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Figure S1: Detailed screening flowchart 
[image: ]Screening criteria described for all stages with numbers of passing/excluded records. Examples of excluded records are described at each stage.












[bookmark: _Hlk51689606]Figure S2: Global density of wastewater sampling of included studies
Count of studies sampling countries plotted by points on country centroids with size reflecting number of studies.
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[image: ]Figure S3: Phenotypic aminoglycoside resistance prevalence estimates in human and wastewater isolates for aminoglycosides by study
Point estimates with 95% confidence intervals plotted for human isolates (hollow squares coloured human sample category) and wastewater isolates (filled squares coloured by wastewater sample category). Total number of isolates analysed labelled under each estimate.


Figure S4: Phenotypic resistance prevalence estimates in human and wastewater isolates for beta-lactams by study
Point estimates with 95% confidence intervals plotted for human isolates (hollow squares coloured human sample category) and wastewater isolates (filled squares coloured by wastewater sample category). Total number of isolates analysed labelled under each estimate.
[image: ]

[image: ]Figure S5: Phenotypic resistance prevalence estimates in human and wastewater isolates for beta-lactam/beta-lactamase inhibitor combinations by study
Point estimates with 95% confidence intervals plotted for human isolates (hollow squares coloured human sample category) and wastewater isolates (filled squares coloured by wastewater sample category). Total number of isolates analysed labelled under each estimate.

[image: ]Figure S6: Phenotypic resistance prevalence estimates in human and wastewater isolates for cephalosporins combinations by study
Point estimates with 95% confidence intervals plotted for human isolates (hollow squares coloured human sample category) and wastewater isolates (filled squares coloured by wastewater sample category). Total number of isolates analysed labelled under each estimate. 

[image: ]Figure S7: Phenotypic resistance prevalence estimates in human and wastewater isolates for carbapenems by study
Point estimates with 95% confidence intervals plotted for human isolates (hollow squares coloured human sample category) and wastewater isolates (filled squares coloured by wastewater sample category). Total number of isolates analysed labelled under each estimate.
[image: ]Figure S8: Phenotypic resistance prevalence estimates in human and wastewater isolates for fluoroquinolones/quinolones by study
Point estimates with 95% confidence intervals plotted for human isolates (hollow squares coloured human sample category) and wastewater isolates (filled squares coloured by wastewater sample category). Total number of isolates analysed labelled under each estimate.

Figure S9: Phenotypic resistance prevalence estimates in human and wastewater isolates for glycopeptides by study
Point estimates with 95% confidence intervals plotted for human isolates (hollow squares coloured human sample category) and wastewater isolates (filled squares coloured by wastewater sample category). Total number of isolates analysed labelled under each estimate.
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Figure S10: Phenotypic resistance prevalence estimates in human and wastewater isolates for macrolides by study
Point estimates with 95% confidence intervals plotted for human isolates (hollow squares coloured human sample category) and wastewater isolates (filled squares coloured by wastewater sample category). Total number of isolates analysed labelled under each estimate.
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[image: ]Figure S11: Phenotypic resistance prevalence estimates in human and wastewater isolates for ESBLs and MRSA by study
Point estimates with 95% confidence intervals plotted for human isolates (hollow squares coloured human sample category) and wastewater isolates (filled squares coloured by wastewater sample category). Total number of isolates analysed labelled under each estimate.
[image: ]Figure S12: Genotypic prevalence estimates in human and wastewater isolates for aac variants by study
Point estimates with 95% confidence intervals plotted for human isolates (hollow squares coloured human sample category) and wastewater isolates (filled squares coloured by wastewater sample category). Total number of isolates analysed labelled under each estimate. 

[image: ]Figure S13: Genotypic prevalence estimates in human and wastewater isolates for arr variants by study
Point estimates with 95% confidence intervals plotted for human isolates (hollow squares coloured human sample category) and wastewater isolates (filled squares coloured by wastewater sample category). Total number of isolates analysed labelled under each estimate.


[image: ]Figure S14: Genotypic prevalence estimates in human and wastewater isolates for ctx variants by study
Point estimates with 95% confidence intervals plotted for human isolates (hollow squares coloured human sample category) and wastewater isolates (filled squares coloured by wastewater sample category). Total number of isolates analysed labelled under each estimate.
[image: ]Figure S15: Genotypic prevalence estimates in human and wastewater isolates for erm variants by study
Point estimates with 95% confidence intervals plotted for human isolates (hollow squares coloured human sample category) and wastewater isolates (filled squares coloured by wastewater sample category). Total number of isolates analysed labelled under each estimate.

[image: ]Figure S16: Genotypic prevalence estimates in human and wastewater isolates for fos variants by study
Point estimates with 95% confidence intervals plotted for human isolates (hollow squares coloured human sample category) and wastewater isolates (filled squares coloured by wastewater sample category). Total number of isolates analysed labelled under each estimate.










[image: ]Figure S17: Genotypic prevalence estimates in human and wastewater isolates for oxa variants by study
Point estimates with 95% confidence intervals plotted for human isolates (hollow squares coloured human sample category) and wastewater isolates (filled squares coloured by wastewater sample category). Total number of isolates analysed labelled under each estimate.

[image: ]Figure S18: Genotypic prevalence estimates in human and wastewater isolates for van variants by study
Point estimates with 95% confidence intervals plotted for human isolates (hollow squares coloured human sample category) and wastewater isolates (filled squares coloured by wastewater sample category). Total number of isolates analysed labelled under each estimate.

[image: ]Figure S19: Genotypic prevalence estimates in human and wastewater isolates for qnr variants by study
Point estimates with 95% confidence intervals plotted for human isolates (hollow squares coloured human sample category) and wastewater isolates (filled squares coloured by wastewater sample category). Total number of isolates analysed labelled under each estimate.
Table S20: Univariable logistic regression of study features associated with high-agreement studies.
	Study feature
	n (% high) or IQR total (IQR high)
	OR (95% CI)
	p

	Study design 
	20/20 reported
	1.49 (0.30-7.32)
	0.626

	longitudinal
	15/20 (33%)
	 
	 

	snapshot
	4/20 (75%)
	 
	 

	both
	1/20 (0%)
	 
	 

	Human sample type1
	20/20 reported
	0.56 (0.22-1.43)
	0.229

	clinical blood
	2/20 (50%)
	 
	 

	clinical faecal
	2/20 (0%)
	 
	 

	clinical urine
	3/20 (0%)
	 
	 

	clinical unspecificed
	9/20 (56%)
	 
	 

	faecal carriage
	1/20 (0%)
	 
	 

	primary care
	3/20 (67%)
	 
	 

	Number of human isolates analysed
	20/20 reported
	0.99 (0.99-1.00)
	0.544

	IQRs
	46.5-440.25 (79.5-587.5)
	 
	 

	Wastewater sampling method 
	17/20 reported (3 missing)
	1.01 (0.39-2.57)
	0.978

	grab
	8/20 (38%)
	 
	 

	composite
	5/20 (60%)
	 
	 

	flow-proportional
	3/20 (67%)
	 
	 

	time-flow-volume-proportional
	1/20 (0%)
	 
	 

	not reported
	3/20 (0%)
	 
	 

	Number of sewage isolates analysed
	20/20 reported
	0.99 (0.98-1.02)
	0.966

	IQRs
	50.75-287 (82.25-423.75)
	 
	 

	Pre-defined surveillance study
	20/20 reported
	1.00 (0.13-7.89)
	1

	yes
	5/20 (40%)
	 
	 

	no
	15/20 (40%)
	 
	 

	Number of WwTWs sampled
	20/20 reported
	1.02 (0.85-1.23)
	0.831

	IQRs
	1-5 (1-3.5)
	 
	 

	Wastewater sampled has a direct input from the human population surveyed
	16/20 reported (4 missing)
	0.31 (0.03-2.95)
	0.31

	yes
	11/20 (45%)
	 
	 

	no
	4/20 (25%)
	 
	 

	both
	1/20 (0%)
	 
	 

	not reported
	4/20 (50%)
	 
	 

	Wastewater sampling point
	17/20 reported (3 missing)
	1.07 (0.43-2.68)
	0.89

	influent
	5/20 (40%)
	 
	 

	effluent
	3/20 (0%)
	 
	 

	influent & effluent
	7/20 (43%)
	 
	 

	sludge
	2/20 (50%)
	 
	 

	not reported
	3/20 (67%)
	 
	 


1Primary care was removed from testing due to the uncertainty to which this category belongs in respect to other sample types. Sensitivity analysis including primary care showed no significant difference (p=0.363)
Figure S21: Study design features interaction plot
[image: ]Modified harvest plot of less reported study features (A, B, C, D) in relation to wastewater sampling point (vertical facet) and overall study agreement (horizontal facet). Study features are coloured and bar height relates to number of studies with the feature.  







Table S22: Counts of study features according to overall study agreement presented as harvest plots in Fig.4 and Fig.S21.
	
	
	Overall study agreement

	 
	Study features
	<30%
	30-70%
	>70%

	Sampling point
	influent
	2
	3
	2

	 
	influent & effluent
	2
	5
	4

	 
	effluent
	1
	2
	1

	 
	sludge
	1
	1
	1

	 
	not reported
	1
	0
	2

	Study type
	longitudinal
	6
	10
	7

	 
	snapshot
	0
	1
	3

	 
	both
	1
	0
	0

	Longitudinal timeframe
	<6 months
	2
	1
	1

	 
	6-12 months
	4
	1
	0

	 
	>12 months
	1
	8
	6

	 
	NA (snapshot studies)
	0
	1
	3

	Sampling method
	grab
	3
	4
	4

	 
	composite
	1
	3
	4

	 
	flow-proportional
	2
	1
	2

	 
	flow-proportional+
	0
	1
	0

	 
	not reported
	1
	2
	0

	Comparison type
	direct
	4
	8
	6

	 
	indirect
	1
	2
	2

	 
	both
	1
	0
	0

	 
	unclear
	1
	1
	2

	Sewer AMR input
	agriculture
	0
	1
	3

	 
	hospital
	2
	3
	1

	 
	hospital & industry
	2
	1
	0

	 
	none
	0
	0
	1

	 
	not reported
	3
	6
	5

	Number of WwTWs
	1
	2
	4
	4

	 
	2
	2
	4
	3

	 
	3-10
	2
	3
	2

	 
	>10
	1
	0
	1

	Human category
	clinical blood
	0
	1
	1

	 
	clinical urine
	3
	2
	0

	 
	clinical fecal
	1
	1
	1

	 
	clinical undefined
	1
	6
	6

	 
	primary care
	1
	1
	2

	 
	healthy fecal
	1
	0
	0

	Surveillance study
	yes
	2
	1
	2

	 
	no
	5
	10
	8
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