Additional file 5. Pairwise divergence matrix between amino acid lineages. Fifteen complete sequences have been aligned using Aliview. The alignment was then
transferred in GENEDOC software [64] to obtain the identity percentage.

Sequences name: Apismar: elements from Acyrthosiphon pisum, Dnomar: elements from Diuraphis noxia and Mpmar: elements from Myzus persicae.
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