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While there is substantial knowledge of the diversity and function of prokaryotes contributing to nitrification in soil, nothing is known of the scale or frequency of interactions with viruses in situ. Recent advances in bioinformatic tools has enabled identification of linkages between viruses and hosts, typically at broad taxonomic levels. However, this does not determine if these represent current or historical interactions nor whether a virus or host are active.

The aim of this study was to identify interactions between viruses and nitrifying prokaryotic hosts. Specifically, we aimed to identify active interactions in situ between AOA cells and lytic viruses by following the transfer of recently assimilated inorganic carbon (Fig 1). 
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 2 Fig 1. Viruses derived from lysed cells incorporating C from 13 CO2 will be isotopically enriched in 13 C
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 3 Fig 3. AOA MAGs recovered from 13 Cenriched HBD DNA and 12 C-enriched LBD DNA.
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 4 Fig 4. Mapping of reads derived from metagenomic sequencing of HBD DNA of 12 C and 13 C incubations to viral contigs. Each row represents one of twelve individual microcosms.

Fig 5 .

 5 Fig 5. Network of shared homologues between predicted viruses and proviruses using vConTACT (Jang et al., 2019)
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 6 Fig 6. Network of shared homologues between predicted viruses and proviruses using vConTACT (Jang et al., 2019) Conclusion