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* Tumor expression of PD-L1 (B7H1) is associated with a response to both anti-PD- . . . Immuno-Oncology (10) Tumor Infiltrating Lymphocytes (TIL)
L1 and anti-PD-1 therapy. Incidence of PD-L1 Expression Increases With Cancer Stage Danol Dol
¢ Agents that inhibit the PD']./PD'L]. interaction have been approved in melanoma The PD-L1 assay was run on archival FFPE sections from 9 normal |ung PD'L]., PD'LZ, B7.1, B7.2, B7H2, PD‘]., CTLA4, CD137, OX40, CD27,
and are in clinical trials for many other indications, including NSCLC. tissues, and 31 early staged (stage 1 and stage 2) and 8 advanced staged B7H3, B7H4, CD70, CD40, CD137L, |CD40L, VISTA, BTLA, CD160, LAG3,
* OncoPlexDx offers a quantitative PD-L1 assay to identify PD-L1 positive tumors (Stage 3) NSCLC tumors (Table 1). OX40L, IDO1, GAL9, HVEM TIM3, CD28, CD3, CD8
that might respond to anti-PD-1/PD-L1 therapy. o _ .
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Additionally, other protein pairs (Figure 1) that promote tumor survival through

immune-system evasion are being evaluated as druggable targets. w0 9 Personalized Prf)f"e of
e OncoplexDx is currently building an immuno-oncology panel to screen FFPE 3\;'30 c Tumor-T-cell biology
patient biopsies for expression of druggable immuno targets, which can be 3 20 z 20 Figure 5. Diagnostic panel to profile Tumor-TIL interaction. The panel can be
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Figure 4. PD-L1 protein expression in normal and NSCLC samples: Advanced
NSCLC patients are more likely to be PD-L1 positive compared to early stage
NSCLC patients.

*** Molecular diagnostics-based combination therapy (targeted therapy &
immunotherapy) is used to reduce toxicity and increase effectiveness.

** Only targeted proteomics (LT-SRM) can simultaneously quantify multiple
proteins in FFPE patient biopsies with limited tissue.

Abundance Level of PD-L1 Protein in Archival NSCLC tumors

Tumor cell Laser Liquid Tissue® SRM with Analysis and 400 - *+ Additional available assays that can help pair therapies are shown in table
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** Optimal quantitative peptides were identified using recombinant PD-L1, and the

assay was validated and characterized using 14 formalin fixed cancer cell lines FRalpha BRAF

and FFPE clinical tissue.
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