
Korean J Urol. 2009 May;50(5):432-438. Korean.
Published online May 25, 2009.  https://doi.org/10.4111/kju.2009.50.5.432

Copyright © The Korean Urological Association, 2009



The Relationship between RUNX3 Inactivation and Its Pathological Features in Renal Cell Carcinoma

Whi-An Kwon,Cheol Park,Eun-Jung Kim,Yun-Sok Ha,Yong-June Kim,[image: image]Seok-Joong Yun,Sang-Cheol Lee
 and Wun-Jae Kim


Department of Urology, College of Medicine, Chungbuk National University, Cheongju, Korea.

[image: image]
Correspondence to: Yong-June Kim. Department of Urology, College of Medicine, Chungbuk National University, 62, Gaesin-dong, Heungdeok-gu, Cheongju 361-711, Korea. TEL: 043-269-6134, FAX: 043-269-6143, Email: urokyj@cbnu.ac.kr





Received March 11, 2009; Accepted  March 30, 2009.

Abstract
PurposeDNA methylation is a key regulator of gene transcription and genomic stability, and alterations in DNA methylation are frequently detected in human tumors. Recent study has suggested that inactivation of runt-related transcription factor 3 (RUNX3), primarily epigenetic alterations in DNA methylation, is closely associated with bladder tumor stage, grade, and prognosis. The aim of this study was to evaluate the association between RUNX3 inactivation and renal cell carcinoma (RCC).

Materials and MethodsRCC tissues (n=56) were obtained from patients who underwent radical nephrectomy. The methylation pattern of RUNX3 was determined by using methylation specific-polymerase chain reaction (MS-PCR) and direct DNA sequencing.

ResultsMethylation of the RUNX3 promoter was observed in 75.0% of the samples (42/56). The tumor stage and grade were significantly associated with the methylation status (p<0.05, respectively). However, recurrence and progression of RCC were not significantly related to the methylation of the RUNX3 promoter region (log-rank test, p>0.05, respectively).

ConclusionsThis study demonstrated that promoter methylation of RUNX3 is frequently observed in RCC. In addition, RUNX3 methylation is closely associated with aggressive pathologic features.
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[image: Figure F1 ]Figure 1


  Nucleotide sequence of runt-related transcription factor 3 (RUNX3) promoter region. Nucleotide sequence from -880 to +1 region is shown. CpG dinucleotides are marked in bold.
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  Methylation of the runt-related transcription factor 3 (RUNX3) promoter region in renal cell carcinoma (RCC) cell lines. DNA from 5 RCC cell lines was analyzed by methylation specific polymerase chain reaction (PCR) followed by direct DNA sequencing. Methylated CpG cytosines remained as cytosines, whereas unmethylated cytosines changed to thymidines in the PCR products.
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  Patients and pathologic classification
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  Correlation of RUNX3 methylation statuswith age, sex, histology, recurrence and progression

RUNX3: runt-related transcription factor 3, a: Fisher's exact test, b: chi-square test





[BACK]
[image: Table  ]Table 3


  Correlation of RUNX3 methylation status with stage and grade

RUNX3: runt-related transcription factor 3, a: chi-square, linear by linear association
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