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Important for determining staging and subsequent treatment of melanoma
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« Disseminated cancer cells from lymph node samples can be detected with the CD45 gp100 melanA

surface-marker independent Parsortix® system.
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« Enriched tumor cells are viable and therefore suited for downstream molecular 169 harvested cells were propagated DNA and RNA quality DNA and RNA quality NRAS exon 2 (p.G12C)
analysis or in vitro culture, opening new opportunities for translational research. 7 30-
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