High Resolution Mapping of Immune Cell

Surface Protein Interactomics

Filip Karlsson’*, Michele Simonetti', Christina Galonska', Max Karlsson'!, Hanna van Ooijen’, Tomasz Kallas’, Divya Thiagarajan’, Maud Schweitzer’, Ludvig Larsson’, Vincent van Hoef', Pouria Tajvar!, Johan Dahlberg’, Florian De Temmerman?, Louise

PIXELGEN

TECHNOLOGIES

Leijonancker’, VanessaTrombin', Sylvain Geny’, Rikard Forlin3, Erika Negrini®, Stefan PetkoV', Lovisa Franzén', Jessica Bunz', Christine Moge', Henrik Everberg’, Petter Brodin®4°, Alvaro Martinez Barrio',and Simon Fredriksson'*

"Pixelgen Technologies AB, Stockholm, Sweden, 2 BioLizard nv, Ghent, Belgium, * Department of Women's and Children’s Health, Karolinska Institutet, 17165, Solna, Sweden,
4 Department of Immunology and Inflammation, Imperial College London, London, UK, 5 Medical Research Council, London Institute of Medical Sciences (LMS), Imperial College Hammersmith Campus,London, UK

WHY PROTEIN INTERACTOMICS OF SINGLE CELLS? RCA Linker
Protein X Linker Protein’Y
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%) IN-DEPTH DISEASE PROFILING WHAT DOES THE PIXELGEN PROXIOME KIT OFFER?

The Pixelgen Proxiome Kit, Immuno 155, enables nanoscale (~50 nm) single-cell protein interactomics. It supports processing of suspended
cells from various source e.g. PBMCs, bone marrow, cell lines, organoids, or frozen tissue. The method is built on a simple NGS prep protocol
and recuires no specialized instrumentation. Data is processed using open-source analysis pipelines and the output includes protein
clustering, colocalization, and abundance for each single cell. One kit supports 8 reactions, generating data for 1,000 cells per reaction.
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RESOLVING THE RAJI CELL SURFACE INTERACTOME
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Despite being downmodulated in SLE patients, the BCR-regulating protein CD21 displayed a higher Proximity Score as measured by 2
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enabeling single-cell protein interactomics.

e [t uncovers biomarkers, enables patient stratification, and sheds light on disease

Localization of CD3e and CD40 on a single mechanisms and drug-mode-of-actions.

T cell - tumor cell conjugate CAR cells, especially CD25+ PD-1+ cells,
displayed large degrees of trogocytosis » Designed for ease of use, it requires no specialized instrumentation, offering a
. ﬁD3e fie) ® ﬁD40 fie) folowing 24h of coculture. A large streamlined kit-and-software workflow for accessible, high-resolution analysis.
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