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W ith Oxford Global’s Genomics & Synthetic Biology 
2018 taking place in November in London, I am 
delighted to bring you news of key features & 

exciting additions for this year’s congress.

The 2017 congress proved incredibly popular, bringing 
together over 600 attendees in London to discuss collaborative 
solutions, challenges and the latest developments within the 
Next Generations Sequencing and Clinical Diagnostics, Single 
Cell Analysis and Gene Editing research field. The feedback 
concerning the senior-level scientific talks and seniority & 
diversity of the attendees was overwhelmingly positive.

Building on the exciting talks and extensive networking 
opportunities from 2017, this year’s congress will feature 
the addition of the Synthetic Biology programme, offering 
attendees the opportunity to benefit from four co-located 
programmes, each with an impressive line-up of expert 
speakers.

For 2018, there will be even further opportunity to learn 
from your peers through the addition of breakfast Single 
Cell workshop hosted by 10X Genomics in the morning of 
9th November to complement the interactive and engaging 
environment. 

If that wasn’t enough, this year will also see the addition of 
corporate buffet dinner and networking drinks, taking place 
after the first day of the congress.

WELCOME TO OXFORD 
GLOBAL’S GENOMICS & 
SYNTHETIC BIOLOGY 
PRE-EVENT NEWSLETTER!
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analysis research and the market, as well as applications 
in therapeutic discovery and development

6

Introducing ‘SMARTer ICELL8 cx’ from Takara
Plus, learn more about the automated, open, and flexible 
platform for single-cell sequencing at Takara’s presentation 
at our 6th Annual Single Cell Analysis Congress

8

Webinar Extract Q&A: Marcus Tindall
Associate Professor at the University of Reading speaks 
on ‘Using Mathematical Modelling to Inform Single Cell 
Studies’ in this extract from our complimentary webinar

10

Conference Highlights: Human Cell Atlas
Our Genomics & Synthetic Biology Series UK features a 
workshop from 10x Genomics and a presentation from 
Circuit Therapeutics on the cutting-edge project

10

Webinar Extract Q&A: Michael Fraser
The Director of the Prostate Cancer Program at the Ontario 
Institute for Cancer Research speaks on ‘Whole-Genome 
Sequencing for Precision Prostate Cancer Medicine’

11

Speaker Q&A: Tamir Tuller
Associate Professor at Tel Aviv University on how new 
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increase confidence and lower the risk of utilizing genome 
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The 2018 co-located programmes will feature 90+ 
presentations on key topics including;

Next Generation Sequencing: Emerging trends in NGS data 
Analysis & NGS application strategies. The use of genomics 
in biomarker development, precision medicine and clinical 
diagnostics. Applications of NGS in different therapeutic 
areas and implementing NGS and genomics in healthcare.

Single Cell Analysis: Current and emerging platforms 
in single cell ‘omics analysis. Single cell applications in 
therapeutic areas and clinical use of single cell as well as case 
studies on how to overcome single cell analysis challenges.

Gene Editing: Genome editing technologies and techniques 
covering both therapeutic and research applications of 
genome editing.

Synthetic Biology: This part of the agenda will focus on 
synthetic biology tool development and applications of 
synthetic biology in biomedical research.

I hope you enjoy reading a range of scientific articles and Q&A 
insights with some of our academic, healthcare and pharma 
speakers and participating sponsors, and I look forward to 
welcoming you to the 2018 Congress!

- Peter Franko, Portfolio Director
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For the full attendee list please contact
marketing@oxfordglobal.co.uk

These companies and many more:

It’s not too late to join them!

Sponsors 2018

REGISTER ONLINE

WHO IS ATTENDING?

600+ senior level delegates representing internationally renowned research & academic institutions, clinical 
research institutions, healthcare organisations as well as leading pharmaceutical and biotech companies.

Directors, VPs, CEOs and Heads working in Next Generation Sequencing, Molecular Diagnostics, Computational 
Biology, Single Cell Analysis, Single Cell Genomics, Biochemistry, Genetic Modifications, Genome Engineering, 
Gene Regulation, Viral Vector Engineering, Gene and Genome Assembly.
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Q&A SESSION WITH 
CHRISTOS PROUKAKIS & MICKAËL MÉNAGER

Speaker Q&A

What are the important developments in single cell 
analysis research?

CP: The field is advancing dramatically, with different types 
of data possible at the single cell level. There is still a divide 
between those who are more focused on the genome or on 
the transcriptome of single cells. Analysis of one may inform 
the other, and both are needed to obtain a clear genetic 
picture. Combining genome and transcriptome sequencing 
has been reported, and interestingly given the title “G&T” by 
Thierry Voet’s group. Further application of this in disease 
samples will be crucial to elucidate mechanisms at the single 
cell level.

MM: Important developments in single cell analysis research 
are coming from the development of tools leading to  the 
encapsidation and analysis of up to several thousands of 
cells in the same experiment, allowing now to ask more 
and more precise questions regarding the heterogeneity 
of a given sample. In parallel of the increased capacity of 
single-cell libraries, we are also seeing a development of 
tools allowing now to extract more and more complexes 
analyses from single-cell experiment, such as pseudo-time 
correlation with the reconstitution of single-cell lineage, and 
more importantly comparisons of cluster of cells coming 
from different single-cell RNA-seq libraries and samples 
with data integration analyses with methods using machine 
learning algorithms to establish molecular and cellular 
networks based on single-cell analyses.

What are the application strategies for single cell in 
therapeutic discovery and development?

CP: This is already becoming a vital tool in cancer. In my own 
field of neurodegeneration, we first have to understand the 
extent of genomic heterogeneity. Most single cell genomic 
data from human brain is from healthy tissues. Disease-
related discoveries from targeted single-cell DNA analysis 
include the report of somatic copy number gains of the 
amyloid precursor protein gene in Alzheimer’s from Jerold 
Chun’s lab, and our report of the same phenomenon in the 
alpha-synuclein gene in Parkinson’s disease. At the genome-
wide level, Chris Walsh’s lab has reported excess somatic SNVs 
in rare DNA repair disorders that cause neurodegeneration. 
Ongoing work should help clarify how “unique” the genome 
of each cell is in the diseased brain.

MM: Several applications are conceivable regarding 
analysis at the single-cell level  in therapeutic discovery and 
development, as it seems reasonable now to try to use single-

Christos Proukakis,
Associate Professor and Honorary 
Consultant Neurologist, 
University College London Institute 
of Neurology

Mickaël Ménager, 
Lab Director 
Team Atip-Avenir, Inserm 

Christos Proukakis is a clinical 
academic neurologist, currently an 
Associate Professor in the University 
College London Institute of Neurology. Neurogenetics 
has been his focus since his PhD in hereditary spastic 
paraplegia. In his present appointment, he has worked on 
the genetics and cell biology of Parkinson’s disease (PD). 
He has combined this with his role as Honorary Consultant 
Neurologist at the Royal Free London NHS foundation 
trust, where he holds clinics in PD / movement disorders, 
and general neurology. He is investigating the possible 
role of somatic mutations in PD and related disorders. His 
team recently published the first evidence of somatic copy 
number variants (gains) in the crucial alpha-synuclein gene 
in substantia nigra. He is looking forward to harnessing 
the technological advances which allow sequencing of 
single cells to study not just how the genome we inherit 
shapes the healthy and diseased brain, but also how the 
genome of individual brain cells may lead to, or be altered 
by, disease.

As laureate of the 2016 ATIP-Avenir 
program, I created my laboratory 
“Inflammatory responses and 
transcriptomic networks in 
diseases” which was integrated 
to the Imagine Institute in Paris, 
last June. I obtained a PhD in Immunology in 2008 in 
the Unit of Pr Alain Fischer (Necker Hospital, Paris) and 
completed a postdoctoral training in Pr Dan Littman (New 
York University School of Medicine, USA) by 2017, where I 
was studying the interaction between HIV-1 and dendritic 
cells. Now, by combining two state of the art methods, 
such as single-cell transcriptomic and network inference 
with machine learning algorithms, we are aiming to 
better stratify diagnose and treat patients suffering from 
autoinflammatory diseases.

cell transcriptomic analyses to explore and compare the 
heterogeneity of cell clusters among different samples 
coming from different patients:

1. Identification of so-called “pathological cell 
clusters” enriched in patients vs controls, 
followed with identification of biomarkers and 
potentially pathways deregulated based on 
genes differentially expressed and defining 
“pathological cell clusters”.

2. A better stratification of patients relying not 
only on clinical signs but also on comparisons 
performed at the single-cell molecular level.

3. A comparison of the evolution of cell clusters 
coming from patients before and at different time 
during and after a given treatment could allow to 
precisely identify the cells targeted by a successful 
treatment and/or to understand the different 
responses/efficiency of a given treatment on 
different patients.

Overall, we can expect based on single-cell 
transcriptomic experiments to get better 
stratification of patients, identify new molecular 
pathways potentially targetable by new therapeutics and 
get into personalized medicine by adjusting treatments / 
therapeutics at a very fine tune level for each individual. 

Single-cell analyses will be successfully applied to 
therapeutic discovery and development depending on the 
capacity of existing/new  tools/software to compare samples 
coming from different libraries and experiments

What are the most important tools and technologies 
impacting the single cell market?

CP: Better ways to amplify single cell genomes are being 
developed, with new versions of the Picoplex (now from 
Takara) and Qiagen MDA kits as commercially available 
examples. As the number of cells with these methods is small, 
and the amplification cost per cell high, I welcome the higher 
throughput DNA amplification for CNV detection by 10X 
Genomics, which has just become available. Miniaturisation 
of reactions is also possible with specific equipment and 
helps reduce reagent cost. Before one worries about how 
to amplify a cell genome, the technical challenge of how 
to get it in the first place needs to be met. Additional new 
ways to isolate single cells or nuclei, in addition to the more 
traditional FACS and laser capture microdissections, include 

systems on inverted microscopes (by Cell Microsystems 
and Qiagen), dielectrophoresis (DEParray by Menarini), 

and the Icell8 by Takara.

MM: The democratization of automated DROP-seq 
systems, such as 10X genomics, MARS-seq 
technology and others,  allowing encapsidation of 
thousands of cells and the generation of a common 
NGS library are among the most important tools 
and technologies that have led in the last 2 years 

in an explosion of publication focused on single-cell 
transcriptomic analyses. 

Coupled with those technologies, kit are now proposed 
to not only performed single-cell analyses at the 

transcriptomic level but also to look at T Cell Repertoire 
(TCR) based on VDJ recombination, and also at the DNA 
level with Common Natural Variants (CNV). 

We should also mention now the possibility to couple 
single-cell transcriptomic experiments with cell 
surface antibody detection (CITE-seq/ REAP-Seq) and 
the barcoding of samples (cell hashing) allowing to 
process several samples in the same experiment.

What is the future for single cell in 2019?

CP: Detection of structural variants can be challenging 
with short reads. Recent evidence has shown the 
additional insight provided by long reads from the 

Oxford Nanopore Technology and PacBio systems. 
Long reads from single cell genomes will hopefully be 

possible, together with advanced bioinformatic tools to 
remove amplification chimeras. Combining such data with 
Illumina-based read-depth analysis should provide more 
robust detection of single cell large-scale genomic changes. 
More widespread use of combined DNA and RNA sequencing 
will also be helpful.

MM: In 2019, we will see the appearance of commercially 
available methods to perform chromatin accessibility 
experiments at the single-cell level (CHIP-seq; ATAC-seq) 
and maybe an increased focus of single-cell experiments 
at the protein level. We will also see emergence of technics 
to perform In situ single-cell RNA-seq experiment in tissues 
and to analyze both DNA and RNA content coming from the 
same cell.

Hopefully, the cost of library generation and sequencing 
will be decreasing and the coverage/number of transcripts 
detectable will increase leading to an even more important 

democratization of single-cell use in clinical research and 
therapeutic discovery and developments. A standardization 
somehow of the method of analyses of different samples 
will be welcome as more and more tools are now generated, 
based on different technics leading too often in a different 
interpretation of the same single-cell data
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SMARTer ICELL8 cx: 
Automated, open, and flexible 
platform for single-cell sequencing

• Isolation of any-sized cells (e.g., nuclei, 
cardiomyocytes, spheroids)

• Reduction of doublet rates by using 
imaging to identify true single-cell 
containing wells

• Flexibility to use prevalidated SMARTer® 
NGS chemistries or develop custom 
applications

• Unique dispensing pattern to minimize 
batch effect

Learn more by visiting
www.takarabio.com

Learn more about the 
platform at our talk!

Thursday, 8th November
09:30 – 10:00
Conference Room 3

6th Annual Single Cell Analysis Congress
Track: Single Cell ̀ Omics Analysis: 
Current Platforms and Emerging Tools

www.takarabio.com

MEET US AT OUR BOOTH!
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Marcus Tindall, Associate Professor, 
University of Reading 

Dr Marcus Tindall is a mathematical 
biologist whose primary interest is 
in the mathematical modelling of 
biological and biomedical systems. 
He works with international leading 
life scientists in academic institutions and industry to 
formulate and solve mathematical models which are used 
to understand the system of interest, test hypotheses and 
direct future experimental / practical work.

WEBINAR EXCERPT:
Q&A SESSION WITH 
MARCUS TINDALL

Webinar Extract

What are the minimum requirements one requires to 
start modelling?

I’d say the minimum requirements that you would need 
to start modelling is an understanding of the system in 
which you’re working and some general fear as to how 
the system behaves qualitatively or quantitatively. For 
instance, if you’re looking at two interacting entities 
when you take them away, does one go up or does one 
go down? So, any data information and empirical data is 
useful, but absolutely not critical. It depends very much on 
the context of the system and the question you’re asking.

How long does it take to build a model and produce 
some results?

In some ways, it very much depends to a degree how 
well investigated the area is. For example, the bacterial 
chemo Texas area, which has been explored 40-50 years 
of work, you saw there was a three to four-year project. 
So often, sometimes one can produce a very simple model 
in the areas you are developing, when nothing else has 
been done before to gauge a feeling for how a system 

Day 2, 08:00 - 09:30

Discussion Workshop And Breakfast: 
10x Genomics And Human Cell Atlas

Day 1, 18:50 - 19:20 

Single-Cell RNA-Seq Data Analysis In 
Brain Circuits: A Cell Atlas For The 
Discovery Of Novel Drug Targets

may behave. We do this anyway, as a society. We begin 
with basic understandings of how a system behaves, 
and then we build more complexity. Obviously, the more 
complexity we built in the time it takes. I’m very much an 
advocate of if you haven’t seen the system before you at 
it, take a shortcut. It may be not perfect first time, but it 
may give you an understanding of what’s going on before 
you invest a lot of time, which can be easily a system of 
months or years to provide an answer, which may actually 
not be dissimilar from a simplified model to begin

This is an extract from our complimentary webinar ‘Using 
Mathematical Modelling to Inform Single Cell Studies’. 
The full recording can be downloaded at: 
www.oxfordglobal.co.uk/genomics-and-synthetic-biology-
series-uk/resources/webinar-recordings/

Michael Fraser, 
Director, Prostate Cancer Program, 
Ontario Institute for Cancer 
Research 

Dr. Michael Fraser (Ph.D.) is Director 
of the Prostate Cancer Program 
at the Ontario Institute for Cancer 
Research (OICR) in Toronto, Canada 
and Associate Director of the 
Canadian Prostate Cancer Genome Network (CPC-GENE) 
program. His primary research interest is characterizing 
the genomic and epigenomic landscape of primary 
prostate cancer. In particular, Dr. Fraser’s work focuses 
on identifying prognostic and predictive biomarkers 
of adverse clinical outcome based on intrinsic tumor 
genomics, to improve patient risk stratification and to 
inform precision prostate cancer medicine protocols.

Dr. Fraser also studies the functional correlates of novel 
genomic and epigenomic aberrations in aggressive 
prostate cancer, including the effects of dysregulated cell 
signaling and DNA repair pathways (e.g. PI3K/AKT/PTEN, 
p53, BRCA1/2, and others) on cell proliferation, metastases 
and survival in prostate cancer cell lines, organoids, and 
animal model systems.

WEBINAR EXCERPT:
Q&A SESSION WITH 
MICHAEL FRASER

Webinar Extract

Have you looked at the effects of tumour heterogeneity 
on how well your prognostic biomarkers perform?

Yes, we have done some work on that. A few years a go we 
published some work looking at heterogeneity where we 
took multiple regions from the same cancer and we were 
able to see quite substantial heterogeneity in genes that 
we know have prognostic value and our thought would 
be that this would significantly impair our ability to look 
at these biomarkers or to discover and validate some of 
these biomarkers in the context of prostate cancer. We 
know that at the time of surgery for 80% of cancers there’s 
actually more than one region of cancer that’s discovered 
a pathology.

The reality is that by using a single region of cancer, or 
a single specimen per patient, we are able to generate 
biomarkers that perform pretty well, around 85% 
accuracy. That suggests that whatever heterogeneity is 
present might actually not have as much of an effect as we 
thought and this speaks to what has been going around 
for a while now about a potential prostate field defect 
whereby there’s a general cancerisation of the prostate 
and an underlying biology that exists which may affect 
most, if not all, of the different regions of cancer that exists 
within in the prostate. Certainly this is an open question.

We have documented cases and there are certainly 
other cases of this whereby the largest regions of cancer 
ultimately see the so called lethal metastatic clones but 
that is certainly not as rampant as we thought it would be. 
This is the area that we have focussed on.

Will these biomarkers perform the same if individuals 
have different backgrounds or ethnicities?

That’s a good question. Of course, we know that there 
are germline factors that are substantial risk factors for 
progressive disease. The most common, or the most 
frequent thought is the BRCA genes, the BRCA 1 and BRCA 
2 genes. We did some work on this a couple of years ago 
and by looking at BRCA 2 we knew epidemiological that 
these cancers were extremely aggressive with overall 
survival rates on the order of 50% at five years. It’s so much 
more aggressive than the sporadic non-familial cancers. 
Clearly there are different mutational landscapes in those 
cancers where they harbour features at the sematic level 
they are more strongly associated with metastatic lethal 
cancer than an ordinary cancer that would be diagnosed 

This is an extract from our complimentary webinar 
‘Whole-Genome Sequencing for Precision Prostate 
Cancer Medicine’.

The full recording can be downloaded from 
www.oxfordglobal.co.uk/genomics-and-synthetic-
biology-series-uk/resources/webinar-recordings/

as well confined to the prostate. So it is clear that there 
are germline factors that can influence the impact of 
specific somatic mutations and are in fact how the somatic 
genome is being altered.

We’ve seen recently when looking at some of the long non 
coding RNA is that they can have their expression altered 
by inherited risk and aggression snips. So I think it’s clear 
that there will be an element of the germline genome that 
will impact how well the biomarkers performed, but also 
the types of alterations that are occurring in different 
cancers.

It’s a well established problem in prostate cancer that we 
have a very strong bias towards more aggressive disease in 
people of African ancestry. It’s a massively under-studied 
population and we really have to do something about that 
to get a sense of how this is going to affect things down 
the line

GENOMICS & SYNTHETIC BIOLOGY UK SERIES PROGRAMME HIGHLIGHTS: HUMAN CELL ATLAS

The workshop will review the applications and technology platform 
of 10x Genomics and the global outreach to pharma and clinical 
research groups in the single cell analysis arena. Recent research 
collaboration with the Human Cell Atlas project will also be covered. 

Updates on 10x technology & applications including:
• Single Cell ATAC-seq (for studying chromatin accessibility at SC level)
• Single Cell CNV (will enable the study of tumour heterogeneity, calling 

events down to 100s of Kb)
• Single Cell Feature Barcoding (enables the study of the transcriptome 

plus additional phenotypes, such as protein abundance or CRISPR 
perturbations, at the single cell level)

• Updates on key projects from the Human Cell Atlas project
• Other examples of single cell -omics using 10x technology
• Broader discussion around the opportunities (and potential challenges) 

with single cell methodologies

MATTHEW YOUNG, Principal Bioinformatician, Sanger Institute

SCOTT BROUILETTE, Associate Director of Marketing, Europe, 
Middle East & Africa, 10x Genomics

Current cell atlases from single-cell RNA-Seq 
data are built for the initial purpose of cell type 
discovery and classification, however, their 
range of utility is expanding fast

• We are building a cell atlas of the mouse brain 
for the discovery of novel drug targets that are 
highly specifi c to functionally defi ned neuronal 
circuits

• Integration of single-cell RNA-Seq data from 
a variety of sources and technologies poses 
unique challenges to data analysis for the 
construction of cell atlases

Presented by:

THOMAS PORTMANN, Director Of Neurobiology 
And Transcriptomics, Circuit Therapeutics
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Q&A SESSION WITH 
TAMIR TULLER

Speaker Q&A

At our Synthetic Biology Congress this coming November 
you will deliver a presentation entitled ‘Computational 
Based Approaches for Accelerating Viral Engineering.’ 
Why is there currently a need for new computational 
approaches in this field?

Engineering viruses for various biotechnological objectives 
is a very challenging and tedious mission: viruses tend to be 
populated with many confounding regulatory signals and 
overlapping coding regions, which makes the effect of their 
modification unexpected. Moreover, they have a relatively 
high mutation rate and undergo fast evolution, which may 
render their modification unstable.  Furthermore, much 
of the viral genetic material is RNA and not DNA making 
its manipulation challenging. Finally, viruses undergo 
complex interactions with the host cell and specifically 
its immune system. Consequently the development of a 
viral product can take dozens of years and cost hundreds 
of millions of dollars. Integrating computational models 
into the process can accelerate it, via, inter alia, cheaper 
screening of the desired viral properties in-silico.

How can viruses be designed for useful purposes?

We design viruses via modulating various gene expression 
codes which are part of the viral genetic material, and 
often interleaved with the genetic code at the viral coding 
regions.  We have various models that enable us to detect 
these codes and modify them to effect viruses according 
to the required biotechnological objectives. For example, 
we can attenuate viruses to generate live attenuated 
vaccines, increase to viral titer in certain cell lines to 
improve the production of inactivated vaccines, or improve 
the efficiency of viral products such as oncolytic viruses. 
Similarly, our algorithms can be used for optimizing the 
expression of transgenes that are often introduced into 
viruses to generate novel viral products.

Tamir Tuller, 
Associate Professor, 
Tel Aviv University

Tamir Tuller is an Associate 
Professor, the head of the 
Laboratory of Computational 
Systems and Synthetic Biology 
at Tel-Aviv University. He has a 
multidisciplinary academic background in engineering, life 
science, computer science, and medical science (four BSc, 
two MSc studies, and two PhD titles). Prof. Tuller is the 
author of over 130 peer reviewed scientific articles, and 
received numerous awards and fellowships. He performs 
multidisciplinary research focusing on various aspects 
of gene expression and specifically mRNA translation. 
Among others, he aims at developing novel approaches 
for modeling and engineering gene expression, and 
employs synthetic biology tools for understanding the 
way gene expression is encoded in the genetic material.

How do you draw upon expertise from other scientific 
fields?

We developed a computational-experimental pipeline 
for viral engineering which is based on my expertise and 
academic background from various scientific fields: First, 
we developed computational efficient algorithms for 
scanning large numbers of viral genomes optimization 
solutions. Second, we developed various in-silico 
biophysical simulations of diverse aspects related to 
gene expression that enable us to predict the effect of 
mutations on viral fitness. Third, the entire pipeline was 
designed and inspired by engineering concepts such as 
modularity and simplicity. Fourth, we extensively employ 
tools from disciplines such as molecular evolution to 
analyze viral genomes and detect functional genomics 
codes that can be designed and implemented. Finally, we 
employ and develop sophisticated statistical tools tailored 
for analyzing the different types of relevant genomic and 
experimental data

Tamir Tuller will be speaking on Day 1 
of our Synthetic Biology Congress, with 
his talk ‘Computational Based Approaches 
for Accelerating Viral Engineering.’

65 participants at the 2016 NIST 
Genome Editing Standards Workshop 
identified pre-competitive standards 

and measurements needed to establish 
greater confidence in characterization 

of genome editing outputs.

Fostering innovation and building 
confidence in biological measurements

WHY NIST?
• Cross-disciplinary expertise in engineering, and the physical, information, chemical, and biological sciences

• As a non-regulatory agency of the U.S. Department of Commerce, NIST does not impose standards; standards 
are accepted by consensus

• Neutral convener for industry consortia, standards development organizations, federal labs, universities, public 
workshops, and interlaboratory comparability testing

CONSORTIUM GOALS
• Evaluate genome editing assay pipelines

• Develop benchmark materials

• Generate benchmark data

• Develop suggested minimal information reporting 
for public studies

• Generate a common lexicon for genome editing 
studies

NIST GENOME EDITING CONSORTIUM
MEASUREMENT TOOLS AND STANDARDS FOR BUILDING CONFIDENCE IN THE 
QUALITY OF GENOME EDITING

The National Institute of Standards and Technology Genome Editing Consortium addresses the measurements 
and standards needed to increase confidence in evaluating genome editing and lower the risk to utilizing these 
technologies in research and commercial products. The consortium is open to new members.
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LEARN MORE
https://go.usa.gov/xnV3g

MODEL
• Convenes industry, academia, and government to 

identify and address measurement and standards needs 
across the genome editing field

• Enables members to work with NIST to develop 
measurement solutions and standards

• Leverages NIST expertise in measurement science, 
standards development, reference materials, technology 
development, and basic research 

• Collaborates with related programs at other federal 
agencies

CONTACT US
Samantha Maragh, Ph.D. | Leader, Genome Editing Program  | samantha@nist.gov | 301-975-4947

BECOME A MEMBER
• Complete a letter of interest

• Annual fee of $20,000 or in-kind support of equivalent 
value

• Participants will sign a Cooperative Research and 
Development Agreement

MEMBER BENEFITS
• Access to a neutral forum for addressing precompetitive 

needs

• Participation in the development of experimental 
benchmarks, guidelines, and terminology

• Access to tools developed by the consortium ahead of 
public release

• Institutional representation on consortium steering 
committee

IMPACT
• Shared genome editing physical benchmark materials for 

validation of assays 

• Community norms for minimum data reporting and tools 
for supporting data analysis  

• Improved understanding of and confidence in detecting 
and quantifying on- and off-target genome editing

• Harmonized genome editing lexicon

Register your interest, e-mail us:

info@oxfordglobal.co.uk

FORTHCOMING
EVENTS

FORTHCOMING EVENTS

FOR MORE DETAILS, PLEASE VISIT WWW.OXFORDGLOBAL.CO.UK

Biomarkers Series

UK 14th Annual Biomarkers Congress
21 - 22 February 2019 | Manchester, UK 

US 4th Annual Biomarkers & Precision Medicine USA Congress
October 2019 | San Diego, USA

Immuno-Oncology Series

UK 4th Annual Advances in Immuno-Oncology Congress
20 - 21 May 2019 | London, UK 

US 2nd Annual Advances in Immuno-Oncology USA Congress
October 2019 | San Diego, USA

Formulation & Delivery Series

UK

5th Annual Formulation & Drug Delivery Congress
01 - 02 May 2019 | London, UK
4th Annual Inhalation & Respiratory Drug Delivery 
Congress
01 - 02 May 2019 | London, UK

US

2nd Annual Formulation & Drug Delivery USA Congress
18 - 19 March 2019 | San Diego, USA
2nd Annual Inhalation & Respiratory Drug Delivery USA 
Congress
18 - 19 March 2019 | San Diego, USA Co
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R&D Series

EU

20th Annual Drug Discovery Summit
10 - 11 June 2019 | Berlin, Germany
7th Annual Discovery Chemistry & Drug Design 
Congress
10 - 11 June 2019 | Berlin, Germany
Neuroscience Drug Development Congress
10 - 11 June 2019 | Berlin, Germany
Bispecifi c Drug Development Congress
10 - 11 June 2019 | Berlin, Germany

US 6th Annual Drug Discovery USA Congress
October 2019 | Boston, USA
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Biologics Series

UK

12th Annual Proteins & Antibodies Congress
24 - 25 April 2019 | London, UK
6th Annual Peptides Congress
24 - 25 April 2019 | London, UK
6th Annual Biosimilars & Biobetters Congress
24 - 25 April 2019 | London, UK
Biomanufacturing Congress
September 2019 | London, UK
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Cell Series

UK

7th Annual Cell Culture & Bioprocessing Congress
25 - 26 October 2018 | London, UK
5th Annual Stem Cell & Regenerative Medicine Congress
25 - 26 October 2018 | London, UK
4th Annual Cell & Gene Therapy Congress
25 - 26 October 2018 | London, UK
Biobanking Congress
25 - 26 October 2018 | London, UK

US

Cell Culture & Bioprocessing Congress USA
14 - 15 May 2019 | Boston, USA
Cell & Gene Therapy Congress USA
14 - 15 May 2019 | Boston, USA Co
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PharmaTec Series

UK

17th Annual Pharmaceutical IT Congress
September 2019 | London, UK
3rd Annual Artifi cial Intelligence in Drug Development 
Congress
September 2019 | London, UK
2nd Annual Digital Health and Digital Technologies Congress
September 2019 | London, UK
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EU Cyber & Information Security Congress
September 2019 | Munich, Germany

SynGen Series

UK

10th Annual Next Generation Sequencing & Clinical 
Diagnostics Congress
08 - 09 November 2018 | London, UK
6th Annual Single Cell Analysis Congress
08 - 09 November 2018 | London, UK
4th Annual Genome Editing Congress
08 - 09 November 2018 | London, UK
Synthetic Biology Congress
08 - 09 November 2018 | London, UK

US

4th Annual Next Generation Sequencing & Clinical 
Diagnostics USA Congress
23 - 24 October 2018 | Boston, USA
4th Annual Single Cell Analysis USA Congress
23 - 24 October 2018 | Boston, USA
3rd Annual Genome Editing USA Congress
14 - 15 May 2019 | Boston, USA
2nd Annual Synthetic Biology USA Congress
14 - 15 May 2019 | Boston, USA

EU 2nd Annual Industrial Synthetic Biology Congress
October 2019 | Munich, Germany
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