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Abstract; [Objective] To investigate the status of DNA methylation in nasopharyngeal carcinoma (NPC) for screening out the
cervical lymph node metastasis-related epigenetically masked genes. [ Methods] Four pairs of specimens of stage I NPC and NPC with
cervical lymph node metastasis were collected to extracted DNA; The enriched genomic methylation fragments of two group specimens
were used for high-throughput sequencing analysis by NimbleGen Human DNA Methylation 3 x 720 K CpG Island Plus RefSeq
Promoter Array. We scanned the hybridization signal, processed preliminary data and identified the differentiated hypermethylated
genes between the two groups NPC specimens. [Results] 33 methylated genes displayed significance of difference between the data of
two groups by comparative analysise. It imply that they might be the lymph node metastasis—associated DNA methylation profiles in
NPC patients. [ Conclusion] 33 novel cervical lymph node metastasis-related epigenetically masked genes of NPC were preliminary
verified and high density DNA methylation microarrays is indentified as an effective method for screening aberrantly methylated genes.
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Table 1 4 cases of NPC paraffin specimens and 4 cases of NPC with lymph node metastasis specimens

Sample Gender Age/years TNM-staging Pathological diagnosis

Al Male 51 T\NoM, Poorly—differentiated squamous cell carcinoma
A2 Male 58 T\NoM, Non-keratinizing and undifferentiated carcinoma
A3 Male 62 T\N,M, Non-keratinizing and undifferentiated carcinoma
A4 Male 49 T\N,M, Non-keratinizing and undifferentiated carcinoma
B1 Female 47 T\N,M, Non-keratinizing and undifferentiated carcinoma
B2 Female 45 T,N,M, Non-keratinizing and undifferentiated carcinoma
B3 Female 60 T\N,M, Non-keratinizing and undifferentiated carcinoma
B4 Female 43 T,N,M, Non-keratinizing and undifferentiated carcinoma
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Table 2 The chromosomal location of 33 differentiation methylated genes

Chromosome Genes Chromosome Genes

1 CYP2J2, LOC148413 12 GLT8D2, TPH2

2 ASB1, BAZ2B, SLC8A1 13 LOC144776

4 LIMCH1 14 ABHD4, C140rf159

5 GABRA1, ADAMTS2, PCDHGALI 16 FBXL16, LOC100129637
7 BET1, DPY19L1, SVOPL 17 NUP88, SNORD65

8 KCNV1 19 GIPC3, THOP1, ZNF628
9 DFNB31, SH2D3C 20 BCAS1

10 ACTA2 X MAGEB1, MAGEB4

11 HSPAS, TRIMS5
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