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Establishment of prognostic factor(s) by analysis of genetic abnormality and elucida
tion of the mechanism of drug resistance in nephroblastoma

Masayuki, Haruta
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In nephroblastoma, identification of new prognostic markers for better therapy pla
nning are needed to improve tne mortality and recurrence rate, and prevent side and late effects. In this
study, we examined genetic and epigenetic abnormalities of the 5 genes ( WT1, CTNNB1, WTX, TP53 and IGF2
and DNA methylation status of three tumor suppressor genes ( RASSF1A, DCR2 and CASP8) in Japanese nephro

lastoma. WTX mutation and RASSF1A hypermethylation was correlated with poor prognosis by Kaplan-Meier anal
ysis (p=0.040 and p=0.043, respectively). Nephroblastoma patients with both WTX and TP53 mutation particul

arly showed poor prognosis.
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Fig1.Wntand WT1 pathway
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Table
Relative risk
Prognostic factors (93% CI) P-value
Age
<24 months versus >24 months 1.421 (0.502-4.021) 0.507
Stage of the disease
l'and 1I versus 11l and 1V 1664 (0.657-4.210) 0.282
RASSFIA promoter
Unmethylated versus methylated 2,722 (0.573-12.9300  0.207
95%CL. 95% confidence interval.
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