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Figure S15. Putative Talitrus saltator SUPERNUMERARY LIMBS (SLIMB) protein

Alignment of Drosophila melanogaster SLIMB (Drome-SLIMB; Accession No. AAF55853)
with the T. saltator SLIMB (Tal-SLIMB) deduced from the Trinity de novo transcriptome

assembly, together with the top two tblastn species homologue sequences Athalia rosae



BTrCP (Athro-BTrCP; Accession No. XM_012405697) and Linepithema humile BTrCP (Linhu-
BTrCP; Accession No. XM_012367510). '*' indicates identical amino acid residues in the two
proteins, '.' and "' indicate similar amino acid residues between the two proteins. In this
figure SMART identified domains of one D domain of beta-TrCP, one F box domain and

seven WD40 domains are highlighted in yellow, green and blue respectively.



