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Figures and Tables
Figure S1. The geographical location of the Cáhuil Solar Saltern and the ponds analyzed in this study. (A) The solar saltern, located at the North shore of the Cáhuil Lagoon, is signaled with a red square. The location of Cáhuil is also indicated with a red square in South America map, at the upper right. (B) Photograph of the Cáhuil Lagoon (further back), and the first two solar saltern ponds. (C) A photograph of the three last saltern ponds of the salt harvesting process. The numbers within the colored arrows indicate the total salt concentration (% [w/v]) of each pond. (D) The scheme shows the distribution of the solar saltern ponds during sample collection. Colored squares correspond to the ponds analyzed in this study, and the numbers within them indicate the total salt concentration (% [w/v]) of each pond. Hollow squares correspond to ponds of a parallel salt-harvesting process that were not analyzed in this study.
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Figure S2. Pigments of the Cáhuil Solar Saltern. (A) A photograph of the pigments extracted from each pond. (B) Absorption spectra of total pigments extracted from the microbial communities of each pond.
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Figure S3. Negative images of DGGE gels containing (A) Archaea and (B) Bacteria PCR-amplified fragments of the community SSU-rRNA genes from the 3 to 20 µm and 0.2 to 3 µm size fractions of each pond. All the bands considered in the richness and community clustering analysis (Figure 1D) are enumerated at the left side of the corresponding band (only the first band of each Operational Taxonomic Units [OTU], from up to down and from left to right, was enumerated). (C) Number of Archaeal and Bacterial OTUs detected in the 3 to 20 µm and 0.2 to 3 µm size fractions of each pond. The '*' denote that no Archaeal amplicons were detected in the PCR of these samples. (D) Hierarchical clustering of the 3 to 20 µm and 0.2 to 3 µm size fractions of each pond, according to the presence/absence of bacterial OTUs (Bray-Curtis similarity and the furthest-neighbor algorithm). Statistically supported nodes (SIMPROF) are denoted with red lines.
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Figure S4. Phylogenetic trees of rRNA gene fragments from CL34 metagenome. (A) Archaeal SSU-rRNA. (B) Bacterial and (C) eukaryotic LSU-rRNA phylogenetic trees. Numbers at nodes represent bootstrap values and scale bars show an average number of substitutions per site. Contigs and singleton sequences from CL34 are highlighted inside gray squares. The total sequence length of the contigs and singletons are shown in parenthesis, and the reads assembled by each contig are denoted inside a black circle whose size is proportional to their number (singletons do not have a number inside the circle). '*' denotes that there were also reads assigned to Dunaliella sp. SSU-rRNA gene from chloroplasts and mitochondria (Supplementary Figure S5).

[image: image5.jpg]72 | Spiribacter sp. UAH-SP71 gb|CP005990

Spiribacter sp.

‘Spiribacter salinus M19-40 gij526641995
Alkaliimnicola efriichii MLHE-1 gil470481026
Halorhodospirahalophila SL1 gil470481476
‘Shewanella oneidensis MR-1 gbJAE014299
Pseudoalteromonas haloplankiis TAC125 gi76673893
g6 | Pseudoalteromonas sp. SM9913 gb|CP001796 Pseudoalteromonas sp.

100

Rhodothermus marinus SG0.5JP17-172 gb|CP003029

‘Salinibacter ruber M gi|294342143 Salinibacter sp.
97 | Salinibacter ruber DSM13855 gb|CP000159
‘Synechocystis sp. PCC7509_scaffold1.1C gil655839342
Nostoc punctiforme PCC73102 gi 186680550
Chiorogonium elongatum il 7028187

Dunaliellaparvagi|18654233 Dunaliella sp.
(chloroplast)
Dunaliella tertiolecta gi| 371532910

Dunaliella salina CCAP gb|GQ250046

Dunaliella tertiolecta -mitochondria- gi|371532937 | Dunaliella sp.
(mitochondria)

05




Figure S5. Bacterial SSU-rRNA Maximum Likelihood phylogenetic tree including Dunaliella sp. chloroplast and mitochondria SSU-rRNA gene fragments from CL34 metagenome. Numbers at nodes represent bootstrap values and scale bar shows the average number of substitutions per site. Sequences from CL34 are highlighted inside grey squares.
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