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Figure S9. Putative Talitrus saltator Par Domain Protein 1€ (PDP1g) protein

Alignment of Drosophila melanogaster PDP1le (Drome-PDP1-g; Accession No. AAF04509)
with the T. saltator PDP1e (Tal-PDP1-g) deduced from the Trinity de novo transcriptome
assembly, together with the top two tblastn species homologue sequences Atta cephalotes
TEF (Attce-TEF; Accession No. XM_012203776) and Branchiostoma floridae hypothetical

protein (Brafl; Accession No. XM_002601463). '*' indicates identical amino acid residues in



the two proteins, '." and ":' indicate similar amino acid residues between the two proteins. In

this figure a SMART identified basic region leucin zipper domain is highlighted in green.



