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Environmental concentrations of copper, alone or in mixture with arsenic, can impact river sediment microbial community structure and functions.
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Supplementary Tables

Supplementary Table 1: experimental conditions used for the estimation of total and functional community sizes using real-time quantitative PCR (qPCR).

	Gene
	Primer pair (reference)
	Primer concentration
	Master mix
	Thermocycler
	Thermal conditions from

	Bacterial 16S rRNA
	341F and 515R (López-Gutiérrez et al., 2004)

	0.3 µM
	Brilliant II SYBR® Green Low ROX QPCR Master Mix (Agilent)
	MX3005P qPCR system (Agilent) 

	López-Gutiérrez et al., 2004


	nirS
	Cd3aF and R3cd (Kandeler et al., 2006)

	1 µM
	QuantiTect SYBR Green Master Mix (Qiagen)
	StepOnePlus real-time PCR System (Applied Biosystem)

	Throbäck et al., 2004


	nirK
	876F and 1040R for the nirK gene (Henry et al., 2004)

	1 µM
	QuantiTect SYBR Green Master Mix (Qiagen)
	StepOnePlus real-time PCR System (Applied Biosystem)

	Kandeler et al., 2006


	nosZ clade I
	nosZ1F and nosZ1R (Henry et al., 2006)

	1 µM
	Brilliant II SYBR® Green Low ROX QPCR Master Mix (Agilent)
	MX3005P qPCR system (Agilent) 

	Henry et al., 2004, 2006


	nosZ clade II
	nosZ-II-F and nosZ-II-R (Jones et al., 2013)
	1 µM
	Brilliant II SYBR® Green Low ROX QPCR Master Mix (Agilent)
	MX3005P qPCR system (Agilent)
	Jones et al. 2013




Supplementary Table 2: Concentrations of Cu and As in circulating water (µg L-1) at d0, d7, d14 and d21. The four treatments are: sediment without contamination (REF), sediment contaminated with Cu (Cu), sediment contaminated with As (As), and sediment contaminated with both As and Cu (MIX).



	
	As (µg L-1)
	Cu (µg L-1)

	
	d0
	d7
	d14
	d21
	d0
	d7
	d14
	d21

	REF
	0.6
	1.3
	1.0
	0.7
	1.3
	1.5
	1.9
	2.3

	As
	0.5
	1.5
	1.7
	1.1
	60.1
	55.6
	50.6
	38.9

	Cu
	759.4
	2829
	1455
	863
	1.3
	1.7
	4.9
	5.0

	MIX
	798.4
	2340
	1533
	902
	68.9
	59.9
	50.4
	41.4





Supplementary Figures
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Supplementary Figure 1: Abundance of nirS (A) and nirK (B) genes analyzed by quantitative PCR in uncontaminated sediments (REF) and sediments contaminated with arsenic (As), copper (Cu) or As plus Cu mixture (MIX). For each sampling time, different letters indicate significant differences between treatments (P<0.05, Tukey test).
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Supplementary Figure 2: Abundance of nosZ clade II genes analyzed by quantitative PCR in uncontaminated sediments (REF) and sediments contaminated with arsenic (As), copper (Cu), or As plus Cu mixture (MIX). No letter indicates the absence of significant differences between treatments (P<0.05, Tukey test).
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