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Abstract
It is becoming apparent that susceptibility to health adversities goes beyond the variation in DNA
sequence and entails complex interactions between the human genome and environment, among
which nutrition plays a significant role. By taking an example of the Singapore’s most deeply
phenotyped mother-offspring cohort, I will share the findings from our multi-omics roadmap
(genome, epigenome, microbiome, lipidome, and envirome) and discuss (1) how this roadmap
has helped comprehensively map human variability in Asians in both pediatric and adult
populations, (2) how this variability is linked with non-communicable diseases that are currently
plaguing the global health and economy, (3) and how we can use these observations for
developing precision healthcare for future generations.
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