
Abstract. Aim: To investigate the p53 and O6-
methylguanine DNA methyltransferase (MGMT)5’ upstream
sequence gene promoter regions for single nucleotide
polymorphisms and explore the p53 gene 5’ upstream
sequence consisting of two haplotypes to provide a genetic
marker for the incidence of laryngeal squamous cell
carcinoma. Materials and Methods: We included 96 cases
of laryngeal squamous cell carcinoma and 102 controls. We
used SNaPshot micro-sequencing analysis of the MGMT
promoter region for four single nucleotide polymorphisms
and p53 gene 5’ upstream sequence loci (rs1625649,
rs2287499, rs2287498, rs228749) genotypes. We calculated
and compared two groups for genotypic and allelic
frequencies, applied HaploView4.2 for computing
rs2287499, rs2287498, rs228749 values and haplotype
frequencies and tested control loci and Hardy–Weinberg
equilibrium. All the experimental data were statistically
evaluated using SPSS17.0. The Chi-square test was used for
statistical analysis with p<0.05 indicating statistical
significance. Results: 5’Upstream single nucleotide
polymorphisms rs1625649, rs2287499, rs2287498,
rs228749 of p53 were polymorphic in both patient and
control groups. There was no statistical significance in
frequency distributions for the four loci genotypes when
comparing patients and healthy controls (Chi-square values
were 4.47, 0.98, 1.67, 4.68, respectively; p>0.05). However,

allelic frequencies of the MGMT promoter region locus
rs1625649 between patients and healthy control groups
were statistically significantly different (chi-square value of
5.77; p<0.05). Differences between allelic frequencies for
the p53 gene 5’ upstream sequence loci rs2287499,
rs2287498 and rs228749 between patients and the healthy
control group were not statistically significant (Chi-square
values were 1.11,1.56,3.36; p>0.05). Nor were those for the
two haplotypes of rs2287499, rs2287498 and rs228749
between patients and the healthy control group were not
statistically significant (Chi-square value 1.46, p>0.05).
Conclusion: MGMT gene polymorphism appears to be
associated with the incidence of laryngeal cancer.

Most laryngeal cancers are squamous cell carcinomas,
reflecting their origin from the squamous cells which form
the majority of the laryngeal epithelium. Smoking is the
most important risk factor for laryngeal cancer. Death from
laryngeal cancer is 20 times more likely for heavy smokers
than for nonsmokers (1). Despite many individuals being
exposed to environmental or lifestyle risk factors,
laryngeal cancer does not develop in all people exposed,
suggesting a genetic susceptibility for developing this
malignancy. Tobacco carcinogens such as alkylating agents
can lead to mismatch including O6-methylguanineDNA
(O6-MeG) which is highly harmful. O6-Methylguanine
DNA methyltransferase (MGMT) plays an important role
in the repair of O6-MeG (2-4). The tumor suppressor p53
is a critical factor in cell-cycle control and apoptosis, and
its loss of function has been shown to play a pivotal role
in cancer development and progression. The G/T p53
mutation is the most common type of base mutation, with
active expression of MGMT able to prevent the mutation
of G:C to A:T.

SNapshot microsequencing analysis was adopted in this
study to investigate p53 and MGMT polymorphism.
Preliminary statistical analysis was carried out on samples
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from patients with laryngeal cancer and healthy controls
in the Yantai area of Shandong province in order to
investigate the correlation of the four loci with laryngeal
carcinoma in a Yantai Han population, and to provide a
theoretical basis for the prevention and treatment of
laryngeal carcinoma (5, 6).

Materials and Methods 

Patients. From November 2012 to December 2013, 96 male patients
with laryngeal cancer at Yantai Yuhuangding Hospital were selected
for the study. The average age of patients was 53±13 years and their
clinical status was confirmed by pathological diagnosis. The control
group consisted of unrelated male patients without tumor selected
at the same time, with an average age of 55±9 years. Patients
included in the study gave their informed consent before
commencement of the study: the controls had no history of cancer,
no history of laryngeal precancerous lesions (including leukoplakia
of the larynx, laryngeal pachydermia, laryngeal papilloma,chronic
hypertrophic laryngitis), no congenital genetic history and no history
of blood transfusion within the previous 3 months.

We selected four polymorphic sites from The Single Nucleotide
Polymorphism Database (dbSNP) and Haplotypemap (HapMap
Genome Browser release#24; phase 1 and 2-full dataset,
ftp://ftp.ncbi.nlm.nih.gov/hapmap/) for human MGMT and p53
genes at the 5’end. Screening conditions were that the site had to
be located on the 5’ gene-regulatory region; individuals were from
the Han population in Beijing China (Han Chinese in Beijing, CHB)
with a minor allelic frequency ≥10%; the polymorphisms must have
been associated with tumor in published studies. We searched for
these four polymorphisms via the Human Genome Variation Society
Mutation Research Society, the human genome, to ensure that the
relevant research literature could be obtained.

Peripheral blood (3 ml) was obtained from each participant, using
EDTA anticoagulation collection. Genomic DNA was extracted
from white blood cells with phenol/chloroform extraction. The
primers used in this study (according to Primer Extension Kit
SNaPshot operation, completed by the United States ABI 3130
sequencing(Thermo Fisher Scientific, Shanghai, China) were as
follows: MGMT rs1625649 upstream amplification primers 5’-
TGCCCGAGTGGTCCTGAAAG-3’, downstream amplification
primers 5’-CTCTGCTGGTCTGGGGGTCC-3’, extension primers
5’-ttttttt ttttttGAGTCTCTCCCCTCCTGG-3’. rs2287497 upstream
amplification primers 5’-TGCTTTTCA AGTGTAGGGCTAG-3’,
downstream amplification primers 5’-GCACGTAGCCCTTTTAGA
CTGA-3’, extension primers 5’-tttttttttttttttttttttttttAGACTGAG
CTTACATTTT(A/G)TCTA-3; rs2287498 upstream amplification
primers 5’-TGAAAATCTCGG GGGTGGTC-3, downstream
amplification primers 5’-GGGAGATGAAGTGTGAGGTCG-3,
extension primers 5’-tttttttt ttttttttttttt ttttAAA TCGAGGC
AGCTGGGA-3’; rs2287499 upstream amplification primers 5’-
GGCTTTTC CAGAC C CCAACT-3’, downstream amplification
primers 5’-CGGACTCTGAACTGATGCCAC-3’, amplification
primers 5’-ttttttttttttttttCAGCT(G/A)TGTCCCAGG AGCTA-3’.
GeneMapper 4.0 (http://genemapper.software.informer.com/4.0/)
automatically read the results obtained from the sequencing
instrument, with manual inspection correction. HaploView4.2
(http://www.broadinstitute.org) analysis was used to study the
degree of linkage and haplotype. In order to test the samples met

the general population distribution, the Hardy–Weinberg equilibrium
test was carried out on each single nucleotide polymorphisms
(SNP). In both cases and controls, the frequencies of genotype and
alleles were compared using the chi-square test, and statistical
significance was defined as p<0.05. All the statistical analysis was
carried out using SPSS17.0 (SPSS China, Shanghai, China).

Results

We screened the MGMT promoter region loci rs1625649 and
the p53 5’ upstream sequences loci rs2287499, rs2287498
and rs2287497. The polymorphisms seen were rs1625649TT,
rs1625649GT, rs1625649GG, rs2287499CC, rs2287499CG,
rs2287499GG, rs2287498AA, rs2287498GA, rs2287498GG,
rs2287497GG, rs2287497GA and rs2287497AA (Table I).
The detection rate was 100%. The allelic frequencies of the
control group were consistent with Hardy–Weinberg
equilibrium (Table II) and regarded as the natural state of the
population. The distribution of rs1625649, rs2287499,
rs2287498 and rs2287497 genotypes in the case and control
groups were not statistically significant (Chi-square: 4.47,
0.98, 1.67 and 4.68; p>0.05; Table III). However, the
frequency of the rs1625649 allele in the case and control
groups was statistically different (Chi-square 5.77; p<0.05;
Table IV). The rs2287499, rs2287498 and rs2287497formed
a haplotype block (Figure 1), composed of two haplotypes;
the haplotypic frequencies were 0.678 and 0.322. The
distribution of the two haplotypes in the case and the control
groups were not statistically significant (chi-square 1.46;
p>0.05; Table V).

Discussion

Laryngeal cancer has been shown to be related to smoking,
drinking, long-term inhalation of harmful substances, and
infection among others (7, 8), which is exacerbated by the
combustion of tobacco, slow ciliary movement, mucosal
edema and hemorrhage. The thickened epithelial hyperplasia
and squamous metaplasia provide an ideal foundation for
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Table I. Data on polymorphisms.

dbSBP                Chromosomal           MAF             Variant          Gene
                               location                                        base

rs1625649            131264931             0.3852              G/T            MGMT
rs2287499              7592168               0.3379              C/G             TP53
rs2287498              7592560               0.1837              A/G             TP53
rs2287497              7592780               0.2801               C/T             TP53

dbSBP: https://www.ncbi.nlm.nih.gov/projects/SNP/; MAF: minor
allelic frequency.



cancer progression. Our study involved exclusively male
patients as there were fewer female drinkers and smokers
available for recruitment.

Tobacco-generated alkylating carcinogens cause
alkylation damage to DNA bases of which O6-MeG
represents the greatest threat by causing G/T mismatch,
which induces cell apoptosis or mutation (9). MGMT
transfers the O6 alkylating group from O6-MeG to cysteine
residues of its own molecule, repairing the guanine DNA
chain damage. At the same time, MGMT irreversibly loses
activity; therefore, the level of intracellular MGMT is
positively correlated with the level of DNA damage that
can be tolerated. In this study, we selected a MGMT
polymorphism closely related to laryngeal cancer p53 gene
mutation as our research object, combined with p53 gene
polymorphism analysis.

Many phenotypic differences in human susceptibility to
drugs or diseases may be related to SNPs (10) which are
not genetically independent but tend to be heritable.
Genetic SNP loci rarely undergo recombination during the
genetic process, a group of SNPs called haplotype (11). We
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Table II. Hardy–Weinberg equilibrium test.

Polymorphism                 Recessive homozygote, n                Heterozygote, n                Dominant homozygote, n               Total                   p-Value

rs1625649                                            8                                                41                                              53                                   102                       0.99
rs2287499                                           11                                               36                                              55                                   102                       0.41
rs2287498                                           13                                              41                                              48                                   102                       0.67
rs2287497                                            7                                                34                                              61                                   102                       0.76

n, Number of individuals.

Table III. Genotypic frequency statistical results.

Polymorphism         Cases,         Controls,         Chi-square         p-Value
                                     n                    n

rs1625649                                                                                             
   TT                            15                   8                      4.47                  0.1
   GT                           43                  41                                                
   GG                           38                  53                                                
rs2287499                                                                                             
   GG                           14                  11                     0.98                 0.61
   GC                           36                  36                                                
   CC                           46                  55                                                
rs2287498                                                                                             
   AA                           10                  13                    1.67                 0.43
   GA                           32                  41                                                
   GG                           54                  48                                                
rs2287497                                                                                             
   AA                           16                   7                      4.68                 0.09
   GA                           30                  34                                                
   GG                           50                  61                                                

n, Number of individuals.

Table IV. Allelic frequency statistical results.

                                Cases,         Controls,         Chi-square         p-Value
                                     n                    n

rs1625649                                                                                             
   T                              73                  57                                                
   G                             119                147                   5.77                 0.01
rs2287499                                                                                             
   G                              64                  58                                                
   C                             128                146                   1.11                 0.29
rs2287498                                                                                             
   A                              52                  67                                                
   G                             140                137                   1.56                 0.21
rs2287497                                                                                             
   A                              61                  48                                                
   G                             131                156                   3.36                 0.06

n, Number of alleles.

Figure 1. rs2287499, rs2287498, rs2287497 form a haplotype block, the
two haplotypes are GGC and CAT.



studied the three p53 gene loci rs2287499, rs2287498 and
rs228797 which form a haplotype block, comprising two
haplotypes. Statistical analysis showed that neither the
SNP genotype nor haplotype was correlated consistently
with laryngeal cancer. Although the relationship between
these four polymorphisms and tumor has been studied
(12-15), the polymorphisms in different ethnic groups are
differently distributed. Studies outside China cannot be
directly applied to the Chinese people. For example, the
MGMT polymorphism rs16906252 containing T base and
MGMT promoter methylation as studied by Ogino et al.,
(16), which results in the prediction of SNP gene
promoter methylation as a feasibility study cannot be
applied. However, in the Millennium Genome Project
browser, there appear to be no instances of rs16906252
containing the T genotype. Genetic balance cannot be
achieved under the natural state, but in a sufficiently large
population, if the individual is free to reproduce and no
obvious natural selection occurs, this tends to be seen as
consistent with genetic equilibrium. In the control
population included in this study, the Hardy–Weinberg
equilibrium test values of four sites were greater than 0.05,
indicating that the population can be approximated as
being in a natural state.

This study showed that the MGMT promoter region of
rs1625649 and p53 gene 5’ upstream sequences
rs2287499, rs2287498 and rs2287497 genotypes were not
statistically significantly distributed in the case and
control groups, but the frequency of the MGMT rs1625649
allele was statistically significantly different, as were the
haplotypes. These results may be due to population
differences and the sample size not being large enough,
but we should not exclude the possibility of other
polymorphisms of MGMT and p53. As the sample is
small, and given the relationship between SNPs and the
incidence of laryngeal cancer to smoking and drinking
status, we did not use multiple regression analysis.
Therefore, it is necessary to further expand the sample
size and further study other polymorphisms of MGMT and
p53.
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