52

papers

52

all docs

201674

3,657 27
citations h-index
52 52
docs citations times ranked

175258
52

g-index

7051

citing authors



10

12

14

16

18

AGNIESZKA

ARTICLE IF CITATIONS

Unique gastrointestinal stromal tumor with PDGFRA D842Y mutationd€”evaluation of in vivo

sensitivity to imatinib. Memo - Magazine of European Medical Oncology, 2021, 14, 208-213.

The utility of fluorescence in situ hybridization (FISH) in determining DNA damage-inducible transcript
3 (DDIT3) amplification in dedifferentiated liposarcomas 4€“ an important diagnostic pitfall. Pathology 2.3 4
Research and Practice, 2021, 225, 153555.

Clinical importance of <i>FANCD2, BRIP1, BRCA1, BRCA2<[i> and <i>FANCF<[i> expression in ovarian
carcinomas. Cancer Biology and Therapy, 2019, 20, 843-854.
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Adult body mass index and risk of ovarian cancer by subtype: a Mendelian randomization study.
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Unsupervised analysis reveals two molecular subgroups of serous ovarian cancer with distinct gene
expression profiles and survival. Journal of Cancer Research and Clinical Oncology, 2016, 142, 2.5 30
1239-1252.
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Association of vitamin D levels and risk of ovarian cancer: a Mendelian randomization study.
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Assessment of variation in immunosuppressive pathway genes reveals TGFBR2 to be associated with
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Inherited variants affecting RNA editing may contribute to ovarian cancer susceptibility: results from
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