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Mass spectrometry Is a highly sensitive approach for the identification, characterization and quantification of biomolecules which include proteins, lipids and other small
molecule metabolites with functions in biological systems. In order to facilitate such analyses, BLISc has set up a mass spectrometry facility in the areas of proteomics,
metabolomics and lipidomics. We present the capabilities of these facilities as well as the applications of these in science performed at BLISc.

Training Program for internal users: MS Facility conducts user ship training program for BLiSc students/ Post Docs on Quarterly:.
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The proteomics unit at mass spectrometry facility provides scientific and technical support to various academic and non-academic Targeted (Absolute Quantification) and Untargeted (Relative Quantification) metabolomics are the commonly employed strategies for study of
Institutions across the country. Currently, the facility comprises of Thermo Scientific Orbitrap Fusion Tribrid mass spectrometer coupled metabolites in the biological systems.
with Thermo Easy nLC 1200 at NCBS and Sciex Zeno TOF 7600 coupled with Acuity UPLC at InStem.
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. S L Regular training and workshops for both NCBS students and external students are conducted on a regular basis for capacity building
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