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Supplementary figures legends

Fig. S1. Geographic location of Muot da Barba Peider with an aerial view of the summit (a), and
schematic representation of the soil sample collection (b). The blue fill dot represents the
MBP mountain. The aerial photography of MBP was provided by Dr. Marcia Phillips. Pictures
overlapping the aerial photography of MBP show the north-facing and south-facing sampling
locations at the summit, accompanied with a close visualization of the topsoils. The solid line in
(b) represents the permafrost table at a depth of 150 cm b.g.s. N: north-facing, S: south-
facing, 10: at a depth of 10 cm, 160: at a depth of 160 cm.

Fig. S2. Functional structure of the different soil habitats for the genes assigned to functions.
PCoAs computed on Bray-Curtis dissimilarities based on the abundance of selected genes for
which the sum of the reads over all soil samples was = 10. N: north-facing, S: south-facing, 10: at
a depth of 10 cm, 160: at a depth of 160 cm.

Fig. S3. Shannon’s diversity of COGs grouped into functional categories for the different soll
habitats. Shannon’s diversity indexes were calculated on read abundances normalized to
transcripts per million (t.p.m.). The represented genes are those for which the sum of the reads
over all soil samples was = 10. Mean + SD (n=3). N: north-facing, S: south-facing, 10: at a depth
of 10 cm, 160: at a depth of 160 cm.

Fig. S4. Shannon’s diversity of CAZys classes for the different soil habitats. Shannon’s diversity
indexes were calculated on read abundances normalized to transcripts per million (t.p.m.). The
represented genes are those for which the sum of the reads over all soil samples was = 10. Mean
+ SD (n=3). N: north-facing, S: south-facing, 10: at a depth of 10 cm, 160: at a depth of 160 cm.

Fig. S5. Shannon’s diversity of N-cycling processes for the different soil habitats. Shannon’s
diversity indexes were calculated on read abundances normalized to transcripts per million
(t.p.m.). The represented genes are those for which the sum of the reads over all soil samples
was = 10. ANR: assimilatory nitrogen reduction, DNR: dissimilatory nitrogen reduction. Mean +
SD (n=3). N: north-facing, S: south-facing, 10: at a depth of 10 cm, 160: at a depth of 160 cm.

Fig. S6. Prokaryotic and eukaryotic composition of the different soil habitats. Taxonomic
classification was performed on the contigs larger than 1500 bps, in which SSU regions (> 300
bp) could be identified. Contigs were annotated against the SILVA database. The represented
bacterial taxa are those for which the depth of coverage was = 2% of the total depth of coverage
over all bacterial contigs assigned to taxa beyond the kingdom level. Taxa were classified to the
deepest taxonomic level possible. N: north-facing, S: south-facing, 10: at a depth of 10 cm, 160:
at a depth of 160 cm.
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Fig. S2
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Fig. S3
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A RNA processing and modification

B Chromatin structure and dynamics

C Energy production and conversion

D Cell cycle control, cell division,
chromosome partitioning

E Amino acid transport and metabolism

F Nucleotide transport and metabolism

G Carbohydrate transport and metabolism

H Coenzyme transport and metabolism

| Lipid transport and metabolism

J Translation, ribosomal structure and
biogenesis

K Transcription

L Replication, recombination and repair

M Cell wall/membrane/envelope biogenesis

N Cell Motility

O Posttranslational modification, protein
turnover, chaperones

P Inorganic ion transport and metabolism

Q Secondary metabolites biosynthesis,
transport and catabolism

T Signal transduction mechanisms

U Intracellular trafficking, secretion, and
vesicular transport

V Defense mechanisms
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Fig. S5
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Fig. S6
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Supplementary tables (together with its corresponding legend) are provided as single Sheets in an

unique xlIsx file.



	supplementary_information_150121a
	figS1
	figsS
	supplementary_information_150121a



