Alla Kloss et al., J Anal Bioanal Tech 2015, 6:4
http://dx.doi.org/10.4172/2155-9872.S1.021

6th International Conference and Exhibition on

Analytical & Bioanalytical Techniques
September 01-03, 2015 Valencia, Spain

Development and implementation of metabolomics platform: Considerations for successful
discovery and validation of biomarkers
Alla Kloss, Sarah Gentry, Kristen Randall, Harvey Lieberman and Aharon Cohen
Sanofi, USA

A

s translational science approach to drug discovery and development is being broadly implemented in pharmaceutical industry
we are increasingly relying on metabolic biomarkers in all phases of the process, including target credentialing, proof of concept,
establishment of biomarkers based screens, in vivo studies, clinical studies and establishment of biomarker based diagnostics. In
cases when biomarkers are not known, metabolomics platform becomes an essential tool for holistic and unbiased interrogation of
thousands of metabolites and identification of metabolic biomarkers. Identification of biomarkers is based on global profiling using
chromatographic separation coupled with high resolution accurate mass spectrometric detection (HRAM). Processing of the data
is carried out using sophisticated peak picking software, statistical packages and working with data bases. Since there is no single
“of the shelf ” product enabling to carry out all the data processing steps for metabolomics, this is especially challenging. Exact
molecular mass information available in public data bases typically allows only for tentative identification of the biomarkers and
often results in multiple options which have to be evaluated in additional experiments. This is both expensive and time consuming.
In this presentation we will describe analytical platform for metabolomics established at AR&D / LGCR in Sanofi as a result of
multiple applications and cross-departmental collaborations. We will discuss considerations for development of methodology for
sample preparation and analysis using LC-HRAM, as well as approach for construction of an in-house metabolomics data base and
demonstrate our data processing approach based on trends and correlation analysis allowing for identification of phenotype-linked
biomarkers with much reduced effort.
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