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Figure S1. Polygon pattern of ice-wedge polygon terrain. On the right is the birds eye view, on the left is the ground view. 
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Figure S2. Visualization of the heavy and light bands. The heavy band is the 13C labelled DNA. Control is the soil that was not exposed to the 13C. 
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Figure S3. The microbial community composition. The community composition is based on 16S profiling in the heavy and light bands from the 13CH4 SIP enrichment at 100 ppm and 1000 ppm, as well as the composition of the control soils that were not enriched in CH4.
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Taxon
k__Bacteria;p__Proteobacteria;c__Deltaproteobacteria;o__Desulfobacterales;f__Desulfobulbaceae
1000ppm-CH4 k__Bacteria;p__Acidobacteria;c__Solibacteres;o__Solibacterales;f__Solibacteraceae (Subgroup 3)
. k__Bacteria;p__Acidobacteria;c__Acidobacteria;o__Acidobacteriales;f__Acidobacteriaceae (Subgroup 1)
. k__Bacteria;p__Verrucomicrobia;c__OPB35 soil group;o__OPB35 soil groupCL;f__OPB35 soil groupCL
. k__Bacteria;p__Bacteroidetes;c__Bacteroidia;o__Bacteroidales;f__Prolixibacteraceae
D k__Bacteria;p__Proteobacteria;c__Alphaproteobacteria;o__Sphingomonadales;f__Sphingomonadaceae
. k__Bacteria;p__Verrucomicrobia;c__Opitutae;o__Opitutales;f__Opitutaceae
. k__Bacteria;p__Proteobacteria;c__Deltaproteobacteria;o__Desulfuromonadales;f__Geobacteraceae
k__Bacteria;p__Planctomycetes;c__Planctomycetacia;o__Planctomycetales;f__Planctomycetaceae
100ppm-CH4 . k__Bacteria;p__Proteobacteria;c__Alphaproteobacteria;o__Rhizobiales;f__Rhizobiales Incertae Sedis
- k__Bacteria;p__Proteobacteria;c__Betaproteobacteria;o__Burkholderiales;f__Comamonadaceae
. k__Bacteria;p__Proteobacteria;c__Betaproteobacteria;o__SC-I-84;f__SC-I-840R

k__Bacteria;p__Proteobacteria;c__Alphaproteobacteria;o__Rhizobiales;f__Xanthobacteraceae

- k__Bacteria;p__Acidobacteria;c__Holophagae;o__Subgroup 7;f__Subgroup 70R
. k__Bacteria;p__Bacteroidetes;c__Bacteroidia;o__Bacteroidales;f __Porphyromonadaceae

@
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. k__Bacteria;p__Proteobacteria;c__Betaproteobacteria;o__Nitrosomonadales;f__Nitrosomonadaceae
[ k_Bacteria;p_Bacteroidetes;c_ WCHB1-32;0_ WCHB1-32CL;f_ WCHB1-32CL
- k__Bacteria;p__Bacteroidetes;c__Sphingobact

__Sphingobacteriales;f__Lentimicrobiaceae

Control . k__Bacteria;p__Proteobacteria;c__Gammaproteobacteria;o__Xanthomonadales;f_Xanthomonadaceae
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. k__Bacteria;p__Bacteroidetes;c__Sphingobacteriia;o__Sphingobacteriales;f__Chitinophagaceae
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