regression model, factors that were statistically significant predictors of Ul
diagnosis (p<0.01) included UI score (OR 1.28 (95% CI 1.19-1.81)), urine
loss behavior (OR 1.12 (95% CI 1.06-1.18)), Charlson Index (OR 2.22 (95%
CI 1.52-3.23)) and duration of UI symptoms (OR 3.09 (95% CI 1.69-5.64)).
The remaining variables (age, age2, marital status, education, BMI, and
parity) were not statistically significant or associated with a Ul diagnosis.
Conclusions: Self-reported Ul severity, duration, behavioral change, and
comorbidities increase likelihood of Ul diagnosis. Understanding symptom
and health characteristics of women with Ul who seek care allows us to
develop better tools to predict, target and potentially prevent UL
Keywords: Urinary incontinence, Electronic health record, Survey
doi:10.3121/cmr.2011.1020.ps1-24

C-A3-03:
Building a Biorepository: Lessons Learned from the Northwest Institute
of Genetic Medicine

Julie Richards, MPH'; Paula Sandler, BA'; Gail Jarvik, MD, PhD? Eric
Larson, MD, MPH!

'Group Health Research Institute; *University of Washington

Background: The establishment of large population-based biorepositories,
linked to clinical and epidemiologic data, is essential for research designed
to advance the field of personalized medicine. Health care delivery
organizations, with electronic medical record data for large populations of
patients, are in a unique position to enhance biorepository development.
Methods: The Northwest Institute of Genetic Medicine [NWIGM]
biorepository is a collaboration between the University of Washington [UW]
and Group Health [GH] designed to build and pilot new infrastructure to
collect high-throughput genomic data to facilitate future clinical investigation.
The short-term goal is recruit 2000 GH enrollees (50-65 years old) who
completed an online Health Risk Assessment [HRA]. The rationale for
sampling HRA completers guarantees systematically collected demographic
and medical history data will be available for future analyses. Potentially
eligible enrollees are mailed an invitation and asked to indicate their interest
by calling or mailing back the enclosed reply form (a second mailing is sent
to non-responders). GH Research Institute staff contact interested enrollees
by phone to assess interest and eligibility; those who agree are mailed a blood
draw kit to take to a GH lab and consent form to mail back to the Research
Institute. Participants receive a $50 incentive. The consent form describes
that DNA will be extracted from the blood sample and stored indefinitely,
and will be used with data from participants’ medical records (including
HRA data) for the purpose of future genetic research, and designed to cover
a broad range of possible future analyses. Results: Developmental work
began in September 2008--including protocol and consent development, and
“gate-keeping” procedures for future researchers to access biorepository
data. Data collection began in November 2009 after a longer than expected
contract negotiation process between UW and GH, specifically data sharing
and control issues. To date, 1246 of 3,100 invited enrollees (40%) have
agreed to participation by phone and 1120 have enrolled. Conclusions:
Enrollment in the NWIGM biorepository has been higher than expected from
this sample of 50-65 year old HRA completers. Researchers will meet the
short-term recruitment goal, demonstrating efficient infrastructure is in place
to continue building this population-based biorepository.
Keywords: Biobank, Genetics, Personalized medicine
doi:10.3121/cmr.2011.1020.c-a3-03

Plenary I11-04:
Media Messages and Public Perceptions of Direct-to-Consumer Genetics:
Results of a Media Analysis and Focus Group Study

Alanna Kulchak Rahm, MS, PhD'; James Dearing, PhD'; Heather Spencer
Feigelson, PhD, MPH'; David Tracer, PhD?; Sheana Bull, PhD, MPH?

'Kaiser Permanente Colorado; ? University of Colorado Denver; * Colorado
School of Public Health

Background: Information about genetics and the promise of genomic
medicine is commonplace in the mass media. How the mass media
themselves contribute — or not — to the persistence of this issue and its
perception by the public is the topic of this presentation. The purpose of this
study is to investigate the structural and individual perspectives on the issue
of direct-to-consumer (DTC) genetics, and assess the degree of correspondence
across these perspectives. Methods: I conducted a media analysis to
determine how the issue of DTC genetics has been framed in mass media
stories and the salient topics related to the issue. I conducted focus groups to
determine individual knowledge, attitudes and beliefs about the issue of DTC
genetics. Results: A final sample of 398 mass media stories of DTC genetics
from Lexis-Nexis Academic archives between September 1, 2007 and
September 30, 2009 were coded for salience and frames. Fourteen focus
groups were conducted between October, 2009 and March, 2010 with Kaiser
Permanente Colorado members and medical staff. Focus group transcripts
were coded for salience and framing of the issue and compared with the
media analysis results.Study results found that the issue of DTC genetics was
not very important to focus group participants except as it related to the topic
of breast cancer. Mass media message topics and frames showed differences
over time. Focus group participants were generally negative towards the
issue while the mass media was mostly positive towards DTC genetics.
Focus group participants used some of the many frames to understand the
issue that were utilized by the mass media to package the issue, but
participants mainly framed the issue in terms of prevention and a pandora’s
box, while the mass media presented the issue more in terms of progressive
and discrimination frames. Conclusions: The mass media appears to
function as a field of power for the issue of DTC genetics with the consumers
in the middle of the contests. A higher-level concept of an “informed
consumer” emerged from the focus groups that appears to provide consumers
a degree of power in this battlefield as well.
Keywords: DTC genetics, Genetic testing, Media messages
doi:10.3121/cmr.2011.1020.plenary-iii-04

C-A3-04:

The Kaiser Permanente Research Program on Genes, Environment
and Health: A Resource for Genetic Epidemiology in Adult Health
and Aging

Cathy Schaefer, PhD' and the RPGEH GO Project Collaboration'?

'Kaiser Permanente Northern California; 2University of California,
San Francisco

Aims: The Kaiser Permanente Research Program on Genes, Environment
and Health (RPGEH) is designed as a resource for epidemiologic studies of
genetic and environmental influences on health and disease. The resource
links together clinical data from electronic health records (EHR), demographic
and behavioral data from participant surveys, and data on the social and
physical environments in participants’ neighborhoods, with saliva and/or
blood samples for deriving genetic and other data. When completed in 2013,
the RPGEH is planned to include 500,000 members of Kaiser Permanente in
Northern California (KPNC). Participants provide informed consent for a
broad spectrum of health research and sharing of data with collaborating
investigators from many institutions. Methods: As of October 2010, 430,000
mailed surveys and 154,000 biospecimens and consent forms had been
collected from adult participants. Several collaborative genome-wide
association studies that utilize RPGEH resources are underway. In September
2009, the RPGEH received an NIH grant to conduct genome-wide (675,000
SNPs) genotyping and measurement of telomere length on 100,000
participants. The average age of the participants is 65 years; approximately
24% (24,000 of 100,000) are African American, Asian, or Latino; the
remaining 76,000 are non-Hispanic white. Custom microarrays have been
designed to include newer SNPs from sequencing projects, high density
coverage in gene regions, significant SNPs from the literature, SNPs in
pharmaco-response genes, better coverage among racial-ethnic minorities,
and good coverage of the entire genome. Results: To date, DNA has been
extracted from 90,000 samples, and about 48,000 samples have been
genotyped. Genotyping call rates and other measures of quality are excellent.
The project will be completed in 2011. Conclusions: The resulting integrated
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