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Background

● Thermophiles

○ Models for early life

○ Source of biologically active enzymes and compounds

○ Ubiquitous despite need for higher temperatures

● Centralia

○ Coal seam fire burning since 1962

○ Interesting location to study thermophiles

■ Unusual environment 

● Terrestrial, normally temperate



Centralia Samples



How homogeneous are thermophiles’ genomes across temperature 
gradients and space in soil?

Are there any instances of gene loss and or gain in the thermophiles present in the 
soils overlying the Centralia coal mine fire?
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Workflow
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Conclusion

Within a MAG population, genes have different abundances at different sites suggesting 
loss or gain

Nearly complete and minimally contaminated MAGs can be binned from complex soil 
metagenomes
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