[bookmark: _GoBack]Machine Learning to Proteomics Data: Classification and Biomarker Identification 
Sujata Dash, PhD, North Orissa University, India


T Furuta et al., J Pai n Relief 2016, 5:3(Suppl) http://dx.doi.org/10.4172/2167-0846.C1.006
International Conference on
Fibromyalgia and Chronic Pain (June 15-16, 2016   Philadelphia, USA)


J Pain Relief
ISSN: 2167-0846 JPAR an open access journa
Fibromyalgia 2016
June 15-16, 2016
Volume 5, Issue 3(Suppl)
Page 40

Abstract (300 word limit)
Proteomic profiling is applied to identify biomarkers relevant for molecular diagnostic or prognostic purposes. Technologies for high-throughput mass spectrometry (MS) are experiencing a substantial growth and diffusion, giving researchers the opportunity not only to face new biological questions but also to improve the techniques used at different steps of the profiling process. Mass spectrometry is an analytical technique for the characterization of biological samples and is increasingly used in omics studies because of its targeted, non-targeted, and high throughput abilities. First, a growing number of both matrix-assisted laser desorption/ionization (MALDI) and surface-enhanced laser desorption/ionization (SELDI) datasets are publicly accessible. Secondly, machine learning has been applied to mass spectrometry data from different biological disciplines, particularly for various cancers. The aims of such investigations have been to identify biomarkers and to aid in diagnosis, prognosis, and treatment of specific diseases. This lecture focuses on how machine learning has been applied to proteomics tandem mass spectrometry data. This includes how it can be used to identify proteins suitable for use as biomarkers of disease and for classification of samples into disease or treatment groups, which may be applicable for diagnostics. 
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