Additional file 6: Protein sequence comparison of the Drosophila’s DCC in the pea
aphid. CLUSTAL multiple sequence alignment by MUSCLE (3.8) of A. pisum’s homologs of
D. melanogaster DCC. Proteic domains of the Drosophila are represented in full color boxes

above the alignments. A. pisum gene names found by BLASTp are indicated in parenthesis.
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