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Figure S3. UPGMA cluster analysis of bacterial and archaeal communities analyzed with 

three different primer pairs each. UPGMA clustering was performed based on Bray-Curtis 

dissimilarity matrices of the (A) bacterial and (B) archaeal communities in 12 DNA samples 

amplified with the primer pairs BaL, BaS, and ArBa or ArL, ArS, and ArBa, respectively. The 

scale bar represents 5% difference in community structure. Libraries are colour-coded by sample 

ID. 

 

 


