ITOC Meeting Minutes

March 24, 2004 
2:00 – 4:30 p.m.
Location: EPS, 7th Floor, Conference Room 7107
Present: DCEG – Andrew Bergen, Lynn Goldin, Marianne Henderson, Bob Hoover, Chitra Mohla, Claudine Samanic, Jim Vaught, Bernice Packer, Bob Weinstock;
CSC:  Michael Plankey; IMS:  Janis Beach, Dave Hacker, Mary McAdams, Kevin Meagher; Oracle:  Ashi Chaturvedula, Melissa Hardt; RTI: David Hall; Westat: Jack Cahill, Marsha Hasson; Consultant to NCI: Kevin Jacobs.
1. Introduction:  Marianne Henderson thanked everyone for attending the meeting and participating in the ongoing dialogue for facilitating data exchange and developing common data standards.
2. IT Requirements Assessment Project 

Kevin Jacobs introduced the ICEBERG project, which stands for: Integrated Cancer Epidemiology & Bioinformatics Research Enterprise Grid.  
The mission of the project is to provide technology recommendations to the Division of Cancer Epidemiology and Genetics (DCEG) to better utilize recent advances in information technology, and to enhance their high-impact scientific programs that will one day eliminate suffering and death due to cancer.  
Kevin J. expanded on the challenges faced by DCEG researchers.  There is so much data to collect, manage and process that important discoveries are hidden within the sheer mass of available data - “cancer researchers may only see the tip of the iceberg. The goal of the project is not to build the “titanic of IT, but to build many small and agile systems that can be built using open standards and advanced interoperability methods.  “The solutions must not sink the budget” - a clear understanding of the costs and benefits of both the existing methods as well the proposed technology is vital.  The ultimate goal of the project is to create an informatics infrastructure that will lead to faster publications, reduce the amount of data cleaning required, lower costs and mine the data more efficiently.
The project has a Web portal at http://iceberg.nci.nih.gov/ . It will serve as a comprehensive portal where all ICEBERG project events, updates, documents, and working group meetings will be posted. The site has a calendar to post upcoming events.  There is also a place where minutes and agenda from past ITOC meetings are posted.
The project will be facilitated by the following four working groups:
· Systems Interoperability Working Group
· Metadata Standards Working Group
· Genotyping Working Group
· Biorepository Working Group

The specific role of each working group will vary according to their function and the nature of status of the efforts they support. Most working group members will be from DCEG, though membership is open to all DCEG collaborators, and all meeting minutes and working group documentation will be made available to everyone via the ICEBERG portal.   For more information on working groups please see:
http://iceberg.nci.nih.gov/iceberg/wg/
One of the short-term goals of ICEBERG is to create a “Study Dashboard.”  This will be a prototype Web portal that will be used to demonstrate the concepts and benefits of pervasive interoperability and easy access to data within a study.  The “Study Dashboard” will be demonstrated at the Senior Advisory Group Retreat in July.
3. Progress Reports 
- Metadata, CDEs, CaDSR & CaBIG

Kevin Jacobs gave an overview of the Metadata Repository and the reasons for developing a standardized vocabulary.
· More precise and accurate data collection and storage,

· More formal documentation of data standards,

· Higher quality analytic results due to less semantic ambiguity,

· Better semantic transfer of data from one system or group to another.

Process:

1. Document existing databases and interchange formats.

2. Define mappings and transformations between disparate representations.

3. Develop and standardize descriptions of relevant domains:

· Formulate a common vocabulary

· Create extensible metadata ontologies
NCI Center for Bioinformatics has the tools in place for developing common data elements and a standardized vocabulary.  The tools are part of the caDSR (Cancer Data Standards Repository).  The data elements are to be developed using the ISO/IEC 11179 standard.  We will build our data elements in full compliance with the ISO/IEC 11179 model.  This will allow us to utilize the metadata that we develop for building our data bases and facilitate interoperability.  We will be developing the metadata in conjunction with DCCPS so that the Enterprise Vocabulary System (EVS) will have standardized terms that represent population sciences.

Next Steps:

· Meet with Peter Covitz and representatives from caBIG to resolve these issues:

· The use of HL7 vs. ISO11179 standards

· Re-tooling caDSR to support non-clinical trial metadata efforts

· Determine the level of support that DCEG and DCCPS can obtain from NCICB to develop metadata

· Meet with our respective administrative staff, technical groups, collaborators, and contractors to discuss feasibility and prioritization of metadata efforts.

- Biorepository Working groups
Jim Vaught gave an update on the Biorepository Working Group.  Interoperability between the various groups handling specimens and specimen data is critical. The Biorepository Working Group met on January 29, 2004.  Attendees (N=27!) were from DCEG, the CGF, Westat, BioReliance, Research Triangle Institute, SAIC-Frederick, McKesson Bioservices, Information Management Services, American Type Culture Collection and BBI-Biotech.  The purpose of the meeting was to share ideas on improving communication and sharing procedures among all of these organizations that are involved in the collection, processing, storage and analysis of DCEG specimens.

As the meeting ended, the discussion centered on how we might automate the processes involved in notifying various labs and repositories about the details of specimen collection and shipment.  One possibility mentioned was to share overnight shipment tracking numbers so that all parties could access shipping details using the shipping agent’s (e.g. FedEx) web site.  This discussion has already resulted in a follow up meeting of a small group of people from DCEG, RTI, Westat, and IMS, organized by Kevin Meagher of IMS, to discuss existing technologies and how to automate data exchange among the repositories.  These discussions will form the basis for the discussion at the next Working Group meeting.
- Bioinformatics Working Group and Systems Interoperability Group
Kevin Meagher gave a status report.  The goal of this group was to investigate using existing systems and technologies to improve the workflow and communication of specimen handling for DCEG.  

Results:

· Three small meetings have focused on:

· NCI, repository, and collection site needs and requirements.

· The review of existing systems that could be employed to meet these requirements.

· The review of existing or new technology to meet these requirements.

· Systems already exist that can be used to improve specimen workflow.

· A small event-driven communication system needs to be implemented to facilitate communication between these systems and BSI.

· Meetings will be held in the near future with all interested parties to discuss the findings of this working group and map out possible solutions for further consideration.

- BSI II Interoperability
Kevin Meagher followed up his Bioinformatics WG presentation with an update on the BSI.  There are several interoperability issues that need to be addressed.  Many systems use BSI data, via XML email attachments, via nightly/weekly dumps or via a Web interface to manually download yesterday’s specimen data.  Some systems are used to update BSI sample data.  BSI does not currently have an API to respond to external requests. 

There are tracking issues specifically BSI tracking starts when specimens are committed to the database and stops when the specimens are shipped out. This needs to be expanded to cover incoming shipments and specimens sent to labs. Need to expand BSI event system to notify interested parties of received shipments, discrepancies, current inventory, requisition status etc.

To resolve these issues a new API using Web Services is being planned.  This will enhance the interface into BSI specimen and requisition data for integration with existing systems.  Automated communication with other systems, including tracking systems, NCI investigators, external lab LIMS, and other contractors.  Real time extraction of specimen data using generic API. Automatic real time back ground updating BSI sample information from other data base systems using existing BSI batch processes.

A new component – BSI tracker could be developed.  This will be a lightweight event-based system that integrates with tracking systems like FedEx and other shipper’s Web services.  It will provide notifications (e-mail, XML, and web services) to interested parties on the status of incoming and outgoing shipments.

Integrated with BSI Web services to initiate BSI system processes such as:
- generation of shipment received data sets

- reservation of sample ids

- exporting/sending of specimen data.

- CGF LIMS integration and applications

Andrew Bergen discussed the issue of DNA quantification.  Multiple labs quantify DNA in addition to CGF. Accurate and precise quantification of DNA is critical.  At the moment BSI only store one set of DNA quantification and also once the sample leaves the bio-repository it is not possible to track the usage of the sample.  Changing these two issues will be an improvement.  The “Dashboard” that Kevin J. is planning on developing will allow the user to view how much DNA has been used and how much is available in real time.  Currently, there is no depletion log available.  This feature will facilitate the workflow and interoperate with several systems.

- Postmortem of the SAS Analysis/ Datamart pilot
Andrew Bergen presented the results of the evaluation of SAS Scientific Discovery Solutions for data management.  The details of his evaluation are available on the ICEBERG Web site.

In brief the reactions to the SAS evaluation where as follows:

Reactions from DCEG staff

· From computer scientists

· Weak on data management

· Output tables are static entities, not suitable for further analysis

· While many APs seem useful

· Macro processing/SAS proc scripting problematic and difficult to program

· Difficult to envision how SAS will keep up with analytical methodologies

· SAS already connects with Oracle, why license an additional DBMS?

· From statisticians

·  Base SAS, SAS/Stat work fine for our data management/analysis needs

·  Why add a GUI/scripting layer between analyst and data?

·  Not flexible enough wrt analytical algorithms versus SAS/Stat

· From geneticists (non-Computer scientists, non-Statisticians)

·  Worked as specified in the statement of work

·  GUI easy to use, e.g., substitute/add variables, SNPs to APs
·  Large N of HTML/JMP pages sometimes got in the way of the “results”

·  Difficult to see how this could be used for analysis beyond existing APs

- IT improvements for AgHealth Phase 3 data collection
Marsha Hasson from Westat presented an overview of the Metadata system that Westat is developing for managing study data.  Westat will be working with NCI investigators to refine interfaces and functions.  They will be selecting target studies for early implementation (e.g. AgHealth).  The project also includes implementation of procedures and documentation formats to support metadata publication.
To view the PowerPoint presentations from the meeting please visit 
http://iceberg.nci.nih.gov/iceberg/downloads/meetings/itoc/200403/.
.
Next ITOC Meeting: 
Wednesday, April 28, 2004
2:00 – 4:00 PM
6120 Executive Blvd (EPS)
Room 7107
