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Additional file 4: Figure S1. Read coverage on EBV, HHV-6, and HHV-7 genomes.

(A) Read coverage on herpesvirus genomes. Results of the reads collected from all samples

are shown. The regions of repetitive sequence and masked sequence in each viral genome

are summarized at the bottom of graph. Telomeric repeats are indicated in red. (B) Proportion

of the reads assigned to telomeric/repetitive sequences. The number in the graph indicates

the percentage of read counts mapped to each region. NA, not applicable. See also

Additional file 5: Table S4.



