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Circulating Levels of Insulin-like Growth Factor 1 and Insulin-like Growth Factor Binding Protein 3
Associate With Risk of Colorectal Cancer Based on Serologic and Mendelian Randomization Analyses. 1.3 90
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Genetic determinants of telomere length and risk of pancreatic cancer: A PANDoRA study. 51 36
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Single Nucleotide Polymorphisms within Interferon Signaling Pathway Genes Are Associated with
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Relationship of telomere length in colorectal cancer patients with cancer phenotype and patient 64 28
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Base excision repair capacity as a determinant of prognosis and therapy response in colon cancer

patients. DNA Repair, 2018, 72, 77-85.

Interactions of DNA repair gene variants modulate chromosomal aberrations in healthy subjects. 0.8 24
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Polymorphisms in microRNA binding sites of mucin genes as predictors of clinical outcome in
colorectal cancer patients. Carcinogenesis, 2017, 38, 28-39.

Ganoderma Lucidum induces oxidative DNA damage and enhances the effect of 5-Fluorouracil in
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Genomewide association study on monoclonal gammopathy of unknown significance (MGUS).
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DNA and chromosomal damage in medical workers exposed to anaesthetic gases assessed by the
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survival. Scientific Reports, 2017, 7, 43812. :
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Non-Coding Polymorphisms in Nucleotide Binding Domain 1 in ABCC1 Gene Associate with Transcript
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Genotoxic and Cytotoxic Effects in Exfoliated Buccal and Nasal Cells of Chromium and Cobalt
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Associations between pancreatic expression quantitative traits and risk of pancreatic ductal
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