
CAFCW20 Presenters 
Devanshu Agrawal, University of Tennessee, Knoxville 
Devanshu Agrawal is a PhD student in the Data Science and 
Engineering program in the Bredesen Center at the University of 
Tennessee, Knoxville and works as a research assistant in the 
Computational Sciences and Engineering division at Oak Ridge 
National Laboratory. He received bachelor’s degrees in 
mathematics and physics and a master’s degree in mathematics 
from East Tennessee State University, where he taught calculus 
after that. Agrawal’s research focuses on the theory and 
applications of Bayesian deep learning. 

 
Paul Aiyetan, MD, Frederick National Laboratory for Cancer Research  
Dr. Paul Aiyetan obtained his MD from the College of Medicine, 
University of Ibadan. He completed his intern year as a house 
physician at the University College Hospital and the next two years as 
a resident medical officer. He earned a Master of Science degree in 
bioinformatics from Johns Hopkins University and a PhD from the 
George Mason University School of Systems Biology. After a graduate 
fellowship in oncology, bioinformatics and biostatistics, Dr. Aiyetan 
completed a postdoctoral fellowship in pathology at the Johns 
Hopkins University School of Medicine where he was a member of the 
NIH/NCI-funded Clinical Proteomics Tumor Analysis Consortium. He was also a member of the 
NIH/NHLBI-funded Programs of Excellence in Glycosciences (PEG). He received the Johns Hopkins 
Pathology Young Investigators Excellence Award and the inaugural NIH-funded Big Data to 
Knowledge fellowship at the University of Minnesota and the Mayo Clinic. Dr. Aiyetan’s research 
interest is at the intersection of medicine, computational biology and quantitative science, 
investigating physical and biochemical science principles and computational and quantitative 
methods to elucidate mechanism of disease processes, particularly neoplastic processes (cancer), 
with an aim to identify and develop more precise diagnostic and therapeutic approaches. 

 

Mohammed Alawad, PhD, Oak Ridge National Laboratory 
Dr. Mohammed Alawad is a research scientist in the Advanced 
Computing for Health Sciences Section at Oak Ridge National 
Laboratory. He holds a PhD degree in computer engineering from the 
University of Central Florida. His research interests include AI/DL for 
natural language processing, energy-efficient computing, and deep 
learning acceleration and security. 

 

  



Richard Arthur, GE Research 
Rick Arthur leads pathfinding efforts in applying computational 
methods at GE Research, supporting products and services that 
spanned diverse industrial sectors such as healthcare, air and rail 
transportation, media, finance, defense and energy. He represents 
GE in government policy and project discussions, including as co-
chair of the U.S. Council on Competitiveness Advanced Computing 
Roundtable and as a member of the ECP Industry Council technical 
advisors. He holds a BS and MEng in computer engineering and an 

MBA and is a senior member of the Association for Computing Machinery (ACM). 

 

Peter Balogh, PhD, Peter Balogh, Duke University 

Dr. Peter Balogh received his PhD in mechanical engineering 
from Rutgers University in 2018. He developed a method for 
modeling blood cells flowing through complex capillary 
networks in 3D, for which he was awarded the Acrivos 
Dissertation Award in Fluid Dynamics from the American 
Physical Society. He is currently a postdoctoral associate in the 
Department of Biomedical Engineering at Duke University. His 
research interests include computational fluid dynamics 
modeling of biological flows, numerical methods for complex fluid-structure interfaces and code 
development for high performance computing. His current research is focused on modeling cancer 
cells and their transport through the circulatory system and on investigating the remodeling of 
microvasculatures through comparisons with experiments. 

 

Amrita Basu, PhD, University of California, San Francisco 

Dr. Amrita Basu has over 15 years of experience in bioinformatics 
and computational biology, leading biomedical informatics 
initiatives that improve clinical outcomes and support biomarker 
discovery. She is currently an assistant professor at the University of 
California, San Francisco in the Department of Surgery. Her group 
develops computational tools for biomarker discovery in treatment-
resistant breast cancer patients. She works closely with the Athena 
Breast Health Network and I-SPY clinical trial (adaptive trial for 
early-stage high-risk breast cancer patients). Her group is involved 

in identifying biomarker and imaging predictors in ductal carcinoma in situ (DCIS) through the 
Consortium for Molecular and Cellular Characterization of Screen-Detected Lesions. Dr. Basu has a 
PhD from Rockefeller University and an undergraduate degree in electrical engineering from 
Cornell University. 



 

Harsh Bhatia, PhD, Lawrence Livermore National Laboratory 
Dr. Harsh Bhatia is a computer scientist at the Center for Applied 
Scientific Computing at Lawrence Livermore National Laboratory 
(LLNL). His research spans the broad area of visualization and 
computational topology, with special focus on scientific data. Dr. 
Bhatia is also interested in machine learning-based approaches for 
scientific applications and use of visual analytics to understand 
performance data. Prior to joining LLNL, he earned his PhD from 
Scientific Computing and Imaging Institute at the University of Utah 
in 2015, where he worked on the feature extraction for vector fields. 

 

 

Douglas Blayney, MD, Stanford University School of Medicine 

Dr. Douglas Blayney is a professor of medicine at the Stanford 
University School of Medicine. His clinical interest is breast cancer, 
and his research focuses on quality improvement in cancer care 
systems, new drug development and improvement of the patient 
experience.  

Dr. Blayney received the first Ellen Stovall Award for Innovation in 
Patient Centered Care, National Coalition for Cancer Survivorship, 
and the Joseph V. Simone Award and Lecture for Excellence in Quality and Safety in the Care of 
Patients with Cancer, American Society of Clinical Oncology (ASCO). He is past president of ASCO, 
was a founding member of the National Comprehensive Cancer Network Growth Factor Guideline 
panel and is a past member of the U.S. Food and Drug Administration’s Oncology Drugs Advisory 
Committee. Dr. Blayney has worked in academic and community practice settings and has three 
daughters, one of whom is a physician. He received training at Stanford University; University of 
California, San Diego; and the National Cancer Institute. 

 

Gabriel Bordovský, Brno University of Technology  

Gabriel Bordovský is a PhD candidate on the faculty of Information 
Technology, Brno University of Technology. He is a member of the 
Supercomputing Technologies Research Group where he focuses on 
improving the efficiency of spectral simulation codes running on 
clusters. He closely collaborates with PAMMOTH consortium on the 
development of a clinical prototype of a dedicated photo-acoustic 
breast imager. 

 



 

Jim Brase, Lawrence Livermore National Laboratory 

Jim Brase is the deputy associate director for Computing at 
Lawrence Livermore National Laboratory. He leads LLNL research 
in the application of high-performance computing, large-scale data 
science and simulation to a broad range of national security and 
science missions. Jim is co-lead of the ATOM Consortium for 
computational acceleration of drug discovery and on the 
leadership team of the COVID-19 HPC Consortium. 

Jim’s research interests focus on the intersection of machine 
learning, simulation and high-performance computing. He is currently leading efforts in large-scale 
computing for life science, biosecurity and nuclear security applications. In his previous position as 
LLNL’s Deputy Program Director for Intelligence, Jim led efforts in intelligence and cybersecurity 
R&D. He was formerly LLNL’s Division Leader for Optical Sciences and led programs in laser and 
imaging research at LLNL. 

 

V. K. Cody Bumgardner, PhD, University of Kentucky 

V. K. Cody Bumgardner, PhD, is division chief of Pathology 
Informatics in the Department of Pathology and Laboratory 
Medicine. Dr. Bumgardner serves as assistant professor in the 
College of Medicine and by joint appointment College of 
Engineering at the University of Kentucky. Over the past 20 years 
he has held leadership roles in the areas of cyber infrastructure 
architecture, software development, telecommunication, 
research computing and healthcare. Dr. Bumgardner holds a 
bachelor’s degree in computer engineering and a PhD in computer science from the University of 
Kentucky. He completed his academic training under Professor Victor Marek, with the dissertation 
titled “Contributions to Edge Computing.” His work focuses on the applied use of edge computing, 
distributed inference and clinical-grade privacy-preserving AI in healthcare. 



 

Judith Cohn, PhD, Los Alamos National Laboratory 

Judith Cohn is a staff scientist at Los Alamos National Laboratory. She 
received a PhD in molecular biology from Cambridge University in 
1981 and completed post-doctoral studies at the Salk Institute for 
Biological Studies and the Johnson Space Center. Following her post-
doctoral studies, she spent seven years as a technical consultant for 
BBN Software Products, developing and supporting statistical 
software for scientific and engineering applications. During this 
period, she was also a part-time instructor in computer science, 
mathematics and statistics. In 1996, she joined the bioinformatics 
team for the Human Genome Project in Los Alamos. Since 2006, she 

has been a member of the Information Sciences group in the Computer, Computational and 
Statistical Sciences Division, where she designs, develops and runs software and databases for 
high-throughput data analysis in a variety of domain areas, primarily focused on biological 
problems. She was part of a small team that won an R&D 100 award in 2012 for Sequedex, a 
software application to classify phylogeny and function of metagenomic sequences. Currently, she 
is working on two large machine learning projects, which are collaborations between DOE and 
other federal agencies. The work presented here in particular is part of a pilot project with the 
National Cancer Institute under the auspices of the Joint Design of Advanced Computing Solutions 
for Cancer (JDACS4C) program. 

 

Diane Marie Del Valle, Icahn School of Medicine at Mount Sinai 

Ms. Del Valle is a project director at Gnjatic Laboratory and Mount 
Sinai Human Immune Monitoring Core (HIMC). She is involved in the 
design and coordination of medical research with a focus on cancer 
immunology. 

 

 

Sayera Dhaubhadel, Los Alamos National Laboratory  

Sayera Dhaubhadel is a post-master’s research associate at Los 
Alamos National Laboratory. Her background is in computer science, 
specializing in machine learning. She has been working on applying 
machine learning techniques on medical data to develop predictive 
models for a variety of tasks such as automatically predicting the 
type of cancer using cancer pathology reports, outcomes prediction 
and analysis for CVD, suicide attempts, etc. and understanding the 

importance of particular genes in the development of a tissue. 



 

Sally Ellingson, PhD, University of Kentucky 
Dr. Sally Ellingson is a computational scientist working at the 
intersection of computational biology and high-performance 
computing. She has undergraduate degrees in computer science 
and mathematics from Florida Institute of Technology. She obtained 
her doctoral degree at the University of Tennessee and Oak Ridge 
National Laboratory under a fellowship funded by the National 
Science Foundation in computational biology. She is an assistant 
professor in the Division of Biomedical Informatics at the University 
of Kentucky College of Medicine. In her additional role as the 

manager for High-Performance Computing Services for the Markey Cancer Center’s Cancer 
Research Informatics Shared Resource Facility, she facilitates high throughput genomics and big 
data processing for precision medicine resulting in targeted cancer therapies. Recently she has 
been combining simulations, big data, and machine learning to increase the accuracy of drug 
binding predictions. With her passion for high-performance computing, her research goals lie in 
harnessing computational power for discoveries otherwise not possible in biomedical areas of high 
societal importance. 

Dr. Ellingson engages in mentoring and outreach, especially for underrepresented groups in 
computational sciences. She has been actively engaged in the organization of the student 
programs at Supercomputing since 2014. She has helped organize the Broader Engagement 
program, spent several years helping with the Student Volunteer program, ran the Mentor-
Protégé program and School Tours. This year she is Chair of Student Programming and managing 
the virtualization of this program. 

 

Fabian Fröhlich, PhD, Harvard Medical School  
Dr. Fabian Fröhlich obtained his PhD in mathematics from 
Technische Universität München, Munich, where he worked in 
the groups of Jan Hasenauer and Fabian Theis. He developed 
mathematical methods for the efficient calibration of large 
kinetic models in the context of stochasticity and cell-to-cell 
variability and applied them to develop novel approaches for 
cancer precision medicine. He received a Master of Science 
degree from Technische Universität München in Mathematics in 
Biosciences. He is a HFSP postdoctoral fellow in Peter Sorger's 
group in the Laboratory of Systems Pharmacology at Harvard 
Medical School. He is developing methods to construct, calibrate and understand large kinetic 
models with hundreds to thousands of state variables and parameters, applying these methods to 
study adaptive resistance in melanoma where he integrates structural, molecular and omics data 
to build detailed mechanistic models. 

 



Sacha Gnjatic, PhD, Icahn School of Medicine at Mount Sinai 
Dr. Sacha Gnjatic is an associate professor and the co-director of 
the Human Immune Monitoring Center at Mount Sinai. After 
obtaining his PhD evaluating p53 as a tumor antigen in Paris, he 
trained with Dr. Lloyd Old at the Ludwig Institute in New York 
where he studied T cell and antibody responses specific to NY-
ESO-1, in particular for antigen presentation and tolerance 
mechanisms. As a tumor immunologist, he specializes in studying 
immune correlates, both circulating and tissue-based, to define 
biomarkers of immunotherapies from human clinical trials. 

 

 
Emily Greenspan, PhD, National Cancer Institute 
Dr. Emily Greenspan is a biomedical informatics program 
director in the Center for Biomedical Informatics and 
Information Technology (CBIIT) at the National Cancer Institute 
(NCI). She serves as the NCI federal program lead for the NCI-
Department of Energy (DOE) Collaborations focused on 
applying advanced computing and artificial intelligence (AI) 
technologies to specific areas of cancer research. She has 
supported and promoted predictive oncology and AI strategies 
across NCI. 

 

Sean E. Hanlon, PhD, National Cancer Institute 

Dr. Sean E. Hanlon is acting deputy director of the NCI Center for 
Strategic Scientific Initiatives (CSSI) where he provides leadership 
in planning, developing and implementing initiatives with a focus 
on emerging areas of science with potential impact across the 
cancer research continuum. Dr. Hanlon is also the lead program 
director for the NCI’s Provocative Questions Initiative that aims to 
foster research in understudied areas. Additionally, he provides 
scientific leadership to collaborative transdisciplinary programs, 
including the NIH Common Fund’s 4D Nucleome program and the 

NCI’s Human Tumor Atlas Network. Dr. Hanlon also serves as a representative on NCI, NIH and 
inter-agency committees, including Cancer Moonshot Implementation teams, the trans-NCI Data 
Sharing working group and the trans-NCI Artificial Intelligence working group. 

 

 



Stewart He, PhD, Lawrence Livermore National Laboratory 
Stewart He joined Lawrence Livermore National Laboratory in 2017 
after receiving his PhD in computer science from the University of 
California, Davis. Since then he has applied machine learning to 
several problems in the field of drug discovery, from predicting IC50 
properties of drug compounds to using MD simulation data to 
predict cell membrane perturbations. Currently, Dr. He is part of 
the Accelerating Therapeutics for Opportunities in Medicine 
(ATOM) Consortium, with the mission of bringing together public 
and private groups to make advances in drug discovery. 

 

Tina Hernandez-Boussard, PhD, Stanford University  
Dr. Hernandez-Boussard is an associate professor in medicine 
(biomedical informatics), biomedical data science and surgery at 
the Stanford University School of Medicine. Dr. Hernandez-
Boussard's background and expertise is in the field of 
computational biology and epidemiology, with concentration on 
clinical informatics, population health and health policy. A key 
focus of her research is the application of novel methods and 
tools to large clinical datasets for hypothesis generation, 
comparative effectiveness research and the evaluation of quality 
healthcare delivery. 

 

Julian Hong, MD, MS, University of California, San Francisco 
Dr. Julian Hong is an assistant professor in the Department of 
Radiation Oncology and Bakar Computational Health Sciences 
Institute at the University of California, San Francisco. His 
research focuses on developing and implementing actionable 
analytics in oncology, including machine learning and artificial 
intelligence for prediction and decision making, data extraction 
and natural language processing and imaging analytics. Prior to 
joining UCSF, he completed his residency in radiation oncology at 
Duke University, where he collaborated with the Department of 

Biostatistics and Bioinformatics to complete a randomized controlled clinical study evaluating a 
machine learning-directed clinical intervention. He completed his Bachelor of Science in 
biomedical computation and Master of Science in bioengineering at Stanford University, his MD at 
the University of Wisconsin-Madison, and an internship in internal medicine at Yale-New Haven 
Medical Center. 

 



Rajeev Jain, Argonne National Laboratory 
Rajeev Jain received his first master’s degree in structural 
engineering from Arizona State University in 2009 and his second 
master’s degree in computer science from the University of Chicago 
in 2020. He has been working at Argonne National Laboratory, since 
2009 as a principal software developer in mathematics and computer 
science. He primarily develops simulation software and tools tailored 
for high performance systems. Over the past 11 years at ANL, he has 
been a part of development of tools for mesh generation, simulation 
of nuclear reactors, urban infrastructure and astrophysics. He also 

develops deep learning algorithms, testing infrastructure and optimization routines for exascale 
deep-learning-enabled precision medicine for cancer treatment.  

 

Sneha Jariwala, University of California, Santa Cruz 
Sneha is a fourth-year undergraduate student at the University of 
California, Santa Cruz studying molecular, cellular and 
developmental biology. Sneha received a grant from Alex's 
Lemonade Stand Foundation to pursue a 10-week research project 
on gene expression analysis of pediatric high-risk leukemias. She 
completed this research with the Treehouse Childhood Cancer 
Initiative at the University of California, Santa Cruz Genomics 
Institute. This research means a lot to her because her sister passed 
away a few years ago from B-cell precursor acute lymphoblastic 
leukemia. Sneha is planning to graduate in March and apply for 
medical schools in summer to pursue a career in pediatric oncology. 

 

Jong Cheol Jeong, PhD, University of Kentucky 
Dr. Jeong is an assistant professor at the University of Kentucky 
College of Medicine, Department of Internal Medicine, Division of 
Biomedical Informatics, and manager of Cancer Research Data 
Common (CRDC) in Markey Cancer Center. He has been extensively 
involved in technology development and has significant expertise in 
designing and implementing data analysis and management tools for 
large-scale genomics projects. His current research interest is focused 
on the development and application of methods in translational 
biomedical informatics to better understand disease pathogenesis, 

leading to the development of precision medicine and improved diagnostics and therapeutics for 
cancer patients. 

  



Donald Johann, MSc, MD, FACP, University of Arkansas for Medical 
Sciences 
Dr. Johann is a physician/scientist, an associate professor at the 
University of Arkansas for Medical Sciences and the Scientific 
Director of the UAMS Genomics Sequencing Facility. His scientific 
focus concerns the application of advanced molecular profiling and 
high-throughput technologies for the characterization of molecular 
alterations in cancer cells. Areas of emphasis include next-
generation sequencing (NGS), high-resolution identity-based mass 
spectrometry (proteomics), laser capture microdissection (LCM), 

bioinformatics and cancer biology. Previously, he was an assistant investigator at the National 
Cancer Institute, Center for Cancer Research, Medical Oncology Branch in Bethesda, MD. 

Prior to attending medical school, he worked as an engineer for the Unisys Corporation for six 
years, where he directed a team of five engineers on projects involving advanced avionic software 
design and instrumentation. During this time. he also earned a graduate degree in computer 
science with distinction from Hofstra University. Dr. Johann received his MD from Case Western 
and graduated with distinction honors for computer applications in medicine. Following residency, 
he then became a postdoctoral research fellow at the NIH/NCI Lab of Pathology, under the 
mentorship of Dr. Lance Liotta, with a focus on clinical proteomics. He was twice selected for an 
AACR Scholar-in-Training Award for research work involving novel bioinformatics. He completed 
medical oncology/hematology fellowships at the National Institutes of Health in the National 
Cancer Institute and National Heart, Lung and Blood Institute. 

 

Sookyung Kim, PhD, Lawrence Livermore National Laboratory 
Sookyung Kim is machine learning researcher at Lawrence 
Livermore National Laboratory. She has an MS from Columbia 
University and PhD from Georgia Tech. Currently, she is pursuing 
various research projects on deep learning for physical science, 
including climate data and material data analysis and AI driven 
drug design. She mainly works on design and development of new 
deep learning model to analyze massive-scaled scientific model 
output. Specifically, her current projects include prediction of 
future climate events, extreme climate analysis using object 
detection techniques, tracking tropical cyclone in re-analysis data, crystal structure prediction 
using reinforcement learning and multi-task drug property prediction using collaborative filtering. 



 

Patricia Kovatch, Icahn School of Medicine at Mount Sinai 
Patricia Kovatch is the Senior Associate Dean for Scientific Computing 
and Data Science at the Icahn School of Medicine at Mount Sinai, 
founding the division in October 2011. She is also an associate 
professor for the Department of Genetics and Genomic Sciences, the 
Icahn Institute for Data Science and Genomic Technology and 
Pharmalogical Sciences.  

 

 

 

Yaling Liu, PhD, Lehigh University 
Dr. Yaling Liu is a professor in the Mechanical Engineering and 
Mechanics department and Bioengineering department at 
Lehigh University. Dr. Liu receives his PhD from Northwestern 
University. After graduation, Dr. Liu worked as a senior engineer 
for a year at Seagate Technology. Dr. Liu is an elected ASME 
fellow and recipient of a National Science Foundation CAREER 
Award and Interdisciplinary Research Excellence Award. His 
research interests include liquid biopsy, nanomedicine, 
biosensing, and application of machine learning in cancer 
diagnosis and monitoring.  

 
Benjamin Madej, PhD, Frederick National Laboratory for Cancer 
Research  
Dr. Ben Madej is a data scientist with the ATOM Consortium and 
the Frederick National Laboratory for Cancer Research, developing 
new computational methods for drug discovery. At ATOM, he is 
evaluating new machine learning techniques for QSAR models 
applied to pharmacokinetics (PK) property prediction. Previously, 
he completed a research fellow position with Novartis in the 
computer-aided drug discovery group advancing mechanistic and 
ML models for PK property prediction. Before that, he completed 

his PhD and a postdoc at the University of California, San Diego specializing in molecular dynamics 
simulations of membrane protein drug targets. Dr. Madej’s research interests have centered 
around applying computational models to support and accelerate drug discovery. 



 
Torin McDonald, Scientific Computing and Imaging Institute, 
University of Utah 
Torin McDonald is pursuing a Master of Science degree under Dr. 
Valerio Pascucci at the Scientific Computing and Imaging (SCI) 
Institute at the University of Utah. His current research focuses on 
using topological data structures for interacting with biological 
data and visualizing feature tracking for large time series data sets. 

 

 

 
Adam Moody, Lawrence Livermore National Laboratory  
Adam Moody earned a Bachelor of Science degree in computer 
science and engineering and a Bachelor of Science degree in 
engineering physics from The Ohio State University in 2001. In 
2003, he earned a master’s degree in computer science and a 
master’s degree in electrical engineering also from The Ohio State 
University. Since 2004, he has worked as a computer scientist at 
Lawrence Livermore National Laboratory, where he conducts 
research, development, and support of system software on large-
scale supercomputers. His interests include distributed 
computing, machine learning and fault tolerance for high-performance computing systems. He co-
leads the Scalable Checkpoint/Restart and mpiFileUtils open source projects. For the past two 
years, he has been a member of the DOE CANDLE project working to apply machine learning 
models to output datasets from simulations of RAS proteins. 

 

Sharon Nirenberg, MD, Icahn School of Medicine at Mount Sinai 

Sharon Nirenberg is a clinical informaticist with the Scientific 
Computing group at the Mount Sinai School of Medicine in New 
York, where she focuses on mining electronic health record data 
to support various research projects. Sharon has a medical degree 
from Rutgers University New Jersey Medical school and a Master 
of Science in medical informatics from Northwestern University. 

 

 



Amanda Paulson, PhD, ATOM Consortium 
Amanda Paulson received her PhD in cancer biology from the 
University of California, San Francisco in 2019. She previously 
studied the population dynamics of cells undergoing EMT state 
transitions and how this affected cell growth and response to 
chemotherapy. She is now a cancer drug discovery data science 
fellow at the ATOM Consortium. At ATOM, Amanda leads the 
drug-induced liver injury (DILI) team along with collaborators in 
the Arkin and Giacomini labs at UCSF. The team engages in a joint 
effort to develop and perform high throughput cell-based assays 

for hallmarks of DILI and to build predictive computational models from those assays. The team’s 
ultimate goal is to create a comprehensive DILI prediction platform to identify signs of DILI early in 
the drug discovery process. 

 

Talita Perciano, PhD, Lawrence Berkeley National Laboratory 
Dr. Perciano acquired her PhD in computer science from the 
University of Sao Paulo, Brazil, in 2012. She is a research scientist in 
the Data Analytics and Visualization group and the Computational 
Biosciences group at Lawrence Berkeley National Laboratory. She 
conducts research in the areas of image analysis, machine/deep 
learning and high-performance computing motivated by the 
incredible challenges around scientific data generated by 
computational models, simulations and experiments. Her research 
focuses on mathematical foundations for new methods, implementation of scalable methods and 
platform-portability. Her goal is to develop powerful, mathematically grounded, scalable 
algorithms that meet the requirements needed to analyze current and future scientific datasets 
acquired in the U.S. Department of Energy user data facilities. She has built a diverse collaboration 
network throughout the years in fields such as materials science, biosciences, geosciences, among 
others. 

Geir Severin Elvatun Rakh Langberg, Cancer Registry of Norway  

Severin Langberg is a PhD student at the Cancer Registry of Norway, 
working on personalized cervical cancer screening using matrix 
factorization and geometric deep learning techniques. His primary 
research interest entails computational modelling of biomedical 
phenomena and applied mathematics. Severin's previous experiences 
cover a broad range of topics spanning from image and video analysis 
using machine learning and deep learning methods, via mining of 
gene expression data to molecular diffusion modelling in chemical 
reactors. Severin has an MS degree in data science from the 
Norwegian University of Life Sciences and a BS degree in chemistry 
and biotechnology from Oslo Metropolitan University. 

 



Carlos Simmerling, PhD, Stony Brook University 
Dr. Carlos Simmerling obtained his bachelor’s degree and PhD in 
chemistry at the University of Illinois at Chicago, performing early 
research on methods for computer modeling of biomolecules such 
as proteins. He went on to a post-doctoral fellowship in 
pharmaceutical chemistry at the University of California, San 
Francisco, where he became a lead developer of the Amber 
biomolecular simulation software that is used in thousands of 
research labs worldwide. In 1998, Dr. Simmerling joined the 
chemistry department at Stony Brook University, where he is 

currently a professor, and he became the associate director of SBU’s Laufer Center for Physical & 
Quantitative Biology. His research is funded by the National Institutes of Health, National Science 
Foundation and Department of Energy. His work focuses on development of improved molecular 
simulation methods and models and using these tools to study biomolecular recognition 
mechanisms. His articles on improving the physics underlying biomolecular modeling have been 
cited nearly 10,000 times. Prof. Simmerling is currently the Marsha Laufer Chair of Physical & 
Quantitative Biology at Stony Brook University and a Fellow of the American Chemical Society. 

 

Ashka Shah, University of Chicago 
Ashka Shah is a second-year PhD student at the University of 
Chicago and works on deep learning methods for virtual 
screening and explainable AI in medicine. She previously 
worked as a software engineer at Lawrence Livermore 
National Laboratory. Her background is in physics and 
computer science.  

 

 

Eric Stahlberg, PhD, Frederick National Laboratory for Cancer 
Research 
Eric Stahlberg, PhD, is the director of Biomedical Informatics and 
Data Science (BIDS) at the Frederick National Laboratory for 
Cancer Research. Dr. Stahlberg is a founding co-organizer of the 
Computational Approaches for Cancer Research Workshop 
(CAFCW), held in conjunction with the SC conference since 2015. 
He has been instrumental in establishing the Frederick National 
Laboratory’s high-performance computing initiative and in 

assembling scientific teams across multiple, complex organizations to advance predictive oncology. 
In 2017, he was recognized as one of FCW‘s Federal 100. 

 



Mengdi Tao, University of Pennsylvania 
Mengdi Tao is a PhD student of Dr. Ravi Radhakrishnan's lab, in the 
Department of Bioengineering at the University of Pennsylvania. She 
received her BS and MS degrees in biomedical engineering from 
Drexel University. A major focus of her ongoing research is to 
understand quantitative mechanistic characterization of structural 
biology and systems biology. The ultimate aim is to build hybrid and 
multiscale quantitative models of signaling networks while retaining 
sufficient molecular specificity, for predicting the interactions of 
therapeutic agents with biochemical signaling mechanisms. 

 

Hong-Jun Yoon, PhD, Oak Ridge National Laboratory 
Dr. Hong-Jun Yoon is a research scientist at Oak Ridge National 
Laboratory. He is involved in the Joint Design of Advanced Computing 
Solutions for Cancer (JDACS4C), researching on natural language 
processing and information extraction from medical texts. His 
research interest is artificial intelligence, machine learning and 
population health. 

 
Max Zvyagin, Argonne National Laboratory 
Max Zvyagin is a predoctoral appointee at Argonne National Lab 
working in the Data Science and Learning division. His background is in 
computer science 


