
	
  

 

Figure A1a: PLVA and PLVB primer maps showing the location of the primers (small green boxes) utilized in this study.  Each figure 
is annotated with the location of the 5’- and 3’- long terminal repeats (LTR) and open reading frames (gag, pol, vif, OrfA (PLVB only) 
and env).  Primer sequences and genome coordinates are listed in Table A2. 



	
  

 
Figure A1b 



	
  

Figure A2a:  Phylogenetic trees depicting alternative evolutionary histories of genomic regions resulting from recombination between 
isolates from different viral lineages.  Neighbor-joining trees were constructed from all non-recombinant genome regions (Figure 4).  
One tree from each clade is presented here to illustrate the effect of recombination on viral genetic diversity.  The trees represent the 



	
  

following genome regions:  PLVA – gag 905-1368 (520bp); PLVB – env 6529 – 7122 (620bp).  Bootstrap values estimated from 1000 
replicates are labeled on nodes with greater than 70% cluster support.  Isolates labeled with * are likely recombinant viruses because 
their position on this tree is incongruent (supported by bootstrap values > 70) with their position in Figure 2. 
  



	
  

 
Figure A2b



	
  

Table A1: Demographic information for all bobcat (Lru) and puma (Pco) samples included in 
this study.  GenBank accession numbers for previously published sequences are shown in 
parentheses. 
 

 

  



	
  

Table A1 continued 
  



	
  

Table A2: PCR primers used to amplify and sequence PLVA and PLVB isolates.  Primer 
sequences are listed in the 5’- to 3’- direction.  The location of the 5’- base (forward primers) or 
3’-base (reverse primers) is listed relative to the reference sequence for each clade (PLV14 – 
PLVA; PLV1695 - PLVB).  Primers denoted with 1 and 2 were originally published in (4) and 
(1) respectively. All other primers were designed in this study. 
 



	
  

Table A2 Continued 



	
  

Table A2 continued 

 



	
  

Table A2 continued 
 



	
  

Table A2 continued 



	
  

Table A3: Detailed genetic diversity, natural selection, and recombination results for all viral proteins studied. 	
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