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Description of Participating Studies
The Hispanic Community Health Study/Study of Latinos (HCHS/SOL)
The HCHS/SOL is a multicenter, community-based cohort study of U.S. Hispanic/Latinos.[1,2] The goals of the study are to examine the prevalence of and risk factors for several disorders including heart, lung, blood, and kidney phenotypes. HCHS/SOL investigators sampled 16,415 males and females aged 18-74 years at baseline from four study communities: The Bronx, NY, Chicago, IL, Miami, FL, and San Diego, CA. HCHS/SOL recruitment centers were selected so that the study would include at least 2,000 participants in each of the following designations: Mexican, Puerto Rican, Dominican, Cuban, and Central and South American. 

Multi-Ethnic Study of Atherosclerosis (MESA)
MESA was initiated in 2000 to investigate subclinical cardiovascular disease and the risk factors that predict progression to clinically overt cardiovascular disease.[3] The population-based cohort included 6,814 asymptomatic males and females aged 45–84 at study baseline from six field centers (Winston-Salem, NC; St. Paul, MN; Chicago, IL; Los Angeles, CA; New York, NY; Baltimore, MD). MESA investigators enrolled participants of White (38%), Black (28%), Hispanic (22%) and Chinese (12%) descent. The current study was restricted to Hispanic/Latino MESA participants who gave consent for DNA use. ECGs were measured at study baseline.

Starr County
These data were generated from examinations performed in follow-up from a systematic enumeration of 2507 households from 309 blocks selected randomly from the major population centers of Starr County, Texas. All subjects self-identified as Mexican American. Details of the participant examinations are previously described[4] as is generation, imputation, and quality control analyses of genotype data[5]. Echocardiography was among the measures taken; after sample exclusions 582 individuals remained in the analysis of QRS duration.

Women’s Health Initiative Clinical Trial (WHI CT)
[bookmark: _Toc463362108]The WHI comprises both randomized clinical trials (CT) and an observational study (OS). This study is limited to WHI CT participants, as ECGs were not collected for WHI OS participants.[6] The three WHI clinical trials were designed to allow randomized, controlled evaluation of 1) estrogen with or without progestin treatment, 2) calcium/vitamin D supplementation, and 3) dietary modification on the risk of breast and colorectal cancer, cardiovascular disease, and bone fractures. Between 1993 and 1998, the trials enrolled 68,132 postmenopausal women aged 50–79 years who were followed at 1 of 75 US examination sites (including satellites, remote sites, and their changes in location). Women were ineligible if they had medical conditions predictive of survival time less than 3 years, if they were known to have conditions inconsistent with study participation and adherence, or if they were active participants in another randomized, controlled trial. Those who remained eligible and interested were invited to follow-up examinations at 1, 3, 6, and 9 years. ECGs were measured at study baseline and analyses were restricted to African American and Hispanic/Latino WHI participants. 
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