Table S.1 Isotopic and noble gas studies of the mineral waters from Kołobrzeg and Połczyn (Krawiec 2013; Krawiec et al., 2000)
	Parameter
	Połczyn
(IG-1)
	Anastazja

	Bogusław
(B2)
	Emilia
(6)
	Perła
(A16)

	Isotopes
	
	
	
	
	

	   18O (‰ VSMOW)
	-3.7
	-6.3
	-6.5
	-6.9
	-9.6

	   2H (‰ VSMOW)
	-27.2
	-49.0
	-49.0
	-51.0
	-67.1

	   13C (‰ VPDB)
	n.t.
	n.t.
	n.t.
	n.t.
	       -12.1

	Noble gas
	
	
	
	
	

	   4He excess 10-6 cm g-1
	n.t.
	139.6
	106.8
	n.t.
	3.94

	   NGT (C)
	n.t.
	17.7
	17.7
	n.t.
	2.9

	“Age”
	pQ
	pQ
	pQ
	pQ
	G + H + pQ



VSMOW - Vienna Standard Mean Ocean Water; VPDB - Vienna Pee Dee Belemnite; NGT - noble gas temperature; Age classification: pQ - pre-Quarternary; G - Glacial; H - Holocene, n.t. - not tested.
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Table S.2 Bacterial isolates derived from the mineral waters from Kołobrzeg and Połczyn
	Name

	Top-hit taxon

	Top-hit strain

	Similarity (%)
	Top-hit taxonomy

	Completeness (%)

	PO3
	Agrococcus baldri
	IAM 15147(T)
	98.86
	Bacteria, Actinobacteria, Actinobacteria_c, Micrococcales, Microbacteriaceae, Agrococcus
	54.9

	PO4
	Dietzia psychralcaliphila
	JCM 10987(T)
	87.24
	Bacteria, Actinobacteria, Actinobacteria_c, Corynebacteriales, Dietziaceae, Dietzia
	44.8

	PO5
	Dietzia psychralcaliphila
	JCM 10987(T)
	99.38
	Bacteria, Actinobacteria, Actinobacteria_c, Corynebacteriales, Dietziaceae, Dietzia
	56.3

	PO6
	Bacillus siamensis
	KCTC 13613(T)
	99.87
	Bacteria, Firmicutes, Bacilli, Bacillales, Bacillaceae, Bacillus
	51.8

	AN1
	Bacillus simplex
	NBRC 15720(T)
	100.0
	Bacteria, Firmicutes, Bacilli, Bacillales, Bacillaceae, Bacillus
	59.7

	AN2
	Brevundimonas vesicularis
	NBRC 12165(T)
	99.88
	Bacteria, Proteobacteria, Alphaproteobacteria, Caulobacterales, Caulobacteraceae, Brevundimonas
	60.1

	AN3
	Blastomonas natatoria
	DSM 3183(T)
	99.89
	Bacteria, Proteobacteria, Alphaproteobacteria, Sphingomonadales, Sphingomonadaceae, Blastomonas
	64.1

	AN4
	Bacillus simplex
	NBRC 15720(T)
	99.67
	Bacteria, Firmicutes, Bacilli, Bacillales, Bacillaceae, Bacillus
	62.0

	AN5
	Microbacterium resistens
	NBRC 103078(T)
	99.09
	Bacteria, Actinobacteria, Actinobacteria_c, Micrococcales, Microbacteriaceae, Microbacterium
	53.3

	AN6
	Microbacterium resistens
	GO-13(T)
	96.79
	Bacteria, Firmicutes, Bacilli, Bacillales, Bacillaceae, Bacillus
	29.8

	BO1
	Bacillus aryabhattai
	B8W22(T)
	99.77
	Bacteria, Firmicutes, Bacilli, Bacillales, Bacillaceae, Bacillus
	58.3

	BO2
	Demequina lutea
	NBRC 106155(T)
	98.19
	Bacteria, Actinobacteria, Actinobacteria_c, Micrococcales, Demequinaceae, Demequina
	57.4

	BO3
	Bacillus aryabhattai
	B8W22(T)
	100.0
	Bacteria, Firmicutes, Bacilli, Bacillales, Bacillaceae, Bacillus
	59.4

	EM1
	Bacillus simplex
	NBRC 15720(T)
	99.20
	Bacteria, Firmicutes, Bacilli, Bacillales, Bacillaceae, Bacillus
	59.6

	EM4
	Pseudomonas hunanensis
	LV(T)
	99.89
	Bacteria, Proteobacteria, Gammaproteobacteria, Pseudomonadales,  Pseudomonadaceae, Pseudomonas
	62.1

	EM7
	Psychrobacillus psychrodurans
	DSM 11713(T)
	84.94
	Bacteria, Firmicutes, Bacilli, Bacillales, Planococcaceae, Psychrobacillus
	35.9

	PE1
	Bacillus siamensis
	KCTC 13613(T)
	99.76
	Bacteria, Firmicutes, Bacilli, Bacillales, Bacillaceae, Bacillus
	57.3







Table S.3 The list of  genera present in the negative control and removed from the dataset
	Genus
	Abundance in negative control (%)

	Streptococcus
Neisseria
Gemella
Rothia
Haemophilus
Leptotrichia
Granulicatella
Escherichia-Shigella
Actinomyces
Veilonella
Pseudomonas
Propionibacterium
	59.4
22.3
6.5
4.2
2.3
2.1
1.2
1.0
0.4
0.2
0.1
0.1


The “contaminating sequences” were absent from the first series of subsamples (PCR negative controls were clean) and appeared in the second and the third series that were prepared with the different batch of disposable. 
The amplicons from our negative controls were barcoded and sequenced along with the samples.





Table S.4  The most abundant bacterial and archaeal OTUs in mineral waters from Kołobrzeg and Połczyn
	OTU
	Połczyn
IG1
	Anastazja
	Bogusław
B2
	Emilia
6
	Perła
A16
	Taxonomy
	

	Otu01
	23.1
	6.7
	15.8
	1.0
	0.0
	Bacteria, Proteobacteria, Deltaproteobacteria, Desulfovibrionales, Desulfovibrionaceae, Desulfovibrio

	Otu02
	8.1
	2.8
	0.0
	2.3
	0.0
	Bacteria, Proteobacteria, Deltaproteobacteria, Desulfobacterales, Desulfobacteraceae, Desulfotignum

	Otu03
	0.0
	9.4
	0.0
	0.0
	6.9
	Bacteria, Proteobacteria, Deltaproteobacteria, Desulfobacterales, Desulfobulbaceae, Desulfopila

	Otu04
	0.0
	6.8
	0.0
	0.0
	0.0
	Bacteria, Proteobacteria, Deltaproteobacteria, Desulfovibrionales, Desulfovibrionaceae, Desulfovibrio

	Otu05
	0.0
	0.2
	1.4
	19.8
	10.4
	Bacteria, Firmicutes, Bacilli, Bacillales, Staphylococcaceae, Staphylococcus

	Otu06
	0.0
	0.3
	1.2
	4.5
	14.7
	Bacteria, Proteobacteria, Betaproteobacteria, Burkholderiales, Comamonadaceae, Pelomonas

	Otu08
	0.0
	0.0
	0.0
	15.0
	0.0
	Bacteria, Proteobacteria, Gammaproteobacteria, Alteromonadales, Idiomarinaceae, Idiomarina

	Otu09
	0.0
	0.0
	0.0
	4.8
	12.5
	Bacteria, Proteobacteria, Gammaproteobacteria, Oceanospirillales, Halomonadaceae, Halomonas

	Otu18
	0.0
	0.0
	0.0
	6.2
	0.0
	Bacteria, Proteobacteria, Gammaproteobacteria, Alteromonadales, Alteromonadaceae, Marinobacter

	Otu22
	0.0
	0.0
	0.0
	0.0
	6.2
	Bacteria, Actinobacteria, Acidimicrobiia, Acidimicrobiales, Iamiaceae, Iamia

	Otu25
	0.0
	0.0
	0.0
	0.0
	6.0
	Bacteria, Bacteroidetes, Cytophagia, Cytophagales, Cytophagaceae, Rhodocytophaga

	Otu28
	0.0
	0.0
	0.0
	0.0
	5.3
	Bacteria, Chloroflexi, Dehalococcoidia, unclassified, unclassified, unclassified

	Otu29
	0.0
	0.0
	0.0
	0.0
	5.2
	Bacteria, Actinobacteria, Actinobacteria, Frankiales, Frankiaceae, Jatrophihabitans

	Otu1
	97.4
	0.0
	0.0
	0.0
	0.0
	Archaea, Euryarchaeota, Methanobacteria, Methanobacteriales, Methanobacteriacea, Methanobacterium










Figure S.1 Rarefaction analysis of sequences from Kołobrzeg and Połczyn applying 97% similarity threshold of the 16S rRNA gene
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Figure S.2 Venn diagram of shared bacterial OTUs at 0.03 dissimilarity level in mineral waters from Kołobrzeg and Połczyn based on NGS data
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