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Figure S2. Putative Talitrus saltator PERIOD (PER) protein

Alignment of Drosophila melanogaster PER (Drome-PER; Accession No. AAF45804) with the
T. saltator PER (Tal-PER) deduced from the Trinity de novo transcriptome assembly, together
with the top two tblastn species homologue sequences Eurydice pulchra PER (Ep-PER;
Accession No. KC885967) and Periplaneta americana (Peram-PER; Accession No. U12772).

"*' 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
two PAS domains, one PAC domain and one Period C domain are highlighted in yellow,
green and blue respectively. The region of Ep-PER that corresponds to the PAC domain is
shown in green text, though no PAC domain per se was identified in this protein using
SMART. Drome-PER DBT/CKle binding site is highlighted in pink. Dark red text indicates
Drome-PER CLK/CYC inhibitory domain (CCID). Pink text indicates regions in Tal-PER, Ep-PER

and Peram-PER corresponding to sequence within both the overlapping Drome-PER

DBT/CK1e binding site and CCID regions.



