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Abstract
Background: Cancer is believed to arise through the perturbation of pathways

and the order of pathway perturbation events can enhance understanding and eval-

uation of carcinogenicity. This order has not been examined so far, and this study

aimed to fill this gap by attempting to gather evidence on the potential temporal

sequence of events in carcinogenesis.

Design: The methodology followed was to discuss first the temporal sequence of

hallmarks of cancer from the point of view of pathological specimens of cancer

(essentially branched mutations) and then to consider the hallmarks of cancer that

one well-known carcinogen, benzo(a)pyrene, can modify.

Results: Even though the sequential order of driving genetic alterations can vary

between and within tumours, the main cancer pathways affected are almost ubiqui-

tous and follow a generally common sequence: resisting cell death, insensitivity to

antigrowth signals, sustained proliferation, deregulated energetics, replicative

immortality and activation of invasion and metastasis. The first 3 hallmarks can be

regarded as almost simultaneous while angiogenesis and avoiding immune destruc-

tion are perhaps the only hallmarks with a varying position in the above sequence.

Conclusions: Our review of hallmarks of cancer and their temporal sequence, based

on mutational spectra in biopsies from different cancer sites, allowed us to propose

a hypothetical temporal sequence of the hallmarks. This sequence can add molecular

support to the evaluation of an agent as a carcinogen as it can be used as a concep-

tual framework for organising and evaluating the strength of existing evidence.
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“meet-in-the-middle” approach, benzo(a)pyrene, cancer, carcinogenesis, hallmarks of cancer, temporal

sequence

1 | INTRODUCTION: PATHWAYS TO
CANCER

Cancer is believed to arise through the perturbation of
pathways or networks, with a minimum number of steps
required for clinical cancer initiation. Pathway/network

perturbation events can provide a selective advantage either
directly (mutagenesis) or indirectly (selection of advanta-
geous mutations). The order of pathway perturbation events
following exposures to environmental stressors can enhance
understanding and evaluation of carcinogenicity, but has
not been examined so far, mainly for practical limitations
in the study of precancerous events in humans. In addition,
there has been a disconnection between mechanisticRobinson and Vineis equally contributed to this study.
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research culminating in the paradigm of the “hallmarks of
cancer”1 (Table 1) and research on the causes of cancer,
including viral- and chemical-induced carcinogenesis.
These are 2 worlds that barely communicate.

This study aimed to fill this gap by attempting to gather
evidence on the potential temporal sequence of events in
carcinogenesis, while acknowledging that cancer progres-
sion may not be a fixed pathway but one that demonstrates
substantial variability. A suggested temporal order of the
hallmarks would add molecular support to the evaluation
of an agent as a carcinogen as it can be used as a concep-
tual framework for organizing and evaluating the strength
of existing evidence concerning steps necessary for pro-
gressing from molecular initiating events to an adverse out-
come. Furthermore, in the attempt to integrate mechanistic
data in carcinogen evaluations, based on a “meet-in-the-
middle” (MITM) approach,2 knowledge of the temporal
sequence of events in carcinogenesis would be precious.
This is because cancer, just as any disease, develops over
time, and understanding its aetiology has to include tempo-
ral clues. The MITM concept is at the basis of current
research in molecular epidemiology and implies the identi-
fication of molecular changes that are intermediate between
previous exposures and later outcomes in longitudinal set-
tings. The reconstruction of such a temporal order would
enable establishing the relationship between the middle-to-

outcome nature of the hallmarks of the cancer phenotype
and the bottom-to-middle approaches of the key characteris-
tics of carcinogens3 (Figure 1), and whether these (so far
separate) events converge towards a suggested temporal
sequence. In other words, elucidating the order of cancer
hallmarks would allow a more detailed investigation into
whether there are hallmarks (related to cancer phenotypes)
that overlap with key characteristics of carcinogens (related
to carcinogen exposure), thus demonstrating potential
“meet-in-the-middle” networks. This proof-of-principle can
be applied to mechanistic evidence on potential carcino-
gens, thus strengthening carcinogen evaluations and causal
reasoning.

This methodological strategy is supported by a particular
concept of causation, defined as information transmission.
The challenge of correctly understanding the aetiology of
cancer rests on the possibility of identifying key moments of
its temporal development. A molecular approach, through
the “meet-in-the-middle” methodology, can identify
biomarkers that mark these salient moments. In the process
of cancer development, causality is the transmission of infor-
mation, which we intercept at the molecular level, and that
we contextualize with mechanistic data. Illari and Russo,4 in
this sense, conceive of (cancer) mechanisms as the channels
in which information flows. Vineis et al5 further explain that
this concept makes causality an important part of the scien-
tists’ activity to interpret results and to combine different
lines of research—here the “hallmarks of cancer” and the
molecular approaches to carcinogenesis.

2 | THE TEMPORAL ORDER OF
GENETIC ALTERATIONS IN
CARCINOGENESIS

This review discusses first the temporal sequence of hall-
marks of cancer from the point of view of pathological
specimens of cancer (essentially branched mutations) and
then considers the hallmarks of cancer that one well-known
carcinogen, benzo(a)pyrene (BaP), can modify.

The sequential order of genetic alterations has been
shown to vary between and within tumours. The following
is an overview of studies which have examined the geno-
mic alterations in the branched evolution of different
tumours and/or different sections within a single tumour.

The premise of these studies is that if a gene is found
mutated with a high frequency in multiple tumours from
many different patients, or in many samples from the same
tumour, it is less likely to be a passenger mutation and
more likely to provide the cell with a selective advantage,
permitting it to expand and eventually dominate the cell
population (Box 1). Also, ubiquitous genetic alterations
between several samples from the same tumour are more

TABLE 1 The hallmarks of cancer (from ref. 1)

Hallmarks

Sustaining proliferative signalling

Evading growth suppressors

Resisting cell death

Enabling replicative immortality

Inducing angiogenesis

Activating invasion and metastasis

Reprogramming of energy metabolism

Evading immune destruction

Enabling events

Genome instability and mutation

Inflammation

FIGURE 1 The components of the meet-in-the-middle approach:
bottom to middle refers to the action of carcinogenic agents, and
middle to top refers to the appearance of the cancer phenotype
according to hallmarks of cancer
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likely to have occurred early in the evolution of the
cancer, whereas later alterations, present only in some
tumour sections, most likely contributed to later tumour
branching.

In our understanding of the causal process of cancer,
gene mutations could be salient events in the whole process
of cancer development. Their temporal occurrence and their
relation to the hallmarks of cancer contribute to reconstruct
the information flow from cancer onset to its development.

The evidence in the reviewed studies is explored in an
attempt to place the hallmarks of cancer in a temporal
order of appearance. According to the model we refer to
(Table 1), there are 8 hallmarks of cancer (sustaining pro-
liferative signalling, evading growth suppressors, resisting
cell death, enabling replicative immortality, inducing angio-
genesis, activating invasion and metastasis, reprogramming
of energy metabolism and evading immune destruction)
and 2 enabling events (genome instability and mutation
and inflammation).

2.1 | Colorectal cancer

Colorectal cancer is the most frequently examined tumour
with respect to its genetic alterations and branched evolution.

In 95 colorectal cancer samples, using the Hidden Con-
junctive Bayesian Network (H-CNB) model, researchers
identified APC mutations as initiating events (accumulation
rate (AR) 0.39 per year—consistent for an early driving
role), followed by KRAS (AR = 0.12 per year), PIK3CA
(AR = 0.009 per year) and other mutations such as EVC2,
FBXW7, EPHA3 and TCF7L2.6 In parallel, TP53
(AR = 0.06 per year) mutations could be placed either
before or after APC and KRAS mutations as their presence
was independent of the presence of APC and KRAS
mutations.6

The model places key signalling pathways in the fol-
lowing order: small GTPase pathway, apoptosis/Wnt/Notch
signalling and homophilic cell adhesion. These alterations
are often found before alterations in KRAS and TGF-b sig-
nalling pathways and before alterations in G1/S phase con-
trol. DNA damage control and JNK are altered at later
stages, probably through TP53 mutations. Integrin sig-
nalling and invasion are not as common, suggesting roles
at later stages of colon carcinogenesis.

Translating the pathways into hallmarks, the evidence
above places evasion of growth suppressors, sustaining pro-
liferative signalling and resisting cell death prior to avoid-
ing immune destruction and activating invasion and
metastasis. Angiogenesis occurs simultaneously with initia-
tion of invasion, whereas immortality occurs in parallel
with the hallmarks prior to invasion and metastasis.

The early presence of the APC and KRAS mutations, as
well are their high mutation accumulation rates (ARs: 0.39

and 0.12 per year6), is consistent with an early driving
role.

These findings are in agreement with the Fearon and
Vogelstein model of colorectal carcinogenesis7 where APC,
a tumour suppressor gene, is firstly inactivated, allowing
the normal epithelium to become hyperplastic and eventu-
ally form an early adenoma. Activation of KRAS then con-
tributes to sustained proliferation and the formation of an
intermediate adenoma, whereas further loss of tumour sup-
pressors, such as Smad4, contributes to the formation of a
late adenoma. The loss of p-53 then allows resistance to
cell death and immortality. Additional genetic alterations,
such as the accumulated loss of suppressor genes on addi-
tional chromosomes, correlate with the ability of the carci-
nomas to metastasize and cause death. However, Fearon
and Vogelstein emphasize the importance of the accumula-
tion of these changes, rather than their temporal order
which may vary.

Rosenberg et al8 also identified mutations in the APC
and KRAS genes as an early event in rodent colon cancer
models. Even in early, premalignant lesions, increased pro-
liferative activity, growth factor signalling and KRAS muta-
tions were evident.

In addition, Wood et al9 in their analysis of 11 colorec-
tal tumours identified APC, KRAS and TP53 as the most
frequent driving mutations, followed by mutations in
PIK3CA, FBXW7, CSMD3, TNN, NAV3, SMAD4 and many
more. All these genes have passenger probability scores of
<.0001.

Independently, Beerenwinkel et al10 also identified
APC, TP53 and KRAS as the most often mutated genes in
their analysis of 78 candidate cancer genes in 35 tumour
(colon adenoma and carcinoma) samples. Therefore, eva-
sion of growth suppressors, resisting cell death and sus-
tained proliferation are again evidenced as the first cancer
hallmarks to appear.

With respect to the temporal order of angiogenesis,
studies corroborate its simultaneous occurrence with the
initiation of invasion. Evidence from Takahashi et al11

places the angiogenic switch between mucosal and submu-
cosal invasive cancer. Hanahan and Folkman12 also place
angiogenesis prior to solid tumour formation but following
hyperproliferation. In addition, Zhang et al13 place angio-
genesis in early premalignant stages of tumour develop-
ment. Furthermore, in benign colorectal adenomas, vascular
endothelial growth factor (VEGF) protein and RNA levels
exceed those of normal colonic mucosa.14,15 Lastly, the
presence of VEGF A and B at the adenoma stage16 further
supports the order of the angiogenic switch sometime after
hyperproliferation and prior to invasion.

Lastly, even though APC, TP53 and KRAS mutations
were identified at a high frequency in different sections
from the primary tumour of a patient with colorectal
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cancer,17 only one section from this tumour contained
PIK3CA mutations, at a low frequency. Interestingly, the
metastatic tumour from the same patient harboured
PIK3CA mutations at a high frequency. This evidence sup-
ports the temporal order of replicative immortality just
prior to invasion and metastasis.

2.2 | Pancreatic cancer

Using the H-CNB to model 90 cases of pancreatic cancer,
mutations in KRAS (AR > 100 per year, preva-
lence = 100%) appear to initialize progression followed by
TP53 (AR = 0.34 per year), CDKN2A (AR = 0.013 per
year) and MLL3 (AR = 0.00066). SMAD4 is also mutated
independently (AR = 0.015 per year).6

Extrapolating to pathway level, apoptosis, G1/S transi-
tion, Hedgehog and TGF-b signalling pathways was ubiq-
uitous, indicating their alteration at the earliest stages of

pancreatic carcinogenesis. Then, alterations in small
GTPase-dependent signalling and KRAS signalling arise
independently, followed by alterations in DNA damage
control, JNK and Wnt/Notch signalling. These alterations
also contribute to replicative immortality. Integrin sig-
nalling is altered at late stages after homophilic cell adhe-
sion, further contributing to senescence. Lastly, invasion
pathways were found unaltered in these samples, suggest-
ing roles in even later stages of carcinogenesis.

This model indicates that in pancreatic cancer, the hall-
marks of evading growth suppressors, sustaining prolifera-
tive signalling, resisting cell death and inducing
angiogenesis, are followed by deregulating cellular energet-
ics, which in turn precedes evading immune destruction,
and activating invasion and metastasis. The model does not
allow temporal placing of immortality.

Interestingly, quantitative analysis of the timing of the
genetic evolution of pancreatic cancer, based on cell prolif-
eration rates of normal pancreatic tissue and pancreatic
metastatic tumours, suggested that at least a decade passes
between the initial driving mutation and the birth of the
parental, nonmetastatic founder cell and at least 5 more
years are needed for the acquisition of metastatic ability.18

However, these numbers are mathematical estimates based
on a small number of tumour samples; therefore, the evi-
dence for the timing is weak.

2.3 | Primary glioblastoma

In 78 primary glioblastoma tumours, TP53 (AR = 0.015
per year), PTEN (AR = 0.012 per year), EGFR
(AR = 0.0026 per year), NF1 (AR = 0.0043 per year),
PI3CA (AR = 0.033 per year), IDH1 (AR = 0.0087 per
year), PIK3R1 (AR = 0.0037) and RB1 (AR = 0.011) were
identified as the most commonly mutated genes.6

The H-CNB model identified TP53 as the first mutation,
with NF1, PTEN and EGFR being mutated in parallel.
Mutations then proceed in the following order: PIK3CA,
PIK3R1 and RB1. However, the low accumulation rates of
these individual mutations indicate a low probability for a
specific gene alteration in primary glioblastomas.

This mutation order highlights apoptosis and small
GTPase pathways as the first and most commonly affected
pathways. G1/S phase transition, Wnt/Notch signalling and
KRAS signalling were also mutated early. Alterations in
these pathways are followed by alterations in DNA damage
control, JNK signalling, homophilic cell adhesion and inte-
grin signalling, the latter 2 occurring independently of the
former 2 pathways. No alterations in the invasion pathway
were identified.

Therefore, translating the pathways into hallmarks, in
primary glioblastomas, sustaining proliferative signalling
and resisting cell death are the first hallmarks identified,

BOX 1

Technical definitions:

• Mutation accumulation rate (AR): Estimated
yearly accumulation rate for a particular muta-
tion. The higher the accumulation rate, the higher
the frequency of occurrence of the mutation in
different tumour samples.

• Driver mutations: Mutations involved causally in
the neoplastic process, conferring a selective
advantage, thus being positively selected for dur-
ing tumorigenesis.

• Passenger mutations: Mutations that provide no
positive or negative selective advantage to the
tumour but are retained by chance during
repeated rounds of cell division and clonal
expansion.

• Passenger mutation rates: Estimated through the
quantification of synonymous (silent) missense
mutations, because such mutations are expected
to be biologically inert and can therefore exert no
positive or negative selective advantage.

• Passenger Probability Scores: These gene-specific
scores are based on a likelihood ratio test (LRT)
for the null hypothesis that, for the gene under
consideration, the mutation rates are the same as
the passenger mutation rates. Small probability
scores support rejection of the null hypothesis
and acceptance that mutation rates are in fact
higher than the passenger mutation rates. There-
fore, small passenger probability scores support a
“driver” role for mutations in a particular gene.
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followed by deregulated cellular energetics, evasion of
growth suppressors and induction of angiogenesis. TP53
alterations are also likely to initiate the process of replica-
tive immortality which is completed at later stages with
PIK3CA and RB1 mutations. Invasion and metastasis are
the last hallmark to occur, after avoiding immune destruc-
tion.

Independently, Parsons et al19 investigated the fre-
quency of mutations in 105 samples of glioblastoma
tumours. They found CDKN2A, TP53, EGFR, PTEN, NF1,
CDK4, RB1, IDH1, PIK3CA and PIK3R1 as the most fre-
quently altered genes, in this order. With the exception of
PIK3CA and PIK3R1, all other gene alterations have a pas-
senger probability of <.01, indicating their role as driving
mutations.

Based on these genes’ functions and assuming that the
most prevalent/driving alterations are necessary for initiation
of carcinogenesis, whereas less frequent alterations have
later roles in the carcinogenesis cascade, then in glioblas-
toma tumours, cancer hallmarks are expected to appear in
the following order: evasion of cell death, insensitivity to
antigrowth signals, sustained cell proliferation, deregulated
energetics (Warburg effect), immortality and invasion and
metastasis. Unfortunately, this list does not allow estimation
of the temporal position of angiogenesis and evasion of
immune destruction in glioblastoma tumours.

2.4 | Renal carcinoma

Gerlinger et al20 studied intratumour branched evolution in 2
renal cell carcinomas by multiregion sequencing and identi-
fied that VHL, SETD2, PTEN and KDM5C underwent multi-
ple, distinct and spatially separated inactivating mutations.

In the first patient, VHL was identified as the first, driv-
ing mutation, followed by SETD2 mutations which break
the phylogenetic tree in 2 branches. In one branch (core
biopsy samples), heterogeneity is further propagated by
KDM5C and mTOR mutations. In the second branch
(metastases samples), SETD2 mutations are also followed
by KDM5C mutations.

VHL, the gene identified as firstly mutated, is involved
in cell division and formation of new blood vessels, among
other functions, identifying cell proliferation and perhaps
initiation of angiogenesis as early, widespread events in
renal carcinogenesis. The SETD2 gene normally trimethy-
lates histone 3 lysine 36 at sites of active transcription. Its
mutation results in silencing of transcription instead of an
active chromatin conformation. This leads to altered nucle-
osome dynamics and DNA replication stress, as well as to
failure in loading lens epithelium-derived growth factor and
the Rad51 homologous recombination repair factor at DNA
breaks.21 Therefore, growth factor evasion follows sustain-
ing proliferative signalling. KMD5C, which is mutated

downstream, is involved in regulation of transcription
through transcriptional repression, which most likely con-
tributes to maintaining genetic instability. Lastly, mTOR is
a target for cycle arrest, and immunosuppressive effects,
and when mutated, it is involved in deregulated cellular
energetics, evasion of growth suppressors, genetic instabil-
ity and replicative immortality,22 suggesting that immune
system evasion and replicative immortality are later events.

In the second patient, VHL and PBRM1 were mutated in
all tumour specimens followed by SETD2 mutations which
break the phylogenetic tree in 2 branches. In one branch, the
metastatic branch, SEDT2 mutations are accompanied by
P53 mutations. In the other branch, the core tumour branch,
PTEN mutations lead to further branching.

PBRM1 is necessary for ligand-dependent transcriptional
activation and is involved in chromatin organization,
whereas PTEN is a tumour suppressor enzyme which regu-
lates cell division, apoptosis, cell movement, adhesion and
angiogenesis. P53 is one of the most well-established
tumour suppressors associated with all cancer hallmarks,
namely increased cancer metabolism, angiogenesis, genetic
instability, immune evasion, resistance to cell death,
replicative immortality, sustained proliferative signalling,
invasion and metastasis.23 This branching further confirms
that sustaining proliferative signalling, inducing angiogene-
sis and transcriptional activation are widespread in tumours
and occur early. They are followed by evasion of growth
suppressors through repression of antigrowth signals, via
chromatin inactivation (SEDT2 mutations) and antigrowth
factor inactivation (PTEN and P53 mutations). Lastly, this
branching suggests that other hallmarks such as replicative
immortality, invasion and metastasis, as mediated by P53,
follow at later stages of renal carcinogenesis.

2.5 | Melanoma

Multiregion sequencing in 41 multiple melanoma biopsies
from 8 individual tumours24 found that the 3 melanoma
driver genes, namely BRAF, NRAS and NF1, all key com-
ponents of the MAPK pathway, were ubiquitously mutated
in a mutually exclusive pattern. The ubiquitous expression
of these genes is consistent with an early role of this path-
way (involved in sustaining proliferative signalling and
evasion of growth suppressors) in melanoma formation. On
the contrary, mutations in the PI3K pathway were heteroge-
neous indicating that such mutations occur later in meta-
static melanoma evolution. As the PI3K is important for
many cell activities, including cell growth and division
(proliferation), movement (migration) of cells and cell sur-
vival, its appearance later in carcinogenesis suggests later
appearance of the hallmarks of resistance to cell death, and
activation of invasion and metastasis. IDH1, which has an
essential role in glucose metabolism, is also mutated
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heterogeneously in some melanoma tumours, suggesting
later appearance of the Warburg effect.

2.6 | Breast carcinoma

In an analysis of 11 breast cancer tumours, Wood et al9 iden-
tified TP53 and PIK3CA, as the most frequent, driving muta-
tions. The 2 genes have passenger probability scores of
<.0001, indicating their important driving roles in carcino-
genesis. Assuming that the most prevalent/driving alterations
are necessary for initiation of carcinogenesis, the high muta-
tion frequency of these genes highlights the early appearance
of the resisting cell death, evading growth suppressors and
sustaining proliferative signalling cancer hallmarks.

2.7 | Combined evidence on different tumour
types

Looking at colon, pancreatic and glioblastoma tumours
together, the H-CNB model6 identified the following order
of pathway alterations as the most likely: apoptosis, TGF-b
signalling, small GTPase-dependent signalling (other than
KRAS), Wnt/Notch signalling, control of G1/S phase transi-
tion, KRAS signalling, Hedgehog signalling, DNA damage
control, JNK, homophilic cell adhesion, integrin signalling
and invasion.

Furthermore, Raica et al25 reviewed angiogenesis in
premalignant lesions and concluded that tumour angiogen-
esis is not necessarily a characteristic of invasive tumour,
but may occur prior to malignancy, as defined by inva-
sion and metastasis. In their review, they gather evidence
that microvessel density (MVD) was significantly
increased in a relatively large spectrum of premalignant
squamous cell lesions, such as in the oral mucosa, skin,
uterine cervix, vulva and anal canal. Interestingly, for a
number of these lesions, MVD was found to correlate
with the major pro-angiogenic factor, namely VEGF.

Premalignant lesions of glandular epithelia, including
gastric metaplasia and dysplasia, atypical adenoma of the
colon, atypical hyperplasia and carcinoma in situ of the
breast also exhibited VEGF overexpression.

Based on the above evidence, the following order of
hallmarks emerges: resistance to cell death, insensitivity to
antigrowth signals, sustaining proliferative signalling,
deregulated cellular energetics, inducing angiogenesis,
avoiding immune destruction, enabling replicative immor-
tality and invasion and metastasis.

2.8 | Comments on temporal sequence of
hallmarks

From the studies we have reviewed, it occurs that even
though tumour cells can accumulate many mutations as

they evolve, not all of these mutations are driving muta-
tions (ie play a causal role). Some mutations are just a by-
product of the increased genetic instability which character-
izes the process of tumourigenesis.26 In the causal frame-
work we adopt, this means that mutations can provide
different cues for the temporal reconstruction of cancer
development. In other words, mutations may mark the can-
cer process at different salient points.

Studies have shown that a typical tumour contains 2-8
“driver gene” mutations,26,27 but which specific genes will
be mutated in different tumours might vary. In addition,
cells from different sections of the same tumour tend to
have a diverse mutational landscape, suggesting that differ-
ent mutations may converge towards the same phenotypic
result. This is because the intracellular pathways often
deregulated in cancer (pathways that drive carcinogenesis)
incorporate many genes which operate as an information
transfer cascade.28 Mutations in any one of the genes can
have a similar effect, that is stopping the cascade and the
transfer of information. This view is supported by the
observation that multiple hits in different genes of the same
pathway in individual tumours are less frequent than
expected29 and in different tumours, different members of
each pathway may be affected in a mutually exclusive
manner.19 Furthermore, different cancer specimens of the
same tumour type carry their individual cancer driver gene
mutational signatures, which seem to be mutually exclusive
as the number of common mutant cancer driver genes
between tumours is limited.30

Even though the sequential order of driving genetic
alterations can vary between and within tumours, and even
though in different tumours different members of each
pathway may be affected in a mutually exclusive manner,
the main cancer pathways affected are almost ubiquitous
and follow a generally common sequence. Looking at the
combined evidence from different tumour types (Figure S1),
these cancer pathways and their sequential alterations
enable the suggestion of a temporal sequence for the
appearance of cancer hallmarks: resisting cell death, insen-
sitivity to antigrowth signals, sustained proliferation, dereg-
ulated energetics, replicative immortality and activation of
invasion and metastasis. The first 3 hallmarks can be
regarded as almost simultaneous as their exact order is
switched in different investigations. Angiogenesis and
avoiding immune destruction are perhaps the only hall-
marks with a varying position in the above sequence, but
they are most often evidenced to follow deregulated ener-
getics and to precede replicative immortality, invasion and
metastasis.

In conclusion, the evidence on tumour biopsies proposes
a sequence for 5 of the hallmarks, with the others poten-
tially residing in different places along the path, as indi-
cated in Figures 2 and S1.
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3 | BENZO[A]PYRENE AND THE
HALLMARKS OF CANCER

We now consider the events associated with the carcino-
genicity of a well-known carcinogen, using the hallmark of
cancer paradigm. We refer for simplicity (and comparabil-
ity with the paragraph above) to the original Hanahan and
Weiberg1 paper rather than to its adaptation to “key charac-
teristics of carcinogens” by Smith et al3 (Table 2).

Benzo[a]pyrene (BaP) is a ubiquitous contaminant,
belonging to the large group of organic compounds with 2 or
more fused aromatic (benzene) rings, namely polycyclic aro-
matic hydrocarbons (PAHs).1,31,32 PAHs and BaP formed
during incomplete combustion, and their major sources
include tobacco smoke, residential and commercial heating
with wood or coal, motor-vehicle exhaust and industrial
emissions.31 Occupational exposures occur in aluminium
production, roofing and paving involving coal-tar pitch, coal
liquefaction, coal-tar distillation, wood impregnation, chim-
ney sweeping and power plants33. While no epidemiological
studies on BaP alone are available, BaP produced tumours in
multiple organs and tissues in all animal species tested fol-
lowing exposures by many different routes.31 Mechanistic
evidences from in vitro and in vivo studies, including human
exposures, showed that BaP is clearly genotoxic following
its metabolization into highly reactive species that form
DNA adducts leading to sister chromatid exchange, chromo-
somal aberrations, micronuclei or DNA damage.31 Based on
these multiple experimental evidences, BaP may be consid-
ered a well-established model carcinogen. Thus, we decided
to review the literature available on BaP and its capacity to
affect the different hallmarks of cancer.

3.1 | Hallmark 1: Sustaining proliferative
signalling

BaP is a very well-known chemical able to immortalize
human cells, such as breast epithelial cells.34 One of the

earliest mechanistic evidence of BaP effects on cell prolif-
eration was its ability to form DNA adducts, and recurrent
mutations were observed in the genes of the RAS super-
family both in humans and in mice.35-37 Beyond the muta-
genic effects on genes associated with cell proliferation,
Kometani et al38 showed that BaP was able to promote
proliferation of human lung cancer cells after 24 weeks of
exposure by activating the EGFR pathway through induc-
tion of EGFR ligands, amphiregulin and epiregulin. More-
over, BaP may promote cell proliferation through the
activation of nuclear receptor signalling pathways, such as
aryl hydrocarbon receptor (AhR) and oestrogen receptor
(ER) in humans, mice and other nonmammalian organ-
isms.39-42 In conclusion, BaP is able to induce cell prolif-
eration through both genotoxic and nongenotoxic receptor-
induced mechanisms in humans and various experimental
models.

3.2 | Hallmark 2: Evading growth
suppressors

BaP exposure allows cells to evade G1 arrest and induces
cell abnormal proliferation.43 Most studies reported an acti-
vation of the ERK pathway in different cell types.43-45

Interestingly, a short exposure of 24 hours was sufficient
to induce a dose-related activation of MAPK in normal
human embryo lung diploid fibroblasts,43 and apparently,
cellular response to BaP exposure was also dependent on
the growth kinetics within a target cell population,44 sug-
gesting different susceptibility based on cell state and dif-
ferentiation.

3.3 | Hallmark 3: Resisting cell death

A recent exomewide mutation profile on immortal human
mammary epithelial cells exposed to BaP showed that
genes involved in various biological processes, including
regulation of cell death, harbour mutations predicted to
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FIGURE 2 Tentative reconstruction of
a sequence of hallmarks based on mutations
in biopsies (see text). It should be noted
that the first 3 steps can occur in varied
order. Also, we do not consider in the
figure the fact that both mutations and
clone selection operate in carcinogenesis
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impact protein function.46 However, other in vitro reports
showed that exposure to BaP or its DNA-reactive metabo-
lite anti-benzo[a]pyrene-7,8-diol-9,10-epoxide (BPDE)
induces or sensitizes human cells to either receptor-
mediated or mitochondrial-mediated apoptosis.47,48 Similar
results were obtained using a reverse phase protein array
comparing mouse primary liver tumours induced by BaP to
their normal adjacent tissues.49 The results showed both
downregulation (eg cleaved caspase 7, caspase 3) and
upregulation (Bax, Bad and Bcl-xL) of some pro-apoptotic
proteins in tumour tissues. In conclusion, BaP may exert
both a pro-apoptotic or an anti-apoptotic effect. In vivo
data on the temporal sequence of these effects are lacking,
although it has been suggested that the carcinogenic effect
of BaP or PAHs mixtures may be also mediated by chronic
inflammation and cell death subsequent to the exposure.50

3.4 | Hallmark 4: Inducing angiogenesis

It has been recently shown that 1-month exposure to
different BaP concentrations increased in a dose-depen-
dent manner the capacity of a hepatoma cell lines,

BEL-7404, to recruit vascular endothelial cells and pro-
mote angiogenesis through increased secretion of
VEGF.51 Similarly, low, noncytotoxic concentration of
BaP induced hypoxia-inducible factor-1a, responsible for
the adaptation to hypoxic conditions and the promotion
of angiogenesis.52 Interestingly, BaP and its metabo-
lites may have distinct and opposite effect on VEGF
expression,53 suggesting that tissue-specific or genetic
interindividual differences in the CYP450 expression
may play a role in determining the overall effect on
angiogenesis induction by BaP and PAHs in general.

3.5 | Hallmark 5: Enabling replicative
immortality

BaP has been shown to induce efficiently immortalization
of Syrian hamster normal dermal cells through its muta-
genic activity causing the direct inactivation of p53 and
INK4 alterations.54,55 Similarly, p53 mutations in Hupki
cells (embryonic murine fibroblast with human p53 gene)
exposed to BaP were correlated with p53 mutations in
human lung tumours, supporting the direct role of BaP in

TABLE 2 Key characteristics of carcinogens

Is electrophilic or can be metabolically activated

Parent compound or metabolite with an electrophilic structure (eg, epoxide or quinone), formation of DNA and protein adducts

Is genotoxic

DNA damage (DNA-strand breaks, DNA-protein crosslinks or unscheduled DNA synthesis), intercalation, gene mutations, cytogenetic
changes (eg, chromosome aberrations or micronuclei)

Alters DNA repair or causes genomic instability

Alterations of DNA replication or repair (eg, topoisomerase II, base-excision or double-strand break repair)

Induces epigenetic alterations

DNA methylation, histone modification, microRNA expression

Induces oxidative stress

Oxygen radicals, oxidative stress, oxidative damage to macromolecules (eg, DNA or lipids)

Induces chronic inflammation

Increased white blood cells, myeloperoxidase activity, altered cytokine or chemokine production

Is immunosuppressive

Decreased immunosurveillance, immune system dysfunction

Modulates receptor-mediated effects

Receptor activation or inactivation (eg, ER, PPAR and AhR) or modulation of endogenous ligands (including hormones)

Causes immortalization

Inhibition of senescence, cell transformation

Alters cell proliferation, cell death or nutrient supply

Increased proliferation, decreased apoptosis, changes in growth factors, energetics and signalling pathways related to cellular replication or
cell cycle

Any characteristic could interact with any other (such as oxidative stress, DNA damage and chronic inflammation), and a combination
provides stronger evidence of a cancer mechanism than one would alone.

Sources: Smith et al3.
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causing smokers lung tumour p53 mutations.56 In conclu-
sion, BaP seems to enable replicative immortality mainly
through its genotoxic properties.

3.6 | Hallmark 6: Activating invasion and
metastasis

There is evidence that BaP can promote cell migration,
invasion and metastasis.57 Recently, some studies provided
mechanistic clues showing that BaP may contribute to lung
cancer cell invasion and metastasis by upregulating pro-
inflammatory chemokines (IL8, CCL-2, CCL-3) and the
one of the master regulator of the epithelial-to-mesenchymal
transition, Twist.58,59 Moreover, BaP was able to induce
cell migration in triple-negative breast cancer MDA-MB-
231 cells through a lipoxygenase- and Src-dependent path-
way, notably by increasing the secretion of metallopro-
teinase MMP-2 and MMP-9.60 BaP treatment was also able
to increase the metastatic potential of hepatocellular carci-
noma cell lines in a mouse model, likely through an activa-
tion of both angiogenesis and NF-kB pathway.51 In
conclusion, BaP is able to promote cell migration and
invasion, contributing to increase the metastatic potential of
several epithelial cells in different experimental settings.

3.7 | Hallmark 7: Deregulating cellular
energetics

Recent studies showed that BaP is able to alter the function
of mitochondria, cellular organelles having a key role in
cellular energetics as well as in programmed cell death. In
particular, BaP (range 0-500 mmol/L) was able to lower
mtDNA content in a TK6 cell, a human lymphoblastoid
cell line.61 Interestingly, in the same study, indoor exposure
to PAHs was associated with decreased mtDNA content in
the blood.61 Similarly, BaP induced mitochondrial damage
in vivo in mice cervical tissues, strongly associated with
increased oxidative stress.62 Interestingly, a short-term
exposure (24-48 hours) to BaP induced an increased
expression of several components of the mitochondrial res-
piratory chain,63 suggesting an adaptative process that
could cause a mitochondria-derived increased oxidative
stress to the exposed cells and tissues. In conclusion, while
a more metabolism-focused research on the effects of BaP
is needed, some evidence exists that it could directly
impact cellular metabolism and energy production, notably
through an alteration of the mitochondrial function.

3.8 | Hallmark 8: Avoiding immune
destruction

Early studies in the 1980s showed BaP has immunotoxic
effects in mice, by reducing antibody production and

inducing DNA adducts in splenic leucocytes.64,65 A
more recent study showed that BaP at a dose as low as 10
mg/kg b.w. (generally considered as nontoxic) was able to
induce changes in thymus weight and spleen B-cell popula-
tions.66

In conclusion, while no evidence was available to test
the hypothesis that BaP may affect cancer cells immune
recognition, BaP is able to exert immunotoxicity, thus con-
tributing to avoiding immune destruction by cancer cells.

3.9 | Enabling characteristics: Genome
instability and mutation and tumour-
promoting inflammation

The acquisition of the hallmarks of cancer is made possible
by 2 enabling characteristics, namely genome instability
(which allows accumulation of random mutations) and the
inflammatory state accompanying many premalignant and
malignant lesions.1 As a genotoxic compound, BaP and its
metabolites are a well-known mutagen for both human and
experimental animals. Interestingly, a recent study involv-
ing next-generation sequencing of exomes in immortal
human mammary epithelial cells showed that DNA repair
genes were among the genes harbouring BaP-induced
mutation with a potential functional impact, suggesting a
potential impact on genome stability of the mutated cells.26

Moreover, BaP increased the number of oxidatively
induced clustered DNA lesions in normal primary breast-
derived cells which were correlated with the number of
chromosomal aberrations.67 These lesions were associated
with a decrease in antioxidant defence capacity and an
increased ROS and DNA repair gene transcription,67 sug-
gesting that oxidative stress and DNA damage and repair
response are strictly correlated following BaP exposure.

Important crosstalks between chemicals and immune
system in carcinogenesis have been recently reviewed.68

Interestingly, interleukin 6 (IL-6) and tumour necrosis fac-
tor alpha (TNF-a) produced by macrophages have been
shown to be critical to promote malignant transformation of
human bronchial epithelial cells in a bionic airway chip cul-
ture system and in an animal model (Li et al 2015). Simi-
larly, it was observed that TNF-a strongly augmented the
formation of stable BaP diol epoxide-DNA adducts in alve-
olar type II epithelial cells.69 Thus, the inflammatory
response to PAHs containing BaP and the immunosuppres-
sive ability of BaP towards acquired immunity cells previ-
ously described may synergistically cooperate in the
carcinogenicity of BaP aPAHs mixtures.

A recent review provided in the context of the Halifax
project50 described Benzo(a)pyrene (BaP) as a prototypical
multidisruptor influencing sustained proliferation during
carcinogenesis. Interestingly, they found that the mecha-
nisms leading to this phenotype could not be entirely
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explained by the genotoxicity of its metabolites. In particu-
lar, for PAHs mixtures, mechanisms involving chemical-
receptor interaction, notably with oestrogen receptor and
aryl hydrocarbon receptor, have been described.70 More-
over, other than nuclear receptor activation, BaP was also
shown to induce epigenetic alterations, affecting DNA
methylation, histone modification and non coding RNA
expression.71 Finally, similarly to the conclusion based on
our literature review, BaP was found associated with most
hallmarks of cancer,50 but there was no evidence to support
a temporal sequence of events. In conclusion, BaP may
exert its multipotent and multitissue carcinogenic effects by
affecting all known hallmarks of cancer and by displaying
multiple key characteristics of carcinogens. Even at low
concentrations and as part of chemical mixtures, BaP and
PAHs perturb multiple signalling pathways, including hor-
monal pathways and those regulating energy metabolism,
depending on the status of the target cell.

4 | CONCLUSIONS: SUGGESTIONS
FOR “MEET-IN-THE-MIDDLE”
RESEARCH

Our review of hallmarks of cancer and their temporal
sequence, based on mutational spectra in biopsies from dif-
ferent cancer sites, allowed us to propose a hypothetical tem-
poral sequence of the hallmarks: resisting cell death,
insensitivity to antigrowth signals, sustained proliferation,
deregulated energetics, replicative immortality and activation
of invasion and metastasis. On the other side, it was not pos-
sible to isolate a clear sequence of the cancer hallmarks for
the effects of the model carcinogen we have chosen, Benzo
(a)pyrene. Also, it was not possible to find a clear overlay of
hallmarks in the cancer sites we have examined and the hall-
marks affected by Benzo(a)pyrene. In particular, it seems
that the latter has a multiplicity of mechanisms or modes of
action, affecting several of the hallmarks.

The causal approach we adopt—information transmis-
sion—helps us combine data and results from different
types of studies on cancer. In this framework, our goal is
to reconstruct the temporal process of cancer development
by intercepting salient events in this process—this is the
idea of the transmission of information. At the same time,
this approach to causality gives us the flexibility to com-
bine cues that are of different nature: the causal process of
cancer development needs not to happen all at the same
molecular level. Instead, we can meaningfully combine
results coming from different types of studies. The method-
ology of the “meeting-in-the-middle” operationalizes at the
design level this idea.

In spite of the limitations, we believe that what we pro-
pose may be a promising approach, both for the description

and evaluation of the existing literature on environmental
causes of disease, and for novel exposome research.

ACKNOWLEDGEMENTS

This work was supported by the grant FP7 of the European
Commission “Enhanced exposure assessment and omic
profiling for high priority environmental exposures in Eur-
ope” (EXPOsOMICS grant 308610 to PV).

REFERENCES

1. Hanahan D, Weinberg RA. Hallmarks of cancer: the next genera-
tion. Cell. 2011;144:646-674.

2. Vineis P, van Veldhoven K, Chadeau-Hyam M, Athersuch TJ.
Advancing the application of omics-based biomarkers in environ-
mental epidemiology. Environ Mol Mutagen. 2013;54:461-467.

3. Smith MT, Guyton KZ, Gibbons CF, et al. Key characteristics of
carcinogens as a basis for organizing data on mechanisms of car-
cinogenesis. Environ Health Perspect. 2016;124:713-721.

4. Illari P, Russo F. Information channels and biomarkers of disease.
Topoi. 2016;35:175-190.

5. Vineis P, Chadeau-Hyam M, Gmuender H, et al. The exposome
in practice: design of the EXPOsOMICS project. Int J Hyg Envi-
ron Health. 2017;220:142-151.

6. Gerstung M, Eriksson N, Lin J, Vogelstein B, Beerenwinkel N.
The temporal order of genetic and pathway alterations in tumori-
genesis. PLoS ONE. 2011;6:e27136.

7. Fearon ER, Vogelstein B. A genetic model for colorectal tumori-
genesis. Cell. 1990;61:759-767.

8. Rosenberg DW, Giardina C, Tanaka T. Mouse models for the
study of colon carcinogenesis. Carcinogenesis. 2009;30:183-196.

9. Wood LD, Parsons DW, Jones S, et al. The genomic landscapes
of human breast and colorectal cancers. Science. 2007;318:1108-
1113.

10. Beerenwinkel N, Antal T, Dingli D, et al. Genetic progression
and the waiting time to cancer. PLoS Comput Biol. 2007;3.
http://www.ncbi.nlm.nih.gov/pmc/articles/PMC2065895/ Accessed
June 30, 2016

11. Takahashi Y, Ellis LM, Mai M. The angiogenic switch of human
colon cancer occurs simultaneous to initiation of invasion. Oncol
Rep. 2003;10:9-13.

12. Hanahan D, Folkman J. Patterns and emerging mechanisms of
the angiogenic switch during tumorigenesis. Cell. 1996;86:353-
364.

13. Zhang X, Gaspard JP, Chung DC. Regulation of vascular
endothelial growth factor by the Wnt and K-ras pathways in colo-
nic neoplasia. Cancer Res. 2001;61:6050-6054.

14. Ono T, Miki C. Factors influencing tissue concentration of vascu-
lar endothelial growth factor in colorectal carcinoma. Am J Gas-
troenterol. 2000;95:1062-1067.

15. Wong MP, Cheung N, Yuen ST, Leung SY, Chung LP. Vascular
endothelial growth factor is up-regulated in the early pre-malig-
nant stage of colorectal tumour progression. Int J Cancer.
1999;81:845-850.

16. Hanrahan V, Currie MJ, Gunningham SP, et al. The angiogenic
switch for vascular endothelial growth factor (VEGF)-A, VEGF-
B, VEGF-C, and VEGF-D in the adenoma-carcinoma sequence

10 of 12 | DEMETRIOU ET AL.

http://www.ncbi.nlm.nih.gov/pmc/articles/PMC2065895/


during colorectal cancer progression. J Pathol. 2003;200:183-
194.

17. Kogita A, Yoshioka Y, Sakai K, et al. Inter- and intra-tumor pro-
filing of multi-regional colon cancer and metastasis. Biochem
Biophys Res Commun. 2015;458:52-56.

18. Yachida S, Jones S, Bozic I, et al. Distant metastasis occurs late
during the genetic evolution of pancreatic cancer. Nature.
2010;467:1114-1117.

19. Parsons DW, Jones S, Zhang X, et al. An integrated genomic
analysis of human glioblastoma multiforme. Science.
2008;321:1807.

20. Gerlinger M, Rowan AJ, Horswell S, et al. Intratumor hetero-
geneity and branched evolution revealed by multiregion sequenc-
ing. N Engl J Med. 2012;366:883-892.

21. Kanu N, Gr€onroos E, Martinez P, et al. SETD2 loss-of-function
promotes renal cancer branched evolution through replication
stress and impaired DNA repair. Oncogene. 2015;34:5699-5708.

22. Carnero A, Blanco-Aparicio C, Kondoh H, et al. Disruptive
chemicals, senescence and immortality. Carcinogenesis. 2015;36
(Suppl 1):S19-S37.

23. Nahta R, Al-Mulla F, Al-Temaimi R, et al. Mechanisms of envi-
ronmental chemicals that enable the cancer hallmark of evasion
of growth suppression. Carcinogenesis. 2015;36(Suppl 1):S2-S18.

24. Harbst K, Lauss M, Cirenajwis H, et al. Multi-region whole-
exome sequencing uncovers the genetic evolution and mutational
heterogeneity of early-stage metastatic melanoma. Cancer Res.
2016;76:4765-4774.

25. Raica M, Cimpean AM, Ribatti D. Angiogenesis in pre-malignant
conditions. Eur J Cancer. 2009;45:1924-1934.

26. Martincorena I, Raine KM, Gerstung M, et al. Universal patterns
of selection in cancer and somatic tissues. Cell. 2017;171:1029-
1041.e21.

27. Vogelstein B, Papadopoulos N, Velculescu VE, Zhou S, Diaz
LA, Kinzler KW. Cancer genome landscapes. Science.
2013;339:1546-1558.

28. Vineis P, Illari P, Russo F. Causality in cancer research: a jour-
ney through models in molecular epidemiology and their philo-
sophical interpretation. Emerg Themes Epidemiol. 2017;14:7.

29. Vogelstein B, Kinzler KW. Cancer genes and the pathways they
control. Nat Med. 2004;10:789-799.

30. Sj€oblom T, Jones S, Wood LD, et al. The consensus coding
sequences of human breast and colorectal cancers. Science.
2006;314:268-274.

31. International Agency for Research on Cancer, Weltgesundheitsor-
ganisation (eds.). IARC monographs on the evaluation of carcino-
genic risks to humans, volume 100 F, chemical agents and
related occupations: this publication represents the views and
expert opinions of an IARC Working Group on the Evaluation of
Carcinogenic Risks to Humans, which met in Lyon, 20–27 Octo-
ber 2009. Lyon: IARC; 2012.

32. Organization World Health, ed. Who guidelines for indoor air
quality: selected pollutants. Copenhagen: WHO; 2010.

33. IARC Working Group on the Evaluation of Carcinogenic Risks
to Humans. Some non-heterocyclic polycyclic aromatic hydrocar-
bons and some related exposures. IARC Monogr Eval Carcinog
Risks Hum. 2010;92:1-853.

34. Gudjonsson T, Villadsen R, Rønnov-Jessen L, Petersen OW.
Immortalization protocols used in cell culture models of human
breast morphogenesis. Cell Mol Life Sci. 2004;61:2523-2534.

35. Hu W, Feng Z, Tang M-S. Preferential carcinogen-DNA adduct
formation at codons 12 and 14 in the human K-ras gene and their
possible mechanisms. Biochemistry. 2003;42:10012-10023.

36. Meng F, Knapp GW, Green T, Ross JA, Parsons BL. K-Ras
mutant fraction in A/J mouse lung increases as a function of
benzo[a]pyrene dose. Environ Mol Mutagen. 2010;51:146-155.

37. Wei SJ, Chang RL, Merkler KA, et al. Dose-dependent mutation
profile in the c-Ha-ras proto-oncogene of skin tumors in mice ini-
tiated with benzo[a]pyrene. Carcinogenesis. 1999;20:1689-1696.

38. Kometani T, Yoshino I, Miura N, et al. Benzo[a]pyrene promotes
proliferation of human lung cancer cells by accelerating the epi-
dermal growth factor receptor signaling pathway. Cancer Lett.
2009;278:27-33.

39. Andrys�ık Z, Vondr�acek J, Machala M, et al. The aryl hydrocar-
bon receptor-dependent deregulation of cell cycle control induced
by polycyclic aromatic hydrocarbons in rat liver epithelial cells.
Mutat Res. 2007;615:87-97.

40. Charles GD, Bartels MJ, Zacharewski TR, Gollapudi BB, Fre-
shour NL, Carney EW. Activity of benzo[a]pyrene and its
hydroxylated metabolites in an estrogen receptor-alpha reporter
gene assay. Toxicol Sci. 2000;55:320-326.

41. Tian S, Pan L, Sun X. An investigation of endocrine disrupting
effects and toxic mechanisms modulated by benzo[a]pyrene in
female scallop Chlamys farreri. Aquat Toxicol. 2013;144–
145:162-171.

42. Wen J, Pan L. Short-term exposure to benzo[a]pyrene disrupts
reproductive endocrine status in the swimming crab Portunus
trituberculatus. Comp Biochem Physiol C Toxicol Pharmacol.
2015;174–175:13-20.

43. Du HJ, Tang N, Liu BC, et al. Benzo[a]pyrene-induced cell cycle
progression is through ERKs/cyclin D1 pathway and requires the
activation of JNKs and p38 mapk in human diploid lung fibrob-
lasts. Mol Cell Biochem. 2006;287:79-89.

44. Hamouchene H, Arlt VM, Giddings I, Phillips DH. Influence of
cell cycle on responses of MCF-7 cells to benzo[a]pyrene. BMC
Genom. 2011;12:333.

45. Wang B-Y, Wu S-Y, Tang S-C, et al. Benzo[a]pyrene-induced
cell cycle progression occurs via ERK-induced Chk1 pathway
activation in human lung cancer cells. Mutat Res. 2015;773:1-8.

46. Severson PL, Vrba L, Stampfer MR, Futscher BW. Exome-wide
mutation profile in benzo[a]pyrene-derived post-stasis and immor-
tal human mammary epithelial cells. Mutat Res, Genet Toxicol
Environ Mutagen. 2014;775–776:48-54.

47. Sang H, Zhang L, Li J. Anti-benzopyrene-7,8-diol-9,10-epoxide
induces apoptosis via mitochondrial pathway in human bronchio-
lar epithelium cells independent of the mitochondria permeability
transition pore. Food Chem Toxicol. 2012;50:2417-2423.

48. Stolpmann K, Brinkmann J, Salzmann S, et al. Activation of the
aryl hydrocarbon receptor sensitises human keratinocytes for
CD95L- and TRAIL-induced apoptosis. Cell Death Dis. 2012;3:
e388.

49. Phillips TD, Richardson M, Cheng Y-SL, et al. Mechanistic rela-
tionships between hepatic genotoxicity and carcinogenicity in
male B6C3F1 mice treated with polycyclic aromatic hydrocarbon
mixtures. Arch Toxicol. 2015;89:967-977.

50. Engstr€om W, Darbre P, Eriksson S, et al. The potential for chem-
ical mixtures from the environment to enable the cancer hallmark
of sustained proliferative signalling. Carcinogenesis. 2015;36
(Suppl 1):S38-S60.

DEMETRIOU ET AL. | 11 of 12



51. Ba Q, Li J, Huang C, et al. Effects of Benzo[a]pyrene Exposure
on Human Hepatocellular Carcinoma Cell Angiogenesis, Metasta-
sis, and NF-jB Signaling. Environmental Health Perspectives.
Environ Health Perspect. 2015;123:246-254.

52. Mavrofrydi O, Papazafiri P. Hypoxia-inducible factor-la increase
is an early and sensitive marker of lung cells responding to
benzo[a]pyrene. J Environ Pathol Toxicol Oncol. 2012;31:335-
347.

53. Li D, Wang LE, Chang P, El-Naggar AK, Sturgis EM, Wei Q.
In vitro benzo[a]pyrene diol epoxide-induced DNA adducts and
risk of squamous cell carcinoma of head and neck. Cancer Res.
2007;67:5628-5634.

54. Newbold RF, Warren W, Medcalf AS, Amos J. Mutagenicity of
carcinogenic methylating agents is associated with a specific
DNA modification. Nature. 1980;283:596-599.

55. Yasaei H, Gilham E, Pickles JC, Roberts TP, O’Donovan M,
Newbold RF. Carcinogen-specific mutational and epigenetic alter-
ations in INK4A, INK4B and p53 tumour-suppressor genes drive
induced senescence bypass in normal diploid mammalian cells.
Oncogene. 2013;32:171-179.

56. Liu Z, Muehlbauer K-R, Schmeiser HH, Hergenhahn M, Bel-
harazem D, Hollstein MC. p53 mutations in benzo(a)pyrene-
exposed human p53 knock-in murine fibroblasts correlate with p53
mutations in human lung tumors. Cancer Res. 2005;65:2583-2587.

57. Ochieng J, Nangami GN, Ogunkua O, et al. The impact of
low-dose carcinogens and environmental disruptors on tissue
invasion and metastasis. Carcinogenesis. 2015;36(Suppl 1):
S128-S159.

58. Zhang J, Chang L, Jin H, et al. Benzopyrene promotes lung can-
cer A549 cell migration and invasion through up-regulating cyto-
kine IL8 and chemokines CCL2 and CCL3 expression. Exp Biol
Med (Maywood). 2016;241:1516-1523.

59. Wang Y, Zhai W, Wang H, Xia X, Zhang C. Benzo(a)pyrene
promotes A549 cell migration and invasion through up-regulating
Twist. Arch Toxicol. 2015;89:451-458.

60. Castillo-Sanchez R, Villegas-Comonfort S, Galindo-Hernandez O,
Gomez R, Salazar EP. Benzo-[a]-pyrene induces FAK activation
and cell migration in MDA-MB-231 breast cancer cells. Cell Biol
Toxicol. 2013;29:303-319.

61. Pieters N, Koppen G, Smeets K, et al. Decreased mitochondrial
DNA content in association with exposure to polycyclic aromatic
hydrocarbons in house dust during wintertime: from a population
enquiry to cell culture. PLoS ONE. 2013;8:e63208.

62. Gao M, Long J, Li Y, et al. Mitochondrial decay is involved in
BaP-induced cervical damage. Free Radic Biol Med.
2010;49:1735-1745.

63. Salazar I, Pavani M, Aranda W, Maya JD, Morello A, Ferreira J.
Alterations of rat liver mitochondrial oxidative phosphorylation

and calcium uptake by benzo[a]pyrene. Toxicol Appl Pharmacol.
2004;198:1-10.

64. Dean JH, Luster MI, Boorman GA, Lauer LD, Leubke RW, Law-
son L. Selective immunosuppression resulting from exposure to
the carcinogenic congener of benzopyrene in B6C3F1 mice. Clin
Exp Immunol. 1983;52:199-206.

65. Ginsberg GL, Atherholt TB, Butler GH. Benzo[a]pyrene-induced
immunotoxicity: comparison to DNA adduct formation in vivo,
in cultured splenocytes, and in microsomal systems. J Toxicol
Environ Health. 1989;28:205-220.

66. De Jong WH, Kroese ED, Vos JG, Van Loveren H. Detection of
immunotoxicity of benzo[a]pyrene in a subacute toxicity study
after oral exposure in rats. Toxicol Sci. 1999;50:214-220.

67. Sigounas G, Hairr JW, Cooke CD, et al. Role of benzo[alpha]
pyrene in generation of clustered DNA damage in human breast
tissue. Free Radic Biol Med. 2010;49:77-87.

68. Kravchenko J, Corsini E, Williams MA, et al. Chemical com-
pounds from anthropogenic environment and immune evasion
mechanisms: potential interactions. Carcinogenesis. 2015;36
(Suppl 1):S111-S127.

69. Umannov�a L, Machala M, Topinka J, et al. Benzo[a]pyrene and
tumor necrosis factor-a coordinately increase genotoxic damage
and the production of proinflammatory mediators in alveolar
epithelial type II cells. Toxicol Lett. 2011;206:121-129.

70. Baird WM, Hooven LA, Mahadevan B. Carcinogenic polycyclic
aromatic hydrocarbon-DNA adducts and mechanism of action.
Environ Mol Mutagen. 2005;45:106-114.

71. Chappell G, Pogribny IP, Guyton KZ, Rusyn I. Epigenetic alter-
ations induced by genotoxic occupational and environmental
human chemical carcinogens: a systematic literature review.
Mutat Res, Rev Mutat Res. 2016;768:27-45.

SUPPORTING INFORMATION

Additional Supporting Information may be found online in
the supporting information tab for this article.

How to cite this article: Demetriou CA, Degli
Esposti D, Pullen Fedinick K, Russo F, Robinson O,
Vineis P. Filling the gap between chemical
carcinogenesis and the hallmarks of cancer: A
temporal perspective. Eur J Clin Invest. 2018;48:
e12933. https://doi.org/10.1111/eci.12933

12 of 12 | DEMETRIOU ET AL.

https://doi.org/10.1111/eci.12933

