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- Reference PMP genomes (HTVC008M, MAVG02, MAVG04, MAVG05, Io7-C40)

- Assembled metagenome and virome samples (Survey dataset)

Build terL HMM from PMP references
+

Search Survey dataset with terL HMM, extract all contigs > 5kb with a match

Build a phylogenetic using the terL genes from extracted contigs + reference genomes
+

Select all contigs whose terminases are in the same branch as the reference genes
(Candidate contigs)

Download CMP genomes from
Refseq (CMP reference), extract

genes
Extract genes from PMP references

Merge both gene datasets, build gene clusters, divide clusters in 2 groups: clusters

containing only CMP proteins + clusters only containing PMP proteins

Build HMMs of the gene clusters (hmmbuild)
+

Keep Candidate contigs without hits to the CMP cluster collection

Manual cross-assembly of the remaining Candidate contigs

Filter reassembled contigs based on tRNA matches, Sample metadata, matches to

SAR11 proteins, GC content, contig length, phylogeny

Genome mining flowchart

1

A

B

2

3

4

1

2

3

4


