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The MEC includes participants from five ethnic groups (African American, Japanese American, Latino, Native Hawaiian, and white) recruited in Hawaii and Los Angeles, LA. The mGWAS and APS are subset groups of the MEC. All participants completed the same validated quantitative food frequency questionnaire (QFFQ) at cohort entry (Qx1), at follow-up (Qx3), and at a second follow-up (APS). All used the same stool protocol and provided a stool sample in 2013-2016. Fecal microbial composition was obtained from 16S rRNA gene sequencing (V1-V3 region).
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