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Introduction Objectives Results

2. Distinct Microbial Communities between

1. Microbial Community Composition in

communities that are more similar.

= Martian analogue sites: AMASE program and sandstone, archaeal communities were dominated

= Materials: Limestone and Sandstone (triplicate)
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by Thaumarchaeota.

: At the phylum level, the bacterial communities were | o — :

The lithological characteristics that control lithic
community composition are more complicated than
expected for microbial communities. We found that
limestone and sandstone clustered apart when
analyzed based on Bray-Curtis similarity matrix
constructed using the square-root-transformed OTU -

® Rock-inhabiting microbial communities living In

high Arctic region revealed a high diversity of dominated by five bacterial phyla, Actinobacteria,

Acidobacteria, Proteobacteria, bacteroidetes, and
planctomycetes Iin both rock types. '

In eukaryotes, opisthokonta was the most abundant |
group across the entire rock samples. For fungi,

organisms.

® Rock-inhabiting microbes seem to be
Influenced by ROCK TYPE at fine taxonomic

level. Ascomycota was the most abundant phylum across (Fig. 2). The first two components of the PCOA
® Some _ microorganisms __show__ preference ‘the entire sample set. At the class level, the rock funga.l explained over 40-60% of the variability between rock '
g 2 S CCocakinct N communltles were dominated by two fungal classes: samples in archaea, bacteria, eukaryotes, and fungi. |
 Eurotiomycetes, Lecanoromycetes. \

Table 1. Differentially abundant microbial family or genera in rock.
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