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It is well accepted that RNA viruses exist as mixed popu-
lations of genomic sequences and these quasispecies
populations are relevant to viral fitness and disease. It is
unclear if the same is true for DNA viruses. A candidate
quasispecies DNA virus is human cytomegalovirus
(HCMV), where mixed genotype infections in patients
have been repeatedly demonstrated. HCMV is a be-
taherpesvirus and genetically, the most complex viral
pathogen of humans with a ~235,000 bp dsDNA ge-
nome. To better understand this mixed genotype phe-
nomenon, we adapted high throughput (deep) sequenc-
ing to generate genome-wide coverage of HCMV and
analyze viral populations in clinical samples. We discov-
ered that HCMV populations in the plasma.
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