
Christopher D. Brown

Department of Genetics Cell: (650) 468-5731
Perelman School of Medicine Office: (215) 746-4049
University of Pennsylvania Fax: (215) 573-7760
CRB Room 538A, 415 Curie Blvd. Email: chrbro [at] upenn [dot] edu
Philadelphia, PA, 19104 Web: www.med.upenn.edu/brownlab

Academic Positions
2013− Assistant Professor, Department of Genetics, Perelman School of Medicine, University of Pennsyl-

vania
2008− 2012 Lilly-Life Sciences Research Foundation Postdoctoral Fellow, The University of Chicago, Depart-

ment of Human Genetics, Laboratory of Kevin White

Education
2007 Ph.D. in Genetics, Stanford University. Advisor: Arend Sidow. Commettee: Richard Myers,

Gregory Barsh, Dmitri Petrov
2002 B.S. with High Honors in Biochemistry, University of Nebraska-Lincoln. Graduate of the University

Honors Program

Awards and Fellowships
2008− 2011 Lilly Fellowship, Life Sciences Research Foundation
2007 SMBE Graduate Student Traval Award
2005− 2007 Stanford Genome Training Grant
2002− 2005 National Science Foundation Graduate Research Fellowship
2001 Phi Beta Kappa
1997− 2001 University of Nebraska Regent’s, Robert C. Byrd Scholarships

Funding History
2013− 2016 Identification and validation of cell specific eQTLs by Bayesian modeling, 1R01MH101822-01

Teaching and Professional Experience
2014 Course Director, GCB534: Experimental Genome Science, University of Pennsylvania
2010 Instructor, ISTP30440: Systems Biology & Disease, The University of Chicago
2007− Journal referee: Genome Research, American Journal of Human Genetics, PLoS Genetics, PLoS

Computational Biology, Nature Methods, Genome Biology, Human Molecular Genetics, Genetics,
Physiological Genomics, Journal of Biomedical Informatics, PLoS One

2003 Teaching Assistant, Gene202: Human Genetics, Stanford University
2002 Teaching Assistant, Gene201: Human Genetics, Stanford University
2001 Teaching Assistant, Bioc433: Biochemistry Laboratory, University of Nebraska
1999 Teaching Assistant, Chem109: General Chemistry Laboratory, University of Nebraska

Publications

1. McNerney ME, Brown CD, Peterson AL, Banerjee M, Larson RA, Anastasi J, Le Beau MM, White KP. The
spectrum of somatic mutations in high-risk acute myeloid leukaemia with −7/del(7q). Br J Haematol. 2014 Jun 13.
PMID: 24931631

2. VanderWeele, D, Brown CD, Taxy J, Gillard M, Hatcher D, Westin T, Stadler W, White KP. Low grade prostate
cancer diverges early from high grade and metastatic disease. Cancer Science. 2014 May 31. PMID: 24890684

3. Georgi B, Craig D, Kember RL, Liu W, Lindquist I, Nasser S, Brown C, Egeland JA, Paul SM, Bućan M.
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6. Brägelmann J, Dagogo-Jack I, El Dinali M, Stricker T, Brown CD, Zuo Z, Khattri A, Keck M, McNerney ME,
Longnecker R, Bieging K, Kocherginsky M, Alexander K, Salgia R, Lingen MW, Vokes EE, White KP, Cohen EE,
Seiwert TY. Oral cavity tumors in younger patients show a poor prognosis and do not contain viral RNA. Oral
Oncology. 2013 Mar 9. PMID: 23490885

7. Jiang Z, Xia F, Johnson K, Brown CD, Bartom E, Tuteja JH, Stevens R, Grossman R, Brumin M, White KP,
Ghanim M. Comparative genome sequences of the primary endosymbiont Candidatus Portiera aleyrodidarum from
the whitefly Bemisia tabaci B and Q biotypes. Applied and Environmental Microbiology. 2013 Jan 11. PMID:
23315735; PMCID: PMC3591977.

8. McNerney ME, Brown CD, Wang X, Bartom ET, Karmakar S, Bandlamudi C, Yu S, Ko J, Sandall BP, Stricker T,
Anastasi J, Grossman RL, Cunningham JM, Le Beau MM, White KP. CUX1 is a haploinsufficient tumor suppressor
gene on chromosome 7 frequently inactivated in acute myeloid leukemia. Blood. 2012 Dec 13. PMID: 23212519;
PMCID: PMC3567344.

9. Gao W, Grossman R, Yu P, Brown CD, Slattery M, Ma L, White KP. Discovering Geometric Patterns in Genomic
Data. ACM-BCB 2012.

10. Hekman KE, Yu G*, Brown CD*, Zhu H, Du X, Gervin K, Undlien DE, Peterson A, Stevanin G, Clark HB, Pulst S,
Bird T, White KP, Gomez CM. A Conserved eEF2 Coding Variant in SCA26 Leads to Loss of Translational Fidelity
and Increased Susceptibility to Proteostatic Insult. Human Molecular Genetics. 2012 Sep 21. PMID:23001565.
PMCID: PMC3516132.
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