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[bookmark: _GoBack]Fig. S5 Peptide sequence alignment of AtLLPs showing the presence of highly conserved lectin-binding domain and less conserved signal peptide. The red-box represents the signal peptide. Conserved consensus sequences are represented as weblogo, height of the stack in weblogo and size of the bar are proportional to the conservation. Asterisk (*) marked below the conservation bars represent fully conserved amino acid residues in the sequences. The amino acid residues are colored on basis of their conservation with 10% cut-off.
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