108
	108
	[1]

	fyuA
	Persistent-relapse/cure-re-infection
	88
	66
	45
	40
	135
	120
	[2]

	fimH
	Pyelonephritis/cystitis
	88
	45
	14
	12
	42
	36
	[3]

	iroN
	Persistent-relapse/cure-re-infection
	71
	42
	32
	30
	96
	90
	[3]

	aer
	Pyelonephritis/cystitis
	77
	45
	26
	24
	78
	72
	[4]

	hlyA
	Pyelonephritis/cystitis
	38
	15
	33
	36
	99
	 108
	[4]

	cvaC
	Pyelonephritis/cystitis
	41
	9
	15
	17
	45
	51
	[2]

	iutA
	Pyelonephritis/cystitis
	71
	35
	20
	20
	60
	60
	[5]

	ireA
	Pyelonephritis/cystitis
	47
	13
	16
	17
	48
	51
	[6]


* Sample size calculation was performed with open-source calculator-SSCC from OpenEpi, Version 3.01, which uses the methodology of Kelsey et al., Methods in Observational Epidemiology 2nd Edition, and Fleiss, Statistical Methods for Rates and Proportions, formulas 3.18 & 3.19.




Table S2. PCR conditions for molecular characterization of UPEC.

	Gen
	Primers
	Conditions of the PCR

	
	
	Denaturation
	Annealing
	Extension
	Cycles
	Size(bp)
	reference

	sfa/foc *
	F(5’-CTCCGGAGAACTGGGTGCATCTTAC-3’)
R(5’-CGGAGGAGTAATTACAAACCTGGCA-3’)
	94ºC, 30 s
	59°C, 30 s
	72ºC, 90 s
	35
	410
	[1]

	fyuA*
	F(5’-TGATTAACCCCGCGACGGGAA-3’) 
R(5’-CGCAGTAGGCACGATGTTGTA-3’)
	94ºC, 30 s
	59°C, 30 s
	72ºC, 90 s
	35
	
787
	[2]

	fimH
	F(5’-TGCAGAACGGATAAGCCGTGG-3’)
R(5’-GCAGTCACCTGCCCTCCGGTA-3’)
	94ºC, 30 s
	62°C, 30 s
	72ºC, 90 s
	35
	
508
	[3]

	iroN
	F(5’-AAGTCAAAGCAGGGGTTGCC -3’)
R(5’-GACGCCGACATTAAGACGCAG-3’)
	94ºC, 30 s
	62°C, 30 s
	72ºC, 90 s
	35
	665
	[3]

	aer
	F(5’-AAACCTGGCTTACGCAACTGT-3’)
R(5’-ACCCGTCTGCAAATCATGGAT-3’)
	94ºC, 30 s
	60°C, 60 s
	68ºC, 90 s
	30
	269
	[4]

	hlyA
	F(5’-AGATTCTTGGGCATGTATCCT-3’)
R(5’-TTGCTTTGCAGACTGTAGTGT-3’)
	94ºC, 30 s
	65°C, 60 s
	68ºC, 90 s
	30
	556
	[4]

	cvaC
	F(5’-CACACACAAACGGGAGCTGTT-3’)
R(5’ CTTCCCGCAGCATAGTTCCAT-3’) 
	94ºC, 30 s
	63 °C, 30 s
	72ºC, 90 s
	35
	680
	[2]

	iutA
	F(5’-GGCTGGACATCATGGGAACTGG-3’)
R(5’-CGTCGGGAACGGGTAGAATCG-3’)
	94ºC, 30 s
	63 °C, 30 s
	72ºC, 90 s
	35
	300
	[5]

	ireA
	F(5’-AGATACGCTTGTTGTTAC-3’)
R(5’-CATTCCATGCTGCTAC-3’)
	94ºC, 30 s
	54°C, 30 s
	72ºC, 90 s
	35
	788
	[6]


*These genes were analyzed in multiplex PCR. The others were analyzed in single PCR.

Antibiotic categories used to classify multidrug resistance.

Antibiotic categories according to the classification of Magiorakos et al [7]. The number of strains evaluated for each antibiotic is shown in parentheses.

1: Penicillins: ampicillin (n=142) or amoxicillin (n=14).
2: 1st and 2nd generation cephalosporins: cephalothin (n=82), cefazolin (n=56), cefuroxime (n=54), cefoxitin (n=7).
3: 3rd and 4th generation cephalosporins: ceftriaxone (n=119), cefepime (n=102), ceftazidime (n=85) and cefotaxime (n=73).
4: Penicillins plus β-lactamase inhibitor: amoxicillin-clavulanic acid (n=100) and ampicillin sulbactam (n=4).
5: Antipseudomonal penicillins plus β-lactamase inhibitor: piperacillin-tazobactam (n=113).
6: Aminoglycosides: amikacin (n=149) and gentamicin (n=138).
7: Carbapenes: imepenem (n=105), ertapenem (n=92), and meropenem (n=49).
8: 2nd generation quinolones (fluoroquinolones): ciprofloxacin (n=145), norfloxacin (n=81), and Levofloxacin (n=49). 
9: 1st generation quinolone: nalidixic acid (n=65).
10: Monobactams: aztreonam (n=56).
11: Nitrofuran: nitrofurantoin (n=140). 
12: Folate pathway inhibitors: trimethoprim/sulfamethoxazole (SXT) (n=147).
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