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Why proteomics?
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Why CSF?
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[ Sample preparation ]

Sample pooling
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Spiking of a control in each pool

Depletion of the 14 most abundant proteins

Protein digestion with trypsin

Peptide tagging
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[ POOLING OF ALL TAGGED SAMPLES ]
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Proteomics is a powerful tool for HAT CSF investigation

50 proteins have been highlighted as over-expressed in stage 2
patients and more than 50% of them are proteins involved in immune
response mechanisms

Three proteins have been already verified with promising results as
new potential staging markers

Next steps:
Verification by immunotechniques of other identified proteins

Validation of the best performing verified proteins on a larger cohort
(n=600)
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