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2. Test the performance of these methods with simulated data by comparing them to
more conventional methods (True Positive Rate, ...). Example: limma vs aov

3. Development and integration of code in “JR (language in which ProStaR is
developed)
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4. Preservation of steps at the pre-processing level. Hypothesis
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e Case study: Non Alcoholic SteatoHepatitis (NASH)

It is a progressive disease affecting the liver, which
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develops in 5 successive stages.
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_____________ University Hospital of Grenoble Interdisciplinary thesis work: bring together
Healthy liver NAFL NAFL i NASH NASH Cirrhosis Medicine, Biology, Informatics and Statistics to
| o Cohort of 160 patients answer a complex question.

* 127 biological parameters measured but Contribution to Proteomics in terms of:

INASY 21 B

steatosis stea:osis i steatosis steatosis our WOI’k fOCUSES one Of these: d -
Inflammatlon: hep;tocyte fIbI’OSIS the SAF score ® ata prOCESSIIHg |
o [ it categorizes patients according to 3 key e software engineering
Fat accumulation parameters:
- | | Steatosis Contribution to biomedical research
Biopsy is the only reliable method to determine at Activity o Search for new potential biomarkers now
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BUT it is a heavy and risky operation Our goal is to be able to categorize the (NASH LIFE project,...) and in the future.
patients in the same way as the SAF score, by

Replace it with a blood sample \\~ using identified and quantified biomarkers.

and find biomarkers using proteomics @
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