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Figure S1. Calculation of the expected fragment ions for sequences pQVNFSPGWa and pQVNFSP(Hyp)GWa of 
a peptide assigned to Manto-CC (Hyp) in K. flavicollis using MassLynx (blocked termini: pQ and amidation). Note 
that “~” and “*” refer to the water and ammonia neutral losses. 
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Figure S2. CID spectrum of the singly-charged ion of a peptide assigned to Manto-CC (Hyp) in K. flavicollis (top 
spectrum for Fig. 3 main text). Bottom two spectra: Its validation with the synthetic compound (top trace: termite 
CC extract, bottom trace: synthetic reference compound). 
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Figure S3. Calculation of the expected fragment ions for sequence pQVNFSP(Hyp)GWGTa of a peptide assigned 
to Bladi-HrTH (Hyp) using MassLynx (blocked termini: pQ and amidation). Note that “~” and “*” refer to the water 
and ammonia neutral losses. 
 
 

 

 
Figure S4. MS/MS analysis for Bladi-HrTH (Hyp) in X. cavicola for the singly- and the doubly-charged peptide 
ions (m/z 1090.50, top trace, and m/z 545.75, bottom trace; see Fig. 4 main text).  
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Figure S5. MS/MS analysis for Bladi-HrTH (top trace) and its Hyp form in Eublaberus posticus for the singly-
charged peptide ions.  
  

 

 

Figure S6. Calculation of the expected fragment ions for sequence pQLNFSP(Hyp)GWGTa of a peptide assigned 
to Panni-HrTH (Hyp) using MassLynx (blocked termini: pQ and amidation). Note that “~” and “*” refer to the 
water and ammonia neutral losses. 
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Figure S7. MS/MS analysis for the singly- and the doubly-charged peptide ions (m/z 1104.51, top trace, and m/z 
552.76) of a peptide assigned to Panni-HrTH (Hyp) in P. nivea (see Fig. 5 main text). 
 

 

 

 

Figure S8. Calculation of the expected fragment ions for sequence pQLNFSP(Hyp)GWGVa of a peptide assigned 
to Asiky-HrTH (Hyp) and sequence pQLNFSP(Hyp)GWGFa for Blaat-HrTH (Hyp) using MassLynx (blocked 
termini: pQ and amidation). Note that “~” and “*” refer to the water and ammonia neutral losses. 
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Figure S9. MS/MS analysis for the singly-charged peptide ions of peptides assigned to Asiky-HrTH (Hyp) in 
Asiablatta kyotensis (top trace) and Blaat-HrTH (Hyp) in Blaberus atropos (bottom trace). 
 

 

 

Figure S10. Calculation of the expected fragment ions for sequence pQLNFSP(Hyp)GWGPa of a peptide assigned 
to Episu-HrTH (Hyp) using MassLynx (blocked termini: pQ and amidation). Note that “~” and “*” refer to the 
water and ammonia neutral losses. 
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Figure S11. MS/MS analysis for the singly- and the doubly-charged peptide ions (m/z 1100.52, top trace, and m/z 
550.76) of a peptide assigned to Episu-HrTH (Hyp) in Episymploce sundaica (bottom trace, see Fig. 6 main text). 
 

 

 

Figure S12. Calculation of the expected fragment ions for sequence pQLNFSP(Hyp)NWa of a peptide assigned to 
Tenmo-HrTH (Hyp) using MassLynx (blocked termini: pQ and amidation). Note that “~” and “*” refer to the water 
and ammonia neutral losses. 
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Figure S13. CID spectrum of the singly-charged ion of a peptide assigned to Tenmo-HrTH (Hyp) in E. capucina 
(upper trace) and its validation with the synthetic compound (bottom spectrum). 
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Figure S14. LC-MS for the analysis of freshly prepared Blaberus CC. Extracted y”5 ion traces (top box) and CID 
spectra. From the bottom in each box: Blaat-HrTH and its Hyp form, Bladi-HrTH and its Hyp form. For expected 
fragment ions, see Figures S3, S8.  
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Figure S15. CID spectra for the validation of the Hyp forms of Bladi- and Blaat-HrTH from freshly prepared 
Blaberus CC using the synthetic peptides. From the bottom: synthetic Blaat-HrTH (Hyp) and endogenous peptide, 
synthetic Bladi-HrTH (Hyp) and endogenous peptide. For expected fragment ions, see Figures S3, S8.  

 

 

Figure S16. CID spectra for the analysis of freshly prepared Blaberus CC extracted with saline. From the bottom: 
Blaat-HrTH and its Hyp form, Bladi-HrTH and its Hyp form. For expected fragment ions, see Figures S3, S8.  
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Figure S17. CID spectra of the singly-charged ions of a peptide assigned to Nicve-AKH in N. orbicollis (A) and 
its singly- (B) and doubly-oxidized (C, D) as well as the Kyn-form (E) (see Fig. 8 main text). 
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Figure S18. Calculation of the expected fragment ions for sequence pQITYSTGNWa of a peptide assigned to 
Nicve-AKH using MassLynx (blocked termini: pQ and amidation) and its oxidation products (W + O, W + 2O, Kyn). 
Note that “~” and “*” refer to the water and ammonia neutral losses. 
 
 


