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Figure S1 Proteins sequence alignments of elF4A3, Y14 and Mago.

Protein sequence alighment showing sequence conservation of (A) elF4A3 and elF4A, (B) Y14, (C) Mago; alignments and phylogenetic trees were

constructed with CLUSTALW using DNASTAR® (version 11.2.1). Completely conserved residues are highlighted in yellow.
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