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SUPPLEMENTARY MATERIAL

Supplementary Table 1 Bulk soil environmental parameters analysis. Water content and organic content are reported in percentage (%) and the elemental results in μgmetal.gdryweight-1. Min: minimum, Max: maximum, Avg: average, MD: mean deviation, Med: median, NA: non available
	Environmental properties
	Alder
	Birch
	Spruce

	
	Min-Max
	Avg ± MD
	Med
	Min-Max
	Avg ± MD
	Med
	Min-Max
	Avg ± MD
	Med

	pH
	3.84-8.17
	5.73 ± 0.91
	5.76
	2.84-8.90
	5.23 ± 1.06
	4.94
	3.96-8.85
	5.80 ± 1.05
	5.63

	Water content
	7.69-54.19
	20.17 ± 7.56
	17.87
	5.10-55.37
	18.54 ± 7.23
	16.82
	2.09-59.65
	21.18 ± 7.52
	18.41

	N total
	<0.01- <0.01
	NA
	NA
	<0.01-0.2
	NA
	NA
	<0.01-0.3
	NA
	NA

	Organic content
	1.70-3.10
	2.15 ± 0.28
	2.10
	1.30-3.00
	2.03 ± 0.49
	1.80
	0.80-3.10
	1.87 ± 0.58
	1.90

	23Na
	0.33-95.14
	25.56 ± 18.61
	16.47
	0.10-128.31
	28.28 ± 26.19
	12.45
	0.15-139.25
	27.37 ± 21.21
	19.80

	24Mg
	389.79-5247.93
	1324.49 ± 675.12
	956.17
	392.40-5195.45
	1481.67 ± 950.27
	911.44
	44.62-3597.27
	1365.49 ± 778.49
	1063.93

	27Al
	961.87-5044.53
	2332.97 ± 798.45
	1984.34
	851.25-7011.41
	2241.83 ± 1099.19
	1707.51
	44.62-4752.65
	2000.25 ± 830.40
	1767.70

	31P
	9.37-105.99
	39.74 ± 22.28
	32.39
	5.08-99.41
	28.51 ± 20.22
	17.42
	3.59-121.32
	36.61 ± 24.03
	27.45

	39K
	4.45-1510.28
	318.34 ± 241.39
	185.83
	1.42-1377.57
	307.47 ± 276.40
	152.29
	5.62-1378.60
	314.13 ± 250.62
	195.68

	44Ca
	26.49-8431.30
	1236.66 ± 1410.73
	276.40
	8.62-55 818.18
	4522.80 ± 7324.47
	90.04
	9.90-53 973.94
	6735.50 ± 10 208.22
	236.41

	47Ti
	1.70-90.15
	19.88 ± 17.14
	10.66
	1.65-167.27
	16.51 ± 9.61
	15.83
	1.41-87.75
	13.24 ± 10.87
	7.15

	51V
	1.77-17.62
	5.83 ± 2.69
	4.57
	1.16-21.80
	5.72 ± 3.86
	3.41
	1.23-16.24
	5.23 ± 2.88
	

	52Cr
	1.18-20.86
	6.56 ± 3.73
	4.77
	1.30-20.27
	5.66 ± 3.56
	3.91
	1.50-19.00
	5.24 ± 2.64
	4.39

	55Mn
	15.39-1013.64
	153.20 ± 145.71
	63.99
	9.25-1061.65
	189.97 ± 210.19
	63.33
	4.19-1006.51
	200.94 ± 214.28
	214.28

	57Fe
	16 629.09-70 750.99
	36 622.91 ± 12 663.14
	31 542.29
	11 862.60-71 900.83
	31 049.04 ± 9632.37
	28 202.80
	445.75-84 649.12
	32 291.42 ± 10 635.18
	29 882.00

	59Co
	0.46-14.94
	4.09 ± 2.74
	2.90
	0.55-30.99
	3.82 ± 2.54
	2.52
	0.51-19.93
	4.55 ± 3.13
	3.29

	60Ni
	1.28-23.89
	6.90 ± 4.28
	5.03
	1.36-30.99
	7.63 ± 4.13
	6.79
	1.02-32.25
	7.77 ± 4.62
	5.76

	65Cu
	83.35-612.02
	252.05 ± 80.05
	226.93
	27.00-540.16
	219.36 ± 80.94
	207.07
	24.39-605.11
	223.32 ± 92.36
	221.10

	66Zn
	12.74-93.40
	45.53 ± 18.65
	42.10
	16.43-111.25
	45.06 ± 17.15
	38.70
	4.20-125.46
	46.87 ± 17.25
	44.77

	75As
	148.54-1687.26
	557.39 ± 282.79
	410.12
	108.03-1950.95
	449.81 ± 211.68
	394.61
	43.32-1536.56
	449.68 ± 198.78
	386.40

	82Se
	1.86-8.26
	4.15 ± 1.09
	3.96
	0.73-516.18
	9.11 ± 8.97
	4.40
	0.69-9.59
	4.17 ± 1.70
	3.93

	95Mo
	2.45-23.37
	9.44 ± 2.76
	8.95
	3.51-36.24
	11.13 ± 3.90
	10.91
	1.93-56.34
	13.93 ± 6.94
	11.17

	107Ag
	0.76-7.35
	2.54 ± 0.74
	2.50
	0.56-7.84
	2.00 ± 1.01
	2.60
	0.22-7.73
	2.71 ± 1.06
	2.46

	111Cd
	0.01-0.38
	0.10 ± 0.06
	0.07
	0.01-0.52
	0.12 ± 0.08
	0.07
	<0.01-0.50
	0.13 ± 0.08
	0.10

	121Sb
	0.11-1.66
	0.60 ± 0.33
	0.58
	0.06-1.73
	0.58 ± 0.31
	0.48
	0.04-4.27
	0.73 ± 0.52
	0.48

	137Ba
	1.96-70.05
	17.56 ± 10.40
	12.75
	1.87-68.19
	17.52 ± 13.41
	10.36
	2.24-62.84
	15.02 ± 10.40
	10.54

	182W
	0.02-0.51
	0.15 ± 0.07
	0.13
	0.03-0.58
	0.15 ± 0.08
	0.14
	0.03-0.53
	0.15 ± 0.09
	0.12

	205Tl
	0.13-1.62
	0.42 ± 0.18
	0.33
	0.10-1.95
	0.51 ± 0.26
	0.41
	0.08-1.51
	0.51 ± 0.29
	0.42

	206Pb
	7.20-52.85
	16.95 ± 6.07
	15.13
	6.06-38.44
	17.60 ± 5.97
	17.02
	3.23-45.08
	17.52 ± 6.30
	16.65



















Supplementary Table 2 Primers used during the first amplification of the 16S rRNA of bacteria and ITS region of fungi
	Primers
	Sens
	Target
	Overhang sequence
	References

	1
	515 ill
	Forward
	16S rRNA
	(5’ - TCGTCGGCAGCGTCAGATGTGTATAAGAGACAG- 3’)
	(Caporaso et al. 2011)

	
	806 ill
	Reverse
	
	(5’ - GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAG - 3’)
	

	2
	515 ill/1
	Forward
	16S rRNA
	(5’ - TTCGTCGGCAGCGTCAGATGTGTATAAGAGACAG - 3’)
	

	
	806 ill/1
	Reverse
	
	(5’ - TGTCTCGTGGGCTCGGAGATGTGTATAAGAGACAG - 3’)
	

	3
	515 ill/2
	Forward
	16S rRNA
	(5’ - ACTCGTCGGCAGCGTCAGATGTGTATAAGAGACAG - 3’)
	

	
	806 ill/2
	Reverse
	
	(5’ - ACGTCTCGTGGGCTCGGAGATGTGTATAAGAGACAG - 3’)
	

	4
	515 ill/3
	Forward
	16S rRNA
	(5’ - CTATCGTCGGCAGCGTCAGATGTGTATAAGAGACAG - 3’)
	

	
	806 ill/3
	Reverse
	
	(5’ - CTAGTCTCGTGGGCTCGGAGATGTGTATAAGAGACAG - 3’)
	

	5
	ITS F illu
	Forward
	ITS
	(5’- TCGTCGGCAGCGTCAGATGTGTATAAGAGACAG - 3’)
	(Kendall and Rygiewic 2005)

	
	58A2R-illu
	Reverse
	
	(5’ - GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAG - 3’)
	

	6
	ITS F illu/1
	Forward
	ITS
	(5’ - TTCGTCGGCAGCGTCAGATGTGTATAAGAGACAG - 3’)
	

	
	58A2R-illu/1
	Reverse
	
	(5’ - TGTCTCGTGGGCTCGGAGATGTGTATAAGAGACAG - 3’)
	

	7
	ITS F illu/2
	Forward
	ITS
	(5’ - AGTCGTCGGCAGCGTCAGATGTGTATAAGAGACAG - 3’)
	

	
	58A2R-illu/2
	Reverse
	
	(5’ - AGGTCTCGTGGGCTCGGAGATGTGTATAAGAGACAG - 3’)
	

	8
	ITS F illu/3
	Forward
	ITS
	(5’ - GTATCGTCGGCAGCGTCAGATGTGTATAAGAGACAG - 3’)
	

	
	58A2R-illu/3
	Reverse
	
	(5’ – GTAGTCTCGTGGGCTCGGAGATGTGTATAAGAGACAG - 3’)
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Supplementary Table 3 Number of replicates (n=) associated with each figure

Fig. 2 and fig. 8
	
	Bulk soil
	Rhizosphere
	Roots

	a, b and c (n=)
	170
	137
	51

	d, e and f (n=)
	94
	112
	51



Fig. 3, fig. 4 and fig. 7
	
	Bulk soil
	Rhizosphere
	Roots

	a. Alder (n=) 
	35
	39
	17

	b. Birch (n=) 
	88
	61
	19

	c. Spruce (n=) 
	47
	37
	15

	
	Bulk soil
	Rhizosphere
	Roots

	d. Alder (n=)
	22
	36
	17

	e. Birch (n=)
	43
	44
	22

	f. Spruce (n=)
	29
	32
	12



Fig. 5 and fig. 6
	
	Alder
	Birch
	Spruce

	a, b and c (n=)
	91
	168
	99

	d, e and f (n=)
	75
	109
	73








Supplementary Table 4 Relative abundances (%) of the 5 most abundant phylum (a) and class (b) of bacteria in bulk soil, the rhizosphere and roots of alder, birch and spruce. RA: relative abundance, SD: standard deviation
a
	Plant species and different environments
	Proteobacteria
	Acidobacteria
	Planctomycetes
	Actinobacteria
	Chloroflexi

	Alder, bulk soil
	RA (%)
	29.37
	11.35
	11.34
	8.98
	6.84

	
	SD
	3.47
	2.02
	1.45
	8.91
	1.84

	Alder, rhizosphere
	RA (%)
	32.48
	11.18
	10.98
	7.06
	6.37

	
	SD
	4.46
	1.90
	1.19
	1.49
	1.24

	Alder, roots
	RA (%)
	34.73
	10.22
	11.24
	6.41
	5.40

	
	SD
	4.03
	0.50
	0.93
	0.70
	0.45

	Birch, bulk soil
	RA (%)
	32.56
	11.62
	10.88
	6.90
	7.66

	
	SD
	5.72
	0.22
	1.36
	1.59
	3.64

	Birch, rhizosphere
	RA (%)
	33.76
	10.92
	11.46
	6.48
	6.72

	
	SD
	7.87
	1.89
	1.66
	1.32
	2.42

	Birch, roots
	RA (%)
	37.34
	9.80
	11.05
	6.07
	5.31

	
	SD
	7.16
	1.20
	1.33
	091
	0.64

	Spruce, bulk soil
	RA (%)
	30.78
	12.25
	11.35
	7.22
	7.27

	
	SD
	3.51
	2.49
	1.01
	1.79
	2.23

	Spruce, rhizosphere
	RA (%)
	32.35
	11.22
	11.75
	6.83
	6.56

	
	SD
	5.54
	1.71
	1.59
	1.50
	1.60

	Spruce, roots
	RA (%)
	41.34
	8.89
	10.04
	6.71
	4.85

	
	SD
	3.85
	0.89
	1.01
	0.74
	0.48








b
	Plant species and different environments
	Gammaproteobacteria
	Deltaproteobacteria
	Alphaproteobacteria
	Planctomycetacia
	Acidobacteria

	Alder, bulk soil
	RA (%)
	7.76
	8.80
	8.91
	7.73
	3.95

	
	SD
	1.11
	13.19
	1.43
	0.87
	0.97

	Alder, rhizosphere
	RA (%)
	8.19
	9.07
	9.46
	7.53
	3.80

	
	SD
	0.90
	1.13
	1.37
	0.82
	0.59

	Alder, roots
	RA (%)
	13.29
	9.46
	8.52
	7.65
	4.09

	
	SD
	3.52
	6.81
	0.23
	0.67
	0.45

	Birch, bulk soil
	RA (%)
	9.91
	8.71
	8.81
	7.56
	4.80

	
	SD
	4.47
	1.41
	1.66
	1.00
	1.61

	Birch, rhizosphere
	RA (%)
	10.80
	9.09
	9.01
	7.88
	3.84

	
	SD
	8.87
	1.49
	1.46
	1.20
	0.48

	Birch, roots
	RA (%)
	15.96
	9.26
	8.28
	7.55
	4.46

	
	SD
	8.94
	1.12
	0.93
	0.91
	1.58

	Spruce, bulk soil
	RA (%)
	8.66
	8.84
	8.92
	7.81
	5.37

	
	SD
	1.59
	1.39
	1.22
	0.57
	1.67

	Spruce, rhizosphere
	RA (%)
	9.22
	9.16
	9.40
	8.12
	4.13

	
	SD
	6.11
	1.65
	1.45
	1.09
	1.32

	Spruce, roots
	RA (%)
	19.28
	8.45
	7.88
	6.86
	3.47

	
	SD
	3.75
	0.84
	0.56
	0.69
	0.35











Supplementary Table 5 Relative abundances (%) of the 5 most abundant phylum (a) and class (b) of fungi in bulk soil, the rhizosphere and roots of alder, birch and spruce. RA: relative abundance, SD: standard deviation
a
	Plant species and different environments
	Ascomycota
	Basidiomycota
	Zygomycota
	Chytridiomycota
	Glomeromycota

	Alder, bulk soil
	RA (%)
	44.80
	27.69
	4.45
	0.98
	1.02

	
	SD
	13.03
	4.15
	0.73
	0.02
	0.59

	Alder, rhizosphere
	RA (%)
	33.18
	29.41
	4.00
	1.41
	0.65

	
	SD
	8.12
	12.20
	0.89
	0.04
	0.31

	Alder, roots
	RA (%)
	37.17
	19.02
	4.66
	1.31
	0.78

	
	SD
	9.15
	8.50
	1.01
	0.01
	0.09

	Birch, bulk soil
	RA (%)
	35.75
	31.77
	4.49
	1.14
	0.64

	
	SD
	8.78
	12.62
	3.30
	0.56
	0.31

	Birch, rhizosphere
	RA (%)
	34.55
	26.48
	4.21
	1.34
	0.73

	
	SD
	7.25
	6.86
	1.00
	0.03
	0.18

	Birch, roots
	RA (%)
	38.62
	18.58
	3.74
	1.31
	0.78

	
	SD
	8.73
	4.68
	0.65
	0.23
	0.01

	Spruce, bulk soil
	RA (%)
	32.85
	27.69
	4.45
	1.57
	0.74

	
	SD
	4.75
	4.16
	0.73
	0.17
	0.09

	Spruce, rhizosphere
	RA (%)
	31.96
	29.45
	4.00
	1.41
	0.76

	
	SD
	8.86
	12.20
	0.89
	0.35
	0.26

	Spruce, roots
	RA (%)
	26.69
	18.02
	4.67
	1.63
	0.96

	
	SD
	11.23
	8.43
	0.92
	0.45
	0.10











b
	Plant species and different environments
	Other
	Agaricomycetes
	Leotiomycetes
	Other (Ascomycota)
	Incertae sedis

	Alder, bulk soil
	RA (%)
	24.09
	22.59
	21.23
	8.98
	4.03

	
	SD
	6.93
	13.05
	14.39
	2.98
	2.07

	Alder, rhizosphere
	RA (%)
	25.74
	25.10
	10.76
	9.07
	4.46

	
	SD
	5.86
	8.19
	8.25
	3.24
	2.32

	Alder, roots
	RA (%)
	32.73
	18.67
	10.89
	16.43
	3.73

	
	SD
	3.24
	13.15
	7.59
	10.32
	0.38

	Birch, bulk soil
	RA (%)
	24.87
	21.61
	19.82
	10.71
	4.43

	
	SD
	9.84
	11.86
	12.28
	6.73
	3.58

	Birch, rhizosphere
	RA (%)
	28.94
	16.71
	19.96
	11.11
	4.51

	
	SD
	9.00
	6.80
	15.18
	3.70
	2.10

	Birch, roots
	RA (%)
	39.39
	10.83
	11.83
	15.41
	3.69

	
	SD
	8.08
	3.11
	11.03
	8.78
	0.67

	Spruce, bulk soil
	RA (%)
	32.32
	19.20
	11.69
	12.00
	5.13

	
	SD
	6.69
	5.78
	5.43
	3.92
	1.76

	Spruce, rhizosphere
	RA (%)
	28.47
	20.35
	12.36
	14.38
	3.94

	
	SD
	9.34
	12.70
	13.88
	11.62
	1.87

	Spruce, roots
	RA (%)
	25.92
	16.63
	30.42
	8.20
	2.81

	
	SD
	11.29
	8.43
	23.16
	3.22
	1.04





Supplementary Table 6 Comparison of the 30 most abundant bacterial taxa in bulk soil (Bs), the rhizosphere (Rh) and roots (Ro) of alder, birch and spruce. Letters in front of the taxa represents maximum depth identification, g: genus, f: family, o: order, c: class, p: phylum. x: presence of the taxa 
	Taxa
	
	Alder
	
	Birch
	
	Spruce

	
	Bs
	Rh
	Ro
	Bs
	Rh
	Ro
	Bs
	Rh
	Ro

	g_Acidibacter
	x
	x
	x
	x
	x
	x
	x
	x
	x

	f_Acidobacteriaceae
	x
	x
	
	x
	x
	
	x
	x
	x

	g_Acidothermus
	x
	x
	
	x
	
	x
	
	
	x

	g_Acinetobacter
	
	
	x
	
	
	
	
	
	

	g_Actinoplanes
	
	
	x
	
	
	
	
	
	

	g_Actinospica
	
	
	
	
	
	x
	
	
	

	g_Aquicella
	x
	x
	x
	x
	x
	x
	x
	x
	x

	g_Bdellovibrio
	x
	x
	x
	x
	x
	x
	x
	x
	x

	f_Bradyrhizobiaceae
	
	
	
	
	
	
	x
	
	

	g_Bryobacter
	x
	x
	x
	x
	x
	x
	x
	x
	x

	g_Burkholderia-Paraburkholderia
	
	
	
	
	
	x
	x
	
	

	c_Candidatus azambacteria
	x
	x
	x
	x
	x
	x
	x
	x
	x

	g_Candidatus solibacter
	
	
	
	
	
	
	
	x
	

	c_Candidatus thiophysa
	
	
	
	x
	
	
	
	
	

	c_Chthoniobacter
	x
	x
	
	x
	x
	
	x
	x
	

	f_Chitinophagaceae
	
	
	
	
	
	x
	
	
	x

	g_Delftia
	
	
	
	
	
	x
	
	
	

	g_Dyella
	
	
	
	
	
	x
	
	
	

	c_Gammaproteobacteria
	
	
	x
	x
	
	
	x
	
	x

	g_Gemmata
	x
	x
	x
	x
	x
	x
	x
	x
	x

	g_Granulicella
	
	
	
	
	x
	
	
	
	

	g_H16
	x
	x
	
	
	x
	
	
	x
	x

	g_Haliangium
	x
	x
	x
	x
	x
	x
	x
	x
	x

	c_JG37-AG-4
	
	
	
	
	
	
	x
	
	

	c_KD4-96
	x
	x
	
	
	
	
	
	
	

	o_Ktedonobacterales
	
	
	
	x
	x
	
	
	
	

	g_Legionella
	x
	x
	x
	x
	x
	x
	x
	x
	x

	f_ODP1230B8.23
	x
	x
	
	x
	x
	
	x
	x
	

	c_OPB35 soil group
	x
	x
	x
	x
	x
	x
	x
	x
	x

	p_Parcubacteria
	x
	x
	x
	x
	x
	x
	x
	x
	x

	g_Pir4 lineage
	x
	x
	
	
	
	
	
	x
	

	p_Proteobacteria
	x
	x
	x
	x
	x
	x
	x
	x
	x

	g_Pseudomonas
	
	
	x
	
	x
	x
	
	x
	

	g_Pseudosporangium
	
	
	
	
	
	
	
	
	x

	g_Rhizobium
	
	
	x
	
	
	
	
	
	

	g_Rhizomicrobium
	x
	x
	x
	x
	x
	
	x
	x
	x

	p_Saccharibacteria
	x
	x
	x
	x
	x
	x
	x
	x
	x

	g_Singulisphaera
	
	
	
	
	
	
	x
	
	

	f_SM2D12
	x
	x
	x
	x
	x
	x
	
	x
	x

	g_Sorangium
	x
	x
	x
	x
	x
	
	x
	x
	x

	g_Streptococcus
	
	
	x
	
	
	
	
	
	

	g_Streptomyces
	
	
	x
	
	
	
	
	
	

	c_Subgroup
	x
	
	
	
	
	
	
	
	

	c_Subgroup 2
	x
	x
	x
	x
	x
	x
	x
	x
	x

	c_Subgroup 6
	
	x
	x
	x
	x
	x
	x
	x
	x

	f_Tepidisphaeraceae
	x
	x
	x
	x
	x
	x
	x
	x
	x

	p_TM6
	x
	x
	x
	x
	x
	x
	x
	x
	x

	c_uncultured-Acidobacteriaceae
	x
	x
	x
	x
	x
	x
	x
	x
	x

	c_uncultured-Planctomycetaceae
	x
	x
	x
	x
	x
	x
	x
	x
	x

	f_0319-6G20
	x
	x
	x
	x
	x
	x
	x
	x
	x






























Supplementary Table 7 Comparison of the 30 most abundant fungal taxa in bulk soil (Bs), the rhizosphere (Rh) and roots (Ro) of alder, birch and spruce. Letters in front of the taxa represents maximum depth identification, g: genus, f: family, o: order, c: class, p: phylum. x: presence of the taxa 
	Taxa
	
	Alder
	
	Birch
	
	Spruce

	
	Bs
	Rh
	Ro
	Bs
	Rh
	Ro
	Bs
	Rh
	Ro

	o_Agaricales
	x
	x
	x
	x
	x
	x
	x
	x
	x

	c_Agaricomycetes
	x
	x
	x
	
	x
	x
	x
	x
	x

	g_Alnicola
	x
	x
	
	x
	
	
	
	
	

	g_Amphinema
	x
	x
	
	
	x
	
	x
	x
	x

	f_Amphisphaeriaceae
	x
	x
	
	
	
	
	
	
	

	g_Archaeorhizomyces
	x
	x
	
	x
	
	x
	x
	x
	

	g_Armillaria
	
	
	
	
	
	
	
	
	x

	g_Articulospora
	x
	x
	x
	x
	x
	
	
	x
	x

	p_Ascomycota
	x
	x
	x
	x
	x
	x
	x
	x
	x

	p_Basidiomycota
	x
	x
	x
	x
	x
	x
	x
	x
	x

	g_Capronia
	
	
	x
	
	
	
	
	
	

	g_Cerinosterus
	
	
	
	
	x
	
	
	
	

	p_Chytridiomycota
	
	
	
	
	
	x
	
	
	

	g_Cistella
	
	
	
	
	
	
	x
	x
	x

	g_Cladophialophora
	x
	x
	x
	x
	x
	x
	x
	x
	x

	g_Claussenomyces
	x
	x
	
	x
	x
	x
	x
	x
	x

	g_Cortinarius
	
	
	
	
	x
	x
	
	x
	

	g_Cryptosporiopsis
	
	
	
	
	x
	
	
	
	

	g_Cryptotrichosporon
	
	x
	
	x
	
	
	x
	x
	

	g_Discostroma
	
	
	x
	
	
	
	
	
	x

	g_Epicoccum
	
	
	x
	
	
	x
	
	
	

	g_Eupenicillium
	x
	x
	x
	x
	x
	
	x
	x
	x

	g_Gibberella
	
	
	
	
	
	
	x
	
	

	f_Helotiaceae
	x
	
	
	
	
	x
	
	
	x

	o_Helotiales
	x
	x
	x
	x
	x
	
	x
	x
	x

	g_Hyaloscypha
	x
	x
	
	x
	x
	x
	x
	x
	x

	g_Hypocrea
	x
	x
	x
	x
	x
	x
	x
	x
	x

	c_Incertae sedis
	x
	x
	x
	x
	x
	x
	x
	x
	x

	g_Inocybe
	x
	x
	
	x
	x
	x
	x
	x
	

	g_Kurtzmanomyces
	
	
	x
	
	
	
	
	
	

	g_Kylindria
	
	
	
	
	
	
	
	
	x

	g_Laccaria
	
	
	
	x
	x
	
	x
	
	

	g_Lachnum
	
	
	
	
	
	
	x
	
	

	g_Lactarius
	x
	x
	x
	x
	x
	x
	x
	x
	x

	c_Leotiomycetes
	
	
	x
	x
	x
	x
	x
	x
	x

	g_Leptosphaeria
	
	
	x
	
	
	
	
	
	

	g_Microsphaeropsis
	
	
	x
	
	
	
	
	
	

	g_Mortierella
	x
	x
	x
	x
	x
	x
	x
	x
	x

	g_Mollisia
	
	
	
	x
	x
	x
	
	
	

	f_Nectriaceae
	
	
	x
	
	
	
	
	
	

	g_Oidiodendron
	
	
	
	x
	
	
	
	
	

	g_Phaeomollisia
	
	
	
	
	
	x
	
	
	

	g_Phialocephala
	x
	
	x
	x
	
	x
	x
	
	x

	o_Pleosporales
	
	
	
	
	
	
	
	
	x

	g_Prosthemium
	
	
	x
	
	
	x
	
	
	

	g_Pseudaegerita
	x
	
	
	
	x
	
	
	x
	

	g_Russula
	x
	x
	x
	x
	x
	x
	x
	x
	x

	g_Rhizoscyphus
	x
	x
	x
	x
	x
	x
	x
	x
	x

	g_Schizangiella
	x
	x
	x
	x
	x
	x
	x
	x
	x

	f_Sebacinacea
	
	
	
	
	
	
	
	x
	

	g_Serendipita
	
	
	x
	
	
	
	
	
	

	c_Sordariomycetes
	x
	x
	x
	x
	x
	x
	x
	x
	x

	g_Thelephora
	x
	x
	x
	x
	x
	x
	x
	x
	x

	g_Tomentella
	x
	x
	x
	x
	x
	x
	x
	x
	x

	g_Trichocladium
	
	x
	
	
	
	
	
	
	

	g_Trichoderma
	
	x
	
	
	
	
	
	
	

	g_Tylospora
	x
	x
	
	x
	x
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