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ON THE COVER: AlzPlatform (http://www.cbligand.org/AD/) is an Alzheimer's di (AD) domain-specific chemogenomics
knowledge base, featuring a large repertoire of AD drugs and small chemical molecules as well as related genes and protein targets.
The comprehensive database and powerful computational algorithms and tools implemented have been developed and maintained by
Xie's laboratory (http://www.cbligand.org/xielab/) to facilitate target identification, drug repurposing, and system polypharmacology
analyses on a chemogenomics scale for new anti-AD drug discoveries. See H. Liu, L. Wang, M. Ly, R. Pei, P. Li, Z. Pei, Y. Wang, W.
Su, and X-Q. Xie, pp 1050—1060.
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