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Transglutaminase 2. Cancer Research, 2021, 81, 2101-2115. :
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Features of increased malignancy in eosinophilic clear cell renal cell carcinoma. Journal of 45 13
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Recurring urothelial carcinomas show genomic rearrangements incompatible with a direct
relationship. Scientific Reports, 2020, 10, 19539.

The STRIPAK Complex Regulates Response to Chemotherapy Through p21 and p27. Frontiers in Cell and
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Localization and Regulation of Polymeric Ig Receptor in Healthy and Diseased Human Kidney. American 2.8 10
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Cell-Type-Specific Gene Programs of the Normal Human Nephron Define Kidney Cancer Subtypes. Cell
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CD44 Interacts with HIF-2[+ to Modulate the Hypoxic Phenotype of Perinecrotic and Perivascular Glioma 64 81
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Overexpression of Functional SLC6A3 in Clear Cell Renal Cell Carcinoma. Clinical Cancer Research,
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An integrated genomics analysis of epigenetic subtypes in human breast tumors links DNA methylation

patterns to chromatin states in normal mammary cells. Breast Cancer Research, 2016, 18, 27. 5:0 67

Intratumoral genome diversity parallels progression and predicts outcome in pediatric cancer. Nature

Communications, 2015, 6, 6125.

Individual patient risk stratification of high-risk neuroblastomas using a two-gene score suited for

clinical use. International Journal of Cancer, 2015, 137, 868-877. 51 o
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Integrative epigenomic analysis of differential DNA methylation in urothelial carcinoma. Genome
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Direct regulation of GAS6/AXL signaling by HIF promotes renal metastasis through SRC and MET.
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Evidence for a morphologically distinct and functionally robust cell type in the proximal tubules of

human Ridney. Human Pathology, 2014, 45, 382-393.
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DNA methylation analyses of urothelial carcinoma reveal distinct epigenetic subtypes and an
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Integrated Genomic and Gene Expression Profiling Identifies Two Major Genomic Circuits in
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Genetic bottlenecks and the hazardous game of population reduction in cell line based research.
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Combined Gene Expression and Genomic Profiling Define Two Intrinsic Molecular Subtypes of
Urothelial Carcinoma and Gene Signatures for Molecular Grading and Outcome. Cancer Research, 0.9 262
2010, 70, 3463-3472.



38

40

42

44

DAVID LINDGREN

ARTICLE IF CITATIONS

MiRNA expression in urothelial carcinomas: Important roles of miRd€40a, miR4€222, miR4€425b, miRa€y and

miR&€452 for tumor stage and metastasis, and frequent homozygous losses of miRa€31. International
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