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* Role of SRB known for many years

* What is known of ecology increasingly hinted
at diverse metabolisms

* Methylation vs demethylation may occur

simultaneously by different groups, or by
same group under different TEAPs.

Objectives

specifically amplify hgcA

 Screen soil samples from WCAs for

The Genetic Basis for Bacterial phylogenetic distribution of hgcA
Mercury Methylation * Impact of sulfate and selective inhibitors on
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Fig. S2. Binding sites for primers hgcA_F (forward) and hgcB-R (reverse) targeting a Cap-helix consensus sequence motif and upper neighbor
sequences [G(V/1) N(V/)WCA(A/G)GK: underlined sequences are exact binding seas] of hgcA, and dFe-5] moltifs region (CX,CX,CX,C) of
hgeB, respectively. The blue arrow denotes the single Chloroflexi sequence.
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Fig. $3. Venn diagram representing the number of OTUs of hgcA shared between sampling sites (A), and PCoA plot
showing the distribution hgcA community occurred from each study site (B).

dsrBmRNA: v s:
Active SRB e aaems-

Spughriearecmse FO 0L 35

R : |
Dominated by = — L
syntrophs H romie 1 ——

1 - Desliadixioscmms ! (1 OTLY
| DesSwiirarses £ 1 OTH

¢ skt Fhunkuies 5 (7 CTLW

RS

Fig. 2. Bae et al. 2014
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Conclusions

* Diverse groups of prokaryotes harbor hgcA

* Appear to be dominated by
deltaproteobacteria capable of syntrophy.

¢ Total methylation rates complicated by
possible simultaneous
methylation/demethylation.

* Iron reduction may play small but significant
role.
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Incubation Studies

Hg?* 139 ng/L
SO,” 4.5 mg/L
BES 50 mM
MoO,~ 20 mM
Soil 100 g wet
Site Water 900 ml




