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Site and sample description
At LL, the substratum consists of fresh, pillow and lobate lavas and sheet basaltic flows, building pillow mounds of up to 2 m high (1, 2). At WS, the oxidized massive sulphide blocks are composed of copper and iron hydroxides, with pyrite and chalcopyrite (3). The mats are found at 6 m to the west of the Sintra active edifice, with a ~5-m high spire and three other chimneys venting high-temperature fluids up to 212ºC (3, 4). At CAP, microbial mats develop on a 10-m high sulphide mound. They are located at 32 m from the active vents, characterized by ~15-m high candelabra-shape chimneys discharging fluids at temperatures of up to 324°C (5, 6). Y3 mats develop ~5 m away from the Y3 active site, which exhibits a pedestal morphology on which several chimneys discharge hydrothermal fluids (up to 324ºC)  (7). At NTE, iron-rich microbial mats develop 21 m to the north of the main Tour Eiffel’s edifice. This active vent is located at the south-east side of the fossil lava lake and consists of a ~18-m high tower-like main edifice, with 4 or 5 chimneys venting hot fluids up to 326°C, surrounded at its base by a large network of fissures and cracks where diffuse hydrothermal fluids discharge at temperatures of up to 100°C (8, 9). The mats from SI develop 80 m to the south of Isabel site, located at the south-east side of the lava lake, ~160 m away from Tour Eiffel. It consists of three high-temperature vents, in addition to two <1-m high active chimneys at the base of the edifice and diffuse venting on its flank (4).
DNA extraction and 16S rRNA gene sequences analyses
Primers 16S rRNA gene for Bacteria:
341F (5’-CCTACGGGNGGCWGCAG)
785R (5’-GACTACHVGGGTATCTAATCC)
The PCR program consisted of a 5-minute denaturation step at 95°C, followed by 30-35 cycles of a 30-second step at 95°C, a 40-second step at 53°C and a 1-minute step at 72°C, and a final 10-minute elongation step at 72°C.
Diversity analyses
The Shannon diversity index was calculated to represent the ZetaOTUs alpha diversity (Figure 3A). Non-Metric Multidimensional Scaling (NMDS) analyses were performed to represent the bacterial and Zetaproteobacterial beta diversity between all samples from the six sites, using all ASVs corresponding to Bacteria or to the Zetaproteobacteria class (Figure S3A and S3B, respectively). NMDS analyses were also performed to represent the ZetaOTUs beta diversity between sites (Figure 4A). The ordinations were produced using distance matrices calculated according to the Bray-Curtis dissimilarity index, as the number of null values between samples does not affect it. A Permutational Multivariate Analysis of Variance (PERMANOVA, from the vegan package (10)) using distance matrices was performed to assess whether the differences observed in the NMDS between all samples from the six sites were significant (Figure S3), and to assess if the differences in ZetaOTUs between clusters were significant, considering all samples from the six sites as well. The threshold of significance was set at a p-value of 0.05. 
qPCR
Primers 16S rRNA gene for Bacteria:
Bac1369F (5′-CGGTGAATACGTTCYCGG-3′)
Prok1492R (5′-GGWT ACCTTGTTACGACTT-3′)  
Primers 16S rRNA gene for Zetaproteobacteria:
Zeta672F (5’-CGGAATTCCGTGTGTAGCAGT-3’)
Zeta837R (5’-GCCACWGYAGGGGTCGATACC-3’) 
Each qPCR reaction mixture contained 7.5 μl of SsoAdvanced Universal SYBR® Green SuperMix (Bio-Rad), primers at a final concentration of 500 nM, DNase-free water and 2 μl of DNA in a final volume of 13 μl. Each reaction was performed in duplicate, and each plate also contained a standard curve and a negative control sample. The standard curves were obtained by serial dilution of genomic DNA from a pure culture of Ghiorsea bivora. The PCR program for Bacteria and Zetaproteobacteria consisted of a 2-minute initial denaturation step at 98°C, followed by 45 successive cycles of a 5-second denaturation step at 98°C and an hybridization step of 10 seconds at 60°C. Finally, a 10-second denaturation step at 95°C was performed. Melting curves were generated at the end of each qPCR from 65 to 95°C (in 5°C steps) for both Bacteria and Zetaproteobacteria.
Scanning Electron Microscopy
On the Zeiss SEM, low ow magnification pictures (<x1000) were taken at an accelerating potential of 15 keV under variable pressure and high magnification pictures (>x1000) at 3 kV under high vacuum. Samples were placed uncoated on a carbon tape with a drop of ethanol to avoid precipitation of salt. A 4 nm-gold coating was occasionally applied to inhibit charging.
On the TESCAN SEM, analysis was performed at an accelerating potential of 15keV under high vacuum and a WD of 10 mm. Samples were carbon-coated (15 nm) prior to analysis.
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Figure S1. Representation of the selection of the same three 900x600 pixels areas from the highest quality x400 image of each sample in backscattering electron mode. The multi-point tool was used for counting each iron oxide morphology.
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Figure S2. Rarefaction curves for Bacteria. Sample names consist on the name of the site followed by the year of sampling.








Figure S3. NMDS plot representing the bacterial (A) and Zetaproteobacterial (B) beta diversity.A
B

[image: ]Figure S4. Phylogenetic tree containing the 16S rRNA gene sequence of the ZetaOTUs found in our samples, the closest sequence of each ZetaOTU and different cultured Zeta- and Betaproteobacteria was constructed. Acidicapsa acidiphila was added as an outgroup to root the tree. The alignment of the sequences was performed using MUSCLE (11) and the tree was constructed with the RaxML software (12), using the maximum likelihood method and the GTR-gamma nucleotide substitution model.
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Figure S5. SEM pictures and EDS spectra recorded on various iron oxide morphologies of the WS 2020 sample (WS-1: Y-structure, WS-2: coral, WS-3 and WS-4b: mixing of amorphous iron oxides and corals). Scale bar = 2 µm.
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Figure S6. Data points and regression lines for each reported significant spearman correlation between the abundance of iron oxide morphologies and that of certain ZetaOTUs, correlation coefficient (r-value) and p-value are also presented.
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Table S1. Illumina MiSeq run for each sample and number of reads after each step of the DADA2 pipeline.






Table S2. Results from qPCR and % of Zetaproteobacteria in each sample. The average relative abundance of Zetaproteobacteria by qPCR and by 16S rRNA gene sequencing (metabarcoding) in each site are also presented.
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Table S3. Raw counts of each iron oxide morphology from the three areas of each image. Sum and normalization by sample of the counts are also represented.
[image: ]
Table S4. Relative abundance of each bacterial phylum and Proteobacteria class determined by metabarcoding at each site (%). Only the phyla having an incidence higher than 1% are presented.

[image: ]Table S5. Relative abundance of each ZetaOTU determined by metabarcoding at each site (%).
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Table S6. Relative abundance of each iron oxide morphology at each site (%). The % of each iron-oxide morphology are calculated from the sum of normalized counts at each sample (Table S3). Amorphous oxides were quantified in a qualitative way.
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Table S7. Spearman correlation coefficients (r-values) and their respective p-values between the relative abundance of each iron-oxide morphology and that of each ZetaOTU.
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R = 0.69, p = 0.013
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R = 0.72, p = 0.0086
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R = 0.71, p = 0.0092



−100



0



100



200



300



20 40 60 80
Sheaths



Z
et



aO
T



U
 3



9










R

 

=

 

0.71,

 

p

 

=

 

0.0092

−100

0

100

200

300

20 40 60 80

Sheaths

Z

e

t

a

O

T

U

 

3

9


image15.emf



R = 0.65, p = 0.022
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R = 0.62, p = 0.033
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R = − 0.59, p = 0.043
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SAMPLE MiSeq RUN IMPUT FILTERED DENOISED MERGED NON CHIMERIC FINAL RETAINED(%)
LL.20 2 78493 66944 63196 52868 51446 65,54
LL.21 3 103902 29827 28046 23463 21840 21,02
WS.20 2 53437 44107 41121 33455 23039 43,11
WS.21 3 98727 33658 32242 28351 26095 26,43
CAP.17 1 53184 43961 43027 41199 40710 76,55
CAP.18 1 88375 74281 72835 69371 68318 77,30
CAP.19 1 120765 100510 97631 89980 87263 72,26
CAP.20 2 91577 79677 74003 48735 37396 40,84
CAP.21 3 106261 40703 39320 32880 28650 26,96
Y3.20 2 61366 54117 50418 38650 32983 53,75
Y3.21 3 130050 42135 39942 34367 32427 24,93
NTE.17 1 98088 81652 79528 73715 72553 73,97
NTE.18 1 99412 83843 80721 72648 68485 68,89
NTE.19 1 111438 91239 87865 78996 77603 69,64
NTE.20 2 71644 59245 54472 38241 33810 47,19
NTE.21 3 96734 25959 23726 18238 16940 17,51
SI.20 2 62811 53673 50935 38272 23902 38,05
SI.21 3 97994 26002 23948 19008 17959 18,33










SAMPLEMiSeq RUNIMPUT FILTEREDDENOISEDMERGED NON CHIMERIC FINAL RETAINED(%)

LL.20 2 78493 66944 63196 52868 51446 65,54

LL.21 3 103902 29827 28046 23463 21840 21,02

WS.20 2 53437 44107 41121 33455 23039 43,11

WS.21 3 98727 33658 32242 28351 26095 26,43

CAP.17 1 53184 43961 43027 41199 40710 76,55

CAP.18 1 88375 74281 72835 69371 68318 77,30

CAP.19 1 120765 100510 97631 89980 87263 72,26

CAP.20 2 91577 79677 74003 48735 37396 40,84

CAP.21 3 106261 40703 39320 32880 28650 26,96

Y3.20 2 61366 54117 50418 38650 32983 53,75

Y3.21 3 130050 42135 39942 34367 32427 24,93

NTE.17 1 98088 81652 79528 73715 72553 73,97

NTE.18 1 99412 83843 80721 72648 68485 68,89

NTE.19 1 111438 91239 87865 78996 77603 69,64

NTE.20 2 71644 59245 54472 38241 33810 47,19

NTE.21 3 96734 25959 23726 18238 16940 17,51

SI.20 2 62811 53673 50935 38272 23902 38,05

SI.21 3 97994 26002 23948 19008 17959 18,33


image21.emf



SAMPLE RELATIVE QUANTITY BACTERIA RELATIVE QUANTITY ZETA % ZETA
LL 20 1,26 0,21 16,75
LL 21 3,09 1,54 49,67
WS 20 11,22 5,93 52,82
WS 21 15,36 5,70 37,08
CAP 17 0,08 0,02 25,60
CAP 18 0,33 0,07 21,39
CAP 19 0,73 0,25 33,37
CAP 20 12,83 1,21 9,47
CAP 21 19,76 3,54 17,93
Y3 20 8,89 2,91 32,74
Y3 21 14,98 2,61 17,41



NTE 18 38,41 6,64 17,29
NTE 19 0,55 0,08 15,17
NTE 20 8,69 0,85 9,81
NTE 21 8,85 0,40 4,49
SI 20 35,27 14,95 42,40
SI 21 7,09 1,06 14,96
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SAMPLE AVERAGE % ZETA qPCR AVERAGE % ZETA METABARCODING
LL 33,21 18,8
WS 44,95 39,2
CAP 21,55 16,3
Y3 25,07 18,6
NTE 11,69 9
SI 28,68 23
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SAMPLE AVERAGE % ZETA qPCR AVERAGE % ZETA METABARCODING
LL 33,21 18,8
WS 44,95 39,2
CAP 21,55 16,3
Y3 25,07 18,6
NTE 11,69 9
SI 28,68 23










SAMPLE AVERAGE % ZETA qPCR AVERAGE % ZETA METABARCODING

LL 33,21 18,8

WS 44,95 39,2

CAP 21,55 16,3

Y3 25,07 18,6

NTE 11,69 9

SI 28,68 23
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SAMPLE STALKS SHEATHS Y-STRUCTURE CORAL NESTS TOTAL OXIDES
LL20_1 14 9 67 17 1 108
LL20_2 11 15 58 37 3 124
LL20_3 13 11 66 30 1 121



SUM LL 20 38 35 191 84 5 353
NORM LL 20 0,108 0,099 0,541 0,238 0,014 1,000
LL21_1 14 12 56 28 2 112
LL21_2 5 16 65 22 0 108
LL21_3 13 14 55 19 0 101



SUM LL 21 32 42 176 69 2 321
NORM LL 21 0,100 0,131 0,548 0,215 0,006 1,000
WS20_1 10 14 72 41 1 138
WS20_2 2 19 65 36 2 124
WS20_3 4 28 49 31 3 115



SUM WS 20 16 61 186 108 6 377
NORM WS 20 0,042 0,162 0,493 0,286 0,016 1,000
WS21_1 0 10 29 33 0 72
WS21_2 0 5 17 45 2 69
WS21_3 1 9 14 44 4 72



SUM WS 21 1 24 60 122 6 213
NORM WS 21 0,005 0,113 0,282 0,573 0,028 1,000
CAP20_1 7 24 20 11 3 65
CAP20_2 6 26 19 18 3 72
CAP20_3 1 39 25 17 1 83



SUM CAP 20 14 89 64 46 7 220
NORM CAP 20 0,064 0,405 0,291 0,209 0,032 1,000
CAP21_1 0 13 31 23 4 71
CAP21_2 2 29 23 23 4 81
CAP21_3 0 37 24 19 2 82



SUM CAP 21 2 79 78 65 10 234
NORM CAP 21 0,009 0,338 0,333 0,278 0,043 1,000



Y320_1 13 12 59 6 0 90
Y320_2 5 12 56 10 0 83
Y320_3 12 5 62 17 1 97



SUM Y3 20 30 29 177 33 1 270
NORM Y3 20 0,111 0,107 0,656 0,122 0,004 1,000
Y321_1 3 2 45 46 0 96
Y321_2 3 11 43 23 2 82
Y321_3 2 5 31 46 0 84



SUM Y3 21 8 18 119 115 2 262
NORM Y3 21 0,031 0,069 0,454 0,439 0,008 1,000
NTE20_1 2 12 26 11 2 53
NTE20_2 4 10 33 17 1 65
NTE20_3 7 11 24 18 2 62



SUM NTE 20 13 33 83 46 5 180
NORM NTE 20 0,072 0,183 0,461 0,256 0,028 1,000
NTE21_1 5 9 20 13 0 47
NTE21_2 5 7 41 19 1 73
NTE21_3 3 7 26 11 0 47



SUM NTE 21 13 23 87 43 1 167
NORM NTE 21 0,078 0,138 0,521 0,257 0,006 1,000



SI20_1 1 7 11 2 1 22
SI20_2 4 8 22 2 1 37
SI20_3 1 7 19 6 0 33



SUM SI 20 6 22 52 10 2 92
NORM SI 20 0,065 0,239 0,565 0,109 0,022 1,000
SI21_1 1 8 15 3 0 27
SI21_2 1 8 15 7 0 31
SI21_3 2 6 16 11 1 36



SUM SI 21 4 22 46 21 1 94
NORM SI 21 0,043 0,234 0,489 0,223 0,011 1,000










SAMPLE STALKS SHEATHS Y-STRUCTURE CORAL NESTS TOTAL OXIDES

LL20_1 14 9 67 17 1 108

LL20_2 11 15 58 37 3 124

LL20_3 13 11 66 30 1 121

SUM LL 20 38 35 191 84 5 353

NORM LL 20 0,108 0,099 0,541 0,238 0,014 1,000

LL21_1 14 12 56 28 2 112

LL21_2 5 16 65 22 0 108

LL21_3 13 14 55 19 0 101

SUM LL 21 32 42 176 69 2 321

NORM LL 21 0,100 0,131 0,548 0,215 0,006 1,000

WS20_1 10 14 72 41 1 138

WS20_2 2 19 65 36 2 124

WS20_3 4 28 49 31 3 115

SUM WS 20 16 61 186 108 6 377

NORM WS 20 0,042 0,162 0,493 0,286 0,016 1,000

WS21_1 0 10 29 33 0 72

WS21_2 0 5 17 45 2 69

WS21_3 1 9 14 44 4 72

SUM WS 21 1 24 60 122 6 213

NORM WS 21 0,005 0,113 0,282 0,573 0,028 1,000

CAP20_1 7 24 20 11 3 65

CAP20_2 6 26 19 18 3 72

CAP20_3 1 39 25 17 1 83

SUM CAP 20 14 89 64 46 7 220

NORM CAP 20 0,064 0,405 0,291 0,209 0,032 1,000

CAP21_1 0 13 31 23 4 71

CAP21_2 2 29 23 23 4 81

CAP21_3 0 37 24 19 2 82

SUM CAP 21 2 79 78 65 10 234

NORM CAP 21 0,009 0,338 0,333 0,278 0,043 1,000

Y320_1 13 12 59 6 0 90

Y320_2 5 12 56 10 0 83

Y320_3 12 5 62 17 1 97

SUM Y3 20 30 29 177 33 1 270

NORM Y3 20 0,111 0,107 0,656 0,122 0,004 1,000

Y321_1 3 2 45 46 0 96

Y321_2 3 11 43 23 2 82

Y321_3 2 5 31 46 0 84

SUM Y3 21 8 18 119 115 2 262

NORM Y3 21 0,031 0,069 0,454 0,439 0,008 1,000

NTE20_1 2 12 26 11 2 53

NTE20_2 4 10 33 17 1 65

NTE20_3 7 11 24 18 2 62

SUM NTE 20 13 33 83 46 5 180

NORM NTE 20 0,072 0,183 0,461 0,256 0,028 1,000

NTE21_1 5 9 20 13 0 47

NTE21_2 5 7 41 19 1 73

NTE21_3 3 7 26 11 0 47

SUM NTE 21 13 23 87 43 1 167

NORM NTE 21 0,078 0,138 0,521 0,257 0,006 1,000

SI20_1 1 7 11 2 1 22

SI20_2 4 8 22 2 1 37

SI20_3 1 7 19 6 0 33

SUM SI 20 6 22 52 10 2 92

NORM SI 20 0,065 0,239 0,565 0,109 0,022 1,000

SI21_1 1 8 15 3 0 27

SI21_2 1 8 15 7 0 31

SI21_3 2 6 16 11 1 36

SUM SI 21 4 22 46 21 1 94

NORM SI 21 0,043 0,234 0,489 0,223 0,011 1,000
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PHYLUM (%) LL WS CAP Y3 NTE SI



Acetothermia 2,31 0,70 0,23 0,45 0,00 0,10



Acidobacteriota 1,74 0,11 0,24 0,40 0,44 0,43



Actinobacteriota 1,22 0,51 2,02 2,15 3,35 3,12



Bacteroidota 7,17 14,21 14,37 12,90 13,76 14,40



Calditrichota 1,11 0,69 0,18 0,79 0,31 0,20



Campylobacterota 0,34 0,28 6,11 5,56 1,16 5,69



Chloroflexi 8,90 1,12 0,79 1,80 1,57 0,47



Desulfobacterota 0,54 0,26 2,21 9,18 11,24 14,23



DTB120 2,66 0,05 0,01 0,34 0,34 0,10



Firmicutes 0,02 0,18 1,85 0,21 0,46 0,25



Gemmatimonadota 0,87 0,74 0,05 0,01 0,64 2,30



Marinimicrobia (SAR406 clade) 0,59 0,00 0,00 1,41 0,07 0,09



MBNT15 1,74 0,01 0,02 0,03 0,01 0,00



Patescibacteria 9,44 15,92 11,63 21,71 7,38 10,86



Planctomycetota 18,05 1,55 1,59 0,40 2,88 1,74



Proteobacteria 34,62 61,17 54,55 38,03 48,93 44,50



Verrucomicrobiota 1,54 0,29 0,17 0,26 0,73 0,07



Zixibacteria 0,20 0,25 0,06 1,23 2,89 0,04



Unknown 2,28 0,63 1,95 1,24 0,84 0,19



<1% 4,65 1,34 1,96 1,91 3,02 1,23



PROTEOBACTERIA CLASSES (%) LL WS CAP Y3 NTE SI



Alphaproteobacteria 6,74 10,48 12,23 7,60 23,17 13,02



Gammaproteobacteria 9,04 11,51 25,96 11,77 16,62 8,51



Zetaproteobacteria 18,84 39,19 16,27 18,65 9,05 22,97
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Unknown 2,28 0,63 1,95 1,24 0,84 0,19

<1% 4,65 1,34 1,96 1,91 3,02 1,23
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Alphaproteobacteria 6,74 10,48 12,23 7,60 23,17 13,02
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SAMPLE % CORE ZetaOTUs % ZetaOTU 1 % ZetaOTU 2 % ZetaOTU 3 % ZetaOTU 4 % ZetaOTU 6 % ZetaOTU 8 % ZetaOTU 9 % ZetaOTU 10 % ZetaOTU 13 % ZetaOTU 14 % ZetaOTU 15



LL 67,51 37,34 18,71 2,42 10,25 0,00 0,00 0,00 1,92 3,46 0,15 0,00



WS 87,78 76,73 9,02 6,49 0,56 0,00 0,00 0,15 0,00 0,00 0,51 0,00



CAP 91,53 15,52 67,22 2,03 2,69 0,03 1,13 0,93 0,00 0,00 0,26 0,02



Y3 68,89 14,08 48,91 0,00 1,86 0,00 0,00 4,90 0,80 0,00 14,26 0,05



NTE 80,05 11,68 57,76 0,00 2,25 0,15 0,00 8,62 3,07 0,00 1,38 0,07



SI 89,19 3,42 73,82 0,00 1,58 0,00 0,00 10,10 0,00 0,00 0,01 0,00



SAMPLE % ZetaOTU 17 % ZetaOTU 18 % ZetaOTU 20 % ZetaOTU 21 % ZetaOTU 27 % ZetaOTU 28 % ZetaOTU 39 % ZetaOTU 40 % ZetaOTU 52 % ZetaOTU 54 % NewZetaOTU 1 % NewZetaOTU 2



LL 1,21 0,00 21,73 0,00 0,00 0,00 0,63 0,00 0,00 0,00 0,00 2,19



WS 1,47 0,03 0,16 0,00 0,13 0,00 4,76 0,00 0,00 0,00 0,00 0,00



CAP 6,10 0,14 0,00 0,00 0,00 0,00 3,90 0,03 0,00 0,00 0,00 0,00



Y3 4,05 6,99 0,00 0,15 0,00 0,15 0,52 0,38 2,54 0,37 0,00 0,00



NTE 8,36 0,84 0,01 0,00 0,00 2,60 0,51 1,02 1,67 0,00 0,00 0,00



SI 10,37 0,00 0,08 0,00 0,00 0,00 0,00 0,00 0,12 0,00 0,49 0,00










SAMPLE % CORE ZetaOTUs % ZetaOTU 1 % ZetaOTU 2 % ZetaOTU 3 % ZetaOTU 4 % ZetaOTU 6 % ZetaOTU 8 % ZetaOTU 9 % ZetaOTU 10% ZetaOTU 13 % ZetaOTU 14 % ZetaOTU 15
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SI 89,19 3,42 73,82 0,00 1,58 0,00 0,00 10,10 0,00 0,00 0,01 0,00

SAMPLE % ZetaOTU 17 % ZetaOTU 18 % ZetaOTU 20% ZetaOTU 21% ZetaOTU 27% ZetaOTU 28 % ZetaOTU 39 % ZetaOTU 40 % ZetaOTU 52% ZetaOTU 54 % NewZetaOTU 1 % NewZetaOTU 2

LL 1,21 0,00 21,73 0,00 0,00 0,00 0,63 0,00 0,00 0,00 0,00 2,19

WS 1,47 0,03 0,16 0,00 0,13 0,00 4,76 0,00 0,00 0,00 0,00 0,00

CAP 6,10 0,14 0,00 0,00 0,00 0,00 3,90 0,03 0,00 0,00 0,00 0,00

Y3 4,05 6,99 0,00 0,15 0,00 0,15 0,52 0,38 2,54 0,37 0,00 0,00

NTE 8,36 0,84 0,01 0,00 0,00 2,60 0,51 1,02 1,67 0,00 0,00 0,00

SI 10,37 0,00 0,08 0,00 0,00 0,00 0,00 0,00 0,12 0,00 0,49 0,00
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SAMPLE % STALKS % SHEATHS % Y-STRUCTURES % CORALS % NESTS AMORPHOUS OXIDES
LL 10,37 11,50 54,47 22,65 1,02 Highly abundant
WS 2,36 13,72 38,75 42,96 2,20 Abundant
CAP 3,61 37,11 31,21 24,34 3,73 Highly abundant
Y3 7,08 8,81 55,49 28,06 0,57 Highly abundant



NTE 7,50 16,05 49,10 25,65 1,69 Scarce
SI 5,39 23,66 52,73 16,60 1,62 Scarce










SAMPLE% STALKS% SHEATHS% Y-STRUCTURES% CORALS% NESTSAMORPHOUS OXIDES

LL 10,37 11,50 54,47 22,65 1,02 Highly abundant

WS 2,36 13,72 38,75 42,96 2,20 Abundant

CAP 3,61 37,11 31,21 24,34 3,73 Highly abundant

Y3 7,08 8,81 55,49 28,06 0,57 Highly abundant

NTE 7,50 16,05 49,10 25,65 1,69 Scarce

SI 5,39 23,66 52,73 16,60 1,62 Scarce
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r-value Stalks Sheaths Ys Corals Nests



ZetaOTU 2 0,004 -0,266 -0,161 -0,452 -0,310



ZetaOTU 1 0,011 0,305 0,322 0,644 0,285



ZetaOTU 17 -0,452 -0,210 -0,231 -0,060 -0,182



ZetaOTU 3 0,183 0,617 0,321 0,697 0,640



ZetaOTU 9 0,004 -0,326 -0,011 -0,485 -0,333



ZetaOTU 4 0,240 0,342 0,218 0,233 0,100



ZetaOTU 39 0,027 0,713 0,185 0,521 0,717



ZetaOTU 14 0,283 0,041 0,413 0,271 0,116



ZetaOTU 20 0,196 0,019 0,087 0,313 -0,072



ZetaOTU 10 0,687 0,016 0,663 0,211 -0,282



ZetaOTU 28 0,207 -0,205 0,242 -0,382 -0,591



ZetaOTU 18 -0,069 -0,363 0,146 0,185 -0,208



ZetaOTU 13 0,481 0,131 0,480 0,219 0,089



ZetaOTU 52 0,044 -0,456 0,108 -0,227 -0,379



ZetaOTU 8 -0,162 0,652 -0,263 -0,040 0,651



NewZetaOTU 2 0,394 0,219 0,218 0,131 -0,133



ZetaOTU 40 0,246 0,046 0,104 -0,429 -0,316



ZetaOTU 15 0,306 -0,044 0,306 -0,306 -0,400



NewZetaOTU 1 -0,219 -0,350 -0,393 -0,481 -0,133



ZetaOTU 27 0,219 0,306 0,393 0,306 0,267



ZetaOTU 54 -0,131 -0,481 0,131 0,394 -0,133



ZetaOTU 21 0,306 -0,044 0,306 -0,306 -0,400
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ZetaOTU 2

0,004 -0,266 -0,161 -0,452 -0,310

ZetaOTU 1
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ZetaOTU 17
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ZetaOTU 3

0,183 0,617 0,321 0,697 0,640

ZetaOTU 9

0,004 -0,326 -0,011 -0,485 -0,333

ZetaOTU 4

0,240 0,342 0,218 0,233 0,100

ZetaOTU 39

0,027 0,713 0,185 0,521 0,717

ZetaOTU 14

0,283 0,041 0,413 0,271 0,116

ZetaOTU 20

0,196 0,019 0,087 0,313 -0,072

ZetaOTU 10

0,687 0,016 0,663 0,211 -0,282

ZetaOTU 28

0,207 -0,205 0,242 -0,382 -0,591

ZetaOTU 18

-0,069 -0,363 0,146 0,185 -0,208

ZetaOTU 13

0,481 0,131 0,480 0,219 0,089

ZetaOTU 52

0,044 -0,456 0,108 -0,227 -0,379

ZetaOTU 8

-0,162 0,652 -0,263 -0,040 0,651

NewZetaOTU 2

0,394 0,219 0,218 0,131 -0,133

ZetaOTU 40

0,246 0,046 0,104 -0,429 -0,316

ZetaOTU 15

0,306 -0,044 0,306 -0,306 -0,400

NewZetaOTU 1

-0,219 -0,350 -0,393 -0,481 -0,133

ZetaOTU 27

0,219 0,306 0,393 0,306 0,267

ZetaOTU 54

-0,131 -0,481 0,131 0,394 -0,133

ZetaOTU 21

0,306 -0,044 0,306 -0,306 -0,400
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p-value Stalks Sheaths Ys Corals Nests



ZetaOTU 2 0,991 0,403 0,618 0,140 0,327



ZetaOTU 1 0,974 0,336 0,308 0,024 0,370



ZetaOTU 17 0,140 0,512 0,471 0,854 0,572



ZetaOTU 3 0,569 0,033 0,309 0,012 0,025



ZetaOTU 9 0,991 0,301 0,974 0,110 0,290



ZetaOTU 4 0,453 0,276 0,495 0,467 0,756



ZetaOTU 39 0,934 0,009 0,565 0,083 0,009



ZetaOTU 14 0,372 0,899 0,182 0,394 0,720



ZetaOTU 20 0,542 0,954 0,787 0,323 0,824



ZetaOTU 10 0,013 0,962 0,019 0,511 0,375



ZetaOTU 28 0,518 0,523 0,449 0,220 0,043



ZetaOTU 18 0,832 0,247 0,652 0,564 0,518



ZetaOTU 13 0,113 0,684 0,114 0,495 0,783



ZetaOTU 52 0,893 0,136 0,738 0,478 0,224



ZetaOTU 8 0,616 0,022 0,408 0,901 0,022



NewZetaOTU 2 0,205 0,495 0,495 0,684 0,679



ZetaOTU 40 0,441 0,887 0,748 0,164 0,318



ZetaOTU 15 0,333 0,893 0,334 0,333 0,197



NewZetaOTU 1 0,495 0,265 0,206 0,113 0,679



ZetaOTU 27 0,495 0,333 0,206 0,333 0,402



ZetaOTU 54 0,684 0,113 0,685 0,205 0,679



ZetaOTU 21 0,333 0,893 0,334 0,333 0,197
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