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Comparative metagenomics reveals the diversity of glacier Cyanobacteria
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In glacier environments, cryoconite granules, which are aggregates of
microbes and minerals, play fundamental roles in glacier ecosystems. In this study, we collected
cryoconite samples around the world and conducted comparative metagenomics analyses to investigate
the taxonomic and ecological diversities of cryoconite bacterial communities on a global scale. Our
study revealed that compositions of bacterial taxa and functional genes of cryoconite bacterial
consortia were distinctive among glaciers in different geographical areas, especially between Polar
glaciers and Asian high mountain glaciers. These results highlight that microbial ecosystems on
glacier vary across the different geographical areas, and imply that assembly of bacterial
communities on glaciers were influenced by local glacier environments.



DNA

( ) (metagenome-assembled genome, MAG

DNA
Illumina HiSeq

MAG

MAG

@



@

Phormidesmis priestleyi

P. priestleyi
P. priestleyi

®
MAG

MAG

NADH

2022 Microbiome

Phormidesmis priestleyi

P. priestleyi

NADH



Murakami Takumi, Takeuchi Nozomu, Mori Hiroshi, Hirose Yuu, Edwards Arwyn, Irvine-Fynn 10
Tristram, Li Zhonggin, Ishii Satoshi, Segawa Takahiro
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