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Abstract
In 2003, the Human Genome Project was completed. By laying out in order the 3.2 billion units of our DNA, researchers sparked 
a firestorm of discovery and an explosion of genomic knowledge. Accompanied with them are the rapidly emerging novel 
genomic technologies including microarrays, whole-genome single nucleotide polymorphism chips, RNA interference high-
throughput screening etc. All these launch the high-throughput genotyping era. Recently, besides high-throughput (HT) 
genomics technologies, the rapid development of large data storage technologies, mobile network technology and portable 
medical devices makes it possible to measure, record, store, and track analysis of the genome and physiological dynamics of an 
individual. Portable non-invasive medical devices are crucial to capture individual characteristics of biological dynamics. In fact, 
the rapid development of wearable, mobile, automatic, continuous, HT medical device for measuring human biological 
parameters heralds a new era --- high throughput phenotyping era. In this new era, the wearable non-invasive medical devices 
and the analysis/management of related digital medical data will revolutionize the management of health and treatment of 
diseases.  In this presentation, I will first describe my work in data analysis for HT genotyping with focus on HT RNAi screens. I 
will then describe my recent work in data science for HT phenotyping with application in diabetes and respiratory diseases. 
Finally, I will present my thoughts on how to use both HT genotyping and HT phenotyping data for biomedical research.  
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