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A. Personal Statement
I have been studying cancer genomics and epigenomics for the past ten years in close collaboration with Michael Wigler and others at CSHL. Most recently I have concentrated on methods to obtain genomic analysis of single tumor and circulating tumor cells at multiple levels including copy number profiling, focused resequencing and lineage analysis, with the basic goal of understanding cancer initiation and progression and the medically important goal of identifying predictive biomarkers for directing patient therapy.  
B. Positions and Honors
1978 – 1981
Senior Staff Investigator, Cold Spring Harbor Laboratory
1981 – 1985
Senior Scientist, Cold Spring Harbor Laboratory, Cold Spring Harbor, NY

1986 – 1990
Director, PPG Industries/Scripps Joint Research Prog. Res. Inst. Scripps Clinic, La Jolla, CA

1990 – 1994
Senior Director, Science, ICOS Corporation, Bothell, WA

1994 – 1996
President and Chief Science Officer, Hedral Therapeutics, Inc. Portland OR

1996 – 1998
Co-founder and Technical Consultant, Sapient Health Network, Portland, OR 

1998 – 2003
Chief Technology Officer, Virogenomics, Inc., Portland OR.  

2003 – 2004
Visiting Scientist, Cold Spring Harbor Laboratory, Cold Spring Harbor, NY

2005 – Present
Research Professor Cold Spring Harbor Laboratory, Cold Spring Harbor, NY
2014 – Present
Professor, Dept. of Biological Sciences, College of Letters, Arts and Sciences, USC Dana and David Dornsife, Los Angeles, CA 
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D. Research Support

Susan G. Komen IIR13264981 (Hicks/Levy)
10/22/13 - 10/21/17

Molecular markers for progression from in situ to invasive breast cancer.

The major goals of this project are:  Use the combined power of deep exome sequencing and single cell copy number (CNV) profiling to identify prognostic markers in a collection of 80 breast DCIS samples.
Role: Co-PI
Breast Cancer Research Foundation (BCRF) (Kuhn/Hicks)
10/01/15 - 09/30/16



Genomic analysis of breast cancer cells using massively parallel DNA sequencing.


The major goals of this project are:  To development technology for a comprehensive assay of circulating tumor cell along with circulating cell-free DNA.  
Role:  Co-PI 
NIH 5P30CA045508-27 (Stillman/Hicks)
08/17/11 - 07/31/16

CSHL Cancer Center Support Grant Yr26,

Developmental funds what dictates metastatic site selection in prostate cancer

The major goals of this project are:  To perform functional genomics on circulating cells and metastatic cells in mouse models of prostate cancer in order to determine whether a genetic signature for metastasis can be identified.

Role:  Co-PI
NIH 1R01CA190092-01 (Tuveson/Hicks)
09/22/14 – 08/31/18

PQA-4 Organoid omics to detect and defeat ductal pancreatic cancer

The major goals of this project are:  To develop single cell genomic methods for assessing the stability of pancreatic cancer cells in organoid culture over long term passage.

Role:  Co-Investigator
STARR 18-A8-112/STARR (Trottman/Hicks)
01/01/15 – 12/31/16

Validation of a new mouse model system for castration resistant metastatic prostate cancer

The major goals of this project are:  to develop and validate a metastatic prostate cancer model based on localized deactivation of PTEN and TP53 in mouse prostate, by following the lineage of cells from the prostate to the metastatic sites.  

Role:  Co-PI

DOD W81XWH-13-BCRP-BR (Trotman/Hicks)
09/22/14 – 09/21/17

Rapidcap a novel gem model to fight treatment resistant metastatic prostate cancer

The major goals of this project are:  to identify the genome CNV events and point mutations that accrue during development of cancer in the Rapidcap mouse model for PCa.

Role:  Co-PI
Completed Research Support (only past 3 years listed)
Movember- Prostate Cancer Foundation (PI: Chen MSKCC/Hicks CSHL)
09/01/13 - 08/31/15


Understanding role of tumor heterogeneity of castration-resistant metastatic prostate cancer using organoid technology.
The major goals of this project are:  To put purified circulating tumor cells from CRPC into culture and then to use single cell genomic profiling techniques and focused exome sequencing to determine whether the cultured cells reflect the CTC population as a whole, and to identify markers for sensitivity to newly developed targeted therapies.

Role:  Co PI
DOD W81XWH-12-1-0415 (Hicks/Donnenberg)
09/01/12 - 08/31/14

Single cell genomics of breast cancer subpopulations.

The major goals of this project are:  To use single cell genomic methods to trace the lineage of breast cancer cells from primary to metastasis (pleural effusion) and to separate 'stem-like' cells from epithelial cells by FACS and to determine: a) the relative tumorgenicity of the two fractions in xenograft models; b) the lineage relationships of individual cells from the two fractions as measured by copy number and rearrangement breakpoints.

Role:  PI
Breast Cancer Research Foundation (BCRF)
10/01/13 – 09/30/14




(Hicks/P.Kuhn, Cansera Inc.) 



Fluid biopsy in breast cancer patients to characterize cell free and cellular molecular and protein constituents

The major goals of this project are:  To determine the relative information content of single cell molecular analysis of CTC’s when compared to sequencing of free DNA in blood plasma for breast cancer patients.

Role:  co PI
NIH 5U01CA105388-10 (Lowe/Hicks/Powers/Hannon)
09/01/09 - 08/31/14



Identifying drivers mutations and tumor dependencies by comparative oncogenomics


The major goals of this project are: To perform genomic and epigenomic analysis on mouse tumors induced by disregulation of specific tumor suppressors and oncogenes and to informatically compare their genetic relationship to naturally occurring human tumors.

Role:  co PI
STARR/15-A31 (Type A) (Hicks/Wigler & Scher/Sawyer, MSKCC)
08/01/11 - 07/31/14


Genome wide profiling of single cells for diagnosis and monitoring in prostate cancer

The major goals of this project are: Evaluate the transformative technology of whole genome analysis in single cells as a method for prostate cancer diagnosis and patient monitoring.

Role:  PI
DOD W81XWH-12-1-0455 (Hicks/Lepor/Wigler)
09/30/12 - 09/29/14

Molecular markers for prostate cancer risk stratification from


multiple ultrasound-guided biopsies.

The major goals of this project are:  To design and test a novel method for analyzing cells isolated from prostate cancer biopsy cores.

Role:  PI
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