Performance verification of a plasma-based PD-L1 test that reliably measures mRNA expression from patients with NCSLC
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Specimens: Tissue and blood specimens were purchased from a commercial biobank for this study
(Indivumed, GmbH, Germany).

Figure 2. Histopathological Evaluation for Donor Cases. Samples were collected from five individual donors
previously diagnosed with NSCLC. H&E staining and isotype-matched mouse IgG IHC results are shown in (A) 180

Histopathology and Image Capture: Tumor content was estimated using H&E-stained sections. _ _ _ ~ _
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Immunohistochemistry (IHC) of five formalin-fixed paraffin-embedded (FFPE) NSCLC samples was performed. m Plasma mRNA copies
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