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	Supplementary Table 2. Blastn-alignment and other characteristics of 24 nucleotide sequences that are the cloned products of Fomes fomentariusa DNA amplification with barcode-primers to bacterial 16S rDNA (the each clone represents its own unique for the samplesb restriction group).

№
	Num. of clonesc
	Length, bp
	Alignmentd
	Homology with other clones

	Notes

	1
	4
	571
	1. Brevibacterium ravenspurgense, KU976967.1 etc., 16S rDNA, max score – 1012, query cover – 100%, identities – 99%, 4 changes
	
	Actinomycete B. ravenspurgense is found on a human Potential contaminante

	2
	2
	586
	1. Alcaligenes faecalis, MH718347.1 etc., 16S rDNA, max score – 1049, query cover – 100%, identities – 99%, 2 changes
2. Alcaligenes pakistanensis, AB968096.1, 16S rDNA, max score – 1049, query cover – 100%, identities – 99%, 2 changes
	
	Opportunistic infection of human. Potential contaminant

	3
	1
	586
	1. Alcaligenes faecalis, MH718347.1 etc., 16S rDNA, max score – 1044, query cover – 100%, identities – 99%, 3 changes
2. Alcaligenes pakistanensis, AB968096.1, 16S rDNA, max score – 1044, query cover – 100%, identities – 99%, 3 changes
	99% homology with the previous clone (difference 3 bp)
	

	4
	2
	588
	1. Luteibacter rhizovicinus, EU022023.1 etc., 16S rDNA, max score – 901, query cover – 100%, identities – 94%, 34 changes, 6 gaps
2. Luteibacter anthropi, JF708871.1 etc., 16S rDNA, max score – 896, query cover – 100%, identities – 94%, 35 changes, 6 gaps

3. Dyella soli, NR_044539.1 etc., 16S rDNA, max score – 893, query cover – 100%, identities – 94%, 36 changes, 2 gaps
	
	Unknown bacteriumf

	5
	2
	561
	1. Caulobacter vibrioides, KP407093.1 etc., 16S rDNA, max score – 999, query cover – 100%, identities – 99%, 3 changes

2. Caulobacter segnis, MG322236.1 etc., 16S rDNA, max score – 990, query cover – 100%, identities – 99%, 5 changes

3. Caulobacter crescentus, CP001340.1 etc., 16S rDNA, max score – 990, query cover – 100%, identities – 99%, 5 changes
	
	Potential contaminant from water

	6
	2
	587
	1. Pseudomonas taiwanensis, MK389429.1 etc., 16S rDNA, max score – 1046, query cover – 100%, identities – 99%, 3 changes
2. Pseudomonas monteilii, MK332552.11
 etc., 16S rDNA, max score – 1046, query cover – 100%, identities – 99%, 3 changes
3. Pseudomonas putida, MK332545.1 etc., 16S rDNA, max score – 1046, query cover – 100%, identities – 99%, 3 changes
	
	Representatives of the genus are widely distributed and occupy different ecological and trophic niches. May be both as contaminants and as fungal associates

	7
	2
	587
	1. Pseudomonas oryzihabitans, MK229115.1 etc., 16S rDNA, max score – 1050, query cover – 100%, identities – 99%, 2 changes
2. Pseudomonas psychrotolerans, MG262448.1 etc., 16S rDNA, max score – 1050, query cover – 100%, identities – 99%, 2 changes
3. Pseudomonas oleovorans, AB720144.1 etc., 16S rDNA, max score – 1039, query cover – 100%, identities – 99%, 5 changes
	Only 94% homology with the previous clone (difference 37 bp)
	-||-

	8
	2
	587
	1. Pseudomonas syringae, EU438852.1 etc., 16S rDNA, max score – 960, query cover – 100%, identities – 96%, 21 changes, 2 gaps
2. Ralstonia solanacearum, CP011998.1, 16S rDNA, max score – 937, query cover – 100%, identities – 96%, 26 changes, 2 gaps
3. Pseudomonas veronii, LT599583.1 etc., 16S rDNA, max score – 936, query cover – 100%, identities – 96%, 25 changes, 4 gaps
	Only 94% homology with №6 (36 changes и 2 gaps); 91% with №7
	Unknown bacterium, but perhaps Pseudomonas or near relation

	9
	2
	562
	1. Sphingomonas pruni, MK192021.1, 16S rDNA, max score – 902, query cover – 100%, identities – 96%, 25 changes

2. Sphingomonas oligophenolica, MH929906.1, 16S rDNA, max score – 902, query cover – 100%, identities – 96%, 25 changes

3. Sphingomonas echinoides, MH725538.1 etc., 16S rDNA, max score – 902, query cover – 100%, identities – 96%, 25 changes
	
	Unknown bacterium

	10
	2
	588
	1. Staphylococcus hominis, MG547954.1, 16S rDNA, max score – 1057, query cover – 100%, identities – 99%, 1 changes

2. Staphylococcus haemolyticus, CP033814.1 etc., 16S rDNA, max score – 1057, query cover – 100%, identities – 99%, 1 changes

3. Staphylococcus epidermidis, MH997745.1 etc., 16S rDNA, max score – 1056, query cover – 100%, identities – 99%, 1 changes
	
	Opportunistic infection of human. Potential contaminant

	11
	1
	569
	1. Cutibacterium acnes, CP033842.1 etc., 16S rDNA (полный геном), max score – 1013, query cover – 100%, identities – 99%, 3 changes
	
	-||-

	12
	1
	587
	1. Enterobacter cloacae, LS999206.1 etc., 16S rDNA, max score – 1055, query cover – 100%, identities – 99%, 1 changes

2. Enterobacter cancerogenus, MK426820.1 etc., 16S rDNA, max score – 1055, query cover – 100%, identities – 99%, 1 changes

3. Enterobacter hormaechei, MK426768.1 etc., 16S rDNA, max score – 1055, query cover – 100%, identities – 99%, 1 changes
	
	-||-

	13
	1
	561
	1. Rhodopseudomonas sp., KM597514.1 etc., 16S rDNA, max score – 994, query cover – 100%, identities – 99%, 4 changes

2. Tardiphaga sp., KR184258.1 etc., 16S rDNA, max score – 976, query cover – 100%, identities – 99%, 8 changes

3. Rhodopseudomonas boonkerdii, KX442624.1 etc., 16S rDNA, max score – 963, query cover – 100%, identities – 98%, 11 changes
	
	Bradyrhizobiaceae, there are diazotrophs in the family. Potential fungal associate

	14
	1
	564
	1. Blastococcus litoris, MH128378.1, 16S rDNA, max score – 969, query cover – 100%, identities – 94%, 35 changes, 5 gaps

2. Blastococcus aggregatus, JX841003.1, 16S rDNA, max score – 969, query cover – 100%, identities – 94%, 35 changes, 5 gaps

3. Blastococcus saxobsidens, EU977834.1, 16S rDNA, max score – 966, query cover – 100%, identities – 94%, 36 changes, 5 gaps
	
	Unknown bacterium

	15
	1
	587
	1. Pseudomonas fluorescens, KY940328.1

 HYPERLINK "http://www.ncbi.nlm.nih.gov/nucleotide/333036189?report=genbank&log$=nucltop&blast_rank=6&RID=UHBYT28W01R" \o "Show report for JF756250.1" \t "lnkUHBYT28W01R"  etc., 16S rDNA, max score – 928, query cover – 100%, identities – 95%, 28 changes, 2 gaps
2. Pseudomonas lundensis, KJ496055.1 etc., 16S rDNA, max score – 928, query cover – 100%, identities – 95%, 28 changes, 2 gaps 

3. Pseudomonas fragi, KJ817445.1 etc., 16S rDNA, max score – 928, query cover – 100%, identities – 95%, 28 changes, 2 gaps
	92% with №6, 90% with №7
	Unknown bacterium, but related to Pseudomonas

	16
	1
	579
	1. Sediminibacterium salmoneum, KJ147093.1

 HYPERLINK "http://www.ncbi.nlm.nih.gov/nucleotide/333036189?report=genbank&log$=nucltop&blast_rank=6&RID=UHBYT28W01R" \o "Show report for JF756250.1" \t "lnkUHBYT28W01R"  etc., 16S rDNA, max score – 1036, query cover – 100%, identities – 99%, 2 changes
	
	Chitinophagaceae, potential contaminant from water

	17
	1
	588
	1. Aerococcus urinaeequi, MK287710.1 etc., 16S rDNA, max score – 1052, query cover – 100%, identities – 99%, 2 changes

2. Aerococcus viridans, MH413025.1 etc., 16S rDNA, max score – 1052, query cover – 100%, identities – 99%, 2 changes
	
	Representatives of the genus are often isolated from the air, including premises – potential contaminant

	18
	1
	563
	1. Granulicella paludicola, KC924939.1, 16S rDNA, max score – 957, query cover – 100%, identities – 98%, 13 changes

2. Edaphobacter dinghuensis, NR_147748.1 etc., 16S rDNA, max score – 944, query cover – 100%, identities – 97%, 16 changes

3. Granulicella mallensis, CP003130.1 etc., 16S rDNA, max score – 944, query cover – 100%, identities – 97%, 16 changes
	
	Acidobacteriaceae, maybe unknown species of Granulicella. Potential fungal associate

	19
	1
	587
	1. Pseudomonas lundensis, KX186962.1 etc., 16S rDNA, max score – 1046, query cover – 100%, identities – 99%, 3 changes

2. Pseudomonas fragi, KX981291.1 etc., 16S rDNA, max score – 1046, query cover – 100%, identities – 99%, 3 changes

3. Pseudomonas fluorescens, KY940344.1 etc., 16S rDNA, max score – 1041, query cover – 100%, identities – 99%, 4 changes
	99% homology with one of control restriction group (difference 6 bp); 95% with №15 (31 changes and 2 gaps)
	Potential contaminant

	20
	1
	588
	Thermomonas brevis, KC921170.1, 16S rDNA, max score – 1052, query cover – 100%, identities – 99%, 2 changes
	
	Xanthomonadaceae, potential fungal associate

	21
	1
	586
	Streptococcus salivarius, MH844909.1 etc., 16S rDNA, max score – 865, query cover – 100%, identities – 93%, 43 changes, 2 gaps
	
	Unknown bacterium

	22
	1
	567
	Streptomyces sp., HE584614.1, 16S rDNA, max score – 883, query cover – 100%, identities – 95%, 31 changes


	
	-||-

	23
	1
	561
	1. Photorhabdus luminescens, AY594267.2 16S rDNA, max score – 875, query cover – 100%, identities – 94%, 31 changes
	99% homology with one of control restriction group (difference 6 bp)
	Potential contaminant

	24
	1
	567
	1. Atopobium vaginae, KU726641.1 etc., 16S rDNA, max score – 992, query cover – 100%, identities – 99%, 7 changes
	
	Opportunistic infection of human. Potential contaminant


aFungal culture was isolated sterile without antibiotics from the deep sections of non-decomposed wood. DNA was isolated from the mycelium through the minimum number of passages after isolating the culture from nature.
bA stable signal appeared at 38 DNA amplification cycles, under such conditions a weak signal also appeared in negative controls (all components of the reaction mixture except the DNA template). After cloning the amplicons of both sample and control, we obtained 270 clones with the target insertion for the sample and 123 clones for the negative control. 47 restriction groups of the sample and 22 of the control were identified. 58 inserts were sequenced, of which 24 were unique only for restriction groups of the sample (representatives of all restriction groups of the control and some representatives of the restriction groups of the sample, having analogues in the control, were also sequenced for verification – data not shown). However, all of the unique clones including potential diazotrophs are poorly represented (maximum 4 clones in restriction group).
cNumber of clones in the restriction group. The clone № 1 has the maximum size of its restriction group – 4; more than half of the restriction groups are represented by 1 clone. Taking into account the fact that the total number of clones in sample is 270, then the occurrence of clone No. 1 is only 1.48% (for comparison, the size of the largest restriction group of the sample coinciding with the most represented contamination group is 50 clones (18.5%, is identified as Hafnia alvei)).
dThe first three species taxa with the maximum score, obtained by alignment in Blastn (with excluded uncultured / environmental sample sequences); priority for species taxa – generic taxa or others were considered only in the absence of species with high scores; data relevant to February 2019
eAs a contaminant, in this column of the table, we denote bacteria, probably non-associates with the fungus in the wood. These bacteria could get into the fungal culture during the isolation it from wood or passaging the mycelium, during isolation of DNA or PCR.
fSome clones from the Table differ from the closest homological sequences from the Genebank by a few dozen nucleotides, which most likely indicates the absence of the 16S rDNA sequences of the corresponding bacterial species in the database.
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