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Supplementary tables and figures
Table S1: Copy numbers of 16S rRNA gene fragments (bacteria and archaea) and ITS regions (fungi) in the rhizosphere of maize (log10(rRNA g-1 fresh root))
	Texture
	Treatment
	Bacteria and archaea
	Fungi

	Loam 
(L)
	L_rth3_D1
	10.57±0.14 a
	6.84±0.07 a

	
	L_rth3_D2
	10.56±0.02 ab
	6.87±0.03 a

	
	L_rth3_D3
	10.53±0.05 ab
	6.76±0.07 ab

	
	L_WT_D1
	10.42±0.05 ab
	6.72±0.07 ab

	
	L_WT_D2
	10.27±0.05 b
	6.70±0.07 ab

	
	L_WT_D3
	10.38±0.05 ab
	6.52±0.05 b

	Sand
(S)
	S_rth3_D1
	9.91±0.06 a
	6.31±0.10 a

	
	S_rth3_D2
	10.25±0.11 a
	6.45±0.15 a

	
	S_rth3_D3
	10.39±0.25 a
	6.90±0.02 a

	
	S_WT_D1
	10.04±0.12 a
	6.82±0.13 a

	
	S_WT_D2
	10.28±0.11 a
	6.62±0.14 a

	
	S_WT_D3
	10.44±0.11 a
	6.65±0.22 a


The data were presented as mean±standard erro of mean. Log10(copy numbers of 16S rRNA gene fragments): 10.45±0.05 and 10.22±0.08 in L and in S, respectively and log10(copy numbers of ITS regions): 6.73±0.05 and 6.63±0.09 in L and S, respectively. Different letters indicate significant differences between treatments in loam or sand, Tukey test applying “BH” p-value correction, p < 0.05 (Benjamini and Hochberg 1995).
n = 6; except S_WT_D2 (ITS), S_WT_D3 (16S, ITS) and S_rth3_D2 (ITS), n = 5; S_rth3_D3, n = 4 for 16S and n = 3 for ITS. 


Table S2: Three-way ANOVA to reveal effects of Texture, Depth and Root Hair on the abundance of copy numbers of 16S rRNA gene fragments (bacteria and archaea) and of ITS regions (fungi) in the rhizosphere of maize
	Comparisons
	Df
	Bacteria and archaea 
	Fungi

	
	
	F value
	Pr(>F)
	F value
	Pr(>F)

	Texture
	1
	16.65
	<0.001***
	3.70
	0.06

	Depth
	2
	3.31
	0.04*
	0.02
	0.98

	Root Hair
	1
	1.43
	0.24
	0.11
	0.74

	Texture:Depth
	2
	6.63
	<0.01**
	3.49
	0.04*

	Texture:Root Hair
	1
	5.09
	0.03*
	9.01
	<0.01**

	Depth:Root Hair
	2
	0.36
	0.70
	4.33
	0.02*

	Texture:Depth:Root Hair
	2
	0.04
	0.96
	2.65
	0.08


n = 6; except S_WT_D2 (ITS), S_WT_D3 (16S, ITS) and S_rth3_D2 (ITS), n = 5; S_rth3_D3, n = 4 for 16S and n = 3 for ITS. L, loam and S, sand. Significant codes:  <0.0010 ‘***’, < 0.01 ‘**’ and <0.05 ‘*’ 
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Table S3: Three-way ANOVA to reveal effects of Texture, Depth and Root Hair on potential extracellular enzyme activities (EEA) in the root-affected soil of maize
	Soil potential
EEA
	Comparisons
	Df
	ß-glucosidase
(BG)
	Acid phosphatase
(AP)
	Chitinase 
(NG)

	
	
	
	F value
	Pr(>F)
	F value
	Pr(>F)
	F value
	Pr(>F)

	Vmax
	Texture
	1
	509.08
	<0.001***
	359.36
	<0.001***
	912.69
	<0.001***

	
	Depth
	2
	0.17
	0.84
	2.72
	0.08
	15.48
	<0.001***

	
	Root Hair
	1
	7.06
	0.01*
	1.45
	0.23
	0.56
	0.46

	
	Texture:Depth
	2
	0.08
	0.92
	90.57
	<0.001***
	3.33
	0.04*

	
	Texture:Root Hair
	1
	9.22
	<0.01**
	2.79
	0.10
	n.a.
	n.a.

	
	Depth:Root Hair
	2
	0.81
	0.45
	0.20
	0.82
	0.15
	0.86

	
	Texture:Depth:Root Hair
	2
	6.64
	<0.01**
	3.09
	0.05
	n.a.
	n.a.

	Km
	Texture
	1
	6.20
	0.02*
	86.38
	<0.001***
	25.26
	<0.001***

	
	Depth
	2
	2.73
	0.08
	9.52
	<0.001***
	0.85
	0.44

	
	Root Hair
	1
	1.36
	0.25
	0.23
	0.63
	1.88
	0.18

	
	Texture:Depth
	2
	1.17
	0.32
	7.58
	<0.01**
	8.18
	<0.01**

	
	Texture:Root Hair
	1
	0.01
	0.94
	0.47
	0.50
	n.a.
	n.a.

	
	Depth:Root Hair
	2
	2.56
	0.09
	1.26
	0.29
	1.61
	0.22

	
	Texture:Depth:Root Hair
	2
	1.21
	0.31
	3.56
	0.04*
	n.a.
	n.a.


BG, ß-glucosidase; AP, Acid phosphatase and NG, chitinase. n = 6, except L_rth3_D3 (BG, AP, NG), L_WT_D3 (AP), S_rth3_D1 (BG, AP) and S_WT_D1/D2 (AP), n = 5; L_WT_D3 (NG), S_rth3_D2 (BG, AP) and S_WT_D3 (NG), n = 4; S_rth3_D3 (BG) and S_WT_D3 (BG), n = 3. L, loam; S, sand and n.a., not analysed due to lack of sample materials. Significant codes:  <0.0010 ‘***’, < 0.01 ‘**’ and <0.05 ‘*’ 



Supplementary figures
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Figure S1: Rarefaction curves for A) bacterial and archaeal (16S rRNA gene fragments), B) fungal (ITS regions) and C) cercozoan (18S rRNA gene fragments) sequences detected in the rhizosphere of maize. n = 6, except for L_rth3_D3, S_WT_D1 and S_rth3_D3 (n = 4) and S_WT_D3 (n = 5) for bacteria and archaea. For fungi, n=6, except S_WT_D2 and S_WT_D3 (n = 5), S_rth3_D3 (n = 4) and S_rth3_D2 (n = 3). For cercozoa, n=6, except S_WT_D3 (n=5) and S_rth3_D3 (n=3).  L, loam and S, sand
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Figure S2: Linkage the composition of bacterial and archaeal (16S rRNA gene fragments) beta-diversity to soil potential microbial extracellular enzyme activities (EEA), to copy numbers of 16S rRNA gene fragments and of ITS regions. n = 6, except for L_rth3_D3, S_WT_D1 and S_rth3_D3 (n = 4) and S_WT_D3 (n = 5) for bacteria and archaea. For soil potential EEA, n = 6, except L_rth3_D3 (BG, AP, NG), L_WT_D3 (AP), S_rth3_D1 (BG, AP) and S_WT_D1/D2 (AP), n = 5; L_WT_D3 (NG), S_rth3_D2 (BG, AP) and S_WT_D3 (NG), n = 4; S_rth3_D3 (BG) and S_WT_D3 (BG), n = 3; L, loam and S, sand 
BG, ß-glucosidase; AP, acid phosphatase; NG, chitinase; arrows indicate association of the microbial beta-diversity to Km (in green) and to Vmax (in black). Significant association between the soil potential EEA and microbial beta-diversity: <0.0010 ‘***’, < 0.01 ‘**’ and <0.05 ‘*’ 
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Figure S3: Linkage the composition of fungal (ITS regions) beta-diversity to soil potential microbial extracellular enzyme activities (EEA), to copy numbers of 16S rRNA gene fragments and of ITS regions. n=6, except S_WT_D2 and S_WT_D3 (n = 5), S_rth3_D3 (n = 4) and S_rth3_D2 (n = 3). For soil potential EEA, n = 6, except L_rth3_D3 (BG, AP, NG), L_WT_D3 (AP), S_rth3_D1 (BG, AP) and S_WT_D1/D2 (AP), n = 5; L_WT_D3 (NG), S_rth3_D2 (BG, AP) and S_WT_D3 (NG), n = 4; S_rth3_D3 (BG) and S_WT_D3 (BG), n = 3; L, loam and S, sand 
BG, ß-glucosidase; AP, acid phosphatase; NG, chitinase; and arrows indicate association of the microbial beta-diversity to Km (in green) and to Vmax (in black). Significant association between the soil potential EEA and microbial beta-diversity: <0.0010 ‘***’, < 0.01 ‘**’ and <0.05 ‘*’ 
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Figure S4: Linkage the composition of cercozoan (18S rRNA gene fragments) beta-diversity to soil potential microbial extracellular enzyme activities (EEA), to copy numbers of 16S rRNA gene fragments and of ITS regions. n = 6, except S_WT_D3 (n=5) and S_rth3_D3 (n=3). For soil potential EEA, n = 6, except L_rth3_D3 (BG, AP, NG), L_WT_D3 (AP), S_rth3_D1 (BG, AP) and S_WT_D1/D2 (AP), n = 5; L_WT_D3 (NG), S_rth3_D2 (BG, AP) and S_WT_D3 (NG), n = 4; S_rth3_D3 (BG) and S_WT_D3 (BG), n = 3; L, loam and S, sand 
BG, ß-glucosidase; AP, acid phosphatase; NG, chitinase; and arrows indicate association of the microbial beta-diversity to Km (in green) and to Vmax (in black). Significant association between the potential EEA and microbial beta-diversity: <0.0010 ‘***’, < 0.01 ‘**’ and <0.05 ‘*’ 
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