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7:00-8:00 am Pre-Conference Workshop Registration 
and Morning Coffee
 
8:00 Workshop Chairperson’s Remarks
William Van Etten, Ph.D., Founding Partner, BioTeam, Inc.
 
8:15 Third Generation Sequencing and Interpretation 
Technologies for Open-Access  Whole Genome-
Phenome Data
George Church, Ph.D., Professor, Genetics, Harvard 
Medical School; Director, Center for Computational 
Genetics
The cost of sequencing has plummeted a million-fold 
in 6 years. Suddenly individuals possess their own 
genomic and electronic health records, raising a plethora 
of issues in safeguarding genomic and clinical data. 
We have launched the Personal Genome Project, which 
explores a different approach – gaining truly informed 
consent in advance (after the subject passes an exam) 
with the understanding of full disclosure. We have 
developed a community resource of software and data 
for interpreting genome sequence data called Trait-o-
matic, as well as open-source community tools for web-
based computer adaptive phenotyping.
 
8:45 Don’t Move the Data—Move the Jobs!
Phil Butcher, Head of IT, The Wellcome Trust Sanger 
Institute
As we move steadily forward with sequencing 
technologies, we continue to face increasing challenges 
in data management. New projects are requesting 
Petabytes of storage capacity to add to the 4 Petabytes 
already installed at the Sanger Institute. Major 
sequencing centers like us need to think about the 
underlying infrastructure and the way we manage the 
storage to keep production moving. This talk will present 
our current thinking and strategies for managing these 
large data capacities. 
  
9:15 Epigenome-Wide Association Studies
John M. Greally, M.B.A., Ph.D., Director, Center 
for Epigenomics, Chief, Division of Computational 
Genetics, Department of Genetics, Albert Einstein 
College of Medicine
To allow investigators to study the role of epigenomic 
dysregulation in human disease, a number of hurdles 
have to be overcome. These include study design, 
application of suitable molecular assays, and data 
management and analysis. While many of these issues 
reflect those for genome-wide association studies 

(GWAS), epigenomic studies have unique challenges 
that require specific solutions. We describe how we 
have created an infrastructure designed to facilitate 
testing the role of epigenomic dysregulation in human 
diseases.
 
9:45 Refreshment Break
 
10:00 Enabling Plant Research with Next-Generation 
Sequencing
Rod Wing, Director, Arizona Genomics Institute, 
University of Arizona
 
10:30 Enabling Next-Generation Sequencing
Giles Day, Senior Director, R&D Informatics, Pfizer, 
Inc.
The growth of sequencing data in the modern enterprise 
is now a well documented issue. This presentation 
will focus on the strategies and software that have 
been used within Pfizer’s Biotherapeutics Division to 
successfully support sequencing strategies for both 
internally and externally generated data. Experimental 
design, data delivery, integration and analysis will 
be discussed and how these obstacles have been 
overcome.
 
11:00 Scaling storage Capacity in Step         Sponsored by  
with Scanner Throughput; Solutions for 
Maximizing Research and Minimizing 
Storage Expenditure 
Carter George, Vice President, Products, Ocarina 
Networks
In all Bioinformatics disciplines, rich data is the platform 
from which all discovery is made, and rapid throughput 
growth of highly anticipated next-generation scanning 
systems means faster time-to-discovery. However, 
with each increase in scanner throughput comes a 
corresponding requirement for additional storage. 
Because scanner throughput is out-pacing disk 
system density, bioinformatics organizations may be 
allocating more and more of their budgets to IT and 
less to research. The deployment of cheaper disk is 
attractive, but imposes higher administrative costs. This 
presentation will review various solutions to keeping IT 
expenditures in check, without sacrificing on enterprise-
class reliability and scalability features. In particular 
Carter will examine the latest in deduplication and 
compression technologies, their tradeoffs and intended 
use models, and how they integrate with existing 
storage systems.
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11:30 Finding Clarity in the Cloud—         Sponsored by  
Separating Fact from Fiction in Cloud 
Computing for Life Sciences 
Paul Rutherford, Chief Technology Officer, Isilon 
Systems
IDC recently stated it expects revenue from Cloud IT 
services to increase by a 26% CAGR through 2013, 
compared to only 4% for traditional IT services, 
demonstrating there is actual momentum driving the 
Cloud’s hype. However, in the same study, respondents 
noted security, availability, performance and concern 
the “pay what you use model” may actually be more 
expensive than building your own infrastructure, as 
serious impediments to cloud adoption. It’s no wonder 
then that many of us are still unsure what to make of 
the Cloud – fact or fiction?  
As with many new IT trends, the answer lies 
somewhere in between. However, the outlook need 
not remain so cloudy. Isilon CTO Paul Rutherford will 
use this presentation to detail exactly what the Cloud 
is – and isn’t – and what best practices life science 
organizations can follow to ensure they make the right IT 
investment.
As part of this presentation, Rutherford will address 
the following questions: What is the Cloud? Private vs. 
Public?
Will the Cloud save money? Will the Cloud accelerate 
application performance? Will the Cloud increase IT 
efficiency? The answers may surprise you.

1:30 Visualization of Next-Generation Data
Michael Reich, Director of Cancer Informatics 
Development, Broad Institute of MIT and Harvard
Visualization plays an important role in assimilating 
the large, muti-modal datasets produced by genome 
characterization efforts and other high-throughput 
research initiatives. To be maximally effective, tools must 
flexibly integrate genomic, functional, and phenotypic 
data from a variety of platforms, and efficiently handle 
large datasets. To address these critical challenges, 
the Broad Institute of MIT and Harvard developed the 
Integrative Genomics Viewer (IGV), a flexible, scalable, 
high-performance tool for the concurrent visualization 
of multiple large scale datasets. The IGV supports 

integrated views of any data type that can be mapped 
to genomic coordinates, including, but not limited to, 
next-generation sequence data, copy number, gene 
expression, RNAi, ChIP-seq, RNA-seq, and genome 
annotations. A particular strength of IGV is its ability 
to handle very large datasets, for example deep 
coverage sequence data from whole genome scans, or 
high-resolution copy number data from thousands of 
samples, on standard desktop computers. IGV permits 
the user to move seamlessly across these datasets 
at any level of detail, and quickly zoom out to whole 
genome or drill down to base pair resolution. The ability 
to dynamically and flexibly integrate multiple data 
modalities and view them at any scale allows the user to 
elucidate complex biological relationships that would not 
otherwise be apparent.  

2:00 How to Overcome the 100 Miles between 
Petabases and Petabytes
Jurgen Eils, Bioinformatic Database Group Leader, 
German Cancer Research Center
In the new field of NGS (next-generation sequencing) we 
are currently preparing our IT infrastructure to be ready 
for next-generation computing. Recently, the Heidelberg 
University received a grant to build up the largest 
data storage facility in Germany. The 5-10 petabyte 
large scale data facility (LSDF) is presently being set 
up in private partnership with a leading company for 
storage solutions. From the management and logical 
perspective, the massive throughput of next generation 
sequencing requires new concepts and strategies.  
We will present our strategies and concepts with 
emphasis on reusability and sustainability for storing and 
retrieving the comprehensive and exhaustive collection 
of sequence data together with secondary clinical and 
histopathological annotation data - and all in accordance 
with the international cancer genome consortium (ICGC) 
guidelines.
 
3:00 Panel Discussion:        
Industry Overview

 3:45 Workshop Chairperson’s Closing Remarks
William Van Etten, Ph.D., Founding Partner, BioTeam, Inc.



 Cambridge Healthtech Institute 
250 First Avenue, Suite 300, Needham, Massachusetts 02494

T: 781-972-5400 or toll-free in the U.S. 888-999-6288
F: 781-972-5425 • www.healthtech.com

Yes!  I would like to receive a FREE eNewsletter subscription to:

r 
The latest industry news, commentary 
and highlights from Bio•IT World

r 

r 

Innovative management in clinical trials

Service solutions for discovery, pre-clinical, and clinical trials

CHI Insight Pharma Reports
A series of diverse reports designed to keep life science 
professionals informed of the salient trends in pharmaceutical 
technology, business, clinical development, and therapeutic 
disease markets. For a detailed list of reports, visit InsightPhar-
maReports.com, or contact Rose LaRaia at    
rlaraia@healthtech.com, 781-972-5444.

Barnett Educational Services
Barnett is a recognized leader in clinical education, train-
ing, and reference guides for life science professionals 
involved in the drug development process. For more 
information,  
visit www.barnettinternational.com.

Additional Registration Details
Each registration includes all conference sessions, posters and 
exhibits, food functions, and a copy of the conference proceed-
ings link.

* REGISTER 3  - 4th IS FREE
Individuals must register for the same conference or conference 
combination and submit completed registration form together 
for discount to apply. Please reproduce this registration form as 
needed. 
Group Discounts
Special rates are available for multiple attendees from the same 
organization. Contact David Cunningham at 781-972-5472 to 
discuss your options and take advantage of the savings.

  Handicapped Equal Access
In accordance with the ADA, Cambridge Healthtech Institute 
is pleased to arrange special accommodations for attendees 
with special needs. All requests for such assistance must be 
submitted in writing to CHI at least 30 days prior to the start of 
the meeting.

Substitution/Cancellation Policy
In the event that you need to cancel a registration, you may: 

Transfer your registration to a colleague within your •	
organization. 

Credit your registration to another Cambridge Healthtech •	
Institute program.

Request a refund minus a $100 processing fee per conference.•	

Request a refund minus the cost ($750) of ordering a copy of the CD.•	

NOTE: Cancellations will only be accepted up to two weeks prior 
to the conference. Program and speakers are subject to change.

Video and or audio recording of any kind is prohibited onsite at all CHI events.

www.chimediagroup.com

1. RegistRation infoRmation       

r Mr.  r Ms.  r Mrs. r Dr.  r  Prof.  
Name 
Job Title       Div./Dept.
Company
Address
City/State/Postal Code
Country
Telephone  
Fax
Email*

*Email is not a mandatory field. However, by excluding your email you will not receive notification about online access to pre-conference presenter materials, confer-
ence updates and networking opportunities.

How would you prefer to receive notices from CHI:   EMAIL:  r Yes   r No        FAX:    r Yes   r No

2. PRiCing infoRmation

PRe-ConfeRenCe woRkshoP Commercial Academic, Government, Hospital 
Next-Generation Sequencing Data Management (All day) r $895 r $495

main ConfeRenCe Commercial Academic, Government, Hospital 
Advance Registration (until March 5, 2010) r $1,695   r $850
Registration after March 5, 2010 and onsite r $1,895  r $925 

DisCounts   
  r Poster Discount ($50 off) r International Society for Computational Biology (ISCB) Member Discount (10% off)

tRaCk seleCtion: (Please inDiCate the one tRaCk You aRe most likelY to attenD)

Conference tracks 
r  Track 1: IT Infrastructure - Hardware
r  Track 2: IT Infrastructure - Software
r  Track 3: Bioinformatics and Next-Gen Data
r  Track 4: Systems and Predictive Biology

r  Track 5: Cheminformatics and Computer-Aided 
Modeling

r  Track 6: eClinical Trials Technology
r  Track 7: eHealth Solutions

Bio-IT World’s Best Practices Awards Dinner (April 21, 2010) r $105

r I cannot attend but would like to purchase the Bio-IT World Conference & Expo conference CD for $750 (plus shipping).  Massachusetts delivery will include sales tax.

r Please send information on exhibiting and opportunities to present workshops.

3. PaYment infoRmation

r Enclosed is a check or money order payable to Cambridge Healthtech Institute, drawn on a U.S. bank, in U.S. currency.

r Invoice me, but reserve my space with credit card information listed below. Invoices unpaid two weeks prior to conference will be billed to credit card at full 
registration rate. Invoices must be paid in full and checks received by the deadline date to retain registration discount. If you plan to register on site, please 
check with CHI beforehand for space availability.

r Please charge: r AMEX (15 digits)  r Visa (13-16 digits)  r MasterCard (16 digits)  

Card #        Exp. Date

Cardholder

Signature

Cardholder’s Address (if different from above)

City/State/Postal Code       Country

To Register...

Web:  www.Bio-ITWorldExpo.com
Phone: 781-972-5400 or toll-free  
                in the U.S.:888-999-6288

Fax:  781-972-5425
Mail: 250 First Avenue, Suite 300
 Needham, MA, USA 02494
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Present a Poster and Save $50!
Cambridge Healthtech Institute encourages attendees 
to gain further exposure by presenting their work in the 
poster sessions.

To secure a poster board and inclusion in the conference 
materials, your abstract must be submitted, approved and 
your registration paid in full by march 10, 2010. Register 
online, or by phone, fax or mail. Indicate that you would 
like to present a poster and you will receive abstract 
submission instructions via email. 
I am interested in presenting a poster at 
r The Bio-IT World Conference & Expo
Title

http://www.insightpharmareports.com/
http://www.insightpharmareports.com/
mailto: rlaraia@healthtech.com
http://www.barnettinternational.com/

