Supplementary File S1
PhyML trees of HPV-16 genomic regions

PhyML trees were computed with GTR+1+G model, aLRT, SPR
on nucleotide alignments

Lineage color code:
Group A (European lineage A)

Group B (African lineage 1 B)
Group C (African lineage 2 C)

Group D (American lineage D)
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