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 Hydrogenophilus thermoluteolus
(H. thermo): thermophilic, facultative
chemolithoautotroph; found globally in hot
spring environments

« Site: Polloquere (PQ) hot spring, Lauca
National Park, Chile; downwind side

* Only species with consistent presence and
relative abundance (~0.1% of total
community) in a set of four site soil samples
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 Genomes included more similar than
different — metabolic flexibility
Ingrained in genome?

CENTRAL QUESTIONS:

* Any genomic differences between PQ samples
to explain H. thermo persistence?

* Major genomic differences between PQ
samples and cultured reference or other
published genomes for H. thermo?
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METHODS

 Pangenome (Anvi'o v7): H. thermo metagenome-
assembled genomes (MAGS) (1 per sample) and
all publicly available, environmentally relevant

genomes Figure 2 PQ Hot Spring, 30m sampling site

* Further investigation of nitrate respiration

 Comparison to MAGs for individuals from
colder locations
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