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Proteomics as a discipline has steadily matured over the past 25+ years. More recently, proteomics is
enjoying a renaissance of sorts with wide adoption and embrace of various methodologies that include
reagent-based profiling approaches (antibodies / aptamers-based profiling techniques) in addition to
mass spectrometry. Like all technologies, mass spectrometry based proteomics has been through it’s
own Gartner hype cycle over the past ~25 years. As LC-MS platforms and technologies have matured we
are certainly on the plateau of productivity and continue to rapidly build on the successes.
Even with this advances the discipline is still not quite as mature as genomics. There are still barriers
(technical, training & others) that curtail the wide adoption across the biological and biopharma
research continuum. However, the significant value proteomics investigations bring when performed
with appropriate rigor is undeniable.
The objective of this presentation is to share how transformative technological leaps in LC-MS and
robust deep learning data analytics pipelines when coupled with experimental scale / rigor provides a
vigorous framework to deliver “just-in-time” actionable insights to drug discovery & translational
research. The technological advances are awe inspiring in and of themselves. However, coupling these
advances to address complex questions and generate new hypotheses at the intersection of disease
pathophysiology & biopharma research brings into focus the indelible impact of proteomics.
Borrowing from the famous quote by Winston Churchill … “…but it is perhaps the end of the beginning”
of what is possible with Proteomics.
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