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Figure S1. Root-associated microbiota sample preparation. (a) Collected root system (frozen), (b) carefully thawed, and cleaned, (c) crown part cut open (diseased vs. healthy root), (d) roots rinsed 3 times each with 30 ml of ice-cold sterile H2O, (e) roots removed and discarded. The collected supernatants were centrifuged at 4500 x g at 4 °C for 15 min, and (f) the final pellet was used for DNA preparation. 
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Figure S2. Distribution of shared and unique bacterial, fungal, archaeal and protist species in different (a) geographic regions and (b) management systems. The abundance value cutoff was set at 0.001. 
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Figure S3. Relative abundances of microbial taxa at the phylum level. Distribution of (a) bacterial, (b) fungal, (c) archaeal and (d) protist phyla in different geographic locations and farming systems. Low-abundance bacterial and fungal phyla (<1%) are not illustrated in the bar graphs. 
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Figure S4. Relative abundances of microbial taxa at the class level. Distribution of (a) bacterial, (b) fungal, (c) archaeal and (d) protist classes in different geographic locations and farming systems. Low-abundance classes (<1%) are not illustrated in the bar graphs. 
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Figure S5. Relative abundances of microbial taxa at the genus level. Distribution of (a) bacterial, (b) fungal, (c) archaeal and (d) protist genera in different geographic locations and farming systems. Low-abundance genera (<1%) are not illustrated in the bar graphs. 
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Figure S6. Relative abundances of archaeal and protist taxa at the species level. Distribution of (a) archaeal and (b) protist species in different geographic locations and farming systems. Low-abundance species (<1%) are not illustrated in the bar graphs. 
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Figure S7. Differential abundance of root-associated bacterial taxa between northern and southern regions. DESeq2 results with log2-fold-change values of bacterial species in samples from the northern region relative to samples from the south (P < 0.01). 
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Figure S8. Differential abundance of root-associated bacterial taxa between northern and central regions. DESeq2 results with log2-fold-change values of bacterial species in northern relative to central region samples (P < 0.01). 
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Figure S9. Differential abundance of root-associated bacterial taxa between southern and central regions. DESeq2 results with log2-fold-change values of bacterial species in samples from the southern relative to the central region (P < 0.01).
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Figure S10. Differential abundance of root-associated fungal taxa between samples from (a) northern and southern and (b) northern and central regions. DESeq2 results with log2-fold-change values of fungal species in northern region samples relative to (a) southern and (b) central regions (P < 0.01). 
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Figure S11. Differential abundance of root-associated fungal taxa between samples from southern and central regions. DESeq2 results with log2-fold-change values based on fungal species in southern relative to central region samples (P < 0.01). 
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Figure S11. Differential abundance of root-associated fungal taxa between samples from southern and central regions. DESeq2 results with log2-fold-change values based on fungal species in southern relative to central region samples (P < 0.01). 
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Figure S13. Bacterial–bacterial intrakingdom cooccurrence networks in samples from (a) northern, (b) central and (c) southern regions. Networks were created from species-level data based on the Pearson coefficient method [34] using the top 50 most abundant bacterial species to simplify the association network. Network properties are described in Additional file 2: Table S7. Nodes = species and edges = positive associations (green line) or negative associations (red line). Width/color intensity of lines = strength of positive or negative association. Nodes of the same color are clusters. Size of nodes = relative abundance of that species within a cluster. Hubs are nodes with a centrality value above the empirical 90% quantile and are identified by bold text. 
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Figure S14. Fungal–fungal intrakingdom cooccurrence networks in samples from (a) northern (b) central and (c) southern regions. Networks were created from species-level data based on the Pearson coefficient method [34] using the top 50 most abundant fungal species to simplify the association network. Network properties are described in Additional file 2: Table S7. Nodes = species and edges = positive associations (green line) or negative associations (red line). Width/color intensity of lines = strength of positive or negative association. Nodes of the same color are clusters. Size of nodes = relative abundance of that species within a cluster. Hubs are nodes with a centrality value above the empirical 90% quantile and are identified by bold text.
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Figure S15. Bacterial–bacterial intrakingdom cooccurrence networks in samples from (a) conventional and (b) organic farming systems. Networks were created from species-level data based on the Pearson coefficient method [34] using the top 50 most abundant fungal species to simplify the association network. Network properties are described in Additional file 2: Table S7. Nodes = species and edges = positive associations (green line) or negative associations (red line). Width/color intensity of lines = strength of positive or negative association. Nodes of the same color are clusters. Size of nodes = relative abundance of that species within a cluster. Hubs are nodes with a centrality value above the empirical 90% quantile and are identified by bold text.
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Figure S16. Fungal–fungal intrakingdom cooccurrence networks in samples from (a) conventional and (b) organic farming systems. Networks were created from species-level data based on the Pearson coefficient method [34] using the top 50 most abundant fungal species to simplify the association network. Network properties are described in Additional file 2: Table S7. Nodes = species and edges = positive associations (green line) or negative associations (red line). Width/color intensity of lines = strength of positive or negative association. Nodes of the same color are clusters. Size of nodes = relative abundance of that species within a cluster. Hubs are nodes with a centrality value above the empirical 90% quantile and are identified by bold text. 
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Figure S17. Comparison of bacterial intrakingdom cooccurrence networks of samples from (a) northern and central and (b) southern and central regions of Sweden. Network comparisons were created from species-level data based on the Pearson coefficient method [34] using the top 50 most abundant bacterial/fungal species to simplify the association network. Network properties are described in Additional file 2: Table S7. Nodes = species and edges = positive associations (green line) or negative associations (red line). Width/color intensity of lines = strength of positive or negative association. Nodes of the same color are clusters. Size of nodes = relative abundance of that species within a cluster. Hubs are nodes with a centrality value above the empirical 90% quantile and are identified by bold text. 
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Figure S18. Comparison of fungal intrakingdom cooccurrence networks of samples from (a) northern and central and (b) southern and central regions. Network comparisons were created from species-level data based on the Pearson coefficient method [34] using the top 50 most abundant bacterial/fungal species to simplify the association network. Network properties are described in Additional file 2: Table S7. Nodes = species and edges = positive associations (green line) or negative associations (red line). Width/color intensity of lines = strength of positive or negative association. Nodes of the same color are clusters. Size of nodes = relative abundance of that species within a cluster. Hubs are nodes with a centrality value above the empirical 90% quantile and are identified by bold text
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Figure S19. Bacterial-fungal interkingdom cooccurrence network comparison of samples from northern and southern regions. Network comparisons were created from species-level data based on the Pearson coefficient method [34] using the top 50 most abundant bacterial/fungal species to simplify the association network. Network properties are described in Additional file 2: Table S7. Nodes = species, edges = positive associations (green line) or negative associations (red line). Width/color intensity of lines = strength of positive or negative association. Nodes of the same color are clusters. The size of nodes = relative abundance of that species within a cluster. Hubs are nodes with a centrality value above the empirical 90% quantile and are identified by bold text. 











Supplementary Tables


Table S1. Primer information used in this study
	Gene fragment
	Primers
	Region
	Sequence (5′-3′)
	References 

	16S rRNA
	Pro341F
	V3-V4
	CCTACGGGNBGCASCAG
	[13] 

	
	Pro805R
	
	GACTACNVGGGTATCTAATCC
	

	ITS
	fITS7
	ITS2
	GTGARTCATCGAATCTTTG
	[15] 

	
	ITS4
	
	TCCTCCGCTTATTGATATGC
	

	16S rRNA1
	338F
	V3-V4
	ACTCCTACGGGAGGCAGCAG
	[40] 

	
	806R
	
	GGACTACHVGGGTWTCTAAT
	

	16S rRNA1
	799F
	V5-V7
	AACMGGATTAGATACCCKG
	[41,42] 


	
	1193R
	
	ACGTCATCCCCACCTTCC
	


1 = Rhizobium leguminosarum bv. trifolii identification


























Table S2. Pairwise comparisons of microbial alpha diversity using the Wilcoxon rank-sum test, corrected using the FDR method for different geographic locations and management systems. 

	Microbial communities
	Variables
	Comparison
	P - value

	 
Bacteria/archaea
	 
Geographic locations
	North - Central
	0.239

	
	
	South - Central
	0.239

	
	
	North - South
	0.902

	
	Management systems
	Organic - Conventional
	0.033

	 
Fungal/protists
	 
Geographic locations
	North - Central
	0.752

	
	
	South - Central
	0.062

	
	
	North - South
	0.086

	
	Management systems
	Organic - Conventional
	0.282


P values less than 0.05 indicate significantly greater diversity
























Table S3. ANOSIM pairwise comparisons of microbial beta diversity using the binary Jaccard distances for different geographic locations and management systems.
	Microbial communities
	Variables
	Comparison
	R statistics1
	Significance

	 
Bacteria/archaea
	 
Geographic locations
	North - South
	0.22
	0.001

	
	
	North - Central
	0.17
	0.001

	
	
	South - Central
	0.18
	0.001

	
	Management systems
	Conventional - Organic
	0.10
	0.007

	 
Fungal/protists
	 
Geographic locations
	North – South 
	0.43
	0.001

	
	
	North - Central
	0.34
	0.001

	
	
	South - Central
	0.16
	0.001

	
	Management systems
	Conventional - Organic
	0.05
	0.122


1R statistics represent difference of mean ranks between two groups. Values closer to 1.0 indicate greater 
dissimilarity between the groups compared.

























Table S4. Enrichment and depletion patterns of the top five bacterial species. Differentially abundant analysis between different geographic regions and farming systems. 
	Comparison
	Region/farming system
	Population 
shift
	Bacterial species
	Log2fold change value
	P value

	North vs. South
	North
	Enriched

	Streptomyces nogalater
	32.36
	4.94E-99

	
	
	
	Uncultured Cellulomonadaceae
	25.34
	9.04E-105

	
	
	
	Unclassified Pseudonocardia
	25.14
	1.59E-106

	
	
	
	Unclassified Saccharimonadales
	7.22
	4.34E-21

	
	
	
	Unclassified Mucilaginibacter
	6.66
	1.79E-07

	
	
	Depleted

	Bacillus haynesii
	-1.34
	4.47E-06

	
	
	
	Unclassified Caulobacteraceae
	-1.43
	0.00037

	
	
	
	Unclassified Solirubrobacteraceae
	-1.84
	1.44E-06

	
	
	
	Streptomyces regensis
	-1.89
	2.72E-11

	
	
	
	Unclassified Sphingomonas
	-2.05
	0.00013

	North vs. Central
	North
	Enriched

	Streptomyces nogalater
	24.31
	6.97E-68

	
	
	
	Unclassified Mucilaginibacter
	23.34
	1.14E-89

	
	
	
	Unclassified Aeromicrobium
	22.14
	2.36E-30

	
	
	
	Unclassified Intrasporangiaceae
	6.64
	4.07E-12

	
	
	
	Unclassified Pedobacter
	6.25
	1.50E-05

	
	
	Depleted

	Unclassified Xanthobacteraceae
	-0.75
	3.85E-06

	
	
	
	Unclassified Caulobacteraceae
	-1.77
	2.24E-08

	
	
	
	Unclassified Blastocatellaceae
	-1.79
	2.33E-06

	
	
	
	SC-I-84 uncultured Acidobacteria
	-2.02
	0.00018

	
	
	
	Unclassified Kribbella
	-2.11
	1.48E-05

	South vs. Central
	South
	Enriched

	Unclassified Aeromicrobium
	24.73
	1.27E-24

	
	
	
	Unclassified Mucilaginibacter
	16.68
	8.81E-30

	
	
	
	Unclassified Mycobacterium
	3.12
	1.29E-07

	
	
	
	Unclassified Psychrobacillus
	2.94
	0.00010

	
	
	
	Bacillus haynesii
	1.78
	9.05E-07

	
	
	Depleted

	Unclassified Sphingomonas
	-1.35
	1.33E-06

	
	
	
	Oryzihumus terrae
	-2.09
	5.48E-06

	
	
	
	Unclassified Blastocatellaceae
	-2.23
	8.13E-05

	
	
	
	Uncultured Acidobacteriales
	-2.28
	9.08E-06

	
	
	
	Unclassified Actinobacteria
	-2.44
	5.37E-05

	Organic vs. Conventional
	Organic
	Enriched

	--
	--
	--

	
	
	Depleted

	Unclassified Sphingomonadaceae
	-4.76
	3.43E-05

	
	
	
	JG30-KF-CM45 bacterium QTYC46b
	-4.68
	4.21E-06

	
	
	
	Unclassified Solirubrobacteraceae
	-4.98
	5.48E-06

	
	
	
	Uncultured Firmicutes
	-4.43
	3.65E-07

	
	
	
	Unclassified Saccharimonadales
	-3.92
	1.72E-05





Table S5. Mean abundance values of potential pathogenic fungi in different geographic regions and farming systems. 

	Genus
	Species
	Regions
	Management systems
	Reported (R) or not reported (NR) in red clover1

	
	
	North
	Central
	South
	Conventional
	Organic
	

	Alternaria
	Alternaria sp.
	-
	0.14
	0.346
	0.125
	0.0044
	NR

	
	A. infectoria
	0.025
	0.272
	0.918
	0.283
	0.171
	NR

	
	A. alternata
	0.074
	0.0613
	0.0446
	0.073
	0.0276
	NR

	
	A. tenuissima
	0.0536
	0.093
	0.258
	0.106
	0.0928
	NR

	Apiosporina
	A. morbosa
	0.133
	0.0638
	0.203
	0.134
	0.109
	NR

	Botrytis
	B. cinerea
	0.221
	0.0232
	0.24
	0.174
	0.178
	NR

	Dactylonectria
	D. hordeicola
	1.87
	3.00
	3.42
	2.67
	1.5
	NR

	
	D. torresensis
	0.00178
	0.0108
	0.0669
	0.0202
	0.00134
	NR

	
	D. macrodidyma
	0.000369
	0.000
	0.00127
	0.000549
	-
	NR

	Didymella
	D. macrostoma
	0.404
	1.77
	2.54
	1.25
	0.798
	NR

	
	Didymella sp.
	0.0519
	0.141
	0.588
	0.193
	0.117
	NR

	
	D. nigricans
	0.00958
	0.0256
	0.102
	0.0352
	0.0164
	NR

	
	D. subherbarum
	0.00262
	-
	-
	-
	0.00815
	NR

	Fusarium
	F. culmorum
	0.447
	0.713
	0.418
	0.583
	0.162
	R

	
	F. oxysporum
	0.127
	0.743
	0.819
	0.369
	0.654
	R

	
	F. solani
	0.000876
	0.156
	0.661
	0.2
	0.0287
	R

	
	F. torulosum
	0.0107
	0.00623
	0.00175
	0.00797
	0.00699
	NR

	
	F. poae
	0.00491
	0.00768
	-
	0.00536
	0.00134
	R

	
	F. sporotrichioides
	0.00819
	0.00276
	0.0191
	0.0109
	-
	NR

	Gibberella (syn. Fusarium)
	G. tricincta
	1.67
	1.28
	1.66
	1.75
	0.706
	NR

	
	G. intricans
	0.238
	0.417
	0.195
	0.307
	0.129
	NR

	
	G. avenacea
	0.0337
	0.093
	0.0351
	0.0542
	0.025
	R

	
	G. pulicaris
	0.019
	0.0172
	0.00104
	0.0173
	0.0043
	NR

	
	G. fujikuroi
	-
	0.00167
	0.00793
	0.0024
	-
	NR

	Gibellulopsis
	G. nigrescens
	0.194
	0.818
	0.414
	0.419
	0.286
	NR

	
	G. chrysanthemi
	0.00502
	-
	0.0118
	0.00588
	0.0013
	NR

	Ilyonectria (syn. Cylindrocarpon)
	I. destructans
	0.0317
	0.0234
	0.0164
	0.0255
	0.0315
	R

	
	Ilyonectria sp.
	-
	0.00673
	0.0116
	0.00485
	-
	R

	Leptosphaeria
	Leptosphaeria sp.
	0.0559
	0.415
	0.17
	0.163
	0.199
	NR

	
	L. sclerotioides
	0.0115
	-
	-
	0.00768
	-
	NR

	Monographella
	Monographella sp.
	1.73
	1.66
	0.491
	1.53
	1.18
	NR

	
	M. nivalis
	0.0429
	0.0237
	0.0322
	0.0407
	0.0135
	NR

	Neonectria
	Neonectria sp.
	3.08
	2.99
	4.51
	3.61
	2.07
	NR

	
	N. lugdunensis
	0.281
	0.217
	0.144
	0.221
	0.317
	NR

	
	N. candida
	0.00218
	0.0025
	-
	0.00223
	-
	NR

	
	N. obtusispora
	0.00155
	-
	-
	0.00055
	0.00226
	NR

	Neosetophoma
	N. samararum
	0.88
	1.13
	0.921
	0.98
	0.818
	NR

	
	Neosetophoma sp.
	0.0245
	0.00674
	0.00615
	0.0163
	0.0169
	NR

	Olpidium
	O. brassicae
	0.0219
	-
	0.0165
	0.0175
	0.00499
	NR

	
	Olpidium sp.
	0.0083
	-
	0.0182
	0.00749
	0.0112
	NR

	Ophiosphaerella
	Ophiosphaerella sp.
	0.144
	0.0494
	0.0549
	0.101
	0.108
	NR

	Plectosphaerella
	P. pauciseptata
	0.387
	0.43
	0.933
	0.552
	0.286
	NR

	
	Plectosphaerella sp.
	0.0593
	0.0594
	0.0315
	0.0591
	0.0296
	NR

	
	P. cucumerina
	0.007
	0.019
	-
	0.00977
	0.00356
	NR

	Parastagonospora
	P. avenae
	0.0512
	0.0133
	-
	0.0372
	0.00514
	NR

	
	P. nodorum
	0.00752
	0.00385
	0.0276
	0.0116
	0.00552
	NR

	Paraphoma
	P. chrysanthemicola
	0.59
	1.66
	0.654
	0.65
	1.91
	NR

	
	P. radicina
	0.00837
	0.448
	0.22
	0.134
	0.29
	NR

	
	Paraphoma sp.
	0.00926
	0.019
	0.0107
	0.0127
	0.00893
	NR

	Phoma
	Phoma sp.
	0.00947
	0.0778
	0.0289
	0.0234
	0.0641
	R

	Pithomyces
	Pithomyces sp.
	0.0053
	0.184
	0.254
	0.115
	0.0293
	NR

	Plenodomus
	P. biglobosus
	0.234
	1.36
	0.349
	0.476
	0.855
	NR

	Rhizoctonia
	Rhizoctonia sp.
	0.887
	1.55
	1.13
	1.14
	0.938
	R

	
	R. zeae
	0.000938
	-
	0.0102
	0.00306
	-
	NR

	
	R. fusispora
	-
	0.00423
	0.00137
	0.00163
	-
	NR

	Sclerotinia
	S. trifoliorum
	0.261
	0.0247
	0.00401
	0.124
	0.277
	R

	Stemphylium
	S. vesicarium
	0.00973
	0.184
	0.81
	0.248
	0.0392
	NR

	
	Stemphylium sp.
	-
	0.00625
	0.107
	0.0273
	-
	NR

	Thanatephorus
	T. cucumeris
	0.669
	0.248
	0.678
	0.627
	0.271
	NR

	Ustilago
	Ustilago sp.
	0.00602
	0.00191
	-
	0.00461
	-
	NR

	
	U. nuda
	0.00135
	0.00316
	0.00389
	0.0028
	-
	NR

	
	U. echinata
	0.00169
	-
	-
	0.00113
	-
	NR


1 = Sources: https://namnochslaktskap.artfakta.se/taxa/5000043/details; https://www.nrm.se/; https://www2.jordbruksverket.se/download/18.17cef05d170e1ff7ea95fd97/1584443591131/be17v23.pdf







Table S6. Enrichment and depletion patterns of potential pathogenic fungi. Differentially abundant analysis between different geographic regions and farming systems. 

	Comparison
	Region/farming system
	Population 
shift
	Fungal species
	Log2 fold -change value
	P value

	North vs. South
	North
	Enriched

	Rhizoctonia sp.
	3.65
	1.58E-05

	
	
	
	Neosetophoma samararum
	2.66
	1.01E-10

	
	
	
	Monographella sp.
	1.78
	5.47E-06

	
	
	
	Neonectria sp.
	0.90
	0.00048

	
	
	Depleted

	Neonectria sp.
	-1.20
	0.00104

	
	
	
	Alternaria tenuissima
	-1.70
	0.00265

	
	
	
	Didymella macrostoma
	-2.00
	6.88E-10

	
	
	
	Didymella sp.
	-2.50
	2.07E-07

	
	
	
	Fusarium oxysporum
	-2.60
	4.38E-06

	
	
	
	Neonectria sp.
	-3.10
	2.63E-05

	
	
	
	Fusarium solani
	-3.90
	3.15E-08

	
	
	
	Stemphylium vesicarium
	-4.40
	2.94E-12

	
	
	
	Alternaria infectoria
	-4.40
	3.55E-21

	North vs. Central
	North
	Enriched

	Magnaporthaceae sp.
	2.27
	0.00111

	
	
	
	Botrytis cinerea
	2.17
	0.00085

	
	
	
	Ophiosphaerella sp.
	1.64
	0.00023

	
	
	
	Apiosporina morbosa
	1.34
	0,00174

	
	
	
	Gibberella tricincta 
	0.85
	0.00029

	
	
	Depleted

	Didymella macrostoma
	-1.62
	6.09E-08

	
	
	
	Gibellulopsis nigrescens
	-1.64
	8.99E-06

	
	
	
	Fusarium oxysporum
	-1.90
	0.00024

	
	
	
	Alternaria infectoria
	-1.95
	1.94E-05

	
	
	
	Fusarium solani
	-2.36
	0.00041

	
	
	
	Pithomyces sp.
	-2.91
	0.00093

	
	
	
	Stemphylium vesicarium
	-2.93
	5.13E-07

	South vs. Central
	South
	Enriched

	Neonectria sp.
	3.29
	9.54E-05

	
	
	
	Alternaria infectoria
	2.42
	3.26E-06

	
	
	
	Neonectria sp.
	1.81
	2.95E-05

	
	
	Depleted

	Paraphoma chrysanthemicola
	-2.22
	0.00052

	
	
	
	Neosetophoma samararum
	-2.36
	2.01E-07

	Organic vs. Conventional
	Organic
	Enriched

	--
	--
	--

	
	
	Depleted

	Gibberella tricincta
	-0.97
	0.00017

	
	
	
	Neonectria sp.
	-1.89
	1.94E-06




Table S7. Topological properties of bacterial, fungal, bacterial-fungal and Rhizobium-fungal pathogen networks.
	Networks
	Groups
	No. of nodes
	No. of clusters
	No. of hubs
	Positive edge percentage
	Clustering coefficient
	Modularity
	Edge density

	Intra-Bacterial-North
	
	50
	5
	3
	45.68
	0.45
	0.18
	0.20

	Intra-Bacterial-Central
	
	50
	4
	3
	44.30
	0.50
	0.16
	0.30

	Intra-Bacterial-South
	
	50
	5
	3
	47.41
	0.37
	0.17
	0.20

	Intra-Bacterial-Conventional
	
	48
	5
	3
	53.40
	0.43
	0.24
	0.18

	Intra-Bacterial-Organic
	
	50
	4
	3
	48.50
	0.52
	0.10
	0.32

	Intra-Bacterial- North-South comparison
	North
	25
	4
	-
	45.71
	0.57
	0.42
	0.17

	
	South
	25
	6
	2
	39.40
	0.11
	0.45
	0.11

	Intra-Bacterial- North-Central comparison
	North
	20
	4
	1
	51.61
	0.54
	0.21
	0.29

	
	Central
	20
	4
	-
	43.59
	0.44
	0.26
	0.23

	Intra-Bacterial- South-Central comparison
	South
	21
	5
	2
	43.33
	0.15
	0.36
	0.14

	
	Central
	21
	5
	-
	36.36
	0.22
	0.27
	0.21

	Intra-Bacterial- Conventional-Organic comparison
	Conventional
	21
	3
	-
	38.10
	0.32
	0.18
	0.20

	
	Organic
	21
	4
	2
	39.71
	0.55
	0.46
	0.32

	Intra-Fungal-North
	
	36
	7
	3
	54.72
	0.37
	0.47
	0.11

	Intra-Fungal-Central
	
	43
	6
	3
	47.20
	0.31
	0.38
	0.10

	Intra-Fungal-South
	
	49
	6
	3
	45.19
	0.24
	0.30
	0.11

	Intra-Fungal-Conventional
	
	36
	8
	3
	46.43
	0.49
	0.38
	0.15

	Intra-Fungal-Organic
	
	49
	6
	3
	38.28
	0.23
	0.33
	0.10

	Intra-Fungal-North-South comparison
	North
	18
	3
	-
	54.55
	0.18
	0.29
	0.24

	
	South
	18
	6
	-
	42.86
	0.09
	0.41
	0.15

	Intra-Fungal-North-Central comparison
	North
	19
	3
	1
	30.77
	0.09
	0.34
	0.20

	
	Central
	19
	3
	1
	26.31
	0.11
	0.40
	0.14

	Intra-Fungal-South-Central comparison
	South
	23
	4
	-
	30.30
	0.20
	0.36
	0.14

	
	Central
	23
	5
	-
	30.44
	0.36
	0.35
	0.17

	Intra-Fungal-Conventional-Organic comparison
	Conventional
	28
	4
	-
	42.86
	0.28
	0.27
	0.16

	
	Organic
	28
	6
	2
	36.84
	0.29
	0.32
	0.21

	Inter-Bacterial-Fungal-North-South comparison
	North
	28
	4
	-
	41.67
	0.76
	0.01
	0.44

	
	South
	28
	4
	-
	41.50
	0.73
	0.04
	0.45

	Rhizobium-fungal pathogens-North-South
	North
	42
	4
	1
	48.64
	0.82
	0.05
	0.47

	
	South
	42
	3
	-
	51.58
	0.84
	0.06
	0.51

	Rhizobium-fungal pathogens-North-Central
	North
	41
	4
	1
	48.60
	0.79
	0.06
	0.45

	
	Central
	41
	3
	-
	48.87
	0.80
	0.03
	0.53

	Rhizobium-fungal pathogens-South-Central
	South
	45
	4
	-
	50.82
	0.82
	0.05
	0.51

	
	Central
	45
	3
	-
	47.16
	0.81
	0.02
	0.60

	Rhizobium-fungal pathogens-Conventional-Organic
	Conventional
	42
	5
	-
	49.51
	0.80
	0.07
	0.41

	
	Organic
	42
	3
	1
	52.70
	0.77
	0.05
	0.45
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