Helicase-like Transcription Factor (HLTF) expression
in Non Small Cell Lung Cancer (NSCLC) is associated with a poor prognosis.
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Alterations in HLTF expression have shown a clinical relevance in various types of cancer. Our aim is to assess the expression of
wild-type (WT) and spliced forms (I121R) of HLTF mRNA in a cohort of 171 patients with resected stage I-1l NSCLC.
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