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Figure 3: Receiver operating characteristic (ROC) curves for GLAD-PCR analysis of individual RCGY marker sites 
methylation in CRC versus normal mucosa tissues. Resulting sensitivity, specificity, area under the ROC curve 

(AUC) with standard error, and 95% confidence interval are summarized in Table 3

Gene (region)

Number of 
detected CRC 
samples/total 

number of CRC 
samples

Sensitivity,
%

Number of 
negative controls/

total number of 
normal mucosa 

controls
Specificity,

%
AUC

(standard error) 95% CI

FBN1(3.3) 20/21 95.2 9/9 100 0.976 (0.024) 0.843-1.000

FBN1(3.1) 20/21 95.2 9/9 100 0.971 (0.029) 0.834-1.000

CNRIP1 16/21 76.2 9/9 100 0.952 (0.036) 0.806-0.997

ADHFE1 18/21 85.7 9/9 100 0.915 (0.055) 0.755-0.985

FBN1(2) 19/21 90.5 8/9 88.9 0.902 (0.065) 0.737-0.980

FBN1(1) 17/21 81.0 9/9 100 0.884 (0.062) 0.714-0.971

SDC2 15/21 71.4 9/9 100 0.873 (0.058) 0.701-0.966

UCHL1 13/21 61.9 9/9 100 0.870 (0.068) 0.697-0.964

SEPT9 16/21 76.2 9/9 100 0.862 (0.067) 0.688-0.960

VIM 15/21 71.4 9/9 100 0.862 (0.056) 0.688-0.960

THBD 15/21 71.4 9/9 100 0.841 (0.058) 0.662-0.948

SOCS3 13/21 61.9 9/9 100 0.825 (0.074) 0.644-0.939

RXRG 12/21 57.1 9/9 100 0.778 (0.085) 0.589-0.908

EID3 18/21 85.7 7/9 77.8 0.778 (0.103) 0.589-0.908

SFRP2 15/21 71.4 8/9 88.9 0.772 (0.099) 0.584-0.905

ELMO1 12/21 57.1 9/9 100 0.757 (0.089) 0.566-0.894

ESR1 12/21 57.1 8/9 88.9 0.730 (0.097) 0.538-0.875

TMEFF2 15/21 71.4 8/9 88.9 0.714 (0.114) 0.521-0.863

RYR2 17/21 81.0 6/9 66.7 0.704 (0.115) 0.510-0.855

NGFR 11/21 52.4 8/9 88.9 0.667 (0.108) 0.472-0.827

LAMA1 7/21 33.3 9/9 100 0.651 (0.106) 0.456-0.815

ALX4 12/21 57.1 8/9 88.9 0.646 (0.112) 0.451-0.810

HLTF 9/21 42.9 9/9 100 0.550 (0.106) 0.359-0.731

RARB 11/21 52.4 6/9 66.7 0.550 (0.114) 0.359-0.731

SOX17 14/21 66.7 5/9 55.6 0.548 (0.127) 0.356-0.729

NEUROG1 10/21 47.6 8/9 88.9 0.540 (0.110) 0.349-0.722

Table 3: Receiver operating characteristics for diagnosis of CRC versus normal mucosa determined by means of GLAD-PCR assay  
of selected RCGY sites (sorted by AUC values)
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analyze a methylation of established target sites in DNA preparations of 
peripheral blood of CRC patients. 

Conclusion
In this study we applied a new GLAD-PCR assay to identify 

aberrantly methylated RCGY sites in a number of downregulated 
genes in the tissue DNA samples of CRC patients. The analysis of 
the methylation status of RCGY sites demonstrated good prognostic 
potential with relatively high sensitivity and specificity of CRC detection 
in the tissue DNAs. We believe that the selected RCGY sites may be 
used in GLAD-PCR assay of CRC determination in case of noninvasive 
blood and stool DNA analysis.
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methylated. Methylated site in FBN1(3.3) and FBN1(3.1) regulation 
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