
Whole-genome association study in the Old Order Amish identifies STK39 as a novel hypertension susceptibility gene.(146) (04:15PM-04:30PM on Thu)
Author(s): Y. Wang, P. F. McArdle, E. Rampersaud, H. Shen, X. Shi, N. I. Steinle, B. D. Mitchell, A. R. Shuldiner, Y.-P. C. Chang
Positional cloning of genes influencing blood pressure on chromosome 2q31-q36 in the Old Order Amish.(1728) (4:30PM-6:30PM on Wed)
Author(s): P. F. McArdle, Y. Wang, S. Rutherford, J. R. O'Connell, S. H. Ott, L. J. Reinhart, T. I. Pollin, C. Damcott, Y. C. Chang, B. D. Mitchell, A. R. Shuldiner, N. I. Steinle

Physical activity modifies the genetic effect of common variants in the FTO gene with body mass index (BMI).(1799) (4:30PM-6:30PM on Thu)
Author(s): E. Rampersaud, B. D. Mitchell, M. Fu, H. Shen, T. I. Pollin, J. L. Ducharme, A. R. Shuldiner, S. Snitker


A genome-wide association study of brachial flow mediated dilation identifies novel candidate genes.(1801) (4:30PM-6:30PM on Thu)
Author(s): A. Parsa, E. Rampersaud, B. D. Mitchell, R. Horenstein, P. F. McArdle, H. Shen, J. R. O’Connell, R. Vogel, A. R. Shuldiner


ATP1B1, a hypertension candidate gene, has a conserved and polymorphic 3’UTR element that regulates the selective polyadenylation of its mature mRNA.(2539) (4:30PM-6:30PM on Thu)
Author(s): K. Bhalla, Z. Pan, A. Chakravarti, A. R. Shuldiner, B. Tian, Y.-P. C. Chang


Genome-wide association analysis identifies risk loci for obesity in the Old Order Amish.(2474) (10:30AM-12:30PM on Fri)
Author(s): M. Fu, E. Rampersaud, H. Shen, X. Shi, L. Zhang, J. Shelton, J. Yin, J. O’Connell, B. D. Mitchell, A. R. Shuldiner

Association of FGF23 Genotype with Lower BMD at the Hip and Spine in the Old Order Amish.(2494) (10:30AM-12:30PM on Fri)
Author(s): J. Liu, D. J. McBride, B. D. Mitchell, E. A. Streeten, A. R. Shuldiner

Extent and distribution of linkage disequilibrium in the Old Order Amish.(1423) (10:30AM-12:30PM on Fri)
Author(s): A. M. Levin, E. Rampersaud, H. Shen, B. D. Mitchell, A. R. Shuldiner, J. O'Connell, J. A. Douglas

Genome wide association analysis identifies SNPs near MMP1 and MMP3 as being strongly associated with matrix metalloproteinase-1 (MMP1) levels: The Amish Heredity and Phenotype Intervention (HAPI) Heart Study.(1800) (4:30PM-6:30PM on Thu)
Author(s): Y. Cheng, W. H. L. Kao, A. R. Shuldiner, B. D. Mitchell, P. F. McArdle, H. Shen, K. Ryan, T. I. Pollin

