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Figure S2. MUSCLE (v.5.1) alignment of the five LTFpb1 protein sequences from
the four representative Tequintaviruses and Salten. Dots represent an identical
aminoacid compared to the consensus sequence, dashes represent gaps. Written
aminoacid letters indicate a variation compared to the consensus sequence. Domains
known thanks to T5 modeling (Garcia-Doval et al., 2015) are highlighted.
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