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Hlapčić, I.; Shakibaei, M.;

Brockmueller, A.; Krušlin, B.; Ljubičić,
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Abstract: Drug-specific therapeutic approaches for colorectal cancer (CRC) have contributed to
significant improvements in patient health. Nevertheless, there is still a great need to improve
the personalization of treatments based on genetic and epigenetic tumor profiles to maximize the
quality and efficacy while limiting cytotoxicity. Currently, CEA and CA 19-9 are the only validated
blood biomarkers in clinical practice. For this reason, laboratories are trying to identify new specific
prognostics and, more importantly, predictive biomarkers for CRC patient profiling. Thus, the unique
landscape of personalized biomarker data should have a clinical impact on CRC treatment strategies
and molecular genetic screening tests should become the standard method for diagnosing CRC. This
review concentrates on recent molecular testing in CRC and discusses the potential modifications
in CRC assay methodology with the upcoming clinical application of novel genomic approaches.
While mechanisms for analyzing circulating tumor DNA have been proven too inaccurate, detecting
and analyzing circulating tumor cells and protein analysis of exosomes represent more promising
options. Blood liquid biopsy offers good prospects for the future if the results align with pathologists’
tissue analyses. Overall, early detection, accurate diagnosis and treatment monitoring for CRC with
specific markers and targeted molecular testing may benefit many patients.
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1. Introduction

Colorectal cancer (CRC) represents the second most common cause of cancer-related
death globally [1], with annual incidence approaching two million cases worldwide [2]
(Figure 1). Moreover, CRC incidence is rising in low-income and middle-income coun-
tries [1]. The disease results from the accumulation of multiple genetic and epigenetic
modifications that lead to the transformation of colonic epithelial cells into invasive and
aggressive adenocarcinomas [3,4]. The lack of and inadequate response to numerous
mono-target therapies in cancer treatments emphasizes that personalized diagnostic and
therapeutic approaches are necessary for effective strategies that target not only tumor cells,
but more importantly, the multicellular tumor microenvironment for improved patient
outcomes. Nevertheless, one of the most important keys to successful treatment of this
malignant tumor and patient survival is not only the early diagnosis of the disease but also
controlling tumor dissemination and progression [5]. For example, the 5-year survival rate
for patients with early diagnosis is approximately 90%. In contrast, the survival rate for
patients with regional lymph node metastasis is around 70%, and for those with distant
metastases it is only 13% [6,7].
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Figure 1. Molecular basis of CRC. Colorectal cancer is based on gene mutations, familial or heredi-
tary CRC. The indication of total numbers refers to Global Cancer Statistics 2018 [3]. For world-
wide incidence and mortality, colorectal cancer cases from 185 countries in 2018 were totaled. 
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portant to note that 1–2% of CRC has been associated with chronic inflammatory condi-
tions such as ulcerative colitis and Crohn's disease. The risk increases with the longer du-
ration of ongoing inflammation [15] caused also by the dysbiosis in the gut [16] and inap-
propriate nutrition patterns and deteriorating life-style conditions [17]. Chromosomal in-
stability (CIN), as an essential molecular pathway of malignant transformation, mainly 
affects genes such as APC, KRAS, PIK3CA, and TP53 [18]. In addition, the adenoma–car-
cinoma sequence offers potential for screening and surveillance; e.g., connexin 43 expres-
sion in colonic adenomas is linked with high-grade dysplasia and colonic mucosa sur-
rounding adenomas [19]. APC mutations lead to nuclear beta-catenin translocations and 
the transcription of genes participating in carcinogenesis and invasion processes. KRAS 
and PIK3CA mutations lead to continuous activation of mitogen-activated protein kinase 
(MAPK) pathways, which, in turn, increases cell proliferation, whereas TP53 mutations 
lead to the loss of the p53 function and uncontrolled cell cycle [18]. Finally, epigenetic 

Figure 1. Molecular basis of CRC. Colorectal cancer is based on gene mutations, familial or hereditary CRC. The indication
of total numbers refers to Global Cancer Statistics 2018 [3]. For worldwide incidence and mortality, colorectal cancer cases
from 185 countries in 2018 were totaled.
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Other important keys to improving CRC therapies are enhancements in surgical
modalities and adjuvant chemotherapy, which has increased the cure rates in early-stage
disease. Still, unfortunately, a significant proportion of patients will develop recurrence
or advanced illness. Nevertheless, the efficacy of chemotherapy for recurrence and ad-
vanced CRC has improved significantly over the last decade. Previously, the historical
drug 5-fluorouracil was the only chemotherapeutic agent used. With the addition of other
chemotherapeutic agents such as capecitabine, irinotecan, oxaliplatin, bevacizumab, ce-
tuximab, panitumumab, vemurafenib, and dabrafenib, the median survival of patients
with oligometastatic CRC has improved significantly from less than one year to the current
standard of nearly two years [8]. However, many side effects of systemic therapy, such as
toxicity, may cause fatal complications and significantly affect the patients’ quality of life.
In parallel, a plethora of biologically active compounds are tested in vitro and in vivo and
promising hits/leads compounds that may be used in the development as adjunct to the
therapy are continuously identified [9,10]. An overview of existing CRC-targeted agents
and their underlying mechanisms, as well as a discussion of their limitations and future
trends, has been published recently [11]. Still there is an urgent need for crucial biomarkers
to select optimal drugs individually or in combination for an individual patient. The
application of personalized therapy based on DNA testing could help clinicians provide
the most effective chemotherapy agents and dose modifications for each patient. Yet, some
of the current findings are controversial, and the evidence is conflicting [12]. The current
trend is to achieve successful personalized therapeutic approaches based on monitoring
of disease-specific biomarker(s). However, the data in this respect is scarce and studies
which include the personalized testing vs treatment are needed. The aim of our ongoing
translational research is to contribute to this unmet medical need.

2. Etiology of Colorectal Cancer

The etiology of CRC is extensively described in the literature but is still not known in
detail [13]. In this review, we describe specifically the CRC-related genes and pathways,
while knowing that they often overlap with other solid tumors, such breast and prostate
cancer. In approximately 70–90% of patients, CRC develops sporadically due to point
mutations of the APC, KRAS, TP53, and DCC genes.

In approximately 1–5% of cases, it is a consequence of a hereditary polypoid and
non-polypoid syndrome and 10–30% of patients have a familial CRC [14] (Figure 1). It
is important to note that 1–2% of CRC has been associated with chronic inflammatory
conditions such as ulcerative colitis and Crohn’s disease. The risk increases with the longer
duration of ongoing inflammation [15] caused also by the dysbiosis in the gut [16] and
inappropriate nutrition patterns and deteriorating life-style conditions [17]. Chromosomal
instability (CIN), as an essential molecular pathway of malignant transformation, mainly
affects genes such as APC, KRAS, PIK3CA, and TP53 [18]. In addition, the adenoma–
carcinoma sequence offers potential for screening and surveillance; e.g., connexin 43
expression in colonic adenomas is linked with high-grade dysplasia and colonic mucosa
surrounding adenomas [19]. APC mutations lead to nuclear beta-catenin translocations and
the transcription of genes participating in carcinogenesis and invasion processes. KRAS
and PIK3CA mutations lead to continuous activation of mitogen-activated protein kinase
(MAPK) pathways, which, in turn, increases cell proliferation, whereas TP53 mutations
lead to the loss of the p53 function and uncontrolled cell cycle [18]. Finally, epigenetic
instability (CIMP) is associated with hypermethylation of the oncogenes promotor and loss
of expression of the corresponding proteins [20].

3. The impact of Genetic Alterations on Disease Outcome

The most common mutations, chromosomal alterations, and translocations affect
critical wingless-related integration sites (WNT), MAPK/phosphatidylinositol 3-kinase
(PI3K), and transforming growth factor β (TGF-β) signaling pathways and intracellular
protein functions such as p53, as well as cell cycle regulation [21]. The WNT pathway,
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which is a critical mediator of tissue homeostasis and repair, is frequently co-opted during
tumor development. Almost all colorectal cancers demonstrate hyper-activation of the
WNT pathway, which is considered to be the initiating and driving event in many cases [22].
APC gene mutations represent the most significant genetic change associated with the
WNT signaling pathway, regulating stem cell differentiation and cell growth. Nevertheless,
they do not represent a good predictor of the disease progression due to their high CRC
frequency and the number of various mutations identified within the gene [23]. Increased
β-catenin expression associated with the WNT signaling pathway has also been recognized
as a non-reliable marker for disease prognosis. In contrast, overexpression of the c-MYC
gene triggered by the activation of WNT signaling pathway represents a good predictor
of metastasis and disease progression [24,25]. KRAS, BRAF, and PIK3CA mutations are
common and are associated with the MAPK/PI3K signaling pathways.

Furthermore, mutations of the KRAS gene in exon 2, codon 13 are associated with poor
prognosis and a low survival rate, while mutations in exon 2 and codon 12 are associated
with tumor progression and metastasis [26,27]. Recently, AMG 510, the first KRAS G12C
inhibitor, after promising preclinical results, has entered into the clinical development [28].
This represent fascinating efforts that could overcome the perception that KRAS is in
principle "undruggable" as a therapeutic target and may contribute to the development
of effective drugs for targeting traditionally difficult signaling pathways in the clinical
setting [29]. BRAF gene mutations are associated with poor prognosis and survival [30–32].

The associations between disease outcome or survival and PIK3CA mutations have
not yet been established. Still, evidence supports that these mutations, combined with
the KRAS gene mutations, are associated with poor outcomes [33]. Furthermore, CRC
patients with multiple PIK3CA mutations, e.g., a combination of mutations in exons 9
and 20, have a poorer prognosis than patients with only one of these mutations [34].
Protein phosphatase and tensin homolog (PTEN) adversely affects the PI3K signaling
pathway and CRC in which the loss of the PTEN gene has been associated with a poor
prognosis [35]. In CRC patients, changes in the TGF-β signaling pathway are associated
with CIN [36]. Chromosome 18q is bearing the tumor suppressor genes SMAD2 and
SMAD4 and their encoded proteins are functionally associated with apoptosis and cell
cycle regulation [37,38]. Likewise, they play a role in tumor cell migration by regulating
the activity of proteins such as matrix metallopeptidase 9 (MMP9) [39]. A significant
association between the loss of chromosome 18q and poor prognosis and survival has
not been found [37,38]. In CRC, the loss of the 17q-TP53 gene, which encodes a tumor
suppressor protein p53 that regulates the cell cycle, is quite common. Without it, cells
proliferate uncontrollably and tumor progresses [40]. Janus kinases, JAK1 and JAK2, are
associated with cytokine receptors [41,42], and cytokine binding leads to their activation
and phosphorylation. Afterwards, Janus kinases phosphorylate signal transducer and
activator of transcription (STAT) proteins, leading to their translocation to the nucleus
and transcription of their target genes [41,42]. There is evidence of JAK1 and JAK2 gene
mutations that inhibit the function of the corresponding JAK1 and JAK2 proteins. The JAK1
frameshift mutations (positions 142/143, 430/431, and 860/861) have been described as the
consequence of insertion/deletion of one nucleotide [42]. The V617E mutation leads to the
JAK2 loss-of-function mutation [41]. These mutations have been found in tumors with high
MSI resulting from dysfunctional DNA repair during replication, known as mismatched
repair [43]. Indeed, they were associated with tumor resistance to treatment targeting the
programmed cell death protein 1 (PD-1) [43]. Determination of molecular changes at the
DNA level, particularly derived from tumor-specific liquid components such as circulating
tumor DNA (ctDNA), exosomes and circulating tumor cells (CTC), can improve prediction
of disease development and help in adjustment of therapy for each patient individually, as
part of personalized health care.
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4. Liquid Biopsy

Much has been learned about the molecular background of CRC development and
progression, which may help to tailor therapy for each patient and improve their survival
prognosis. However, advances in early CRC diagnosis have not been made as far as
expected, and still rely on biomarkers from readily available biological materials (Table 1).
Currently, there are only two validated protein-based blood biomarkers used in routine
clinical practice: carcinoembryonic antigen (CEA) and carbohydrate antigen 19-9 (CA 19-9).
CEA is an embryo-specific glycoprotein that can also be found in CRC. In clinical practice,
it is used to monitor the tumor’s progression after its diagnosis [44]. However, it shows
an insufficient sensitivity and specificity since it is hereditarily determined and in the case
of recessive homozygote, the levels of CA 19-9 would not be increased (approximately
in 15% of individuals) [45–47]. During the search for new biomarkers that would replace
the old ones, a promising non-invasive, and a repeatable procedure called “liquid biopsy”
was developed for different body fluids (blood, saliva and urine). Peripheral blood liquid
biopsy is used for diagnostic screening, as well as for determining a response to therapy
and evaluating the outcome of the disease [48]. Peripheral blood can contain CTC, ctDNA
and exosomes (vesicular structures, which contain proteins and RNA molecules, that may
be released into circulation by different cells, including tumor cells) [49]. This could make
it possible to determine the molecular profile of the disease, the degree of affected tissue,
and the response to therapy in a non-invasive way. The founder and establisher of new
principles and methods of healing, Leroy Hood, has relentlessly emphasized that in the
new era of personalized approaches undertaken while assessing different conditions and
diseases, “the blood becomes a window through which we observe what is happening
in the body” [50]. The same idea was accepted and maintained by other biomedical
disciplines, from genetics to personalized nutrition [51]. Future molecular profiling, ideally
assessed and monitored by liquid biopsy, might personalize decision-making even more in
CRC patients’ adjuvant scenery [52,53].

However, liquid biopsy results need to be combined and evaluated with the tissue’s
pathological findings before final validation of the proposed approach. The existing testing
landscape presents additional challenges in the application of liquid biopsy in clinical
practice, and consideration needs to be given to how the pathologist should be involved in
interpreting liquid biopsy data in the context of the patient’s cancer diagnosis and stage
assessment [54].

Table 1. Biomarker usage related to CRC.

Biomarker Signification Structure Experience/Implication Reference

CEA carcinoembryonic
antigen glycoprotein

Validated blood biomarker in clinical
practice. Not recommended as sole CRC

screening test. Preoperative CEA > 5
mg/mL may correlate with poorer CRC
prognosis. Used as postoperative serum

testing and monitoring during active CRC
treatment every 3 months.Diagnostic
sensitivity 54.5%; specificity 98.4%.

Locker et al.,2006 [44]
Wu et al., 2020 [55]

CA 19-9 carbohydrate
antigen glycoprotein

Validated blood biomarker in clinical
practice. Not recommended as sole

screening or monitoring CRC marker.
Used as supplementary progress

monitoring during pancreatic cancer
treatment every 1–3 months. Individual

values for each patient. Diagnostic
sensitivity 64.4%; specificity 96.8%.

Locker et al., 2006 [44]
Wu et al., 2020 [55]
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Table 1. Cont.

Biomarker Signification Structure Experience/Implication Reference

CTC circulating tumor
cells tumor cells

Epithelial marker in the peripheral blood
via automatic detection system. Detected
in different cancer types. 1-10 CTCs per
ml blood were found in patients with

metastases but rarely in healthy people.
Poor prognosis for CRC patients with ≥ 5

CTC per 7.5 ml blood. Diagnostic
sensitivity 62.7%; specificity 82.0%.

Multivariate analysis of the disease-free
survival data of examined patient group

showed that a CTC count ≥5 was an
independent prognostic factor of distant

metastasis (Hazard ratio = 7.5, 95% CI: 1.6
to 34.7, p = 0.01).

Dominguez-Vigil et al.,
2018 [49]

Tsai et al., 2016 [56]

ctDNA circulating tumor
DNA

small DNA
fragments released

by tumor cells

Tumor mutation search in the peripheral
blood, plasma and serum. Patients with

100 g tumor burden released 3.3% of
ctDNA into circulation. In CRC, ctDNA is

more sensitive than CEA. KRAS
mutations were detected with 87.2%

sensitivity and a 99.2% specificity.

Osumi et al., 2020 [57]
Said et al., 2020 [58]

Dominguez-Vigil et al.,
2018 [49]

exosomes nanovesicles

vesicular structures
released by

different cell types,
including tumors

Tumor miRNA molecules in biological
fluid like blood and urine. Associated

with several types of CRC. Each tumor is
characterized by specific protein profile.

Positive correlation from miRNA
exosomes and proteins with the stage of

tumor progression.

Dominguez-Vigil et al.,
2018 [49]

Wang et al., 2016 [59]

5. Circulating Tumor DNA (ctDNA)

Tumor cells release small DNA fragments through various mechanisms, including
apoptosis, necrosis and active secretion from tumor cells [60]. These single- or double-
stranded DNA fragments in the circulation may contain cancer-related gene mutations
such as point mutations, copy number variations, chromosomal rearrangements, and DNA
methylation. ctDNA reflects the genetic and epigenetic properties of the genomic DNA
in tumor cells [61]. Therefore, identical variants present in the genomic DNA of tumor
cells, such as mutations in KRAS, NRAS, BRAF, and other genes, can be identified in
ctDNA. Furthermore, due to a relatively short half-life and therefore a rapid turnover in the
circulation, ctDNA is considered a real-time biomarker of mutation dynamics and tumor
burden [57]. The concentration of ctDNA is not related to a specific type of tumor, its size,
or stage of progression, although there are reports of higher ctDNA levels in patients with
advanced disease and distant metastases [58]. ctDNA can represent between 0.01% and
90% of total cell-free circulating DNA (cfDNA) [61,62]. The concordance between cfDNA
within liquid biopsy and genomic DNA within tumor tissue biopsy is still under debate.
Kang et al. compared somatic mutations of the 10 genes between cfDNA and genomic
DNA from CRC metastatic tumor tissues and observed an overall 93% concordance rate
between the two types of samples [63].

On the other hand, there is evidence that some types of tumor, like gliomas or sarcomas,
are not good shedders of ctDNA, although the reason is still unclear [64]. Numerous
methods for the analysis of free, non-cellular, circulating DNA in the diagnosis of tumors
have been used (Figure 2) [65,66]. However, in clinical practice, their value has not been
fully known and accepted yet. Additional studies and data are needed to evaluate the
potential and significance of ctDNA further and move it into the clinical mainstream.
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Currently, several clinical trials are ongoing [67]. Our goal is to point out the importance
and provide additional justification to include such procedures in clinical analyses. We
hope that in the near future, a faster, non-invasive, more timely, less costly diagnosis of
CRC and other malignant tumors will be possible.
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disadvantage is that they can detect a limited number of known mutations. On the other hand,
NGS is based on the analysis of several millions of short DNA sequences in parallel, followed by
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NGS-based methods are expensive and time-consuming, but can detect a large number of mutations.
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two strategies for ctDNA analysis: (i) targeted methods with high resolution such as ARMS, ddPCR,
BEAMing which in most cases determine only a single or a few mutations with a high analytical
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mutant-enriched PCR; COLD-PCR, co-amplification at lower denaturation temperature PCR assays;
ddPCR, droplet-based digital PCR; ARMS, amplification refractory mutation system; BEAMing,
beads-emulsion-amplification-and-magnetics; NGS, next generation sequencing; CAPP-Seq, cancer
personalized profiling by deep sequencing; TAM-Seq, tagged-amplicon deep sequencing; Safe-SeqS,
Safe-Sequencing System; iDES, integrated digital error suppression; LoD, limit of detection).

6. Exosomes

Exosomes, together with apoptotic bodies and microvesicles, belong to the group
of extracellular vesicles. They are considered as nanovesicles (because of their diameter
between 30 and 120 nm), composed of a phospholipid bilayer, originating from multi-
vesicular bodies generated during the endocytic cycle [68,69]. There is evidence of their
potential role in various biological events, such as in intercellular communication [70], cell
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signaling [71], tissue regeneration [72], immune response [73], cancer development [74],
and metastasis [75]. They have a unique capability to transfer different contents including
DNA, RNA and proteins. Exosomes may contain different heat shock proteins (Hsps)
(Hsc70, Hsp70, Hsp60, and Hsp90) [76,77], which mediate protein distribution in intralu-
minal vesicles (exosome precursors) and inclusion of cytoskeleton proteins such as actin,
tubulin and cofilin [78]. Exosomes also express proteins from the dipeptidyl-peptidase IV
(DPP IV) and MMP9 families, involved in the extracellular matrix remodeling, representing
the reason why exosomes are associated with tumor invasion and metastasis [59]. They
are usually enriched with lipid rafts containing cholesterol, sphingolipids, ceramides, and
glycerophospholipids with long-chain saturated fatty acids [70].

Evidence shows that exosomes originating from the human colon carcinoma cell
line LIM1215 contain A33 antigens and epithelial cell adhesion molecules (EpCAM), also
known as cluster of differentiation 326 (CD326), molecules specific for colonic epithelial
cells [79]. It is worth mentioning that the A33 antigen is a glycoprotein highly expressed in
CRC [80], while EpCAM expression is increased in most CRCs. EpCAM is significantly
associated with uncontrolled cell proliferation and CRC invasion, and metastasis [81].

CRC-generated exosomes contain intracellular CRC proteins [82]. Some of them,
such as cadherins, CEA, and TGF-β, may be used for early detection of CRC [82,83].
Recent protein analysis of exosomes isolated from the blood of CRC patients and the
blood of healthy volunteers showed that the levels of proteins involved in the remodeling
of the extracellular matrix, intercellular communication, and cell signaling, increased
vascular permeability, and tumor-promoting inflammation (α-1 antitrypsin (SERPINA1), α
-2 antiplasmin (SERPINF2), and MMP9), are increased in CRC patients [84]. In contrast,
the level of proteins involved in immune evasion, complement binding, cell adhesion, and
tumor growth (integrin-linked protein kinase (ILK), calpain small subunit 1 (CAPNS1),
and neuroblastoma RAS (NRAS)) were decreased, although many of them are known to
show higher expression in tumor tissue [84]. The proteome profile of exosomes generated
from human metastatic colon cancer cells SW620 differs significantly from the proteome
profile of exosomes found in non-metastatic primary CRC [85]. Exosomes derived from
metastatic CRC contained ample amounts of metastatic factors, signaling molecules, lipid
rafts and their associated elements [85].

In general, exosomes contain different RNA molecules, including mRNA, microRNA,
long non-coding RNA (lncRNA), and circular RNA (circRNA). Elevated levels of exosomal
microRNA (namely, miR-17-92a, miR-19a, miR-210, miR193a) were found in invasive
metastatic tumors and are associated with poor prognosis [86].

7. Circulating Tumor Cells (CTC)

Circulating tumor cells (CTC) are a very rare subset of cells found in the blood
of patients with solid tumors. One milliliter of tumor patients’ peripheral blood may
contain approximately ten CTCs [87]. The study on patients with breast cancer showed
interconnection between the CTC count and survival rate [88]. A similar finding was
reported for patients suffering from CRC [89]. In patients with solid tumors, metastasis
is the primary cause of death, and CTC quite likely acts as a seed for metastases [90]. For
the early diagnosis, recurrence and response to therapy, it may be essential to determine
tumor cells or cells with epithelial markers in CRC patients’ peripheral blood [91]. Current
research shows that CTC counts are associated with overall and progression-free survival
in patients with various metastasizing cancers. CTC count is also considered a reliable
indicator of CRC treatment response [87,92–94].

Nowadays, many innovative methods are available to detect and analyze CTC, includ-
ing CTC microchips, filtration devices, molecular analytical methods, CellSearch™ system,
flow cytometry methods and automated microscopy [93,94].

Finally, researchers and clinicians can use CTC to identify gene mutations and changes
in the signaling pathways, and to monitor malignancy development and response to ther-
apy. The immense benefit of using these approaches is to ensure patients’ safety and reduce
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manipulative efforts involved in standard diagnostic procedures, which require signifi-
cantly more resources and time. Therefore, further research and clinical trials are needed to
clarify relevant questions and to highlight important clinical aspects of these strategies.

8. Conclusions

Taking into consideration and summarizing the molecular disturbances specific to
CRC (Figure 1), the present review addresses the usefulness of liquid biopsy in diagnosis
of the disease, the choice of efficient treatment, the monitoring of the response to treatment,
the progression of the disease, and the detection of recurrence at different molecular levels.
Studying various biomarkers (Table 1) and evaluating their potential is crucial to achieving
the best therapeutic approaches for patients. Likewise, we presented the contribution of
liquid biopsy in providing biological samples (ctDNA, exosomes, CTC) containing potent
biomarkers (genes, RNA, proteins), that can give an accurate description and profile of
CRC, as well as being used to diagnose and predict disease progression and outcome. We
believe that with such a comprehensive approach, one should be able to identify biomarkers
useful for CRC diagnosis and predict recurrence and potential for metastasis, monitor
the response to treatment and predict outcomes, at least suggestively. A combination of
different molecular markers will likely be necessary to make CRC treatment approaches
more specific.
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APC adenomatous polyposis coli protein gene
BRAF serine/threonine-protein kinase B-Raf gene
CA carbohydrate antigen
CAPNS1 calpain small subunit 1
CD326 cluster of differentiation 326
c-MYC cellular MYC gene
CEA carcinoembryonic antigen
cfDNA cell-free circulating deoxyribonucleic acid
CIMP epigenetic instability
CIN chromosomal instability
circRNA circular ribonucleic acid
CRC colorectal cancer
CTC circulating tumor cells
ctDNA circulating tumor deoxyribonucleic acid
DCC netrin-1 receptor gene
DPP IV dipeptidyl-peptidase IV
EpCAM epithelial cell adhesion molecule
Hsp heat shock protein
ILK integrin-linked protein kinase
JAK Janus kinase
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KRAS c-K-ras protein gene
lncRNA long non-coding ribonucleic acid
MAPK mitogen-activated protein kinase
MMP9 matrix metallopeptidase 9
MLH1 mutL homolog 1 gene
MLH6 mutL homolog 6 gene
MSH2 mutS homolog 2 gene
MSI microsatellite instability
NRAS neuroblastoma RAS
NRAS neuroblastoma RAS gene
PD-1 programmed cell death protein 1
PIK3CA phosphatidylinositol-4,5-bisphosphate 3-kinase catalytic subunit alpha gene
PI3K phosphatidylinositol 3-kinase
PMS1 PMS1 protein homolog 1 gene
PMS2 PMS1 protein homolog 2 gene
PTEN phosphatase and tensin homolog
PTEN phosphatase and tensin homolog gene
SERPINA1 α-1 antitrypsin
SERPINAF1 α-2 antiplasmin
SMAD2 mothers against decapentaplegic homolog 2 gene
SMAD4 mothers against decapentaplegic homolog 4 gene
STAT signal transducer and activator of transcription
TGF-β transforming growth factor β
TP53 tumor protein p53 gene
WNT wingless-related integration site
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Expression in Colonic Adenomas and Surrounding Mucosa Is a Marker of Malignant Potential. Anticancer Res. 2016, 36,
5437–5442. [CrossRef]

20. Lao, V.V.; Grady, W.M. Epigenetics and colorectal cancer. Nat. Rev. Gastroenterol. Hepatol. 2011, 8, 686–700. [CrossRef]
21. Herzig, D.O.; Tsikitis, V.L. Molecular markers for colon diagnosis, prognosis and targeted therapy. J. Surg. Oncol. 2014, 111,

96–102. [CrossRef]
22. Schatoff, E.M.; Leach, B.I.; Dow, L.E. WNT Signaling and Colorectal Cancer. Curr. Color. Cancer Rep. 2017, 13, 101–110. [CrossRef]
23. Brocardo, M.; Henderson, B.R. APC shuttling to the membrane, nucleus and beyond. Trends Cell Biol. 2008, 18, 587–596. [CrossRef]
24. Rennoll, G.Y.S. Regulation ofMYCgene expression by aberrant Wnt/β-catenin signaling in colorectal cancer. World J. Biol. Chem.

2015, 6, 290–300. [CrossRef] [PubMed]
25. Toon, C.W.; Chou, A.; Clarkson, A.; DeSilva, K.; Houang, M.; Chan, J.C.Y.; Sioson, L.L.; Jankova, L.; Gill, A.J. Immunohistochem-

istry for Myc Predicts Survival in Colorectal Cancer. PLoS ONE 2014, 9, e87456. [CrossRef]
26. Chen, J.; Guo, F.; Shi, X.; Zhang, L.; Zhang, A.; Jin, H.; He, Y. BRAF V600E mutation and KRAS codon 13 mutations predict poor

survival in Chinese colorectal cancer patients. BMC Cancer 2014, 14, 802. [CrossRef]
27. Li, W.; Qiu, T.; Zhi, W.; Shi, S.; Zou, S.; Ling, Y.; Shan, L.; Ying, J.; Lu, N. Colorectal carcinomas with KRAS codon 12 mutation are

associated with more advanced tumor stages. BMC Cancer 2015, 15, 1–9. [CrossRef] [PubMed]
28. Canon, J.; Rex, K.; Saiki, A.Y.; Mohr, C.; Cooke, K.; Bagal, D.; Gaida, K.; Holt, T.; Knutson, C.G.; Koppada, N.; et al. The clinical

KRAS(G12C) inhibitor AMG 510 drives anti-tumour immunity. Nature 2019, 575, 217–223. [CrossRef] [PubMed]
29. Porru, M.; Pompili, L.; Caruso, C.; Biroccio, A.; Leonetti, C. Targeting KRAS in metastatic colorectal cancer: Current strategies

and emerging opportunities. J. Exp. Clin. Cancer Res. 2018, 37, 1–10. [CrossRef] [PubMed]
30. Ogino, S.; Nosho, K.; Kirkner, G.J.; Kawasaki, T.; Meyerhardt, J.A.; Loda, M.; Giovannucci, E.L.; Fuchs, C.S. CpG island methylator

phenotype, microsatellite instability, BRAF mutation and clinical outcome in colon cancer. Gut 2008, 58, 90–96. [CrossRef]
31. Goldstein, J.; Tran, B.; Ensor, J.; Gibbs, P.; Wong, H.L.; Wong, S.F.; Vilar, E.; Tie, J.; Broaddus, R.; Kopetz, S.; et al. Multicenter

retrospective analysis of metastatic colorectal cancer (CRC) with high-level microsatellite instability (MSI-H). Ann. Oncol. 2014,
25, 1032–1038. [CrossRef]

32. Kadowaki, S.; Kakuta, M.; Takahashi, S.; Takahashi, A.; Arai, Y.; Nishimura, Y.; Yatsuoka, T.; Ooki, A.; Yamaguchi, K.; Matsuo,
K.; et al. Prognostic value ofKRASandBRAFmutations in curatively resected colorectal cancer. World J. Gastroenterol. 2015, 21,
1275–1283. [CrossRef]

33. Yaeger, R.; Cercek, A.; O’Reilly, E.M.; Reidy, D.L.; Kemeny, N.; Wolinsky, T.; Capanu, M.; Gollub, M.J.; Rosen, N.; Berger, M.F.;
et al. Pilot Trial of Combined BRAF and EGFR Inhibition in BRAF-Mutant Metastatic Colorectal Cancer Patients. Clin. Cancer Res.
2015, 21, 1313–1320. [CrossRef]

34. Liao, X.; Morikawa, T.; Lochhead, P.; Imamura, Y.; Kuchiba, A.; Yamauchi, M.; Nosho, K.; Qian, Z.R.; Nishihara, R.; Meyerhardt,
J.A.; et al. Prognostic Role of PIK3CA Mutation in Colorectal Cancer: Cohort Study and Literature Review. Clin. Cancer Res. 2012,
18, 2257–2268. [CrossRef]

35. Atreya, C.E.; Sangale, Z.; Xu, N.; Matli, M.R.; Tikishvili, E.; Welbourn, W.; Stone, S.; Shokat, K.M.; Warren, R.S. PTEN expression
is consistent in colorectal cancer primaries and metastases and associates with patient survival. Cancer Med. 2013, 2, 496–506.
[CrossRef] [PubMed]

36. Sarli, L.; Bottarelli, L.; Bader, G.; Iusco, D.; Pizzi, S.; Costi, R.; D’Adda, T.; Bertolani, M.; Roncoroni, L.; Bordi, C. Association
Between Recurrence of Sporadic Colorectal Cancer, High Level of Microsatellite Instability, and Loss of Heterozygosity at
Chromosome 18q. Dis. Colon Rectum 2004, 47, 1467–1482. [CrossRef] [PubMed]

37. Popat, S.; Houlston, R.S. A systematic review and meta-analysis of the relationship between chromosome 18q genotype, DCC
status and colorectal cancer prognosis. Eur. J. Cancer 2005, 41, 2060–2070. [CrossRef]

38. Popat, S.; Zhao, D.; Chen, Z.; Pan, H.; Shao, Y.; Chandler, I.; Houlston, R.S. Relationship between chromosome 18q status and
colorectal cancer prognosis: A prospective, blinded analysis of 280 patients. Anticancer Res. 2007, 27, 627–633.

39. Said, A.H.; Raufman, J.-P.; Xie, G. The Role of Matrix Metalloproteinases in Colorectal Cancer. Cancers 2014, 6, 366–375. [CrossRef]
[PubMed]

40. Munro, A.J.; Lain, S.; Lane, D.P. P53 abnormalities and outcomes in colorectal cancer: A systematic review. Br. J. Cancer 2005, 92,
434–444. [CrossRef]

41. Lay, M.; Mariappan, R.; Gotlib, J.; Dietz, L.; Sebastian, S.; Schrijver, I.; Zehnder, J.L. Detection of the JAK2 V617F Mutation by
LightCycler PCR and Probe Dissociation Analysis. J. Mol. Diagn. 2006, 8, 330–334. [CrossRef]

http://doi.org/10.3390/ijms18010197
http://www.ncbi.nlm.nih.gov/pubmed/28106826
http://doi.org/10.14740/gr1239
http://doi.org/10.3390/ijms17040578
http://doi.org/10.2478/acph-2019-0051
http://www.ncbi.nlm.nih.gov/pubmed/31639089
http://doi.org/10.1053/j.gastro.2009.12.065
http://www.ncbi.nlm.nih.gov/pubmed/20420946
http://doi.org/10.21873/anticanres.11122
http://doi.org/10.1038/nrgastro.2011.173
http://doi.org/10.1002/jso.23806
http://doi.org/10.1007/s11888-017-0354-9
http://doi.org/10.1016/j.tcb.2008.09.002
http://doi.org/10.4331/wjbc.v6.i4.290
http://www.ncbi.nlm.nih.gov/pubmed/26629312
http://doi.org/10.1371/journal.pone.0087456
http://doi.org/10.1186/1471-2407-14-802
http://doi.org/10.1186/s12885-015-1345-3
http://www.ncbi.nlm.nih.gov/pubmed/25929517
http://doi.org/10.1038/s41586-019-1694-1
http://www.ncbi.nlm.nih.gov/pubmed/31666701
http://doi.org/10.1186/s13046-018-0719-1
http://www.ncbi.nlm.nih.gov/pubmed/29534749
http://doi.org/10.1136/gut.2008.155473
http://doi.org/10.1093/annonc/mdu100
http://doi.org/10.3748/wjg.v21.i4.1275
http://doi.org/10.1158/1078-0432.CCR-14-2779
http://doi.org/10.1158/1078-0432.CCR-11-2410
http://doi.org/10.1002/cam4.97
http://www.ncbi.nlm.nih.gov/pubmed/24156022
http://doi.org/10.1007/s10350-004-0628-6
http://www.ncbi.nlm.nih.gov/pubmed/15486743
http://doi.org/10.1016/j.ejca.2005.04.039
http://doi.org/10.3390/cancers6010366
http://www.ncbi.nlm.nih.gov/pubmed/24518611
http://doi.org/10.1038/sj.bjc.6602358
http://doi.org/10.2353/jmoldx.2006.050130


Int. J. Mol. Sci. 2021, 22, 4327 12 of 14

42. Albacker, L.A.; Wu, J.; Smith, P.; Warmuth, M.; Stephens, P.J.; Zhu, P.; Yu, L.; Chmielecki, J. Loss of function JAK1 mutations occur
at high frequency in cancers with microsatellite instability and are suggestive of immune evasion. PLoS ONE 2017, 12, e0176181.
[CrossRef]

43. Shin, D.S.; Zaretsky, J.M.; Escuin-Ordinas, H.; Garcia-Diaz, A.; Hu-Lieskovan, S.; Kalbasi, A.; Grasso, C.S.; Hugo, W.; Sandoval,
S.; Torrejon, D.Y.; et al. Primary Resistance to PD-1 Blockade Mediated by JAK1/2 Mutations. Cancer Discov. 2017, 7, 188–201.
[CrossRef] [PubMed]

44. Locker, G.Y.; Hamilton, S.; Harris, J.; Jessup, J.M.; Kemeny, N.; Macdonald, J.S.; Somerfield, M.R.; Hayes, D.F.; Bast, R.C. ASCO
2006 Update of Recommendations for the Use of Tumor Markers in Gastrointestinal Cancer. J. Clin. Oncol. 2006, 24, 5313–5327.
[CrossRef]

45. Lee, W.-S.; Baek, J.-H.; Kim, K.K.; Park, Y.H. The prognostic significant of percentage drop in serum CEA post curative resection
for colon cancer. Surg. Oncol. 2012, 21, 45–51. [CrossRef] [PubMed]

46. Su, B.-B. Role of serum carcinoembryonic antigen in the detection of colorectal cancer before and after surgical resection. World J.
Gastroenterol. 2012, 18, 2121–2126. [CrossRef] [PubMed]

47. Tümay, V.; Guner, O.S. The utility and prognostic value of CA 19-9 and CEA serum markers in the long-term follow up of patients
with colorectal cancer. A single-center experience over 13 years. Ann. Ital. Chir. 2020, 91, 494–503. [PubMed]

48. Jung, A.; Kirchner, T. Liquid Biopsy in Tumor Genetic Diagnosis. Dtsch. Aerzteblatt Online 2018, 115, 169–174. [CrossRef]
[PubMed]

49. Domínguez-Vigil, I.G.; Moreno-Martínez, A.K.; Wang, J.Y.; Roehrl, M.H.A.; Barrera-Saldaña, H.A. The dawn of the liquid biopsy
in the fight against cancer. Oncotarget 2017, 9, 2912–2922. [CrossRef]

50. Hood, L. Systems Biology and P4 Medicine: Past, Present, and Future. Rambam Maimonides Med. J. 2013, 4, e0012. [CrossRef]
51. O’Sullivan, A.; Henrick, B.; Dixon, B.; Barile, D.; Zivkovic, A.; Smilowitz, J.; Lemay, D.; Martin, W.; German, J.B.; Schaefer, S.E.

21st century toolkit for optimizing population health through precision nutrition. Crit. Rev. Food Sci. Nutr. 2018, 58, 3004–3015.
[CrossRef]

52. Taghizadeh, H.; Prager, G.W. Personalized Adjuvant Treatment of Colon Cancer. Visc. Med. 2020, 36, 397–406. [CrossRef]
53. Chakrabarti, S.; Xie, H.; Urrutia, R.; Mahipal, A. The Promise of Circulating Tumor DNA (ctDNA) in the Management of

Early-Stage Colon Cancer: A Critical Review. Cancers 2020, 12, 2808. [CrossRef]
54. Sholl, L.M.; Oxnard, G.R.; Paweletz, C.P. Traditional Diagnostics versus Disruptive Technology: The Role of the Pathologist in the

Era of Liquid Biopsy. Cancer Res. 2020, 80, 3197–3199. [CrossRef]
55. Wu, T.; Mo, Y.; Wu, C. Prognostic values of CEA, CA19-9, and CA72-4 in patients with stages I-III colorectal cancer. Int. J. Clin.

Exp. Pathol. 2020, 13, 1608–1614.
56. Tsai, W.-S.; Chen, J.-S.; Shao, H.-J.; Wu, J.-C.; Lai, J.-M.; Lu, S.-H.; Hung, T.-F.; Chiu, Y.-C.; You, J.-F.; Hsieh, P.-S.; et al. Circulating

Tumor Cell Count Correlates with Colorectal Neoplasm Progression and Is a Prognostic Marker for Distant Metastasis in
Non-Metastatic Patients. Sci. Rep. 2016, 6, 24517. [CrossRef]

57. Osumi, H.; Shinozaki, E.; Yamaguchi, K. Circulating Tumor DNA as a Novel Biomarker Optimizing Chemotherapy for Colorectal
Cancer. Cancers 2020, 12, 1566. [CrossRef] [PubMed]

58. Said, R.; Guibert, N.; Oxnard, G.R.; Tsimberidou, A.M. Circulating tumor DNA analysis in the era of precision oncology.
Oncotarget 2020, 11, 188–211. [CrossRef] [PubMed]

59. Wang, Z.; Chen, J.-Q.; Liu, J.-L.; Tian, L. Exosomes in tumor microenvironment: Novel transporters and biomarkers. J. Transl.
Med. 2016, 14, 1–9. [CrossRef]

60. Han, X.; Wang, J.; Sun, Y. Circulating Tumor DNA as Biomarkers for Cancer Detection. Genom. Proteom. Bioinform. 2017, 15, 59–72.
[CrossRef] [PubMed]

61. Mouliere, F.; El Messaoudi, S.; Pang, D.; Dritschilo, A.; Thierry, A.R. Multi-marker analysis of circulating cell-free DNA toward
personalized medicine for colorectal cancer. Mol. Oncol. 2014, 8, 927–941. [CrossRef] [PubMed]

62. Schøler, L.V.; Reinert, T.; Ørntoft, M.-B.W.; Kassentoft, C.G.; Árnadóttir, S.S.; Vang, S.; Nordentoft, I.; Knudsen, M.; Lamy, P.;
Andreasen, D.; et al. Clinical Implications of Monitoring Circulating Tumor DNA in Patients with Colorectal Cancer. Clin. Cancer
Res. 2017, 23, 5437–5445. [CrossRef] [PubMed]

63. Kang, J.-K.; Heo, S.; Kim, H.-P.; Song, S.-H.; Yun, H.; Han, S.-W.; Kang, G.H.; Bang, D.; Kim, T.-Y. Liquid biopsy-based tumor
profiling for metastatic colorectal cancer patients with ultra-deep targeted sequencing. PLoS ONE 2020, 15, e0232754. [CrossRef]
[PubMed]

64. Demoret, B.; Gregg, J.; Liebner, D.A.; Tinoco, G.; Lenobel, S.; Chen, J.L. Prospective Evaluation of the Concordance of Commercial
Circulating Tumor DNA Alterations with Tumor-Based Sequencing across Multiple Soft Tissue Sarcoma Subtypes. Cancers 2019,
11, 1829. [CrossRef] [PubMed]

65. Perakis, S.; Auer, M.; Belic, J.; Heitzer, E. Advances in Circulating Tumor DNA Analysis. Adv. Clin. Chem. 2017, 80, 73–153.
[PubMed]

66. Zhao, H.; Chen, K.-Z.; Hui, B.-G.; Zhang, K.; Yang, F.; Wang, J. Role of circulating tumor DNA in the management of early-stage
lung cancer. Thorac. Cancer 2018, 9, 509–515. [CrossRef]

67. Rothwell, D.G.; Ayub, M.; Cook, N.; Thistlethwaite, F.; Carter, L.; Dean, E.; Smith, N.; Villa, S.; Dransfield, J.; Clipson, A.; et al.
Utility of ctDNA to support patient selection for early phase clinical trials: The TARGET study. Nat. Med. 2019, 25, 738–743.
[CrossRef]

http://doi.org/10.1371/journal.pone.0176181
http://doi.org/10.1158/2159-8290.CD-16-1223
http://www.ncbi.nlm.nih.gov/pubmed/27903500
http://doi.org/10.1200/JCO.2006.08.2644
http://doi.org/10.1016/j.suronc.2010.10.003
http://www.ncbi.nlm.nih.gov/pubmed/21094039
http://doi.org/10.3748/wjg.v18.i17.2121
http://www.ncbi.nlm.nih.gov/pubmed/22563201
http://www.ncbi.nlm.nih.gov/pubmed/32990277
http://doi.org/10.3238/arztebl.2018.0169
http://www.ncbi.nlm.nih.gov/pubmed/29587961
http://doi.org/10.18632/oncotarget.23131
http://doi.org/10.5041/RMMJ.10112
http://doi.org/10.1080/10408398.2017.1348335
http://doi.org/10.1159/000508175
http://doi.org/10.3390/cancers12102808
http://doi.org/10.1158/0008-5472.CAN-20-0134
http://doi.org/10.1038/srep24517
http://doi.org/10.3390/cancers12061566
http://www.ncbi.nlm.nih.gov/pubmed/32545750
http://doi.org/10.18632/oncotarget.27418
http://www.ncbi.nlm.nih.gov/pubmed/32010431
http://doi.org/10.1186/s12967-016-1056-9
http://doi.org/10.1016/j.gpb.2016.12.004
http://www.ncbi.nlm.nih.gov/pubmed/28392479
http://doi.org/10.1016/j.molonc.2014.02.005
http://www.ncbi.nlm.nih.gov/pubmed/24698732
http://doi.org/10.1158/1078-0432.CCR-17-0510
http://www.ncbi.nlm.nih.gov/pubmed/28600478
http://doi.org/10.1371/journal.pone.0232754
http://www.ncbi.nlm.nih.gov/pubmed/32379795
http://doi.org/10.3390/cancers11121829
http://www.ncbi.nlm.nih.gov/pubmed/31766329
http://www.ncbi.nlm.nih.gov/pubmed/28431643
http://doi.org/10.1111/1759-7714.12622
http://doi.org/10.1038/s41591-019-0380-z


Int. J. Mol. Sci. 2021, 22, 4327 13 of 14

68. El Andaloussi, S.; Mäger, I.; Breakefield, X.O.; Wood, M.J.A. Extracellular vesicles: Biology and emerging therapeutic opportunities.
Nat. Rev. Drug Discov. 2013, 12, 347–357. [CrossRef] [PubMed]

69. Bobrie, A.; Colombo, M.; Krumeich, S.; Raposo, G.; Théry, C. Diverse subpopulations of vesicles secreted by different intracellular
mechanisms are present in exosome preparations obtained by differential ultracentrifugation. J. Extracell. Vesicles 2012, 1.
[CrossRef] [PubMed]

70. Record, M.; Carayon, K.; Poirot, M.; Silvente-Poirot, S. Exosomes as new vesicular lipid transporters involved in cell–cell
communication and various pathophysiologies. Biochim. Biophys. Acta (BBA) Mol. Cell Biol. Lipids 2014, 1841, 108–120. [CrossRef]
[PubMed]

71. Xiao, H.; Lässer, C.; Shelke, G.V.; Wang, J.; Rådinger, M.; Lunavat, T.R.; Malmhäll, C.; Lin, L.H.; Li, J.; Li, L.; et al. Mast cell
exosomes promote lung adenocarcinoma cell proliferation—Role of KIT-stem cell factor signaling. Cell Commun. Signal. 2014, 12,
1–10. [CrossRef]

72. Borges, F.T.; Melo, S.A.; Özdemir, B.C.; Kato, N.; Revuelta, I.; Miller, C.A.; Ii, V.H.G.; LeBleu, V.S.; Kalluri, R. TGF-β1–Containing
Exosomes from Injured Epithelial Cells Activate Fibroblasts to Initiate Tissue Regenerative Responses and Fibrosis. J. Am. Soc.
Nephrol. 2012, 24, 385–392. [CrossRef]

73. Liu, Q.; Rojas-Canales, D.M.; DiVito, S.J.; Shufesky, W.J.; Stolz, D.B.; Erdos, G.; Sullivan, M.L.; Gibson, G.A.; Watkins, S.C.;
Larregina, A.T.; et al. Donor dendritic cell–derived exosomes promote allograft-targeting immune response. J. Clin. Investig. 2016,
126, 2805–2820. [CrossRef] [PubMed]

74. Greening, D.W.; Gopal, S.K.; Mathias, R.A.; Liu, L.; Sheng, J.; Zhu, H.-J.; Simpson, R.J. Emerging roles of exosomes during
epithelial–mesenchymal transition and cancer progression. Semin. Cell Dev. Biol. 2015, 40, 60–71. [CrossRef] [PubMed]

75. Hoshino, A.; Costa-Silva, B.; Shen, T.-L.; Rodrigues, G.; Hashimoto, A.; Mark, M.T.; Molina, H.; Kohsaka, S.; Di Giannatale, A.;
Ceder, S.; et al. Tumour exosome integrins determine organotropic metastasis. Nature 2015, 527, 329–335. [CrossRef]

76. Lv, L.-H.; Wan, Y.-L.; Lin, Y.; Zhang, W.; Yang, M.; Li, G.-L.; Lin, H.-M.; Shang, C.-Z.; Chen, Y.-J.; Min, J. Anticancer Drugs Cause
Release of Exosomes with Heat Shock Proteins from Human Hepatocellular Carcinoma Cells That Elicit Effective Natural Killer
Cell Antitumor Responses in Vitro. J. Biol. Chem. 2012, 287, 15874–15885. [CrossRef]

77. Kastelowitz, N.; Yin, H. Exosomes and Microvesicles: Identification and Targeting By Particle Size and Lipid Chemical Probes.
ChemBioChem 2014, 15, 923–928. [CrossRef]

78. Kowal, J.; Tkach, M.; Théry, C. Biogenesis and secretion of exosomes. Curr. Opin. Cell Biol. 2014, 29, 116–125. [CrossRef] [PubMed]
79. Tauro, B.J.; Greening, D.W.; Mathias, R.A.; Mathivanan, S.; Ji, H.; Simpson, R.J. Two Distinct Populations of Exosomes Are

Released from LIM1863 Colon Carcinoma Cell-derived Organoids. Mol. Cell. Proteom. 2013, 12, 587–598. [CrossRef]
80. Welt, S.; Ritter, G.; Williams, C.; Cohen, L.S.; John, M.; Jungbluth, A.; Richards, A.E.; Old, L.J.; Kemeny, E.N. Phase I study of

anticolon cancer humanized antibody A33. Clin. Cancer Res. 2003, 9, 1338–1346.
81. Liu, D.; Sun, J.; Zhu, J.; Zhou, H.; Zhang, X.; Zhang, Y. Expression and clinical significance of colorectal cancer stem cell marker

EpCAMhigh/CD44+ in colorectal cancer. Oncol. Lett. 2014, 7, 1544–1548. [CrossRef] [PubMed]
82. Bernhard, O.K.; Greening, D.W.; Barnes, T.W.; Ji, H.; Simpson, R.J. Detection of cadherin-17 in human colon cancer LIM1215 cell

secretome and tumour xenograft-derived interstitial fluid and plasma. Biochim. Biophys. Acta (BBA) Proteins Proteom. 2013, 1834,
2372–2379. [CrossRef] [PubMed]
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