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Context

Development of a metagenomics pipe-line for the study of archaeal viruses in anaerobic digestion ecosystems
m Test of the pipe-line on 4 previously published human gut metaviromes from healthy individuals [1]

m Analysis of contigs predicted to belong to known archaeal virus families

Metagenomics pipe-line 13 contigs assigned to Rudiviridae, an archaea-specific viral family
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Basic statistics on the obtained metaviromes

Contigs and Rudiviridae
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Indivl-T1  Indivli-T2  Indiv2-T1 Indiv2-T2 B Rudiviridae The position of the contigs In
Reads Bl Ssiphoviridae the dendrogramm based of
# raw read pairs (M Seqs) 2.9 3.8 3.3 3.6 Bl caudovirales tetramer frequencies is in most
# filtered read pairs (M Seqs) 2.85 3.7 3.3 3.5 cases consistent with the
filtered read GC (%) 38.10% 40.30% 37.90%  38.10% predicted taxonomy and hosts
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# contigs (>= 1000 bp) 3272 5946 1082 2002
Largest contig 177453 [N 227678 161497 Indiv2-T2 Rudiviridae contigs: alignments with length > 900 pb
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Conclusions and perspectives

m DNA from viruses similar to rudiviruses seems to be present in the studied metaviromes, especially in Indiv2-T2

m A contamination issue cannot be excluded. However, some authors have recently reported the detection of morphotypes and
sequences, similar to viral families specific for acidothermophilic archaea, in anaerobic digestion samples [3]. We also observed unusual
morphotypes in anaerobic digestion microcosms [Poster 1].

m Enrichment approaches could be interesting to study these putative unknown archaeal viruses, which are in low abundance
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