
Archives of Molecular Medicine Journal
Volume 1 Issue 1Research Open

Arch Mol Med J, Volume 1(1): 1–2, 2020 

HIV Protease Cleavage Sites 

About 25 years ago a very important paper on prediction of 
human immunodeficiency virus protease cleavage sites in proteins [1] 
was published. 

Ever since then, a series of papers for predicting HIV protease 
cleavage sites in proteins have been stimulated (see, e.g., [2-36]). All 
these papers are very useful for developing new drugs against human 
immunodeficiency.
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