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Figure S3. Multiple sequence alignment of amalgaviral capsid proteins. All sequences are indicated with their GenBank
identifiers followed by abbreviated virus names. Positively charged amino acid residues predicted to be involved in
RNA binding are shown in bold and underlined. Residues The last two lines in each block show consensus amino acid
sequence (Consensus_aa) and consensus predicted secondary structures (Consensus_ss). The protein sequences are
colored according to predicted secondary structures (red: alpha-helix, blue: beta-strand). Consensus predicted
secondary structure symbols: alpha-helix: h; beta-strand: e. Consensus amino acid symbols are: conserved amino acids
are in uppercase letters; aliphatic (I, V, L): |; aromatic (Y, H, W, F): @; hydrophobic (W, F, Y, M, L, I, V, A, C, T, H): h;
alcohol (S, T): o; polar residues (D, E, H, K, N, Q, R, S, T): p; tiny (A, G, C, S): t; small (A, G, C, S, V, N, D, T, P): s; bulky
residues (E, F, I, K, L, M, Q, R, W, Y): b; positively charged (K, R, H): +; negatively charged (D, E): —; charged (D, E, K, R,
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H): c. The alignment was constructed with PROMALS3D (http://prodata.swmed.edu/promals3d).
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