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relative infensity

Deconvolution

190.1

Step 1: assume 190.1 = mass/charge
379.2 = mass/charge
Step 2: assume the two peaks are related

3792 190.1 = m/(z+1)

379.2=m/z

Step 3: solve m and z

miz
m=378.2, z=1
Charge state Calculation Unprotonated mass
+1 (379.2-1)*1 378.2
+2 (190.1-1)*2 378.2
average 378.2
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Multiple-charged ESI spectra
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otep 1: Enzyme digestion or chemical fragmentation

Protein
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Reduction / Alkylation
Tryptic Digest
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Every protein generate a set of unique peptides



Step 2: Mass spectrometry analysis
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Peptide Mixtures

Peptide Mass Lists
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% Intensity Extraction, clean up
R Mass Spectrometry Analysis
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I Mass Spectrum
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Step 3: Database match
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Step 4. MS match to Database

A unigue list % Intensity

Peptide Mass Lists |
for each protein in Database 600 miz 3uuui|

I Match ----

protein identification
Mass Spectrum
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C-terminal ions
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Peptide Fragmentation

Peptides consist of amino-acids
N-terminus arranged in a linear backbone.
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