Proteomic Data processing workflow

Raw LC-MS Data
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Step A

Peptide* prediction
(identification and annotation
with protein name) of ion library
using biological reference
protein sequence set

Step D
Quantify each peptide’s
area under curve (AUC) for

MultiQuant” Software m

each sample.

Step E

Normalize each peptide AUC with sum of all
peptide AUCs for each sample

Step B
Generate records by combining information (RT,
m/z, charge, etc.) from ions with same prediction
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Step F
Filter for peptides with AUCs above baseline and
consistent RT across samples
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Step C
Pick high-quality peptides for quantification based
on information in the records

Step G
Select the peptide to represent protein

*Peptide refers to ion comprising an amino acid sequence with certain modification and charge, unless otherwise noted




