Metagenome Analysis and Draft Genome Reconstruction of Produced Water Samples from NATIONAL

Research & N: ENERGY

Coalbed Methane Environments Innovation Center TECHNOLOGY

Daniel E. Ross,'2* Djuna Gulliver' I.ABO RATO RY
'National Energy Technology Laboratory, U.S. Department of Energy, 2AECOM, (*Daniel.Ross@netl.doe.gov)

Abstract
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pathways of biogenic coal degradation and subsequent
methane production will lead to a better understanding
of the coal-to-methane conversion, the microorganisms
responsible for this conversion, and the nutrients =
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