Molecular Characterization of Bacterial and Fungal Decomposer Communities in a Southeastern U.S. Salt Marsh
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Both fungi and bacteria are recognized to play critical roles in decomposition processes
in the salt marshes of the southeastern U.S. and elsewhere, but few studies have
simultaneously examined both decomposer communities. We characterized bacterial
communities using 16S rRNA genes and the ascomycete fungal community using 18S-
28S internal transcribed spacer (ITS) regions, employing both clone library and T-RFLP
fingerprinting approaches. Bacterial communities were dominated by a-Proteobacteria
(up to 75% of the clone libraries) for two decomposition stages of Spartina alterniflora
detritus over several seasons. The composition of the bacterial communities showed little
spatial heterogeneity at a given sample date, but changes in the dominant groups were B o - Proteobacteria
evident with season and decomposition stage. The ascomycete decomposer community
was typically dominated by less than five species (or species clusters), with some shifts in
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hological identification Culture methods identified relatively few dominant fungal
f culturable isolates species and were consistent with previous studies of this ecosystem.
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