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Next Steps

• What? Increase structural resolution to 
individual residue level 

• How?

– Targeted MS experiments

– Quantification for a ladder of peptide fragments 
using the ion abundances from a combination of 
MS1 and MS2

– Residue level dose response (DR) plots







Dose Response Plots
(1-13, 14-21)





Towards absolute prediction using 
statistical and biophysical modeling
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Extracted Ion Chromatogram: 
Insulin peptide 23-29
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