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PepSeq file:
Printed: Mon Sep 06 04:16:23 2021

Observed MW: 2671.1421 Precursor ion charge state: 1
M/z tolerance: 0.30 Intensity threshold: 619297 (0.750%)
Modifications: Carboxyamidomethylcysteine (+)

Predicted sequences:

Sequence Rank Score JointProb Prob % Calculated MW Delta

DGIPCGESCVFIPCLTAAIGCSCK    1   225  744 100.00     2671.1575  0.02
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Figure S1. MSMS de novo sequencing of the peptide fragment resulting from trypsin 
cleavage of alkylated viul M cyclotide
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