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Introduction GeoMx Spatial Proteogenomic Workflow

Spatial Performance on Colorectal Cancer

The GeoMx ® DSP enables spatially resolved, high-plex digital quantitation of proteins (= 100-plex) and RNA
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_ N _ - GeoMx Spatial Proteogenomic Workflow enables multiomodal omic profiling on a single slide. The assay takes 4 days, from slide prep to data analysis, to complete and is Spatial resolution of distinct tumor or immune RNA
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of both RNA and protein from the area of interest (AOI) on a FFPE tissue section [4]. Here we describe the Assessment of spatial proteogenomic performance versus the respective RNA and Protein control on cell lines. Proteogenomic RNA and Protein targets above
technical development and performance of the Spatial Proteogenomic Workflow on cell pellet array (CPA) A 11-cell pellet array (CPA) was stained with GeoMx CTA under and 6 stacked GeoMx Human Protein Module for NGS (59-plex) under Proteogenomic and standard workflow background in (E) immune and (F) tumor. Hierarchical
and various tissues using a high plex GeoMx Protein Assay and either the GeoMx Cancer Transcriptome Atlas conditions. (A) Cell line to cell line comparison of Protein Control to proteogenomic protein data. (B) Target to target comparison of Protein Control to proteogenomic protein clustering analysis was revealed distinct patterns of
(GeoMx CTA) or GeoMx Human Whole Transcriptome Atlas (GeoMx Hu WTA). data. (C) Cell line to cell line comparison of GeoMx Hu WTA data from RNA Control and proteogenomic workflow to entire CCLE RNAseq dataset [5]. Comparison of protein correlation (red arrows) and anticorrelation (blue
targets to respective GeoMx Hu WTA RNA target using the (D) Proteogenomic Workflow and (E) multiomic. arrows).
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Impact of varying ProK concentrations

Performance on Non-small cell lung cancer (NSCLC)

The impact of varying concentration of ProK on analyte detection was carried out on 45-cell pellet array

(FFPE) pretreated under basic HIER conditions follow by proteolytic treatment. Samples were stained with Performance of proteogenomic workflow on non-small cell lung cancer (NSCLC). (A) FFPE sections of NSCLC were stained with A '(ra;':;'r; :"E": L
GeoMx Hu WTA followed by a 6 stacked GeoMx Human Protein Module for NGS (59-plex) under GeoMx Hu WTA , 6 stacked GeoMx Human Protein Module (59-plex) for NGS and antibodies against PanCK (cyan, tumor) and CD45 pycledr T .
Proteogenomic Workflow. (A) Pearson correlation on the log2 transformed SNR data between the (magenta, immune). ROIs of 100 um in diameter were matched across all slide conditions and tissue sections. The average number of 2 Eg’i:f.?mn 0
proteogenomic workflow and the single analyte controls along with the CCLE RNAseq database. Plots targets above the detection threshold for (B) protein and (C) genes targets for each region profiled by the single analyte Control or (o —
represents the number of (B) detectable protein targets and (C) true positive detectable RNA targets. Proteogenomic Workflow. (D) Comparison of RNA targets observed in both RNA and Proteogenomic Workflow. (E) ROl to ROI TFES 0
comparison of GeoMx Hu WTA data. Pearson R between log2 SNR transformed data for each ROl from the RNA Control slide were Tumor 5{%"
calculated against all the ROIs in the Proteogenomic slide. Unsupervised hierarchical clustering was performed on the R values (PaK") cots
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