
Supplemental Figure 1  Structural Alignment of HIV-1, ASV, and MPMV IN 

A structural alignment of HIV-1, ASV and MPMV integrases (Snasel, Krejcik et al. 

2005) was used to identify amino acid residues near the LTR DNA ends in the structural 

model that were unique at structurally conserved positions. The residues from this 

analysis are in addition to those that were previously studied (Chen, Weber et al. 2006). 

Residues highlighted in blue and green were analyzed by Aiping Chen while those 

highlighted in yellow were analyzed by James Dolan. HIV-1 IN chimeras were 

assembled by substitution of the ASV amino acid residue into the structurally related 

position of HIV-1 IN and assayed for 3' processing as described in the Materials and 

Methods. 

 

  



 


