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Supplemental Table 2
Relative abundances of all bacterial phyla sequenced with the tested forward primers.
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Acidobacteria 0 0 0 0 0.1 0 0 0 1.6 0 0 0 0.3 0
Actinobacteria 381 364 331 399 327 270| 60 54 67 64 161 46 31 6.9
Bacteroidetes 16 28 22 28 43 19| 03 05 0 54 34 26 02 06

Chlamydiae 0 0 0.2 0 0 0 0 0 0 0 0 0 0

Chloroflexi 0 0 001 0 001 O 0 0 0 0 0 0 0 0

Cyanobacteria 04 20 0.02 0 0 0 04 6.9 0 0.1 0 0 0 0

Deinococcus-

Thermus 0 0 0 0 0 0 0 0 0 0.6 0 0 0 0
Firmicutes 33 20 31 21 26 29|12 17 16 19 10 06 22 28

Planctomycetes 0 0.1 0.02 0 0.01 0 0 0 0 0 0 0 0
Proteobacteria 56.4 56.6 612 553 600 681|921 856 898 856 789 905 942 896

Verrucomicrobia | 0.01 0 0 0 0 0.06 0 0 0 0 0 0 0

unclassified 0.3 0 0.2 0 0.2 0 0 0 0 0 05 15 0
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