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Figure S3. Pairwise sequence alignment of full-length Anopheles gambiae APN1
(AGAP004809) and human alanyl (membrane) amino peptidase (NP_001141.2).
The N-terminal 135 amino acid recombinant AnAPN1 protein fragment is underlined
in black, the signal peptide is underlined in gray, and conserved amino acids are
shaded in black. The alignment was performed using the proba_pair alignment
algorithm on the T-Coffee (25) web-based server (www.tcoffee.org [1]) and edited
with GeneDoc (http://www.nrbsc.org/gfx/genedoc/) and Adobe Illustrator.
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