WTIEBEREESE 20154F 5 HAE 36 B 5 hitp://www. ajsmmu. cn
e 554 - Academic Journal of Second Military Medical University, May 2015, Vol. 36, No. 5

- N
DOI:10. 3724/SP. J. 1008. 2015. 00554 ‘ %—1 /% 1% % ¢

CpG 5 B E L 3R Bl 75 BY 53 BUARC K Il PR 9 22 5 1iE

ORIV B FRR REAE R
L8 R PRR A RIGIR B LB 2 Wik, Ll 200433
2. fRICEE 309 BERER R, AL AT 100091

(AE] a6 B CpG & HIEFRA (CIMP) i s hric 56 A48t CIMP fif e dr 10 56 B 26 CIMP it 07 12 (1
YER, FE500T CIMP [l (M IGARERIE . 2 ¢k BUR B8 KRG EE BT IR 50 i e 14 i 2 2R 55 41 2
HEI DNA, 847 B Befb 5530 » R B 35148 vk PCROMISP) %38 19 CIMP fifi A ic 3% R (SHISA3 . CTSL1 ,C10RF103 il
TMEM200B) f1Z: i1y CIMP fiikhric #F (CACNAIG, IGF2 ,NEUROG1 . RUNX3) B8 21 F CpG 5 X S AT 418 . R I3
NEREE IR FL UK A M SRR S . 18 T SPSS Gei 4w 45 RTS8 0. 4 e ey s A e S AR 1 i ]
8 ANHLIA FH R ALK 4 B i s TS5 24140 (P=0. 014) . Hirh RUNX3 HI AL S5k B 45567 K REIR A (PSS 56 (P {5y
J1k 0. 017,0. 018) . 4F#E™>60 4 i ifies & FF AL 28 R T<K60 % 3 (P=0. 031, WRARXT CTSL1 J B JE Ak 5% it AR R
(P=0.018), % CpG & F AL A0 3R B i LA R 0 65 PR BRARFAE 5 3T 14 R 28 By FBEAL B R A5 8 CIMIP fili i 7 % |
LA A0 o 1) L R S

[k i ; CpG &y s Bk 2l

[hE4KE] R734.2 [XakFrER] A [XEHS] 0258-879X(2015)05-0554-06

Biomarkers and clinicopathologic features of CpG island methylator phenotype lung cancer
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1. Department of Laboratory Diagnosis, Changhai Hospital, Second Military Medical University, Shanghai 200433, China
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[Abstract] Objective To compare the sensitivity and specificity of the new CpG island methylation phenotype (CIMP)
selection marker with the classical CIMP selection marker, and to analyze the clinical pathological features of CIMP lung cancer.
Methods Genomic DNA was extracted from 50 cases of lung cancer tissues and the corresponding adjacent normal lung tissues
in Changhai Hospital. Methylation statues of new CIMP selction marker (SHISA3, CTSL1, C1ORF103 and TMEM200B) and
the classical CIMP selection markers (CACNA1G, IGF2, NEUROG1 and RUNX3) were determined by methylation specific
PCR, and the results were analyzed by SPSS software. Results Notable methylation was found in the lung caner tissues, with
the methylation levels of the eight studied genes in the lung cancer tissues being significantly higher than those in the adjacent
tissues (P=0. 014). RUNX3 gene methylation was significantly related to lymph node metastasis and PS score (P=0. 017,
P=0.018). The methylation rate in lung cancer patients aged over 60 was significantly higher than those aged younger than 60
years old (P=0, 031). Smoking showed significant influence on CTSL1 gene methylation (P=0. 018). Conclusion CpG island
methylation phenotypic lung cancer has unique clinical pathological features. Both the new and classic CIMP markers are of high
sensitivity and specificity for the diagnosis of lung cancer.
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