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Additional file: SM 22 sequence. A. Example spectra identifying LUPK as encoding a protein occluded in
the O. wendtii skeleton. B. The predicted domain structure. C: The open reading frame of LUPK with
amino acid squences identified using MS/MS in bold. The amino acid sequences deduced from a short
transcript that contain the original peptide are italicized. The original peptide is shown in the spectra
and underlined. All other peptide matches shown in bold were found after obtaining the complete
coding sequence and re-anlaysis with the peptide data.



