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HIV molecular epidemiology: How much have we missed?

A rapid growth of identified HIV strains has imposed a great challenge on genotyping quality control that lays the basis 
for HIV research and global surveillance. Inspired by our previous study that has shown inadequate genotyping in 

epidemiologically important areas, we performed the first systematic examination of global HIV-1 genotyping information. 
Our results showed uneven distribution of genotyping quality in different geo-regions, across the viral genome, and among 
the risk groups, indicating robust and standardized genotyping tools are urgently needed. Our results also suggested a close 
monitoring of HIV-1 genotyping quality is needed for the heterosexual group in West Central Africa, IDU group in South 
America, and IDU and mother-to-child groups in China.
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