Keck Lab Approach to Disease Marker Discovery Via Analysis of
Uninterpreted MALDI-MS Serum Profiles

Serum from 44 control Serum from 47 ovarian
patients1 cancer patients1
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Automatically desalt each sample (submitted in 96 well plate
format) using a Micromass MassPrep robot and C-18 Zip-
tips.
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Automated MALDI-MS on Micromass MALDI-R
instrument: 91,400 m/z vs intensity datapoints collected from
800 to 3,500 daltons.
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Baseline correction using a sliding window of 1000 data
points to bring all baselines to zero.
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Linearly normalize intensities in each spectrum to the overall
median for all control + case spectra in the training set.
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Filter out noise and all datapoints which fail to pass peak and
unique peptde ion criteria.
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Use a Random Forest Algorithm customized by Keck Biostatistics

Lab (B. Wu and H. Zhao) to identify
20-40 peptide markers whose intensities can be used to maximally
discriminate all case from control samples.

'Serum samples were from the NCI's National Ovarian Cancer Early Detection Program
at Northwestern U. and were obtained via Dr. David Fishman.




