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Expand your studies across
multiple omes with
NGS-based proteomics

lllumina, a global leader in next-generation
sequencing (NGS), has partnered with
Standard BioTools, an industry leader in
high-plex proteomics, to enable multiomic
insights and a look into the proteome

Why proteomics?

Proteins play a functional role in human The dynamic nature of
protein expression explains

plology, reflecting a real-time snapshot how the phenotype
into health states. Because of their close changes in response to

roximi he expr hen various conditions
bro . ty to the expressed phenotypes, Key proteins circulate
proteins can be useful and relevant to un- in blood and other
derstanding a wide group of diseases and fluids for easy
drug mechanisms. sampling

Introducing lllumina Protein Prep, an NGS-based proteomics solution combining SOMAmer
technology with trusted Illumina sequencing and DRAGEN™ secondary analysis.
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Automated SOMAmer-based Scalable sequencing with the Integrated proteomic data analysis using
proteomics assay and lllumina NovaSeq™ 6000 and DRAGEN pipelines and lllumina Connected
library prep NovaSeq X Systems Analytics for deeper biological insights
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lllumina Protein Prep solution is highly consistent, reproducible,
and reliable across sample types
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Correlation coefficient
4,456 & 3,450
5,885 & 5,116

6,296 & 5,913

The lllumina Protein Prep solution powered by SOMAmer technology produces highly concordant data with the SomaScan microarray

assay across different protein abundance groups in plasma and serum.
M Primary validation of all SOMAmer reagents (7524)
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Reliable and highly reproducible data—The scatter plot shows high Powered by highly reliable SOMAmer technology,
correlation of signal/background between test sites when automating [llumina Protein Prep solution provides provides the
the lllumina Protein Prep solution, contributing to lower batch-to-batch largest orthogonally validated NGS-based panel on
variability typically associated with an aptamer-based approach. the market.

Get early access to lllumina Protein Prep through our trusted service sites
US: Translational Genomics Research Institute (TGen), Washington University
CA: McGill University
EU: Promocure Biotech

1.800.809.4566 toll-free (US) | +1.858.202.4566 tel | techsupport@illumina.com
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https://www.illumina.com/products/by-type/sequencing-kits/library-prep-kits/protein-prep.html?media=9087022&utm_medium=other_campaigns&catt=other_campaigns_Print
https://www.tgen.org/research/somamer-plasma-proteomics/
https://research.wustl.edu/core-facilities/genome-technology-access-center/
https://www.mcgillgenomecentre.ca
https://proteomics.procomcure.com

