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Surfaceome profiling revealed unique therapeutic vulnerabilities in transcriptional subtypes of small cell lung cancer (SCLC)
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Figure 3 — Surfaceome and CT antigens gene expression profiling associated with SCLC subtypes. Top candidates from exploratory screen

BaCkground Results of 3699 surfaceome genes for each SCLC subtype; Top candidates from exploratory screen of 210 CT antigens for each SCLC subtype.
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