caBIG Workspace Adopter Project Form

Adopters, please complete this form in advance of the caBIG kickoff meeting and return by e-mail to adamsm@mail.nih.gov.  Completed forms will be made available to participants in advance of the meeting to enhance workspace discussions.  During our conversations with you, we expressed the aspect of your program that we would like you to develop in the first year of the caBIG pilot; it is this we are asking you to address  - here and in your presentation.

1.  Sponsoring Cancer Center

UNC Lineberger Comprehensive Cancer Center

2.  Workspace

Tissue Banks and Pathology

3.  What "data" are you providing as adopters?

Our data can be categorized as heterogeneous, independent superficially and interconnected intrinsically.  Data elements can run the gamut from questionnaire to clinical/pathologic to molecular. Data are from research projects within the UNC Lineberger’s Cancer Epidemiology Program, which focuses on developing new knowledge relevant to cancer etiology, diagnosis, prognosis, and prevention using an interdisciplinary epidemiologic approach.  One distinguishing feature of this program is population-based molecular epidemiology.  UNC Lineberger researchers have and are conducting large (> 1,000 cases), population-based molecular epidemiology case control studies in breast, colorectal, melanoma, head & neck, and prostate cancers.  Future studies are planned for renal cancer and lymphoma.  Most of these studies, which include germline DNA, tumor blocks, and other biologic data as well as exposure data from questionnaires, were specifically established to investigate etiologic differences between Caucasians and African-Americans.  Additionally, these studies are increasingly adding treatment and survival and other outcome data.  Both nationally and internationally, researchers at other institutions have similar case-control and/or cohort studies.  Developing methods and infrastructure to combine data across studies to purse gene-environment interactions and other analyses requiring very large data sets would advance cancer research. Also, the ability to combine population-based data sets can have a significant impact on the ability to focus research on minority disparities.

4.  What are the tools you envision would enhance the use and analysis of this "data"?

We propose to initiate development of methods to facilitate combination of population data sets.  Web enabled and platform-independent software packages could be used to access data. Web based platforms provide easier access while platform-independent software eases problems brought up by heterogeneous computing environments.  To provide access and then analyze data, we need to be able to link/integrate the data with rules/pathways defined by researchers.  Optimally, it would be nice to have flexibility to interact dynamically.

5.  What is your ability to evaluate the tools to be adopted?

We have the capacity to develop/deploy the software tools on both server side and client side. We have a team with members who have extensive experience with Hardware/Operating system (Unix, Linux), Database (Oracle, MySql) and various software tools with certificates like Solaris certificate and Oracle certificate. 

In one facet of the Center, we currently have a UNC Microarray database application (https://genome.unc.edu/) mirrored from SMD and clinical and tissue databases (https://genome.unc.edu/clindb/). We have full time scientific programmers/bioinformaticists to support customers from our UNC communities and research collaborators. We have 169 registered users in our UNC Microarray database application, and it is growing. We have 30 plus users in 4 different other database applications, including clinical database and tissue databases.  We have developed similar tissue database applications, and it would be very easy for us to compare the functionalities from two systems and be able to tell the difference b/w them.

In addition, the Cancer Center has a Tissue Procurement and Biospecimens core that serves all 235 Center members.  

6.  How will you provide system integration?

As mentioned in item 5, we hope that the software tools can provide ways to integrate our data.  We also hope the system will be designed and implemented like other caCORE/caBIG components and have the necessary APIs for us to interface/link our legacy data with new system. We can help identify the interfaces crucial for our specific data and can help develop tools that address our issues, as well as similar issues/problems that others may have.

7.  How will you provide end-user testing?

We have experience with a large database and customer base.  We and our customers have experienced software developmental cycles. We can deploy new tools as new services for our trained/sophisticated customers to try the new tools so they will be the testers and users at same time. Users can benefit new services while we obtain feedback. 

8.  How will you provide software validation?

We will follow the guidelines and requirements provided by the released software and use information provided to show that the software is validated for its intended use. We fully comply with HIPAA rules across all our databases with sensitive information. 

9.  What are your plans for interacting with the appropriate workspace developers?

We hope to be an active developer as well as an adopter, as the integrated population-based data we can bring to the table represents an opportunity to expand caBIG capabilities.  We would like to present our data as a model or case study and help provide input so that our potential contribution is reflected in high-level system design. 

