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Nationwide prevalence of human papillomavirus infection and viral genotype distribution in 37 cities 9.9 135
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CD103+ tumor-infiltrating lymphocytes are tumor-reactive intraepithelial CD8+ T cells associated with
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Platinum-Based Chemotherapy Induces Methylation Changes in Blood DNA Associated with Overall
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Genome-wide DNA Methylation Profiling Reveals Methylation Markers Associated with 3q Gain for
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CD8I+12+ T cells that can be targeted for cancer immunotherapy. Oncotarget, 2016, 7, 75130-75144.
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grade 2/3. Clinical Epigenetics, 2016, 8, 29.

Studying platinum sensitivity and resistance in high-grade serous ovarian cancer: Different models

for different questions. Drug Resistance Updates, 2016, 24, 55-69. 14.4 52
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Treatment Regimen, Surgical Outcome, and T-cell Differentiation Influence Prognostic Benefit of

Tumor-Infiltrating Lymphocytes in High-Grade Serous Ovarian Cancer. Clinical Cancer Research, 2016,
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sensitivity in high-grade serous ovarian cancer. BMC Medicine, 2017, 15, 116.
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Host-cell DNA methylation patterns during high-risk HPV-induced carcinogenesis reveal a
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Low-dose triple drug combination targeting the PI3K/AKT/mTOR pathway and the MAPK pathway is an
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Markers of fibroblast-rich tumor stroma and perivascular cells in serous ovarian cancer: Inter- and
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Gene promoter methylation patterns throughout the process of cervical carcinogenesis. Cellular
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Functional validation of putative tumor suppressor gene <i>C130RF18</i> in cervical cancer by
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DNA methylation markers as a triage test for identification of cervical lesions in a high risk human
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The role of ATM and 53BP1 as predictive markers in cervical cancer. International Journal of Cancer,
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Integrative Kinome Profiling Identifies mTORC1/2 Inhibition as Treatment Strategy in Ovarian Clear Cell
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Re-expression of Selected Epigenetically Silenced Candidate Tumor Suppressor Genes in Cervical
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Genome-wide methylation profiling of ovarian cancer patient-derived xenografts treated with the
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A Complex Network of Tumor Microenvironment in Human High-Grade Serous Ovarian Cancer.
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Checkpoint kinase 2 (Chk2) supports sensitivity to platinum-based treatment in high grade serous

ovarian cancer. Gynecologic Oncology, 2014, 133, 591-598. 14 28



38

40

42

44

46

48

50

52

54

G B A WISMAN

ARTICLE IF CITATIONS
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DNA hypermethylation biomarkers to predict response to cisplatin treatment, radiotherapy or
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