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PAK4 as a potential marker for poor response to immunotherapy in melanoma patients
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these same patient samples we followed up with spatial tissue Figure 2. Proteome profiling of 23 patient FFPE melanoma tumor samples using L oo . , , = ot o * o .30'00
analysis using a multiplexed immunofluorescence (mlF) platform to TrueDiscovery™ LC-MS technology resulted in quantification of close to 10,000 proteins. ~ Figure 6. A. Cell phenotypes are identified from biomarker staining patterns using Al-based . 1000 oAk 2000 8000 2004 PAKA
gain information on PAK4 mechanisms in melanoma patients Of these 76 proteins were changed significantly between non-responders and responders. classification algorithms. Cytotoxic, helper, and regulatory T cells are shown in magenta,

R yellow and white, respectively. B. Cells are assigned to either the tumor or stromal regions . . . L
treated with ICl therapy. . ' . . based on SOX10 staining. Infilirating T cells are shown on the left side of the image. C. Figure 9. Pearson correlation coefficients (r) and p-values (p) for densities inside the

PAKA4 is elevated in non-r65ponders Predicted functional PAK4 partners Neighbor analysis is used to quantify spatial relationships between nearby cells. Cyan tumor masks of PAK4+ cells and TAMs for responders and non-responders.
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Figure 1. For multiplexing two conjugated fluorescent anfibodies are applied per Ellcl g PIK NWASP intsgn Figure 8. Pearson correlation coefficients (r) and pvalues (p) for fotal densities of mechanisms of PAK4 are different in melanoma patients responding to ICl
round, followed by image acquisition of the stained slides. The dye is erased, 2 PAK4+ cells and T cells (A1+A2), TAMs (B1+B2), and MDSCs (C1+C2), for therapy.
enabling a subsequent round of staining. Table) 18-marker protein panel composition. Figure 5. Key roles and pathways of PAK4 in cancer. Created with BioRender.com. responders and non-responders.
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