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Event Exhibitors



8:00 AM Registration & Breakfast

9:00 AM

Welcome
Michele Cleary Ph.D.
Executive Director, Genetics & Pharmacogenomics
Merck

9:10 AM

Keynote Presentation:
Optimizing Engineered CRISPR-Cas9 Nucleases for Research and Therapeutic Applications
J. Keith Joung Ph.D.
Associate Chief of Pathology & The Jim and Ann Orr Research Scholar, Massachusetts General Hospital
Professor of Pathology, Harvard Medical School

10:00 AM

Efficient in Vivo Genome Editing Using Staphylococcus Aureus Cas9
Winston Yan
Feng Zhang Lab
Broad Institute/MIT

10:20 AM

CRISPR/Cas-Mediated Genome Editing in Mice
Wenning Qin Ph.D.
Associate Director, Genetic Engineering Technologies
The Jackson Laboratory

10:40 AM Morning Break / Visit the Exhibitors

11:00 AM

Uses of the CRISPR Technology to Treat Hereditary Diseases
Prof. Jacques Tremblay Ph.D.
Dept. Molecular Medicine
Laval University

11:20 AM

CRISPR-based Genome Editing Tools: New Applications & Streamlined Workflows
Jason Potter Ph.D.
Senior Scientist, Synthetic Biology
Thermo Fisher Scientific

11:35 AM

Genomic Editing and Nucleofection: ZFNs, TALENS, and CRISPRS
Gregory Alberts Ph.D.
Field Sales and Service Manager
Lonza Pharma Bioscience Solutions

11:50 AM

Genome Editing by an all-RNA CRISPR System in Human Induced Pluripotent Stem Cells (iPSCs)
Jiwu Wang Ph.D.
President & CEO
Allele Biotechnology & Pharmaceuticals

12:05 PM Lunch Break / Visit the Exhibitors

AGENDA
Please Note: All presentations will take place in the Auditorium. 

All Exhibitor Tabletops and Lunch will take place in the Atrium surrounding the Auditorium.



1:05 PM

Modeling Cardiovascular & Metabolic Disease with Human Pluripotent Stem Cells
Chad Cowan Ph.D. 
Associate Professor
Harvard Dept. of Stem Cell & Regenerative Biology

1:45 PM

Advancing the CRISPR/Cas9 Technology Platform for Therapeutic Applications
Alexandra Glucksmann Ph.D.
Chief Operating Officer
Editas Medicine

2:05 PM

Advances in Cell Line Engineering
Suzanne Hibbs MsC
Senior R&D Scientist
Sigma-Aldrich Cell Design Studio

2:25 PM Afternoon Break / Visit the Exhibitors

2:45 PM

Ultra-sensitive Quantification of Genome Editing Events by Droplet Digital PCR (ddPCR)
Yann Jouvenot Ph.D.
Product Manager, Digital Biology Center
Bio-Rad Laboratories

3:05 PM

Next Steps in Cell Engineering
Justin Bingham
Business Development Director
SGI-DNA

3:25 PM

Panel: Implications & Opportunities for Building Business Around Genome Engineering
Emerging technologies represent an unprecedented environment for collaboration, knowledge sharing, and  
partnership among companies and institutes. Key players will discuss their contributions to the development  
of the tools, research, and products.

Moderator: Michele Cleary Ph.D.
Executive Director, Genetics & Pharmacogenomics
Merck

Julie Wickenden Ph.D. 
Team Leader, Target Validation 
Horizon Discovery

Melina Fan Ph.D.
Senior Director of Scientific Outreach
Addgene

 4:30PM

Closing Remarks
Michele Cleary Ph.D.
Executive Director, Genetics & Pharmacogenomics
Merck

The BioPharma Research Council (BRC) is an association for scientists across the entire discovery, development, 
and delivery community.

Through committees, conferences, webinars, and educational programs, we stimulate interaction to provide  
catalyst  for fresh collaborations and partnerships.

We work closely with the scientific community, inviting prominent scientists to get involved by participating in 
committees, identifying speakers and topics for future conference development, delivering keynote addresses, 
and contributing as speakers, moderators and panelists.



Michele Cleary Ph.D. - Event Chair
Executive Director, Genetics & Pharmacogenomics
Merck Research Laboratories

Michele Cleary joined Rosetta Inpharmatics, a subsidiary of Merck & Co., Inc. in 2002. While at Rosetta, she led the 
development and application of genomic technologies for the identification and prioritization of novel disease targets and 
biomarkers.  She also led pioneering research on microRNAs and their role in disease biology.  In 2009, she moved to 
Merck’s high throughput screening group in Pennsylvania and led the development of novel cell-based approaches for 
drug discovery and biomarker identification.  Shortly thereafter, she became head of the Molecular Biomarkers group 
supporting MRL’s early discovery research.  In this role, she led a network of scientific laboratories dedicated to discovering 
and developing biomarkers in support of Merck’s drug discovery pipeline.  Michele currently leads the Target & Pathway 
Biology group within MRL’s Genetics & Pharmacogenomics (GpGx) department providing functional validation for novel 
drug targets anchored in human genetics.

J. Keith Joung Ph.D.
Associate Chief of Pathology  & The Jim and Ann Orr Research Scholar
Massachusetts General Hospital
Professor of Pathology 
Harvard Medical School

Keynote Presentation
Optimizing engineered CRISPR-Cas9 nucleases for research and therapeutic applications
 
CRISPR-Cas9 nucleases have recently emerged as important technologies for biomedical research and as potential 
platforms for gene-based therapeutics.  Here I will present our recent work on the CRISPR-Cas9 RNA-guided nuclease 
platform for introducing targeted genome sequence alterations, including discussion about our most recent efforts to 
define, modify, and improve the cleavage specificities of these nucleases in human cells. Our work expands the range of 
sequences that can be targeted by CRISPR-Cas9 and provides important advances for the ultimate clinical translation of 
these nucleases to treatment of genetic diseases. 

J. Keith Joung is Associate Chief of Pathology for Research and The Jim and Ann Orr Research Scholar at Massachusetts 
General Hospital (MGH) and a Professor of Pathology at Harvard Medical School. Dr. Joung has pioneered the 
development of important technologies for targeted genome and epigenome editing of human cells. He has received 
numerous awards including an NIH Director’s Pioneer Award, an NIH Director’s Transformative Research Project R01 
Award, the Jim and Ann Orr MGH Research Scholar Award, and election into the American Association of University 
Pathologists. Dr. Joung holds a Ph.D. in genetics from Harvard University, an M.D. from Harvard Medical School and an 
A.B. in biochemical sciences from Harvard College.

Winston Yan
Harvard/MIT M.D.-Ph.D program
MD in Health Sciences & Technology, MIT
Graduate Program in BioPhysics, Harvard University
Feng Zhang Lab, Broad Institute/MIT

Efficient in vivo genome editing using Staphylococcus aereus Cas9

The RNA-guided endonuclease Cas9 has emerged as a versatile genome-editing platform. However, the size of the 
commonly used Cas9 from Streptococcus pyogenes (SpCas9) limits its ability to be packaged into the highly versatile 
adeno-associated virus (AAV) delivery vehicle. We characterize six smaller Cas9 orthologs and show that Cas9 from 
Staphylococcus aureus (SaCas9) can edit the genome with efficiencies similar to those of SpCas9. At >1kb shorter than 
SpCas9, SaCas9 can also be packaged with its sgRNA into a single AV vector to allow efficient in vivodelivery. In targeting 
the liver, we demonstrate >40% editing of the cholesterol regulatory gene Pcsk9 in 1 week, resulting in a 40% decrease 
in total serum cholesterol. We furthermore assess the specificity of SaCas9 and SpCas9 using unbiased, genome-wide 
detection of double stranded breaks and show that SaCas9 can mediate genome editing in vivo with high specificity. The 
use of SaCas9 in AAV to efficiently and specifically edit the genome of cells in adult animals further expands the utility of 
CRISPR-Cas9 in basic research and therapeutic applications.

Winston Yan received his bachelor’s degree magna cum laude with high honors in physics from Harvard University in 
2010. He is currently an MD/PhD student and Paul & Daisy Soros Fellow in the research group of Feng Zhang at the 
Broad Institute/MIT. Working to expand the CRISPR-Cas genome engineering toolbox, Winston hopes to develop more 
sophisticated in vivo models of human disease and pave the way towards therapeutic applications of genome engineering. 

Wenning Qin Ph.D.
Associate Director
Genetic Engineering Technologies 
The Jackson Laboratory

CRISPR/Cas-Mediated Genome Editing in Mice

CRISPR/Cas system in bacteria and archaea is rapidly becoming a popular tool for genome editing among cell lines and 
animal species. In this presentation, I will share our experience using the CRISPR/Cas9 system to create mouse models 
carrying the NHEJ as well as HDR alleles among the major inbred strains of mice, including C57BL/6J, C57BL/6N, NOD/
ShiLtJ, NSG and NRG. In addition, to overcome the technically demanding and inherently low throughput method of 
microinjection, we employed electroporation to deliver CRISPR/Cas9 reagents to mouse zygotes and generated live mice 



carrying targeted NHEJ and HDR mutations. Our study showed CRISPR/Cas9 could be employed for high efficiency and 
high throughput genome editing in mice.

Wenning Qin received a BS from Tongji Medical University (Wuhan, China) and earned a PhD in Pharmacology from 
Southern Illinois University School of Medicine (Carbondale, IL.). She was first exposed to genetic engineering through 
a postdoctoral fellowship with Dr. Arnold Strauss at Washington University School of Medicine (St. Louis, MO) and later 
association with the pharmaceutical industry, including Monsanto Life Science, Pharmacia Corporation and Pfizer Inc. She 
is currently associate director for the department of Genetic Engineering Technologies of the Jackson Laboratory. In this 
role, she is responsible for the overall operation and scientific direction of genetic engineering at JAX. She believes in the 
translational value of mouse models and in the last one and half years, has been applying the CRISPR/Cas9 technology for 
the genetic engineering of mouse models.

Jaques Tremblay, Ph.D.
Professor, Department of Molecular Medicine, 
Laval University

Uses of CRISPR Technology to Treat Hereditary Diseases

The new CRISPR technology may be used to treat several hereditary diseases. We have use a gRNA and an active Cas9 
nuclease to introduce by homologous recombination in the Amyloid Precursor Gene of human cells (293T), a genetic 
modification (A673T) previous reported to protect against Alzheimer disease because it reduces the cutting of that protein 
by β-secretase. We have also used a gRNA targeting the frataxin promoter and an inactive Cas9 fused with transcription 
activation domain (dCas9-VP160) to increase the expression of frataxin in the fibroblasts of a Friedreich patient, a disease 
due to a reduced frataxin expression because of a increased number of trinucleotide repeats in intron 1. 

Dr. Tremblay has obtained a PhD in Neurosciences from the University of California in San Diego in 1974. Since that 
time he has been at Laval University in Québec, as a post-doctoral fellow, a professor and a department chairman. He is 
currently a full professor in the Department of Molecular Medicine. He has published over 250 scientific articles.

Jason Potter Ph.D.
Manager of Research and Development
Thermo Fisher Scientific

CRISPR-based genome editing tools: New applications & streamlined workflows
CRISPR-Cas9 is rapidly evolving as the tool of choice for genome editing in mammalian cells. However, the delivery of 
Cas9 and synthesis of guide RNA (gRNA) remain two steps that limit overall efficiency and general ease of use. Here we 
describe novel methods for rapid synthesis of gRNA and delivery of Cas9 protein/gRNA complexes into a variety of cells. 
This workflow enables highly efficient genome editing and biallelic knockout of multiple genes in hard-to-transfect cells in 
as little as three days. The reagent preparation and delivery to cells requires no plasmid manipulation so is amenable for 
high throughput, multiplexed genome-wide cell engineering.

Further, we will show data using lentivirus-based CRISPR delivery for high-throughput screening of mammalian cell 
populations. We are creating gene family-specific arrayed libraries of CRISPR-lenti particles that will enable high 
throughput, arrayed gene knockout screens using various cell types. These two CRISPR-based gene-editing platforms 
represent the latest in the rapid evolution of editing tools for mammalian genomes by simplifying and increasing the cell 
engineering workflow and providing a pre-designed, ready to use platform for efficient compound screening in mammalian 
cell lines

Jason Potter Ph.D. is Senior Scientist, Synthetic Biology at Thermo Fisher Scientific.  He graduated from Cornell University 
and has 20 years of industry experience in engineering DNA modifying enzymes and has focused on polymerases and 
reverse transcriptase enzymology.   Over the past 4 years, Dr. Potter has evolved his focus to genome engineering.  He 
has been working on cas9 and other CRISPR related proteins.

Gregory Alberts Ph.D.
Field Sales and Service Manager
Lonza Pharma Bioscience Solutions

Genomic editing and nucleofection: ZFNs, TALENs, and CRISPRs

Genomic editing technologies like ZFNs, TALENs, and CRISPRs are leading to a revolution in the research of gene 
function, and the possible use of clinical transfection to repair and cure the genetic basis of disease. These technologies 
can be used to insert or delete DNA in the genome, repair defective genes, introduce mutations into specific genes, or 
create knockouts by the introduction of frame-shift mutations into a gene.

Regardless of the genome editing technology chosen, however, not only is co-transfection required, but it is critical to get 
the constructs into the appropriate cell type. Nucleofection excels at the delivery of DNA and other substrates into primary 
cells and cell lines, and is thus an ideal companion technology for ZFN, TALEN, and CRISPR delivery.

Lonza’s Amaxa Nucleofector technology allows the researcher to transfect primary cells, adult and embryonic stem 
cells, and to generate iPS cells in a non-viral fashion. Nucleofection is a novel transfection technology based on a unique 
combination of electrical parameters and cell-type specific solutions, and is extremely versatile, with the ability to transfect 
plasmid DNA, oligonucleotides, siRNAs, mRNA, peptides, or even the necessary genomic editing constructs, with high 
transfection efficiencies and cell viabilities, allowing researchers to use the most physiologically-relevant primary cells, or 
cell lines that more closely depict relevant disease states in their research.
The use of Nucleofection in conjunction with genomic editing technologies will be discussed in detail.

Wenning Qin Ph.D. 
continued



Dr. Gregory Alberts is the Field Sales and Service Manager for Lonza Pharma Bioscience Solutions, and has worked at 
Lonza (and previously Amaxa) since 2003. He was the fi rst fi eld scientist hired by Amaxa in North America, and has been 
a Field Application Scientist and Field Support Manager for Amaxa and then Lonza for the past 11 years. Dr. Alberts was 
a user of Nucleofection for two years prior to joining Amaxa/Lonza, and is thus well-versed in the use and applications 
of the Nucleofector technology from both sides of the bench, and in all kinds of circumstances. He received a Ph.D. from 
the George Washington University in 2003 in Molecular Biology, and an M.S. in Bacterial Genetics from the University of 
Illinois-Chicago in 1986. As a research scientist, Dr. Alberts worked at the American Red Cross Holland Laboratory for 14 
years in basic vascular and cancer research, worked for three years at Oncor, Inc. in molecular cancer diagnostics, and 
spent four years working on bacterial genetics and DNA uptake in Streptococcus pneumoniae at UIC.

Jiwu Wang Ph.D
President & CEO
Allele Biotechnology and Pharmaceuticals

Genome Editing by an all-RNA CRISPR System in Human Pluripotent Stem Cells (iPSCs)

Messenger RNA (mRNA), when used to reprogram human tissue to iPSCs as we have previously published, can provide 
unparalleled effi ciency and control. When applied to CRIPSR/cas genome editing, a system based on RNA-guided 
genomic sequence recognition, we show that the cas9 enzyme can also be introduced into target cells in the form of 
mRNA. Both the gRNA/cas RNA ratio and their actual doses can be precisely controlled; commonly used DNA or viral 
vectors, on the other hand, need to be transcribed into RNA once inside the cells, often at variable rates. The resulting 
footprint-free system combines high effi ciency with low off-target effects, ideal for generating specifi c genetic backgrounds 
for drug discovery/toxicology assays. 

 This all-RNA CRISPR/cas system is a key component of our platform for generating novel human cell models for 
drug discovery and toxicology applications. These cell models are primarily hiPSC-based; we make fi rst hiPSCs, and 
subsequently hiPSC-derived differentiated cells, using specifi c transcription factors delivered as mRNA, allowing the 
footprint-free generation of desired cell types with high effi ciency and with a more rapid timeline than conventional 
protocols. We view the ability to make specifi c mutations via CRISPR/cas genome editing as a valuable complement to 
the derivation of hiPSCs from disease-specifi c patient/tissue sources (i.e., for generating cell models with desired genetic 
backgrounds). 

Our CRISPR/cas system is also critical for other components of our cell models, including the introduction into the genome 
of genetically-encoded biosensors (such as a fl uorescent protein-based diacylglycerol (DAG) sensor with previously 
unattainable sensitivity and dynamic range, as well as sensors for monitoring voltage-gating, calcium imaging, and 
transient protein-protein interactions) and/or reporters for gene expression. In these applications, the integration of these 
components is seamless, with no extraneous vector sequences (i.e., DNA) involved. Thus, the all-RNA CRISPR/cas 
genome editing system allows the generation of highly relevant human cell models for discovery or toxicology through the 
creation of specifi c genetic backgrounds and introduction of valuable genetically-based assay tools. 

After obtaining a Ph.D. degree in molecular biology at USC and postdoctoral training at UCSD, Dr. Jiwu Wang founded 
Allele Biotechnology & Pharmaceuticals in 1999. Jiwu has made signifi cant contributions to technology development in, 
among other areas, nano antibodies, fl uorescent protein markers, CRISPR genome editing, and stem cells. For example, 
using an mRNA-based method, Dr. Wang’s team is able to convert fi broblasts in bulk to iPSCs in a week. In addition, 
they have fi led for a patent on using an all-RNA platform of CRISPR. Allele is building fully characterized iPSC-derived 
cell assays with integrated fl uorescent sensors or companion nano antibodies, highly advanced for drug screening and 
toxicology tests.

Chad Cowan Ph.D.
Associate Professor
Harvard Department of Stem Cell & Regenerative Biology (HSCRB)

Modeling Cardiovascular & Metabolic Disease with Human Pluripotent Stem Cells

Our goal is to understand how naturally occurring human genetic variation protects (or predisposes) some people to 
cardiovascular and metabolic disease—the leading cause of death in the world—and to use that information to develop 
therapies that can protect the entire population from disease. Our strategy is to identify patients, families, and cohorts with 
disease; to use genetic techniques such as genome-wide association studies and exome sequencing to identify novel 
DNA variants and genes linked to disease; to use human cell-based models and mouse models to understand how the 
DNA variants affect gene and protein function; and to use these mechanistic insights to begin the process of developing 
new therapies that will benefi t patients and populations. In particular, we are interested in using human pluripotent stem 
cells to create human-derived tissues, containing specifi c DNA variants, as genetic disease models in which environmental 
and epigenetic infl uences have been minimized. We also aim to use stem cells to enable regenerative medicine, in which 
a patient’s own cells can be genetically cured or made resistant to disease and then transplanted back into the body as a 
durable treatment.

Chad Cowan received his BA and BS, with honors, from the University of Kansas. He received his Ph.D., from the 
University of Texas Southwestern at Dallas, garnering the Nominata award for most outstanding thesis. He subsequently 
completed a Damon Runyon postdoctoral fellowship with Professor Douglas Melton at Harvard University.  He was 
named a Stowers Medical Investigator in 2006 and in 2008, he became an Assistant Professor at Harvard University. He 
is currently an Associate Professor at Harvard University in the Department of Stem Cell and Regenerative Biology and 
Massachusetts General Hospital, with appointments in the Center for Regenerative Medicine, Cardiovascular Research 
Center and Center for Human Genetics Research. He is an Associate Member of the Broad Institute and a Principal Faculty 
member of the Harvard Stem Cell Institute where he directs the Diabetes Disease Program and the iPS Cell Core Facility. 
Professor Cowan has led or been a member of several large efforts to utilize stem cells to better understand disease, 
including the NHLBI’s Next Gen iPS Cell Project and the Progenitor Cell Biology Consortium. In 2013, Professor Cowan 
received a Transformative Research Award from the NIH to create isogenic human pluripotent stem cell-based models of 
human disease mutations. More recently, Professor Cowan has focused on using genome-editing tools as therapeutics 
and as a co-founder of CRISPR Therapeutics hopes to see these discoveries translated into treatments or cures.

Gregory Alberts Ph.D. 
continued



Alexandra Glucksmann Ph.D.
Chief Operating Officer
Editas Medicine

Advancing the CRISPR/Cas9 Technology Platform for Therapeutic Applications

Genome editing technologies, including the CRISPR/Cas9 system, allow for precise and corrective molecular modifications 
to treat the underlying cause of genetic diseases.  Editas Medicine is developing CRISPR/Cas9-based therapeutics across 
a broad range of indications.  Key to the successful translation of CRISPR/Cas9 systems to the clinic is the optimization 
of the technology within the context of specific therapeutic applications.  This presentation will focus on Editas Medicine’s 
approach to improving both activity and specificity of CRISPR/Cas9-mediated gene editing in parallel with the development 
of delivery solutions for therapeutic applications.  

Prior to joining Editas Medicine, Alexandra was and founding member and SVP of research and development at Cerulean 
Pharma, a clinical-stage company developing innovative nanopharmaceutical tumor-targeting products. Prior to joining 
Cerulean in 2006, Alexandra spent 13 years at Millennium Pharmaceuticals, which she joined in 1993 as one of its first 
scientists. At Millennium, she was critical in helping the company evolve from a genomics research-focused organization to 
a fully integrated pharmaceuticals company with marketed products. Alexandra is on the Board of Taconic Biosciences and 
is the chair of the Board of Women in the Enterprise of Science and Technology (WEST). She was a post-doctoral fellow at 
the Massachusetts Institute of Technology (MIT) and holds a Ph.D. with honors from the University of Chicago.

Suzanne Hibbs MsC
Senior R&D Scientist
Sigma-Aldrich Cell Design Studio

Advances in Cell Line Engineering

Precise genome editing is a paramount step forward in the creation of model cell lines for research and drug discovery. 
Cell Design Studio leverages ZFN and CRISPR/Cas9 technologies to create such models. Implementation of digital PCR 
(dPCR) complements the custom cell engineering workflow by allowing characterization of the expected frequency of 
homologous recombination and development of a screening strategy based on this prediction. DNA repair mechanisms 
operate with very low frequency in some cell lines, and in such cases we have utilized dPCR to expedite screening in 
order to identify unique clones harboring desired modifications. This presentation will detail a summary of efforts that have 
enabled clone identification in a polyploid cell line when homologous recombination is inefficient.

Suzanne Hibbs received her BS from Missouri University of Science and Technology, and MSc from University of Missouri.  
She is currently a Senior R&D Scientist at Sigma-Aldrich where she utilizes cutting edge technology to develop custom 
cell lines in the Cell Design Studio team.  She has nine years of industrial biotechnology experience, including product 
development and cell line engineering with ZFN, CRISPR and RNAi. Suzanne has broad cell biology background and 
extensive molecular genetics experience, including digital PCR assay development and screening for rare mutational 
events.

Yann Jouvenot Ph.D.
Product Manager, Digital Biology Center
Bio-Rad Laboratories

Ultra-Sensitive Quantification of Genome Editing Events by Droplet Digital PCR (ddPCR)

Since its relatively recent introduction, the field of applications using digital PCR has rapidly expanded. This presentation 
will describe how droplet digital PCR (ddPCR) is enabling research in the field of genome editing, by yielding sensitive and 
precise quantification of Homology Recombination (HR) and Non Homologous End Joining (NHEJ) events, dramatically 
reducing the time for production of clonal cell lines, as well as other related applications made possible by this technology.

Concurrently with developing new solutions for droplet digital PCR, Dr. Jouvenot manages the development of new 
applications using the ddPCR technology. The analysis and quantification of genome editing events is part of the most 
recent applications. Before his current role, Dr. Jouvenot was part of the R&D team exploring new applications. Prior to 
Bio-Rad, he gained extensive experience in the field of genome editing at Sangamo Biosciences, where he worked as a 
Scientist and helped to launch the CCR5 inactivation project for HIV cell therapy.

Justin Bingham
Business Development Director
SGI-DNA

Next Steps in Cell Engineering

In 2010 colleagues at the J. Craig Venter Institute designed, synthesized, and assembled a Mycoplasma mycoides 
genome which was then used to create the world’s first truly synthetic cell. The bioinformatics, DNA synthesis, and DNA 
assembly technologies used to achieve this milestone have been further advanced at Synthetic Genomics, Inc. (SGI). 
SGI is leveraging their unique expertise to drive cell engineering projects which have broad implications for improving 
biotechnology processes as well as human health. During this presentation, which will take place on the 5th anniversary of 
the first publication of the synthetic cell in Science, SGI will present their cell engineering research and implications for this 
growing field.

Justin is the Director of Business Development at SGI-DNA and leads all BD activities related to SGI-DNA¹s synthetic 
DNA and cell engineering business. Previously Justin led the commercial development of MicroStem¹s stem cell tools 
and technologies business. Justin has held scientific positions at both Novartis and Pfizer where he supported preclinical 
research programs in multiple therapeutic areas.
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Thank you to all of our Speakers, Sponsors, Committees, and Supporters! 

This conference is the result of a combined effort among Merck Research Laboratories, 
the BioPharma Research Council, PlanetConnect, and a very strong committee. 
We all benefi t as emerging genome editing opportunities and challenges create fresh 
environments for collaboration, partnership, and knowledge sharing.

Upcoming BioPharma Research Council Events

Dealing with Disparate Data
June 4, 2015 - Free Webinar - 11:00 am EDT


