
Figure S1. HPV-16 long control region entropy plot. A value of zero reflects site-specific conservation and higher values indicate 
increasing degrees of site-specific variation. Site-specific variations with a >0.4 entropy score are indicated and numbered 
according to the reference HPV-16 sequence K02718 A1. HPV, human papillomavirus.



Figure S2. HPV-52 long control region entropy plot. A value of zero reflects site-specific conservation and higher values indicate 
increasing degrees of site-specific variation. Site-specific variations with a >0.4 entropy score are indicated and numbered 
according to the reference HPV-52 sequence X74481 A1. HPV, human papillomavirus.
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