58

papers

59

all docs

126907

9,247 33
citations h-index
59 59
docs citations times ranked

144013
57

g-index

12365

citing authors



10

12

14

16

18

ARTICLE IF CITATIONS

Exome sequencing of hepatocellular carcinomas identifies new mutational signatures and potential
therapeutic targets. Nature Genetics, 2015, 47, 505-511.

Integrated analysis of somatic mutations and focal copy-number changes identifies key genes and

pathways in hepatocellular carcinoma. Nature Genetics, 2012, 44, 694-698. 214 1,229

MicroRNA profiling in hepatocellular tumors is associated with clinical features and
oncogeneftumor suppressor gene mutations. Hepatology, 2008, 47, 1955-1963.

Hepatocellular adenoma subtype classification using molecular markers and immunohistochemistry. 73 554
Hepatology, 2007, 46, 740-748. )

Histological subtypes of hepatocellular carcinoma are related to gene mutations and molecular
tumour classification. Journal of Hepatology, 2017, 67, 727-738.

Frequent in-frame somatic deletions activate gp130 in inflammatory hepatocellular tumours. Nature,

2009, 457, 200-204. 27.8 437

Hepatocellular adenoma management and phenotypic classification: The Bordeaux experience.
Hepatology, 2009, 50, 481-489.

Recurrent AAV2-related insertional mutagenesis in human hepatocellular carcinomas. Nature 914 387
Genetics, 2015, 47, 1187-1193. )

GNAS-activating mutations define a rare subgroup of inflammatory liver tumors characterized by
STAT3 activation. Journal of Hepatology, 2012, 56, 184-191.

A Hepatocellular Carcinoma 5-Gene Score Associated With Survival of Patients After Liver Resection. 13 302
Gastroenterology, 2013, 145, 176-187. )

Molecular Classification of Hepatocellular Adenoma AssociatesAWith Risk Factors, Bleeding, and
Malignant Transformation. Gastroenterology, 2017, 152, 880-894.e6.

Molecular Subtypes of Clear Cell Renal Cell Carcinoma Are Associated with Sunitinib Response in the

Metastatic Setting. Clinical Cancer Research, 2015, 21, 1329-1339. 7.0 250

Genomic Profiling of Hepatocellular Adenomas Reveals Recurrent FRK-Activating Mutations and the
Mechanisms of Malignant Transformation. Cancer Cell, 2014, 25, 428-441.

Mutational signatures reveal the dynamic interplay of risk factors and cellular processes during

liver tumorigenesis. Nature Communications, 2017, 8, 1315. 12.8 228

Genotypea€phenotype correlation of CTNNB1 mutations reveals different AYa€eatenin activity associated
with liver tumor progression. Hepatology, 2016, 64, 2047-2061.

Somatic mutations activating STAT3 in human inflammatory hepatocellular adenomas. Journal of 85 218
Experimental Medicine, 2011, 208, 1359-1366. ’

Analysis of Liver Cancer Cell Lines Identifies Agents With Likely Efficacy Against Hepatocellular

Carcinoma and Markers of Response. Gastroenterology, 2019, 157, 760-776.

Clinical Impact of Genomic Diversity From Early to Advanced Hepatocellular Carcinoma. Hepatology,

2020, 71, 164-182. 7.3 129



20

22

24

26

28

30

32

34

36

GABRIELLE COUCHY

ARTICLE IF CITATIONS

Cyclin A2[E1 activation defines a hepatocellular carcinoma subclass with a rearrangement signature
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