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Abstract
Neoadjuvant therapy has been proven to be extremely 
valuable and is widely used for advanced esophageal 
cancer. However, a significant proportion of treated 
patients (60%-70%) does not respond well to neo-
adjuvant treatments and develop severe adverse ef-
fects. Therefore, predictive markers for individualiza-
tion of multimodality treatments are urgently needed 
in esophageal cancer. Recently, molecular biomarkers 
that predict the response to neoadjuvant therapy have 
been explored in multimodal approaches in esophageal 
cancer and successful examples of biomarker identifica-
tion have been reported. In this review, promising can-
didates for predictive molecular biomarkers developed 
by using multiple molecular approaches are reviewed. 
Moreover, treatment strategies based on the status of 
predicted biomarkers are discussed, while considering 
the international differences in the clinical background. 
However, in the absence of adequate treatment options 
related to the results of the biomarker test, the useful-
ness of these diagnostic tools is limited and new effec-
tive therapies for biomarker-identified nonresponders to 
cancer treatment should be concurrent with the prog-
ress of predictive technologies. Further improvement 

in the prognosis of esophageal cancer patients can be 
achieved through the introduction of novel therapeutic 
approaches in clinical practice.
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Core tip: To achieve individualization of neoadjuvant 
therapy for locally advanced esophageal cancers, pre-
dictive biomarkers are urgently needed. Biomarker 
development using multimodal approaches, including 
gene expression profiling, single nucleotide polymor-
phisms, microRNAs, proteomics, immunohistochemistry, 
serum biomarkers and conventional blood tests, seem 
promising. Independent validation studies will establish 
novel prognostic modalities based on molecular bio-
markers. Progress of predictive modalities and further 
studies on the molecular background of patients with 
a poor prognosis will facilitate the development of new 
effective therapies for patients resistant to the pres-
ent neoadjuvant therapy. Prognostic stratification of 
patients will promote efforts toward novel therapeutic 
strategies. 
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INTRODUCTION
Esophageal cancer is the fifth most common cause of  
cancer-related death for men and the eighth for women 
worldwide[1]. Despite the use of  modern surgical tech-
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niques in combination with radio- and chemotherapy, 
early recurrence is common and the overall 5-year survival 
rate remains below 40%[2]. Consequently, there is a great 
interest in multimodal approaches to the treatment of  
esophageal cancer and neoadjuvant chemotherapy, alone 
or in combination with chemoradiotherapy (CRT), is be-
coming the standard approach of  care in locally advanced 
esophageal cancers. Randomized trials of  different neoad-
juvant therapy protocols have been conducted in patients 
with locally advanced cancers. Meta-analyses of  those 
randomized trials have revealed only modest survival ad-
vantages, except in the case of  patients who achieved a 
complete histopathological response and seemed to highly 
benefit from a neoadjuvant regimen[3-9]. However, a sig-
nificant proportion (60%-70%) of  treated patients did not 
respond well to these treatments and experienced severe 
adverse effects[8,10]. In addition, nonresponsive patients 
may lose the option of  surgical resection after ineffective 
chemotherapy[11] and the prognosis of  nonresponders 
has been found to be inferior to that for patients treated 
by surgery alone[12]. While there is an obvious correla-
tion between the response and prognosis, the response 
to chemotherapy or radiotherapy is variable, even when 
patients are at the same clinical stage. Thus, an accurate 
risk stratification of  cancer patients for therapy is of  para-
mount importance for avoiding potential morbidity due 
to ineffective treatment and prevention of  further disease 
progression. With this background, identification of  pre-
dictive markers would allow accurate risk stratification and 
individualization of  multimodality treatment for patients 
with locally advanced esophageal cancer[13].

In recent years, molecular biomarkers that can pre-
dict the response to neoadjuvant therapy in esophageal 
cancer have been investigated by using multidimensional 
approaches. Global expression transcriptomics and 
proteomics studies allow for simultaneous screening of  
several thousand molecules and knowledge-based meth-
odologies such as immunohistochemistry are focused 
on a specific molecule or pathway. These approaches 
are based on their own unique principles and the per-
formance of  predictive molecular biomarkers developed 
by using each approach seems to be equally promising. 
Here, we have reviewed the current status of  molecu-
lar biomarkers predictive for response to neoadjuvant 
therapy in esophageal cancer. We have focused on pre-
dictive markers that can be used to analyze pretreatment 
samples such as diagnostic biopsies or serum specimens 
obtained before neoadjuvant treatment. These biomark-
ers will help avoid unnecessarily invasive treatments. We 
have summarized promising candidates for predictive 
molecular biomarkers in esophageal cancer according to 
the type of  development modality.

MOLECULAR BIOMARKERS FOR RE-
SPONSE PREDICTION
Gene expression profiling
High throughput technology such as gene expression 

microarray has been considered as one of  the most pow-
erful tools for understanding the biological characteris-
tics of  malignancies. Microarray-based gene expression 
profiling generates quantitative expression data for thou-
sands of  genes, which can be further analyzed by various 
bioinformatics approaches to identify the most informa-
tive genes relevant to cancer prognosis. In particular, the 
gene expression signatures determined by microarrays 
have been used to predict the response to neoadjuvant 
treatment among cancer patients[14].

Maher et al[15] investigated gene expression profiles 
in a cohort comprising 13 patients who were the most 
responsive or resistant to a standard combination of  
chemotherapy and radiation therapy. The authors identi-
fied five genes (EPB41L3, RNPC1, RTKN, STAT5B and 
NMES1) as predictive biomarkers by using DNA micro-
arrays and validated the results by qRT-PCR, confirming 
that the expression level of  five genes could be used to 
predict the response to neoadjuvant CRT in esophageal 
cancer with 95% accuracy. Luthra et al[16] profiled pretreat-
ment endoscopic cancer biopsies from 19 patients using 
an AffymetrixU133A Chip (Santa Clara, CA) and noted 
correlation of  the molecular profiles with pathological re-
sponse to neoadjuvant treatments. The authors reported 
that the expression levels of  three genes (PERP, S100A2 
and SPRR3) helped discriminate between patients with 
complete histopathological response and those resistant 
to treatment, with high sensitivity (86%) and specific-
ity (85%). Schauer et al[17] performed microarray analysis 
in 47 patients who had a locally advanced esophageal 
adenocarcinoma (AC) and had undergone neoadjuvant 
chemotherapy with cisplatin, leucovorin and 5-fluoro-
uracil, followed by resection. The authors found that the 
gene encoding the ephrin B3 receptor showed the most 
prominent differential expression between responders 
and nonresponders and validated these results by im-
munohistochemistry. Motoori et al[18] performed compre-
hensive gene expression profiling of  pretreatment biopsy 
samples from 25 patients with esophageal squamous cell 
carcinoma (SCC) to identify expression patterns predic-
tive for cisplatin-based neoadjuvant chemotherapy. Their 
system consisted of  199 most informative genes and had 
the prediction accuracy of  82%. Duong et al[19] performed 
microarray analysis for 46 esophageal cancer patients, 
that is, 21 SCC and 25 AC patients for whom neoad-
juvant CRT had been recommended. Their study was 
based on two-color competitive hybridization to a cDNA 
array printed at the Peter MacCallum Cancer Centre Mi-
croarray Core Facility[19] and identified a 32-gene classifier 
that could be used to predict a response to neoadjuvant 
CRT in SCCs, whereas a negative predictive profile was 
observed for AC patients.

These examples suggest that gene expression profil-
ing is a powerful tool to identify gene sets for selection 
of  optimal and personalized therapy for patients with 
esophageal cancer. In breast cancer, mRNA expression 
signatures strongly predictive of  metastasis have been 
identified and a novel prognostic test for assessing the 
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risk of  metastasis and benefits of  chemotherapy has 
been introduced in clinical settings. This test, named 
MammaPrint, effectively identifies breast cancer pa-
tients with a high risk of  recurrence after local treatment 
alone[20]. The Oncotype DX assay (Genomic Health, 
Redwood, CA) is another test aimed at better discerning 
breast cancer patients who would benefit from chemo-
therapy and those who can safely avoid it. By using the 
Oncotype DX, we measured the status of  21 genes and 
could predict the benefits of  chemotherapy and the rate 
of  cancer recurrence in 10 years[21]. Similar diagnostic 
predictive tests are desired for esophageal cancer; how-
ever, in this case, different prognostic biomarkers have 
been identified by using similar technical platforms. The 
results of  these studies need further validation in order 
to forward their clinical application.

Single nucleotide polymorphisms
In the process of  generating a draft sequence of  the 
human genome, it has become clear that the extent of  
genetic variation is much larger than previously esti-
mated[22,23]. The most common sequence variation in the 
human genome is the stable substitution of  a single base 
called single-nucleotide polymorphism (SNP). By defini-
tion, SNP has a minor allele frequency of  greater than 
1% in at least one population[24]. Most SNPs are silent 
and do not alter gene expression or function. The cancer 
genomics research on SNP variation provides an oppor-
tunity for the detection of  molecular biomarkers predic-
tive of  the response to cancer therapy[25].

Wu et al[26] investigated the association between SNPs 
in multigenic cascades involved in radiation and che-
motherapy-dependent responses and clinical outcomes 
for esophageal cancer patients. The authors applied the 
pathway-based approach to examine the impact of  a 
comprehensive SNP panel on clinical outcomes in 210 
esophageal cancer patients and found that among the 
genes involved in DNA base excision repair, the vari-
ant alleles R399Q in the XRCC1 gene were significantly 
associated with the absence of  complete pathological 
response and poor survival. Warnecke-Eberz et al[27] 
investigated a panel of  selected gene SNPs to predict re-
sponses to neoadjuvant radiochemotherapy in 52 esoph-
ageal cancer patients. The authors showed that SNP of  
C118T in the ERCC1 gene and the rarely occurring AA 
genotype of  the XRCC1 gene were predictive of  therapy 
response. Both ERCC1 and XRCC1 genes are com-
ponents of  the nucleotide excision repair pathway that 
protects the integrity of  the genome by removing a wide 
variety of  DNA lesions including inter- and intra-strand 
crosslinks caused by platinum agents or radiation[28]. 
These SNPs in ERCC1 appeared to have functional 
significance because a low intra-tumoral expression of  
the ERCC1 protein was found to be strongly associated 
with a major pathological response[29,30]. Moreover, Bra-
bender et al[31] reported that ERCC1 RNA expression in 
peripheral blood could be a predictor of  the response to 
neoadjuvant therapy. Functional contribution of  SNPs 

in other genes involved in nucleotide excision repair 
should be investigated for further understanding of  the 
pathogenesis of  esophageal cancer.

Clinical applications of  SNP testing in cancer are 
quite realistic. In other types of  cancer, the cancer ge-
nomics research on SNP variation has provided clinical 
applications. For example, genetic polymorphisms of  the 
UGT1A1 gene would affect inter-individual variations in 
the toxic response to irinotecan by altering the bioavail-
ability of  the irinotecan active metabolite SN-38[32,33]. 
Genetic testing for the presence of  the UGT1A1*28 
allele has been approved by the FDA and has become 
available in hospitals. Similar tests for genetic polymor-
phisms in esophageal cancer would be extremely useful 
and validation studies for the predictive potential of  
SNPs would promote their introduction in clinics.

MicroRNAs
MicroRNAs (miRNAs) are short (19-24 nucleotides) 
noncoding RNA sequences involved in the regulation 
of  gene expression via the inhibition of  mRNA transla-
tion[34,35]. Many lines of  evidence suggest that miRNAs 
exist stably in tissues and body fluids and play a key role 
in various biological processes, including carcinogenesis. 
Aberrant miRNA expression has been shown to corre-
late with the inhibition of  tumor suppressor genes or in-
appropriate activation of  oncogenes. Recent studies have 
shown that the abnormal miRNA expression patterns 
frequently detected in esophageal cancers have strong 
prognostic values[36-39]. The predictive utility of  miRNAs 
has also been demonstrated by global expression studies.

Odenthal et al[40] assessed miRNA profiles of  re-
sponders and nonresponders to neoadjuvant therapy for 
esophageal cancer in order to identify possible predic-
tive markers. The authors found that the pre-therapeutic 
intra-tumor expression of  miR-192 and miR-194 was 
significantly associated with the histopathological re-
sponse of  esophageal SCCs to multimodal therapy. Us-
ing pretreatment biopsy specimens, Ko et al[41] showed 
that the miRNA expression profile was significantly 
different between groups with and without complete 
pathological response. Among the 71 differentially 
regulated miRNAs, five showed the difference of  more 
than two-fold; these included miR-296[42], which has 
recently been shown to be of  prognostic significance 
in esophageal cancer. The inhibition of  miR-296 also 
resulted in the increased chemosensitivity of  esophageal 
cancer cells to standard chemotherapeutic agents such as 
5-fluorouracil and cisplatin[42]. Tanaka et al[43] investigated 
the serum levels of  miR-21, miR-145, miR-200c and let-
7c by qRT-PCR in 64 esophageal cancer patients treated 
with neoadjuvant chemotherapy. The authors revealed a 
significant correlation of  miR-200c high expression with 
poor response to chemotherapy. The possible prognostic 
utility of  miR-200c was also reported by Hamano et al[44], 
who in a study of  98 patients found that miR-200c was 
involved in resistance to chemotherapy. Lynam-Lennon 
et al[45] demonstrated that resistance to radiation was sig-

August 15, 2014|Volume 5|Issue 3|WJGP|www.wjgnet.com 324

Uemura N et al . Predictive biomarkers in esophageal cancer



nificantly associated with the downregulation of  miR-31 
and that the ectopic re-expression of  miR-31 consider-
ably restored radiosensitivity of  the resistant cells. The 
authors also showed that miR-31 expression was mark-
edly reduced in patients with poor pathological response 
to neoadjuvant CRT, whereas the expression of  the miR-
31-regulated DNA repair genes significantly increased[45]. 

Clinical application of  miRNAs as predictive bio-
markers is quite feasible because miRNAs are relatively 
stable and their expression levels can be quantitatively as-
sessed by qRT-PCR. Currently, several clinical trials have 
already been approved by the FDA to evaluate the value 
of  serum miRNAs in therapeutic response prediction 
(http://clinicaltrials.gov). Clinical trials evaluating serum 
miRNAs include the search for predictors of  therapeu-
tic response in ovarian carcinoma and miRNA profiling 
of  breast cancer in patients undergoing neoadjuvant or 
adjuvant treatment[46]. Further functional studies would 
hopefully validate the functional relevance of  miRNAs 
in esophageal cancer and result in diagnostic and novel 
therapeutic approaches.

Proteomics
The proteome is a functional translation of  the genome. 
The genomic aberrations in cancer cells are translated to 
the proteome determining cancer phenotypes and regu-
lating tumor behavior. Because proteins are the main 
executioner biomolecules, which influence the molecular 
pathways in normal and tumor cells, proteomic mark-
ers are closer and more relevant to cancer initiation and 
progression than other biomarkers. Proteomic studies 
can therefore generate unique data related to cancer phe-
notypes. Many lines of  evidence have demonstrated the 
discordance between mRNA and protein expression[47-49]. 
In addition, DNA sequence and mRNA expression can-
not accurately predict post-translational modifications 
such as phosphorylation and glycosylation, which play a 
key role in regulating the malignant behavior of  cancer 
cells. Taken together, proteomic studies can provide 
valuable information for biomarker identification in vari-
ous cancers[50-52]. 

Aichler et al[53] analyzed proteomic changes associ-
ated with response to chemotherapy by MALDI imag-
ing mass spectrometry using pre-therapeutic biopsy 
samples of  23 esophageal ACs. Proteins related to clini-
cal response were identified by liquid chromatography-
tandem mass spectrometry (LC-MS/MS). The authors 
discovered that clinical response to cisplatin was associ-
ated with the defects in the mitochondrial respiratory 
chain of  cancer cells caused by the loss of  specific cyto-
chrome c oxidase subunits. Maher et al[54] examined the 
proteomic profiles of  serum samples by using surface-
enhanced laser desorption/ionization time-of-flight 
(SELDL-TOF) mass spectrometry and validated the 
results with an enzyme-linked immunosorbent assay. By 
comparing pre-treatment serum samples from 16 poor 
responders and 15 good responders, the authors found 
that higher serum levels of  complement factors C4a 

and C3a were significantly associated with favorable re-
sponse to treatments. The leave-one-out cross-validation 
analysis revealed that these serum proteins could predict 
the response to neoadjuvant CRT with a sensitivity and 
specificity of  78.6% and 83.3%, respectively.

Although there are various reports about biomarker 
candidates identified by proteomics studies, only a few 
of  them have been proven to be clinically useful[55] be-
cause of  the lack of  independent validation studies. 
However, the prognostic utility of  protein biomarkers 
has been successfully validated for gastrointestinal stro-
mal tumors in extensive multi-institutional studies[56]. 
Further validation studies will promote the clinical appli-
cation of  promising protein biomarkers for esophageal 
cancer.

Immunohistochemistry
By focusing on functionally important molecules or 
pathways, discovery of  biomarker candidates can be per-
formed effectively. Global expression studies based on 
statistical data may not be able to identify functionally 
important genes and proteins because expression levels 
do not always reflect functional activity. In this sense, a 
knowledge-dependent approach such as immunohisto-
chemistry has unique advantages over the other methods 
for expression assessment because it allows for the anal-
ysis of  a large number of  formalin-fixed and paraffin-
embedded tissue sample archives and provides detailed 
spacious information not available by other methods. 
Immunohistochemistry has been successfully used for 
hypothesis-driven biomarker discovery[57].

Solid tumors are driven and managed by a small 
population of  cancer stem cells (CSCs), tumor-initiating 
cells or cancer stem-like cells[58-61]. Among these cells, 
CSCs are found to be more resistant to treatment[62,63]; 
therefore, CSC markers have been considered promising 
candidates for predictive biomarkers. Previous reports 
have demonstrated the importance of  CSC markers in-
cluding growth factor receptors, tumor suppressor genes 
and DNA-repair pathway factors in malignant features 
of  esophageal cancer cells. Smit et al[64] investigated the 
expression of  CSC markers, in vitro growth of  spher-
oids, sensitivity to radiation and in vivo growth of  several 
esophageal cancer-derived cell sub-populations. The 
authors found that the CD44+/CD24- subpopulation 
of  esophageal cancer cells exhibited a higher prolifera-
tion rate and sphere forming potential and was more 
radioresistant in vitro than unselected or CD44+/CD24+ 
cells. In a study of  the archival pre-neoadjuvant CRT 
biopsy material from esophageal AC patients (N = 27), 
CD44+/CD24- cells could only be identified in 50% 
(9/18) of  poor responders to neoadjuvant CRT, but 
never (0/9) in complete responders. These results war-
rant further investigation into the possible clinical utility 
of  CD44+/CD24- phenotype as a predictive biomarker 
for the response to CRT in patients with esophageal 
cancer.

Human epidermal growth factor receptors 1 and 2 

August 15, 2014|Volume 5|Issue 3|WJGP|www.wjgnet.com 325

Uemura N et al . Predictive biomarkers in esophageal cancer



(EGFR and HER2/neu) are known to be involved in 
malignant transformation and tumor growth. Yamamoto 
et al[65] assessed the expression of  EGFR, HER2/neu, 
HER3, Ki-67 and p53 by immunohistochemistry in 37 
esophageal SCC patients treated with neoadjuvant che-
motherapy and found that EGFR expression correlated 
with pathological response to neoadjuvant chemothera-
py. Akamatsu et al[66] reported similar findings in 34 pa-
tients who had esophageal SCC and were receiving neo-
adjuvant CRT, i.e., positive staining for HER2/neu was 
found to be associated with CRT resistance. In contrast, 
Arsenijevic et al[67] and Schena et al[68] found no statisti-
cally significant difference between EGFR and HER2/
neu expression and the clinical response to neoadjuvant 
CRT. Further verification studies are necessary to clarify 
the role of  EGFR and HER2 expression in the response 
of  esophageal cancer patients to CRT.

The tumor suppressor gene p53, which is involved 
in cell cycle regulation, apoptosis and DNA repair, has 
been identified as an important molecular factor in 
the response to neoadjuvant therapy in patients with 
esophageal cancer[69]. However, the predictive value of  
p53 status for chemotherapy response in esophageal 
cancer patients has not been established. Kitamura 
et al[70] performed a study involving 95 patients with 
esophageal SCC and showed that p53 protein expression 
was significantly associated with increased sensitivity to 
neoadjuvant CRT. In contrast to these findings, Shimada 
et al[71] demonstrated that p53 protein expression was 
negatively associated with histopathological response to 
chemotherapy, whereas other similar studies did not find 
any predictive value for p53 in multimodality therapy for 
esophageal cancer[67,72]. Zhang et al[73] conducted a meta-
analysis of  28 studies comprising 1497 cases to elucidate 
the correlation of  p53 status with the response to che-
motherapy-based treatment. The authors concluded that 
patients with low expression of  wild-type p53 had higher 
rates of  complete pathological response to neoadjuvant 
CRT. The clinical significance of  p53 as a predictive bio-
marker for the treatment of  esophageal cancer should 
be further evaluated.

DNA repair pathways are essential for the cell re-
sponses to DNA damage induced by CRT. Aberrant 
regulation of  DNA repair proteins is frequently reported 
in cancers and the reduced expression of  these proteins 
correlated with poor prognosis in esophageal can-
cers[74-76]. Alexander et al[77] assessed major DNA repair 
proteins such as XPF, FANCD2, PAR, MLH1, PARP1 
and phosphorylated MAPKAP kinase 2 in 79 patients 
with esophageal cancer by tissue microarray. The authors 
showed that higher scores for MLH1 and lower scores 
for FANCD2 were significantly associated with patho-
logical response to neoadjuvant CRT on multivariable 
analysis.

Expression of  heat-shock proteins (HSPs) and glu-
cose-regulated proteins (GRPs) can be induced in cells 
following exposure to different insults, allowing cells to 
survive stress conditions. The regulation and expression 

of  these proteins have an important impact on the biol-
ogy of  esophageal cancer with respect to prognosis[78] 
and response to chemotherapy[79]. Slotta-Huspenina et 
al[80] assessed HSPs and GRPs by reverse phase protein 
arrays (RPPAs), immunohistochemistry and quantitative 
RT–PCR in pretherapeutic biopsies of  90 patients with 
esophageal AC. The authors showed that low expression 
of  HSP90, HSP27 and p-HSP27(Ser15, Ser78, Ser82) and high 
expression of  GRP78, GRP94, HSP70 and HSP60 were 
significantly associated with pathological response to 
neoadjuvant chemotherapy.

Even with the advances in modern technologies, the 
emergence of  new biomarkers for esophageal cancer 
has been relatively slow because biomarker discovery has 
been generally hypothesis-driven and depended on in-
vestigation of  individual genes or proteins. Data-driven 
approaches such as global expression studies provide a 
considerable number of  biomarker candidates and once 
their functional and clinical significance is established, 
they are worth validating by immunohistochemistry. Im-
munohistochemistry is an established clinical examina-
tion method and further validation studies on biomarker 
candidates confirmed by immunohistochemistry should 
be relatively easily performed. A possible utility of  these 
candidate proteins as predictive biomarkers for neoadju-
vant CRT should be further validated.

Serum biomarkers with response to treatments
The hypothesis-driven approach is used to examine se-
rum proteins, which have been previously established as 
biomarkers but have not been considered as predictive 
biomarker candidates. Serum samples can be obtained 
by a minimally invasive procedure at a relatively low cost 
and thus can be repeatedly examined. There are several 
reports that conventional serum biomarkers could be 
predictive in esophageal cancer.

Makuuchi et al[81] examined the expression levels of  
84 cytokines in serum samples obtained from 37 esopha-
geal SCC patients treated with neoadjuvant CRT. They 
found that the level of  serum soluble IL-6 receptor was 
significantly higher in 30 patients who failed to achieve a 
complete histological response, thereby revealing a cor-
relation between serum IL-6 receptor levels and the his-
tological response to neoadjuvant CRT. These observa-
tions suggest that persistent systemic inflammation can 
be a possible mechanism of  resistance to CRT therapy 
in esophageal cancers.

Brabender et al[82] assessed thymidylate synthetase and 
dihydropyrimidine dehydrogenase RNA expression in 
the peripheral blood of  29 patients who had esophageal 
cancer and had been treated with neoadjuvant CRT. The 
authors showed that high thymidylate synthetase expres-
sion was associated with a minor response to neoadju-
vant treatment, while there was no significant association 
between dihydropyrimidine dehydrogenase and treat-
ment response. They also reported that the specificity 
of  response prediction reached 100% when the levels of  
thymidylate synthetase and dihydropyrimidine dehydro-
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genase were assessed simultaneously.
Only a few serum biomarkers have been examined 

for predictive utility in cancers and it is challenging to 
investigate the rest of  them. Such an examination does 
not require significant sample volumes and it is quite fea-
sible to examine multiple serum biomarkers in identical 
cohorts. Serum biomarkers can be routinely examined in 
the clinical setting and their application to the prediction 
of  treatment responses seems to be quite promising.

Common blood tests
Data obtained by common blood tests can be an indica-
tor of  response to neoadjuvant therapy. It is noteworthy 
that, although serum examination may lack specificity 
and sensitivity, its combination with common blood tests 
can provide predictive stratification of  esophageal can-
cer patients for chemotherapy.

Sato et al[83] investigated the correlation between the 
pre-therapeutic neutrophil to lymphocyte ratio (NLR) 
and pathological response to neoadjuvant chemotherapy 
in patients with advanced esophageal cancer. The au-
thors showed that the pretreatment NLR (< 2.2/ ≥ 2.2) 
was significantly correlated with pathological response: 
the pathological response rates were 56% and 21% in 
patients with the NLR < 2.2 and NLR > 2.2, respec-
tively. Similar results were reported by Noble et al[84], who 
examined the correlation of  blood-borne inflammatory 
and nutritional markers with response to neoadjuvant 
chemotherapy in radically treated esophagogastric cancer 
patients. The authors demonstrated that only serum al-
bumin (P = 0.037) had a predictive value for the patho-
logical response to chemotherapy and that a higher NLR 
was associated with poor overall survival. In contrast, 
Hsu et al[85] reported that none of  the clinical parameters, 
including blood profiles, images and baseline tumor 
characteristics, predicted the response to CRT.

Cancer always unfolds on a background of  chronic 
inflammation and it is an interesting idea that inflamma-
tory markers can also serve as prognostic biomarkers 
for cancer therapy. On the other hand, parameters of  
systemic inflammation can be confounding factors in 
a cancer biomarker study. Stricter sample stratification 
for biomarker studies and extensive independent valida-
tion by independent researchers may distinguish true 
biomarkers from the confounding factors. The results 
obtained by current studies seem to be promising and 
further validation will confirm the prognostic utility of  
candidate biomarkers for clinical applications (Table 1). 

TREATMENT STRATEGY BASED ON THE 
STATUS OF PREDICTIVE BIOMARKERS
As described above, a number of  molecules have 
emerged as predictive candidate biomarkers for the 
treatment of  esophageal cancers and will hopefully re-
sult in establishment of  biomarkers for routine clinical 
use. By combining several promising markers in a cross-
modality manner, we may be able to develop versatile 

predictive tools that are more effective than single 
markers. This approach should be achieved by linking 
the biomarker components to stratified patient informa-
tion. The diagnostic kit may be developed such that it 
gets a local makeover to adjust for variations in clinical 
therapeutic approaches. The effectiveness of  response 
prediction depends on therapeutic strategies, including 
the surgical procedure and neoadjuvant therapy, and the 
clinical background of  patients with esophageal cancer. 
For example, neoadjuvant chemotherapy with cisplatin 
plus 5-fluorouracil is the current standard treatment for 
locally advanced esophageal cancer in Japan[86], while 
neoadjuvant CRT with cisplatin plus 5-fluorouracil is the 
standard in Western countries[87]. In Japan, a three-arm 
Phase Ⅲ trial started in November 2012 to confirm the 
superiority of  docetaxel and cisplatin plus 5-fluoroura-
cil over cisplatin plus 5-fluorouracil and the superiority 
of  cisplatin plus 5-fluorouracil with CRT over cisplatin 
plus 5-fluorouracil as neoadjuvant therapy for esopha-
geal SCC[88]. If  neoadjuvant chemotherapy is combined 
with radiation therapy, the prediction kit should include 
the biomarkers associated with sensitivity to radiation, 
such as RNA-binding protein RNPC1[89]. On the other 
hand, if  the combination chemotherapy regimen in-
cludes docetaxel, a docetaxel-specific biomarker, such as 
RPN2[90], should be present. In addition, a predominant 
histological type of  esophageal cancer has been found to 
exhibit region-dependent differences. Thus, SCC is the 
predominant histological type of  esophageal carcinoma 
worldwide; however, in Australia, the United Kingdom, 
the United States, and some Western European countries 
(e.g., Finland, France, and the Netherlands), the incidence 
of  esophageal AC now exceeds that of  SCC[91,92]. In a 
study on 8562 patients who underwent surgical resec-
tion, Merkow et al[93] found that the only factor predictive 
of  pathological complete response was SCC histology. 
The response pattern to neoadjuvant therapy is different 
in each histological type[94]. Thus, to increase the specific-
ity of  response prediction, different molecules can serve 
as biomarkers depending on histological type. Any article 
clubbing two diseases together is not appropriate. Surgi-
cal procedures are also different in each country. Surgi-
cal options for the resection of  esophageal carcinoma 
include the following: trans-hiatal esophagectomy and 
trans-thoracic approaches, such as Ivor Lewis esophagec-
tomy (abdominal and right thoracic approach also called 
the Lewis-Tanner approach), the three-incision modified 
McKeown esophagectomy (involving laparotomy, right 
thoracotomy, neck anastomosis, and left thoracotomy) 
and the left thoraco-abdominal approach[95-101]. In Japan 
and several other countries, extended lymphadenec-
tomy is a common procedure, but this is not the case 
elsewhere[102-104]. In conclusion, because the sensitivity 
and specificity of  response prediction vary according to 
regional differences in therapeutic strategies and clinical 
background, it may be necessary to customize a predic-
tion kit for each country rather than to adopt a universal 
prediction strategy.
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Table 1  Molecular biomarkers for predicting the response to neoadjuvant therapy in esophageal cancer

Modality/biomarker N Histology Neoadjuvant therapy Sensitivity Specificity PPV NPV Accuracy Ref.

Gene expression profiling
  5 genes (EPB41L3, RNPC1, 
RTKN, STAT5B, and NMES1)

13 Squamous-23% 
Adeno-77%

CRT; 5-FU and cisplatin, 
40.05-44 Gy

100% 91% NA NA 95% [15]

  3 genes (PERP, S100A2, and 
SPRR3)

19 Squamous-11% 
Adeno-84%

CRT; 5-FU, docetaxel and 
irinotecan, 50.4 Gy

86% 85% 75% 92% 85% [16]

  Ephrin B3 receptor 47 Adeno-100% CT; 5-FU, cisplatin and leu-
covorin

89% 84% 89% 84% 87% [17]

  199 genes 25 Squamous-100% CT; 5-FU, cisplatin and adria-
mycin

68% 93% 88% 79% 82% [18]

  32 genes 46 Squamous-46% 
Adeno-54%

CRT; 5-FU and cisplatin, 35-50 
Gy

100% 67% 55% 100% 76% [19]

Single nucleotide polymorphisms
  XRCC1 R399Q 210 Squamous-17% 

Adeno-83%
CRT; 5-FU, cisplatin and pacli-
taxel, RT (NA)

NA NA NA NA NA [26]

  ERCC1 C118T/XRCC1 A194G 52 Squamous-60% 
Adeno-40%

CRT; 5-FU and cisplatin, 36 
Gy

54/5% 67/100% 80/100% 37/59% 58/60% [27]

MicroRNAs
  miR-192, miR-194 8 Squamous-25% 

Adeno-75%
CRT; 5-FU and cisplatin, 40 
Gy

NA NA NA NA NA [40]

  HS-240, has-miR-296, has-
miR-141, has-miR-31, HS-217

25 Squamous-20% 
Adeno-80%

CRT; cisplatin and irinotecan, 
50.4 Gy

NA NA NA NA NA [41]

  Serum miR-200c 64 Squamous-100% CT; 5-FU, cisplatin and adria-
mycin or docetaxel

68% 62% 53% 75% 64% [43]

  miR-200c 98 Squamous-91% CT; 5-FU, cisplatin and adria-
mycin

NA NA NA NA NA [44]

  miR-31 19 Squamous-5% 
Adeno-95%

CRT; 5-FU and cisplatin, 40.05 
Gy

NA NA NA NA NA [45]

Proteomics
  Mitochondrial respiratory chain 
complexes 

69 Adeno-100% CT; 5-FU and cisplatin 50% 93% 82% 74% 71% [53]

  C4a, C3a 31 Squamous 
and adeno; NA

CRT; 5-FU and cisplatin, 40-44 
Gy

79% 83% NA NA 81% [54]

Immunohistochemistry
  CD44+/CD24- 27 Adeno-100% CRT; NA 50% 100% 100% 50% 67% [64]
  EGFR 37 Squamous-100% CT; 5-FU, cisplatin and 

docetaxel
93% 55% 58% 92% 70% [65]

  HER2/neu 34 Squamous-100% CRT; 5-FU and cisplatin or 
leucovorin, 39.6-40 Gy

69% 71% 60% 79% 71% [66]

  p53 (wild-type) 1497 Squamous-91% 
Adeno-9%

CRT or CT (meta-analysis) NA NA NA NA NA [73]

  MLH1, FANCD2 79 Squamous-27% 
Adeno-71%

CRT; 5-FU, cisplatin and/or 
paclitaxel, 45-64.8 Gy

20% 100% 100% 22% 35% [77]

  Heat-shock proteins and 
glucose-regulated proteins

90 Adeno-100% CT; 5-FU, cisplatin or oxalipla-
tin

61% 63% 53% 70% 62% [80]

Serum biomarker
  Serum soluble interleukin-6 
receptor

37 Squamous-100% CRT; 5-FU and cisplatin, 40 
Gy

NA NA NA NA NA [81]

  Thymidylate synthetase and di-
hydropyrimidine dehydrogenase

29 Squamous-34%
Adeno-66%

CRT; 5-FU and cisplatin, 36 
Gy

20% 100% 100% 36% 45% [82]

Common blood tests
  Neutrophil-to-lymphocyte ratio 83 Squamous-84% CT; 5-FU and cisplatin 71% 66% 56% 79% 68% [83]
  Albumin 246 Squamous-13% 

Adeno-86%
CT; cisplatin, epirubicin and 
5-FU or capecitabine, 
 or epirubicin and oxaliplatin

NA NA NA NA NA [84]

PPV: Positive predict value; NPV: Negative predict value; Squamous: Squamous cell carcinoma; Adeno: Adenocarcinoma; CRT: Chemoradiotherapy; CT: 
Chemotherapy; 5-FU: 5-fluorouracil; NA: Not available.

Pathological nonresponders to neoadjuvant therapy 
for esophageal cancer demonstrate no survival benefits 
compared to patients treated with primary esophagec-
tomy[12]. Factors predicting the response to neoadjuvant 
therapy may help to reduce the number of  unneces-
sarily treated patients and lead to the investigation of  

new and more effective therapeutic strategies for the 
unresponsive group. However, if  there are no effective 
therapies for nonresponders, predicting the response to 
neoadjuvant therapy is tantamount to abandoning non-
responders to their fate. Further improvement in out-
comes for the patient with esophageal cancer cannot be 
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achieved without improvement of  the prognosis of  non-
responders. Therefore, the development of  new effective 
therapies for nonresponders concurrently with progress 
in predictive methodology is necessary. Recently, novel 
therapeutic approaches, such as new targeted strategies, 
epigenetic therapeutics, monoclonal antibody therapy 
and carbon-ion radiotherapy, are being developed[105-107]. 
Although initially many of  these studies involved pa-
tients with metastatic disease, these therapies are now 
being increasingly investigated in the preoperative setting 
as components of  multimodality therapy[105]. The effi-
cacy of  targeted agents for neoadjuvant therapy of  pa-
tients with esophageal cancer has yet to be established in 
previous and ongoing clinical trials[106]. Additional trials 
to examine new targeted agents have been performed. 
Further improvement of  the prognosis of  esophageal 
cancer patients can be achieved through the introduction 
of  these novel therapeutic approaches in practice, which 
provides prognostic improvement for nonresponders 
identified by predictive biomarkers.

CLINICAL APPLICATION OF BIOMARK-
ERS
Advances in modern omics technologies and the integra-
tion of  the results into clinical practice provide valuable 
opportunities for biomarker discovery research. As dis-
cussed in this review, considerable numbers of  promising 
biomarkers in esophageal cancer have been established 
and more biomarker candidates are likely to be identi-
fied by the application of  novel technologies. These 
biomarkers have been discovered through a hypothesis-
driven approach by medical doctors for specific clinical 
applications and they seem to have great potential in 
providing benefits to patients. However, only a few of  
the biomarkers discovered in the last decade have been 
introduced into clinical practice and skepticism about 
the clinical utility of  biomarkers in the diagnosis and 
treatment of  cancer has been expressed[108]. As discussed 
here, treatments based on the results of  biomarker stud-
ies should be further developed to benefit all patient 
subgroups. To establish the reliability of  biomarkers 
before clinical trials, the reproducibility of  the results 
should be assessed by independent investigators. How-
ever, we found that none of  the biomarkers reviewed in 
this article had been validated by other researchers. Small 
sample sizes may be the most serious obstacle for valida-
tion of  predictive biomarkers. Although it is generally 
accepted that multi-institutional and inter-disciplinary 
collaboration is required for biomarker validation, until 
now no serious validation studies have been performed 
for any predictive biomarkers in esophageal cancer and 
this issue requires further analysis.

CONCLUSION
We have reviewed the current status of  biomarkers in 
esophageal cancer, especially focusing on the utility for 

predicting responses to neoadjuvant therapy. The report-
ed biomarkers seem to be promising because they have 
been developed based on clinical research and their pre-
dictive performance has been examined by using clinical 
samples. Further validation and functional evaluation will 
increase the reliability of  these biomarkers. Combined 
use of  the reported biomarkers may increase prognostic 
performance and this concept is worth further research. 
Prognostic modalities should be tailored to specific 
clinical therapeutic approaches that differ according 
to individual cases. The development of  new effective 
therapies for nonresponders can be hoped for with the 
progress in predictive techniques. Further understanding 
of  the molecular mechanisms underlying the resistance 
to CRT in cancers can be achieved by investigating the 
functional effects of  biomarkers on the malignant prop-
erties of  tumor cells and such efforts will pave the way 
to novel therapeutic strategies.

REFERENCES
1 Jemal A, Bray F, Center MM, Ferlay J, Ward E, Forman 

D. Global cancer statistics. CA Cancer J Clin 2011; 61: 69-90 
[PMID: 21296855 DOI: 10.3322/caac.20107]

2 Rice TW, Rusch VW, Apperson-Hansen C, Allen MS, 
Chen LQ, Hunter JG, Kesler KA, Law S, Lerut TE, Reed 
CE, Salo JA, Scott WJ, Swisher SG, Watson TJ, Blackstone 
EH. Worldwide esophageal cancer collaboration. Dis 
Esophagus 2009; 22: 1-8 [PMID: 19196264 DOI: 10.1111/
j.1442-2050.2008.00901.x]

3 Urschel JD, Vasan H. A meta-analysis of randomized con-
trolled trials that compared neoadjuvant chemoradiation 
and surgery to surgery alone for resectable esophageal 
cancer. Am J Surg 2003; 185: 538-543 [PMID: 12781882 DOI: 
10.1016/S0002-9610(03)00066-7]

4 Kaklamanos IG, Walker GR, Ferry K, Franceschi D, Living-
stone AS. Neoadjuvant treatment for resectable cancer of 
the esophagus and the gastroesophageal junction: a meta-
analysis of randomized clinical trials. Ann Surg Oncol 2003; 
10: 754-761 [PMID: 12900366]

5 Malthaner RA, Wong RK, Rumble RB, Zuraw L. Neoadju-
vant or adjuvant therapy for resectable esophageal cancer: a 
systematic review and meta-analysis. BMC Med 2004; 2: 35 
[PMID: 15447788 DOI: 10.1186/1741-7015-2-35]

6 Fiorica F, Di Bona D, Schepis F, Licata A, Shahied L, Venturi 
A, Falchi AM, Craxì A, Cammà C. Preoperative chemora-
diotherapy for oesophageal cancer: a systematic review and 
meta-analysis. Gut 2004; 53: 925-930 [PMID: 15194636]

7 Greer SE, Goodney PP, Sutton JE, Birkmeyer JD. Neoadju-
vant chemoradiotherapy for esophageal carcinoma: a meta-
analysis. Surgery 2005; 137: 172-177 [PMID: 15674197 DOI: 
10.1016/j.surg.2004.06.033]

8 Gebski V, Burmeister B, Smithers BM, Foo K, Zalcberg J, 
Simes J. Survival benefits from neoadjuvant chemoradio-
therapy or chemotherapy in oesophageal carcinoma: a meta-
analysis. Lancet Oncol 2007; 8: 226-234 [PMID: 17329193 DOI: 
10.1016/S1470-2045(07)70039-6]

9 Xu XH, Peng XH, Yu P, Xu XY, Cai EH, Guo P, Li K. Neoad-
juvant chemotherapy for resectable esophageal carcinoma: a 
meta-analysis of randomized clinical trials. Asian Pac J Can-
cer Prev 2012; 13: 103-110 [PMID: 22502650]

10 Nguyen NP, Krafft SP, Vinh-Hung V, Vos P, Almeida F, 
Jang S, Ceizyk M, Desai A, Davis R, Hamilton R, Modar-
resifar H, Abraham D, Smith-Raymond L. Feasibility of 
tomotherapy to reduce normal lung and cardiac toxicity for 
distal esophageal cancer compared to three-dimensional 

August 15, 2014|Volume 5|Issue 3|WJGP|www.wjgnet.com 329

Uemura N et al . Predictive biomarkers in esophageal cancer



radiotherapy. Radiother Oncol 2011; 101: 438-442 [PMID: 
21908064 DOI: 10.1016/j.radonc.2011.07.015]

11 Blencowe NS, McNair AG, Davis CR, Brookes ST, Blazeby 
JM. Standards of outcome reporting in surgical oncology: 
a case study in esophageal cancer. Ann Surg Oncol 2012; 
19: 4012-4018 [PMID: 22820935 DOI: 10.1245/s10434-012-
2497-x]

12 Dittrick GW, Weber JM, Shridhar R, Hoffe S, Melis M, Alm-
hanna K, Barthel J, McLoughlin J, Karl RC, Meredith KL. 
Pathologic nonresponders after neoadjuvant chemoradia-
tion for esophageal cancer demonstrate no survival benefit 
compared with patients treated with primary esophagec-
tomy. Ann Surg Oncol 2012; 19: 1678-1684 [PMID: 22045465 
DOI: 10.1245/s10434-011-2078-4]

13 Vallböhmer D, Hölscher AH, DeMeester S, DeMeester 
T, Salo J, Peters J, Lerut T, Swisher SG, Schröder W, 
Bollschweiler E, Hofstetter W. A multicenter study of sur-
vival after neoadjuvant radiotherapy/chemotherapy and 
esophagectomy for ypT0N0M0R0 esophageal cancer. Ann 
Surg 2010; 252: 744-749 [PMID: 21037429 DOI: 10.1097/
SLA.0b013e3181fb8dde]

14 Quackenbush J. Microarray analysis and tumor classifica-
tion. N Engl J Med 2006; 354: 2463-2472 [PMID: 16760446 
DOI: 10.1056/NEJMra042342]

15 Maher SG, Gillham CM, Duggan SP, Smyth PC, Miller N, 
Muldoon C, O’Byrne KJ, Sheils OM, Hollywood D, Reyn-
olds JV. Gene expression analysis of diagnostic biopsies 
predicts pathological response to neoadjuvant chemoradio-
therapy of esophageal cancer. Ann Surg 2009; 250: 729-737 
[PMID: 19801928 DOI: 10.1097/SLA.0b013e3181bce7e1]

16 Luthra R, Wu TT, Luthra MG, Izzo J, Lopez-Alvarez E, 
Zhang L, Bailey J, Lee JH, Bresalier R, Rashid A, Swisher 
SG, Ajani JA. Gene expression profiling of localized esopha-
geal carcinomas: association with pathologic response to 
preoperative chemoradiation. J Clin Oncol 2006; 24: 259-267 
[PMID: 16344314 DOI: 10.1200/JCO.2005.03.3688]

17 Schauer M, Janssen KP, Rimkus C, Raggi M, Feith M, 
Friess H, Theisen J. Microarray-based response predic-
tion in esophageal adenocarcinoma. Clin Cancer Res 2010; 
16: 330-337 [PMID: 20028767 DOI: 10.1158/1078-0432.
CCR-09-1673]

18 Motoori M, Takemasa I, Yamasaki M, Komori T, Takeno 
A, Miyata H, Takiguchi S, Fujiwara Y, Yasuda T, Yano M, 
Matsuura N, Matsubara K, Monden M, Mori M, Doki Y. 
Prediction of the response to chemotherapy in advanced 
esophageal cancer by gene expression profiling of biopsy 
samples. Int J Oncol 2010; 37: 1113-1120 [PMID: 20878059 
DOI: 10.3892/ijo_00000763]

19 Duong C, Greenawalt DM, Kowalczyk A, Ciavarella ML, 
Raskutti G, Murray WK, Phillips WA, Thomas RJ. Pre-
treatment gene expression profiles can be used to predict 
response to neoadjuvant chemoradiotherapy in esophageal 
cancer. Ann Surg Oncol 2007; 14: 3602-3609 [PMID: 17896157 
DOI: 10.1245/s10434-007-9550-1]

20 van ‘t Veer LJ, Dai H, van de Vijver MJ, He YD, Hart AA, 
Mao M, Peterse HL, van der Kooy K, Marton MJ, Witteveen 
AT, Schreiber GJ, Kerkhoven RM, Roberts C, Linsley PS, 
Bernards R, Friend SH. Gene expression profiling predicts 
clinical outcome of breast cancer. Nature 2002; 415: 530-536 
[PMID: 11823860 DOI: 10.1038/415530a]

21 Paik S, Shak S, Tang G, Kim C, Baker J, Cronin M, Baehner 
FL, Walker MG, Watson D, Park T, Hiller W, Fisher ER, 
Wickerham DL, Bryant J, Wolmark N. A multigene assay 
to predict recurrence of tamoxifen-treated, node-negative 
breast cancer. N Engl J Med 2004; 351: 2817-2826 [PMID: 
15591335 DOI: 10.1056/NEJMoa041588]

22 Lander ES, Linton LM, Birren B, Nusbaum C, Zody MC, 
Baldwin J, Devon K, Dewar K, Doyle M, FitzHugh W, Funke 
R, Gage D, Harris K, Heaford A, Howland J, Kann L, Lehoc-
zky J, LeVine R, McEwan P, McKernan K, Meldrim J, Mesi-

rov JP, Miranda C, Morris W, Naylor J, Raymond C, Rosetti 
M, Santos R, Sheridan A, Sougnez C, Stange-Thomann N, 
Stojanovic N, Subramanian A, Wyman D, Rogers J, Sulston J, 
Ainscough R, Beck S, Bentley D, Burton J, Clee C, Carter N, 
Coulson A, Deadman R, Deloukas P, Dunham A, Dunham 
I, Durbin R, French L, Grafham D, Gregory S, Hubbard T, 
Humphray S, Hunt A, Jones M, Lloyd      C, McMurray A, 
Matthews L, Mercer S, Milne S, Mullikin JC, Mungall A, 
Plumb R, Ross M, Shownkeen R, Sims S, Waterston RH, 
Wilson RK, Hillier LW, McPherson JD, Marra MA, Mardis 
ER, Fulton LA, Chinwalla AT, Pepin KH, Gish WR, Chis-
soe SL, Wendl MC, Delehaunty KD, Miner TL, Delehaunty 
A, Kramer JB, Cook LL, Fulton RS, Johnson DL, Minx PJ, 
Clifton SW, Hawkins T, Branscomb E, Predki P, Richardson 
P, Wenning S, Slezak T, Doggett N, Cheng JF, Olsen A, Lu-
cas S, Elkin C, Uberbacher E, Frazier M, Gibbs RA, Muzny 
DM, Scherer SE, Bouck JB, Sodergren EJ, Worley KC, Rives 
CM, Gorrell JH, Metzker ML, Naylor SL, Kucherlapati RS, 
Nelson DL, Weinstock GM, Sakaki Y, Fujiyama A, Hattori 
M, Yada T, Toyoda A, Itoh T, Kawagoe C, Watanabe H, 
Totoki Y, Taylor T, Weissenbach J, Heilig R, Saurin W, Arti-
guenave F, Brottier P, Bruls T, Pelletier E, Robert C, Wincker 
P, Smith DR, Doucette-Stamm L, Rubenfield M, Weinstock 
K, Lee HM, Dubois J, Rosenthal A, Platzer M, Nyakatura G, 
Taudien S, Rump A, Yang H, Yu J, Wang J, Huang G, Gu J, 
Hood L, Rowen L, Madan A, Qin S, Davis RW, Federspiel 
NA, Abola AP, Proctor MJ, Myers RM, Schmutz J, Dickson 
M, Grimwood J, Cox DR, Olson MV, Kaul R, Raymond C, 
Shimizu N, Kawasaki K, Minoshima S, Evans GA, Atha-
nasiou M, Schultz R, Roe BA, Chen F, Pan H, Ramser J, 
Lehrach H, Reinhardt R, McCombie WR, de la Bastide M, 
Dedhia N, Blocker H, Hornischer K, Nordsiek G, Agarwala 
R, Aravind L, Bailey JA, Bateman A, Batzoglou S, Birney E, 
Bork P, Brown DG, Burge CB, Cerutti L, Chen HC, Church 
D, Clamp M, Copley RR, Doerks T, Eddy SR, Eichler EE, 
Furey TS, Galagan J, Gilbert JG, Harmon C, Hayashizaki Y, 
Haussler D, Hermjakob H, Hokamp K, Jang W, Johnson LS, 
Jones TA, Kasif S, Kaspryzk A, Kennedy S, Kent WJ, Kitts P, 
Koonin EV, Korf I, Kulp D, Lancet D, Lowe TM, McLysaght 
A, Mikkelsen T, Moran JV, Mulder N, Pollara VJ, Ponting 
CP, Schuler G, Schultz J, Slater G, Smit AF, Stupka E, Szus-
takowski J, Thierry-Mieg D, Thierry-Mieg J, Wagner L, Wal-
lis J, Wheeler R, Williams A, Wolf YI, Wolfe KH, Yang SP, 
Yeh RF, Collins F, Guyer MS, Peterson J, Felsenfeld A, Wet-
terstrand KA, Patrinos A, Morgan MJ, de Jong P, Catanese 
JJ, Osoegawa K, Shizuya H, Choi S, Chen YJ; International 
Human Genome Sequencing C. Initial sequencing and ana-
lysis of the human genome. Nature 2001; 409: 860-921 [PMID: 
11237011 DOI: 10.1038/35057062]

23 Venter JC, Adams MD, Myers EW, Li PW, Mural RJ, Sutton 
GG, Smith HO, Yandell M, Evans CA, Holt RA, Gocayne JD, 
Amanatides P, Ballew RM, Huson DH, Wortman JR, Zhang 
Q, Kodira CD, Zheng XH, Chen L, Skupski M, Subramanian 
G, Thomas PD, Zhang J, Gabor Miklos GL, Nelson C, Broder 
S, Clark AG, Nadeau J, McKusick VA, Zinder N, Levine AJ, 
Roberts RJ, Simon M, Slayman C, Hunkapiller M, Bolanos R, 
Delcher A, Dew I, Fasulo D, Flanigan M, Florea L, Halpern A, 
Hannenhalli S, Kravitz S, Levy S, Mobarry C, Reinert K, Re-
mington K, Abu-Threideh J, Beasley E, Biddick K, Bonazzi 
V, Brandon R, Cargill M, Chandramouliswaran I, Charlab R, 
Chaturvedi K, Deng Z, Di Francesco V, Dunn P, Eilbeck K, 
Evangelista C, Gabrielian AE, Gan W, Ge W, Gong F, Gu Z, 
Guan P, Heiman TJ, Higgins ME, Ji RR, Ke Z, Ketchum KA, 
Lai Z, Lei Y, Li Z, Li J, Liang Y, Lin X, Lu F, Merkulov GV, 
Milshina N, Moore HM, Naik AK, Narayan VA, Neelam B, 
Nusskern D, Rusch DB, Salzberg S, Shao W, Shue B, Sun J, 
Wang Z, Wang A, Wang X, Wang J, Wei M, Wides R, Xiao 
C, Yan C, Yao A, Ye J, Zhan M, Zhang W, Zhang H, Zhao 
Q, Zheng L, Zhong F, Zhong W, Zhu S, Zhao S, Gilbert D, 
Baumhueter S, Spier G, Carter C, Cravchik A, Woodage T, 

August 15, 2014|Volume 5|Issue 3|WJGP|www.wjgnet.com 330

Uemura N et al . Predictive biomarkers in esophageal cancer



Ali F, An H, Awe A, Baldwin D, Baden H, Barnstead M, 
Barrow I, Beeson K, Busam D, Carver A, Center A, Cheng 
ML, Curry L, Danaher S, Davenport L, Desilets R, Dietz S, 
Dodson K, Doup L, Ferriera S, Garg N, Gluecksmann A, 
Hart B, Haynes J, Haynes C, Heiner C, Hladun S, Hostin 
D, Houck J, Howland T, Ibegwam C, Johnson J, Kalush F, 
Kline L, Koduru S, Love A, Mann F, May D, McCawley S, 
McIntosh T, McMullen I, Moy M, Moy L, Murphy B, Nelson 
K, Pfannkoch C, Pratts E, Puri V, Qureshi H, Reardon M, 
Rodriguez R, Rogers YH, Romblad D, Ruhfel B, Scott R, Sit-
ter C, Smallwood M, Stewart E, Strong R, Suh E, Thomas R, 
Tint NN, Tse S, Vech C, Wang G, Wetter J, Williams S, Wil-
liams M, Windsor S, Winn-Deen E, Wolfe K, Zaveri J, Zaveri 
K, Abril JF, Guigo R, Campbell MJ, Sjolander KV, Karlak 
B, Kejariwal A, Mi H, Lazareva B, Hatton T, Narechania A, 
Diemer K, Muruganujan A, Guo N, Sato S, Bafna V, Istrail S, 
Lippert R, Schwartz R, Walenz B, Yooseph S, Allen D, Basu 
A, Baxendale J, Blick L, Caminha M, Carnes-Stine J, Caulk 
P, Chiang YH, Coyne M, Dahlke C, Mays A, Dombroski M, 
Donnelly M, Ely D, Esparham S, Fosler C, Gire H, Glanow-
ski S, Glasser K, Glodek A, Gorokhov M, Graham K, Grop-
man B, Harris M, Heil J, Henderson S, Hoover J, Jennings 
D, Jordan C, Jordan J, Kasha J, Kagan L, Kraft C, Levitsky 
A, Lewis M, Liu X, Lopez J, Ma D, Majoros W, McDaniel J, 
Murphy S, Newman M, Nguyen T, Nguyen N, Nodell M, 
Pan S, Peck J, Peterson M, Rowe W, Sanders R, Scott J, Simp-
son M, Smith T, Sprague A, Stockwell T, Turner R, Venter 
E, Wang M, Wen M, Wu D, Wu M, Xia A, Zandieh A, Zhu 
X. The sequence of the human genome. Science 2001; 291: 
1304-1351 [PMID: 11181995 DOI: 10.1126/science.1058040]

24 Risch NJ. Searching for genetic determinants in the new 
millennium. Nature 2000; 405: 847-856 [PMID: 10866211 
DOI: 10.1038/35015718]

25 Glinsky GV. Integration of HapMap-based SNP pattern 
analysis and gene expression profiling reveals common SNP 
profiles for cancer therapy outcome predictor genes. Cell 
Cycle 2006; 5: 2613-2625 [PMID: 17172834]

26 Wu X, Gu J, Wu TT, Swisher SG, Liao Z, Correa AM, Liu J, 
Etzel CJ, Amos CI, Huang M, Chiang SS, Milas L, Hittelman 
WN, Ajani JA. Genetic variations in radiation and chemo-
therapy drug action pathways predict clinical outcomes in 
esophageal cancer. J Clin Oncol 2006; 24: 3789-3798 [PMID: 
16785472 DOI: 10.1200/JCO.2005.03.6640]

27 Warnecke-Eberz U, Vallböhmer D, Alakus H, Kütting F, 
Lurje G, Bollschweiler E, Wienand-Dorweiler A, Dreb-
ber U, Hölscher AH, Metzger R. ERCC1 and XRCC1 gene 
polymorphisms predict response to neoadjuvant radioche-
motherapy in esophageal cancer. J Gastrointest Surg 2009; 
13: 1411-1421 [PMID: 19421825 DOI: 10.1007/s11605-009-
0881-z]

28 Houtsmuller AB, Rademakers S, Nigg AL, Hoogstraten 
D, Hoeijmakers JH, Vermeulen W. Action of DNA repair 
endonuclease ERCC1/XPF in living cells. Science 1999; 284: 
958-961 [PMID: 10320375]

29 Kim MK, Cho KJ, Kwon GY, Park SI, Kim YH, Kim JH, 
Song HY, Shin JH, Jung HY, Lee GH, Choi KD, Kim SB. 
ERCC1 predicting chemoradiation resistance and poor 
outcome in oesophageal cancer. Eur J Cancer 2008; 44: 54-60 
[PMID: 17976974 DOI: 10.1016/j.ejca.2007.09.006]

30 Schneider S, Uchida K, Brabender J, Baldus SE, Yochim J, 
Danenberg KD, Salonga D, Chen P, Tsao-Wei D, Groshen S, 
Hoelscher AH, Schneider PM, Danenberg PV. Downregu-
lation of TS, DPD, ERCC1, GST-Pi, EGFR, and HER2 gene 
expression after neoadjuvant three-modality treatment in 
patients with esophageal cancer. J Am Coll Surg 2005; 200: 
336-344 [PMID: 15737843 DOI: 10.1016/j.jamcollsurg.2004.1
0.035]

31 Brabender J, Vallböhmer D, Grimminger P, Hoffmann AC, 
Ling F, Lurje G, Bollschweiler E, Schneider PM, Hölscher 
AH, Metzger R. ERCC1 RNA expression in peripheral blood 

predicts minor histopathological response to neoadjuvant 
radio-chemotherapy in patients with locally advanced can-
cer of the esophagus. J Gastrointest Surg 2008; 12: 1815-1821 
[PMID: 18769985 DOI: 10.1007/s11605-008-0668-7]

32 Ando Y, Saka H, Ando M, Sawa T, Muro K, Ueoka H, Yo-
koyama A, Saitoh S, Shimokata K, Hasegawa Y. Polymor-
phisms of UDP-glucuronosyltransferase gene and irinotecan 
toxicity: a pharmacogenetic analysis. Cancer Res 2000; 60: 
6921-6926 [PMID: 11156391]

33 Minami H, Sai K, Saeki M, Saito Y, Ozawa S, Suzuki K, 
Kaniwa N, Sawada J, Hamaguchi T, Yamamoto N, Shirao 
K, Yamada Y, Ohmatsu H, Kubota K, Yoshida T, Ohtsu A, 
Saijo N. Irinotecan pharmacokinetics/pharmacodynam-
ics and UGT1A genetic polymorphisms in Japanese: roles 
of UGT1A1*6 and *28. Pharmacogenet Genomics 2007; 17: 
497-504 [PMID: 17558305]

34 Bhatti I, Lee A, Lund J, Larvin M. Small RNA: a large 
contributor to carcinogenesis? J Gastrointest Surg 2009; 13: 
1379-1388 [PMID: 19373515 DOI: 10.1007/s11605-009-0887-6]

35 Wightman B, Ha I, Ruvkun G. Posttranscriptional regula-
tion of the heterochronic gene lin-14 by lin-4 mediates tem-
poral pattern formation in C. elegans. Cell 1993; 75: 855-862 
[PMID: 8252622]

36 Guo Y, Chen Z, Zhang L, Zhou F, Shi S, Feng X, Li B, Meng 
X, Ma X, Luo M, Shao K, Li N, Qiu B, Mitchelson K, Cheng 
J, He J. Distinctive microRNA profiles relating to patient 
survival in esophageal squamous cell carcinoma. Cancer Res 
2008; 68: 26-33 [PMID: 18172293 DOI: 10.1158/0008-5472.
CAN-06-4418]

37 Hu Y, Correa AM, Hoque A, Guan B, Ye F, Huang J, Swish-
er SG, Wu TT, Ajani JA, Xu XC. Prognostic significance of 
differentially expressed miRNAs in esophageal cancer. Int 
J Cancer 2011; 128: 132-143 [PMID: 20309880 DOI: 10.1002/
ijc.25330]

38 Mathé EA, Nguyen GH, Bowman ED, Zhao Y, Budhu A, 
Schetter AJ, Braun R, Reimers M, Kumamoto K, Hughes 
D, Altorki NK, Casson AG, Liu CG, Wang XW, Yanaihara 
N, Hagiwara N, Dannenberg AJ, Miyashita M, Croce CM, 
Harris CC. MicroRNA expression in squamous cell carci-
noma and adenocarcinoma of the esophagus: associations 
with survival. Clin Cancer Res 2009; 15: 6192-6200 [PMID: 
19789312 DOI: 10.1158/1078-0432.CCR-09-1467]

39 Akagi I, Miyashita M, Ishibashi O, Mishima T, Kikuchi K, 
Makino H, Nomura T, Hagiwara N, Uchida E, Takizawa 
T. Relationship between altered expression levels of 
MIR21, MIR143, MIR145, and MIR205 and clinicopatho-
logic features of esophageal squamous cell carcinoma. Dis 
Esophagus 2011; 24: 523-530 [PMID: 21453382 DOI: 10.1111/
j.1442-2050.2011.01177.x]

40 Odenthal M, Bollschweiler E, Grimminger PP, Schröder W, 
Brabender J, Drebber U, Hölscher AH, Metzger R, Vallböh-
mer D. MicroRNA profiling in locally advanced esophageal 
cancer indicates a high potential of miR-192 in prediction 
of multimodality therapy response. Int J Cancer 2013; 133: 
2454-2463 [PMID: 23649428 DOI: 10.1002/ijc.28253]

41 Ko MA, Zehong G, Virtanen C, Guindi M, Waddell TK, 
Keshavjee S, Darling GE. MicroRNA expression profiling 
of esophageal cancer before and after induction chemora-
diotherapy. Ann Thorac Surg 2012; 94: 1094-1102; discussion 
1102-1103 [PMID: 22939244 DOI: 10.1016/j.athoracsur.2012.
04.145]

42 Hong L, Han Y, Zhang H, Li M, Gong T, Sun L, Wu K, 
Zhao Q, Fan D. The prognostic and chemotherapeutic value 
of miR-296 in esophageal squamous cell carcinoma. Ann 
Surg 2010; 251: 1056-1063 [PMID: 20485139 DOI: 10.1097/
SLA.0b013e3181dd4ea9]

43 Tanaka K, Miyata H, Yamasaki M, Sugimura K, Takahashi 
T, Kurokawa Y, Nakajima K, Takiguchi S, Mori M, Doki Y. 
Circulating miR-200c levels significantly predict response to 
chemotherapy and prognosis of patients undergoing neoad-

August 15, 2014|Volume 5|Issue 3|WJGP|www.wjgnet.com 331

Uemura N et al . Predictive biomarkers in esophageal cancer



juvant chemotherapy for esophageal cancer. Ann Surg Oncol 
2013; 20 Suppl 3: S607-S615 [PMID: 23838916 DOI: 10.1245/
s10434-013-3093-4]

44 Hamano R, Miyata H, Yamasaki M, Kurokawa Y, Hara J, 
Moon JH, Nakajima K, Takiguchi S, Fujiwara Y, Mori M, 
Doki Y. Overexpression of miR-200c induces chemore-
sistance in esophageal cancers mediated through activa-
tion of the Akt signaling pathway. Clin Cancer Res 2011; 
17: 3029-3038 [PMID: 21248297 DOI: 10.1158/1078-0432.
CCR-10-2532]

45 Lynam-Lennon N, Reynolds JV, Marignol L, Sheils OM, 
Pidgeon GP, Maher SG. MicroRNA-31 modulates tumour 
sensitivity to radiation in oesophageal adenocarcinoma. J 
Mol Med (Berl) 2012; 90: 1449-1458 [PMID: 22706599 DOI: 
10.1007/s00109-012-0924-x]

46 Zhang J, Zhao H, Gao Y, Zhang W. Secretory miRNAs as 
novel cancer biomarkers. Biochim Biophys Acta 2012; 1826: 
32-43 [PMID: 22440944 DOI: 10.1016/j.bbcan.2012.03.001]

47 Chen G, Gharib TG, Huang CC, Taylor JM, Misek DE, Kar-
dia SL, Giordano TJ, Iannettoni MD, Orringer MB, Hanash 
SM, Beer DG. Discordant protein and mRNA expression in 
lung adenocarcinomas. Mol Cell Proteomics 2002; 1: 304-313 
[PMID: 12096112]

48 Varambally S, Yu J, Laxman B, Rhodes DR, Mehra R, Tom-
lins SA, Shah RB, Chandran U, Monzon FA, Becich MJ, Wei 
JT, Pienta KJ, Ghosh D, Rubin MA, Chinnaiyan AM. Integra-
tive genomic and proteomic analysis of prostate cancer re-
veals signatures of metastatic progression. Cancer Cell 2005; 8: 
393-406 [PMID: 16286247 DOI: 10.1016/j.ccr.2005.10.001]

49 Gygi SP, Rochon Y, Franza BR, Aebersold R. Correlation 
between protein and mRNA abundance in yeast. Mol Cell 
Biol 1999; 19: 1720-1730 [PMID: 10022859]

50 Uemura N, Nakanishi Y, Kato H, Saito S, Nagino M, Hiro-
hashi S, Kondo T. Transglutaminase 3 as a prognostic bio-
marker in esophageal cancer revealed by proteomics. Int J 
Cancer 2009; 124: 2106-2115 [PMID: 19142970 DOI: 10.1002/
ijc.24194]

51 Hanash SM, Pitteri SJ, Faca VM. Mining the plasma pro-
teome for cancer biomarkers. Nature 2008; 452: 571-579 
[PMID: 18385731 DOI: 10.1038/nature06916]

52 Cox J, Mann M. Is proteomics the new genomics? Cell 2007; 
130: 395-398 [PMID: 17693247 DOI: 10.1016/j.cell.2007.07.032]

53 Aichler M, Elsner M, Ludyga N, Feuchtinger A, Zangen V, 
Maier SK, Balluff B, Schöne C, Hierber L, Braselmann H, 
Meding S, Rauser S, Zischka H, Aubele M, Schmitt M, Feith 
M, Hauck SM, Ueffing M, Langer R, Kuster B, Zitzelsberger 
H, Höfler H, Walch AK. Clinical response to chemotherapy 
in oesophageal adenocarcinoma patients is linked to defects 
in mitochondria. J Pathol 2013; 230: 410-419 [PMID: 23592244 
DOI: 10.1002/path.4199]

54 Maher SG, McDowell DT, Collins BC, Muldoon C, Gallagh-
er WM, Reynolds JV. Serum proteomic profiling reveals that 
pretreatment complement protein levels are predictive of 
esophageal cancer patient response to neoadjuvant chemo-
radiation. Ann Surg 2011; 254: 809-816; discussion 816-817 
[PMID: 22005152 DOI: 10.1097/SLA.0b013e31823699f2]

55 Fung ET. A recipe for proteomics diagnostic test develop-
ment: the OVA1 test, from biomarker discovery to FDA 
clearance. Clin Chem 2010; 56: 327-329 [PMID: 20110452 DOI: 
10.1373/clinchem.2009.140855]

56 Kondo T, Suehara Y, Kikuta K, Kubota D, Tajima T, Mukai-
hara K, Ichikawa H, Kawai A. Proteomic approach toward 
personalized sarcoma treatment: lessons from prognostic 
biomarker discovery in gastrointestinal stromal tumor. 
Proteomics Clin Appl 2013; 7: 70-78 [PMID: 23281253 DOI: 
10.1002/prca.201200085]

57 Taylor CR, Levenson RM. Quantification of immunohis-
tochemistry--issues concerning methods, utility and semi-
quantitative assessment II. Histopathology 2006; 49: 411-424 
[PMID: 16978205 DOI: 10.1111/j.1365-2559.2006.02513.x]

58 Al-Hajj M, Wicha MS, Benito-Hernandez A, Morrison SJ, 
Clarke MF. Prospective identification of tumorigenic breast 
cancer cells. Proc Natl Acad Sci USA 2003; 100: 3983-3988 
[PMID: 12629218 DOI: 10.1073/pnas.0530291100]

59 Zhu L, Gibson P, Currle DS, Tong Y, Richardson RJ, Bayazi-
tov IT, Poppleton H, Zakharenko S, Ellison DW, Gilbertson 
RJ. Prominin 1 marks intestinal stem cells that are suscep-
tible to neoplastic transformation. Nature 2009; 457: 603-607 
[PMID: 19092805 DOI: 10.1038/nature07589]

60 O’Brien CA, Pollett A, Gallinger S, Dick JE. A human colon 
cancer cell capable of initiating tumour growth in immuno-
deficient mice. Nature 2007; 445: 106-110 [PMID: 17122772 
DOI: 10.1038/nature05372]

61 Vermeulen L, De Sousa E Melo F, van der Heijden M, Cam-
eron K, de Jong JH, Borovski T, Tuynman JB, Todaro M, 
Merz C, Rodermond H, Sprick MR, Kemper K, Richel DJ, 
Stassi G, Medema JP. Wnt activity defines colon cancer stem 
cells and is regulated by the microenvironment. Nat Cell Biol 
2010; 12: 468-476 [PMID: 20418870 DOI: 10.1038/ncb2048]

62 Phillips TM, McBride WH, Pajonk F. The response of 
CD24(-/low)/CD44+ breast cancer-initiating cells to radia-
tion. J Natl Cancer Inst 2006; 98: 1777-1785 [PMID: 17179479 
DOI: 10.1093/jnci/djj495]

63 Todaro M, Alea MP, Di Stefano AB, Cammareri P, Vermeu-
len L, Iovino F, Tripodo C, Russo A, Gulotta G, Medema 
JP, Stassi G. Colon cancer stem cells dictate tumor growth 
and resist cell death by production of interleukin-4. Cell 
Stem Cell 2007; 1: 389-402 [PMID: 18371377 DOI: 10.1016/
j.stem.2007.08.001]

64 Smit JK, Faber H, Niemantsverdriet M, Baanstra M, Bussink 
J, Hollema H, van Os RP, Plukker JT, Coppes RP. Prediction 
of response to radiotherapy in the treatment of esophageal 
cancer using stem cell markers. Radiother Oncol 2013; 107: 
434-441 [PMID: 23684587 DOI: 10.1016/j.radonc.2013.03.027]

65 Yamamoto Y, Yamai H, Seike J, Yoshida T, Takechi H, Fu-
rukita Y, Kajiura K, Minato T, Bando Y, Tangoku A. Prog-
nosis of esophageal squamous cell carcinoma in patients 
positive for human epidermal growth factor receptor family 
can be improved by initial chemotherapy with docetaxel, 
fluorouracil, and cisplatin. Ann Surg Oncol 2012; 19: 757-765 
[PMID: 21947696 DOI: 10.1245/s10434-011-2071-y]

66 Akamatsu M, Matsumoto T, Oka K, Yamasaki S, Sonoue 
H, Kajiyama Y, Tsurumaru M, Sasai K. c-erbB-2 oncopro-
tein expression related to chemoradioresistance in esopha-
geal squamous cell carcinoma. Int J Radiat Oncol Biol Phys 
2003; 57: 1323-1327 [PMID: 14630269 DOI: 10.1016/S0360-
3016(03)00782-X]

67 Arsenijevic T, Micev M, Nikolic V, Gavrilovic D, Radulovic 
S, Pesko P. Is there a correlation between molecular markers 
and response to neoadjuvant chemoradiotherapy in locally 
advanced squamous cell esophageal cancer? J BUON 2012; 
17: 706-711 [PMID: 23335529]

68 Schena M, La Rovere E, Solerio D, Bustreo S, Barone C, Dan-
iele L, Buffoni L, Bironzo P, Sapino A, Gasparri G, Ciuffreda L, 
Ricardi U. Neoadjuvant chemo-radiotherapy for locally ad-
vanced esophageal cancer: a monocentric study. Tumori 2012; 
98: 451-457 [PMID: 23052161 DOI: 10.1700/1146.12639]

69 Vallböhmer D, Lenz HJ. Predictive and prognostic mo-
lecular markers in outcome of esophageal cancer. Dis 
Esophagus 2006; 19: 425-432 [PMID: 17069584 DOI: 10.1111/
j.1442-2050.2006.00622.x]

70 Kitamura K, Saeki H, Kawaguchi H, Araki K, Ohno S, Ku-
wano H, Maehara Y, Sugimachi K. Immunohistochemical 
status of the p53 protein and Ki-67 antigen using biopsied 
specimens can predict a sensitivity to neoadjuvant therapy 
in patients with esophageal cancer. Hepatogastroenterology 
2000; 47: 419-423 [PMID: 10791203]

71 Shimada Y, Watanabe G, Yamasaki S, Maeda M, Kawabe 
A, Kaganoi JI, Itami A, Fukumoto M, Kanda Y, Imamura M. 
Histological response of cisplatin predicts patients’ survival 

August 15, 2014|Volume 5|Issue 3|WJGP|www.wjgnet.com 332

Uemura N et al . Predictive biomarkers in esophageal cancer



in oesophageal cancer and p53 protein accumulation in pre-
treatment biopsy is associated with cisplatin sensitivity. Eur 
J Cancer 2000; 36: 987-993 [PMID: 10885602]

72 Sarbia M, Ott N, Pühringer-Oppermann F, Brücher BL. The 
predictive value of molecular markers (p53, EGFR, ATM, 
CHK2) in multimodally treated squamous cell carcinoma 
of the oesophagus. Br J Cancer 2007; 97: 1404-1408 [PMID: 
17940507 DOI: 10.1038/sj.bjc.6604037]

73 Zhang SS, Huang QY, Yang H, Xie X, Luo KJ, Wen J, Cai 
XL, Yang F, Hu Y, Fu JH. Correlation of p53 status with the 
response to chemotherapy-based treatment in esophageal 
cancer: a meta-analysis. Ann Surg Oncol 2013; 20: 2419-2427 
[PMID: 23515910 DOI: 10.1245/s10434-012-2859-4]

74 Kishi K, Doki Y, Yano M, Yasuda T, Fujiwara Y, Takiguchi 
S, Kim S, Higuchi I, Monden M. Reduced MLH1 expression 
after chemotherapy is an indicator for poor prognosis in 
esophageal cancers. Clin Cancer Res 2003; 9: 4368-4375 [PMID: 
14555508]

75 Nam TK, Lee JH, Cho SH, Chung IJ, Ahn SJ, Song JY, Yoon 
MS, Chung WK, Nah BS. Low hMLH1 expression prior to 
definitive chemoradiotherapy predicts poor prognosis in 
esophageal squamous cell carcinoma. Cancer Lett 2008; 260: 
109-117 [PMID: 18053639 DOI: 10.1016/j.canlet.2007.10.026]

76 Uehara H, Miyamoto M, Kato K, Cho Y, Kurokawa T, Mu-
rakami S, Fukunaga A, Ebihara Y, Kaneko H, Hashimoto H, 
Murakami Y, Shichinohe T, Kawarada Y, Itoh T, Okushiba 
S, Kondo S, Katoh H. Deficiency of hMLH1 and hMSH2 
expression is a poor prognostic factor in esophageal squa-
mous cell carcinoma. J Surg Oncol 2005; 92: 109-115 [PMID: 
16231369 DOI: 10.1002/jso.20332]

77 Alexander BM, Wang XZ, Niemierko A, Weaver DT, Mak 
RH, Roof KS, Fidias P, Wain J, Choi NC. DNA repair bio-
markers predict response to neoadjuvant chemoradiothera-
py in esophageal cancer. Int J Radiat Oncol Biol Phys 2012; 83: 
164-171 [PMID: 22000749 DOI: 10.1016/j.ijrobp.2011.05.033]

78 Langer R, Feith M, Siewert JR, Wester HJ, Hoefler H. Ex-
pression and clinical significance of glucose regulated 
proteins GRP78 (BiP) and GRP94 (GP96) in human adeno-
carcinomas of the esophagus. BMC Cancer 2008; 8: 70 [PMID: 
18331622 DOI: 10.1186/1471-2407-8-70]

79 Langer R, Ott K, Specht K, Becker K, Lordick F, Burian M, 
Herrmann K, Schrattenholz A, Cahill MA, Schwaiger M, 
Hofler H, Wester HJ. Protein expression profiling in esopha-
geal adenocarcinoma patients indicates association of heat-
shock protein 27 expression and chemotherapy response. 
Clin Cancer Res 2008; 14: 8279-8287 [PMID: 19088045 DOI: 
10.1158/1078-0432.CCR-08-0679]

80 Slotta-Huspenina J, Wolff C, Drecoll E, Feith M, Bettstet-
ter M, Malinowsky K, Bauer L, Becker K, Ott K, Höfler H, 
Becker KF, Langer R. A specific expression profile of heat-
shock proteins and glucose-regulated proteins is associated 
with response to neoadjuvant chemotherapy in oesophageal 
adenocarcinomas. Br J Cancer 2013; 109: 370-378 [PMID: 
23839491 DOI: 10.1038/bjc.2013.319]

81 Makuuchi Y, Honda K, Osaka Y, Kato K, Kojima T, Daiko H, 
Igaki H, Ito Y, Hoshino S, Tachibana S, Watanabe T, Furuta 
K, Sekine S, Umaki T, Watabe Y, Miura N, Ono M, Tsuchida 
A, Yamada T. Soluble interleukin-6 receptor is a serum bio-
marker for the response of esophageal carcinoma to neoad-
juvant chemoradiotherapy. Cancer Sci 2013; 104: 1045-1051 
[PMID: 23648090 DOI: 10.1111/cas.12187]

82 Brabender J, Metzger R, Vallböhmer D, Ling F, Neiss S, 
Bollschweiler E, Schneider PM, Hölscher AH, Grimminger 
PP. Roles of thymidylate synthase and dihydropyrimi-
dine dehydrogenase expression in blood as predictors of 
response to multimodal therapy in esophageal cancer. 
Surgery 2012; 151: 306-312 [PMID: 21982526 DOI: 10.1016/
j.surg.2011.07.018]

83 Sato H, Tsubosa Y, Kawano T. Correlation between the pre-
therapeutic neutrophil to lymphocyte ratio and the patho-

logic response to neoadjuvant chemotherapy in patients 
with advanced esophageal cancer. World J Surg 2012; 36: 
617-622 [PMID: 22223293 DOI: 10.1007/s00268-011-1411-1]

84 Noble F, Hopkins J, Curtis N, Kelly JJ, Bailey IS, Byrne JP, 
Bateman AC, Bateman AR, Underwood TJ. The role of sys-
temic inflammatory and nutritional blood-borne markers 
in predicting response to neoadjuvant chemotherapy and 
survival in oesophagogastric cancer. Med Oncol 2013; 30: 596 
[PMID: 23690267 DOI: 10.1007/s12032-013-0596-6]

85 Hsu PK, Chien LI, Huang CS, Hsieh CC, Wu YC, Hsu WH, 
Chou TY. Comparison of survival among neoadjuvant 
chemoradiation responders, non-responders and patients 
receiving primary resection for locally advanced oesopha-
geal squamous cell carcinoma: does neoadjuvant chemora-
diation benefit all? Interact Cardiovasc Thorac Surg 2013; 17: 
460-466 [PMID: 23728085 DOI: 10.1093/icvts/ivt216]

86 Ando N, Kato H, Igaki H, Shinoda M, Ozawa S, Shimizu H, 
Nakamura T, Yabusaki H, Aoyama N, Kurita A, Ikeda K, 
Kanda T, Tsujinaka T, Nakamura K, Fukuda H. A random-
ized trial comparing postoperative adjuvant chemotherapy 
with cisplatin and 5-fluorouracil versus preoperative che-
motherapy for localized advanced squamous cell carcinoma 
of the thoracic esophagus (JCOG9907). Ann Surg Oncol 2012; 
19: 68-74 [PMID: 21879261 DOI: 10.1245/s10434-011-2049-9]

87 Almhanna K, Shridhar R, Meredith KL. Neoadjuvant or 
adjuvant therapy for resectable esophageal cancer: is there 
a standard of care? Cancer Control 2013; 20: 89-96 [PMID: 
23571699]

88 Nakamura K, Kato K, Igaki H, Ito Y, Mizusawa J, Ando N, 
Udagawa H, Tsubosa Y, Daiko H, Hironaka S, Fukuda H, 
Kitagawa Y. Three-arm phase III trial comparing cisplatin 
plus 5-FU (CF) versus docetaxel, cisplatin plus 5-FU (DCF) 
versus radiotherapy with CF (CF-RT) as preoperative 
therapy for locally advanced esophageal cancer (JCOG1109, 
NExT study). Jpn J Clin Oncol 2013; 43: 752-755 [PMID: 
23625063 DOI: 10.1093/jjco/hyt061]

89 Hötte GJ, Linam-Lennon N, Reynolds JV, Maher SG. Radia-
tion sensitivity of esophageal adenocarcinoma: the contribu-
tion of the RNA-binding protein RNPC1 and p21-mediated 
cell cycle arrest to radioresistance. Radiat Res 2012; 177: 
272-279 [PMID: 22214381]

90 Kurashige J, Watanabe M, Iwatsuki M, Kinoshita K, Saito 
S, Nagai Y, Ishimoto T, Baba Y, Mimori K, Baba H. RPN2 
expression predicts response to docetaxel in oesophageal 
squamous cell carcinoma. Br J Cancer 2012; 107: 1233-1238 
[PMID: 22955852 DOI: 10.1038/bjc.2012.396]

91 Lepage C, Rachet B, Jooste V, Faivre J, Coleman MP. Con-
tinuing rapid increase in esophageal adenocarcinoma in 
England and Wales. Am J Gastroenterol 2008; 103: 2694-2699 
[PMID: 18853967 DOI: 10.1111/j.1572-0241.2008.02191.x]

92 Pohl H, Welch HG. The role of overdiagnosis and reclas-
sification in the marked increase of esophageal adenocarci-
noma incidence. J Natl Cancer Inst 2005; 97: 142-146 [PMID: 
15657344 DOI: 10.1093/jnci/dji024]

93 Merkow RP, Bilimoria KY, McCarter MD, Chow WB, Ko 
CY, Bentrem DJ. Use of multimodality neoadjuvant therapy 
for esophageal cancer in the United States: assessment of 
987 hospitals. Ann Surg Oncol 2012; 19: 357-364 [PMID: 
21769460 DOI: 10.1245/s10434-011-1945-3]

94 Bollschweiler E, Metzger R, Drebber U, Baldus S, Vall-
böhmer D, Kocher M, Hölscher AH. Histological type of 
esophageal cancer might affect response to neo-adjuvant 
radiochemotherapy and subsequent prognosis. Ann Oncol 
2009; 20: 231-238 [PMID: 18836090 DOI: 10.1093/annonc/
mdn622]

95 Pennathur A, Luketich JD. Resection for esophageal cancer: 
strategies for optimal management. Ann Thorac Surg 2008; 
85: S751-S756 [PMID: 18222210 DOI: 10.1016/j.athoracsur.20
07.11.078]

96 Pennathur A, Zhang J, Chen H, Luketich JD. The “best op-

August 15, 2014|Volume 5|Issue 3|WJGP|www.wjgnet.com 333

Uemura N et al . Predictive biomarkers in esophageal cancer



eration” for esophageal cancer? Ann Thorac Surg 2010; 89: 
S2163-S2167 [PMID: 20494003 DOI: 10.1016/j.athoracsur.201
0.03.068]

97 Hagen JA, DeMeester SR, Peters JH, Chandrasoma P, De-
Meester TR. Curative resection for esophageal adenocarci-
noma: analysis of 100 en bloc esophagectomies. Ann Surg 
2001; 234: 520-530; discussion 530-531 [PMID: 11573045]

98 Orringer MB, Marshall B, Iannettoni MD. Transhiatal esoph-
agectomy: clinical experience and refinements. Ann Surg 
1999; 230: 392-400; discussion 400-403 [PMID: 10493486]

99 Altorki N, Kent M, Ferrara C, Port J. Three-field lymph 
node dissection for squamous cell and adenocarcinoma of 
the esophagus. Ann Surg 2002; 236: 177-183 [PMID: 12170022 
DOI: 10.1097/01.SLA.0000021583.51164.F4]

100 Swanson SJ, Batirel HF, Bueno R, Jaklitsch MT, Lukanich 
JM, Allred E, Mentzer SJ, Sugarbaker DJ. Transthoracic 
esophagectomy with radical mediastinal and abdominal 
lymph node dissection and cervical esophagogastros-
tomy for esophageal carcinoma. Ann Thorac Surg 2001; 72: 
1918-1924; discussion 1918-1924 [PMID: 11789772]

101 Visbal AL, Allen MS, Miller DL, Deschamps C, Trastek VF, 
Pairolero PC. Ivor Lewis esophagogastrectomy for esopha-
geal cancer. Ann Thorac Surg 2001; 71: 1803-1808 [PMID: 
11426751]

102 Hiranyatheb P, Osugi H. Radical lymphadenectomy in 
esophageal cancer: from the past to the present. Dis Esopha-
gus 2013 Jun 24; Epub ahead of print [PMID: 23796327 DOI: 

10.1111/dote.12091]
103 Wong J, Weber J, Almhanna K, Hoffe S, Shridhar R, Karl R, 

Meredith KL. Extent of lymphadenectomy does not predict 
survival in patients treated with primary esophagectomy. J 
Gastrointest Surg 2013; 17: 1562-1568; discussion 1569 [PMID: 
23818125 DOI: 10.1007/s11605-013-2259-5]

104 Stiles BM, Nasar A, Mirza FA, Lee PC, Paul S, Port JL, Al-
torki NK. Worldwide Oesophageal Cancer Collaboration 
guidelines for lymphadenectomy predict survival follow-
ing neoadjuvant therapy. Eur J Cardiothorac Surg 2012; 42: 
659-664 [PMID: 22491667 DOI: 10.1093/ejcts/ezs105]

105 Akutsu Y, Yasuda S, Nagata M, Izumi Y, Okazumi S, Shi-
mada H, Nakatani Y, Tsujii H, Kamada T, Yamada S, Mat-
subara H. A phase I/II clinical trial of preoperative short-
course carbon-ion radiotherapy for patients with squamous 
cell carcinoma of the esophagus. J Surg Oncol 2012; 105: 
750-755 [PMID: 22012645 DOI: 10.1002/jso.22127]

106 Forde PM, Kelly RJ. Chemotherapeutic and targeted strate-
gies for locally advanced and metastatic esophageal can-
cer. J Thorac Oncol 2013; 8: 673-684 [PMID: 23591158 DOI: 
10.1097/JTO.0b013e31828b5172]

107 Toomey PG, Vohra NA, Ghansah T, Sarnaik AA, Pilon-
Thomas SA. Immunotherapy for gastrointestinal malignan-
cies. Cancer Control 2013; 20: 32-42 [PMID: 23302905]

108 Saijo N. Critical comments for roles of biomarkers in the 
diagnosis and treatment of cancer. Cancer Treat Rev 2012; 38: 
63-67 [PMID: 21652149 DOI: 10.1016/j.ctrv.2011.02.004]

P- Reviewer: Goenka MK, Kim GH, Scherer A    S- Editor: Ji FF    
L- Editor: Roemmele A    E- Editor: Lu YJ

August 15, 2014|Volume 5|Issue 3|WJGP|www.wjgnet.com 334

Uemura N et al . Predictive biomarkers in esophageal cancer



                                      © 2014 Baishideng Publishing Group Inc. All rights reserved.

Published by Baishideng Publishing Group Inc
8226 Regency Drive, Pleasanton, CA 94588, USA

Telephone: +1-925-223-8242
Fax: +1-925-223-8243

E-mail: bpgoffice@wjgnet.com
Help Desk: http://www.wjgnet.com/esps/helpdesk.aspx

http://www.wjgnet.com


