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Laufer et al. (2009)! 5‘env! 3‘env!

Supplemental Figure S1 – Location of 5'env and 3'env amplicons within the HERV-W env gene region. 
Depicted here is a multiple alignment of the env gene region of various HERV-W loci. Chromosomal 
positions of multiply aligned sequences are given on the left. Alignable regions are depicted as black boxes, 
gaps are indicated by horizontal lines. Location of an RT-PCR amplicon previously employed in Laufer et al. 
(2009) is also indicated. Note that a greater number of HERV-W loci uniformly lack an env gene region, yet 
those loci can be detected by the 3'env amplicon. 
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Supplemental Figure S2 – Structure of HERV-W loci identified as transcribed in this study. 
Depicted is a multiple alignment of sequences of complete HERV-W loci identified as transcribed in our 
study. Location of HERV-W 5' and 3'LTR and proviral gene regions are indicated on the top. Alignable 
regions are depicted as black boxes, gaps are indicated by horizontal lines. Location of 5'env and 3'env 
amplicons employed in this study is also indicated.  


