OMB No. 0925-0001/0002 (Rev. 08/12 Approved Through 8/31/2015)
BIOGRAPHICAL SKETCH
Provide the following information for the Senior/key personnel and other significant contributors.
Follow this format for each person.  DO NOT EXCEED FIVE PAGES.
NAME: Daniel J. Weisenberger
eRA COMMONS USER NAME (credential, e.g., agency login): WEISENBE
POSITION TITLE: Assistant Professor, Department of Biochemistry and Molecular Biology
EDUCATION/TRAINING (Begin with baccalaureate or other initial professional education, such as nursing, include postdoctoral training and residency training if applicable. Add/delete rows as necessary.)
	INSTITUTION AND LOCATION
	DEGREE
(if applicable)

	Completion Date
MM/YYYY

	FIELD OF STUDY


	
	
	
	

	University of Michigan, Ann Arbor, MI
	B.Sc.
	08/1994
	Chemistry & Cellular and Molecular Biology

	
	
	
	

	Wayne State University, Detroit, MI
	Ph.D.
	12/1999
	Chemistry (Biological)

	
University of Southern California, Los Angeles, CA	

	
Post-Doctoral

	
01/2000-06/2003

	
Biochemistry/Molecular Biology




A. Personal Statement
Dr. Daniel J. Weisenberger is an Assistant Professor in the Department of Biochemistry and Molecular Biology at the University of Southern California, and is a highly cited expert in cancer epigenetics and DNA methylation assay technologies. He has devoted his career to characterizing cancer-associated DNA methylation alterations in order to identify subgroups of human cancers, as well as biomarkers for tumor diagnosis, disease monitoring, predicting recurrence and response to treatment. Along these lines, he has interrogated these alterations on an individual gene scale by MethyLight and bisulfite sequencing, on a genome-scale using Illumina Infinium DNA methylation BeadArrays and on a genome-wide scale using whole genome bisulfite sequencing. Dr. Weisenberger has used these technologies to characterize unique subgroups of human cancers based on DNA methylation information. These are termed CpG Island Methylator Phenotypes (CIMPs), and are present in tumors derived from the colorectum, brain, breast, endometrial and stomach tissues. Importantly, CIMPs are associated with unique molecular and clinical attributes. 
Finally, Dr. Weisenberger has actively collaborated with multi-institutional consortia aimed at: 1) characterizing cancer genomes, 2) finding associations between sporadic and hereditary colorectal cancers, and 3) the development of novel DNA methylation inhibitors for cancer treatment. Cancer genome characterization was as a result of involvement with The Cancer Genome Atlas (TCGA), a large network aimed at characterizing genomic, transcriptomic and epigenetic alterations of 11,000 primary tumors spanning 30 cancer types. Second, Dr. Weisenberger has been actively involved in projects utilizing the Colon Cancer Family Registry (CFR), a collection of primary tumors and associated patient and family information for thousands of colorectal cancer cases. Third, involvement in the Stand Up to Cancer (SU2C) Epigenetics Dream Team has provided leadership in the development of novel approaches for treating cancer patients with DNA methylation inhibitors. In total, these consortia provide frameworks for characterizing, tracking and treating human cancers using DNA methylation-based information.

B. Positions and Honors
Positions and Employment
2000-2003		Postdoctoral Fellow, University of Southern California, Los Angeles, CA, with Dr. Peter A. Jones

2003-2006		Research Associate, Department of Surgery and of Biochemistry & Molecular Biology, University of Southern California, Los Angeles, CA, with Dr. Peter W. Laird

2006-2010		Project Coordinator, USC Epigenome Center, Norris Comprehensive Cancer Center, University of Southern California, Los Angeles, CA

2010-present	Assistant Professor, Department of Biochemistry and Molecular Biology, University of Southern California, Los Angeles, CA

Honors
2000-2003		Postdoctoral Research Training Grant Funding (T32)

Professional Memberships
1999-present		Associate Member, American Associate for Cancer Research (AACR)

2014-present		Associate Editor, Genomics Data

2015-present		Board of Directors, Epigenetics Society

C. Contribution to Science
1. Technology Development: Dr. Weisenberger developed several novel DNA methylation analysis applications, including the development of DNA methylation assays directed towards repetitive elements, using repetitive element DNA methylation levels as surrogates for global DNA methylation. In addition, he also developed digital PCR applications to MethyLight, including Digital bisulfite sequencing and Digital MethyLight. In addition, Dr. Weisenberger has been involved in establishing and developing protocols for Illumina Infinium DNA methylation BeadArray data profiling.
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c.	Mihaela Campan, Daniel J. Weisenberger, Binh N. Trinh and Peter W. Laird, “MethyLight” (2009) Methods Mol Biol 507:325-337.

d.	Timothy J. Triche, Jr., Daniel J. Weisenberger, David Van Den Berg, Peter W. Laird and Kimberly D. Siegmund, “Low-level processing of Illumina Infinium DNA methylation BeadArrays,” (2013) Nucleic Acids Res 41:e90.

2. Characterization of the CpG island Methylator Phenotype in human colorectal cancers: Dr. Weisenberger was the lead first author on the report of a strong association between DNA methylation and BRAF mutation in a subset of human colorectal cancer and contributed to the discovery that embryonic stem cell Polycomb repressor targets are predisposed to abnormal DNA methylation in cancer. From his involvement in the Colorectal Family Registry, he led analyses of CIMP and MLH1 DNA methylation in thousands of primary colorectal cancers. 
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c.	Jenny N. Poynter, Kimberly D. Siegmund, Daniel J. Weisenberger, Tiffany I. Long, Stephen N. Thibodeau, Noralene Lindor, Joanne Young, Mark A. Jenkins, John L. Hopper, John A. Baron, Dan Buchanan, Graham Casey, A. Joan Levine, Loic Le Marchand, Steven Gallinger, Bharati Bapat, John D. Potter, Polly A. Newcomb, Robert W. Haile, Peter W. Laird for the Colon Cancer Family Registry Investigators, “Molecular characterization of MSI-H colorectal cancer by MLH1 promoter methylation, immunohistochemistry, and mismatch repair germline mutation screening,” (2008) Cancer Epidemiol Biomarkers Prev 17:3208-3215.

d.	Toshinori Hinoue, Daniel J. Weisenberger, Christopher C.P. Lange, Hui Shen, Hyang-Min Byun, David Van Den Berg, Simeen Malik, Fei Pan, Houtan Noushmehr, Cornelis M. van Dijk, Rob A.E.M. Tollenaar and Peter W. Laird, “Genome-scale analysis of aberrant DNA methylation in colorectal cancer,” (2012) Genome Res 22:271-282.

e.	Daniel J. Weisenberger, A. Joan Levine, Tiffany I. Long, Daniel D. Buchanan, Rhiannon Walters, Mark Clendenning, Christophe Rosty, Amit D. Joshi, Mariana C. Stern, Loic Le Marchand, Noralene M. Lindor, Darhsana Daftary, Steven Gallinger, Teresa Selander, Bharati Bapat, Polly A. Newcomb, Peter T. Campbell, Graham Casey, Dennis J. Ahnen, John A. Baron, Robert W. Haile, John L. Hopper, Joanne P. Young, Peter W. Laird and Kimberly D. Siegmund for the Colon Cancer Family Registry, “Association of the colorectal CpG Island Methylator Phenotype with molecular features, risk factors and family history,” (2015) Cancer Epidemiol Biomarks Prev 24:512-519.

3. The Cancer Genome Atlas (TCGA) Research Network: Dr. Weisenberger oversaw DNA methylation analysis for TCGA and contributed to the genome-scale epigenetic analysis of glioblastoma multiforme (GBM) for TCGA. Dr. Weisenberger was co-first author on a paper describing the discovery of a CpG Island Methylator Phenotype (G-CIMP) in GBM tumors. He participated in the analysis of over 20 cancer types, from which reports for 16 tumor types are published, including tumors derived from bladder, blood (acute myeloid leukemia) breast, colorectal, endometrium, kidney, lung (squamous and adenocarcinoma), ovary, stomach and thyroid. 
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b.	Houtan Noushmehr, Daniel J. Weisenberger, Kristin Diefes, Heidi S. Phillips, Kanan Pujara, Benjamin P. Berman, Fei Pan, Christoper E. Pelloski, Erik P. Sulman, Krishna P. Bhat, Roel G. Verhaak, Katherine A. Hoadley, D. Neil Hayes, Charles M. Perou, Heather K. Schmidt, Li Ding, Richard K. Wilson, David Van Den Berg, Hui Shen, Henrik Bengtsson, Pierre Neuvial, Leslie M. Cope, Jonathan Buckley, James G. Herman, Stephen B. Baylin, Peter W. Laird, Ken Aldape and The Cancer Genome Atlas Research Network, “Identification of a CpG island methylator phenotype that defines a distinct subgroup of glioma,” Cancer Cell (2010) 17:510-522.
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D. Research Support
Ongoing Research Support
P30 CA014089	(PI: Gruber)																	12/01/10-11/30/15
NIH/NCI
USC/Norris Comprehensive Cancer Center (Core) Support
The major goal of this project is to provide support for staff of the USC/Norris Comprehensive Cancer Center.
Role: Key Personnel

U24 CA143882	(PI: Weisenberger)															09/01/14-08/31/15
NIH/NCI
The USC-JHU Epigenome Characterization Center
The goal of this project is to complete DNA methylation data production and analyses for The Cancer Genome Atlas (TCGA) Research Network
Role: Principal Investigator

Pending Research Support
RFP-S15-054			(Van Den Berg (Co-PI; contact), Weisenberger (Co-PI))					08/01/15-07/31/17
Leidos (NCI Subcontractor)
USC Genome Characterization Center
The goal of this application is to perform Illumina Infinium DNA methylation BeadArray and whole genome bisulfite sequencing of primary human tumors.
Role: Co-Principal Investigator

RFA-CA-13-020	(Van Den Berg, USC Subcontract PI; Hazra, PI)								03/01/15-2/28/19
NIH / NCI
PQC-1: Risk prediction and personalized prevention of DCIS progression
The main goal is to use a multi-omics approach to identify a genomic signature to distinguish patients who will develop invasive breast cancer from those whose DCIS lesion will not progress.
Role: Co-Investigator

1 R21 CA186997-01	(Liang, PI)																	06/01/15-05/31/16
NIH / NCI
Improving clinical accuracy of renal needle biopsies using DNA methylation markers			
This project aims to improve the diagnostic and predictive accuracy of patients with small renal masses using a panel of DNA methylation-based markers.
Role: Co-Investigator

Completed Research Support
IRG-58-007-51	(Weisenberger satellite PI)													01/01/11-12/31/11
ACS
Comprehensive DNA methylation and gene expression profiling of human pancreatic cancer.
The main goal of this project is to perform epigenomic and gene expression analyses of primary pancreatic tumors to identify novel DNA methylation subgroups of disease and markers for early detection in this pilot/seed project.
Role: Satellite PI from institutional ACS Research Grant

R01 CA118699	Laird (PI)																		08/01/07-07/31/12
NIH / NCI	
CpG Island Methylator Phenotype in Human Colorectal Cancer
The main goal of this project is to characterize CpG Island Methylator Phenotype in samples from the NCI-sponsored Colorectal Family Registry
Role: Key Personnel.

Stand Up 2 Cancer	Baylin (PI)																	12/01/09-11/30/13
AACR																		
Bringing epigenetic therapy to the forefront of cancer management 
The main goal of this project is to accelerate introduction of epigenetic therapy to the clinic 
Role: Key Personnel

SU2C-AACR-DT109	(Co-PI: Baylin; Co-PI: Jones)												12/1/13-11/30/14
AACR
A Randomized Phase II Trial of Adjuvant Combined Epigenetic Therapy With 5-Azacitidine and Entinostat in Resected Stage 1 Non-Small Cell Lung Cancer Versus Standard Care
The main goal of this project is to accelerate introduction of epigenetic therapy to the clinic.
Role: Key Personnel

