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Myeloid malignancies with 5q and 7q deletions are associated with extreme genomic complexity,
biallelic TP53 variants, and very poor prognosis. Blood Cancer Journal, 2021, 11, 18.

Re: Stanley Weng, Renzo G. DiNatale, Andrew Silagy, et al. The Clinicopathologic and Molecular
Landscape of Clear Cell Papillary Renal Cell Carcinoma: Implications in Diagnosis and Management. Eur 1.9 2
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Lymphoid blast transformation in an MPN with <i>BCRJAK2<[i> treated with ruxolitinib: putative
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Assessment of Risk of Hereditary Predisposition in Patients With Melanoma and/or Mesothelioma and 5.9 4
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Clinical utility of fluorescence in situ hybridizationa€based diagnosis of <i>BCR&EABL1</i> like
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Journal of Hematology, 2020, 95, E68-E72.

Identification of a Novel Homozygous Multi-Exon Duplication in <i>RYR2<[i> Among Children With

Exertion-Related Unexplained Sudden Deaths in the Amish Community. JAMA Cardiology, 2020, 5, 340. 61 17

Secondary acquisition of BCR-ABL1 fusion in de novo GATA2-MECOM positive acute myeloid leukemia
with subsequent emergence of a rare KMT2A-ASXL2 fusion. Cancer Genetics, 2020, 241, 67-71.

Characterization of a cryptic PML-RARA fusion by mate-pair sequencing in a case of acute
promﬁelocytic leukemia with a normal karyotype and negative RARA FISH studies. Leukemia and 1.3 7
Lymphoma, 2020, 61, 975-978.

Integrated genomic analysis using chromosomal microarray, fluorescence in situ hybridization and
mate pair analyses: Characterization of a cryptic t(9;22)(p24.1;q11.2)/BCR-JAK2 in myeloid/lymphoid
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Collaborative, Multidisciplinary Evaluation of Cancer Variants Through Virtual Molecular Tumor

Boards Informs Local Clinical Practices. JCO Clinical Cancer Informatics, 2020, 4, 602-613. 21 26

Limited diagnostic impact of duplications &It;1 Mb of uncertain clinical significance: a 10-year
retrospective analysis of reporting practices at the Mayo Clinic. Genetics in Medicine, 2020, 22,
2120-2124.

Characterizing false-positive fluorescence in situ hybridization results by mate-pair sequencing in a
patient with chronic myeloid leukemia and progression to myeloid blast crisis. Cancer Genetics, 2020, 0.4 6
243, 48-51.

IGH rearrangement in myeloid neoplasms. Haematologica, 2020, 105, e315-e317.

Cryptic and atypical <scp>KMT2A3€USP2</scp> and <scp>KMT2AG€USP8<[scp> rearrangements identified by
mate pair sequencing in infant and childhood leukemia. Genes Chromosomes and Cancer, 2020, 59, 2.8 7
422-427.

Evidence-based review of genomic aberrations in B-lymphoblastic leukemia/lymphoma: Report from the
cancer genomics consortium working group for lymphoblastic leukemia. Cancer Genetics, 2020, 243,
52-72.

Clinical Value of Next Generation Sequencing in the Detection of Recurring Structural

Rearrangements and Copy Number Abnormalities in Acute Myeloid Leukemia. Blood, 2020, 136, 21-22. 14 0

Cryptic ETV64a€“PDGFRB fusion in a highly complex rearrangement of chromosomes 1, 5, and 12 due to a

chromothripsis-like event in a myelodysplastic syndrome/myeloproliferative neoplasm. Leukemia and
Lymphoma, 2019, 60, 1304-1307.

8. Mate pair sequencing characterization of 5q/7q co-deleted acute myeloid leukemia: a prospective

study to discover novel co-abnormalities in complex karyotypes. Cancer Genetics, 2019, 233-234, S4. 04 0
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13. NGS-based detection of translocations in plasma cell myeloma. Cancer Genetics, 2019, 233-234, S5-S6.

Characterization of a t(1;2)(p36;p21) involving the PRDM16 gene region by mate-pair sequencing (MPseq)
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Characterization of a cryptic KMT2AJAFF1 gene fusion by mate-pair sequencing (MPseq) in a young adult
with newly diagnosed B-lymphoblastic leukemia. Journal of Hematopathology, 2019, 12, 99-104.

Elucidating a false-negative <i>MYC«/[i> break-apart fluorescence in situ hybridization probe study by
next-generation sequencing in a patient with high-grade B-cell ymphoma with <i>IGH/MYC«[i> and
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Detection of a cryptic NUP214/ABL1 gene fusion by mate-pair sequencing (MPseq) in a newly diagnosed
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RNA sequencing identifies a novel <i>USPIXa€USP6<[i> promoter swap gene fusion in a primary
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Acute leukemias harboring <i>KMT2A/MLLT10«</i> fusion: a 10&€year experience from a single genomics
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Characterization of a cryptic IGH/CCND1 rearrangement in a case of mantle cell lymphoma with
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Mate pair sequencing outperforms fluorescence in situ hybridization in the genomic characterization
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Constitutional chromosome rearrangements that mimic the 2017 world health organization &€ceacute
myeloid leukemia with recurrent genetic abnormalitiesa€: A study of three cases and review of the 0.4 8
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Use of mate-pair sequencing to characterize a complex cryptic BCR/ABL1 rearrangement observed in a
newly diagnosed case of chronic myeloid leukemia. Human Pathology, 2019, 89, 109-114.

Mate pair sequencing improves detection of genomic abnormalities in acute myeloid leukemia.
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Differentiating between Hyperdiploidy and Pseudo-Hyperdiploidy in B-Lymphoblastic Leukemia Utilizing
Low-Coverage Mate-Pair Sequencing. Blood, 2019, 134, 5212-5212.

SVAtools for junction detection of genome-wide chromosomal rearrangements by mate-pair
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Use of Mate-Pair Sequencing (MPseq) to Elucidate a Complex BCR-ABL1 Rearrangement Observed in a
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12. Mate pair sequencing: Unveiling underappreciated complexity and providing clarity to the
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1. Clinical utility of mate pair sequencing to detect diagnostic and prognostic chromosomal
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