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SCHRAR & A

EiE HItY g FAEWE B2E TR T SOXI0FE R J5 31 X R 17 B0 P EA T S 5056
iE.  Jyik MGenBankskiu ASOX10 JEpFESY, A Methyprimer 11.0 #ff,
Li lab, CpG Island Searcher iyij } 4 2 FIX CPG &, it i ] LA/ 5 HEPCR

(methylation specific PCR, MSP) Fi# i1 th i ¥ (bisulfite sequencing PCR,

BSP) 5 Kol A\ SOXLOKE [K] 4 515 1K CPG 18 78 2 JF 14 F o Ko 41 R JRE 1388 F 241 44 o f F 3
WM. G A E TR N SOXLOSE K i 3 T X 4752 4CPG iy,
535145165 (1 241~1 405) bp 105 (1 478~1582) bp, %Ik pi CPG & Bt o447
MSPRIBSPS, WFFCA L, 752 T LI R R0 IR 3R 1 21 22 v SOXLOKE R ey 2 T-
[X CPG 1524y Hy B3 43 FR Ak, 7 22 TR e 0 0 88 v 11 P B4k % 4 90.596, 7R
JHALZ iy TR AL h 28.595 it ARFFUIESE T ASOXL0%LD )i 5)) 7 X CpG
By A5 22 TEAE ST REAN MR b L I v FRREAL, $om HE3E TR I m] B 32 AL R 1Y

Abstract: Objective To investigate the methylation of human Sox10 gene promoter by
bioinformatics and exprimental vertification. Methods Human Sox10 gene

sequence was obtained from GenBank. CpG island methylation in human Sox10



gene promoter was predicted by Methyprimer software 11.0, Li lab and CpG
Island Searcher. Then CpG island methylation status of Sox10 gene promoter was
detected in glioblastoma multiforme and adjacent noncancerous tissues by
methylation specific PCR (MSP) and bisulfite sequencing PCR (BSP).

Results  Two CpG islands, 165 bp (1 241-1 405) and 105 bp (1 478-1 582), were
found in human Sox10 gene promoter according to bioinformatics analysis. CpG
islands of human Sox10 gene promoter were partially methylated in the adjacent
noncancerous tissues and glioblastoma multiforme, indicated by MSP results. BSP
results showed that the percentage of methylation was 90.5% in glioblastoma
multiform and 28.5% in the adjacent noncancerous tissues. Conclusion

CpG islands of human Sox10 gene promoter are hypermethylated in glioblastoma
multiforme. The down-regulation of human Sox10 gene might be mediated by the

methylation as compared with adjacent noncancerous tissues.
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