Figure S1. Geographical
localization of sampling sites.

PAG/PAOr - Pimpirev glacier,
Western Antarctica, South
Shetland archipelago,
Livingstone Island

IGAN - lgan glacier, Polar
Ural

Mush - Mushketova glacier,
Severnaya Zemlya

Garabashi/Shkelda — glaciers
from the Central Caucasus

Map is adapted after
https://upload.wikimedia.org/
wikipedia/commons/c/cf/A_lar
ge_blank_world_map_with_o
ceans_marked_in_blue.PNG
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Figure S3. Common ASVs (left) and reads (right) count between samples of cryoconite microbiomes.
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Figure S4. Heatmap of the major phyla in the dataset
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Figure S6. Heatmap of the major
genera in the dataset



Figure S7. Heatmap of the core phylotypes between cryoconite samples.
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Currelation of the WGCNA clusters with soil characteristics
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Figure S10. Differences between PAG and PAOTr sites:

(A) Heatmap of the major genera

(B) Significantly different microorganisms between ornitogenic (PAOr) and nonornitogenic (PAG) sites. Testing and normalization based on ANCOM-BC.
Phylotypes grouped based on the genus, size of the panel was determined according to the abundances of the phylotypes.
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