
Phylogenetic distances between HSV1 genomes

S23
S25
R62
R11
CR38
KOS
E07
E12
E14
E13
E08
E19
HF10
17
McKr
F
H129
E22
E15
E23
E35
E06
E25
E10
E11
E03

99

100

100

100

96

100

100

100

100

100

100

100

100

74

95

93

78

99

99

012345
Nucleotide substitutions per 1 kb

A
frica

A
frica

A
sia

Europe - N
. A

m
erica

C
ontinental groups

Figure 8. Dendrogram of genetic distances among HSV-1 genomes reveals broad 
geographic clustering. 
The multiple-genome alignment of 26 strains of HSV-1 was used to generate a genetic distance 
matrix under a Maximum Composite Likelihood substitution model. A dendrogram was then 
calculated using UPGMA in MEGA, with 1000 bootstrap replicates. The majority of strains 
cluster into four groupings that reflect their geographic origins, with the large collection of 
African strains splitting into two groups or potentially three groups (i.e., E03 as a third singleton 
group).
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