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Figure 1S - Maximum likelihood of L2 superfamily phylogenetic reconstruction using full protein sequences from
Repbase and NCBI search along with L2 sequence from both wasps. Tip colors represent sequences recovered
from RepBase - blue and NCBI database - black. Triangles over nodes are proportional to the node support acce-
ssed by aLRT estimates. A) Full phylogenetic tree and B) Zoomed one clade highlighted in the outermost bars fr-
om part A. Online data about L2 phylogeny is available on: https://itol.embl.de/tree/2001321431101691510857774
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Figure 2S - Maximum likelihood of Bel superfamily phylogenetic reconstruction using full protein sequences from
Repbase, literature and NCBI search along with Bel sequence from both wasps. Tip colors represent sequences
recovered from RepBase - blue, from the literature - green and NCBI database - black. Triangles over nodes are
proportional to the node support accessed by aLRT estimates. A) Full phylogenetic tree and B) Zoomed one cla-
de highlighted in the outermost bars from part A. Online data about Bel phylogeny is available on:
https://itol.embl.de/tree/200133261027121507571775
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Figure 3S - Maximum likelihood of Penelope superfamily phylogenetic reconstruction using full protein sequences
from Repbase, literature and NCBI search along with Penelope sequence from both wasps. Tip colors represent
sequences recovered from RepBase - blue, from the literature - green and NCBI database - black. Triangles over
nodes are proportional to the node support accessed by aLRT estimates. A) Full phylogenetic tree and B) Zoo
med one clade highlighted in the outermost bars from part A. Online data about Penelope phylogeny is available
on: https://itol.embl.de/tree/200133261039931510144697
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Figure 4S - Maximum likelihood of Chapaev superfamily phylogenetic reconstruction using full protein sequences

from Repbase, literature and NCBI search along with Chapaev sequence from Leptopilina boulardi. Tip colors re-
present sequences recovered from RepBase - blue, from the literature - green and NCBI database - black. Trian-
gles over nodes are proportional to the node support accessed by aLRT estimates. A) Full phylogenetic tree and
B) Zoomed one clade highlighted in the outermost bars from part A. Online data about Chapaev phylogeny is a-
vailable on: https://itol.embl.de/tree/200133261012884150954 3832
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Figure 5S - Maximum likelihood of Loa superfamily phylogenetic reconstruction using full protein sequences from
Repbase and NCBI search along with Loa sequence from Leptopilina boulardi. Tip colors represent sequences
recovered from RepBase - blue, and NCBI database - black. Triangles over nodes are proportional to the node
support accessed by aLRT estimates. A) Full phylogenetic tree and B) Zoomed one clade highlighted in the outer-
most bars from part A. Online data about Loa phylogeny is available on:
https://itol.embl.de/tree/2001321431256491510934880
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Figure 6S - Maximum likelihood of | superfamily phylogenetic reconstruction using full protein sequences from

Repbase and NCBI search along with | sequence from Leptopilina boulardi. Tip colors represent sequences reco-
vered from RepBase - blue, and NCBI database - black. Triangles over nodes are proportional to the node sup-
port accessed by aLRT estimates. A) Full phylogenetic tree and B) Zoomed one clade highlighted in the outer-
most bars from part A. Online data about | phylogeny is available on:
https://itol.embl.de/tree/189354019179191511721260
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Figure 7S - Maximum likelihood of R1 superfamily phylogenetic reconstruction using full protein sequences from
Repbase and NCBI search along with R1 sequence from Leptopilina boulardi. Tip colors represent sequences
recovered from RepBase - blue, Literature - green and NCBI database - black. Triangles over nodes are proporti-
onal to the node support accessed by aLRT estimates. A) Full phylogenetic tree and B) Zoomed one clade highli-
ghted in the outermost bars from part A. Online data about R1 phylogeny is available on:
https://itol.embl.de/tree/189354019310111511728935t



