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Enter Uﬁipl’ﬂt accession number Peptide Sequence Modifications sSummary M/Z Values Isotope Dist Fragment Masses MS2PIF
Accession number PEPTIDE Insert the molecular formula (e.g. CH2) next to the appropriate amino acid. NOTE - ensure the
amino acid sequence is correct prior to starting. Modifications to cysteine residues will be applied as
P00924 well as those specified in the left hand pane (Cysteine Modification) in the result tabs.
Cysteine Modification Suported heavy isotopes: Ch = 13C; D = 2H; Nh = 15N. NOTE - heavy isotopes are NOT supported in the isotope distribution tab.
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