Mehtod S1: Identification of morphotypes via Sanger sequencing
Three × ten root tips per morphotype were collected in 2.0-mL microcentrifuge tubes and DNA was extracted with the MoBio-htp 96 Well Soil DNA Isolation Kit (MoBio, Carlsbad, CA, USA), in accordance with the manufacturer’s manual. DNA yield was measured with a NanoDrop 1000 (Peqlab, Erlangen, Germany). The phylogenetically informative region ITS was amplified via PCR and the primer pair ITS1F [Gardes and Bruns (1993); 5’-CTTGGTCATTTAGAGGAAGTAA-3’] and ITS4 [White et al. (1990); 5’-TCCTCCGCTTATTGATATGC-3’] using the Qiagen Taq PCR Master Mix Kit (Qiagen, Hilden, Germany). PCR mixtures contained 25 µL of Qiagen Taq PCR Master Mix, 1 µL of both primers (10 µM), 20–30 ng of DNA template and water to 50 µL. Following initial denaturation at 94 °C for 4 min, samples were amplified by 35 cycles of 94 °C for 45 s, 55 °C for 45 s and 72 °C for 75 s, and then a final extension at 72 °C for 5 min. PCR success was tested via gel electrophoresis (1% agarose gel, 120 V, 30 min). PCR products were cleaned up with ethanol/EDTA/sodium acetate precipitation and subjected to chain termination PCR using the BigDye Terminator v3.1 Cycle Sequencing Kit (Applied Life Technologies, Carlsbad, CA, USA). For each primer, a separate PCR mixture was prepared containing 2 µL of amplified DNA template, 1 µL of 5x BDT reaction buffer, 1 µL of primer (10 µM) and 1 µL of terminator mix (dNTPs and labelled ddNTPs). After initial denaturation at 96 °C for 1 min, samples were amplified by 50 cycles of 96 °C for 10 s, 50 °C for 10 s and 60 °C for 4 min. Chain termination fragments were cleaned up with ethanol precipitation and analysed on an ABI 3730 48-capillary sequencer. Sequences were checked and assembled with the software codoncode aligner (CodonCode Corporation, Centerville, MA, USA) and contigs were blasted against the UNITE database (Kõljalg et al. 2013).


Table S2 Matrix with Spearman correlation coefficients (ρ) of physiological data. Significant correlations (p < 0.05) are in bold.
	
	Growth increment
	Shoot biomass
	Leaf biomass
	Shoot height
	Leaf area
	Shoor water content
	Leaf water content

	Growth increment
	1
	0.84
	0.76
	0.68
	0.82
	-0.17
	-0.35

	Shoot biomass
	0.84
	1
	0.85
	0.86
	0.86
	-0.34
	-0.52

	Leaf biomass
	0.76
	0.85
	1
	0.61
	0.96
	-0.54
	-0.74

	Shoot height
	0.68
	0.86
	0.61
	1
	0.64
	-0.06
	-0.25

	Leaf area
	0.82
	0.86
	0.96
	0.64
	1
	-0.39
	-0.61

	Shoot water content
	-0.17
	-0.34
	-0.54
	-0.06
	-0.39
	1
	0.71

	Leaf water content
	-0.35
	-0.52
	-0.74
	-0.25
	-0.61
	0.71
	1



Table S3 Matrix with Spearman correlation coefficients (ρ) of enzyme activities. Significant correlations (p < 0.05) are in bold.
	
	Leucine amino-peptidase
	Xylosidase
	Glucuroni-dase
	Cellobio-hydrolase
	Chitinase
	Glucosi-dase
	Phosphat-ase

	Leucine aminopeptidase
	1
	0.28
	0.17
	0.18
	0.31
	0.53
	0.43

	Xylosidase
	0.28
	1
	0.52
	0.34
	0.37
	0.44
	0.31

	Glucuronidase
	0.17
	0.52
	1
	0.77
	0.67
	0.59
	0.57

	Cellobiohydrolase
	0.18
	0.34
	0.77
	1
	0.90
	0.76
	0.67

	Chitinase
	0.31
	0.37
	0.67
	0.90
	1
	0.83
	0.76

	Glucosidase
	0.53
	0.44
	0.59
	0.76
	0.83
	1
	0.68

	Phosphatase
	0.43
	0.31
	0.57
	0.67
	0.76
	0.68
	1





Axis 1 of the PCA with physiological data explains most of the variability in the dataset and separates samples of continuously irrigated, N-fertilised plants from samples of all other treatments (Fig. S4). The most influential variable and the only one that contributed significantly to the distribution in the plot was leaf area for axis 1. Axis 2 depicts mostly changes in water content of the leaves. All other variables cluster near the origin and seem not to influence the distribution of samples in the ordination graph.
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Fig S4 Principal component analysis (PCA) of plant growth parameters of P. maximowiczii × nigra clone ‘Rochester’ at harvest, one week after rewatering. LA: leaf area, WCL: water content in leaves. All other measures of growth cluster near the origin as they are highly correlated. Confidence ellipses (90 %) are drawn for each of the treatments: irrigation without fertiliser (C0), with nitrogen (CN), with phosphorus (CP) and with both nitrogen and phosphorus fertiliser (CNP); and reduced irrigation without fertiliser (T0) with nitrogen (TN), with phosphorus (TP) and with both nitrogen and phosphorus fertiliser (TNP). Growth parameters outside the equilibrium circle (blue circle) significantly contributed to the ordination graph.


Although leucine aminopeptidase contributed significantly to the distribution of samples in the ordination graph, enzyme activities did not separate treatments via PCA (Fig. S5).
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Fig S5 Principal component analysis (PCA) of exoenzyme activities of ECM tips of P. maximowiczii × nigra clone ‘Rochester’ at harvest, one week after rewatering. Leu: leucine aminopeptidase, Pho: phosphatase, Gls: glucosidase, Xyl: xylosidase, Glr: glucuronidase, Cel: cellobiohydrolase, Nag: chitinase. Confidence ellipses (90 %) are drawn for each of the treatments: irrigation without fertiliser (C0), with nitrogen (CN), with phosphorus (CP) and with both nitrogen and phosphorus fertiliser (CNP); and reduced irrigation without fertiliser (T0) with nitrogen (TN), with phosphorus (TP) and with both nitrogen and phosphorus fertiliser (TNP). Enzymes outside the equilibrium circle (blue circle) significantly contributed to the ordination graph.
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