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ABSTRACT

Sulfate-reducing bacteria (SRB) dominate the mineralization of organic
matter in salt marsh environments. In these environments, SRB are
believed to be represented by two phylogenetically distinct groups, Gram-
positive and d-Proteobacteria. We assessed the 16S rRNA diversity of o-
Proteobacteria SRB in salt marsh sediments of Plum Island Sound, MA by
PCR, cloning and sequencing. Six samples taken over the course of a
year were extracted to ensure representation of shifts in SRB community
tied to seasonal growth cycles of the marsh grass Spartina. A clone library
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