
Genome aberrations revealed by coverage depth changes

E08 - normal coverage; no deletions in UL55-UL56 region
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E10 - low coverage in UL55-UL56 region

C
ov

er
ag

e 
de

pt
h

1 10,000 20,000 30,000 40,000 50,000 60,000 70,000 80,000 90,000 100,000 120,000 135,510

B

E13 - low coverage in UL55-UL56 region
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E23 - low coverage in UL55-UL56 region
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E35 - no coverage in UL56 region -- finished genome lacks UL56
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Left side of UL, duplicated into UL56 locus
Origin of DNA replication and right side of US, defective interfering genomes
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UL55-UL56 region, partial deletions

Figure S2. Read coverage scan from four HSV-1 strains depicting likely deletions in the UL55-
UL56 region. 
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