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Figure S1: (A) Pair-plots of herpesviruses counts. There are some slight cor-
relations due to mismappings between homologous and low-complexity regions.
(B)-(D) Normalized coverages for samples with high HHV-6A loads. (B) Cov-
erage of reads mapped to HHV-6A that were paired with mates mapped to
HHV-6B. (C) Coverage of reads mapped to HHV-6B that were paired with
mates mapped to HHV-6A. (D) Coverage of reads mapped to HHV-6A that
were paired with mates mapped to HHV-6A. (E)-(G) Normalized coverages
for samples with high HHV-6B loads. (E) Coverage of reads mapped to HHV-
6B that were paired with mates mapped to HHV-6A. (F) Coverage of reads
mapped to HHV-6A that were paired with mates mapped to HHV-6B. (G)
Coverage of reads mapped to HHV-6A that were paired with mates mapped to
HHV-6B.
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Figure S2: (A) Numbers of reads aligned to HHV-4 (Epstein Barr Virus)

in the 1000genomes dataset.
in the 1000genomes dataset.
the 1000genomes dataset.

1000genomes dataset.

(B) Numbers of reads aligned to HHV-6A
(C) Numbers of reads aligned to HHV-6B in
(D) Numbers of reads aligned to HHV-7 in the



