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PURPOSE RESULTS

Flavonoids exert vasculoprotective effects in By extracting data from the 5 eligible human intervention studies with flavonoids, we obtained 5807 differentially expressed genes (DEGs). The number of
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humans, but interindividual variability in identified upstream regulators (URs) varied across the studies, from 227 to 1407. The search of the GWAS Catalog revealed 493 genes associated with vascular
their action has also been reported. dysfunction. An integrative analysis of the transcriptomic data with GWAS genes identitfied 106 candidate DEGs and 42 candidate URs, while subsequent
This study aims to identify genes that are functional analyses and a search of the literature identified 20 top priority candidate genes:

ALDH2, APOE, CAPZA1, CYP11B2, GNA13, IL6, IRF5, LDLR, LPL, LSP1, MKNK1, MMP3, MTHFR, MYO6, NCR3, PPARG, SARM1, TCF20, TCF7L2, and TNF.
Through the Variation Viewer database we identified their variant types, molecular consequences, most severe clinical significances, and top 10 genetic
variants with highest frequencies, while PharmGKB revealed multiple variants that have already been shown to have specific pharmacologic relevance.

associated with vascular health effects of
flavonoids and whose polymorphisms could
explain interindividual variability in response
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