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MM/YYYY
	FIELD OF STUDY

	University of California, Berkeley, CA
	MPH
	06/1982
	Public Health

	University of Pittsburgh, Pittsburgh, PA
	PhD
	12/1990
	Biology

	University of Pittsburgh, Pittsburgh, PA
	MSIS
	06/1999
	Information Science


A. Personal Statement

I have extensive experience in bench research, cancer informatics and cancer bioinformatics. I was co-director of the Cancer Informatics Services (CIS) from 2008 to 2015.  In 2015, I was appointed co-director of the newly named Cancer Bioinformatics Service (CBS), a shared resource to meet the demand for NGS analysis.  CBS, which I co-direct with Dr. Riyue Bao, has extensive experience analyzing genomics data from Next Generation Sequencing (NGS) platforms including RNA Seq, Whole Exome Seq (WES), Whole Genome Seq (WGS), single cell Seq, immunogenomics and integrative TCGA analysis. I am a key member of the Pittsburgh Genome Resource Repository (PGRR), a regulatory compliant hardware and software infrastructure for over 2PB of locally hosted TCGA data. I have collaborated on multiple genomics projects which requires broad genomics expertise in data analysis, metadata annotation, data provenance and data sharing. These projects have included the Skin SPORE, the Big Data to Knowledge (BD2K) and the Big Data for Better Health (BD4BH) project which was a collaboration with Carnegie Mellon University collaborators to develop predictive machine learning algorithms using in-house and PGRR/TCGA data. I am also the Pitt project lead for the AURORA project on metastatic breast cancer, a multi-institution collaboration with Pitt and PSC being the data coordination center for all genomics and clinical data from retrospective and prospective samples. My team utilizes the best practices for ensuring rigor and reproducibility including the use of GitHub, workflow languages and containerization technologies such as Docker. We have submitted a large number of genomics datasets to GEO and are experienced in FAIR principles for data sharing. I also work closely with the local HPC facilities and am the PI for the upcoming NIH STRIDES workshop on the Google Cloud Platform. In addition, we are developing workshops for AWS and Azure. For your P30 proposal to create a shareable pediatric sarcoma database, Dr. Bao and I will provide all required bioinformatics support including genomics data analysis, metadata annotation, development of shareable code and cloud deployment. I look forward to collaborating with you on this exciting proposal.
1. Butterfield LH, Vujanovic L, Santos PM, Maurer DM, Gambotto A, Lohr J, Li C, Waldman J, Chandran U, Lin Y, Lin H, Tawbi HA, Tarhini AA, Kirkwood JM. Multiple antigen-engineered DC vaccines with or without IFNα to promote antitumor immunity in melanoma. J Immunother Cancer. 2019 Apr 24;7(1):113. doi: 10.1186/s40425-019-0552-x. PubMed PMID: 31014399; PubMed Central PMCID: PMC6480917.
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B. Positions and Honors

Positions and Employment

	03/1991 - 08/1998
	Senior Research Associate, Biological Sciences, University of Pittsburgh, Pittsburgh, PA

	11/1998 - 12/1999
	Application Developer, Computerm Corporation, Pittsburgh, PA

	05/2000 - 12/2000
	Scientific Curator, Proteome Inc., Beverly, MA

	05/2000 - 12/2000
	Scientific Consultant, MSA Corporation, Pittsburgh, PA

	03/2001 - 06/2006 
	Systems Programmer, Department of Pathology, University of Pittsburgh, Pittsburgh, PA

	06/2006 – 06/2007
	Systems Programmer, Department of Biomedical Informatics, University of Pittsburgh, PA

	07/2007 – 12/2015
	Research Associate, Biomedical Informatics, University of Pittsburgh, Pittsburgh, PA

	12/2015 – Present
	Research Associate Professor, Department of Biomedical Informatics, University of Pittsburgh, PA

	09/1/2008 – 06/2015
	Co-Director, Cancer Informatics Services, University of Pittsburgh Cancer Institute, Pittsburgh, PA

	07/1/2015 – 04/2017
	Co-Director, Cancer Bioinformatics Services, University of Pittsburgh Cancer Institute, Pittsburgh, PA

	05/01/2017 - Present
	Director, Cancer Bioinformatics Services, UPMC Hillman Cancer Center

	07/2016 – Present
	Director, Genomics Analysis Services, School of Health Sciences, University of Pittsburgh


Other Experience and Professional Memberships

	05/15/2015 - Present
	Member, American Medical Informatics Association

	05/15/2015 - Present
	Member, Association of Biomolecular Resource Facilities


Honors
	1991 - 1992
	Postdoctoral Fellowship in Reproductive Physiology, Institutional National Research Service Award (NRSA) IT32HD)7332 - Center for Reproductive Physiology, School of Medicine, University of Pittsburgh, Pittsburgh, PA


	1992 - 1994
	National Research Service Award (NRSA) IF32HDO7593-01A1


	1996 - 1996
	Endocrine Society Travel Award to present at the 10th International Congress of Endocrinology, San Francisco, CA




C. Contribution to Science
	1.
	From 2001 to 2005, I was a member of the group, in the Department of Pathology, which participated in NCI’s Director Challenge project on prostate cancer. This was one of the first projects to analyze cancer microarray data with large sample sizes. We were one of the first groups to demonstrate that tissue adjacent to prostate tumors, although appearing normal, express gene expression profiles resembling prostate cancers and also demonstrated distinct molecular changes in metastatic versus organ confined cancers. In collaboration with Arul Chinnaiyan’s group at the University of Michigan, we performed one of the first integrative studies examining protein and gene expression in prostate cancers.

	a.
	Chandran UR, Ma C, Dhir R, Bisceglia M, Lyons-Weiler J, Liang W, Michalopoulos GK, Becich MJ, Monzon FA. Gene expression profiles of metastatic prostate cancer reveals disregulation of specific molecular pathways. BMC Cancer. 2007, 7:64.

	b.
	Varambally S, Yu J, Laxman B, Rhodes DR, Mehra R, Tomlins SA, Shah RB, Chandran U, Monzon FA, Becich MJ, Wei JT, Pienta KJ, Ghosh D, Rubin MA, Chinnaiyan AM. Integrative genomic and proteomic analysis of prostate cancer reveals signatures of metastatic progression. Cancer cell. 2005 Nov 8 (5):393-406.

	c.
	Chandran UR, Dhir R, Michalopoulos GK, Becich MJ, Gilbertson JR, Ma C. Differences in gene expression in prostate cancer, normal appearing prostate tissue adjacent to cancer and prostate tissue from cancer free organ donors. BMC Cancer. 2005; 45. 

PMID: 15892885; PMCID: PMC1173092


	


	2.
	I direct two genomics data analysis services at the University of Pittsburgh. The Genomics Analysis Core (GAC) supports primarily non-cancer studies and the Cancer Bioinformatics Services (CBS), Cancer Center Support Grant (CCSG) funded shared facility supports cancer genomics. The GAC has participated in studies spanning many genomics applications including de novo transcriptomics and RNA Seq in human and in non-human model systems.  


	a.
	Aliberti P, Sethi R, Belgorosky A, Chandran UR, Plant TM, Walker WH.Gonadotrophin-mediated miRNA expression in testis at onset of puberty in rhesus monkey: predictions on regulation of thyroid hormone activity and DLK1-DIO3 locus. Mol Hum Reprod . 2019 Mar 1;25(3):124-136. PMID: 30590698; PMCID: PMC6396851 

	b.
	Martin JM, Avula R, Nowalk MP, Lin CJ, Horne WT, Chandran UR, Nagg JP, Zimmerman RK, Cole KS, Alcorn JF. Inflammatory Mediator Expression Associated With Antibody Response Induced by Live Attenuated vs Inactivated Influenza Virus Vaccine in Children. Open Forum Infect Dis. 2018 Oct 24;5(11):ofy277.PMID: 30515427; PMCID: PMC6262113

	c.
	Eshbach ML, Sethi R, Avula R, Lamb J, Hollingshead DJ, Finegold DN, Locker JD, Chandran UR, Weisz OA. The transcriptome of the Didelphis virginiana opossum kidney OK proximal tubule cell line. Am J Physiol Renal Physiol. 2017 Sep 1;313(3):F585-F595. PMID: 28615248; 
PMCID: PMC5625107

	d.
	Carson RA, Rudine AC, Tally SJ, Franks AL, Frahm KA, Waldman JK, Silswal N,

Burale S, Phan JV, Chandran UR, Monaghan AP, DeFranco DB. Statins impact primary 

embryonic mouse neural stem cell survival, cell death, and fate through distinct 

mechanisms. PLoS One. 2018 May 8;13(5): e0196387. doi:10.1371/journal.pone.0196387. eCollection 2018.PMID: 29738536; PMCID: PMC5940229.

	


	3.
	CBS collaborates with multiple Hillman investigators and participates in complex projects such as integrative analysis of TCGA from multiple platforms, and development of a regulatory compliant hardware and software infrastructure known as the Pittsburgh Genome Resource Repository (PGRR) for local storage of raw and processed TCGA data. The data use agreement for PGRR provides TCGA data access for over 60 named investigators and was a key component of the PaCURE funded BD4BH project on breast cancer. 



	a.
	Liao S, Hartmaier RJ, McGuire KP, Puhalla S, Luthra S, Chandran UR, Ma T, Bhargava R, Modugno F,Davidson NE, Benz S, Lee AV, Tseng GC,  Oesterreich S. The molecular landscape of premenopausal breast cancer. Breast Cancer Res. 2015 Aug 7;17:104. doi: 10.1186/s13058-015-0618-8. PMID: 26251034; PMCID: PMC4531812

	b.
	Sikora MJ, Cooper KL, Bahreini A, Luthra S, Wang G, Chandran UR, Davidson NE, Dabbs DJ, Welm AL, Oesterreich S. Invasive lobular carcinoma cell lines are characterized by unique estrogen-mediated gene expression patterns and altered tamoxifen response. Cancer Research. 2014 Mar 1; 74 (5):1463-74. PMID: 24425047; PMCID: PMC3955299

	c.
	Mao P, Joshi K, Li J, Kim SH, Li P, Santana-Santos L, Luthra S, Chandran UR, Benos PV, Smith L, Wang M, Hu B, Cheng SY, Sobol RW, Nakano I. Mesenchymal glioma stem cells are maintained by activated glycolytic metabolism involving aldehyde dehydrogenase 1A3. PNAS 2013 May 21; 110 (21):8644-9. PMID: 23650391; PMCID: PMC3666732


Complete List of Published Work in MyBibliography:

http://www.ncbi.nlm.nih.gov/sites/myncbi/1BYWuoS2QOAAh/bibliography/44489353/public/?sort=date&direction=ascending
D. Research Support
Ongoing Research Support
5UM1 AI106707 Rohan/Mellors (PIs)
    
 01/01/2014 – 11/30/2021
NIH

Laboratory Center (LC): Microbicide Trials Network

The Microbicide Trials Network will bring forward new drugs and new ways to use them to prevent people from getting HIV. The MTN LC will rely on three Core Laboratories: the Protocol Support Core provides expertise for product testing, site support, sexually transmitted disease diagnoses, mucosal flora monitoring, mucosal immunity, and systems biology; the Virology Core provides the daily oversight for the HIV endpoint and drug resistance testing - primary endpoints for our protocols; and the Pharmacology Core provides their expertise for analyte analysis and assay development and define how much drug reaches the target tissue/cells and how long it remains - critical questions for topical microbicide development. 

Role: Co-Investigator
TBCRC AURORA DCC Lee (PI)
     

02/01/2018 – 12/31/2021
Johns Hopkins University/The Breast Cancer Research Foundation

Aurora Data Coordinating Center

AURORA is a multinational, collaborative metastatic breast cancer molecular profiling program. Initially, 1300 patients with metastatic breast cancer, either newly diagnosed with metastatic burden or treated with no more than one line of systemic treatment in the metastatic setting, will participate through a large number of leading European hospitals. The goal of this project is to improve our understanding of metastatic breast cancer, delineate its molecular evolution life cycle and explore intra-tumor heterogeneity through high coverage next generation sequencing of a large panel of cancer-related genes. 

Role: Co-Investigator
5P30 CA047904 Ferris (PI)
    
 

09/10/1997 - 07/31/2025
NIH/NCI

Cancer Center Support (CCSG)
The University of Pittsburgh Cancer Institute (UPCI) is a multidisciplinary cancer research center with programs in basic research, translational research and clinical investigations. Dr. Chandran directs the Cancer Informatics Services (CIS). The CIS has been continuously funded as part of the Cancer Center Support Grant (CCSG) funding at UPCI for 6 years and the CCSG grant has been in place for 22 years. 
Role: Co-Investigator

U54DK112079 Wang, Zhou (PI)                      
09/22/2016 – 07/31/2021                           

NIH/NIDDK
University of Pittsburgh O’Brien Cooperative Research Center Program (Proj. 3)
Three Aims are proposed to test this hypothesis: Aim 1 will determine the impact of Cox-2 on ERß ligand production and action in prostate epithelial cell cultures. Aim 2 will identify impact of Cox-2 and ERß on targets relevant to polarized epithelial cell function in 3- dimensional cultures of prostate epithelial cells. Finally, Aim 3 will determine whether Cox-2 expression and/or activity influences steroidogenic pathways in BPH patients. Role: Co-Investigator
R01 HD087288 DeFranco (PI)
     

03/01/2017 – 01/31/2022
NIH
Selective Glucocorticoid Action in the Developing Brain

Aim 1 will identify gender-, dose- and sGC-specific effects on NSPC function in vitro and in vivo and to define the responses that are modulated by statins. Aim 2 will determine the genomic action of the pSer232 GR isoform on NSPC function in vivo and in vitro. Aim 3 will utilize peripheral blood mononuclear cells (PBMCs) from umbilical cord blood (UCB) to examine the impact of antenatal sGC treatment in humans on GR gene targets and site-specific phosphorylation previously established to be PBMC biomarkers in adults with increased risk for neuropsychiatric disorders.
Role: Co-Investigator

R01AI130010 Metes (PI)



03/01/2019-02/28/2022

NIH

Diversity of TFH cells and DSA generation after kidney transplantation 

Our central hypothesis is that donor-specific cTFH are heterogeneous and shape distinctly DSA quality with clinical consequences.
Role: Co-Investigator
Genomics Analysis Core (Chandran)
            07/01/2019 – 06/30/2021


University of Pittsburgh


Genomics Analysis Core (GAC)

The GAC is an internally funded center at Pitt that supports the research analytics activities of Dr. Chandran and her team.

Completed Research Support
R61 AR076819 (Lafyatis)
09/19/2019 – 08/31/2020


NIH

Open chromatin and transcriptional regulation of dermal myofibroblasts in SSc

In order to understand the underlying drivers of myofibroblast differentiation we will examine the epigenetic and transcriptional control of genes regulated in SSc skin myofibroblasts.

OPP1115715 (Siliciano)
           11/18/2014 – 03/31/2020


JHU/Bill & Melinda Gates Foundation


New Approaches to Assessing HIV Reservoirs and their Depletion

We will develop improved, scalable assays to measure reservoir in patients and to evaluate each step in the “kick and kill” strategy that is being developed to cure HIV infection. 

SAP4100070287 Cooper (PI)


 06/01/2015 – 05/31/2019
PA DOH

Big Data for Better Health (BD4BH) in Pennsylvania

Rapidly increasing volumes of molecular and electronic health record data in health care hold great promise for predicting patient outcomes, personalizing care, reducing geo-demographic disparities, and improving health. This project will develop methods for merging, managing, utilizing, processing, analyzing, and sharing large amounts of diverse types of data by developing automated methods for extracting and representing patient-level data, including clinical text, about the course of disease. We will also develop and apply machine learning methods to large complex datasets to predict cancer outcomes. In addition, plans are to partner with another PA institution in order to train underrepresented minority students in the analysis of Big Data.

Role: Co-Investigator 
9R01 CA186780 Wang (PI)
     


12/18/1996 – 02/28/2019

NIH

Roles of EAF2 in Androgen Action in the Prostate
This project is proposed to elucidate the cellular mechanisms of androgen action in the prostate, particularly the role of androgen-responsive gene EAF2. This project may also identify new therapeutic targets that are abnormally activated by current loss of EAF2 and p53 in prostate cancer.

Role: Co-Investigator

P50 CA121973  Kirkwood (PI)


07/01/2006 - 06/30/2018

NIH

Spore in Skin Cancer

The overall goals of the University of Pittsburgh Skin Cancer SPORE are to improve the prevention and treatment of skin cancers, focusing upon melanoma and cutaneous T cell lymphoma. The long-term translational research projects will serve as the basis for improving the outcome of patients with lethal skin cancers.
Role: Co-Investigator


