510 162,332 152 402

papers citations h-index g-index

533 198,899 15.5 9.33

ext. papers ext. citations avg, IF L-index



S

597

505

SEE

501

499

497

495

MARCO A MARRA

Paper IF Citations

Initial sequencing and analysis of the human genome. Nature, 2001, 409, 860-921

Comprehensive molecular portraits of human breast tumours. Nature, 2012, 490, 61-70 50.4 8025

Circos: an information aesthetic for comparative genomics. Genome Research, 2009, 19, 1639-45

Comprehensive molecular characterization of human colon and rectal cancer. Nature, 2012, 487, 330-7 50.4 5640

The Cancer Genome Atlas Pan-Cancer analysis project. Nature Genetics, 2013, 45, 1113-20

Integrative analysis of 111 reference human epigenomes. Nature, 2015, 518, 317-30 50.4 3849

Comprehensive molecular characterization of gastric adenocarcinoma. Nature, 2014, 513, 202-9

Comprehensive molecular profiling of lung adenocarcinoma. Nature, 2014, 511, 543-50 50.4 3310

Genomic and epigenomic landscapes of adult de novo acute myeloid leukemia. New England
Journal of Medicine, 2013, 368, 2059-74

The somatic genomic landscape of glioblastoma. Cel(, 2013, 155, 462-77 56.2 2900

Comprehensive genomic characterization of squamous cell lung cancers. Nature, 2012, 489, 519-25

Integrated genomic characterization of endometrial carcinoma. Nature, 2013, 497, 67-73 50.4 2800

Comprehensive genomic characterization of head and neck squamous cell carcinomas. Nature, 2015
,517,576-82

Comprehensive molecular characterization of clear cell renal cell carcinoma. Nature, 2013, 499,43-9 504 2184

Comprehensive molecular characterization of urothelial bladder carcinoma. Nature, 2014, 507, 315-22

Comprehensive, Integrative Genomic Analysis of Diffuse Lower-Grade Gliomas. New England
Journal of Medicine, 2015, 372, 2481-98 592

Genomic Classification of Cutaneous Melanoma. Cell, 2015, 161, 1681-96




(2007-2018)

493  The Immune Landscape of Cancer. /mmunity, 2018, 48, 812-830.e14 323 1754

The Molecular Taxonomy of Primary Prostate Cancer. Cell, 2015, 163, 1011-25

Genome sequence of the Brown Norway rat yields insights into mammalian evolution. Nature, 2004

49T 428, 493-521 o e

Integrated genomic characterization of papillary thyroid carcinoma. Cell, 2014, 159, 676-90

489 The Genome sequence of the SARS-associated coronavirus. Science, 2003, 300, 1399-404 333 1632

International network of cancer genome projects. Nature, 2010, 464, 993-8

3 Generation and initial analysis of more than 15,000 full-length human and mouse cDNA sequences. 1 ;
407 Proceedings of the National Academy of Sciences of the United States of America, 2002, 99, 16899-903 5 1457

The clonal and mutational evolution spectrum of primary triple-negative breast cancers. Nature,
2012, 486, 395-9

Conserved role of intragenic DNA methylation in regulating alternative promoters. Nature, 2010,
485 466, 253-7 S

The NIH Roadmap Epigenomics Mapping Consortium. Nature Biotechnology, 2010, 28, 1045-8

3 Somatic mutations altering EZH2 (Tyr641) in follicular and diffuse large B-cell lymphomas of 6
4°3 germinal-center origin. Nature Genetics, 2010, 42, 181-5 E

ARID1A mutations in endometriosis-associated ovarian carcinomas. New England Journal of
Medicine, 2010, 363, 1532-43

481  Frequent mutation of histone-modifying genes in non-Hodgkin lymphoma. Nature, 2011, 476, 298-303 s50.4 1180

Molecular Profiling Reveals Biologically Discrete Subsets and Pathways of Progression in Diffuse
Glioma. Cell, 2016, 164, 550-63

Comprehensive and Integrative Genomic Characterization of Hepatocellular Carcinoma. Cell, 2017,

479 169, 1327-1341.e23 562 1125

Oncogenic Signaling Pathways in The Cancer Genome Atlas. Cell, 2018, 173, 321-337.e10

477 The genome of the kinetoplastid parasite, Leishmania major. Science, 2005, 309, 436-42 333 1101

Genome-wide profiles of STAT1 DNA association using chromatin immunoprecipitation and

massively parallel sequencing. Nature Methods, 2007, 4, 651-7




MARCO A MARRA

An Integrated TCGA Pan-Cancer Clinical Data Resource to Drive High-Quality Survival Outcome

475 Analytics. Cell, 2018, 173, 400-416.e11 562 1072

Evolutionary and biomedical insights from the rhesus macaque genome. Science, 2007, 316, 222-34

473 Comprehensive Molecular Portraits of Invasive Lobular Breast Cancer. Cell, 2015, 163, 506-19 56.2 1055

Integrated genomic characterization of oesophageal carcinoma. Nature, 2017, 541, 169-175

471 Comprehensive Molecular Characterization of Muscle-Invasive Bladder Cancer. Cel, 2017, 171, 540-556.®%2 961

Multiplatform analysis of 12 cancer types reveals molecular classification within and across tissues
of origin. Cell, 2014, 158, 929-944

6 Mutational analysis reveals the origin and therapy-driven evolution of recurrent glioma. Science, .
459 2014, 343,189-193 333 912

Integrated Genomic Characterization of Pancreatic Ductal Adenocarcinoma. Cancer Cell, 2017, 32, 185-203.¢13896

6 Identification of functional elements and regulatory circuits by Drosophila modENCODE. Science, 3
457 2010, 330, 1787-97 333 892

Cell-of-Origin Patterns Dominate the Molecular Classification of 10,000 Tumors from 33 Types of
Cancer. Cell, 2018, 173, 291-304.e6

465 The genome of the sea urchin Strongylocentrotus purpuratus. Science, 2006, 314, 941-52 333 886

Applications of next-generation sequencing technologies in functional genomics. Genomics, 2008,
92, 255-64

6 Mutational evolution in a lobular breast tumour profiled at single nucleotide resolution. Nature, o 3
453 2009, 461, 809-13 504 ©°79

Application of massively parallel sequencing to microRNA profiling and discovery in human
embryonic stem cells. Genome Research, 2008, 18, 610-21

The genome sequence of taurine cattle: a window to ruminant biology and evolution. Science, 2009,
461 3745778 333 863

Comprehensive Characterization of Cancer Driver Genes and Mutations. Cell, 2018, 173, 371-385.e18

459 Pan-cancer analysis of whole genomes. Nature, 2020, 578, 82-93 50.4 840

Integrated genomic and molecular characterization of cervical cancer. Nature, 2017, 543, 378-384




(2011-2016)

Comprehensive Molecular Characterization of Papillary Renal-Cell Carcinoma. New England Journal .
457 of Medicine, 2016, 374, 135-45 592 753

The genetic landscape of high-risk neuroblastoma. Nature Genetics, 2013, 45, 279-84

455 De novo assembly and analysis of RNA-seq data. Nature Methods, 2010, 7, 909-12 21.6 701

The genome sequence of Caenorhabditis briggsae: a platform for comparative genomics. PLoS
Biology, 2003, 1, E45

Distinct patterns of somatic genome alterations in lung adenocarcinomas and squamous cell

453 carcinomas. Nature Genetics, 2016, 48, 607-16 363 613

Subgroup-specific structural variation across 1,000 medulloblastoma genomes. Nature, 2012, 488, 49-5650.4

The genome of the basidiomycetous yeast and human pathogen Cryptococcus neoformans. Science 3o
45T 2005,307, 1321-4 333 5

Genome of the marsupial Monodelphis domestica reveals innovation in non-coding sequences.
Nature, 2007, 447, 167-77

Comparison of sequencing-based methods to profile DNA methylation and identification of o
449 monoallelic epigenetic modifications. Nature Biotechnology, 2010, 28, 1097-105 44-5 57

Machine Learning Identifies Stemness Features Associated with Oncogenic Dedifferentiation. Cell,
2018, 173, 338-354.e15

Mutation of FOXL2 in granulosa-cell tumors of the ovary. New England Journal of Medicine, 2009,
447 360, 2719-29 592 551

Atiling resolution DNA microarray with complete coverage of the human genome. Nature Genetics,
2004, 36, 299-303

445 The somatic genomic landscape of chromophobe renal cell carcinoma. Cancer Cell, 2014, 26,319-330  24.3 521

Genetic alterations activating kinase and cytokine receptor signaling in high-risk acute
lymphoblastic leukemia. Cancer Cell, 2012, 22, 153-66

The complete genome of Rhodococcus sp. RHA1 provides insights into a catabolic powerhouse. 1 L
443 Proceedings of the National Academy of Sciences of the United States of America, 2006, 103, 15582-7 S5 515

Identification of miR-145 and miR-146a as mediators of the 5g- syndrome phenotype. Nature
Medicine, 2010, 16, 49-58

441 The whole-genome landscape of medulloblastoma subtypes. Nature, 2017, 547, 311-317 50.4 472

MHC class Il transactivator CIITA is a recurrent gene fusion partner in lymphoid cancers. Nature,

2011, 471, 377-81




MARCO A MARRA

Somatic mutations at EZH2 Y641 act dominantly through a mechanism of selectively altered PRC2 s 3
439 catalytic activity, to increase H3K27 trimethylation. Blood, 2011, 117, 2451-9 245

Dynamics of genomic clones in breast cancer patient xenografts at single-cell resolution. Nature,
2015, 518, 422-6

Comprehensive and Integrated Genomic Characterization of Adult Soft Tissue Sarcomas. Cell, 2017, 6
437 171,950-965.e28 502 451

deFuse: an algorithm for gene fusion discovery in tumor RNA-Seq data. PLoS Computational Biology,
2011, 7,e1001138

Genomic and Molecular Landscape of DNA Damage Repair Deficiency across The Cancer Genome

435 Atlas. Cell Reports, 2018, 23, 239-254.e6 106 405

The status, quality, and expansion of the NIH full-length cDNA project: the Mammalian Gene
Collection (MGC). Genome Research, 2004, 14, 2121-7

Applications of new sequencing technologies for transcriptome analysis. Annual Review of
433 Genomics and Human Genetics, 2009, 10, 135-51 97 392

Integrative Analysis Identifies Four Molecular and Clinical Subsets in Uveal Melanoma. Cancer Cell,
2017, 32, 204-220.e15

431 Genetic definition and sequence analysis of Arabidopsis centromeres. Science, 1999, 286, 2468-74 333 381

Genomic and Functional Approaches to Understanding Cancer Aneuploidy. Cancer Cell, 2018, 33, 676-689.£3

Spatial Organization and Molecular Correlation of Tumor-Infiltrating Lymphocytes Using Deep

429 Learning on Pathology Images. Cell Reports, 2018, 23, 181-193.e7 106 366

High-throughput microfluidic single-cell RT-qPCR. Proceedings of the National Academy of Sciences
of the United States of America, 2011, 108, 13999-4004

427  High throughput fingerprint analysis of large-insert clones. Genome Research, 1997, 7, 1072-84 9.7 355

Comprehensive Molecular Characterization of Pheochromocytoma and Paraganglioma. Cancer Cell,
2017, 31, 181-193

425 Pathogenic Germline Variants in 10,389 Adult Cancers. Cell, 2018, 173, 355-370.e14 562 342

Recurrent somatic DICER1 mutations in nonepithelial ovarian cancers. New England Journal of
Medicine, 2012, 366, 234-42

Comprehensive Analysis of Alternative Splicing Across Tumors from 8,705 Patients. Cancer Cell,
423 2018, 34,211-224.66 243 327

De novo transcriptome assembly with ABySS. Bioinformatics, 2009, 25, 2872-7




(2014-2016)

421 Comprehensive Pan-Genomic Characterization of Adrenocortical Carcinoma. Cancer Cell, 2016, 29, 723-7363 324

Profiling the HelLa S3 transcriptome using randomly primed cDNA and massively parallel short-read
sequencing. BioTechniques, 2008, 45, 81-94

Scalable Open Science Approach for Mutation Calling of Tumor Exomes Using Multiple Genomic 106
419 Pipelines. Cell Systems, 2018, 6, 271-281.e7 06 320

ATR-X syndrome protein targets tandem repeats and influences allele-specific expression in a
size-dependent manner. Cell, 2010, 143, 367-78

The Cancer Genome Atlas Comprehensive Molecular Characterization of Renal Cell Carcinoma. Cell 6
417 Reports, 2018, 23, 313-326.e5 106 295

Distinct evolutionary trajectories of primary high-grade serous ovarian cancers revealed through
spatial mutational profiling. Journal of Pathology, 2013, 231, 21-34

Mutational and structural analysis of diffuse large B-cell lymphoma using whole-genome

415 sequencing. Blood, 2013, 122, 1256-65 22 289

High-throughput in vivo analysis of gene expression in Caenorhabditis elegans. PLoS Biology, 2007,
5,e237

413 A physical map of the mouse genome. Nature, 2002, 418, 743-50 50.4 282

A Comprehensive Pan-Cancer Molecular Study of Gynecologic and Breast Cancers. Cancer Cell, 2018
, 33, 690-705.e9

SKPs derive from hair follicle precursors and exhibit properties of adult dermal stem cells. Cell Stem

411 cell, 2009, 5, 610-23

18 276

IncRNA Epigenetic Landscape Analysis Identifies EPIC1 as an Oncogenic IncRNA that Interacts with
MYC and Promotes Cell-Cycle Progression in Cancer. Cancer Cell, 2018, 33, 706-720.e9

Transcriptome analysis of the normal human mammary cell commitment and differentiation

499 brocess. Cell Stem Cell, 2008, 3, 109-18 18 274

The molecular landscape of pediatric acute myeloid leukemia reveals recurrent structural
alterations and age-specific mutational interactions. Nature Medicine, 2018, 24, 103-112

407 Next-generation tag sequencing for cancer gene expression profiling. Genome Research, 2009, 19, 1825-35 271

Rapid, reliable, and reproducible molecular sub-grouping of clinical medulloblastoma samples. Acta ;
Neuropathologica, 2012, 123, 615-26 4-3

° Whole transcriptome sequencing reveals recurrent NOTCH1 mutations in mantle cell lymphoma. ss 26
495 Blood, 2012, 119, 1963-71 ' 4

Analysis of the genome and transcriptome of Cryptococcus neoformans var. grubii reveals complex
RNA expression and microevolution leading to virulence attenuation. PLoS Genetics, 2014, 10, e1004261

6




MARCO A MARRA

Integrative Molecular Characterization of Malignant Pleural Mesothelioma. Cancer Discovery, 2018, 3
403 8 1548-1565 25
Massively parallel sequencing: the next big thing in genetic medicine. American Journal of Human
Genetics, 2009, 85, 142-54

Development and application of a salmonid EST database and cDNA microarray: data mining and

401 interspecific hybridization characteristics. Genome Research, 2004, 14, 478-90 97 251

Integrative Genomic Analysis of Cholangiocarcinoma Identifies Distinct IDH-Mutant Molecular
Profiles. Cell Reports, 2017, 18, 2780-2794

Oligonucleotide microarray analysis of genomic imbalance in children with mental retardation.
399 American Journal of Human Genetics, 2006, 79, 500-13 i 247

Prospective isolation and molecular characterization of hematopoietic stem cells with durable
self-renewal potential. Blood, 2009, 113, 6342-50

Driver Fusions and Their Implications in the Development and Treatment of Human Cancers. Cell 106
397 Reports, 2018, 23, 227-238.e3 © 235

The International Human Epigenome Consortium: A Blueprint for Scientific Collaboration and
Discovery. Cell, 2016, 167, 1145-1149

Characterization of HPV and host genome interactions in primary head and neck cancers.

395 Proceedings of the National Academy of Sciences of the United States of America, 2014, 111, 15544-9 5 229

Comparative Molecular Analysis of Gastrointestinal Adenocarcinomas. Cancer Cell, 2018, 33, 721-735.e824.3

393  Alternative expression analysis by RNA sequencing. Nature Methods, 2010, 7, 843-7 21.6 227

Concurrent CIC mutations, IDH mutations, and 1p/19q loss distinguish oligodendrogliomas from
other cancers. Journal of Pathology, 2012, 226, 7-16

Small cell carcinoma of the ovary, hypercalcemic type, displays frequent inactivating germline and

39T somatic mutations in SMARCA4. Nature Genetics, 2014, 46, 427-9 363 224

The Release 6 reference sequence of the Drosophila melanogaster genome. Genome Research,
2015, 25, 445-58

TITAN: inference of copy number architectures in clonal cell populations from tumor

389 whole-genome sequence data. Genome Research, 2014, 24, 1881-93 97 218

Integrated Molecular Characterization of Uterine Carcinosarcoma. Cancer Cell, 2017, 31, 411-423

Divergent modes of clonal spread and intraperitoneal mixing in high-grade serous ovarian cancer.

387 Nature Genetics, 2016, 48, 758-67 363 209

14-3-3 fusion oncogenes in high-grade endometrial stromal sarcoma. Proceedings of the National

Academy of Sciences of the United States of America, 2012, 109, 929-34




(2011-2016)

385 Divergent clonal selection dominates medulloblastoma at recurrence. Nature, 2016, 529, 351-7 50.4 206

Functional genomics of the cilium, a sensory organelle. Current Biology, 2005, 15, 935-41

383 The DNA sequence of human chromosome 7. Nature, 2003, 424, 157-64 50.4 202

Integrated Molecular Characterization of Testicular Germ Cell Tumors. Cell Reports, 2018, 23, 3392-340610.6

Conifer defence against insects: microarray gene expression profiling of Sitka spruce (Picea
381 sitchensis) induced by mechanical wounding or feeding by spruce budworms (Choristoneura 84 197
occidentalis) or white pine weevils (Pissodes strobi) reveals large-scale changes of the host

Mutations in EZH2 cause Weaver syndrome. American Journal of Human Genetics, 2012, 90, 110-8

Somatic Mutational Landscape of Splicing Factor Genes and Their Functional Consequences across

379 33 Cancer Types. Cell Reports, 2018, 23, 282-296.¢4 106 188

Changes in gene expression associated with developmental arrest and longevity in Caenorhabditis
elegans. Genome Research, 2001, 11, 1346-52

Deep annotation of Drosophila melanogaster microRNAs yields insights into their processing,

377 modification, and emergence. Genome Research, 2011, 21, 203-15 97 185

Quiescent sox2(+) cells drive hierarchical growth and relapse in sonic hedgehog subgroup
medulloblastoma. Cancer Cell, 2014, 26, 33-47

Integrative analysis of genome-wide loss of heterozygosity and monoallelic expression at
375 nucleotide resolution reveals disrupted pathways in triple-negative breast cancer. Genome 9.7 181
Research, 2012, 22, 1995-2007

A SAGE approach to discovery of genes involved in autophagic cell death. Current Biology, 2003, 13, 358-63

Recurrent DGCR8, DROSHA, and SIX homeodomain mutations in favorable histology Wilms tumors.
373 Cancer Cell, 2015, 27, 286-97 243 175

SNVMix: predicting single nucleotide variants from next-generation sequencing of tumors.
Bioinformatics, 2010, 26, 730-6

Perspective on Oncogenic Processes at the End of the Beginning of Cancer Genomics. Cell, 2018,

371 173,305-320.e10 562 166

Analyses of deep mammalian sequence alignments and constraint predictions for 1% of the human
genome. Genome Research, 2007, 17, 760-74

Gene discovery by EST sequencing in Toxoplasma gondii reveals sequences restricted to the

369 Apicomplexa. Genome Research, 1998, 8, 18-28 97 162

Genome and transcriptome analyses of the mountain pine beetle-fungal symbiont Grosmannia

clavigera, a lodgepole pine pathogen. Proceedings of the National Academy of Sciences of the United
States of America, 2011, 108, 2504-9




MARCO A MARRA

A Childrenls Oncology Group and TARGET initiative exploring the genetic landscape of Wilms

367 tumor. Nature Genetics, 2017, 49, 1487-1494 363 160

Pan-cancer Alterations of the MYC Oncogene and Its Proximal Network across the Cancer Genome

Atlas. Cell Systems, 2018, 6, 282-300.e2 106

6 Spectrum and prevalence of genetic predisposition in medulloblastoma: a retrospective genetic . L
365 study and prospective validation in a clinical trial cohort. Lancet Oncology, The, 2018, 19, 785-798 2L7 159

Genomics of hybrid poplar (Populus trichocarpax deltoides) interacting with forest tent caterpillars
(Malacosoma disstria): normalized and full-length cDNA libraries, expressed sequence tags, and a 5.7
cDNA microarray for the study of insect-induced defences in poplar. Molecular Ecology, 2006, 15, 1275-97

6 Analysis of long-lived C. elegans daf-2 mutants using serial analysis of gene expression. Genome 3
393 Research, 2005, 15, 603-15 97 15
DNA hypomethylation within specific transposable element families associates with tissue-specific
enhancer landscape. Nature Genetics, 2013, 45, 836-41

Novel avian influenza H7N3 strain outbreak, British Columbia. Emerging Infectious Diseases, 2004,

10,2192-5 10.2 154

Massively parallel sequencing of the polyadenylated transcriptome of C. elegans. Genome Research,
2009, 19, 657-66

Comprehensive Molecular Characterization of the Hippo Signaling Pathway in Cancer. Cell Reports,

359 2018, 25,1304-1317.e5 106 152

The Integrated Genomic Landscape of Thymic Epithelial Tumors. Cancer Cell, 2018, 33, 244-258.e10

357  Childhood cerebellar tumours mirror conserved fetal transcriptional programs. Nature, 2019, 572, 67-7350.4 149

Transcription phenotypes of pancreatic cancer are driven by genomic events during tumor
evolution. Nature Genetics, 2020, 52, 231-240

355 Hive plots--rational approach to visualizing networks. Briefings in Bioinformatics, 2012, 13, 627-44 13.4 148

In-depth characterization of the microRNA transcriptome in a leukemia progression model. Genome
Research, 2008, 18, 1787-97

Pan-Cancer Analysis of INcRNA Regulation Supports Their Targeting of Cancer Genes in Each Tumor

353 Context. Cell Reports, 2018, 23, 297-312.e12 106 147

Genome-wide relationship between histone H3 lysine 4 mono- and tri-methylation and
transcription factor binding. Genome Research, 2008, 18, 1906-17

Genomic, Pathway Network, and Immunologic Features Distinguishing Squamous Carcinomas. Cell

35T Reports, 2018, 23, 194-212.€6 106 146

Evolution of an adenocarcinoma in response to selection by targeted kinase inhibitors. Genome

Biology, 2010, 11, R82

10



(2016-2012)

From sequence to molecular pathology, and a mechanism driving the neuroendocrine phenotype in

349 prostate cancer. Journal of Pathology, 2012, 227, 286-97 94 142

Genomic consequences of aberrant DNA repair mechanisms stratify ovarian cancer histotypes.
Nature Genetics, 2017, 49, 856-865

Recurrent somatic mutations of PTPN1 in primary mediastinal B cell lymphoma and Hodgkin 6 AT
347 lymphoma. Nature Genetics, 2014, 46, 329-35 363 14
A Pan-BCL2 inhibitor renders bone-marrow-resident human leukemia stem cells sensitive to
tyrosine kinase inhibition. Cell Stem Cell, 2013, 12, 316-28

345 The genetic basis and cell of origin of mixed phenotype acute leukaemia. Nature, 2018, 562, 373-379 504 140

Analysis of the prostate cancer cell line LNCaP transcriptome using a sequencing-by-synthesis
approach. BMC Genomics, 2006, 7, 246

Double-Hit Gene Expression Signature Defines a Distinct Subgroup of Germinal Center B-Cell-Like L
343 Diffuse Large B-Cell Lymphoma. Journal of Clinical Oncology, 2019, 37, 190-201 22 37

JointSNVMix: a probabilistic model for accurate detection of somatic mutations in normal/tumour
paired next-generation sequencing data. Bioinformatics, 2012, 28, 907-13

341 A Pan-Cancer Analysis of Enhancer Expression in Nearly 9000 Patient Samples. Cell, 2018, 173, 386-399.e5@2> 133

Acquired TNFRSF14 mutations in follicular lymphoma are associated with worse prognosis. Cancer
Research, 2010, 70, 9166-74

The ELT-2 GATA-factor and the global regulation of transcription in the C. elegans intestine.
339 Developmental Biology, 2007, 302, 627-45 sl 2

Genomic analyses identify recurrent MEF2D fusions in acute lymphoblastic leukaemia. Nature
Communications, 2016, 7, 13331

Global analysis of in vivo Foxa2-binding sites in mouse adult liver using massively parallel

337 sequencing. Nucleic Acids Research, 2008, 36, 4549-64 201 127

Aberrant patterns of H3K4 and H3K27 histone lysine methylation occur across subgroups in
medulloblastoma. Acta Neuropathologica, 2013, 125, 373-84

The molecular signature and cis-regulatory architecture of a C. elegans gustatory neuron. Genes

335 and Development, 2007, 21, 1653-74 126 125

Molecular and Genetic Characterization of MHC Deficiency Identifies EZH2 as Therapeutic Target
for Enhancing Immune Recognition. Cancer Discovery, 2019, 9, 546-563

333  Systematic Analysis of Splice-Site-Creating Mutations in Cancer. Cell Reports, 2018, 23, 270-281.e3 10.6 121

ADART1 Activation Drives Leukemia Stem Cell Self-Renewal by Impairing Let-7 Biogenesis. Cell Stem

Cell, 2016, 19, 177-191

11



570

225

375

321

£

D)

MARCO A MARRA

Notch initiates the endothelial-to-mesenchymal transition in the atrioventricular canal through

autocrine activation of soluble guanylyl cyclase. Developmental Cell, 2011, 21, 288-300 102 120

Functional DNA methylation differences between tissues, cell types, and across individuals
discovered using the M&M algorithm. Genome Research, 2013, 23, 1522-40

De novo genome sequence assembly of a filamentous fungus using Sanger, 454 and Illumina

sequence data. Genome Biology, 2009, 10, R94 183 119

ADAR1 promotes malignant progenitor reprogramming in chronic myeloid leukemia. Proceedings of
the National Academy of Sciences of the United States of America, 2013, 110, 1041-6

Estimating absolute methylation levels at single-CpG resolution from methylation enrichment and 1
restriction enzyme sequencing methods. Genome Research, 2013, 23, 1541-53 97 4

High-resolution profiling and discovery of planarian small RNAs. Proceedings of the National
Academy of Sciences of the United States of America, 2009, 106, 11546-51

Feature-based classifiers for somatic mutation detection in tumour-normal paired sequencing data.

Bioinformatics, 2012, 28, 167-75 72 114

Molecular Characterization and Clinical Relevance of Metabolic Expression Subtypes in Human
Cancers. Cell Reports, 2018, 23, 255-269.e4

Epidermal growth factor receptor (EGFR) is transcriptionally induced by the Y-box binding protein-1
(YB-1) and can be inhibited with Iressa in basal-like breast cancer, providing a potential target for 83 112
therapy. Breast Cancer Research, 2007, 9, R61

MicroRNA transcriptome in the newborn mouse ovaries determined by massive parallel
sequencing. Molecular Human Reproduction, 2010, 16, 463-71

Histological Transformation and Progression in Follicular Lymphoma: A Clonal Evolution Study.

PLoS Medicine, 2016, 13, e1002197 11.6 110

zA map for sequence analysis of the Arabidopsis thaliana genome. Nature Genetics, 1999, 22, 265-70

ETV6-NTRK3 Is Expressed in a Subset of ALK-Negative Inflammatory Myofibroblastic Tumors.

American Journal of Surgical Pathology, 2016, 40, 1051-61 67 108

ELT-2 is the predominant transcription factor controlling differentiation and function of the C.
elegans intestine, from embryo to adult. Developmental Biology, 2009, 327, 551-65

Expressed sequence tags--ESTablishing bridges between genomes. Trends in Genetics, 1998, 14, 4-7 85 106

Whole-genome profiling of mutagenesis in Caenorhabditis elegans. Genetics, 2010, 185, 431-41

A set of BAC clones spanning the human genome. Nucleic Acids Research, 2004, 32, 3651-60 201 104

A conifer genomics resource of 200,000 spruce (Picea spp.) ESTs and 6,464 high-quality,

sequence-finished full-length cDNAs for Sitka spruce (Picea sitchensis). BMC Genomics, 2008, 9, 484

12



(2010-2005)

A mouse atlas of gene expression: large-scale digital gene-expression profiles from precisely
313 defined developing C57BL/6J mouse tissues and cells. Proceedings of the National Academy of 11.5 102
Sciences of the United States of America, 2005, 102, 18485-90

An encyclopedia of mouse genes. Nature Genetics, 1999, 21, 191-4

The Caenorhabditis elegans unc-60 gene encodes proteins homologous to a family of actin-binding

311 proteins. Molecular Genetics and Genomics, 1994, 242, 346-57

102

Recurrent targets of aberrant somatic hypermutation in lymphoma. Oncotarget, 2012, 3, 1308-19

309 Analysis of FOXO1 mutations in diffuse large B-cell ymphoma. Blood, 2013, 121, 3666-74 2.2 100

Identification of GPC2 as an Oncoprotein and Candidate Immunotherapeutic Target in High-Risk
Neuroblastoma. Cancer Cell, 2017, 32, 295-309.e12

A high-resolution whole-genome cattle-human comparative map reveals details of mammalian
307 chromosome evolution. Proceedings of the National Academy of Sciences of the United States of 11.5 99
America, 2005, 102, 18526-31

The E3 ubiquitin ligase UBR5 is recurrently mutated in mantle cell lymphoma. Blood, 2013, 121,3161-4

305 The completion of the Mammalian Gene Collection (MGC). Genome Research, 2009, 19, 2324-33 97 98

Generation, annotation, analysis and database integration of 16,500 white spruce EST clusters. BMC
Genomics, 2005, 6, 144

Multifocal endometriotic lesions associated with cancer are clonal and carry a high mutation
393 purden. Journal of Pathology, 2015, 236, 201-9 94 92

Cross-cancer profiling of molecular alterations within the human autophagy interaction network.
Autophagy, 2015, 11, 1668-87

Locus co-occupancy, nucleosome positioning, and H3K4me1 regulate the functionality of FOXA2-, 3
HNF4A-, and PDX1-bound loci in islets and liver. Genome Research, 2010, 20, 1037-51 97 9

A physical map of the genome of Atlantic salmon, Salmo salar. Genomics, 2005, 86, 396-404

Differential expression of a novel ankyrin containing E3 ubiquitin-protein ligase, Hace1, in sporadic 6 8
299 wilmsOtumor versus normal kidney. Human Molecular Genetics, 2004, 13, 2061-74 5 9

Genome-wide identification of human microRNAs located in leukemia-associated genomic
alterations. Blood, 2011, 117, 595-607

Identification of genes expressed in the hermaphrodite germ line of C. elegans using SAGE. BMC

297 Genomics, 2009, 10, 213 iy B

BCL6 repression of EP300 in human diffuse large B cell lymphoma cells provides a basis for rational

combinatorial therapy. Journal of Clinical Investigation, 2010, 120, 4569-82

L



MARCO A MARRA

295 Epigenetics and human disease. International Journal of Biochemistry and Cell Biology, 2009, 41, 136-46 56 87

Transferrin receptor 2 (TFR2) and HFE mutational analysis in non-C282Y iron overload:
identification of a novel TFR2 mutation. Blood, 2002, 100, 1075-7

293 Large-scale profiling of microRNAs for The Cancer Genome Atlas. Nucleic Acids Research, 2016, 44,e3 201 85

Cancer genome-sequencing study design. Nature Reviews Genetics, 2013, 14, 321-32

A Pan-Cancer Analysis Reveals High-Frequency Genetic Alterations in Mediators of Signaling by the

291 TGF-uperfamily. Cell Systems, 2018, 7, 422-437.e7

106 85

Convergent genesis of an adult neural crest-like dermal stem cell from distinct developmental
origins. Stem Cells, 2010, 28, 2027-40

Genetic profiling of and in diffuse large B-cell lymphoma determines cell-of-origin-specific clinical

impact. Blood, 2017, 129, 2760-2770 22 82

289

Homologous Recombination Deficiency and Platinum-Based Therapy Outcomes in Advanced Breast
Cancer. Clinical Cancer Research, 2017, 23, 7521-7530

MEF2 transcription factors: developmental regulators and emerging cancer genes. Oncotarget,

287 2016, 7, 2297-312 33 82

Genome-Wide Profiles of Extra-cranial Malignant Rhabdoid Tumors Reveal Heterogeneity and
Dysregulated Developmental Pathways. Cancer Cell, 2016, 29, 394-406

Comprehensive analysis of mammalian miRNA* species and their role in myeloid cells. Blood, 2011,

118, 3350-8 22 81

285

Spatial heterogeneity in medulloblastoma. Nature Genetics, 2017, 49, 780-788

Identifying potential tumor markers and antigens by database mining and rapid expression

283 screening. Genome Research, 2000, 10, 1393-402 97 8o

Iron-regulated transcription and capsule formation in the fungal pathogen Cryptococcus
neoformans. Molecular Microbiology, 2005, 55, 1452-72

Clonal expansion and epigenetic reprogramming following deletion or amplification of mutant.

281 Proceedings of the National Academy of Sciences of the United States of America, 2017, 114, 10743-10748 115 78

Recurrent noncoding U1EnRNA mutations drive cryptic splicing in SHH medulloblastoma. Nature,
2019, 574, 707-711 504

Temperature-regulated transcription in the pathogenic fungus Cryptococcus neoformans. Genome
279 Research, 2002, 12, 1386-400 97

Lessons learned from the application of whole-genome analysis to the treatment of patients with
advanced cancers. Journal of Physical Education and Sports Management, 2015, 1, a000570

2.8

14



(2011-2019)

Genome-wide discovery of somatic coding and noncoding mutations in pediatric endemic and s
sporadic Burkitt lymphoma. Blood, 2019, 133, 1313-1324 : 75

Clonal Decomposition and DNA Replication States Defined by Scaled Single-Cell Genome
Sequencing. Cell, 2019, 179, 1207-1221.e22

An integrated strategy to study muscle development and myofilament structure in Caenorhabditis
275 elegans. PLoS Genetics, 2009, 5, e1000537

(&)

73

Analysis of Normal Human Mammary Epigenomes Reveals Cell-Specific Active Enhancer States and
Associated Transcription Factor Networks. Cell Reports, 2016, 17, 2060-2074

Comprehensive miRNA sequence analysis reveals survival differences in diffuse large B-cell

273 lymphoma patients. Genome Biology, 2015, 16, 18 183 71

Interaction of cyclin-dependent kinase 12/CrkRS with cyclin K1 is required for the phosphorylation
of the C-terminal domain of RNA polymerase Il. Molecular and Cellular Biology, 2012, 32, 4691-704

Identification of ciliary and ciliopathy genes in Caenorhabditis elegans through comparative

271 genomics. Genome Biology, 2006, 7, R126

183 70

Cell of origin in AML: susceptibility to MN1-induced transformation is regulated by the
MEIS1/AbdB-like HOX protein complex. Cancer Cell, 2011, 20, 39-52

Intermediate DNA methylation is a conserved signature of genome regulation. Nature

269 Communications, 2015, 6, 6363 17.4 67

A physical map of the bovine genome. Genome Biology, 2007, 8, R165

Machine Learning Detects Pan-cancer Ras Pathway Activation in The Cancer Genome Atlas. Cell

Reports, 2018, 23, 172-180.e3 106 66

267

GLI2 inhibition abrogates human leukemia stem cell dormancy. Journal of Translational Medicine,
2015, 13, 98

Successful targeting of the NRG1 pathway indicates novel treatment strategy for metastatic

265 cancer. Annals of Oncology, 2017, 28, 3092-3097

103 64

Comparison of medulloblastoma and normal neural transcriptomes identifies a restricted set of
activated genes. Oncogene, 2003, 22, 7687-94

Genome-wide discovery of somatic regulatory variants in diffuse large B-cell lymphoma. Nature

263 Communications, 2018, 9, 4001 17.4 64

Gene Fusions Are Recurrent, Clinically Actionable Gene Rearrangements in Wild-Type Pancreatic
Ductal Adenocarcinoma. Clinical Cancer Research, 2019, 25, 4674-4681

A transgenic mouse model demonstrating the oncogenic role of mutations in the polycomb-group

261 gene EZH2 in lymphomagenesis. Blood, 2014, 123, 3914-24

22 63

Extensive relationship between antisense transcription and alternative splicing in the human

genome. Genome Research, 2011, 21, 1203-12

1y



MARCO A MARRA

5 A physical map of the highly heterozygous Populus genome: integration with the genome
59 sequence and genetic map and analysis of haplotype variation. Plant Journal, 2007, 50, 1063-78

Identification of novel androgen-responsive genes by sequencing of LongSAGE libraries. BMC
Genomics, 2009, 10, 476

Analysis of 4,664 high-quality sequence-finished poplar full-length cDNA clones and their utility for

257 the discovery of genes responding to insect feeding. BMC Genomics, 2008, 9, 57 45 o1

Generation and annotation of the DNA sequences of human chromosomes 2 and 4. Nature, 2005,
434, 724-31

Altered Gene Expression along the Glycolysis-Cholesterol Synthesis Axis Is Associated with

255 Outcome in Pancreatic Cancer. Clinical Cancer Research, 2020, 26, 135-146 129 61

Cell of origin of transformed follicular lymphoma. Blood, 2015, 126, 2118-27

Functional characterization of a catabolic plasmid from polychlorinated- biphenyl-degrading

253 Rhodococcus sp. strain RHA1. Journal of Bacteriology, 2004, 186, 7783-95 35 60

An oligonucleotide fingerprint normalized and expressed sequence tag characterized zebrafish
cDNA library. Genome Research, 2001, 11, 1594-602

Characterization of the contradictory chromatin signatures at the 30exons of zinc finger genes.

251 ploS ONE, 2011, 6, e17121 37 60

Hippo signaling influences HNF4A and FOXA2 enhancer switching during hepatocyte
differentiation. Cell Reports, 2014, 9, 261-271

Selective targeting of neuroblastoma tumour-initiating cells by compounds identified in stem
249 cell-based small molecule screens. EMBO Molecular Medicine, 2010, 2, 371-84 12 59

Sequencing and analysis of 10,967 full-length cDNA clones from Xenopus laevis and Xenopus
tropicalis reveals post-tetraploidization transcriptome remodeling. Genome Research, 2006, 16, 796-80397

, Novel deletions of 14q11.2 associated with developmental delay, cognitive impairment and similar
47 minor anomalies in three children. Journal of Medical Genetics, 2007, 44, 556-61

LNCaP Atlas: gene expression associated with in vivo progression to castration-recurrent prostate
cancer. BMC Medical Genomics, 2010, 3, 43 37

245 Integrated Genomic Analysis of the Ubiquitin Pathway across Cancer Types. Cell Reports, 2018, 23, 213-226.€3 56

Next generation sequencing based approaches to epigenomics. Briefings in Functional Genomics,
2010, 9, 455-65

New Genomic Tools for Molecular Studies of Evolutionary Change in Threespine Sticklebacks.
243 Behaviour, 2004, 141, 1331-1344 14 54

BreakFusion: targeted assembly-based identification of gene fusions in whole transcriptome

paired-end sequencing data. Bioinformatics, 2012, 28, 1923-4

16



(2016-2006)

Mating factor linkage and genome evolution in basidiomycetous pathogens of cereals. Fungal

241 Genetics and Biology, 2006, 43, 655-66 39 52

Assessment of SAGE in transcript identification. Genome Research, 2003, 13, 1203-15

Precursor States of Brain Tumor Initiating Cell Lines Are Predictive of Survivallin Xenografts and
239 Associated with Glioblastoma Subtypes. Stem Cell Reports, 2015, 5, 1-9

Integrated genome and transcriptome sequencing identifies a novel form of hybrid and aggressive
prostate cancer. Journal of Pathology, 2012, 227, 53-61

237  TBL1XR1/TP63: a novel recurrent gene fusion in B-cell non-Hodgkin lymphoma. Blood, 2012, 119, 4949-52> 50

Systematic sequencing of cDNA clones using the transposon Tn5. Nucleic Acids Research, 2002, 30, 2469-73.1

Significance of TP53 Mutation in Wilms Tumors with Diffuse Anaplasia: A Report from the L
235 Cchildren Oncology Group. Clinical Cancer Research, 2016, 22, 5582-5591 29 49

Identification of novel lung genes in bronchial epithelium by serial analysis of gene expression.
American Journal of Respiratory Cell and Molecular Biology, 2006, 35, 651-61

Molecular profiling of clinical tissues specimens: feasibility and applications. Journal of Molecular L 3
233 Diagnostics, 2000, 2, 60-6 5 4
Penetrance of biallelic SMARCAL1 mutations is associated with environmental and genetic
disturbances of gene expression. Human Molecular Genetics, 2012, 21, 2572-87

Osteopoikilosis, short stature and mental retardation as key features of a new microdeletion

231 syndrome on 12q14. Journal of Medical Genetics, 2007, 44, 264-8 58 47

A Hematogenous Route for Medulloblastoma Leptomeningeal Metastases. Cell, 2018, 172, 1050-1062.e%4.2

Hypomorphic temperature-sensitive alleles of NSDHL cause CK syndrome. American Journal of

Human Genetics, 2010, 87, 905-14 11 46

Epigenetic and transcriptional determinants of the human breast. Nature Communications, 2015, 6, 635117.4

The genomic and transcriptomic landscape of anaplastic thyroid cancer: implications for therapy.

227 BMC Cancer, 2015, 15, 984 48 44

A systematic screen for genes expressed in definitive endoderm by Serial Analysis of Gene
Expression (SAGE). BMC Developmental Biology, 2007, 7, 92

225 Sequence biases in large scale gene expression profiling data. Nucleic Acids Research, 2006, 34, e83 201 44

Medulloblastoma-associated DDX3 variant selectively alters the translational response to stress.

Oncotarget, 2016, 7, 28169-82

L7



MARCO A MARRA

Complete genomic landscape of a recurring sporadic parathyroid carcinoma. Journal of Pathology,

223 2013, 230, 249-60 94 43

A cancer stem cell model for studying brain metastases from primary lung cancer. Journal of the
National Cancer Institute, 2013, 105, 551-62

Generation of a wheat leaf rust, Puccinia triticina, EST database from stage-specific cDNA libraries.

221 Molecular Plant Pathology, 2007, 8, 451-67 57 43

Transcriptome analysis for Caenorhabditis elegans based on novel expressed sequence tags. BMC
Biology, 2008, 6, 30

Assessment of Capture and Amplicon-Based Approaches for the Development of a Targeted
219 Next-Generation Sequencing Pipeline to Personalize Lymphoma Management. Journal of Molecular 51 42
Diagnostics, 2018, 20, 203-214

Assessment of algorithms for high throughput detection of genomic copy number variation in
oligonucleotide microarray data. BMC Bioinformatics, 2007, 8, 368

Identification by full-coverage array CGH of human DNA copy number increases relative to

217 chimpanzee and gorilla. Genome Research, 2006, 16, 173-81 97 42

Glioma-derived IL-33 orchestrates an inflammatory brain tumor microenvironment that accelerates
glioma progression. Nature Communications, 2020, 11, 4997

Integrative genomic analysis identifies key pathogenic mechanisms in primary mediastinal large

215 B-cell ymphoma. Blood, 2019, 134, 802-813 22 41

MLLT1 YEATS domain mutations in clinically distinctive Favourable Histology Wilms tumours.
Nature Communications, 2015, 6, 10013

Cell culture and Drosophila model systems define three classes of anaplastic lymphoma kinase

213 mutations in neuroblastoma. DMM Disease Models and Mechanisms, 2013, 6, 373-82 41 41

Identification and Analyses of Extra-Cranial and Cranial Rhabdoid Tumor Molecular Subgroups
Reveal Tumors with Cytotoxic T Cell Infiltration. Cell Reports, 2019, 29, 2338-2354.e7

High resolution analysis of follicular lymphoma genomes reveals somatic recurrent sites of
211 copy-neutral loss of heterozygosity and copy number alterations that target single genes. Genes 5 40
Chromosomes and Cancer, 2010, 49, 669-81

Generation of ESTs in Vitis vinifera wine grape (Cabernet Sauvignon) and table grape (Muscat
Hamburg) and discovery of new candidate genes with potential roles in berry development. Gene,
2007, 402, 40-50

Next-Generation Sequencing Approaches in Cancer: Where Have They Brought Us and Where Will

209 They Take Us?. Cancers, 2015, 7, 1925-58

6.6 40

Comprehensive characterization of programmed death ligand structural rearrangements in B-cell
non-Hodgkin lymphomas. Blood, 2016, 128, 1206-13

207 A somatic reference standard for cancer genome sequencing. Scientific Reports, 2016, 6, 24607 49 39

Loss of the Notch effector RBPJ promotes tumorigenesis. Journal of Experimental Medicine, 2015,

212,37-52

18



(2019-2012)

Poly-gene fusion transcripts and chromothripsis in prostate cancer. Genes Chromosomes and Cancer,

205 2012, 51, 1144-53 5 039

Sequence variant discovery in DNA repair genes from radiosensitive and radiotolerant prostate
brachytherapy patients. Clinical Cancer Research, 2009, 15, 5008-16

Integrated and sequence-ordered BAC- and YAC-based physical maps for the rat genome. Genome

203 Research, 2004, 14, 766-79 97 39

miR-509-3p is clinically significant and strongly attenuates cellular migration and multi-cellular
spheroids in ovarian cancer. Oncotarget, 2016, 7, 25930-48

201 DiscoverySpace: an interactive data analysis application. Genome Biology, 2007, 8, R6 183 38

CSF3R mutations have a high degree of overlap with CEBPA mutations in pediatric AML. Blood,
2016, 127, 3094-8

L High-resolution architecture and partner genes of rearrangements in lymphoma with DLBCL 3 3
99 morphology. Blood Advances, 2018, 2, 2755-2765 7° 3

SOX9 modulates the expression of key transcription factors required for heart valve development.
Development (Cambridge), 2015, 142, 4340-50

Single-cell analysis of RORItracer mouse lung reveals ILC progenitors and effector ILC2 subsets.

197 Journal of Experimental Medicine, 2020, 217, 166 37

Recurrent genomic rearrangements in primary testicular lymphoma. Journal of Pathology, 2015,
236, 136-41

System-level analysis of neuroblastoma tumor-initiating cells implicates AURKB as a novel drug

195 target for neuroblastoma. Clinical Cancer Research, 2010, 16, 4572-82 129 36

Identification and analysis of internal promoters in Caenorhabditis elegans operons. Genome
Research, 2007, 17, 1478-85

Dissection of the promoter region of the inositol 1,4,5-trisphosphate receptor gene, itr-1, in C.
193 elegans: a molecular basis for cell-specific expression of IP3R isoforms. Journal of Molecular Biology 6.5 35
, 2001, 306, 145-57

MEF2B mutations in non-Hodgkin lymphoma dysregulate cell migration by decreasing MEF2B
target gene activation. Nature Communications, 2015, 6, 7953

Pan-cancer analysis of advanced patient tumors reveals interactions between therapy and genomic

19T landscapes.. Nature Cancer, 2020, 1, 452-468 A543

Physical maps for genome analysis of serotype A and D strains of the fungal pathogen
Cryptococcus neoformans. Genome Research, 2002, 12, 1445-53

189 Genetic variation in healthy oldest-old. PLoS ONE, 2009, 4, e6641 37 33

Sources of erroneous sequences and artifact chimeric reads in next generation sequencing of

genomic DNA from formalin-fixed paraffin-embedded samples. Nucleic Acids Research, 2019, 47, e12

19



MARCO A MARRA

Pyruvate Kinase Inhibits Proliferation during Postnatal Cerebellar Neurogenesis and Suppresses

187 Medulloblastoma Formation. Cancer Research, 2017, 77, 3217-3230

101 32

Correlations of EGFR mutations and increases in EGFR and HER2 copy number to gefitinib response
in a retrospective analysis of lung cancer patients. BMC Cancer, 2007, 7, 128

Personalized oncogenomics: clinical experience with malignant peritoneal mesothelioma using

185 whole genome sequencing. PLoS ONE, 2015, 10, e0119689 37 32

MicroRNA Expression-Based Model Indicates Event-Free Survival in Pediatric Acute Myeloid
Leukemia. Journal of Clinical Oncology, 2017, 35, 3964-3977

High-resolution structural genomics reveals new therapeutic vulnerabilities in glioblastoma.

183 Genome Research, 2019, 29, 1211-1222 Sy 3t

Large-scale production of SAGE libraries from microdissected tissues, fFlow-sorted cells, and cell
lines. Genome Research, 2007, 17, 108-16

Gradient of Developmental and Injury Response transcriptional states defines functional

e vulnerabilities underpinning glioblastoma heterogeneity.. Nature Cancer, 2021, 2, 157-173 154 31

The cost and cost trajectory of whole-genome analysis guiding treatment of patients with
advanced cancers. Molecular Genetics &amp; Genomic Medicine, 2017, 5, 251-260

L Single exon-resolution targeted chromosomal microarray analysis of known and candidate
79 intellectual disability genes. European Journal of Human Genetics, 2014, 22, 792-800 53 39

Barriers to integrating personalized medicine into clinical practice: a best-worst scaling choice
experiment. Genetics in Medicine, 2012, 14, 520-6

Next generation sequencing of prostate cancer from a patient identifies a deficiency of
177  methylthioadenosine phosphorylase, an exploitable tumor target. Molecular Cancer Therapeutics, 6.1 30
2012, 11, 775-83

Identification of transcripts with enriched expression in the developing and adult pancreas. Genome
Biology, 2008, 9, R99

L Functional Genomics in Caenorhabditis elegans: An Approach Involving Comparisons of Sequences o
75 from Related Nematodes. Genome Research, 1999, 9, 348-359 97 3

The Genome of the Beluga Whale (Delphinapterus leucas). Genes, 2017, 8,

From cytogenetics to next-generation sequencing technologies: advances in the detection of

173 genome rearrangements in tumors. Biochemistry and Cell Biology, 2008, 86, 81-91 36 28

Mutations in CIC and IDH1 cooperatively regulate 2-hydroxyglutarate levels and cell clonogenicity.
Oncotarget, 2014, 5, 7960-79

A clinically validated diagnostic second-generation sequencing assay for detection of hereditary

171 BRCA1 and BRCA2 mutations. Journal of Molecular Diagnostics, 2013, 15, 796-809 5127

Detection of pathogenic copy number variants in children with idiopathic intellectual disability

using 500 K SNP array genomic hybridization. BMC Genomics, 2009, 10, 526

20



(2012-2003)

169 Software for automated analysis of DNA fingerprinting gels. Genome Research, 2003, 13, 940-53 97 27

Response to angiotensin blockade with irbesartan in a patient with metastatic colorectal cancer.
Annals of Oncology, 2016, 27, 801-6

Retinoblastoma-binding proteins 4 and 9 are important for human pluripotent stem cell

167 maintenance. Experimental Hematology, 2011, 39, 866-79.e1

31 26

Using next-generation sequencing for the diagnosis of rare disorders: a family with retinitis
pigmentosa and skeletal abnormalities. Journal of Pathology, 2011, 225, 12-8

An efficient strategy for large-scale high-throughput transposon-mediated sequencing of cDNA

clones. Nucleic Acids Research, 2002, 30, 2460-8 201 26

165

Small molecule epigenetic screen identifies novel EZH2 and HDAC inhibitors that target
glioblastoma brain tumor-initiating cells. Oncotarget, 2016, 7, 59360-59376

Application of a Neural Network Whole Transcriptome-Based Pan-Cancer Method for Diagnosis of

163 primary and Metastatic Cancers. JAMA Network Open, 2019, 2, e192597 104 25

Opposing Effects of CREBBP Mutations Govern the Phenotype of Rubinstein-Taybi Syndrome and
Adult SHH Medulloblastoma. Developmental Cell, 2018, 44, 709-724.e6

Comparison of genome-wide array genomic hybridization platforms for the detection of copy

161 number variants in idiopathic mental retardation. BMC Medical Genomics, 2011, 4, 25 37 25

Genes that may modulate longevity in C. elegans in both dauer larvae and long-lived daf-2 adults.
Experimental Gerontology, 2007, 42, 825-39

L Reversion to an embryonic alternative splicing program enhances leukemia stem cell self-renewal. 1 5
59 Proceedings of the National Academy of Sciences of the United States of America, 2015, 112, 15444-9 S5 24

Genetic and evolutionary patterns of treatment resistance in relapsed B-cell lymphoma. Blood
Advances, 2020, 4, 2886-2898

157  Physical map-assisted whole-genome shotgun sequence assemblies. Genome Research, 2006, 16, 768-759.7 24

Tumour-suppressor microRNAs regulate ovarian cancer cell physical properties and invasive
behaviour. Open Biology, 2016, 6,

L Investigation of PD-L1 Biomarker Testing Methods for PD-1 Axis Inhibition in Non-squamous
55 Non-small Cell Lung Cancer. Journal of Histochemistry and Cytochemistry, 2016, 64, 587-600 34 24

Comprehensive genomic profiling of glioblastoma tumors, BTICs, and xenografts reveals stability
and adaptation to growth environments. Proceedings of the National Academy of Sciences of the
United States of America, 2019, 116, 19098-19108

Transcriptomic analysis of CIC and ATXN1L reveal a functional relationship exploited by cancer.
153 Oncogene, 2019, 38, 273-290 92 23

Subgroup-specific alternative splicing in medulloblastoma. Acta Neuropathologica, 2012, 123, 485-499

21



MARCO A MARRA

Identification of a set of genes showing regionally enriched expression in the mouse brain. BMC
51 Neuroscience, 2008, 9, 66
Serial analysis of gene expression reveals conserved links between protein kinase A, ribosome
biogenesis, and phosphate metabolism in Ustilago maydis. Eukaryotic Cell, 2005, 4, 2029-43

Comparative transcriptome analysis of isogenic cell line models and primary cancers links capicua

149 (CIC) loss to activation of the MAPK signalling cascade. Journal of Pathology, 2017, 242, 206-220 94 22

Tumor necrosis factor overcomes immune evasion in p53-mutant medulloblastoma. Nature
Neuroscience, 2020, 23, 842-853

TMEMB30A loss-of-function mutations drive lymphomagenesis and confer therapeutically

147 exploitable vulnerability in B-cell lymphoma. Nature Medicine, 2020, 26, 577-588 505 22

Comparative Tumor RNA Sequencing Analysis for Difficult-to-Treat Pediatric and Young Adult
Patients With Cancer. JAMA Network Open, 2019, 2, 1913968

L Where are we now? And where are we going? A report from the Accelerate Brain Cancer Cure
45 (ABC2) low-grade glioma research workshop. Neuro-Oncology, 2014, 16, 173-8

Regulatory network decoded from epigenomes of surface ectoderm-derived cell types. Nature
Communications, 2014, 5, 5442

143 Systematic recovery and analysis of full-ORF human cDNA clones. Genome Research, 2004, 14,2083-92 9.7 22

Delineation of a minimal region of deletion at 6q16.3 in follicular lymphoma and construction of a
bacterial artificial chromosome contig spanning a 6-megabase region of 6q16-q21. Genes
Chromosomes and Cancer, 2004, 40, 60-5

DNA hypermethylation and 1p Loss silence NHE-1 in oligodendroglioma. Annals of Neurology, 2012,

41 71,8459 94

21
A distinct neurodevelopmental syndrome with intellectual disability, autism spectrum disorder,

characteristic facies, and macrocephaly is caused by defects in CHD8. Journal of Human Genetics,

2019, 64, 271-280

Capicua regulates neural stem cell proliferation and lineage specification through control of Ets

139 factors. Nature Communications, 2019, 10, 2000 74 29

A characteristic syndrome associated with microduplication of 8q12, inclusive of CHD7. European
Journal of Medical Genetics, 2009, 52, 436-9

Molecular analysis of two genes between let-653 and let-56 in the unc-22(IV) region of

137 caenorhabditis elegans. Molecular Genetics and Genomics, 1993, 236, 289-98 20

Molecular characterization of metastatic pancreatic neuroendocrine tumors (PNETSs) using
whole-genome and transcriptome sequencing. Journal of Physical Education and Sports
Management, 2018, 4,

Integrative genomic analysis of matched primary and metastatic pediatric osteosarcoma. Journal of
135 pathology, 2019, 249, 319-331 94 19

Genomic testing to determine drug response: measuring preferences of the public and patients

using Discrete Choice Experiment (DCE). BMC Health Services Research, 2013, 13, 454

22



(2020-2008)

133  ALEXA: a microarray design platform for alternative expression analysis. Nature Methods, 2008, 5,118 21.6 19

Internet Contig Explorer (iCE)--a tool for visualizing clone fingerprint maps. Genome Research, 2003,
13, 1244-9

L Coding and noncoding drivers of mantle cell lymphoma identified through exome and genome L
13 sequencing. Blood, 2020, 136, 572-584 2.2 9
Clinical impact of molecular features in diffuse large B-cell lymphoma and follicular lymphoma.

Blood, 2016, 127, 181-6

Genome and Transcriptome Biomarkers of Response to Immune Checkpoint Inhibitors in Advanced

129 solid Tumors. Clinical Cancer Research, 2021, 27, 202-212 129 19

Novel mRNA isoforms and mutations of uridine monophosphate synthetase and 5-fluorouracil
resistance in colorectal cancer. Pharmacogenomics Journal, 2013, 13, 148-58

An RCOR1 loss-associated gene expression signature identifies a prognostically significant DLBCL

subgroup. Blood, 2015, 125, 959-66 22 18

127

LongSAGE profiling of nine human embryonic stem cell lines. Genome Biology, 2007, 8, R113

ABT-888 restores sensitivity in temozolomide resistant glioma cells and xenografts. PLoS ONE,

2018, 13, €0202860 37 18

125

Base excision repair deficiency signatures implicate germline and somatic aberrations in pancreatic
ductal adenocarcinoma and breast cancer oncogenesis. Journal of Physical Education and Sports
Management, 2019, 5,

Toward Personalized Lymphoma Immunotherapy: Identification of Common Driver Mutations

123 Recognized by Patient CD8+ T Cells. Clinical Cancer Research, 2016, 22, 2226-36 129 17

A Notch-dependent transcriptional hierarchy promotes mesenchymal transdifferentiation in the
cardiac cushion. Developmental Dynamics, 2014, 243, 894-905

MEN1 mutations in Hithle cell (oncocytic) thyroid carcinoma. Journal of Clinical Endocrinology and

121 mMetabolism, 2015, 100, E611-5 56 17

Diagnostic value of next-generation sequencing in an unusual sphenoid tumor. Oncologist, 2014,
19, 623-30

Molecular profiling reveals similarities and differences between primitive subsets of hematopoietic
119 cells generated in vitro from human embryonic stem cells and in vivo during embryogenesis. 31 17
Experimental Hematology, 2008, 36, 1377-89

Analysis of Ugandan cervical carcinomas identifies human papillomavirus clade-specific epigenome
and transcriptome landscapes. Nature Genetics, 2020, 52, 800-810

Genome-wide microRNA and messenger RNA profiling in rodent liver development implicates

17 mir302b and mir20ain repressing transforming growth factor-beta signaling. Hepatology, 2013, 57, 2491561

Improved structural variant interpretation for hereditary cancer susceptibility using long-read

sequencing. Genetics in Medicine, 2020, 22, 1892-1897

=



MARCO A MARRA

115 The Genome of the Northern Sea Otter (Enhydra lutris kenyoni). Genes, 2017, 8, 4.2 15

Automated ordering of fingerprinted clones. Bioinformatics, 2004, 20, 1264-71

Discovery and Functional Validation of Novel Pediatric Specific FLT3 Activating Mutations in Acute

113 Myeloid Leukemia: Results from the COG/NCI Target Initiative. Blood, 2015, 126, 87-87 22 15

Intratumoral Genetic and Functional Heterogeneity in Pediatric Glioblastoma. Cancer Research,
2019, 79, 2111-2123

Personalized oncogenomic analysis of metastatic adenoid cystic carcinoma: using whole-genome
111 sequencing to inform clinical decision-making. Journal of Physical Education and Sports Management 28 14
, 2018, 4,

Integrative genomic analysis of ghost cell odontogenic carcinoma. Oral Oncology, 2015, 51, e71-5

Whole-genome analysis reveals unexpected dynamics of mutant subclone development in a patient

109 with JAK2-V61 7F-positive chronic myeloid leukemia. Experimental Hematology, 2017, 53, 48-58 313

Application of genomics to identify therapeutic targets in recurrent pediatric papillary thyroid
carcinoma. Journal of Physical Education and Sports Management, 2018, 4,

The expression level of small non-coding RNAs derived from the first exon of protein-coding genes

107 s predictive of cancer status. EMBO Reports, 2014, 15, 402-10 65 13

Automated high throughput nucleic acid purification from Formalin-fixed paraffin-embedded tissue
samples for next generation sequence analysis. PLoS ONE, 2017, 12, e0178706

o The Genome of the North American Brown Bear or Grizzly: Ursus arctos ssp. horribilis. Genes, 2018, iAo
9, ’

Desmosterolosis: an illustration of diagnostic ambiguity of cholesterol synthesis disorders.
Orphanet Journal of Rare Diseases, 2014, 9, 94

Genomic analysis distinguishes phases of early development of the mouse atrio-ventricular canal.

103 Physiological Genomics, 2010, 40, 150-7 o

12

Simple, robust methods for high-throughput nanoliter-scale DNA sequencing. Genome Research,
2005, 15, 1447-50

101 An SSLP marker-anchored BAC framework map of the mouse genome. Nature Genetics, 2001, 29, 133-4 363 12

Immunohistochemistry for NF2, LATS1/2, and YAP/TAZ Fails to Separate Benign From Malignant
Mesothelial Proliferations. Archives of Pathology and Laboratory Medicine, 2016, 140, 391

Whole genome and whole transcriptome genomic profiling of a metastatic eccrine porocarcinoma.
99 Npj Precision Oncology, 2018, 2, 8

Intragenic CNVs for epigenetic regulatory genes in intellectual disability: Survey identifies

pathogenic and benign single exon changes. American Journal of Medical Genetics, Part A, 2016,
170, 2916-2926

24



(2021-2016)

Putative BRAF activating fusion in a medullary thyroid cancer. Journal of Physical Education and

97 Sports Management, 2016, 2, a000729 2.8 11

LaneRuler: Automated Lane Tracking for DNA Electrophoresis Gel Images. IEEE Transactions on
Automation Science and Engineering, 2010, 7, 706-708

95 DNA methylation in adult diffuse gliomas. Briefings in Functional Genomics, 2016, 15, 491-500 49 10

The molecular landscape of pediatric brain tumors in the next-generation sequencing era. Current
Neurology and Neuroscience Reports, 2014, 14, 474

The Drosophila TIPE family member Sigmar interacts with the Ste20-like kinase Misshapen and

93 modulates JNK signaling, cytoskeletal remodeling and autophagy. Biology Open, 2015, 4, 672-84 22 10

A novel de novo 1.1 Mb duplication of 17q21.33 associated with cognitive impairment and other
anomalies. American Journal of Medical Genetics, Part A, 2009, 149A, 1257-62

Allelic ratios and the mutational landscape reveal biologically significant heterozygous SNVs.

9T Genetics, 2012, 190, 1225-33 4 10

A BAC clone fingerprinting approach to the detection of human genome rearrangements. Genome
Biology, 2007, 8, R224

89 High-throughput sequencing: a failure mode analysis. BMC Genomics, 2005, 6, 2 4.5 10

A clinical transcriptome approach to patient stratification and therapy selection in acute myeloid
leukemia. Nature Communications, 2021, 12, 2474

87 Clonal fitness inferred from time-series modelling of single-cell cancer genomes. Nature, 2021, 595, 585499 10

Whole-genome and transcriptome profiling of a metastatic thyroid-like follicular renal cell
carcinoma. Journal of Physical Education and Sports Management, 2018, 4,

Molecular characterization of -amplified colorectal cancer identifies potential mechanisms of
85 resistance to targeted therapies: a report of two instructive cases. Journal of Physical Education and 28 9
Sports Management, 2018, 4,

Comprehensive whole genome sequence analyses yields novel genetic and structural insights for
Intellectual Disability. BMC Genomics, 2017, 18, 403

3 Genomic sequence of a mutant strain of Caenorhabditis elegans with an altered recombination
3 pattern. BMC Genomics, 2010, 11, 131 45 9

Effect of TERT and ATM on gene expression profiles in human fibroblasts. Genes Chromosomes and
Cancer, 2004, 39, 298-310

Resource: Scalable whole genome sequencing of 40,000 single cells identifies stochastic

81 aneuploidies, genome replication states and clonal repertoires 9

Megabase-scale methylation phasing using nanopore long reads and NanoMethPhase. Genome

Biology, 2021, 22, 68

25



MARCO A MARRA

Genomic characterization of a well-differentiated grade 3 pancreatic neuroendocrine tumor.

79 Journal of Physical Education and Sports Management, 2019, 5, 28 8

Carcinoma ex pleomorphic adenoma: case report and options for systemic therapy. Current
Oncology, 2017, 24, e251-e254

Detection and genomic characterization of a mammary-like adenocarcinoma. Journal of Physical

77 Education and Sports Management, 2017, 3, 28 8

Twist1 transcriptional targets in the developing atrio-ventricular canal of the mouse. PLoS ONE,
2012, 7, 40815

A modified polymerase chain reaction-long serial analysis of gene expression protocol identifies 3
75 novel transcripts in human CD34+ bone marrow cells. Stem Cells, 2007, 25, 1681-9 >

Subtype-Discordant Pancreatic Ductal Adenocarcinoma Tumors Show Intermediate Clinical and
Molecular Characteristics. Clinical Cancer Research, 2021, 27, 150-157

A high-throughput protocol for isolating cell-free circulating tumor DNA from peripheral blood.
/3 BioTechniques, 2019, 66, 85-92 5 7

Combined serial analysis of gene expression and transcription factor binding site prediction
identifies novel-candidate-target genes of Nr2e1 in neocortex development. BMC Genomics, 2015,
16, 545

Management and visualization of whole genome shotgun assemblies using SAM. BioTechniques,
7T 2005, 38, 715-6, 718, 720 25 7

The transcriptional landscape of Shh medulloblastoma. Nature Communications, 2021, 12, 1749

Human placental cytotrophoblast epigenome dynamics over gestation and alterations in placental

69 disease. Developmental Cell, 2021, 56, 1238-1252.e5 1027

Use of Affymetrix mapping arrays in the diagnosis of gene copy number variation. Current Protocols
in Human Genetics, 2008, Chapter 8, Unit 8.13

Genomic profiling of pelvic genital type leiomyosarcoma in a woman with a germline :c.1100delC
67 mutation and a concomitant diagnosis of metastatic invasive ductal breast carcinoma. Journal of 28 6
Physical Education and Sports Management, 2017, 3,

Evaluation of protocols for rRNA depletion-based RNA sequencing of nanogram inputs of
mammalian total RNA. PLoS ONE, 2019, 14, e0224578

65 Characterization of the human thyroid epigenome. Journal of Endocrinology, 2017, 235, 153-165 47 6

Increasing quality, throughput and speed of sample preparation for strand-specific messenger RNA
sequencing. BMC Genomics, 2017, 18, 515

Conservation of sequence and function of the pag-3 genes from C. elegans and C. briggsae. Gene,
2000, 243, 67-74

Comparative RNA-Sequencing Analysis Benefits a Pediatric Patient With Relapsed Cancer. JCO

Precision Oncology, 2018, 2,

26



(2007-2019)

Therapeutic Implication of Genomic Landscape of Adult Metastatic Sarcoma.. JCO Precision

61 Oncology, 2019, 3, 1-25 36 5

Large-scale BAC clone restriction digest fingerprinting. Current Protocols in Human Genetics, 2007
Chapter 5, Unit 5.19

Serial analysis of gene expression profiles of developmental stages in non-small cell lung
59 carcinoma. Chest, 2004, 125, 97S 53 5

Childhood Cerebellar Tumors Mirror Conserved Fetal Transcriptional Programs

The impact of MYC and BCL2 structural variants in tumors of DLBCL morphology and mechanisms
57 of false-negative MYC IHC. Blood, 2021, 137, 2196-2208 225

The pivotal role of sampling recurrent tumors in the precision care of patients with tumors of the
central nervous system. Journal of Physical Education and Sports Management, 2019, 5,

Life-history chronicle for a patient with the recently described chromosome 421 microdeletion 5
55 syndrome. American Journal of Medical Genetics, Part A, 2012, 158A, 2606-9 S5 4

Mutation discovery in regions of segmental cancer genome amplifications with CONAN-SNV: a
mixture model for next generation sequencing of tumors. PLoS ONE, 2012, 7, e41551

The use of deficiencies to determine essential gene content in the let-56-unc-22 region of
53 Caenorhabditis elegans. Genome, 1993, 36, 1148-56 24 4

Clinical Significance of Genetic Aberrations in Diffuse Large B Cell Lymphoma. Blood, 2014, 124, 703-7032.2

Tracking of Normal and Malignant Progenitor Cell Cycle Transit in a Defined Niche. Scientific
5T Reports, 2016, 6, 23885 49 4

Uncovering Clinically Relevant Gene Fusions with Integrated Genomic and Transcriptomic Profiling
of Metastatic Cancers. Clinical Cancer Research, 2021, 27, 522-531

Delving into Early-onset Pancreatic Ductal Adenocarcinoma: How Does Age Fit In?. Clinical Cancer ;
49 Research, 2021, 27, 246-254 29 4

Molecular attributes underlying central nervous system and systemic relapse in diffuse large B-cell
lymphoma. Haematologica, 2021, 106, 1466-1471

Endogenous Retrovirus Transcript Levels Are Associated with Immunogenic Signatures in Multiple
47 Metastatic Cancer Types. Molecular Cancer Therapeutics, 2020, 19, 1889-1897

Fluorouracil sensitivity in a head and neck squamous cell carcinoma with a somatic structural
variant. Journal of Physical Education and Sports Management, 2020, 6,

45  The Genome of the Steller Sea Lion (). Genes, 2019, 10, 42 3

Novel expressed sequences identified in a model of androgen independent prostate cancer. BMC

Genomics, 2007, 8, 32

27



MARCO A MARRA

43 Sequencing Strategies to Guide Decision Making in Cancer Treatment. PLoS Medicine, 2016, 13, e100218%1.6 3

Optimization of magnetic bead-based nucleic acid extraction for SARS-CoV-2 testing using readily
available reagents. Journal of Virological Methods, 2022, 299, 114339

Proteotranscriptomic classification and characterization of pancreatic neuroendocrine neoplasms.

41 Cell Reports, 2021, 37, 109817 106 3

The molecular landscape of pediatric acute myeloid leukemia reveals recurrent structural
alterations and age-specific mutational interactions

39 Single cell fitness landscapes induced by genetic and pharmacologic perturbations in cancer 3

Clinical and cost outcomes following genomics-informed treatment for advanced cancers. Cancer
Medicine, 2021, 10, 5131-5140

Matching methods in precision oncology: An introduction and illustrative example. Molecular
37 Genetics &amp; Genomic Medicine, 2021, 9, e1554 23 3

Tumor infiltrating neutrophils and gland formation predict overall survival and molecular
subgroups in pancreatic ductal adenocarcinoma. Cancer Medicine, 2021, 10, 1155-1165

Validation of the RHL30 digital gene expression assay as a prognostic biomarker for relapsed
35 Hodgkin lymphoma. British Journal of Haematology, 2020, 190, 864-868 45

Next-generation sequencing of prostate tumors provides independent evidence of xenotropic
murine leukemia virus-related gammaretrovirus contamination. Journal of Clinical Microbiology,
2012, 50, 536-7

33 Recovery of duplications by drug resistance selection in Caenorhabditis elegans. Genome, 1994, 37,701-3.4 2

Clinical response to nivolumab in an INI1-deficient pediatric chordoma correlates with
immunogenic recognition of brachyury.. Npj Precision Oncology, 2021, 5, 103

Comprehensive Sequence Analysis of Relapse and Refractory Pediatric Acute Myeloid Leukemia
31 Identifies miRNA and mRNA Transcripts Associated with Treatment Resistance - a Report from the 22 2
COG/NCI-Target AML Initiative. Blood, 2015, 126, 687-687

ICGC-ARGO precision medicine: familial matters in pancreatic cancer.. Lancet Oncology, The, 2022,
23, 25-26

A phosphoproteomics approach to identify candidate kinase inhibitor pathway targets in L
29 lymphoma-like primary cell lines. Current Drug Discovery Technologies, 2013, 10, 283-304 5

Epigenomic programming in early fetal brain development. Epigenomics, 2020, 12, 1053-1070

Clinical outcomes after whole-genome sequencing in patients with metastatic non-small-cell lung

27 cancer. Journal of Physical Education and Sports Management, 2019, 5, 25 2

NTRK2 Fusion driven pediatric glioblastoma: Identification of oncogenic Drivers via integrative

Genome and transcriptome profiling. Clinical Case Reports (discontinued), 2021, 9, 1472-1477

28



(2021-2020)

Integration of Whole-Genome Sequencing With Circulating Tumor DNA Analysis Captures Clonal
25  Evolution and Tumor Heterogeneity in Non-V600 BRAF Mutant Colorectal Cancer. Clinical 38 1
Colorectal Cancer, 2020, 19, 132-136.e3

Second-Generation Sequencing for Cancer Genome Analysis 2014, 13-30

23 Applications of High-Throughput Sequencing 2012, 27-53 1

A platform for oncogenomic reporting and interpretation.. Nature Communications, 2022, 13, 756

21 Burkitt Lymphoma Genome Sequencing Project (BLGSP): Introduction. Blood, 2016, 128, 1760-1760 22 1

A seriation approach for visualization-driven discovery of co-expression patterns in Serial Analysis
of Gene Expression (SAGE) data. PLoS ONE, 2008, 3, e3205

L Early-stage economic analysis of research-based comprehensive genomic sequencing for advanced 5
9 cancer care. Journal of Community Genetics, 2021, 1 5

Integrative multi-omic analysis reveals neurodevelopmental gene dysregulation in CIC-knockout
and IDH1 mutant cells. Journal of Pathology, 2021,

17 Genome-wide discovery of somatic coding and regulatory variants in Diffuse Large B-cell Lymphoma 1

Loss of CIC promotes mitotic dysregulation and chromosome segregation defects

15 Coding and non-coding drivers of mantle cell lymphoma identified through exome and genome sequencing 1

TRIM25 promotes Capicua degradation independently of ERK in the absence of ATXN1L. BMC
Biology, 2020, 18, 154

Evaluating genomic biomarkers associated with resistance or sensitivity to chemotherapy in
13 patients with advanced breast and colorectal cancer. Journal of Oncology Pharmacy Practice, 2021, 17 1
27,1371-1381

A Scalable Strand-Specific Protocol Enabling Full-Length Total RNA Sequencing From Single Cells.
Frontiers in Genetics, 2021, 12, 665888

Molecular etiology of an indolent lymphoproliferative disorder determined by whole-genome

sequencing. Journal of Physical Education and Sports Management, 2016, 2, a000679 28 1

11

Whole-slide laser microdissection for tumour enrichment. Journal of Pathology, 2021, 253, 225-233

Integrative Analysis of Single-Cell RNA-Seq and ATAC-Seq Data across Treatment Time Points in

9 Pediatric AML. Blood, 2020, 136, 29-29 22

Rearrangement-mediated cis-regulatory alterations in advanced patient tumors reveal interactions

with therapy. Cell Reports, 2021, 37, 110023

29



MARCO A MARRA

Establishing a Framework for the Clinical Translation of Germline Findings in Precision Oncology.
JNCI Cancer Spectrum, 2020, 4, pkaa045

Temporal Dynamics of Genomic Alterations in a Germline-Mutated Pancreatic Cancer With Low
Genomic Instability Burden but Exceptional Response to Fluorouracil, Oxaliplatin, Leucovorin, and
Irinotecan. JCO Precision Oncology, 2018, 2,

Patient selection for a developmental therapeutics program using whole genome and

Transcriptome analysis. /nvestigational New Drugs, 2020, 38, 1601-1604 43

Transcriptomics in the Age of Ultra High-Throughput Sequencing 2013, 145-154

MicroRNA dysregulation in B-cell non-Hodgkin lymphoma. Blood and Lymphatic Cancer: Targets and 6
Therapy, 2013, 25 2

Massively Parallel Sequencing 2011, 114-134

Combinatorial and Machine Learning Approaches for Improved Somatic Variant Calling From

Formalin-Fixed Paraffin-Embedded Genome Sequence Data.. Frontiers in Genetics, 2022, 13, 834764 4-5

30



