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Significance of RUNX3 Hypermethylation in Serum DNA of Non-small Cell Lung Cancer
Patients
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Abstract: Objective To detect the promoter hypermethylation status of runt-related transcription factor
3 (RUNX3) gene in serum DNA of non-small cell lung cancer patients and to discuss its clinical signifi-
cance. Methods Serum DNA was extracted from 62 patients with NSCLC 30 patients with benign pul-
monary disease, and 16 health subjects with medical check-up. The methylation status of RUNX3 gene
was detected by MSP and the correlation of methylation profiles with clinical characteristic was statisti-
cally analyzed. Results Aberrant promoter methylation of RUNX3 was found in 25 of 62 (40. 32%)
NSCLC patients, but in none of patients with benign pulmonary disease and health subjects with medical
check-up(Fisher exact probabilities test, P<(0. 05). The promoter hypermethylation of RUNX3 correla-
ted with histopathology (X2 =4, 12, P<<0. 05) and clinical stages (Fisher exact probabilities test, P<C
0. 05), but not with age, gender, smoking index or differentiation in NSCLC patients. Conclusion The
promoter hypermethylation of RUNX3 may play an important role in the tumorigenesis and progression,
It is hopeful to become a promising novel biomarker for diagnosis in NSCLC.
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Table 1 The relationship between methylation status of RUNX3 gene and clinicopathological features
Methylation status of RUNX3
Clinicopathological features Statistics P
Methylated(25) Unmethylated(37)

Gender

Male 16 24

Female 9 13 Xz =0.01 0. 94
Age(years)

<60 10 13

=60 15 24 Y =0.15 0.70
Smoking index 435, 46 £130. 79 423,67 £120. 58 t=0.37 0. 86
Pathology type

Squamous carcinoma 7 20

Adenocarcinoma 18 17 Xz =412 0. 04
Stage

I~ 8 3

M~ 17 34 0.02°
Differentiation degree

Well 6

Moderate 9 Xz =2.40 0. 30

Poor or undifferentiated 10 22

Note: * :Fisher exact probabilities test
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