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Project Goals:

The large scale recovery of metagenome assembled genomes (MAGs) has often resulted in the
placement of the genome as the operational unit through which microbial biology and systems
are understood. The underlying assembled sequences of these mass-produced genomes have
characteristic errors from the assembly process that can result in MAGs that do not represent a
true biological organism. Ultimately, erroneous genomes limit their utility for making robust
ecological, evolutionary, and energetic inferences about microbial systems. Assembly errors can
be fixed, but repair necessitates time consuming manual human-guided curation that ultimately
restricts the number of curation targets. To address this, we are developing FixAME, an
automated curation system that is being integrated into KBase. FixAME rapidly identifies and
repairs many common assembly errors across entire metagenomic assemblies and can
substantially increase the accuracy and completion of MAGs. FixAME also improves the overall
contiguity of metagenomic assemblies while simultaneously sidestepping the bottleneck of costly
human-guided manual curation.
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