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MR R O (2 3C) : UL97 codons 439 to 645 from 61 CMV isolates from 61
immunocompetent Japanese infants and children were sequenced directly. No known GCV
resistance mutations were found, meaning that the UL97 mutation had resulted from the
use of GCV. On the other hand, a mutation at codon 605 (D to E) was frequently identified
(56/61: 91.8%). This could be a genetic marker for HCMV in East Asian counties, because of
its low prevalence in the strains of HCMYV circulating in Western countries.
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F 1 UL97 mutations of 61 specimens
detected from 61 Japanese imuunocompetent
children.

Mutation No Frequency (%)

Amino acid mutations

D605E 56 91.8
Silent mutations

H454H 5 8.2

D456D 4 6.6
500G 2 3.3
G503G 60 98. 4
T504T 12 19.7
P525P 43 70.5
L553L 4 6.6
R570R 2 3.3
G579G 4 6.6
G598G 60 98. 4
G624G 4 6.6
L629L 3 4.9
S631S 2 3.3
L634L 5 8.2

Single mutation

R476R, TH02T, Ab24A,

L532L, C549C, C563C,

C592C, H5H99K, L634L 9 1. 6%

%, the number indicates the frequency for
each single mutation.
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