Appendix 
Table A1 Proportions [%] of the phyla and families for the communities of bacteria associated with Tuber aestivum, based on the number of OTUs using the NGS method
	Phyla
	%
	Family
	OTU %

	 Proteobacteria
	45.9
	Bradyrhizobiaceae
	24.71

	
	
	Yersiniaceae
	6.96

	
	
	Sphingomonadaceae
	6.43

	
	
	Rhizobiaceae
	4.93

	
	
	Comamonadaceae
	2.45

	
	
	Hyphomicrobiaceae
	1.86

	
	
	Caulobacteraceae
	1.32

	
	
	Pseudomonadaceae
	0.99

	
	
	Oxalobacteraceae
	0.91

	
	
	Phyllobacteriaceae
	0.86

	
	
	Sinobacteraceae
	0.61

	
	
	Rhodospirillaceae
	0.33

	
	
	Rhodanobacteraceae
	0.31

	
	
	Micropepsaceae
	0.28

	
	
	Beijerinckiaceae
	0.25

	
	
	Xanthomonadaceae
	0.25

	
	
	Xanthobacteraceae
	0.21

	
	
	Kofleriaceae
	0.17

	
	
	Sandaracinaceae
	0.14

	
	
	Coxiellaceae
	0.13

	
	
	Burkholderiaceae
	0.12

	
	
	Acetobacteraceae
	0.11

	
	
	Rhodobacteraceae
	0.10

	
	
	Desulfobulbaceae
	0.09

	
	
	Nitrosomonadaceae
	0.08

	
	
	Methylocystaceae
	0.06

	
	
	Erwiniaceae
	0.05

	
	
	Neisseriaceae
	0.05

	
	
	Campylobacteraceae
	0.04

	
	
	Labilitrichaceae
	0.03

	
	
	Moraxellaceae
	0.03

	
	
	Enterobacteriaceae
	0.03

	
	
	Phaselicystidaceae
	0.03

	
	
	Sterolibacteriaceae
	0.03

	
	
	Brucellaceae
	0.03

	
	
	Geminicoccaceae
	0.02

	
	
	Hyphomonadaceae
	0.02

	
	
	Pasteurellaceae
	0.02

	
	
	Polyangiaceae
	0.02

	
	
	Cellvibrionaceae
	0.02

	
	
	Legionellaceae
	0.02

	
	
	Orbaceae
	0.01

	
	
	Alteromonadaceae
	0.01

	
	
	Bdellovibrionaceae
	0.01

	
	
	Chromatiaceae
	0.01

	
	
	Roseiarcaceae
	0.01

	
	
	Geobacteraceae
	0.01

	
	
	Oceanospirillaceae
	0.01

	
	
	Vibrionaceae
	>0.01

	
	
	Hydrogenophilaceae
	>0.01

	Acidobacteria
	4.6
	Acidobacteriaceae
	0.34

	
	
	Holophagaceae
	0.18

	
	
	Bryobacteraceae
	0.09

	
	
	Vicinamibacteraceae
	0.02

	
	
	Blastocatellaceae
	0.01

	Actinobacteria
	26.6
	Micrococcaceae
	13.36

	
	
	Pseudonocardiaceae
	1.76

	
	
	Nocardiaceae
	1.01

	
	
	Mycobacteriaceae
	0.75

	
	
	Gaiellaceae
	0.72

	
	
	Microbacteriaceae
	0.64

	
	
	Nocardioidaceae
	0.62

	
	
	Conexibacteraceae
	0.61

	
	
	Streptomycetaceae
	0.53

	
	
	Acidimicrobiaceae
	0.28

	
	
	Corynebacteriaceae
	0.28

	
	
	Ilumatobacteraceae
	0.18

	
	
	Micromonosporaceae
	0.17

	
	
	Iamiaceae
	0.17

	
	
	Solirubrobacteraceae
	0.10

	
	
	Thermomonosporaceae
	0.09

	
	
	Actinomycetaceae
	0.08

	
	
	Micromonosporaceae
	0.08

	
	
	Jiangellaceae
	0.05

	
	
	Actinospicaceae
	0.04

	
	
	Intrasporangiaceae
	0.04

	
	
	Brevibacteriaceae
	0.04

	
	
	Nakamurellaceae
	0.03

	
	
	Cryptosporangiaceae
	0.03

	
	
	Dermabacteraceae
	0.02

	
	
	Kineosporiaceae
	0.01

	
	
	Cellulomonadaceae
	0.01

	
	
	Catenulisporaceae
	0.01

	
	
	Geodermatophilaceae
	>0.01

	Bacteroidetes
	7.4
	Sphingobacteriaceae
	14.60

	
	
	Flavobacteriaceae
	4.78

	
	
	Cytophagaceae
	1.16

	
	
	Chitinophagaceae
	0.78

	
	
	Prevotellaceae
	0.06

	
	
	Hymenobacteraceae
	0.03

	
	
	Porphyromonadaceae
	0.02

	
	
	Haliscomenobacteraceae
	0.02

	Cyanobacteria
	0.9
	Microcystaceae
	0.05

	Deinococcus-Thermus
	0.9
	Trueperaceae
	0.01

	Firmicutes
	8.3
	Streptococcaceae
	0.35

	
	
	Staphylococcaceae
	0.14

	
	
	Paenibacillaceae
	0.09

	
	
	Bacillaceae
	0.04

	
	
	Lactobacillaceae
	0.02

	
	
	Ruminococcaceae
	0.02

	
	
	Peptoniphilaceae
	0.01

	
	
	Oscillospiraceae
	>0.01

	
	
	Clostridiaceae
	>0.01

	Fusobacteria
	1.8
	Leptotrichiaceae
	0.02

	
	
	Fusobacteriaceae
	0.01

	Gemmatimonadetes
	1.8
	Gemmatimonadaceae
	0.11

	
	
	Longimicrobiaceae
	0.03

	Planctomycetes
	0.9
	Candidatus Brocadiaceae
	0.01

	Tenericutes
	0.9
	Acholeplasmataceae
	0.10



Table A2 Proportions of communities of bacteria (phylum) occurring in the soil, roots and ascomata of Tuber aestivum
	PHYLUM
	SOIL
	ROOTS
	ASCOMATA

	Acidobacteria
	+
	+
	+

	Actinobacteria
	+
	+
	+

	Armatimonadetes
	+
	 
	 

	Bacteroidetes
	+
	+
	+

	BRC1
	+
	 
	 

	Candidatus Berkelbacteria
	+
	 
	 

	Chlorobi
	+
	 
	 

	Chloroflexi
	+
	 
	 

	Cyanobacteria
	 
	+
	+

	Deinococcus-Thermus
	+
	 
	 

	Elusimicrobia
	+
	 
	 

	Euryarchaeota
	+
	 
	 

	FBP
	+
	 
	 

	Fibrobacteres
	+
	+
	+

	Firmicutes
	+
	+
	+

	Fusobacteria
	+
	+
	+

	Gemmatimonadetes
	+
	+
	+

	Gracilibacteria
	+
	 
	 

	Microgenomates
	+
	 
	 

	Nitrospirae
	+
	+
	+

	Parcubacteria
	+
	 
	 

	Planctomycetes
	+
	+
	+

	Proteobacteria
	+
	+
	+

	Saccharibacteria
	+
	 
	 

	Spirochaetae
	+
	 
	 

	Streptophyta
	 
	+
	+

	SR1 (Absconditabacteria)
	+
	 
	 

	Tenericutes
	 
	+
	+

	Thaumarchaeota
	+
	 
	 

	Verrucomicrobia
	+
	+
	+

	WS2
	+
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