Table S2. The average proportion of phyla detected in neuston, plankton, and epilithon of Lake Baikal according to 16S rRNA gene sequencing.
	Taxon
	The share of sequences in
epilithon, %
	The share of sequences in
neuston and plankton, %

	Cyanobacteria
	17
	23

	Actinobacteria
	22
	19

	Firmicutes
	4
	11

	Bacteroidetes
	4
	10

	Proteobacteria
	34
	24

	Fusobacteria
	3
	6

	Verrucomicrobia
	9
	5

	Acidobacteria
	4
	0.9

	Chloroflexi
	1.8
	0.5

	unclassified_bacteria
	0.03
	0.4

	WPS-2
	0.2
	0.3

	Gemmatimonadetes
	0.1
	0.3

	Armatimonadetes
	0.1
	0.2

	Patescibacteria
	0.1
	0.2

	FCPU426
	0
	0.1

	Planctomycetes
	0.7
	0.1

	Nitrospirae
	0
	0.05

	Dependentiae
	0.1
	0

	Deinococcus-Thermus
	0.3
	0
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