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Medndelian randomization analyses refer to a protective role for VLDL concentration against type ¥ diabetes
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Genome-wide association studies (GWAS) have revealed thousands of association signals influencing complex traits
or diseases including type Y diabetes (TYD). Most of these associations map to noncoding variants and thus, the
identification of their cognate effector genes and subsequently involved mechanisms and physiologic processes has
.been always challenging. Here we try to investigate the causal associations of metabolites with the risk of T¥D

3l lals

Association, diabetes, lipids, Mendelian randomization, causality

FSabigaw 0530 3 dllie cyl S
https://civilica.com/doc/1290882



https://civilica.com/doc/1290882

