49

papers

51

all docs

361413

1,780 20
citations h-index
51 51
docs citations times ranked

302126
39

g-index

3144

citing authors



10

12

14

16

18

m

ARTICLE IF CITATIONS
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receptor (<i>FGFR</i>) alterations in breast cancer. Cancer Research, 2022, 82, P3-08-02-P3-08-02. :
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Clinical, histopathologic, and molecular profiles of PRKAR1A-inactivated melanocytic neoplasms.
Journal of the American Academy of Dermatology, 2021, 84, 1069-1071.

Comprehensive Genomic Profiling of Carcinoma of Unknown Primary Origin: Retrospective Molecular a7 39
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Case Report: Multiple Chromosomal Translocations Including Novel CIITA-CREBBP Fusion and
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Study. Cancers, 2021, 13, 3312. :

Prediction and characterization of diffuse large B-cell lymphoma cell-of-origin subtypes using
targeted sequencing. Future Oncology, 2021, 17, 4171-4183.

Abstract 2233: Landscape of driver mutations in MAPK/PI3K/AKT signaling pathways reveals insights into
therapeutic targeting strategies. , 2021, , .

Contrasting genomic profiles from metastatic sites, primary tumors, and liquid biopsies of advanced

prostate cancer. Cancer, 2021, 127, 4557-4564.

Novel somatic alterations in unicentric and idiopathic multicentric Castleman disease. European 99 4
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Genomic profiling of solid tumors harboring BRD4-NUT and response to immune checkpoint
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Tumor Mutational Burden as a Predictive Biomarker for Response to Immune Checkpoint Inhibitors: A
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Genomic Instability as Measured by Genome-Wide Loss of Heterozygosity. JCO Precision Oncology, 3.0 108
2020, 4, 442-465.

The genomic landscape of metastatic breast cancer: Insights from 11,000 tumors. PLoS ONE, 2020, 15,
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Melanoma with in-frame deletion of MAP2K1: a distinct molecular subtype of cutaneous melanoma
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Pan-sarcoma genomic analysis of KMT2A rearrangements reveals distinct subtypes defined by
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Durable Complete Response With Immune Checkpoint Inhibitor in Breast Cancer With High Tumor
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