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1. Introduction 

Cancer is one of the most common diseases, which treat human life. It produces huge 
psychological, economical and social burdens. Enormous preventive, diagnostic and 
therapeutic research efforts have been done to eradicate this deadly disease. Though some 
success have been obtained in terms of disease control for some of the neoplasms such as 
some of the lymphoma types, thyroid cancer and for some of the other solid tumors such as 
breast cancer in case of early detection, most still are left as a deadly disease. On the other 
hand current treatment modalities including surgery or/and chemoradiotherapy bring a 
huge  hand local damage to the tissues and thus decrease the quality of life yet most shows 
recurrence and metastasis, which also questions the efficiency of these treatments.  

Head and neck squamous cell carcinoma (HNSCC) is one of the most frequent cancers that 
lead to death, making it a major health problem in the world. HNSCC includes oral, 
oro/nasopharyngeal and laryngeal cancers and accounts for more than 644,000 new cases 
worldwide, with a mortality of 0.53 and a male predominance of 3:1 [1,2]. Despite advanced 
technology in the detection and treatment of HNSCC, it continues to pose a great threat for 
human life. Most patients suffering from this malignancy are at an advanced stage upon 
diagnosis in which 51% present regional metastasis and 10% with distant metastasis. The 5-
year relative survival rate with regional metastasis is about 51% and with distant metastases 
is 28% [1,3]. 

Though much development has been obtained in surgical techniques, chemoradiation 

protocols, little progress was shown in terms of long-term survivals during several decades. 

                                                 

* Corresponding Author 

www.intechopen.com



 
Head and Neck Cancer 

 

142 

Moreover, surgery now one of the main therapeutic options in these cancers gives rise to 

extensive local damage. Many patients lose partially or completely the organs in head and 

neck area, which have important functions such as speaking, eating, swallowing and 

respiration. Thus these patients finally fall into huge psychological and functional  

burden. On the other hand, last 2-3 decades provided great developments and progress in 

human genome technology, which warranted development novel diagnostic and 

therapeutic methods, which are finally supposed to be more effective and to preserve 

functional properties. 

As for most cancer types, head and neck cancer is basically a genetic associated disease. 

Cumulative alterations of various genes are responsible for development of this cancer type. 

Environmental and personal factors such as smoking, drinking, dirty air, exposure to 

carcinogenic chemicals through working environment or foods finally influence on genes. 

These affected genes are altered either as genetically or epigenetically and mutated 

nonfunctional or deficient products then result in cancer development.  

Our current knowledge on human genome showed that two major groups of tumor-

associated genes, oncogenes and tumor suppressor genes (TSG) have been implicated in the 

carcinogenic process (Figure 1). In normal cell, a critical balance between TSG and 

oncogenes is necessary for physiological survival of the cell. In normal cell, product of 

oncogene is needed for its proliferation, survival and growth. On the other hand, TSG is 

necessary for balancing and suppressing excessive growth of the cell and entering into 

carcinogenic process. Most oncogenes are growth factors or their receptors, as well as 

various molecules of signaling pathways, proapoptotic genes, cell cycle proteins and 

transcription factors. These proteins finally induce cell cycle, proliferation and growth. As 

same for most genes, oncogenes have two alleles in nuclear genome. Role of oncogenes in 

human cancer is mediated through enforcement of protein function upon activated 

mutation of one of the alleles in its genomic location. The rest allele is usually not affected 

and final output is more cell proliferation, growth and cancer when other factors such 

inactivation of tumor suppressors, inability of immunological as well as apoptotic 

mechanisms are added. 

On the other hand, tumor suppressors have been defined as genetic elements whose 

inactivation allows cell to display one or more phenotypes of neoplastic growth [4]. 

Products of TSG usually include inhibitors of cell cycle, chromatin remodeling factors, anti-

apoptotic genes and some genes regulating gene expression at genetic and epigenetic levels. 

Similar to oncogenes, TSG also consist of two copies at their chromosomal loci. Inactivation 

of TSG leads to carcinogenic process. Until recently, Knudson two-hit hypothesis has been 

known as an explanation of inactivation of TSG during carcinogenesis [5]. According to this 

hypothesis, one of the alleles of a TSG is lost through carcinogenic effect, while the rest allele 

is usually inactivated through mutation of the gene (Figure 2). However, a novel class of 

TSG with haploid insufficiency, in which one allele is lost and the remaining allele is haplo-

insufficient, has been described recently, and the patients with these hemizygous TSG in 

their genome are accepted as carriers for deficient allele of a TSG and they show a tumor-

prone phenotype especially when challenged with carcinogens such as smoking, alcohol, x-

ray, chemicals etc (Class II TSG) [6-10]. 
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Fig. 1. Schematic representation of two major groups of genes on cell growth and cancer 
development. 

 

Fig. 2. Schematic representation of two-hit mechanism for inactivation of tumor suppressor 
gene 
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In the current review, we will focus on a recently identified TSG group, ING family tumor 
suppressors. Thus this review will mainly include alterations of ING family tumor 
suppressor in human cancer and their possible applications in molecular diagnosis and 
therapy of cancer. The five members of the ING family were recently identified by our 
group and other researchers in the field [11-17]. All proteins of ING family genes contain a 
highly conserved plant homeodomain (PHD) finger motif in the carboxy (C)-terminal end 
that is commonly detected in various chromatin remodeling proteins [18,19]. The N-terminal 
part of each ING protein seems to be unique, which determines the structure and different 
functions of various ING genes [11,12,16]. Although exact functions of ING family genes 
have not been clarified, the gene products have been reported to be involved in 
transcriptional regulation, apoptosis, cell cycle, angiogenesis and DNA repair through p53-
dependent and –independent pathways. Moreover, ING family genes have also been known 
to constitute complexes with histone acetyltransferases (HAT) and histone deacetylases 
(HDAC) [11, 12, 16,20].  

Within the members, ING1 is the founding member and thus most information about the 
family genes comes from the researches on ING1. ING1 was first isolated using subtractive 
hybridization between short segments of cDNAs from normal and a number of breast 
cancer cell lines [21]. These randomly fragmented cDNAs interfered with the activity of 
tumor suppressors by either blocking protein production through anti-sense sequences or 
abrogating function in a dominant-negative fashion through truncated sense fragments [21]. 
The other four members of ING gene family have been identified through sequence 
homologies with ING1, followed by functional in-vitro and then in-vivo cancer patient 
tissue analysis [11,12,19,22,23]. 

We characterized the genomic structure of ING1 gene and showed that ING1 gene 

produced at least 4 mRNA variants from 3 different promoters for the first time. Two of 

these variants, p33ING1b consisting of exons 1a and 2, and p24ING1c consisting of a 

truncated p47ING1a message including the first ATG codon in exon 2, are expressed 

majorly, while p47ING1a consisting exon 1b and exon 2, was not detected in head and neck 

tissues [13]. Our continuous efforts led to identification of ING3 [14]. Following these works, 

other groups and our group published investigations on other members of ING family 

including ING2, ING4 and ING5 [15,16,24-32]. Although almost all of the ING family 

members are known to be negative regulator of the cell growth, recent studies also 

demonstrated some of the members or splicing variants also functioning as oncogene, thus 

complicating the role of these genes in human carcinogenesis [31,32]. 

2. Disorders of ING family genes in human tumors 

Rearrangement of ING1 gene locus was demonstrated in one neuroblastoma cell line and 
reduced expression in primary cancers and cell lines in early clinical studies at the time of 
ING1 cloning [11-17,21]. Following ING1 cDNA cloning, we identified the genomic 
structure of the human ING1 gene and showed its tumor suppressor character for the first 
time by finding its chromosomal deletion at the 13q34 locus and tumor-specific mutations in 
a number of head and neck squamous cell carcinoma (HNSCC) samples [13].  

Regarding with the mRNA expression status of ING family genes, only a few studies exist in 
the literature. Toyama et al. detected 2–10-fold decreases in ING1 mRNA expression in 44% 
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of breast cancer and in all of 10 breast cancer cell lines examined [33]. Interestingly, the 
majority of breast cancers showing decreased ING1 expression had metastasized to regional 
lymph nodes, whereas only a small subset of cancers with elevated ING1 expression 
compared to adjacent normal tissues were metastatic. Another study also revealed reduced 
expression of breast cancer samples [34]. Down-regulation of ING1 mRNA has also been 
demonstrated in various other cancer types, including lymphoid malignancies, gastric 
tumors, brain tumors, lung cancer, ovarian cancer and esophagogastric carcinomas, though 
no comprehensive clinical correlation was performed [11,12,17,20,35-43]. Uncommon 
missense mutations and reduced protein expression of ING1 have also been detected in 
esophageal carcinomas [44], and colon cancer cell lines [36] while no mutation was detected 
in leukemia [37,45], oral cancers [46] and lymphoid malignancies [35].  

For loss of ING gene and their protein functions, loss of heterozygosity (LOH), promoter 

CpG hypermetylation and nucleo-cytoplasmic protein mislocalization have been proposed 

[11,12,17,20]. Using methylation-specific PCR, the p33ING1b promoter was methylated and 

silenced in almost a quarter of all cases in primary ovarian tumors [42]. No differences or 

increased expression of ING1 were observed in recent studies of myeloid leukemia or 

melanoma [45,47].  

Recently reduced expression of ING2 mRNA as well as protein was observed in 

hepatocellular carcinoma (HCC) [48]. Decreased ING2 expression (but not ING2 mutation) 

has been observed in lung cancer [49]. Decrease of nuclear ING2 protein was observed in 

melanoma [50]. On the other hand increased expression of ING2 mRNA was shown in colon 

cancer [51]. Moreover, ING2 may play a role in melanoma initiation, since reduction of 

nuclear ING2 has been reported in radial as well as vertical growth phases in metastatic 

melanoma as compared to dysplastic nevi [52]. On the other hand, reduced ING2 expression 

was associated with tumor progression and shortened survival time in HCC [48]. These 

epidemiological studies suggest that ING2 loss or reduction may be important for tumor 

initiation and/or progression [11,12,17,20].  

As shown for ING2, decreased nuclear ING3 protein expression was associated with a poor 

survival rate. The survival rate was 93% for the patients with strong nuclear ING3 staining, 

whereas it declined to 44% for the patients with negative-to-moderate nuclear staining [52]. 

In a recent study, we also demonstrated frequent deletion of chromosomal locus of each of 

ING family member including ING3 in ameloblastomas [53].  

ING4 mRNA was decreased in glioblastoma and associated with tumor progression [54]. 

Decreased ING4 has been associated with increased expression of IL-8 and osteopontin 

(OPN) in myeloma [11,55]. In both reports, decreased ING4 expression was associated with 

higher tumor grade and increased tumor angiogenesis. In myeloma, it was also associated 

with increased expression of interleukin-8 and osteopontin [11,55]. Expression of ING4 was 

decreased in malignant melanoma as compared to dysplastic nevi, and was found to be an 

independent poor prognostic factor for the patients [56]. ING4 was found to suppress the 

loss of contact inhibition and growth. Moreover some mutation and deletion were detected 

in cell lines derived from human cancers such as breast and lung [57]. 

Significant reduced expression of ING4 was detected in gliomas as compared with normal 

human brain tissue, and the extent of reduction correlated with the progression from 

www.intechopen.com



 
Head and Neck Cancer 

 

146 

lower to higher grades of tumours [54]. Klironomos et al. investigated 

immunohistochemically the expression pattern of ING4, NF-kappaB and the NF-kappaB 

downstream targets MMP-2, MMP-9 and u-PA in human astrocytomas from 101 patients. 

They found that ING-4 expression was significantly reduced in astrocytomas, and it was 

associated with tumor grade progression. Expression of a NF-kappaB subunit p65 was 

significantly higher in grade IV than in grade III and grade I/II tumors, and a statistical 

significant negative correlation between expression of ING4 and expression of nuclear p65 

was noticed [58].  

Recently Nagahama et al. reported up-regulation of ING4 in a human gastric carcinoma cell 

line (MKN-1) by promoting mitochondria-mediated apoptosis via the activation of p53 [59]. 

Both mRNA and protein of ING4 expression were down regulated in hepatocellular 

carcinoma tissues. ING4 expression level correlated with prognosis and metastatic potential 

of hepatocellular carcinoma [60]. In another recent study, ING4 mRNA and protein 

expression were examined in gastric adenocarcinoma tissues and human gastric 

adenocarcinoma cell lines by RT-PCR, real-time RT-PCR, tissue microarray 

immunohistochemistry, and western blot analysis [61]. Their data showed that ING4 mRNA 

and protein were dramatically reduced in stomach adenocarcinoma cell lines and tissues, 

and significantly less in female than in male patients. Decrease of ING4 mRNA expression 

was found to correlate with the stage of the tumour [61]. Wang et al. examined ING4 protein 

expression in 246 lung cancer samples and overall reduced ING4 expression and higher 

ING4 expression in cytoplasm than in nucleus of tumour cells were detected, suggesting its 

involvement in the initiation and progression of lung cancers [62].  

Examination of ING4 protein expression levels in colorectal cancer samples from 97 patients 

showed that ING4 protein was down regulated in adenoma relative to normal mucosa and 

further reduced in colorectal cancer tissues. Decrease of ING4 protein expression was also 

related to the more advanced Dukes' stages and ING4 expression levels in patients with 

lymphatic metastasis were lower than those without metastasis, suggesting that ING4 play a 

role in colorectal carcinoma progression [63]. 

Xing et al. analyzed ING5 expression in gastric carcinoma tissues and cell lines (MKN28, 
MKN45, AGS, GT-3 TKB, and KATO-III) by Western blot and reverse transcriptase-
polymerase chain reaction. An increased expression of ING5 messenger RNA was  
found in gastric carcinoma in comparison with paired mucosa and lower expression of 
nuclear ING5 protein and cytoplasmic translocation was detected in gastric dysplasia and 
carcinoma than that in nonneoplastic mucosa [64]. Nuclear ING5 expression was negatively 
correlated with tumor size, depth of invasion, lymph node metastasis, and clinicopathologic 
staging, whereas cytoplasmic ING5 was positively associated with depth of invasion, 
venous invasion, lymph node metastasis, and clinicopathologic staging in colorectal 
carcinomas [65]. 

3. Abnormalities of ING family genes in head and neck cancer 

At the time of ING1 cloning, deletion of chromosome 13q34 was shown in head and neck 
cancer but ING1 gene was not known to be responsible for this deletion. Later in a 
comprehensive study, our group demonstrated tumor specific missense mutations in ING1 

www.intechopen.com



Role of ING Family Genes in Head and Neck  
Cancer and Their Possible Applications in Cancer Diagnosis and Treatment 

 

147 

gene and frequent deletion at long arm of chromosome 13 for the first time in a human 
cancer [13]. Of 34 informative cases of head and neck squamous cell carcinoma, 68% of 
tumors showed loss of heterozygosity at chromosome 13q33-34, where the ING1 gene is 
located. By this study, ING1 has been recognized to be an important TSG at least in head 
and neck cancer. These mutations were found in the PHD zinc finger domain and putative 
nuclear localization signal, which may abrogate the normal function of ING1 protein  
(Figure 3). Following this study, our group led most of the researches for ING family genes 
in head and neck cancer. 

 

Fig. 3. Mutations detected at PHD zinc finger domain and nuclear localization signal (NLS) 
of ING1 protein, which may abrogate its function 

On the other hand, examination of 71 indian oral cancer cases demonstrated only 
polymorphic changes but not somatic possible function effective alterations [66]. However, 
analysis of esophageal cancer, which display some similarities especially for 
hypopharyngeal cancer, also demonstrated somatic mutations in ING1, supporting our 
results [44]. 

We recently demonstrated that frequent deletion of ING2 locus at 4q35.1 associated with 

advanced tumor stage in HNSCC [67]. LOH was detected in about 55% of the informative 

samples and high LOH frequency was statistically associated with advanced T stage, 

suggesting that ING2 LOH might occur in late stages during HNSCC progression. On the 

other hand, positive node status (N) appeared to be the only independent prognostic factor 

for both overall and disease free survivals. 

We showed frequent allelic loss of ING3 in HNSCC [14]. We analysed LOH at 7q31 region in 

49 HNSCC by using six polymorphic microsatellite markers and found allelic deletion in 48% 

(22/46) of the informative cases. We detected two preferentially deleted regions, one is around 

D7S643 and the other around D7S486. When we redefined the map of 7q31 region according to 

the contiguous sequences, a recently identified gene, ING3, was found in the proximity of 

D7S643. But ING3 mutation was very rare in our study (a sole missense mutation of ING3 at 

codon 20). In another recent our study using a large study population, about half of the 71 

tumor samples demonstrated downregulation of ING3 compared to their matched normal 
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counterparts. We revealed that down-regulation of ING3 was more evident in late-stage 

tumors as compared with early stage patients, and patients with low ING3 mRNA expression 

demonstrated worse survival rates as compared to the patients with normal-high ING3 

expression [68]. We also examined p53 mutation status and investigated its relationship with 

ING3, as well its clinicopathological characteristics. Although most clinicopathological 

variables were not significantly related to ING3 downregulation or p53 mutation status, a 

significant relationship was detected in terms of overall survival between the cases with low 

and normal to high ING3 expression. At 5 years follow up, approximately 60% of the patients 

with normal to high ING3 expression survived, whereas this was 35% in the patients with low 

ING3 expression. Multivariate analysis also showed downregulation of ING3 as an 

independent prognostic factor for poor overall survival. These results reveal that ING3 would 

function as a potential tumor suppressor molecule and that low levels of ING3 may indicate an 

aggressive nature of head and neck cancer. 

We analyzed loss of heterozygosity at 12p12-13 region in 50 head and neck squamous cell 

carcinomas by using six highly polymorphic microsatellite markers and found allelic loss in 

66% of the informative cases. To identify ING4 function, mutation analysis was performed. 

Though mutation of the ING4 gene was not found in head and neck cancers, the mRNA 

expression level examined by quantitative real-time RT-PCR analysis demonstrated 

decreased expression of ING4 mRNA in 76% of primary tumors as compared to matched 

normal samples. Since p53 dependent pathways of other ING family members have been 

shown, we examined p53 mutation status and compared with ING4 mRNA expression in 

tumor samples. However, no such direct relationship has been detected. In conclusion, 

frequent deletion and decreased mRNA expression of ING4 suggested it as a class two 

tumor suppressor gene and may play an important role in head and neck cancer [15].  

In a recent study, nuclear expression of ING4 was found to gradually decrease from non-

cancerous epithelium and dysplasia to HNSCC and was negatively correlated with a 

poorly-differentiated status, T staging, and TNM staging in HNSCC. On the other hand, 

cytoplasmic expression of ING4 was significantly enhanced in HNSCC and was 

significantly associated with lymph node metastasis and 14-3-3η expression. Moreover, 

nuclear expression of ING4 was positively correlated with p21 and p300 expression and 

with the apoptotic index. Their results suggested that the decreases in nuclear ING4 and 

cytoplasmic translocation of ING4 protein play important roles in tumorigenesis, 

progression and tumor differentiation in HNSCC [69].  

Our group reported the first study linking ING5 chromosome locus to a human cancer. We 

demonstrated a high ratio of LOH in oral cancer using 16 microsatellite markers on the long 

arm of chromosome 2q21-37.3 [24]. ING5 appeared to be a strong candidate tumor 

suppressor in this study though several other candidate TSGs including ILKAP, HDAC4, 

PPP1R7, DTYMK, STK25, BOK are also localized at the area, where frequent deletion has 

been detected [11,12,24]. Moreover, our recent study revealed decreased expression of ING5 

mRNA and mutations in oral cancer samples as compared to their corresponding normal 

controls, suggesting its tumor suppressive role in cancer [25]. Examination of 172 cases of 

HNSCC for ING5 protein by immunohistochemistry using tissue microarray, and in 3 oral 

SCC cell lines by immunohistochemistry and Western blot showed that a decrease in 

nuclear ING5 localization and cytoplasmic translocation were detected, supporting the 
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previous studies and strong involvement of ING5 in tumorigenesis and tumor 

differentiation in HNSCC [70]. 

4. Possible applications of ING family genes in molecular diagnosis and 
therapy of cancer 

So far most of the studies for possible applications of ING family genes in molecular 

diagnosis and therapy of cancer include cancer types other than head and neck cancer. 

However, ING family genes express ubiquitously and are involved in carcinogenesis of 

many cancer types especially in head and neck carcinogenesis. Thus the following section of 

the review is added as a model for possible application of ING family genes as diagnostic 

and therapeutic target. 

4.1 Use of ING family genes for prediction of cancer behavior  

4.1.1 Sub-cellular localization of ING proteins as a biomarker 

Most tumor suppressors contain nuclear transport signals that facilitate their shuttling 

between the nucleus and the cytoplasm. This type of dynamic intracellular movement not 

only regulates protein localization, but also often impacts on function. Shuttling of tumor 

suppressor proteins between nucleus and cytoplasm has been reported to be involved in the 

regulation of cell cycle and proliferation. Deregulation of the nucleocytoplasmic cargo 

system results in the mislocalization of TSG proteins, which then alter function of TSG 

proteins [71]. The mistargeting of tumor suppressors can finally reveal direct cellular 

consequences and potentially lead to the initiation and progression of cancer. Abnormalities 

in nucleocytoplasmic cargo system leading the mislocalization of tumor suppressors were 

reported for p53, BRCA1, APC, VHL, BRG1 and ING1, and these abnormalities driven by 

genetic and epigenetic alterations in the tumor suppressor or their partners generally occur 

during the carcinogenic process [72-76]. For ING1, 2 of 3 different tumor specific somatic 

mutations that we detected in head and neck cancer were located at or near nuclear 

targeting domain, which could possibly abolish its functions through accumulation of the 

protein in the cytoplasm instead of in the nucleus [13].  

In a recent study, Nouman et al. reported that translocation of p33ING1b from the nucleus 

into the cytoplasm of melanocytes may have an important role in the development and 

progression of melanomas [77]. Immunostaining with new monoclonal antibodies (MAb) of 

GN1 and GN2 showed that ING1b product, a nuclear protein, was accumulated in the 

cytoplasm and was closely associated with malignant melanoma development. The authors 

suggested that detection of this subcellular mobilization with MAb ING1b may be an early 

indicator and could be of value in diagnostic approach.  

In another study of Nouman et al. nuclear expression of p33 (ING1b) was decreased in 

breast cancer cells, both in intensity and proportion of the cells stained. Reduction in nuclear 

expression of ING1 protein was associated with enhanced cytoplasmic p33 (ING1b) 

expression in a considerable number of cases. Those cases, which show p33 (ING1b) protein 

mislocalization, were also associated with more poorly differentiated tumors. Thus the 

authors suggested that p33 (ING1b) expression could be used as a marker of differentiation 

in invasive breast cancer. These results support the view that loss of p33 (ING1b) in the 
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nucleus may be an important molecular event in the differentiation and pathogenesis of 

invasive breast cancer [78].  

Similarly loss of nuclear expression of p33 (ING1b) was detected in 78% of cases of acute 
lymphoblastic leukemia (ALL). This loss in nuclear expression was associated with 
increased cytoplasmic expression of the protein. Kaplan Meier survival analysis 
demonstrated a trend towards a better prognosis for patients with tumors that had lost 
nuclear p33 (ING1b), suggesting that the loss of nuclear p33 (ING1b) expression may be an 
important molecular event in the pathogenesis of childhood ALL and can be used as a 
biomarker for prognosis [79].  

In another similar study, Vieyra et al. demonstrated that sub-cellular mislocalization of 

p33ING1b is a commonly seen in gliomas and glioblastomas [80]. Overexpression and 

aberrant localization of ING1b into the cytoplasm were observed in all of the 29 brain 

tumors. p33 (ING1b) normally contains a nuclear targeting sequence [11,12,16]. It has been 

previously demonstrated that altered sub-cellular localization of p33 (ING1b) abrogates its 

proapoptotic functions [81]. Loss of targeting domains that ensure the proper intracellular 

localization of p33 (ING1b) or physical association of ING with p53 could account for the 

abnormal localization of p33 (ING1b) in cancer. Recent experimental observations, including 

post-translational stabilization of p53 by p33 (ING1b) [82], and the discovery of the p53 

associated a parkin-like cytoplasmic-anchoring protein, PARC [83] and its p53-regulatory 

role support the possibility that association of ING proteins with p53 could account for the 

abnormal localization. Further studies in this field will clarify this point.  

For a normal function of ING1, the protein should be in the nucleus. ING1b protein 

phosphorylated on serine residue at position 199 has been reported to bind 14-3-3 proteins 

and subsequently be exported from the nucleus [84]. It has recently been shown that ING1 

also binds karyopherin proteins and that disruption of this interaction affects subcellular 

localization and activity of the ING as a transcriptional regulator [84].  

For ING1, few studies exist regarding with its subcellular localization. However for other 

member of ING family proteins, it mostly remains unkown and only few studies exist for 

subcellular alterations during carcinogenesis. Similar to the study of Nouman et al. [77] 

nuclear ING3 expression was found to be remarkably reduced in malignant melanomas 

compared with dysplastic nevi, which was significantly correlated with the increased ING3 

level in cytoplasm. Moreover the reduced nuclear ING3 expression was significantly 

correlated with a poorer disease-specific 5-year survival of the patients with primary 

melanoma, especially for the high-risk melanomas with the survival rate reducing from 93% 

for patients with strong nuclear ING3 staining in their tumor biopsies to 44% for those with 

negative-to-moderate nuclear ING3 staining. Interestingly, the multivariate Cox regression 

analysis revealed that reduced nuclear ING3 expression is an independent prognostic factor 

to predict patient outcome in primary melanomas [85].  

By using tissue microarray technology and immunohistochemistry, ING2 expression in 
human nevi and melanoma biopsies was examined. The data showed that nuclear ING2 
expression was significantly reduced in radial and vertical growth phases, and metastatic 
melanomas compared with dysplastic nevi. Reduced ING2 has been suggested as an 
important indicator in the initiation of melanoma development [86].  
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 In a recent study, the subcellular localization of ING4 has been shown to be modulated by 

two wobble-splicing events at the exon 4-5 boundary, causing displacement from the 

nucleolus to the nucleus. The authors provided evidence that ING4 was degraded through 

the ubiquitin-proteasome pathway and that it is subjected to N-terminal ubiquitination. It 

has also been demonstrated that nucleolar accumulation of ING4 prolongs its half-life, but 

lack of nucleolar targeting potentially increases ING4 degradation. Taken together, data of 

this work suggested that the two wobble-splicing events at the exon 4-5 boundary 

influenced subnuclear localization and degradation of ING4 [87].  

ING4 has been reported to interact with a novel binding partner, liprin alpha 1, which 

results in suppression of the cell spreading and migration [88]. Liprin α1/PPFIA1 (protein 

tyrosine phosphatase, receptor type f polypeptide) is known to be a cytoplasmic protein 

necessary for focal adhesion formation and axon guidance. Cytoplasmic ING4 may regulate 

cell migration through interacting with liprin α1, and with its known anti-angiogenic 

function, may prevent invasion and metastasis. This interaction could explain the specific 

property of ING4 from other ING proteins.  

In summary, sub-cellular localization of ING proteins or their interaction partners could be 
detected with various molecular and immunohistopathological methods and may be used 
as a biomarker for the behavior of the tumor and prediction of the disease progress. 

4.1.2 Genetic and epigenetic alterations of TSG as prognostic biomarker  

Alterations in allelic status, expression of mRNA and/or protein of the ING family genes 
provide potential usage of these genes as biomarkers in human cancer. Regarding with 
relation between genetic alterations of various genes and clinical outcome has recently been 
investigated. Since only few studies regarding with ING family genes exist in the literature, 
we will first give examples, which has been reported for other genes and summarize those 
published for ING tumor suppressors. In such a research, FHIT gene methylation has been 
found as a prognostic marker for progressive disease of early lung cancer [89]. Methylation 
and LOH analysis of FHIT gene showed that loss or reduced FHIT expression was 
significantly associated with squamous cell carcinoma type and smokers. Also methylation 
in normally appearing lung mucosa was related with an increased risk for progression into 
lung cancer, suggesting that FHIT can be used as a biomarker for this cancer type. In 
another report, allelic loss at 3p and 9p21 was related with elevated risk of malignant 
transformation of the premalignant lesions in head and neck cancer [90]. Similarly LOH at 
8p was a predictor for long-term survival in hepatocellular carcinoma [91]. 

Another study highlighted the prognostic role of p16 in predicting the recurrence-free 
probability in patients affected by low-grade urothelial bladder by using p16 expression and 
LOH at 9p21 and proved the fact that the method is likely to be used in everyday urologic 
clinical practice to better describe the natural history of urothelial bladder carcinomas [92]. 
LOH at 16q23.2 was shown to be a predictor of disease-free survival in prostate cancer [93]. 
Our group has recently demonstrated that deletion at chromosome 14q was associated with 
poor prognosis in head and neck squamous cell carcinomas [1]. We also showed that 
frequent deletion of ING2 locus at 4q35.1 associates with advanced tumor stage in head and 
neck squamous cell carcinoma [67]. Interestingly, in our study, deletion at Dickkopf (dkk)-3 
locus (11p15.2) was detected to be related with lower lymph node metastasis and better 
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prognosis in head and neck squamous cell carcinomas, suggesting the different nature of 
this gene, yet its potential use as a prognostic biomarker [94].  

Detection of a gradual increase of mRNA expression of the DNA replication-initiation 

proteins from epithelial dysplasia (from mild through severe) to squamous cell carcinoma of 

the tongue has been used as biomarker to distinguish precancerous dysplasia from SCC and 

is useful for early detection and diagnosis of SCC as an adjunct to clinicopathological 

parameters [95]. In a recent work, we demonstrated downregulation of TESTIN and its 

association with cancer history and a tendency toward poor survival in head and neck 

squamous cell carcinoma [96]. The increased serum midkine concentrations were strongly 

associated with poor survival in early-stage oral squamous cell carcinoma, suggesting it as a 

useful marker not only for cancer screening but also for predicting prognosis of OSCC 

patients [97].  

Information on human genome project provided that many gene including cancer-

associated genes show alternative splicing. In such a study, deregulation of survivin splicing 

isoforms has been shown to influence significant implications in tumor aggressiveness and 

prognosis [98]. In ING family genes, some of the members also have splicing variants. 

Although we don’t have detail study for these variants, their deregulation may have an 

impact for carcinogenesis. In our work, two major variants of ING1 (p33ING1 and p24ING1) 

revealed different expression patterns. Our researches indicated alternative splicing variants 

for ING1, ING3, ING4 and ING5 [13-15,25]. For ING2, a recent study reported 2 splicing 

variants [31,32]. Though both of them showed decreased expression in head and neck cancer 

tissues as compared to the normal counterparts, methylation analysis demonstrated that 

only p33ING1 variant was associated with methylation (Gunduz et al. unpublished data). 

Not only single gene alterations associated with clinical outcome but also genome-wide or 

microarray studies were also examined. In such as study, genome-wide transcriptomic 

profiles obtained for 53 primary oral cancer and 22 matching normal tissues exhibited up-

regulated genes and down-regulated genes. In conclusion, this study provided a 

transcriptomic signature for oral cancer that may lead to a diagnosis or screen tool [99]. In a 

recent study, the expression levels of ITGA3, ITGB4, and ITGB5 with functional 

normalization by desmosomal or cytoskeletal molecule genes were shown as candidate 

biomarkers for cervical lymph node metastasis or for the outcome of death in oral  

cancer [100].  

Another recent study identified allelic deletion of ING1 as a novel genomic marker as 

related progression to glioblastoma by using comparative genomic hybridization and DNA 

microarray [101]. In another study, low levels of ING1 mRNA have been reported to be 

significantly associated with poor prognosis in neuroblastoma [102]. The expression level of 

ING1 was also closely related to survival. These results suggest that decreased level of ING1 

mRNA and/or protein expression could be an indicator of poor prognosis in advanced 

stages and/or poor survival of various human tumors. On the other hand, an association 

between p33ING1b protein expression and clinical outcome in colorectal cancer 

demonstrated that although patients with decreased p33ING1b protein expression in the 

tumor have a shorter overall and metastasis-free survival rate as compared with patients 

with normal p33ING1b protein expression, no statistical significance was achieved [103]. 
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However a significant association between p53 mutation status and overall and metastasis-

free survival has been found.  

Regarding with ING2 gene, its reduced mRNA as well as protein expressions were shown to 

be associated with tumor progression and shortened survival time in HCC [48]. Recently, 

our group reported that high LOH frequency in ING2 locus at 4q35.1 was significantly 

associated with advanced tumor stage in HNSCC, suggesting that ING2 LOH might occur 

in later stages during HNSCC progression [67]. Hence, the relevance of ING2 in HNSCC 

carcinogenesis and the potential prognostic significance of ING2 are promising results for 

future studies.  

Several recent studies examined correlation between ING3 protein expression and 

clinicopathological variables [52,54]. Interestingly, significant reduction of nuclear ING3 was 

detected in human malignant melanoma, indicating the status of ING3 as a prognostic and 

therapeutic marker for melanoma [52]. As it has been shown for ING2, decreased nuclear 

ING3 protein expression was also associated with a poorer 5-year survival rate. The survival 

rate was 93% for the patients with strong nuclear ING3 staining, whereas it decreased to 

44% for the patients with negative-to-moderate nuclear staining. We have recently reported 

mRNA expression of ING3 in HNSCC and compared the clinicopathological characteristics 

to evaluate its prognostic value as a biomarker [14,68]. This study revealed that down-

regulation of ING3 was more evident in late-stage tumors as compared with early stage 

cases. Analyses have also showed that down-regulation of ING3 could be used as an 

independent prognostic factor for poor overall survival and low levels of ING3 may indicate 

an aggressive nature of HNSCC.  

Recently the correlation of the ING4 with patient survival and metastasis was revealed to be 

as a potential prognostic marker in melanoma [56]. It has been found that ING4 expression 

was significantly decreased in malignant melanoma compared with dysplastic nevi, and 

overexpression of ING4 inhibited melanoma cell invasion compared with the control.  

4.1.3 ING genes as chemosensitivity marker 

Overall survival of head and neck squamous cell carcinoma patients has not improved in 
the decades. Currently treatment strategies for this cancer are based on the tumor-node-
metastasis (TNM) classification. However, due to the extreme biological heterogeneity of the 
cancer cells, treatment planning especially for chemoradiotherapy is quite difficult and 
chemotherapy is an important therapeutic modality for cancer, and identification of the 
genes that predict the response of cancer cells to these agents is critical to treat the patients 
more efficiently. Although clinical determinants such as TNM classification will be still 
important, it is now becoming possible, by molecular markers, to elucidate biological 
information about host and tumor, to break through the molecular heterogeneity and 
eventually to optimize the choice of treatment [104].  

In a recent analysis for prediction of chemosensitivity, it has been reported that examining 
the TP to DPD ratio of their tumors could identify HNSCC patients, who would most 
benefit from capecitabine-based chemotherapy. Moreover, the potential role of TP gene 
therapy in TP to DPD ratio manipulation to optimize the tumoricidal effect of capecitabine 
has been demonstrated [105]. In another similar study, acquired (10-fold) resistance of 
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Cal27, a tongue cancer cell line, against cisplatin has been shown to be associated with 
decreased DKK1 expression and this resistance could partially be reversed by DKK1 
overexpression, thus suggesting DKK1 and the WNT signaling pathway as a marker and 
target for cisplatin chemosensitivity [106].  

Recent findings suggest that the ING genes might also have a role in regulating the response 

of cancer cells to chemotherapeutic agents. In an osteosarcoma cell line, U2OS cells, one of 

the ING1 splicing variant p33ING1b, prominently enhanced etoposide-induced apoptosis 

through p53-dependent pathways [107]. In another study of the authors, ectopic expression 

of p33ING1b was shown to upregulate p53, p21WAF1 and bax protein levels and activate 

caspase-3 in taxol-treated U2OS cells. Thus the study demonstrated that p33ING1b 

increased taxol-induced apoptosis through p53-dependent pathway in human osteosarcoma 

cells, suggesting that p33ING1b may be an important marker and/or therapeutic target in 

the prevention and treatment of osteosarcoma [108]. 

Tallen et al. [39] questioned whether p33ING1 mRNA expression correlates with the 
chemosensitivity of brain tumor cells. They found that, unlike other tumor types, ING1 
levels were higher in glioma cell lines than in normal control cells. Medulloblastoma cells 
revealed the lowest ING1 expression of the lines tested. Comparing all cell lines, p33ING1 
gene expression significantly correlated with resistance to vincristine, suggesting that 
p33ING1 mRNA levels may be used to predict the chemosensitivity of brain tumor cells  
to vincristine.  

The tumor suppressor ING1 shares many biological functions with p53 including cell cycle 

arrest, DNA repair, apoptosis, and chemosensitivity. To investigate if the p33ING1 isoform 

is also involved in chemosensitivity, Cheung et al. overexpressed p33ING1 in melanoma 

cells and examined for cell death after treatment with camptothecin. Results from the 

survival assay and flow cytometry analysis showed no significant difference among cells 

transfected with vector, p33ING1, and antisense p33ING1, indicating that p33ING1 does not 

enhance camptothecin-induced cell death in melanoma cells. Moreover, co-transfection of 

the p33ING1 and p53 constructs had also no effect on the frequency of cell death. Thus 

influence of ING1 expression for chemosensitivity may have different depending on the 

cancer type [109]. In another work, down-regulation of ING1 in the p53-deficient 

glioblastoma cell line, LN229, increased apoptosis following treatment with cisplatin, 

indicating that reduced ING1 expression may predict the sensitivity of cancer cells to 

chemotherapy independent of their p53 status [110]. Although most studies reported  

that expression of ING genes results in an increase in chemosensitivity, various conditions 

in different tumors should be tested to predict exact chemotherapy response. These 

differences could also be related with expression variations of the alternative splicing forms 

of ING genes.  

Another member of ING family, ING4 negatively regulated the cell growth with significant 
G2/M arrest of cell cycle. Besides overexpression of ING4 enhanced the cell apoptosis 
triggered by serum starvation in HepG2 cells. Furthermore, the exogenous ING4 
upregulated endogenous p21 and Bax in HepG2 cells, but not in p53-deficient Saos-2 cells, 
suggesting that G2/M arrest induced by ING4 could be mediated by the increased p21 
expression in a p53-dependent manner, although there is no significant increase of p53 
expression in HepG2 cells. Moreover, HepG2 cells with exogenous ING4 could significantly 
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increase cell death, as exposed to some DNA-damage agents, such as etoposide and 
doxorubicin, implying that ING4 could enhance chemosensitivity to certain DNA-damage 
agents in HepG2 cells [111]. In another study, chemopreventive agent curcumin (diferuloyl 
methane) induced ING4 expression during the cell cycle arrest by a p53-dependent manner 
in glioma cells (U251) [112]. Therefore ING4 has been suggested for a possible role in the 
signaling pathways of the chemotherapeutic agents. 

4.2 Applications of ING family for gene therapy  

Cancer still poses a great treat to human life and classical treatment modalities have still 

failed to eradicate it. Developments in human genome technology and progress in 

knowledge of the genes provided us alternative methods such as gene therapy to cure this 

fatal disease. Currently researchers are working on several basic methods to treat cancer 

using gene therapy. Some of these methods target healthy cells i.e. immune system cells to 

enhance their ability to fight cancer. Other approaches directly involve cancer cells, to 

destroy them or at least to stop their growth. The later method usually involves restoration 

of the tumor suppressor genes. In tumor cells, ING transcript levels are now known to be 

often downregulated though mutations are very rare. However, as explained in the above 

sections, it has been now known that the inactivation of ING family genes at genetic and 

epigenetic levels has a major role in the carcinogenesis of various neoplasms. Considering 

involvement of ING tumor suppressors in many cancer types, it can be thought that ING 

family genes may be of potential target for molecular therapy in human cancer. However, 

only few preclinical studies exist to evaluate this potential. Thus this section will only give 

an image and possible speculations for using these genes in cancer therapy. 

Regarding the gene therapy of ING family genes in the literature, a few in vitro studies have 

been reported. In 1999, the introduction of ING1 gene using virus vectors was reported as a 

pioneer and a promising approach for the treatment of brain tumors [113]. Although 

adenovirus-mediated introduction of isolated ING1 transcript has inhibited the growth of 

glioblastoma cells, combined transduction of p33ING1 and p53 synergistically enhanced the 

apoptosis in these cells [113], suggesting that ING1 may function as a proapoptotic factor as 

well as enhancing the effect of p53.  

Another study has shown similar findings and supported the cooperative role of ING1 and 

p53 in esophageal cancer [114]. Co-introduction of ING1 and p53 induced more cell death as 

compared to single use of each gene transcript in esophageal carcinoma cells. Thus, the 

synergistic effect between p33ING1 and p53 for induction of apoptosis has been suggested 

for 2 different human cancers, i.e. esophageal carcinoma and glioblastoma. Considering 

these two in vitro studies, combined gene therapy of one or more ING family members 

with/without p53 emerged as a promising alternative therapy in those cases with the failure 

of single use of p53 gene therapy.  

Another method in gene therapy could be potentialisation of the introduced gene. In fact, a 
study showed that one of the ING1 splicing isoforms, p47ING1a, was differentially up-
regulated in response to cisplatin in human glioblastoma cells (LN229) that express ING1 
proteins and harbor mutated TP53, which might represent a response to protect DNA from 
this DNA-damaging agent. Thus ING1 down-regulation may sensitize glioblastoma cells 
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with deficient p53 to treatment with cisplatin. It was concluded that the status of p53-
independent-ING expression level might predict the relative sensitivity to treatment with 
cisplatin and HDAC inhibitors in glioblastoma. These studies suggest that molecular 
therapy of ING1 could be combined with chemotherapeutics in a subset of human cancer.  

Interestingly, some of ING family members have additional functions for suppressing the 

tumor growth such as anti-angiogenesis for ING4. Thus future studies using other members 

alone or in combination for gene therapy will provide more successful and promising 

results. In fact, it has been shown that ING4 gene therapy may be effective in human lung 

carcinoma as a novel anti-invasive and anti-metastatic agent [115]. Adenovirus-mediated 

ING4 expression suppressed the tumor growth and cell invasiveness in A549 lung cancer 

cells, suggesting that ING4, as a potent tumor-suppressing agent, present great therapeutic 

potential. Another interesting study displayed that ING4 inhibited MMP-2 and MMP-9 

expressions in melanoma cells, which may contribute to the suppression of melanoma cell 

invasion [56]. This study demonstrated that overexpression of ING4 significantly decreased 

melanoma cell invasion by 43% and suppressed cell migration by 63%. Since degradation of 

basement membrane and extracellular matrix (ECM) is the first step in the invasion and 

metastasis of malignant tumors, down-regulation of the MMP-2 and MMP-9 expressions 

with Ad-ING4 may be a potential method in suppressing degradation components of the 

ECM and basement membrane and thus metastasis. In this respect, association of the ING4 

with the MMP pathway may open a new avenue and offer novel opportunities for 

molecular therapy of cancer. In another recent study, Xie et al. [116] demonstrated that Ad-

ING4-mediated transfection of PANC-1 human pancreatic carcinoma cells inhibited cell 

growth, altered the cell cycle with S-phase reduction and G2/M phase arrest, induced 

apoptosis, and downregulated interleukin (IL)-6 and IL-8 expression of transfected tumor 

cells. In athymic mice bearing the PANC-1 human pancreatic tumors, intratumoral 

injections of Ad-ING4 suppressed the tumor growth, downregulated CD34 expression, and 

reduced the tumor microvessel formation. Therefore, this study provided a framework for 

future clinical application of Ad-ING4 in human pancreatic and other carcinoma  

gene therapies. 

In conclusion, these reports suggest that the transfer or forced expression of ING4 into 

cancer cells by gene therapy also targets its related molecules such as MMPs. Thus 

combination of ING4 gene therapy with chemicals, which inhibit MMPs, could be a 

promising treatment method in various cancer types. In this respect, possible applications 

each member of ING family genes for gene therapy should be tested. A summary of ING 

gene alterations and their use as possible biomarkers and consequences of the gene 

restoration in cancer are shown in Figure 4. 

5. Future aspects 

Over a decade of research on the ING family genes has revealed that ING genes are 

involved in various functions from chromatin remodeling to cell cycle suppression and 

apoptosis. Moreover ING family genes also cooperate with major tumor suppressor p53 and 

make complexes with HAT and HDAC. Alterations of these genes occur commonly in many 

cancer types. Recent studies also suggest that allelic deletion or down-regulation of mRNA  
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Fig. 4. Alterations of ING family genes and their possible use as biomarker for diagnosis and 
gene therapy in cancer 

expressions as well as change of subcellular localization of proteins of the genes are likely to 

be used as a prognostic or predictive marker in human cancer. Today many cancer types 

including head and neck are treated based on clinical staging and findings such as lymph 

node involvement, TNM stage. However these clinical markers are most time not enough to 

follow tumor behavior or patients response to the therapy. Thus new methods are 

warranted to overcome these shortcomings to get a better response to the therapy or to 

predict which therapeutic method is best for each patient. At this point, involvement of ING 

genes in p53 tumor suppressor pathways and crosstalk between the variant of a single ING 

gene need to be clarified for focusing on INGs as diagnostic biomarkers. Progress on the 

knowledge of functions of ING family genes as well as the relationship with p53 and other 

unknown molecules will elucidate their roles in the development of human cancers, which 

will result in their uses in cancer diagnostics as well as therapy. 

Cancer today is still one of the most dangerous diseases for human life. So far for treatment 

of cancer, surgery and chemoradiotherapy are the major therapies. Major difficulty for 

treatment of the cancer is inefficiency of chemoradiotherapy since each person gives 

different response to the therapy. So far clinical staging or findings is used to plan for 

treatment of cancer. However, this is not enough since many patients are resistant to these 

therapies and there is currently no way to understand efficiency of these methods. Moreover 

these treatment modalities are not specific and demonstrate high toxicities. Recent 

developments in human genome and technology provide novel methods for prediction of 

therapy or tumor behavior as well as tumor-targeted specific therapeutic methods. Thus 

although development of many molecular biomarkers for prediction of tumor behavior are 

tested and genetic therapy trials are ongoing, five-year later it is likely to see some of these 

methods as routine clinical use. For example, LOH of some TSG loci or expression profiles 

of single or multiple genes or mutation status could direct our therapy and we can have a 

nearly 100% success for each patient since the treatment will be individualized based on use 

of multiple molecular biomarkers. Some of these markers could be developed based on the 
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studies on ING family genes. Furthermore, current gene therapies using mostly p53 gene as 

a tumor suppressor could be expanded to members of ING family genes or combined of 

various tumor suppressors. Besides gene therapy can also be considered to combine with 

chemoradiotherapy. 

6. Key points 

ING family genes are recently identified major tumor suppressor involved in many cancer 
types. 

ING family tumor suppressors have wide functions from cell growth, cell cycle suppression, 
DNA repair, chromatin remodeling to apoptosis. 

ING family genes also cooperate with other tumor suppressors such as p53 and HAT and 
HDAC. 

Alterations of ING genes at genetic and epigenetic level as well as their proteins showed 
promising results for their use as a molecular biomarker. 

These genes are also likely to be used for gene therapy as a single agent or combined with 
other tumor suppressors.  

7. Acknowledgements 

This article was partially supported by grants-in-aid from the Scientific and Technological 
Research Council of Turkey #110S424 to Esra Gunduz. 

8. References 

[1] Pehlivan D, Gunduz E, Gunduz M, Nagatsuka H, Beder LB, Cengiz B, Rivera RS, 

Fukushima K, Palanduz S, Ozturk S, Yamanaka N, Shimizu K. Loss of 

heterozygosity at chromosome 14q is associated with poor prognosis in head and 

neck squamous cell carcinomas. J Cancer Res Clin Oncol 134(12):1267-76, 2008 

[2] Parkin DM, Bray F, Ferlay J, Pisani P. Global cancer statistics, 2002. CA Cancer J Clin 

55(2):74-108, 2005 

[3] Jemal A, Siegel R, Ward E, Murray T, Xu J, Smigal C, Thun MJ. Cancer statistics, 2006. 

CA Cancer J Clin 56(2):106-30, 2006 

[4] Hinds PW, Weinberg RA. Tumor suppressor genes. Curr Opin Genet Dev 4(1):135-141, 

1994 

[5] Knudson Jr AG. Mutation and cancer: statistical study of retinoblastoma. Proc Natl Acad 

Sci USA 68:820-823, 1971 

[6] Tang B, Bottinger EP, Jakowlew SB, Bagnall KM, Mariano J, Anver MR, Letterio JJ and 

Wakefield LM. Transforming growth factor-b1 is a new form of tumor suppressor 

with true haploid insufficiency. Nat Med 4: 802-807, 1998 

[7] Bai F, Pei XH, Godfrey VL and Xiong Y. Haploinsufficiency of p18 (INK4c) sensitizes 

mice to carcinogen-induced tumorigenesis. Mol Cell Biol 23: 1269-1277, 2003 

www.intechopen.com



Role of ING Family Genes in Head and Neck  
Cancer and Their Possible Applications in Cancer Diagnosis and Treatment 

 

159 

[8] Mduff FK, Hook CE, Tooze RM, Huntly BJ, Pandolfi PP, Turner SD. Determining the 

contribution of NPM1 heterozygosity to NPM-ALK-induced lymphomagenesis. 

Lab Invest. 2011 Jun 27. doi: 10.1038/labinvest.2011.96. [Epub ahead of print] 

[9] Huang H, Wei X, Su X, Qiao F, Xu Z, Gu D, Fan H, Chen J. Clinical significance of 

expression of Hint1 and potential epigenetic mechanism in gastric cancer. Int J 

Oncol 38:1557-64, 2011 

[10] Zhou XZ, Huang P, Shi R, Lee TH, Lu G, Zhang Z, Bronson R, Lu KP. The telomerase 

inhibitor PinX1 is a major haploinsufficient tumor suppressor essential for 

chromosome stability in mice. J Clin Invest 121(4):1266-82, 2011 

[11] Gunduz M, Gunduz E, Rivera RS, Nagatsuka H. The inhibitor of growth (ING) gene 

family: potential role in cancer therapy. Curr Cancer Drug Targets 8:275-284, 2008 

[12] Gunduz M, Demircan K, Gunduz E, Katase N, Tamamura R, Nagatsuka H. Potential 

usage of ING family members in cancer diagnostics and molecular therapy. Curr 

Drug Targets 10(5):465-476, 2009 

[13] Gunduz M, Ouchida M, Fukushima K et al. Genomic structure of the human ING1 gene 

and tumor-specific mutations detected in head and neck squamous cell carcinomas. 

Cancer Res 60 (12):3143–3146, 2000 

[14] Gunduz M, Ouchida M, Fukushima K et al. Allelic loss and reduced expression of the 

ING3, a candidate tumor suppressor gene at 7q31, in human head and neck 

cancers. Oncogene 21 (28):4462–4470, 2002 

[15] Gunduz M, Nagatsuka H, Demircan K et al. Frequent deletion and down-regulation of 

ING4, a candidate tumor suppressor gene at 12p13, in head and neck squamous 

cell carcinomas. Gene 356:109-117, 2005 

[16] Soliman MA, Riabowol K. After a decade of study-ING, a PHD for a versatile family of 

proteins. Trends Biochem Sci 32(11):509-519, 2007 

[17] Aguissa-Touré AH, Wong RP, Li G. Cell Mol Life Sci. The ING family tumor 

suppressors: from structure to function. 68:45-54, 2011 

[18]  Champagne KS, Kutateladze TG. Structural insight into histone recognition by the ING 

PHD fingers. Curr Drug Targets 10(5):432-441, 2009 

[19] Bienz M. The PHD finger, a nuclear protein-interaction domain. Trends Biochem Sci 

31(1):35-40, 2006 

[20] Coles AH, Jones SN. The ING gene family in the regulation of the cell growth and 

tumorigenesis. J Cell Physiol 218:45-57, 2009 

[21] Garkavtsev I, Kazarov A, Gudkov A and Riabowol K. Suppression of the novel 

growth inhibitor p33ING1 promotes neoplastic transformation. Nat Genet 14:415-

420, 1996 

[22] Feng X, Hara Y and Riabowol K. Different HATS of the ING1 gene family. Trends Cell 

Biol 12: 532-538, 2002 

[23] Aguissa-Touré AH, Wong RP, Li G. Cell Mol Life Sci. The ING family tumor 

suppressors: from structure to function. 68:45-54, 2011 

[24] Cengiz B, Gunduz M, Nagatsuka H et al. Fine deletion mapping of chromosome 2q21-37 

shows three preferentially deleted regions in oral cancer. Oral Oncol 43(3):241-247, 

2007 

www.intechopen.com



 
Head and Neck Cancer 

 

160 

[25] Cengiz B, Gunduz E, Gunduz M, Beder LB, Tamamura R, Bagci C, Yamanaka N, 

Shimizu K, Nagatsuka H. Tumor-specific mutation and downregulation of ING5 

detected in oral squamous cell carcinoma. Int J Cancer 127:2088-94, 2010 

[26] Nagashima M, Shiseki M, Miura K, Hagiwara K, Linke SP, Pedeux R, Wang XW, 

Yokota J, Riabowol K, Harris CC. DNA damage-inducible gene p33ING2 

negatively regulates cell proliferation through acetylation of p53. Proc Natl Acad 

Sci U S A 98:9671-6, 2001 

[27] Nagashima M, Shiseki M, Pedeux RM, Okamura S, Kitahama-Shiseki M, Miura K, 

Yokota J, Harris CC. A novel PHD-finger motif protein, p47ING3, modulates p53-

mediated transcription, cell cycle control, and apoptosis. Oncogene 22:343-50, 

2003 

[28] Shiseki M, Nagashima M, Pedeux RM, Kitahama-Shiseki M, Miura K, Okamura S, 

Onogi H, Higashimoto Y, Appella E, Yokota J, Harris CC. p29ING4 and p28ING5 

bind to p53 and p300, and enhance p53 activity. Cancer Res 63:2373-8, 2003 

[29] Unoki M, Shen JC, Zheng ZM, Harris CC. Novel splice variants of ING4 and their 

possible roles in the regulation of cell growth and motility. J Biol Chem 281:34677-

86, 2006 

[30] Unoki M, Kumamoto K, Harris CC. ING proteins as potential anticancer drug targets. 

Curr Drug Targets 10:442-54, 2009 

[31] Unoki M, Kumamoto K, Robles AI, Shen JC, Zheng ZM, Harris CC. A novel ING2 

isoform, ING2b, synergizes with ING2a to prevent cell cycle arrest and apoptosis. 

FEBS Lett 582:3868-74, 2008 

[32] Unoki M, Kumamoto K, Takenoshita S, Harris CC. Reviewing the current classification 

of inhibitor of growth family proteins. Cancer Sci 100:1173-9, 2009 

[33] Toyama T, Iwase H, Watson P, Muzik H, Saettler E, Magliocco A, DiFrancesco L, 

Forsyth P, Garkavtsev I, Kobayashi S, Riabowol K. Suppression of ING1 expression 

in sporadic breast cancer. Oncogene 18:5187-93, 1999 

[34] Tokunaga E, Maehara Y, Oki E, Kitamura K, Kakeji Y, Ohno S, Sugimachi K. 

Diminished expression of ING1 mRNA and the correlation with p53 expression in 

breast cancers. Cancer Lett 152:15-22, 2000 

[35] Ohmori M, Nagai M, Tasaka T, Koeffler HP, Toyama T, Riabowol K, Takahara J. 

Decreased expression of p33ING1 mRNA in lymphoid malignancies. Am J 

Hematol 62:118-9, 1999 Erratum in: Am J Hematol 2000 May;64(1):82. 

[36] Oki E, Maehara Y, Tokunaga E, Kakeji Y, Sugimachi K. Reduced expression of p33 

(ING1) and the relationship with p53 expression in human gastric cancer. Cancer 

Lett 147:157-62, 1999 

[37] Ito K, Kinjo K, Nakazato T, Ikeda Y, Kizaki M. Expression and sequence analyses of 

p33(ING1) gene in myeloid leukemia. Am J Hematol 69:141-3, 2002 

[38] Hara Y, Zheng Z, Evans SC, Malatjalian D, Riddell DC, Guernsey DL, Wang LD, 

Riabowol K, Casson AG. ING1 and p53 tumor suppressor gene alterations in 

adenocarcinomas of the esophagogastric junction. Cancer Lett 192:109-16, 2003 

[39] Tallen G, Riabowol K, Wolff JE. Expression of p33ING1 mRNA and chemosensitivity in 

brain tumor cells. Anticancer Res 23(2B):1631-5, 2003 

www.intechopen.com



Role of ING Family Genes in Head and Neck  
Cancer and Their Possible Applications in Cancer Diagnosis and Treatment 

 

161 

[40] Tallen G, Kaiser I, Krabbe S, Lass U, Hartmann C, Henze G, Riabowol K, von Deimling 

A. No ING1 mutations in human brain tumours but reduced expression in high 

malignancy grades of astrocytoma. Int J Cancer 109:476-9, 2004 

[41] Takahashi M, Ozaki T, Todo S, Nakagawara A. Decreased expression of the candidate 

tumor suppressor gene ING1 is associated with poor prognosis in advanced 

neuroblastomas. Oncol Rep 12:811-6, 2004 

[42] Shen DH, Chan KY, Khoo US, Ngan HY, Xue WC, Chiu PM, Ip P, Cheung AN. 

Epigenetic and genetic alterations of p33ING1b in ovarian cancer. Carcinogenesis 

26:855-63, 2005  

[43] Kameyama K, Huang CL, Liu D, Masuya D, Nakashima T, Sumitomo S, Takami Y, 

Kinoshita M, Yokomise H. Reduced ING1b gene expression plays an important 

role in carcinogenesis of non-small cell lung cancer patients. Clin Cancer Res 

9:4926-34, 2003 

[44] Chen L, Matsubara N, Yoshino T, Nagasaka T, Hoshizima N, Shirakawa Y, Naomoto Y, 

Isozaki H, Riabowol K, Tanaka N. Genetic alterations of candidate tumor 

suppressor ING1 in human esophageal squamous cell cancer. Cancer Res 61:4345-9, 

2001 

[45] Bromidge T, Lynas C. Relative levels of alternative transcripts of the ING1 gene and 

lack of mutations of p33/ING1 in haematological malignancies. Leuk Res 26:631-5, 

2002 

[46] Krishnamurthy J, Kannan K, Feng J, Mohanprasad BK, Tsuchida N, Shanmugam G. 

Mutational analysis of the candidate tumor suppressor gene ING1 in Indian oral 

squamous cell carcinoma. Oral Oncol 37:222-4, 2001 

[47] Stark M, Puig-Butille JA, Walker G, Badenas C, Malvehy J, Hayward N, Puig S. 

Mutation of the tumour suppressor p33ING1b is rare in melanoma. Br J Dermatol 

155:94-9, 2006 

[48] Zhang HK, Pan K, Wang H, Weng DS, Song HF, Zhou J, Huang W, Li JJ, Chen MS, Xia 

JC. Decreased expression of ING2 gene and its clinicopathological significance in 

hepatocellular carcinoma. Cancer Lett 261:183-92, 2008 

[49] Okano T, Gemma A, Hosoya Y, Hosomi Y, Nara M, Kokubo Y, Yoshimura A, Shibuya 

M, Nagashima M, Harris CC, Kudoh S. Alterations in novel candidate tumor 

suppressor genes, ING1 and ING2 in human lung cancer. Oncol Rep 15:545-9, 2006 

[50] Lu F, Dai DL, Martinka M, Ho V, Li G. Nuclear ING2 expression is reduced in human 

cutaneous melanomas. Br J Cancer 95:80-6, 2006 

[51] Kumamoto K, Fujita K, Kurotani R, Saito M, Unoki M, Hagiwara N, Shiga H, Bowman 

ED, Yanaihara N, Okamura S, Nagashima M, Miyamoto K, Takenoshita S, Yokota J, 

Harris CC. ING2 is upregulated in colon cancer and increases invasion by 

enhanced MMP13 expression. Int J Cancer 125:1306-15, 2009 

[52] Wang Y, Dai DL, Martinka M, Li G. Prognostic significance of nuclear ING3 expression 

in human cutaneous melanoma. Clin Cancer Res 13(14):4111-4116, 2007 

[53] Borkosky SS, Gunduz M, Beder L, Tsujigiwa H, Tamamura R, Gunduz E, Katase N, 

Rodriguez AP, Sasaki A, Nagai N, Nagatsuka H. Allelic loss of the ING gene family 

loci is a frequent event in ameloblastoma. Oncol Res 18:509-18, 2010 

www.intechopen.com



 
Head and Neck Cancer 

 

162 

[54] Garkavtsev I, Kozin SV, Chernova O, Xu L, Winkler F, Brown E, Barnett GH, Jain RK. 

The candidate tumour suppressor protein ING4 regulates brain tumour growth 

and angiogenesis. Nature 428:328-32, 2004 

[55] Colla S, Tagliaferri S, Morandi F, Lunghi P, Donofrio G, Martorana D, Mancini C, 

Lazzaretti M, Mazzera L, Ravanetti L, Bonomini S, Ferrari L, Miranda C, Ladetto M, 

Neri TM, Neri A, Greco A, Mangoni M, Bonati A, Rizzoli V, Giuliani N. The new 

tumor-suppressor gene inhibitor of growth family member 4 (ING4) regulates the 

production of proangiogenic molecules by myeloma cells and suppresses hypoxia-

inducible factor-1 alpha (HIF-1alpha) activity: involvement in myeloma-induced 

angiogenesis. Blood 110:4464-75, 2007. Epub 2007 Sep 11. Erratum in Blood. 2008 

Sep 1;112:2170 

[56] Li J, Martinka M, Li G. Role of ING4 in human melanoma cell migration, invasion and 

patient survival. Carcinogenesis 29:1373-9, 2008 

[57] Kim S, Chin K, Gray JW, Bishop JM. A screen for genes that suppress loss of contact 

inhibition: identification of ING4 as a candidate tumor suppressor gene in human 

cancer. Proc Natl Acad Sci U S A 101:16251-6, 2004 

[58] Klironomos G, Bravou V, Papachristou DJ, Gatzounis G, Varakis J, Parassi E, Repanti 

M, Papadaki H. Loss of inhibitor of growth (ING-4) is implicated in the 

pathogenesis and progression of human astrocytomas. Brain Pathol 20:490-7, 2010 

[59] Nagahama Y, Ishimaru M, Osaki M, Inoue T, Maeda A, Nakada C, Moriyama M, Sato 

K, Oshimura M, Ito H. Apoptotic pathway induced by transduction of RUNX3 in 

the human gastric carcinoma cell line MKN-1. Cancer Sci 99:23-30, 2008 

[60] Fang F, Luo LB, Tao YM, Wu F, Yang LY. Decreased expression of inhibitor of growth 4 

correlated with poor prognosis of hepatocellular carcinoma. Cancer Epidemiol 

Biomarkers Prev 18:409-16, 2009 

[61] Li M, Jin Y, Sun WJ, Yu Y, Bai J, Tong DD, Qi JP, Du JR, Geng JS, Huang Q, Huang XY, 

Huang Y, Han FF, Meng XN, Rosales JL, Lee KY, Fu SB. Reduced expression and 

novel splice variants of ING4 in human gastric adenocarcinoma. J Pathol 219:87-95, 

2009 

[62] Wang QS, Li M, Zhang LY, Jin Y, Tong DD, Yu Y, Bai J, Huang Q, Liu FL, Liu A, Lee 

KY, Fu SB. Down-regulation of ING4 is associated with initiation and progression 

of lung cancer. Histopathology 57:271-81, 2010 

[63] You Q, Wang XS, Fu SB, Jin XM. Downregulated Expression of Inhibitor of Growth 4 

(ING4) in Advanced Colorectal Cancers: A Non-Randomized Experimental Study. 

Pathol Oncol Res. 2011 May 31. [Epub ahead of print] 

[64] Xing YN, Yang X, Xu XY, Zheng Y, Xu HM, Takano Y, Zheng HC. The altered 

expression of ING5 protein is involved in gastric carcinogenesis and subsequent 

progression. Hum Pathol 42:25-35, 2011 

[65] Zheng HC, Xia P, Xu XY, Takahashi H, Takano Y. The nuclear to cytoplasmic shift of 

ING5 protein during colorectal carcinogenesis with their distinct links to pathologic 

behaviors of carcinomas. Hum Pathol 42:424-33, 2011 

[66] Krishnamurthy J, Kannan K, Feng J, Mohanprasad BK, Tsuchida N, Shanmugam G. 

Mutational analysis of the candidate tumor suppressor gene ING1 in Indian oral 

squamous cell carcinoma. Oral Oncol 37:222–224, 2001 

www.intechopen.com



Role of ING Family Genes in Head and Neck  
Cancer and Their Possible Applications in Cancer Diagnosis and Treatment 

 

163 

[67] Borkosky SS, Gunduz M, Nagatsuka H, Beder LB, Gunduz E, Ali MA, Rodriguez AP, 

Cilek MZ, Tominaga S, Yamanaka N, Shimizu K, Nagai N. Frequent deletion of 

ING2 locus at 4q35.1 associates with advanced tumor stage in head and neck 

squamous cell carcinoma. J Cancer Res Clin Oncol 135:703-13, 2009 

[68] Gunduz M, Beder LB, Gunduz E, Nagatsuka H, Fukushima K, Pehlivan D, Cetin E, 

Yamanaka N, Nishizaki K, Shimizu K, Nagai N. Downregulation of ING3 mRNA 

expression predicts poor prognosis in head and neck cancer. Cancer Sci 99:531-8, 

2008 

[69] Li XH, Kikuchi K, Zheng Y, Noguchi A, Takahashi H, Nishida T, Masuda S, Yang XH, 

Takano Y. Downregulation and translocation of nuclear ING4 is correlated with 

tumorigenesis and progression of head and neck squamous cell carcinoma. Oral 

Oncol 47:217-23, 2011 

[70] Li X, Nishida T, Noguchi A, Zheng Y, Takahashi H, Yang X, Masuda S, Takano Y. 

Decreased nuclear expression and increased cytoplasmic expression of ING5 may 

be linked to tumorigenesis and progression in human head and neck squamous cell 

carcinoma. J Cancer Res Clin Oncol 136:1573-83, 2010 

[71] Salmena L, Pandolfi PP. Changing venues for tumour suppression: balancing 

destruction and localization by monoubiquitylation. Nat. Rev. Cancer 7(6):409-413, 

2007 

[72] Hood JK, Silver PA. Diverse nuclear transport pathways regulate cell proliferation and 

oncogenesis. Biochim Biophys Acta 1471(1):M31-41, 2000 

[73] Tiligada E. Nuclear translocation during the cross-talk between cellular stress, cell cycle 

and anticancer agents. Curr Med Chem 13(11):1317-1320, 2006 

[74] Fabbro M, Henderson BR. Regulation of tumor suppressors by nuclear-cytoplasmic 

shuttling. Exp Cell Res 282(2):59-69, 2003 

[75] Nouman GS, Anderson JJ, Lunec J, Angus B. The role of the tumour suppressor p33 

ING1b in human neoplasia. J Clin Pathol 56(7):491-496, 2003 

[76] Gunduz E, Gunduz M, Nagatsuka H et al. Epigenetic alterations of BRG1 leads to 

cancer development through its nuclear-cytoplasmic shuttling abnormalities. Med 

Hypotheses 67(6):1313-1316, 2006 

[77] Nouman GS, Anderson JJ, Mathers ME et al. Nuclear to cytoplasmic compartment shift 

of the p33ING1b tumour suppressor protein is associated with malignancy in 

melanocytic lesions. Histopathology 40(4):360-366, 2002 

[78] Nouman GS, Anderson JJ, Crosier S et al. Downregulation of nuclear expression of the 

p33 (ING1b) inhibitor of growth protein in invasive carcinoma of the breast. J Clin 

Pathol 56(7):507-11, 2003 

[79] Nouman GS, Anderson JJ, Wood KM et al. Loss of nuclear expression of the p33 

(ING1b) inhibitor of growth protein in childhood acute lymphoblastic leukaemia. J 

Clin Pathol 55(8):596-601, 2002 

[80] Vieyra D, Senger DL, Toyama T et al. Altered subcellular localization and low 

frequency of mutations of ING1 in human brain tumors. Clin Cancer Res 1:5952-

5961, 2003 

www.intechopen.com



 
Head and Neck Cancer 

 

164 

[81] Scott M, Boisvert FM, Vieyra D, Johnston RN, Bazett-Jones DP, Riabowol K. UV induces 

nucleolar translocation of ING1 through two distinct nucleolar targeting sequences. 

Nucleic Acids Res 29:2052–2058, 2001 

[82] Leung KM, Po LS, Tsang FC et al. The candidate tumor suppressor ING1b can stabilize 

p53 by disrupting the regulation of p53 by MDM2. Cancer Res 62:4890–4893, 2002 

[83] Nikolaev AY, Li M, Puskas N, Qin J Gu W. Parc: a cytoplasmic anchor for p53. Cell 

10:29-40, 2003 

[84] Russell MW, Soliman MA, Schriemer D, Riabowol K. ING1 protein targeting to the 

nucleus by karyopherins is necessary for activation of p21. Biochem Biophys Res 

Commun 26:490-495, 2008 

[85] Wang Y, Dai DL, Martinka M, Li G. Prognostic significance of nuclear ING3 expression 

in human cutaneous melanoma. Clin Cancer Res 13(14):4111-4116, 2007 

[86] Lu F, Dai DL, Martinka M, Ho V, Li G. Nuclear ING2 expression is reduced in human 

cutaneous melanomas. Br J Cancer 95(1):80-86, 2006 

[87] Tsai KW, Tseng HC, Lin WC. Two wobble-splicing events affect ING4 protein 

subnuclear localization and degradation. Exp Cell Res 314(17):3130-3141, 2008 

[88] Shen JC, Unoki M, Ythier D et al. Inhibitor of growth 4 suppresses cell spreading and 

cell migration by interacting with a novel binding partner, liprin alpha1. Cancer 

Res 67:2552-2558, 2007 

[89] Verri C, Roz L, Conte D et al. Fragile histidine triad gene inactivation in lung cancer: the 

European Early Lung Cancer project. Am J Respir Crit Care Med 179(5):396-401, 

2009 

[90] Chang SS, Califano J. Current status of biomarkers in head and neck cancer. J Surg 

Oncol 97(8):640-643, 2008 

[91] Pang JZ, Qin LX, Ren N et al. Loss of heterozygosity at D8S298 is a predictor for long-

term survival of patients with tumor-node-metastasis stage I of hepatocellular 

carcinoma. Clin Cancer Res 13(24):7363-7369, 2007 

[92] Bartoletti R, Cai T, Nesi G, Roberta Girardi L, Baroni G, Dal Canto M. Loss of P16 

expression and chromosome 9p21 LOH in predicting outcome of patients affected 

by superficial bladder cancer. J Surg Res 143(2):422-427, 2007 

[93] Fromont G, Valeri A, Cher M et al. Allelic loss at 16q23.2 is associated with good 

prognosis in high grade prostate cancer. Prostate 65(4):341-346, 2005 

[94] Katase N, Gunduz M, Beder L et al. Deletion at Dickkopf (dkk)-3 locus (11p15.2) is 

related with lower lymph node metastasis and better prognosis in head and neck 

squamous cell carcinomas. Oncol Res 17(6):273-282, 2008 

[95] Li JN, Feng CJ, Lu YJ et al. mRNA expression of the DNA replication-initiation proteins 

in epithelial dysplasia and squamous cell carcinoma of the tongue. BMC Cancer 

8:395-402, 2008 

[96] Gunduz E, Gunduz M, Beder L et al. Downregulation of TESTIN and its association 

with cancer history and a tendency toward poor survival in head and neck 

squamous cell carcinoma. Arch Otolaryngol Head Neck Surg 135(3):254-260, 2009 

[97] Ota K, Fujimori H, Ueda M et al. Midkine as a prognostic biomarker in oral squamous 

cell carcinoma. Br J Cancer 99(4):655-662, 2008 

www.intechopen.com



Role of ING Family Genes in Head and Neck  
Cancer and Their Possible Applications in Cancer Diagnosis and Treatment 

 

165 

[98] De Maria S, Pannone G, Bufo P et al. Survivin gene-expression and splicing isoforms in 

oral squamous cell carcinoma. J Cancer Res Clin Oncol 135(1):107-116, 2009 

[99] Ye H, Yu T, Temam S, Ziober BL et al. Transcriptomic dissection of tongue squamous 

cell carcinoma. BMC Genomics 9:69-79, 2008 

[100] Kurokawa A, Nagata M, Kitamura N et al. Diagnostic value of integrin alpha3, beta4, 

and beta5 gene expression levels for the clinical outcome of tongue squamous cell 

carcinoma. Oral, Maxillofacial Pathology and Surgery Group. Cancer 112(6):1272-

1281, 2008 

[101] Roversi G, Pfundt R, Moroni RF et al. Identification of novel genomic markers related 

to progression to glioblastoma through genomic profiling of 25 primary glioma cell 

lines. Oncogene 25(10):1571-1583, 2006 

[102] Takahashi M, Ozaki T, Todo S, Nakagawara A. Decreased expression of the candidate 

tumor suppressor gene ING1 is associated with poor prognosis in advanced 

neuroblastomas. Oncol Rep 12:811-816, 2004 

[103] Ahmed IA, Kelly SB, Anderson JJ, Angus B, Challen C, Lunec J. The predictive value 

of p53 and p33 (ING1b) in patients with Dukes'C colorectal cancer. Colorectal Dis 

10:344-351, 2008 

[104] Almadori G, Bussu F, Paludetti G. Should there be more molecular staging of head 

and neck cancer to improve the choice of treatments and thereby improve survival? 

Curr Opin Otolaryngol Head Neck Surg 16(2):117-126, 2008 

[105] Saito K, Khan K, Yu SZ et al. The predictive and therapeutic value of thymidine 

phosphorylase and dihydropyrimidine dehydrogenase in capecitabine (Xeloda)-

based chemotherapy for head and neck cancer. Laryngoscope 119(1):82-88, 2009 

[106] Gosepath EM, Eckstein N, Hamacher A et al. Acquired cisplatin resistance in the head-

neck cancer cell line Cal27 is associated with decreased DKK1 expression and can 

partially be reversed by overexpression of DKK1. Int J Cancer 123(9):2013-2019, 

2008 

[107] Zhu JJ, Li FB, Zhu XF, Liao WM. The p33ING1b tumor suppressor cooperates with p53 

to induce apoptosis in response to etoposide in human osteosarcoma cells. Life Sci 

78(13):1469-1477, 2006 

[108] Zhu JJ, Li FB, Zhou JM, Liu ZC, Zhu XF, Liao WM. The tumor suppressor p33ING1b 

enhances taxol-induced apoptosis by p53-dependent pathway in human 

osteosarcoma U2OS cells. Cancer Biol Ther 4(1):39-47, 2005 

[109] Cheung KJ Jr, Li G. The tumour suppressor p33ING1 does not enhance camptothecin-

induced cell death in melanoma cells. Int J Oncol 20(6):1319-1322, 2002 

[110] Tallen UG, Truss M, Kunitz F et al. Down-regulation of the inhibitor of growth 1 

(ING1) tumor suppressor sensitizes p53-deficient glioblastoma cells to cisplatin-

induced cell death. J Neurooncol 86:23–30, 2008 

[111] Zhang X, Xu LS, Wang ZQ, Wang KS et al. ING4 induces G2/M cell cycle arrest and 

enhances the chemosensitivity to DNA-damage agents in HepG2 cells. FEBS Lett 

570(1-3):7-12, 2004 

[112] Liu E, Wu J, Cao W et al. Curcumin induces G2/M cell cycle arrest in a p53-dependent 

manner and upregulates ING4 expression in human glioma. J Neurooncol 

85(3):263-270, 2007 

www.intechopen.com



 
Head and Neck Cancer 

 

166 

[113] Shinoura N, Muramatsu Y, Nishimura M et al. Adenovirus-mediated transfer of 

p33ING1 with p53 drastically augments apoptosis in gliomas. Cancer Res 

59(21):5521-5528, 1999 

[114] Shimada H, Liu TL, Ochiai T et al. Facilitation of adenoviral wild-type p53-induced 

apoptotic cell death by overexpression of p33 (ING1) in T.Tn human esophageal 

carcinoma cells. Oncogene 14:1208-1216, 2002 

[115] Xie Y, Zhang H, Sheng W, Xiang J, Ye Z, Yang J. Adenovirus-mediated ING4 

expression suppresses lung carcinoma cell growth via induction of cell cycle 

alteration and apoptosis and inhibition of tumor invasion and angiogenesis. Cancer 

Lett 18:105-116, 2008 

[116] Xie YF, Sheng W, Xiang J, Zhang H, Ye Z, Yang J. Adenovirus-mediated ING4 

expression suppresses pancreatic carcinoma cell growth via induction of cell-cycle 

alteration, apoptosis, and inhibition of tumor angiogenesis. Cancer Biother 

Radiopharm 24(2):261-269, 2009 

www.intechopen.com



Head and Neck Cancer

Edited by Dr. Mark Agulnik

ISBN 978-953-51-0236-6

Hard cover, 440 pages

Publisher InTech

Published online 14, March, 2012

Published in print edition March, 2012

InTech Europe

University Campus STeP Ri 

Slavka Krautzeka 83/A 

51000 Rijeka, Croatia 

Phone: +385 (51) 770 447 

Fax: +385 (51) 686 166

www.intechopen.com

InTech China

Unit 405, Office Block, Hotel Equatorial Shanghai 

No.65, Yan An Road (West), Shanghai, 200040, China 

Phone: +86-21-62489820 

Fax: +86-21-62489821

Head and Neck Cancer provides an interesting and comprehensive overview of all aspects of head and neck

cancer including overviews of the disease, basic science aspects pertaining to the disease, diagnosis,

treatment and outcomes for patients with this disease. The chapters written by world renowned experts cover

the entire discipline of head and neck oncology and include discussions of regional disparity is, advances in

basic science understanding, advances in her radiotherapy, chemotherapy and targeted agents as well as a

focus on reconstruction, prostheses, and aspects of quality of life and health outcomes. The book is designed

to be both practical and comprehensive for every physician treating his complex disease.

How to reference

In order to correctly reference this scholarly work, feel free to copy and paste the following:

Esra Gunduz, Mehmet Gunduz, Levent Beder, Ramazan Yigitoglu, Bunyamin Isik and Noboru Yamanaka

(2012). Role of ING Family Genes in Head and Neck Cancer and Their Possible Applications in Cancer

Diagnosis and Treatment, Head and Neck Cancer, Dr. Mark Agulnik (Ed.), ISBN: 978-953-51-0236-6, InTech,

Available from: http://www.intechopen.com/books/head-and-neck-cancer/role-of-ing-family-genes-in-head-

and-neck-cancers



© 2012 The Author(s). Licensee IntechOpen. This is an open access article

distributed under the terms of the Creative Commons Attribution 3.0

License, which permits unrestricted use, distribution, and reproduction in

any medium, provided the original work is properly cited.


