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PROTEOMIC SERVICE PLATFORMS Mass Spectrometry  Biomarker discovery and validation
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MASS MULTIPLEXED PROTEOGENOMICS MULTI-OMIC biomarker detection and validation, protein-protein interaction studies, expression of peptide variants, and PTM
SPECTROMETRY IMMUNOASSAYS STUDIES analyses. o P h enot iC screen | n
— — — —_— E" a DIA b DDA ¢ DIA - Quantifiable proteins yp g
= - - =
Targeted and Robust Deep unbiased Integrated NGS, cell - a7 e o - . s )
untargeted mass immunoassays that proteogenomics biology, and 1 /' o 1 = = - ® POSt-tl'a ns I atlona I mo dIfIC atIOn
spectrometry with a deliver unmatched through integration pathology services wEm ,‘ = - i = i
wide range of coverage and of proteomic and with expert ~+ / — —_— I — o ; : 7 : :
workflow options reproducibility genomic services bioinformatic > 22} e SN FAGIA B denci] — R . P rotein com p Iex ana Iys IS
support Protein digest Evosep tips EvosepOne-ZenoTOF7600 N . o ) . )
§ a. The number of protein groups identified in HeLa and k562 using DIA. b. The number of protein groups identified in HeLa
&N and K562 u'sinzgl)?DA. c. i:hepﬂ:mber: ZV quantifiable proteins, those having a coefficient of variation across replicate
intensities of < 20%, using the method.
DIA-NN (DIA)
. /) % - Immunoassays
Z \,, * N from mouse brain,
g - 3) - = ) . . X v Oxytocin signaling pathway . . . .
REPR(&;BIL"Y e e cusE/Emou _— Phosphoproteomics analysis boosts understanding of disease 7 Suemetericomapee Olink® Proximity Extension Assay
state, cell signaling, and cellular response to exogenous therapeutics. 7 Dopaminergic synapse . . . .
DLS offers services for untargeted, global phosphoproteomics Explore 3072 is a high-throughput protein biomarker discovery platform.
analysis as well as targeted analysis. MW : The higiily multiplexeq assay measures 3Q00 proteins with highly s_peciﬂc,
L o satay dual-antibody recognition. Using only microliters of sample, this high
¥ Spliceosome Toal number of prosphopeptices aiant throughput assay can power large-scale proteomics studies with relative
¥ AMPK signaling pathway shaded regions in the bar graph) and : .
v Viral carcinogenesis corresponding proteins (dark shaded regions) quantltatlon.

identified in mouse brain and human
hepatocytes using Oneomics.

Target leverages the sensitivity of Explore for focused biomarker studies. These assays
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Alternative Matrices: The engineered nanoparticles can provide selective and specific enrichment from a variety of ~ technology, which uses signal amplification for the measurement of RNA transcripts.
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Project. Deustch et al. J Proteome (2021.)
Panel (C) shows the overlap of proteins
identified by the Proteograph and in neat DBS
alone. This shows the power of the
Proteograph to perform deep proteomics on
alternative matrices.
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