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clinically useful predictive biomarkers, it is imperative
to take an approach that combines relevant content
with flexibility, speed, and throughput. We recently
introduced PhenoCode™ Signature Panels that offer

PhenoCode Signature Immune Profile Human Protein Panel

+1 Marker

480

Percent PD-L1+ M1 & M2 Macrophages

| seBéw{éd/hoUeq;j

researchers the ability to stain for multiple biomarkers ?m_ n
at single cell resolution on a single tissue In a scalable 7 ol

end-to-end automated workflow. The rapid nature of g.w o -

PhenoCode Signature Panels allows for multiple §-M2Macro%ha%ee ;e

panels to be used In succession to stratify response Sen §-°thef Phenotypes | § 5

and accuy rate|y evaluate the TME. PhenoCode Signature Immuno-Contexture Human Protein Panel ]Z> "Sample1 Sample2  Sample 3

6.2 PD-1 Immunostaining of NSCLC Reveals Differences in Cytotoxic T Cell Status
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PhenoCode Signature panels, powered by Akoya's novel barcode chemistry, provide an off-the-
shelf, flexible 6-plex immunofluorescence staining option that requires minimal optimization.
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