Table S1. Metagenomic data used in the comparison.

Sample SRA Sequencing Type of I Coordinates  Collection Refersiice
1D Number Platform Library : (Sampling site) Data
Crust 1 SRR6651926 R E— ; e
e e— umina HiSeq Paired en o - une instad et al.
Crust 2 SRR6651936 2000 T Chile 21.21, 69.84 2013 (2017)
Crust 3 SRR6651949
s e Illumina HiSeq Paired end ; April Crits-Christoph et al.
Endolithic 1 S$52630167 : Chil 20.93,70.01
Hdotte ’ 2000 librery e : 2013 (2016)
i ; . Ilumina HiSeq Paired end e e April Vikram et al.
Hypolithic SRR212483 S librery Namibia  23.32.15.01 2010 (2016)
Desert soil 1 ERR1353018 m“m,l,‘;%;hseq USA  3328,-11613 2012
Desert soil 2  ERR1352897 Paired end
; . Ilumina MiSeq oo % Spain 400, 3 2015 NR.
Desertsoil 3 ERR1352898 librery
Tllumina HiS
Desert soil 4 ERR1352472 ““1,‘,‘;0‘ o USA  3328,-11613 2012
Hypersaline | ERR1739732
Hypersaline 2 ERR1739731 i R o 5 R
: umina HiSeq Paired en ovember aghoni er al.
Hypersaline 3 ERR1743002 L Tra 34.18. 49.83 =
e : 4000 librery i ; ? 2013 (2017)
Hypersaline 4 ERR1739733

Hypersaline 5

ERR1742998
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Figure S1. Taxonomic assignment of Archaea (upper) and Bacteria (lower) in halite
metagenome. Horizontal axis: D — Domain, K — Kingdom, P — Phylum, C — Class, O — Order,

F — Family, G - Genus, S - Species.
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Figure S2. Biophysical properties of the predicted proteomes across Kingdoms in the metagenomic

sequences from Atacama Desert halites. (A) Charge in total proteome, (B) pl in total proteome, (C)

Kyte-Doolittle Hydrophobicity (H_KD) index in total proteome.
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Figure S3. Pathway enrichment analysis related to photosynthesis. Red boxes represent

enzymes found in the halite’s metagenome.
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Figure S4. Pathway enrichment analysis related to Carbon fixation mechanisms in

photosynthetic organisms. Red boxes represent enzymes found in the halite’s metagenome.
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Figure S5. Pathway enrichment analysis related to Carbon fixation mechanisms in prokaryotes.

Red boxes represent enzymes found in the halite’s metagenome.



NITROGEN METABOLIZM
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Figure S6. Pathway enrichment analysis related to Nitrogen metabolism. Red boxes

represent enzymes found in the halite’s metagenome.
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Figure S7. Pathway enrichment analysis related to Sulfur metabolism. Red boxes represent

enzymes found in the halite’s metagenome.
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Figure S8. (A) Location of Salar Grande at Atacama Desert, Chile. (B) Panoramic view of halites in
Salar Grande. Halites rocks are marked with black arrows. (C) Fractured halite rock. Green zone

represents endolithic microbial colonization. (D, E and F) Different views of Atacama Desert halite

rocks.




