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Supplementary Figure S1. Concentrations of microbial 16S rRNA genes in the ‘background’ 
controls and ice samples quantified by qPCR. Concentrations were calculated to 16S rRNA gene 
copy number per μl of the 50-μl elution volume for each sample. The four ice samples are described 
in Fig. 1. The ‘background’ controls: Blank, a blank sample with 400-ml sterile water; Artificial_ice, 
an artificial ice sample made by sterile water and processed along with the glacier ice samples; 
Air_ColdRoom and Air_CleanRoom, 2 air samples collected from a cold and clean room, 
respectively, in which the ice samples were processed. Bars represent SD. 
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Supplementary Figure S2. Microbial community structure of the 4 pairs of original and pre-
amplified ‘background’ controls. Only the 36 most abundant genera (relative abundance >1.0% in at 
least one sample) are included. The names of pre-amplified samples are coded as follows for the 
example of Air_ColdRoom_28+8: Air_ColdRoom, the original sample name as described in Fig. 1; 
28+8, the cycle times of the first round PCR (28) and the reconditioning PCR (28), respectively. The 
‘Other genera/families’ represent unclassified sequences and could not be assigned to a single 
genus/family.  
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Supplementary Figure S3. Microbial community structure of the 4 pairs of original and pre-
amplified GS3 ice core samples before in silico decontamination. All eight libraries were normalized 
to 10,400 sequences. Only the 37 most abundant genera (relative abundance >0.1% in at least one 
sample) are included. The names of pre-amplified samples are coded as described in Figure S2. The 
‘Other genera’ represent unclassified sequences and could not be assigned to a single genus.  

 

Supplementary Table S1 (Data Sheet 2.XLSX). Microbial community structure of the 4 
‘background’ controls illustrated as relative abundance (%) of each genus 

Supplementary Table S2 (Data Sheet 3.XLSX) Microbial community structure of the 4 pairs of 
original and pre-amplified ‘background’ controls illustrated as relative abundance (%) of the 36 most 
abundant genera 

Supplementary Table S3 (Data Sheet 4.XLSX). Microbial community structure of the GS3 glacier 
ice samples illustrated as relative abundance (%) of each genus 
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Supplementary Table S4 (Data Sheet 5.XLSX). Physical and chemical characteristics of ice 
samples from the GS3 ice core 
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