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Supplementary Fig. S1. Location of the predicted ORFs of HPV102 and HPV106. Each ORF
is represented as a rectangle occupying either the first, second, or third reading frames.
Numbers show the nucleotide positions of the first start codon and the stop codons of each
ORF. The additional 5" sequences in-frame with the predicted amino terminus of the HPV102

and HPV106 L1 ORFs are indicated with broken-line boxes.
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