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* Most of the natural variation in atmospheric
methane is due to microbial communities in
tropical wetlands.
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RESULTS to consume methane were significant

predictors of methane oxidation rate. This
suggests that broader patterns of microbial
community composition are important to
understand ecosystem functioning.
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* Abundance of methane oxidizers did not correlate
with methane oxidation.

* Soil communities exhibited considerable spatial
and environmental structure.

* Six taxa not known to consume methane were
strongly predictive of methane oxidation rates.
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