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Materials and Methods S2

Online phylogenetic analysis of the ssSDNA viral sequences with MetaVir

This section describes the online phylogenetic analysis with MetaVir
(http://metavir-meb.univ-bpclermont.fr/) [56]. The sequence reads with significant similarity
(E-values >107 in BLASTX) to the ssDNA viral genetic markers (Table S1) were obtained
from each virome library, assembled using Cap3 [84] (98% identity in 35 bp), and used to
construct phylogenetic trees alongside reference sequences taken from the protein family
(PFAM) database [85,86] (Table 3). These amino acid sequences from the contigs were
aligned against the reference alignment via a HMM profile using HMMER [87]. Because
most of the sSDNA viral sequences from the libraries did not cover the entire gene sequence,
different phylogenetic trees were generated for conserved regions of each viral gene. To
generate trees containing as many viral sequences from the libraries as possible, alignment
bounds for each viral sequence were collected and used to define multiple subalignments.
Ambiguous regions in alignments were removed using Gblocks [88], and phylogenetic trees
with 100 bootstraps were constructed using PhyML [89]. Consequently, a tree gallery

containing up to 50 of the ‘best’ trees was Systematically constructed.
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