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1. Introduction 3. Ultrahigh-Plex Spatial Phenotyping of Human FFPE GBM Reveals High Degree of Cellular Heterogeneity

Glioblastoma Multiforme (GBM), the most prevalent and aggressive brain tumor In PhenoCode™ Discovery Panels "
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The Phenocycler®-Fusion 2.0 (PCF) workflow is compatible with a wide range of ATPAS, CS, LDHA, HK1, CytC, SDHA, CPTIA,
commercially available antibodies. Antibodies can also be customized via tagged to Olig-2, Iba-1, GFAP, GLUT-]

activated oligonucleotide barcodes that are complementary to existing antibody
panels. Following antibodies are titrated and tested for appropriate target
recognition, and then added to a panel. We routinely deploy panels with 100+
antibodies.
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PhenoCycler experiment. DNA-conjugated antibody Antibody Panel

The Phenocycler-Fusion workflow consists of iterative cycles of labelling, imaging
and removing fluorescent reporters. In each imaging cycle, three fluorescent
reporters are assayed to their corresponding barcode-conjugated antibodies and
Imaged via standard fluorescent optics. Thereafter, the three reporters are removed,
and a new cycle images additional reporters. The process is fully automated, and
data are acquired across whole slides at single-cell resolution.

Deep analysis of 59 proteins comprising immune, tumor, metabolism, vascular & neuronal landscapes of the human FFPE GBM tissues. The
antibody panel (top left) includes commercially available antibodies and antibodies customized via conjugation. Single Cell Spatial
Phenotyping of ~2.89 M cells in a single specimen (top right). Unsupervised clustering (Leiden) yielded a minimum of 16 cell phenotypes,
Including multiple immune and myeloid cell types. The heatmap shows a curated clustering dendrogram with all cell types summarized

" Reven-inage: and annotated. Certain cell types are shown. The colored boxes within each image corresponds to the cell phenotypes in the heatmap.
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development of new immunotherapies and identify potential glioma targets to kill tumor cells more effectively.

For Research Use Only

/\ Akoya Biosciences, Inc., 100 Campus Drive, 6" Floor, Marlborough 01752, MA USA (855) 896-8401
DUKE MOLECULAR

WWW.akovyabio.com
PHYSIOLOGY INSTITUTE

AKOYA

BIOSCIENCES®


http://www.akoyabio.com/

	Slide 1

