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[bookmark: OLE_LINK4][bookmark: OLE_LINK5]JN392469 Pleurobrachia bachei current work    MAN-SRWLFSVFHKDIASLYFFFSIIMGFIGFFYSVIMRLSLSWSYSFITNGVVYLHYVT 
JN392469 Pleurobrachia bachei Kohn et al.     --------------------------MGFIGFFYSVIMRLSLSWSYSFITNGVVYLHYVT 
LN898113 Coeloplana loyai                     MFLNSRWLTSTNHKDIGSLYFWFSIFVAFIAFSYSFIIRLSLMWPYSFLIDGNIYNSFVS 
LN898114 Coeloplana yulianicorum              MFLSSRWLTSTNHKDIGSLYFWFSIFVAFIAFSYSFIIRLSLMWPYSFLVDGNIYNSFVS 
LN898115 Vallicula multiformis                MFF-FRWFNSTNHKDIGSLYFFFAIFMAFVAFGYSASIRYSLLWPVAFIDFANIYNNAVT 




Additional file 2 – Alignment of the 5’ region of the cox1 gene among Ctenophora. 
This figure illustrates the difference in the 5’ region of the cox1 gene between Kohn et al. [13] annotation of the Pleurobrachia genome and the corrected annotation performed in this work. Pleurobrachia serines encoded by a UGA codon are indicated by a gray background.
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