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Florian Kronenberg, MD is specialized in Medical Genetics and is a Full Professor 
for Genetic Epidemiology at the Innsbruck Medical University. He heads the 
Department of Medical Genetics, Molecular and Clinical Pharmacology. 
Florian Kronenberg served as principal investigator in several studies on 
genetic risk factors for atherosclerosis and biomarkers for the progression 
of chronic kidney disease including the «Mild to Moderate Kidney Disease 
Study» (MMKD). He is a Co-PI of the “German Chronic Kidney Disease” (GCKD) 

study. He was a workgroup member of the NKF K/DOQI Guidelines on «Cardiovascular Disease 
in Dialysis Patients» and the KDIGO Clinical Practice Guideline for Lipid Management in Chronic 
Kidney Disease. He has published roughly 300 papers and his research interests are genetic and 
clinical epidemiological studies on lipoprotein(a) as well as genetics of complex diseases such as 
atherosclerosis, kidney diseases, diabetes mellitus and related intermediate phenotypes
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Moshe Levi received his degrees in Chemical Engineering from Northwestern 
University (B.S.) and Stanford University (M.S.) followed by medical degree from 
Albert Einstein College of Medicine. He completed his Internship and Residency 
training at Cornell Medical College followed by Nephrology Fellowship at the 
University of Colorado. He was on the faculty at UT Southwestern Medical 
School from 1884-2002 and he returned to University of Colorado since then. 
His research interests include i) regulation of renal, intestinal, and vascular 

phosphate transport, ii) role of nuclear receptors, G protein coupled receptors, and transcription 
factors in regulation of lipid metabolism, kidney, liver, and cardiovascular disease in obesity, 
diabetes, and aging, and iii) application of high resolution microscopy techniques for imaging 
lipids, metabolism, and � brosis.M
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Christian Metallo joined the University of California, San Diego in 2011 and 
is currently an assistant professor in the Department of Bioengineering. 
He received his bachelor’s in chemical engineering from the University of 
Pennsylvania in 2000 before joining Merck Research Laboratories to conduct 
bioprocess engineering research.  He received his Ph.D. from the University 
of Wisconsin-Madison Department of Chemical and Biological Engineering in 
2008 and was an American Cancer Society Postdoctoral Fellow in Chemical 

Engineering at the Massachusetts Institute of Technology.  Christian was the recipient of the 
Biomedical Engineering Society Rita Schaffer Young Investigator Award in 2012, a 2013 Searle 
Scholar Award, and a 2015 NSF CAREER Award.
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Dr. Nahrendorf is currently an associate professor at Harvard Medical School 
and director of the Mouse Imaging Program at the Center for Systems Biology 
at MGH. He completed his joint Ph.D. and M.D. studies at the University of 
Heidelberg in Germany before moving to the University of Würzburg where he 
did his residency, fellowship and postdoctoral training. Dr. Nahrendorf joined 
Harvard Medical School in 2004. His laboratory focuses on the cellular and 
molecular processes in atherosclerosis and after myocardial infarction, using 

the entire spectrum of imaging modalities, including MRI, nuclear, and optical imaging techniques, 
with a special interest in multimodal imaging. These technologies are embedded in a biologically 
driven research program that aims at a systematic understanding of in� ammation at a basic level 
while keeping a rigorous translational perspective.
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I am an assistant professor at the Karolinska Institute (Stockholm, Sweden) 
studying cellular metabolism using a blend of computational and experimental 
methods. My background is in computational biology, with a focus on cellular 
metabolism and metabolic disorders. I have made some contributions in 
statistical methods for whole-genome expression analysis, data integration 
methods for identifying novel components of metabolic pathways, and more 
recently metabolomics studies of cancer cells. The current focus of my lab at 

Karolinska is on mass spectrometry-based isotope tracing methods for studing activity of metabolic 
enzymes in living cells, particularly in one-carbon metabolism.
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Tim Meyer undertook his medical school training at Harvard followed by 
medical residency at Stanford.  He then did his nephrology fellowship with Dr. 
Barry Brenner at the Brigham and Women's Hospital before joining the faculty 
at Stanford where he has remained since.  His research efforts over the past 
decade have been directed toward identifying retained solutes responsible 
for uremic illness, with a focus on those derived from colon microbes.  He 
has worked on quantifying and improving removal of these solutes by dialysis 

and related therapies, and more recently toward suppressing their production.
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Dr. Pennathur is an Associate Professor, Division of Nephrology, University 
of Michigan. He completed his medical school in Madurai University, India 
and subsequently did his clinical training in internal medicine and nephrology 
at Washington University, Saint Louis and research fellowships at Mass 
General Hospital and University of Washington, Seattle. His laboratory has 
made extensive use of mass spectrometric methods to study oxidant injury 
mechanisms, metabolomics, lipidomics and proteomics in animal models and 

humans with diabetic complications. He leads the Molecular Phenotyping and Metabolomics, at 
the University of Michigan Nutrition and Obesity Center and Diabetes Centers and serves as the 
Co- Director, Michigan Regional Comprehensive Metabolomics Resource and Applied Systems 
Biology Core, George O’Brien Kidney Center. 
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Rembert Pieper is a Professor for Infectious Diseases/Systems Biology and 
Director of the campus of the J. Craig Venter Institute (JCVI) in Rockville, 
Maryland. His research interests are cellular and molecular interactions of 
pathogens and microbial commensal organisms with the human host and 
the investigation of host-pathogen interactions. Dr. Pieper also directs protein 
biomarker discovery efforts of JCVI’s proteomics laboratory. He has current 
research projects on urethral catheter bio� lms, acute and latent infections by 

Mycobacterium tuberculosis in the context of the oral/nasal microbiome and antibiotic resistance, 
and mechanisms and biomarkers for infectious and other in� ammatory diseases of the urinary tract 
and kidneys. In addition, he is involved in genomics and proteomics training programs for students 
and research fellows in developing nations. He has a Ph.D. in molecular biology/biochemistry from 
Berlin Technical University which was followed by research fellowships at Stanford University and 
the National Cancer Institute. He joined The Institute of Genomic Research, a legacy organization 
of the JCVI, in 2003.
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Satchin Panda received his PhD from the Scripps Research Institute, San Diego 
and did postdoctoral research at the Genomics Institute of Novartis Research 
Foundation, San Diego. He has been a faculty at the Salk Institute (San Diego) 
since 2004, where his lab focuses on the circadian regulation of behavior, 
physiology and metabolism in model organisms and in human subjects. Satchin 
Panda’s major scienti� c achievements include key discoveries of molecules, 
mechanisms and principles underlying the diurnal rhythms in metazoans. He 

discovered the role of a novel blue-light sensitive photopigment melanopsin in adapting mammalian 
circadian clock and non-image forming behavior to ambient lighting condition. This has led to public 
policy and commercial products aimed at dynamically managing lighting in built environment to 
optimize human health. His research identi� ed genome-scale circadian regulation of thousands of 
genes in a tissue speci� c manner, which led to the subsequent discoveries of several core clock 
components, and molecular mechanisms. Recently, his lab demonstrated that the feeding-fasting 
cycle is a dominant determinant of diurnal rhythms in gene expression and function in peripheral 
organs independent of ambient lighting. Health relevance of this � nding was demonstrated in a 
pre-clinical animal model that a robust feeding-fasting cycle without altering nutrient quality and 
quantity can prevent several chronic metabolic diseases. Based on a feasibility study in humans, 
his lab is currently carrying out a smartphone based study (www.mycircadianclock.org) to assess 
the extent of circadian disruption among adults.
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Eugene Rhee is a PI at the Massachusetts General Hospital, an Assistant 
Professor of Medicine at Harvard Medical School, and an Associate Member 
of the Broad Institute of MIT and Harvard. His laboratory is jointly supported 
by the Endocrine and Nephrology Divisions of the Department of Medicine at 
MGH. Dr. Rhee’s studies on metabolism and renal disease extend naturally 
from this collaboration and span epidemiologic, physiologic, and experimental 
approaches, with an emphasis on liquid chromatography, mass spectrometry 

based metabolomics. Current projects include: 1.) discovery of metabolite predictors of incident 
CKD, CKD progression, and cardiovascular outcomes in well-characterized clinical cohorts, 2.) 
identi� cation of the genetic determinants of the blood metabolome, 3.) characterization of novel 
renal metabolic functions using samples acquired with invasive catheterization, and 4.) animal and 
cell based studies to test the functional effects of select metabolites and metabolic pathways. His 
laboratory is interested both in metabolites that are important locally for maintaining kidney cell 
health as well as metabolites that may have a systemic role in metabolism.
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Uwe Sauer received a Ph.D. in Microbiology from the University of Göttingen 
in 1992. He is currently Professor of Systems Biology at the Institute of 
Molecular Systems Biology of the ETH Zurich (Switzerland) with a research 
focus on complex regulation processes that control cellular metabolism. His 
lab has pioneered the development of quantitative mass spectrometry-based 
methods for metabolomics and � ux analysis with a particular focus on high-
throughput methods. Combining the skills of physicists, biologists, engineers 

and computer scientists, his interdisciplinary lab specializes in developing original computational 
and modeling approaches to generate testable hypotheses from large-scale metabolomics data. 
Prof. Sauer has about 70 publications in peer-reviewed journals over the last 5 years, and is a 
member of various editorial boards, scienti� c steering and advisory committees of international 
organizations and companies in systems biology and biotechnology.U
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Oswald Quehenberger received his M.S. in Chemistry and his Ph.D. in 
Biochemistry from the University of Graz, Austria.  Subsequently, he conducted 
his postdoctoral work at the The Scripps Research Institute, La Jolla, where 
he received his training in Immunology.  In 1993, Dr. Quehenberger joined the 
faculty at University of California, San Diego and currently holds the position 
of Professor at the Department of Medicine.  Dr. Quehenberger is the recipient 
of an Established Investigator Award from the American Heart Association, 

is an elected Fellow of the AHA and a Recognized Member of the American Stroke Association.  
He severed on numerous review committees for the NIH and other government granting agencies 
and as an editorial board member of scienti� c journals.  Dr. Quehenberger has had a long-standing 
scienti� c interest in immunity and in� ammation, with speci� c expertise in research pertaining to 
cardiovascular disease and metabolic syndrome with underlying acute, chronic and subclinical 
in� ammation.  His most recent studies have used novel lipidomics approaches to develop lipid 
signatures in health and disease.
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Dr. Sharma’s research efforts have focused on the pathogenesis of diabetic 
kidney disease (DN). His laboratory helped de� ne the central role of the 
cytokine Transforming Growth Factor-b (TGF-b) in DN using cell culture and 
animal models and has translated these � ndings to the human condition. 
These studies contributed to the development of the highly innovative anti-
� brotic approaches that are currently being tested in clinical research trial. 
Recently, Dr. Sharma has focused his attention on the contribution of the 

kidney to cardiovascular disease in diabetes and obesity using metabolomics and systems biology 
approaches. His group was the � rst to describe the role of adiponectin on podocyte function. His 
group has also identi� ed that reduced mitochondrial function is a major contributor in diabetic 
complications and that stimulation of energy sensing pathways are bene� cial in diabetic and 
obesity-related kidney disease. The goal of his research efforts is to develop new diagnostic and 
therapeutic approaches for personalized medicine in diabetes complications and chronic kidney 
disease. He has been continuously funded with grants from the NIH and private foundations. He 
serves as the Chair of the ISN Nexus Core Committee. Clinical Interests: Dr. Sharma has maintained 
a strong clinical practice with a focus on patients with type 1 and type 2 diabetes and kidney 
disease. He has conducted NIH-funded and industry supported investigator-initiated clinical trials. 
He has a major interest in the development of clinical biomarkers of kidney disease progression.
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James Shayman, M.D. received his undergraduate degree from Cornell 
University and medical degree from Washington University in St. Louis. Following 
clinical training in internal medicine and nephrology at Barnes Hospital, 
post-doctoral training was received in the Department of Pharmacology. 
He joined the University of Michigan in 1986 where he is currently professor 
of internal medicine and pharmacology. His primary research has focused 
on the development of small molecule therapeutics for lysosomal storage 

diseases.  To this end, his group has targeted glucosylceramide synthase as potential treatments 
for Gaucher and Fabry disease.  Eliglustat tartrate, now approved worldwide for Gaucher disease 
type 1, is a result of this effort. His group has studied the mechanistic basis of the vasculopathy 
associated with Fabry disease. Most recently, his work has focused on the development of CNS 
permeant glycolipid synthesis inhibitors and is funded through the NIH Blueprint for Neurosciences 
program. His group also discovered and characterized a novel lysosomal hydrolase, group XV 
phospholipase A2. This lipase functions in surfactant catabolism, host defense to mycobacterial 
infection, clearance of apoptotic cells, and is the target of cationic amphiphilic drugs that cause 
phospholipidosis. Dr. Shayman has published over 140 peer reviewed papers and is an inventor 
on more than 60 US and international patents. He has served as the associate chair for research 
in the department of internal medicine and associate vice-president for research, health sciences. 
Recently, he was recipient of the 2016 University of Michigan Distinguished Innovator award.
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Dr Arun Sreekumar is a Professor and Director of Metabolomics at Baylor 
College of Medicine, Houston. He completed his PhD from Indian Institute of 
Science, Bangalore, India in 2000 and his post-doctoral training from University 
of Michigan under the mentorship of Dr Arul Chinnaiyan in 2004. In 2008, he 
started his own research group while at the University of Michigan before 
moving to the Medical College of Georgia (MCG) Cancer Center in 2009. 
He joined as an Associate Professor at Baylor College of Medicine (BCM) 

in 2011. Dr Sreekumar’s research focuses on understanding metabolic re-wiring in prostate and 
breast cancer. Since joining BCM, he has established their state-of-the-art mass spectrometry-
based metabolomic pro� ling platform, and is the � rst to publish the unbiased metabolic pro� le 
of prostate cancer in Nature, 2009. Recently, in collaboration with colleagues at the University 
of Michigan, Dr Sreekumar published a paper in Nature Communications that described altered 
metabolic networks associated with castration resistant prostate cancer. In addition to these, he has 
published a number of high impact papers in journals such as New England Journal of Medicine, 
Journal of Clinical Investigation, Cell Reports etc. Dr Sreekumar’s research is funded by grants 
from the National Cancer Institute, Department of Defense, Cancer Prevention Research Institute 
of Texas, National Science Foundation, Helis Foundation and Agilent Foundation. Dr Sreekumar’s 
laboratory was recently designated the Agilent Center for Global Mass Spectrometry Excellence.
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Subramaniam is a distinguished professor of Bioengineering, Computer 
Science & Engineering, Cellular & Molecular Medicine and Nanoengineering 
and the Joan and Irwin Jacobs Endowed Chair in Bioengineering and Systems 
Biology, at UC San Diego. Dr. Subramaniam's innovative work has major 
impact on research and development in academia and industry by allowing 
the synthesis of complex biological and medical information from genes 
and molecules into integrated knowledge at cellular and system levels, thus 

providing important basis for drug discovery and innovation. He has fostered training and research 
in systems biology and bioinformatics at the national level, serving on the NIH Director’s Advisory 
Committee on Bioinformatics and played a key role in the formulation of the NIH Director’s 
Roadmap which places a major emphasis on the use of quantitative approaches of engineering 
to biomedical research in health and disease. He founded the UCSD Bioinformatics program and 
was Chair of the nationally top-ranked bioengineering program from 2008-2013. Dr. Subramaniam 
has collaborated with colleagues in clinical medicine to elucidate the molecular and genomic basis 
of the pathogenesis of several diseases. His research is focused on understanding mechanisms, 
reconstructing networks, building quantitative models and predicting phenotypes in mammalian 
systems. Towards this end, he and his laboratory develop novel methods and technologies, carry 
out information-rich assays and build temporal and context-speci� c pathways and models leading 
to cellular and physiological end points. The work in his laboratory now spans several systems 
medicine projects including work on human brain, liver, skeletal muscle, and vascular and immune 
systems.
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Katalin Susztak is a physician-scientist, Associate Professor of Medicine and 
Genetics at the University of Pennsylvania. Dr. Susztak received integrated 
training as an MD/PhD followed by post-graduate training in Internal Medicine 
and in Nephrology. She also completed a Master of Clinical Research program 
to better understand clinical research study design and analysis. Currently 
Dr. Susztak practices medicine and runs a research laboratory. Work in my 
laboratory is aimed towards the understanding of molecular pathways that 

govern chronic kidney disease development. We have two general areas of interest: hypothesis 
generating (high trough-put, translational) and mechanistic studies. Over the past 10 years we 
banked and analyzed (combined genetic, epigenetic and genomic approaches) a large number of 
healthy and diseased human kidney tissue samples. We hypothesize that integrative analysis of 
epigenetic and genetic settings in diseased cells can provide a rational basis for more accurately 
modeling the critical biological pathways involved in mediating the progressive phenotype in 
individual patients. We also predict that epigenomic integrative analysis can be used to determine 
the identity of chromatin and transcription factors that contribute mechanistically to aberrant 
transcriptional programming in chronic kidney disease, and that this information can be used for 
designing therapeutic strategies. We are speci� cally interested in de� ning cis-regulatory modules 
(promoters, enhancers and repressors) that govern the normal and altered epithelial phenotype 
in diseased kidneys. In addition, we use genetic approaches and mouse as a model organism to 
test the role of candidate signaling molecules and regulatory pathways directly in vivo. Work in 
the Susztak lab is supported by industry sponsors, non-pro� t organizations and by the National 
Institute of Health.
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Dr. Tang is Professor of Medicine at Cleveland Clinic Lerner College of Medicine 
at Case Western Reserve University, and the Director of the Center for Clinical 
Genetics at the Cleveland Clinic. He has been elected as member of the 
American Society of Clinical Investigation in 2013. As a clinician-scientist 
and practicing heart failure/transplant cardiologist, Dr. Tang’s translational 
research focuses on understanding the cellular and molecular mechanisms that 
contribute to disease progression in heart failure, speci� c cardiomyopathies, 

cardio-renal diseases and more recently the contributing role of microbiome in cardiovascular 
diseases.
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Dr. Robert H. Weiss is a clinician/scientist  nephrologist and cell biologist 
and is Professor of Medicine at UC Davis and Chief of Nephrology at the 
Sacramento VA Medical Center. His training was all at several campuses of 
the University of California. His clinical and research interests are broad and 
include vascular and hereditary renal disease, as well as both breast and 
kidney cancer. He was among the � rst to characterize the role of the cyclin 
kinase inhibitors in cancer and is the � rst to utilize metabolomics to search 

for urinary biomarkers and therapeutic targets in kidney cancer and polycystic kidney diseases. 
He has an active clinical practice as well as a productive basic science laboratory.
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Dr. David Wishart (PhD Yale, 1991) is a Professor in the Departments of 
Biological Sciences and Computing Science at the University of Alberta. He 
currently directs the Metabolomics Innovation Centre (TMIC), Canada’s national 
metabolomics laboratory. Dr. Wishart’s research interests span many areas 
including metabolomics, bioinformatics, structural biology and nanotechnology. 
For the past 10 years, Dr. Wishart has led the “Human Metabolome Project” 
(HMP), a multi-university, multi-investigator project that catalogued all of the 

known metabolites in human tissues and bio� uids. Using advanced methods in NMR spectroscopy, 
mass spectrometry, multi-dimensional chromatography and machine learning Dr. Wishart and 
his colleagues have identi� ed or found evidence for more than 42,000 metabolites in the human 
body. This information has been archived on a freely accessible web-resource called the Human 
Metabolome Database (HMDB). Dr. Wishart is actively using the resources arising from TMIC and 
HMP towards a variety of clinical applications including cancer, heart disease, kidney diseases 
and organ transplantation.
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