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» Mixed radiochemical (inc. 22**240Py and 24'Am) and organic/ 318 genomes total with 2507 completeness / <10% redundancy

contaminated waste (steel drums, lab equipment, paper, etc.)
was disposed of in shallow (3 m deep) trenches from 1960—
1968

* Previous research investigate functional and population
dynamics during a rainfall event using shotgun metagenomics.
This revealed a broad abundance of candidate and potentially
undescribed taxa [1].

Objectives

Explore potential new high-rank taxa with genome-based
metagenomics focusing in Archaea.
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4 DPANN phyla:

* monophyletic
« </5% 16S identity with neighbours
» 2 phyla with single genomes
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