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Figure 5. MAG “Specific 17 (Figure 3) was chosen as our target population. C14 and
C16 were chosen as sites of interest because they had high MAG gene coverage and
were fire affected. MAG gene frequencies within a site were calculated for each site by
dividing their coverages by the median gene coverage of all genes in the MAG. Genes
with abs(differences) > 1.0 suggest they are in different frequencies across the two
sites.

Conclusions

* Nearly complete and minimally contaminated MAGs can be
binned from complex soil metagenomes (Figure 3).

« Within a MAG population, genes have different abundances at
different sites (Figure 5), suggesting loss or gain.

Project Limitations

« High levels of diversity in soil make it difficult to observe thermophiles in recovered
and reference sites with metagenome sequencing because of low coverage.

Future Work
* Construct MAGs from cultured sample Cen13, and interrogate their distribution and
diversity.

« Perform gene frequency analysis on other MAGs, and across other sites.
« This will be the 4th years of sampling the soils above the Centralia mine fire,
allowing for an analysis of MAG gene content within a site through time.
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