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Introduction Results (Protein Assay QC) Results (Exploratory Analysis)
In the preclinical space of cancer drug discovery, multi- Proteomic Profiles Show High Reproducibility Across Duplicate Overall, proteomics profiles, consistent with transcriptomics data, separated hematological from  Analysis of the top 10% most variable genes in both mRNA and proteomics datasets
omics characterization of cancer models is essential for Samples. PCA analysis demonstrates that replicates cluster together solid tumor cell lines and further distinguished tumor origins within the solid tumor group. revealed that transcriptomics measurements exhibit extensive variability, producing
. . . . : L : : : . : . heatmaps with strong contrast; in opposite, proteomics measurements, with many
model selection, understanding mechanisms of action, and showing their similar protein profiles. Euclidean distance analysis confirmed : ; : . .
. . . . o . undetected proteins, yield heatmaps with reduced contrast and uniformity.
early biomarker discovery. numerically high similarity between duplicates. . . . . .
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