
primer Target Primer sequence (5' to 3') Reference
Arch21F Archaeal 16S rRNA gene TTC CGG TTG ATC CYG CCG GA [1]

340Fa Archaeal 16S rRNA gene CCY TAY GRG GYG CAS CAG G [2]

Ar912ra Archaeal 16S rRNA gene CCC CCG CCA ATT CCT TTA A [3, 4] 
932R Archaeal 16S rRNA gene GCY CYC CCG CCA ATT CMT TTA [5]
27F Bacterial 16S rRNA gene AGA GTT TGA TCM TGG CTC AG [6]

EUB338Fb Bacterial 16S rRNA gene ACT CCT ACG GGA GGC AGC [7]
ACT CCT ACG GGA GGC TGC [8]
ACA CCT ACG GGT GGC TGC [8]
ACA CCT ACG GGT GGC AGC [8]

907Ra Bacterial 16S rRNA gene CCG TCA ATT CMT TTR AGT T [6]

1492Ra Archaeal and bacterial 16S rRNA gene GGH TAC CTT GTT ACG ACT T [6]
MLf mcrA gene GGT GGT GTM GGA TTC ACA CAR TAY GCW ACA GC [9]
MLr mcrA gene TTC ATT GCR TAG TTW GGR TAG TT [9]

9. Luton, PE, Wayne, JM, Sharp, RJ, Riley, PW (2002) The mcrA gene as an alternative to 16S rRNA in the phylogenetic analysis
of methanogen populations in landfill. Microbiology 148:3521–3530.

8. Daims, H, Brühl, A, Amann, R, Schleifer, K-H, Wagner, M (1999) The domain-specific probe EUB338 is insufficient for the
detection of all Bacteria: development and evaluation of a more comprehensive probe set. Syst. Appl. Microbiol. 22:434–444.

Table S1 Oligonucleotide primers used in this study.

aThese primers are a slightly modified version of the original designed primers.
bThis primer consisted of a mixture of four primers at an equal amount (mol).
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