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[ Abstract]Objective :to study ADAM23, MIMT1,FAM150B, GRIN2A ,LRRC4 DNA methylation feature while nasopharyngeal epithe—
lium canceration. Methods : Totally 12 patients with nasopharyngeal carcinoma and 10 patients with nasopharyngitis were chose as the
research objects. Nasopharyngeal tissue DNA was extracted and was used to specifically identify 5—methyl cytosine antibody immune
precipitation DNA. Real-time fluorescent quantitative PCR was used to detect the contents of five genes respectively. Non 5—-methyl
cytosine antibody (non MeDIP—qPCR experiment) and nonspecific antibody IgG immune precipitation were set up as dual controls.
Results : Regardless of the patients with nasopharyngeal carcinoma or nasopharyngitis, methylation was not detected in five genes when
using nonspecific antibody IgG experiment. Non MeDIP—qPCR experiment showed that there was no difference in fluorescence quan—
titative value of five genes in nasopharyngeal carcinoma and nasopharyngitis(P>0.05). MeDIP-qPCR experiment showed that all five
genes in nasopharyngeal carcinoma presented significant methylation. Corrected values of real-time fluorescence quantification of
ADAM23 ,MIMT1,FAM150B, GRIN2A ,LRRC45 were 3.39 +2.28,6.03 +3.93,3.68 +1.81,7.12 +3.17,3.10 £ 1.94 in nasopharyn—
geal carcinoma and were 0.00 = 0.00,0.01 £ 0.01,0.25 + 0.49,0.20 + 0.20,0.00 = 0.00 in nasopharyngitis(all P < 0.01). Conclusion .
ADAM23 ,MIMT1,FAM150B,GRIN2A ,LRRC4 gene methylation are important characteristics of nasopharyngeal carcinoma.
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Tab.1 List of five genes using real-time quantitative PCR primers

SR Xib] 5175 BAREE (C) FIHEE (bp)
MIMT1 F:5" ~-GTGGCAACAGGGATAGCATT-3" ; R:5" ~GGGGCATTAGGGCAGACA-3’ 60 79
FAM150B  F:5’ —-CCCTCCGTTCCTGTCACTTG-3" ; R:5’ -CTCACCCGCCCATCTCCT-3’ 60 275
ADAM23  F:5’ -TGCTTCTCGTCCTTCTCCTGC-3" ; R:5" -CGCCCTTCGCTTTCCTCT-3’ 60 145
GRIN2A  F:5’ ~AGGCACAGGGAGAAGCATTG-3" ;R:5" -GCTGCTGTCCGTGGTGTTG-3’ 60 225
LRRC4  F:5° ~ACCACGCCAGTGCTTTCCT-3’ ; R:5’ -TCTCCCAACCCACCCTCAAG-3’ 60 120
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*2 BHESEREK 5 MEE MeDIP—chip 58
Tab.2 MeDIP-chip results of nasopharyngeal carcinoma and five genes of nasopharyngitis
A FEAC(n) ADAM23 ( Ct) MIMT1 ( Ct) FAM150B ( Ct) GRIN2A (Ct) LRRC4(Ct)
L 12 29.55 +£3.55 27.51+1.14 29.56 + 1.39 27.88 £0.55 29.78 +4.88
SRR 10 40.00 + 0.00 38.03 £ 1.71 37.09 +£3.18 35.39 £3.97 40.00 = 0.00
t{H 9.27 17.25 7.43 6.50 6.60
P <0.01 <0.01 <0.01 <0.01 <0.01
*3 BRESEMEL S5 MEEIE MeDIP L1 (XFHR) 4R
Tab.3 Non MeDIP experiment ( control ) results of nasopharyngeal carcinoma and five genes of nasopharyngitis
FEH HA (n) ADAM23 (Ct) MIMT1 ( Ct) FAM150B ( Ct) GRIN2A (Ct) LRRC4(Ct)
L 12 25.73 £0.59 25.45+0.33 26.79 £ 0.41 26.08 = 1.70 2542 +1.16
EIR R 10 26.08 + 0.86 25.66 = 0.55 27.08 +0.80 26.89 +0.87 2544 +0.83
18 1.13 1.09 1.08 1.36 0.04
P1E >0.05 >0.05 >0.05 >0.05 >0.05

F4 BRESEEK S MEERLREAEESREBLE
Tab.4 Real-time fluorescence quantitative correction values of nasopharyngeal carcinoma and five genes nasopharyngitis

FEH FEA (n) ADAM23 MIMT1 FAMI50B GRIN2A LRRC4
SN 12 339 £228 6.03 +3.93 3.68 +1.81 7.12+3.17 3.10 = 1.94
D 10 0.00 = 0.00 0.01 +0.01 0.25 +0.49 0.20 £0.20 0.00 £ 0.00

1 4.69 4.80 5.8 6.86 5.04
P{E <0.01 <0.01 <0.01 <0.01 <0.01
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