Table S1. Chemical composition of the bath water CANBW at La Crouen spring (New

Caledonia).

Source This work Cox et al., 1982

Na (mM) 2.24 2.41

K (uM) 30 0.05

Ca (uM) 35 0.03

Mg (UM) 0.64 8.23

Sr (UM) 4.41 ND?

Ba (nM) 24 ND?

Si (mM) 0.81 1.00

DIC as Cinorg (mM) 1.36 0.34

NPOC as Corg (mM)?! 0.05 ND3

Cl (mM) 0.24 0.34

SO4 (MM) 0.16 0.15

NO3 (UM) 0.44 ND?

F (UM) 23.63 ND?

PO4 (UM) 0.30 ND?

N2 (UM) 363 ND3

Hz (UM) BDL? ND?

CHg (uUM) BDL? ND?

0, (uUM) 54 ND?

CO; (UM) BD? ND3

1 NPOC: Non Purgeable Organic Carbon

2 BDL: Below detection limit

3 ND: Not determined
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Table S2. Blast analysis on the dominant proteobacterial OTUs (>1% of total sequences in at least on sample) obtained from La Crouen

spring.
OTUs . Closest cultivated relative retrieved from NCBI nucleotide database % of sequences per samples
gAu;izsesrl;)n Species (Accession Taxonomy (Proteobacterial class, order, family) Id(e(;ot)ity

number) CANBS1 CANBS2 CANBW1  CANBW?2 CANPS1 CANPS2 CANPW1 CANPW2 CANAS1 CANAS2 CANAW1  CANAW2

(OIJI—\L/\J/?B%)ﬁIQ) ?Aqu;;gggg;m serpens Betaproteo.; Neisseriales; Chromobacteriaceae 99 11 05 0.0 0.0 0.0 0.0 0.0 0.0 0.1 0.0 03 0.4
(O,Jl—vlf@%ﬁga) I;A(elihé/:;os\gezrggt)ilis sp. DMSP- Betaproteo.; Nitrosomonadales ; Sterolibacteriaceae 97 0.3 0.3 4.6 4.4 4.2 1.1 1.7 0.4 0.4
?Jvlf@élasg) g;;itDrffsi:;"afgsb ?gggélasn Betaproteo.; Candidatus Desulfobacillus 99 0.8 0.7 3.0 42 11 12
?Jv%ﬁ%ﬁgi) g;igﬁ?ggss ?223;1857) Betaproteo.; Candidatus Desulfobacillus 97 0.4 0.4 17 25 05 05
?J\%ﬁ%ﬁgi) g;;iﬁie}siggﬁsb ?233;1857) Betaproteo.; Candidatus Desulfobacillus 97 0.2 0.1 2.3 21 2.3 3.2 3.5 3.6 0.7 1.0 0.3 0.2
?J@gﬁiﬂi) g;;iﬁffi;'gﬁfﬁgggzgw) Betaproteo.; Candidatus Desulfobacillus 97 0.0 0.0 07 08 0.9 1.0 13 16 0.2 0.4 0.1 0.1
?J\%@%ﬁgg) gg}iﬁﬁ?gﬁf ?23351857) Betaproteo.; Candidatus Desulfobacillus 97 0.0 0.0 0.2 0.4 21 13 0.4 04 0.2 0.2 0.1 0.1
EDIJI—VL\JIEZ%;) ?’:J‘glirli;%rzgls)ediminicola Betaproteo.; Nitrosomonadales; Sterolibacteriaceae 96 0.0 0.0 0.1 0.1 15 1.0 0.1 0.1 0.2 0.2 0.1 0.1
?Jvlflﬁ?)le.go) wlt(j_‘:?f;ggg; aga atypica Betaproteo.; Burkholderiales; Comamonadaceae 99 0.2 0.2 4.2 &3 0.3 0.3 0.2 0.2 0.4 0.3 0.4 0.4
?Jv%gtﬂ%%) z—!r\i/gr_ol%eanloz%haga aquatica Betaproteo.; Burkholderiales ; Comamonadaceae 99 0.1 0.0 2.4 18 0.0 0.0 0.0 0.0 0.1 0.1 0.1 0.1
?J\%E%ﬁgs) Y&%egilllg;rll;i igofera Betaproteo.; Neisseriales; Chromobacteriaceae 95 0.4 0.1 0.1 0.1 0.5 0.3 0.1 0.1 3.4 0.2 0.2
(?AT\xEéisgs) (DNe;u_Iég?g%l)e limimaris Deltaproteo.; Syntrophobacterales; Syntrophaceae 85 0.0 0.0 0.1 0.0 0.0 0.0 01 0.1
?J\L/\J@%Slils) stﬂg‘?}gg{%gﬂgh" Gammaproteo.; Chromatiales; Ectothiorhodospiraceae 94 0.0 0.0 0.0 0.0 05 06 0.0 0.0
?JVL\J@%)%QZ) '(I'Sg)j%lialéggi)diphila Gammaproteo.; Chromatiales; Halothiobacillaceae 96 03 01 4.8 25 2.1 2.4 22
?l\jI—VL\J@%)gliZ) '(I'Sg)j%lialéggi)diphila Gammaproteo.; Chromatiales; Halothiobacillaceae 94 0.1 0.0 13 15 29 0.7 0.6 0.7 0.7
?Jvljgﬁsligé) (T,L'g’jgﬂié%’;i)diph"a Gammaproteo.; Chromatiales; Halothiobacillaceae 93 01 0.0 0.4 07 12 14 0.1 0.1 0.1 01 19 18
?l\./lr\l/f@?lmz) '(I"ng):/(i)?&gtél)furoxydans Gammaproteo.; Chromatiales; Halothiobacillaceae 97 0.0 0.0 0.2 0.1 0.0 0.0 0.0 0.0 0.1 0.0 - 2.1
(O,\;lr\xgéizgi) '(I"ng):/(i)?&gtél)furoxydans Gammaproteo.; Chromatiales; Halothiobacillaceae 98 0.0 0.0 0.1 0.1 0.0 0.0 0.0 0.0 0.0 0.0 2.1 14
?J\L/\J@%ﬁzs) '(I'Sg)il(i):‘g&zlél)furoxydans Gammaproteo.; Chromatiales; Halothiobacillaceae 94 02 01 0.1 01 01 0.1 0.0 0.0 0.2 0.0 1.9 0.9
?J&J@J{} 1368) (P'\s/leGugi?é);;s putida Sammaproteo,; Pseudomonadales; Pseudomonadacea 99 0.9 01 32 .8 17 01 27 a7 0.9 o1 04 04
?J\%/ﬁ%ﬁn) (Tﬁg’i'lrligod;g"‘"mis Gammaproteo.; Thiotrichales; Thiotrichaceae 96 00 00 0.0 0.0 00 0.0 0.0 0.0 01 01 0.9 1.4




Table S3. Blast analysis on the dominant non-proteobacterial OTUs (>1% of total sequences in at least on sample) obtained from La
Crouen springs.

OTUs Closest cultivated relative retrieved from NCBI nucleotide database %% of |
(Accession - - . ety CANBWCANBW % of sequences per samples —

pumben Species (Accession numben) Taxanomy (Phylum, order. family) (%) CANBS1  CANBS2 1 2 CANPS1  CANPS2 CANPW1 CANPW2 CANAS1 CANAS2 1 CANAW2
?J\xﬁ)ﬁ”) fﬁgﬂgjﬁ%})m fermentans Acidobacteria; Solibacterales; Bryobacteraceae 92 0.9 11 0.0 0.0 0.0 0.1 0.0 0.0 0.1 0.2 0.0 0.0
?JV%E%LOG) I(.&rg;gz;ggl)um saccharophilum Bacteroidetes; Bacteroidales; Lentimicrobiaceae 94 1.6 0.3 0.0 0.0 0.2 0.3 0.0 0.0 1.3 0.4 05 05
?l\;IrVL\JIE%)Zl(I)llO) I(Sg'_?g;’gsu;m saccharophilum Bacteroidetes; Bacteroidales; Lentimicrobiaceae 89 1.7 0.4 0.0 0.0 0.3 0.5 0.0 0.0 21 0.5 0.5 0.6
?JV%E?BM) Anaerophaga sp. (KX930003) Bacteroidetes; Marinilabiliales; Marinilabiliaceae 99 0.2 0.1 14 11 - 3.4 17 1.3 1.3 1.0 0.1 0.1
(Ol\;lr\kjlg(7)5400) fl_rgltlﬁg):gcgr bellariivorans Bacteroidetes; Marinilabiliales; Prolixibacteraceae 86 0.0 0.0 0.5 2.9 0.0 0.0 0.0 0.0 0.0 0.0 17 25
?J\%ﬁ%ﬁmm ?#jrgﬁlljggnliﬂ)aeciviva Bacteroidetes; Marinilabiliales; Prolixibacteraceae 92 3.9 1.2 0.0 0.0 0.6 1.0 0.0 0.0 05 0.2 0.0 0.1
8\;\%@%3 407) Raineya orbicola (MF125288) Bacteroidetes; Cytophagales; Raineyaaceae 89 0.0 0.0 0.6 12 0.4 0.0 0.0 0.0 0.1 0.1 19 2.5
?J\,L\Jlgﬁwa ?ﬁgﬂyffsgil)diﬁstulae Chloroflexi; Anaerolineales; Anaerolineaceae 98 1.3 2.2 0.0 0.0 0.5 0.6 0.0 0.0 17 3.4 0.0 0.0
(O,JVL\;gg%W) I(_ﬁpRti)(l)izrllgg;f)rdivitalis Chloroflexi; Anaerolineales; Anaerolineaceae 90 0.1 0.1 2.1 1.2 0.3 0.2 1.8 24 03 0.1 0.0 0.0
?l\;lrvtﬂlé%)slile) '(I'S;rfrqo;;ggi;ilinea lacunifontana Chloroflexi; Anaerolineales; Anaerolineaceae 89 0.8 2.2 0.0 0.0 0.0 0.1 0.0 0.0 0.1 0.2 0.0 0.0
?J\%@%ﬁla Caldilinea tarbellica (NR_117797)  Chloroflexi; Caldilineales; Caldilineaceae 94 03 17 0.0 0.0 0.0 0.0 0.0 0.0 04 16 0.0 0.0
?ngﬁ 4opy  Litorilinea aerophila (NR_132330)  Chioroflesi; Caldilineales; Caldilineaceae 89 3.0 3.9 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0
?Jy@%ﬁﬁg) Litorilinea aerophila (NR_132330)  Chloroflexi; Caldilineales; Caldilineaceae 87 2.0 i 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0
(O,\;lrvl\‘;gégios) Calothrix sp. (MT350509) Cyanobacteria; Nostocales; Calotrichaceae 94 0.0 0.0 2 3.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0
?l\;vlf@%)zliu) Ancylothrix terrestris (KT819202)  Cyanobacteria; Oscillatoriales; Phormidiaceae 98 0.7 0.2 0.0 0.0 05 2l 0.0 0.0 01 0.1 03 0.9
?Jv%é%iggs) Leptolyngbya sp. (MF405393) Cyanobacteria; Synechococcales; Leptolyngbyaceae 98 2.0 0.2 0.2 0.0 0.0 0.0 0.0 26 12 05 0.7
(C)l\-llr\llJ@%ngl) Meiothermus ruber (KC252987) Deinococcus-Thermus; Thermales; Thermaceae 98 0.3 1.0 0.6 0.9 0.0 0.0 _ 0.2 0.2
?,\;Iry@%i 404) (E&nggjgg;ﬁminicenames Aminicenantes (candidate phylum OP8) 100 3.5 43 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0
(O,\,ITvldggfs%) %nggi‘é‘f)emi"b“te"a Candidatus Gracilibacteria 92 0.0 0.0 _ 0.0 0.0 _ 0.0 0.0 0.2 01
?l\;IrVLdIB%)ZlZIlZ) -(I—S;T;;i%%;mbrio yellowstonii Nitrospirae; Nitrospirales; Nitrospiraceae 89 1.2 0.5 0.0 0.0 0.0 0.1 0.0 0.0 15 20 0.0 0.0
(ol\;lrvlflé%)ﬁm) ;Sg:(r%ﬁ?;wiflﬂ\g?lgsﬁ 44075) Nitrospirae; Nitrospirales; Nitrospiraceae 87 03 0.2 0.0 0.0 09 0.8 0.0 0.0 1.0 0.9 0.1 0.1
?J\%ggh%) '(I'S;rfn(l)(;(izs;sl;ovibrio yellowstonii Nitrospirae; Nitrospirales; Nitrospiraceae 89 0.5 0.6 0.0 0.0 0.2 0.7 0.0 0.0 0.0
?J\yvﬁggsgg) Leptospira alexanderi (JQ988836)  Spirochaetes; Leptospirales; Leptospiraceae 90 0.1 0.0 0.0 0.0 0.0 0.0 0.0 0.0



oTU_212
(MW801424)
OTU_193
(MW801421)
oTU_178
(MW801418)
OTU_186
(MW801420)
OTU_106
(MW801409)

Pedosphaera parvula (AY960777)

Methanobacterium subterraneum
(CP017768)

Methanobacterium oryzae
(NR_028171)

Methanosaeta pelagica
(NR_113571)

Methanosaeta harundinacea
(KP231498)

Verrucomicrobia; Verrucomicrobiales

Euryarchaeota; Methanobacteria; Methanobacteriales;
Methanobacteriaceae

Euryarchaeota; Methanobacteria; Methanobacteriales;
Methanobacteriaceae

Euryarchaeota; Methanomicrobia; Methanosarcinales;
Methanosaetaceae

Euryarchaeota; Methanomicrobia; Methanosarcinales;
Methanosaetaceae

86

99

99

96

98

i

0.5

0.2

2.0

4.2

0.4

13

11

1.0

19

0.0

0.0

0.0

0.0

0.0

0.0

0.0

0.0

0.0

0.0

0.4

0.0

0.0

0.0

0.0

0.2

0.3

0.9

0.0

0.0

0.0

0.0

0.0

0.0

0.0

0.0

0.0

0.0

0.0

0.0

0.4

0.0

0.0

0.0

0.5

0.2

0.1

0.2

0.0

0.7

0.0

0.0

0.0

0.0

0.0

0.0

0.0

0.0

0.0

0.0




