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Development of individualization drug therapy for mycophenolate mofechil focused
on the DNA methylation of UGT (UDP- glucuronosyltransferase) 1A8
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The results in this study revealed that patients with non-methylated DNA
sequences in UGT1A8 5" flanking region tended to have lower trough mycophenolic acid blood
concentrations. The information on methylation at the UGT1A8 5" franking region was found to be
useful for individualisation of mycophenolate mofechil doses and mycophenolic acid plasma
concentrations monitoring in clinical settings.

Limitations of this study include, the UGT1A8 expression level evaluation has not been established,
and the effect of UGT1A8 expressed in the intestine has not been evaluated. In future, using
real-time PCR, we will clarify the difference between UGT1A8 methylation information and UGT1A8

expression level.
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UGTIAS 1 | ——H—
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L MATARAY LT 7 A4 MUEIZ X > TAF LY R T w T MBS, PCR H#lE
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UGT1AS8 Methylation Dose-adjusted plasma
Genotype Score concentration of MPA
(ng/mL per mg/kg/day)
No. 2228 -50 +10 +33 +56 0 25 50 73
1 2% —0 000
2 *1*] —0 000
3 *1*] 0 —0 000
4 *2%) 0 —0 000
5 *]*) 0 —0 000
6 *1%2 -O—0 000
7 ) O—0-000
8 *9%) O—0 000
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