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Table SM1. Concentration of total coliforms in WWTP1. 
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	Total coliforms (CFU/100 mL)

	In 
	4.5×107 ± 6.1×106

	Primary treated effluent
	9×106 ± 1.8×106

	Secondary treated effluent
	4.5×104 ± 6×103




Table SM2. Concentration of total coliforms in WWTP2.
	
	Total coliforms (CFU/100 mL)

	In
	3.9×107 ± 5.8×105

	Effluent of UASBs
	1.8×107 ± 3.3×106

	Effluent of CWs
	3.9×106 ± 1.2×106

	Effluent of UV
	8.9×104 ± 1.2×104



Table SM3. Standard curves for the quantification of studied genes.
	
	

	
	

	
	

	
	


	
	




	Target gene
	Primers
	Primers sequence
	Annealing 
Temperature 
(°C)
	Product (bp)
	References

	16S rRNA
	     F1048
	GTGSTGCAYGGYTGTCGTCA
	60
	146
	(Maeda et al. 2003)
	
	    R1194
	ACGTCRTCCMCACCTTCCTC
	
	
	

	blaTEM
	blaTEM-FW
	GCKGCCAACTTACTTCTGACAACG

	60
	247
	(Xi et al. 2009)
	
	blaTEM-RV
	CTTTATCCGCCTCCATCCAGTCTA

	
	
	

	qnrS
	qnrS-FW
	GACGTGCTAACTTGCGTGAT
	62
	240
	(Marti and Balcázar, 2013)
	
	qnrS-RV
	TGGCATTGTTGGAAACTTG
	
	
	

	ermB
	ermB-FW
	GATACCGTTTACGAAATTGG
	58
	364
	(Chen et al. 2007)
	
	ermB-RV
	GAATCGAGACTTGAGTGTGC
	
	
	

	sulI
	sul1-FW
	CGCACCGGAAACATCGCTGCAC
	55.9
	163
	(Pei et al. 2006)
	
	sul1-RV
	TGAAGTTCCGCCGCAAGGCTCG
	
	
	

	sulII
	sul2-FW
	TCCGGTGGAGGCCGGTATCTGG
	55.9
	191
	(Pei et al. 2006)
	
	sul2-RV
	CGGGAATGCCATCTGCCTTGAG
	
	
	

	tetA
	tetA-FW
	GCTACATCCTGCTTGCCTTC
	64
	210
	(Fonseca et al. 2006)
	
	tetA-RV
	CATAGATCGCCGTGAAGAGG
	
	
	

	intI1
	intI1-FW
	GCCTTGATGTTACCCGAGAG
	60
	196
	(Barraud et al. 2010)
	
	intI1-RV
	GATCGGTCGAATGCGTGT
	
	
	

	uidA
	uidA-FW
	TGGTAATTACCGACGAAAACGGC
	55
	162
	(Bej et al. 1990)
	
	uidA-RV
	ACGCGTGGTTACAGTCTTGCG
	
	
	


Table SM4. List of primers and conditions used to detect the target genes.



Table SM5. Main qualitative characteristics of the secondary treated effluent of WWTP1 and constructed wetlands-treated effluent of WWTP2. 
	Parameter 
	Wastewater type

	
	Secondary treated effluent from WWTP1
	Constructed wetlands-treated effluent from WWTP2

	[bookmark: _Hlk181970485]pH
	7.8 ± 0.1
	6.8 ± 0.1

	Turbidity 
	2.0 ± 0.1 NTU
	2.0 ± 0.2 NTU

	Chemical Oxygen Demand (COD)
	32.0 ± 5.4 mg L−1
	35.8 ± 3.1 mg L−1

	Total Suspended Solids (TSS)
	16.0 ± 3.5 mg L−1
	0.4 ± 0.1 mg L−1

	Nitrates (NO3-N)
	7.17 ± 2.7 mg L−1
	50.5 ± 3.6 mg L−1

	Nitrite (NO2-N)
	0.08 ± 0.02 mg L−1
	0.10 ± 0.02 mg L−1

	Ammonium (NH4-N)
	1.4 ± 1.2 mg L−1
	0.7± 0.6 mg L−1



Table SM6. Average WWTP1 and WWTP2 operational parameters
	
	WWTP1
	WWTP2

	Qin (m3 d-1)
	730,000
	60

	Temperature (°C)
	19.1
	19.5

	UASB Hydraulic Retention Time, HRTUASB (h)
	n/a
	16.4

	[bookmark: _Hlk157963088]UASB Organic Loding Rate, OLRUASB (kgCOD m-3 d-1)
	n/a
	0.9

	CW Hydraulic Retention Time, HRTVF,SAT (d)
	n/a
	7

	CW Hydraulic Loading Rate, HLR (L m-2 d-1)
	n/a
	71

	CW Organic Loding Rate, OLR (gCOD m-2 d-1)
	n/a
	28

	CW Solids Loading Rate, SLRVF,SAT (gTSS m-2 d-1)
	n/a
	14

	HRT of primary treatment (h)
	1.2
	n/a

	HRT of secondary activated sludge system (h)
	
16.6 

	n/a

	Activated Sludge Solids Retention Time (d)
	8
	n/a

	Activated Sludge OLR (kgCOD m-3 d-1)
	1.0
	n/a
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16S rRNA

9.7483934157458538	8.7483934157458538	7.7483934157458538	6.7483934157458538	5.7483934157458538	8.1482845942179356	10.575187365214029	15.094526767730713	18.464022318522137	22.166201273600262	log copies of 16S rRNA/mL

Ct


uidA

9.7483934157458538	8.7483934157458538	7.7483934157458538	6.7483934157458538	5.7483934157458538	4.7483934157458538	10.662278652191127	13.626070022583008	17.268880844116211	20.879422187805176	24.217428207397461	27.507854461669922	log copies of  uidA/mL

Ct


tetA
9.6544878917433259	8.6544878917433259	7.6544878917433259	6.6544878917433259	5.6544878917433259	12.045020580291748	14.804273128509521	17.51213264465332	20.49962043762207	23.171113967895508	log copies of tetA/mL

Ct


sulI

10.191324784415496	9.1913247844154959	8.1913247844154959	7.1913247844154959	6.1913247844154959	8.8680791854858398	11.116033554077148	14.336378574371338	17.919131278991699	20.860196113586426	log copies of sulI/mL

Ct


sulII
10.191324784415496	9.1913247844154959	8.1913247844154959	7.1913247844154959	6.1913247844154959	8.8811464309692383	10.910076141357422	14.987317085266113	18.356649398803711	22.311485290527344	log copies of sulII/mL

Ct


intI1
10.191324784415496	9.1913247844154959	8.1913247844154959	7.1913247844154959	6.1913247844154959	5.1913247844154959	8.0162992477416992	10.022402763366699	13.177813529968262	16.863824844360352	20.314759254455566	22.70799732208252	log copies of intI1/mL

Ct


blaTEM

10.505149978319906	9.5051499783199063	8.5051499783199063	7.5051499783199063	6.5051499783199063	12.540125528971354	15.847142219543457	18.975529670715332	21.823091506958008	24.36761474609375	Ct

log copies of blaTEM/mL


ermB
8.1718751952021389	7.1718751952021389	6.1718751952021389	5.1718751952021389	4.1718751952021389	13.96965217590332	18	22.364587783813477	26.136100769042969	29	log copies of ermB/mL

Ct


qnrS

10.278255934449046	9.2782559344490458	8.2782559344490458	7.278255934449045	6.278255934449045	6.4492819309234619	9.0287494659423828	12.389606475830078	15.503331184387207	19.020210266113281	log copies of qnrS/mL

Ct


2

