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Abstract ; [ Purpose |To detect methylation level of GATA4 gene in faeces from early colorectal
cancer (CRC) patients,to investigate its clinical value and to explore a new non-invasive diag-
nostic process for early CRC. [Methods] Fecal DNA was collected from 60 cases with early
CRC(stage I +1I') and 30 normal controls,nested methylation specific PCR (nMSP) was used to
analyze methylation status of GATA4 gene. Serum CEA and fecal occult blood were also detect-
ed in patients with early CRC(stage I +1II). [Results] GATA4 gene methylation detection rate
in early CRC patients was significantly higher than that in normal controls,and also was higher
than detection rates of fecal occult blood and serum CEA respectively (76.7% vs. 6.7% ,P=
0.000; vs. 48.3% ,P=0.001;vs. 35.0% ,P=0.000);and GATA4 gene methylation detection rate
had no relation with gender,age and the location of tumor(P>0.05). [ Conclusion] GATA4 gene
methylation detection rate in faeces from early CRC patients is higher than detection rates of fe-
cal occult blood and serum CEA ,which provide an important way of non-invasive screening and
diagnosis for early CRC.
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Figure 1 Methylation of GATA4 was detected by nested
M-MSP in faeces from preoperative patients
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Figure 2 Methylation of GATA4 was detected by nested
M-MSP in faecus from normal controls
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Table 1 Comparison of methylation, fecal occult blood
and CEA in early colorectal cancer patients

Items N  Positive rates(%) ¥ P
Methylation 60 46(76.7)
Fecal occult blood 60 29(48.3) 10.276  0.001"

CEA 60 21(35.0) 21.121 0.000"

Note : * ; Compared with methylation.
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FALKE R (77.4% vs 75.9%) % 3 A G245 L
(P=0.887)(Table 2),

Table 2 Correlation between methylation of GATA4
with gender,age and location of tumor

Methylation rates 2

ftems N of GATA4 X P
Gender
Male 38 29(76.3)
0.007 0.933
Female 22 17(77.3)
Age(Years old)
<45 19 14(73.6)
0.138 0.710
=45 41 32(78.0)
Location
Colon 31 24(77.4)
0.020 0.887
Rectum 29 22(75.9)
3 3 iR
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