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Figure S1. MS/MS spectra of the singly- and the doubly-charged ions of a peptide assigned to
Manto-CC in K. flavicollis and the calculation of the expected fragment ions for sequence pQVNF-
SPGWa using MassLynx (blocked termini: pQ and amidation).
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Figure S2. MS/MS spectra of the doubly-charged ions of the peptide assigned to Manto-CC in K.
flavicollis. A) Standard peptide and B) CC extract were run with the same MS/MS method.
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Figure S3. MS/MS spectrum of the singly-charged ion of the peptide assigned to Volpe-CC in P.
tapulus and the calculation of the expected fragment ions for sequence pQLTFSPYWa using Mass-

Lynx (blocked termini: pQ and amidation).
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Figure S4. MS/MS spectra of the singly-charged ion of the peptide assigned to Volpe-CC in P.
tapulus. A) CC extract and B) standard peptide were run with slightly different collision energy (17-

26 eV and 17-25 eV), but the fragments are identical.
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Figure S5. MS/MS spectra of the singly- and doubly-charged ions of the peptide detected at m/z
959.52 tentatively assigned to sequence pQLTFSPVWa in P. tapulus and the calculation of the ex-
pected fragment ions using MassLynx (blocked termini: pQ and amidation).
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Figure S6. MS/MS spectra of the singly-charged ions of the peptide detected at m/z 959.52 as-
signed to sequence pQLTFSPVWa in P. tapulus, code-named Pegta-AKH. A) Standard peptide and
B) CC extract were analyzed with the same MS/MS method and instrumentation.
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Figure S7. MS/MS spectra of the singly- and doubly-charged ions of the peptide detected at m/z
1151.55 assigned to sequence pQLTFTPGWGYa for Tabat-HoTH in H. pluvialis and the calculation
of the expected fragment ions using MassLynx (blocked termini: pQ and amidation)
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Figure S8. MS/MS spectra of the singly-charged ions of the peptide detected at m/z 1151.55 as-

signed to sequence pQLTFTPGWGYa for Tabat-HoTH in H. pluvialis. A) CC extract and B) stand-
ard peptide were run with the same collision energy ramp.
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Figure S9. MS/MS spectra of the doubly-charged ions of the related peptides detected in H. pluvialis
at m/z 931.47 and 947.46 assigned, respectively, to Tabat-AKH (pQLTFTPGWa) and its hydroxypro-
line derivative. The expected fragment ions for each of these peptide sequences were calculated
using MassLynx (blocked termini: pQ and amidation).
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Figure S10. MS/MS spectra of the singly-charged ions of the peptide detected at m/z 931.47 as-
signed to sequence pQLTFTPGWa for Tabat-AKH in H. pluvialis. A) Standard peptide and B) CC
extract were analyzed with the same MS/MS method.
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Figure S11. MS/MS spectra of the singly-charged ions of the peptide detected at 947.46 assigned
to the hydroxyproline derivative of Tabat-AKH (Haepl-AKH) in H. pluvialis. A) Standard peptide
(33.3 min) and B) CC extract (33.3 min) were analyzed with the same MS/MS method.
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Figure S12. MS/MS spectra of the singly- and the doubly-charged ions of the peptide detected at
m/z 1194.58 assigned to sequence pQLTFTSSWGGK for Vanca-AKH in O. nubilalis and the calcu-
lation of the expected fragment ions using MassLynx (blocked terminus: pQ).
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Figure S13. MS/MS spectra of the singly- and the doubly-charged ions of the peptide detected at
m/z 1008.48 assigned to sequence pQLTFTSSWGa for Manse-AKH in O. nubilalis and the calculation
of the expected fragment ions using MassLynx (blocked termini: pQ and amidation).
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Figure S14. MS/MS spectra of the singly-charged ions of the peptide detected at m/z 1008.48 as-
signed to sequence pQLTFTSSWGa for Manse-AKH in O. nubilalis. A) Standard peptide (34.7 min)
and B) CC extract (34.8 min) were with slightly different collision energy (15-20 eV and 17-26 eV),
but the fragments are identical.
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Figure S15. MS/MS spectra of the singly- and the doubly-charged ions of the peptide detected at
m/z 1106.53 assigned to sequence pQLTFSTGWGQa for Ostnu-AKH in O. nubilalis and the calcula-
tion of the expected fragment ions using MassLynx (blocked termini: pQ and amidation).
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Figure S16. MS/MS spectra of the singly- and the doubly-charged ions of the peptide detected at
m/z 1106.53 assigned to sequence pQLTFSTGWGQa for Ostnu-AKH in O. nubilalis. A) Standard
peptide (34.2 min) and B) CC extract (34.3) were run with the same MS/MS method.
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Figure S17. MS/MS spectra of the singly- and the doubly-charged ions of the peptides detected for
Manse- and Vanca-AKH in C. culmella.
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Figure S18. MS/MS spectra of the singly- and the doubly-charged ions of the peptides detected for
Manse-AKH in C. culmella. A) Standard peptide and B) CC extract were run with slightly different
collision energy (15-20 eV and 17-26 eV), but the fragments are identical.
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Figure S19. MS/MS spectra of the singly- and the doubly-charged ions of the peptide detected at
m/z 1092.57 assigned to sequence pPQLTFSTGWGNa for Chipa-AKH in C. culmella and the calcula-
tion of the expected fragment ions using MassLynx (blocked termini: pQ and amidation).
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Figure 520. MS/MS spectra of the singly-charged ions of the peptide detected at m/z 1092.57 as-
signed to sequence pQLTFSTGWGNa for Chipa-AKH in C. culmella. A) CC extract and B) standard
peptide were analyzed with the same MS/MS method.
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Figure S21. LC-chromatograms for the base peak in the overview scans for the CC extract of A) P.
tapulus, B) C. culmella C) O. nubilalis, D) K. flavicollis.



