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Percolation transition of cooperative mutational
effects in colorectal tumorigenesis
Dongkwan Shin1, Jonghoon Lee1, Jeong-Ryeol Gong1 & Kwang-Hyun Cho1

Cancer is caused by the accumulation of multiple genetic mutations, but their cooperative
effects are poorly understood. Using a genome-wide analysis of all the somatic mutations in
colorectal cancer patients in a large-scale molecular interaction network, here we ﬁnd that a
giant cluster of mutation-propagating modules in the network undergoes a percolation
transition, a sudden critical transition from scattered small modules to a large connected
cluster, during colorectal tumorigenesis. Such a large cluster ultimately results in a giant
percolated cluster, which is accompanied by phenotypic changes corresponding to cancer
hallmarks. Moreover, we ﬁnd that the most commonly observed sequence of driver mutations in colorectal cancer has been optimized to maximize the giant percolated cluster. Our
network-level percolation study shows that the cooperative effect rather than any single
dominance of multiple somatic mutations is crucial in colorectal tumorigenesis.
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enes interact with each other epistatically, and multiple
somatic mutations are often involved in tumorigenesis1, 2.
However, little is known regarding their cooperative effect
at the genome-wide level. Previous studies have shown that
combinations of multiple mutations rather than a single mutation
might play important roles in tumorigenesis. For instance,
mutations of certain genes do not occur randomly but tend to cooccur in cancer patients3, 4, and colorectal cancer develops
through the sequential accumulation of driver mutations such as
APC, KRAS, PI3K, and TP535–8. This suggests that the cooperativity of driver mutations might be an important factor for the
development and progression of cancer. There have been
attempts to identify critical pairs of cancer-inducing genes by
statistically examining their cooperative effect, but the hidden
mechanism underlying such cooperative multiple mutations
during tumorigenesis remains a perplexing puzzle.
Most genetic alterations in cancer inﬂuence signal transduction, which is under complicated regulation8, 9. Hence, the
interaction of multiple somatic mutations should be investigated
in the underlying molecular regulatory network. Co-occurring
mutations in cancer are often found to be involved in different
signaling pathways3, 4, 10, so we can infer that they provide
additive or even synergistic effects on the selective growth
advantage of cancer. However, genes mutated in an exclusive way
are likely to be involved in the same signaling pathway; these
rarely confer any signiﬁcant selective growth advantage on cancer
due to the fact that the functional consequences of single mutations or double mutations are similar3, 4, 10, 11. These results
suggest that whether a pair of somatic mutations is populated in
the same signaling pathway or in distinct pathways might be
crucial for tumorigenesis. This also highlights the need to
investigate the cooperativity of somatic mutations upon the
underlying molecular interaction network. Recent network-based,
pan-cancer analysis studies showed that the topological location
of somatic mutations in the protein–protein interaction (PPI)
network might be closely associated with the clinical outcome.
Hofree et al.12 proposed such a network-based stratiﬁcation of
cancer patients based on The Cancer Genome Atlas (TCGA),
where a network propagation of somatic mutations on the PPI
network was introduced by assigning high values to non-mutated
genes that are close to mutated genes. Another study proposed to
identify signiﬁcantly mutated sub-networks consisting of canonical signaling pathways and other parts that are rarely affected
by mutations for each cancer type based on a heat diffusion
model, wherein hot genes (frequently mutated genes such as
TP53) propagate their heat to their neighboring genes13. These
studies, however, provide only limited information regarding the
inﬂuence of multiple somatic mutations on tumorigenesis, which
involves the dynamical change of cooperative mutation effects
upon the underlying molecular interaction network.
Percolation, a popular cooperative phenomenon in physical
systems, describes the dynamical properties of various complex
networks, where the system undergoes a critical transition in size
or functioning during its growing process, called a percolation
transition14–16. Examples include spreading of computer viruses
on computer networks17, rumor spread or information diffusion
in social networks14, 18, and epidemic spreading of infectious
diseases over a network of towns19. To explore such a cooperative
phenomenon of somatic mutations in tumorigenesis, we employ a
network propagation method to measure the spreading of the
inﬂuence of the somatic mutations on the molecular interaction
network and then examined the cooperative effect of the somatic
mutations by mapping all of the mutations observed in colorectal
cancer from TCGA to a large-scale molecular interaction network. Throughout this network-level systems biological study, we
ﬁnd that a subnetwork area representing the cooperative effect of
2

multiple somatic mutations forms a giant cluster (GC), which is
the largest connected subnetwork in which all genes have mutation inﬂuence scores beyond a certain threshold. This cluster
undergoes such a percolation transition during tumorigenesis,
resulting in a giant percolated cluster (GPC) accompanied by
phenotypic changes corresponding to cancer hallmarks. Intriguingly, we further ﬁnd that the most commonly observed sequence
of driver mutations in colorectal cancer has been optimized to
maximize the GPC. Our ﬁndings provide new insight into the
cooperative mechanism of multiple somatic mutations in colorectal tumorigenesis.
Results
Network propagation of somatic mutations and a GC. We
began by applying the network propagation20 to somatic mutations from TCGA colorectal cancer patients on a PPI network (N
= 10,968) to spread the inﬂuence of each mutation over the
network neighborhood (see the Methods section). The network
propagation has been used to stratify cancer patients12, whereby
inﬂuence scores are assigned to every node such that the nodes
closer to a gene harboring a somatic mutation have higher scores.
Therefore, when a mutation occurs on a node, its nearest
neighbors have higher values, whereas nodes far away from the
mutated node have values near zero. Thus, mutation inﬂuence
appears to propagate along the PPI network. Indeed, it is expected
that a mutation could not successfully affect all the nodes but at
most cover a few layers of nearest neighbors. Thus, we can predict
an effective boundary of mutation inﬂuences centered on the
mutated node, inside which nodes have inﬂuence scores beyond a
certain threshold and form a sub-network that we call a “mutation-propagating module” (Fig. 1a). In our study, we mapped
expression proﬁles of each patient to the PPI network to determine the weight of links, such that patient-speciﬁc PPI networks
were generated before projecting mutation proﬁles of patients to
the network (see the Methods section). When mutation proﬁles of
a patient are mapped to the patient-speciﬁc network, mutationpropagating modules of individual mutations are scattered
throughout the network, often forming connected modules,
which are sub-networks inﬂuenced by two or more mutations.
Among them, the largest connected module, which we call “giant
cluster (GC)”, could largely cover the network in the order of
network size, N, and, therefore, could have a signiﬁcant impact on
the network (Fig. 1a).
On the basis of this network propagation method, we ﬁrst
investigated the GC size for each patient by projecting mutation
proﬁles to the respective PPI network. On average, the GC
covered a relatively large portion (20–40%) of the entire network,
although patients only have an average of 20–40 somatic
mutations. The threshold of mutation inﬂuences was selected to
be high, so that each mutation-propagating module approximately included only nearest neighbors (Fig. 1b). These indicate
that multiple somatic mutations interact cooperatively to enlarge
the effective boundary of mutation inﬂuences. To test whether
such cooperative effects in GCs come from nonrandom mutation
proﬁles, for each patient we compared the size Sgc of its GC with
the expected size Srand
gc if the same number of mutations occurred
randomly on the network. Figure 1c illustrates that the GC size
for patients was signiﬁcantly larger than the random expectation,
and such differences were prominent when the cancer-related
genes21 or driver genes8 were considered rather than all the
mutations (Supplementary Fig. 1). We also conﬁrmed that the
statistical signiﬁcance of this tendency continues in many cases of
different thresholds (Supplementary Fig. 2). Hence, these results
suggest that the cooperation among somatic mutations in cancer
cannot be attributed to a random selection of mutations but can
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Fig. 1 The cooperative mutation effects represented by a giant cluster upon a PPI network. a Formation of a giant cluster upon a PPI network by the
propagation of mutation inﬂuences. A mutation inﬂuence propagates along a PPI network and forms a mutation-propagating module, which is a subnetwork that is effectively inﬂuenced by the mutation. The link weight is determined by the product of the expression levels of its end genes, Wij  Ei Ej .
Several mutation-propagating modules occasionally form connected modules or a giant cluster, which is the largest connected module among them. The
color intensity of nodes represents the degree of mutation inﬂuence, and the width of a circle indicates the expression level of the corresponding gene.
b Distribution of the size of GC (left) and the number of mutations (center) for 191 cancer patients. Right ﬁgure shows the size of each mutationpropagating module for all the mutated genes found in patients vs. the degree of each corresponding node for a threshold V = 0.001. c The size of GC
normalized the network size for 191 patients compared to the random expectation (n = 1000) where the same number of mutations for each patient was
randomly selected

be determined by topological properties of somatic mutations in
the PPI network.
We further investigated the formation of a GC for other type of
colon cancer (DFCI data set obtained from cBioPortal, n = 526)
22, 23 as well as eight other types of solid tumors (BLCA, BRCA,
HNSC, KIRC, LUAD, LUSC, PAAD, and STAD obtained from
TCGA). We compared the size of the GC between the colorectal
cancer patient and the random expectation for which the same
number of virtually mutated nodes as in each patient were
randomly generated in a repeated way (n = 1000), and the
averaged GC size was measured for each patient. Performing this
comparison clearly shows that colorectal cancer can be
characterized as having a signiﬁcantly larger size of GC
NATURE COMMUNICATIONS | 8: 1270

(Supplementary Fig. 3, and see Methods). We also conﬁrmed
that the statistical signiﬁcance of this tendency was also observed
in the other types of cancer (Supplementary Fig. 3). As a result,
we validated our hypothesis of the formation of a GC in various
types of cancers.
Overlap and synergy between mutation-propagating modules.
We also asked if there is a relationship between the GC caused by
somatic mutations from cancer patients and network characteristics of mutation pairs. We found that the average degree of
genes that harbor somatic mutations in patients was signiﬁcantly
larger than that in random selection of nodes, whereas the
average shortest distance between mutation pairs in patients was
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Fig. 2 Overlap between mutation-propagating modules and their synergistic effects. a Distribution of the average degree of genes that harbor somatic
mutations in patients compared to the corresponding random expectation. The average degree of each patient indicates the mean degree of all the mutated
genes of that patient, and the random expectation indicates the expected mean when the same number of mutations occurred randomly (n = 1000).
b Distribution of the average shortest path length between all the mutations in patients compared to the corresponding random expectation (n = 1000).
c The overlap between two mutation-propagating modules, A and B, is measured by the Jaccard index J ¼ SðAÞ \ SðBÞ=SðAÞ ∪ SðBÞ. Their synergy is
measured by C ¼ SðA; BÞ=SðAÞ ∪ SðBÞ. S(A) denotes the size of the mutation-propagating module when a mutation A occurs, and S(A, B) indicates the size
of the connected module when both mutations A and B occur. If A and B are close enough, S(A, B) would be larger than the union of S(A) and S(B).
Therefore, there can be some extended area (gray), which indicates additional nodes that are in neither S(A) nor S(B). However, if A and B are far enough
apart such that their modules do not overlap, S(A, B) would be 0. The values of J lie in the range [0, 1], with J = 0 for no common genes and J = 1 for
identical gene sets between two modules. C > 1 indicates that a connected module is larger than the simple union of the single modules A and B, we call
“synergistic”. d Ratio of synergistic pairs (C > 1) vs. ratio of overlapped pairs (J > 0) among all the pairs of somatic mutations for individual patients. For
reducing the computational complexity, we considered only a case for randomly selected 100 mutations with 100 iterations. e The fraction of four types of
connected modules within 479 co-occurring mutation pairs (see the Methods section for details), compared to the random case with the randomly
selected same number of mutation pairs (n = 1000)

considerably shorter than the random expectation (Fig. 2a, b and
Supplementary Fig. 4). It is probable that more neighbors of a
mutated node would contribute to forming a larger mutantpropagating module. Moreover, the closer these modules are, the
larger a connected module will be, resulting in the larger GC, as in
Fig. 1c. To test this possibility, we introduced the overlap and
synergy between two mutation-propagating modules, A and B,
which are measured by the Jaccard index J ¼ SðAÞ \
SðBÞ=SðAÞ ∪ SðBÞ and C ¼ SðA; BÞ=SðAÞ ∪ SðBÞ, respectively
(Fig. 2c). The size of the GC would be maximized if and only if all
the pairs of mutation-propagating modules overlapped (J > 0)
and their connected module also exhibited beyond the full coverage (C > 1), i.e., synergistic. We investigated the ratio of overlapped (J > 0) or synergistic (C > 1) pairs in each patient and
found that the distributions of both ratios for patients shifted
4

toward higher ratios compared to the randomly selected mutation
sets (Fig. 2d), indicating that the larger GC for patients could
possibly be attributed to either overlapped or synergistic mutation
pairs. We also found that, for most patients, more than half of the
mutation-propagation module pairs (55–70%) were synergistic,
whereas relatively few pairs (10–20%) overlapped. To test whether this tendency was also observed in co-occurring mutation
pairs across samples, we identiﬁed 479 mutation pairs with statistically signiﬁcant co-occurrence among 382 driver genes from
Vogelstein8 (see the Methods section for details). Figure 2e shows
that the fraction of overlapped and/or synergistic co-occurring
pairs was signiﬁcantly larger than expected by chance, and nearly
half of the co-occurring pairs were not overlapped but synergistic,
which is consistent with the previous studies in which cooccurring mutated genes participate in different signaling
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Fig. 3 Hallmark gene set analysis. Flowchart of the hallmark gene set analysis for identifying hallmark gene sets enriched in the GC and for classifying
cancer patients based on the selected features using factor analysis and the mRMR feature selection method (see Methods for details)

pathways3, 4, 10. Altogether, these results suggest that somatic
mutations occur to minimize the overlap among mutationpropagating modules with the constraint under which the coverage of connected modules is maximized.
Hallmark gene sets enriched in the GC. If a GC comes from
nonrandom mutation proﬁles of a cancer patient, genes within
the GC must be correlated with any relevant biological and
clinical characteristics of the cancer patient. To investigate which
biological processes are inherent in the GC, we used a collection
of 50 “hallmark” gene sets24 (Supplementary Table 1) derived
from the Molecular Signature Database (MSigDB) and identiﬁed
hallmark gene sets enriched in the GC. We hypothesized that the
cooperation of multiple somatic mutations in a GC can activate
multiple cancer-related hallmarks that can cooperatively enhance
tumorigenesis. For instance, the co-occurrence of a mutation that
persistently activates a proliferative signaling and another mutation that induces invasion and metastasis will promote cancer
malignancy. Therefore, it is important to ﬁnd what kind of
multiple hallmarks of cancer are enriched in a GC and more
importantly, to ﬁnd whether such phenotypic features have a real
biological signiﬁcance. In this respect, we attempted to interpret
the phenotypic features contained in the GC with respect to the
classiﬁcation of tumors such as the consensus molecular subtypes
(CMSs)25 of colorectal cancer or tumor stages of cancer patients.
First, we examined how well the GC-based patient classiﬁcation matches the previous CMS classiﬁcation that is known to be
the most robust molecular classiﬁcation currently available for
colorectal cancer25 and further investigated, which key biological
features the subtypes have (Fig. 3 and Methods). By propagating
all of the mutations of each colorectal cancer patient, we obtained
NATURE COMMUNICATIONS | 8: 1270

a gene list included in the corresponding GC and estimated the
enrichment of the hallmark gene sets in each patient through the
hypergeometric test. To reduce the dimensionality of the resulting
matrix of the hallmark gene set enrichment test (191 patients × 50
hallmark gene sets), we did factor analysis, which is often used in
gene expression data for patient clustering as a robust feature
selection method26, 27 using standardized z-scores of −log(pvalue) for each hallmark gene set because the hallmark gene set
variables have different scales. For an optimal predeﬁned factor
number (k = 5) (Supplementary Fig. 5a and see Methods for
details), the correlation matrix of the hallmark gene sets were
clustered into four global factors (Supplementary Fig. 5b, and see
Supplementary Data 1 for various factor numbers, k = 3, 4, and 5)
each of which can be characterized with several hallmark gene
sets for a conventional weight threshold of 0.5: Factor 1 for
angiogenesis and the metastasis pathway, Factor 3 for the
immune response, Factor 4 for the Myc pathway and uncontrolled proliferation, and Factor 5 for the metabolic pathway
(Fig. 4a). Interestingly, these factors not only contain important
features related to cancer cells but also are very similar to the
biological characteristics that distinguish each CMS group25.
Factors 1, 3, 4, and 5 correspond to the characteristics of CMS4
(mesenchymal), CMS1 (MSI (microsatellite instability) immune),
CMS2 (canonical), and CMS3 (metabolic), respectively. To
investigate whether cancer patients can be classiﬁed into the
CMS group by these factors, we performed statistical clustering
(k-means) analysis on the factor scores of the patients. The result
shows that the patient population can be clustered into four
clusters, and interestingly, each cluster is strongly correlated with
a distinct CMS group (Cluster 1—CMS2, Cluster 2—CMS4,
Cluster 3—CMS1, and Cluster 4—CMS3) (Fig. 4b). For a
biological understanding of the cluster groups, we then examined
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showed epithelial–mesenchymal transition-related signatures, but
have less statistical signiﬁcance with the signatures associated
with Wnt and Myc targets, cell cycle, or metabolism. Cluster 3
was mainly characterized as Factor 3 (immune response) which is
a key biological feature of the CMS1 group. Cluster 4 is mainly
characterized as Factor 5 (metabolic pathway), which is in
agreement with the enrichment of the metabolism signatures in
CMS3. Taken together, our GC-based hallmark gene set analysis
enables colorectal cancer patients to be clustered into informative
subtypes for which biological features well match those of the
previous CMS groups. Although extracted biological features of
the GC depend on the threshold of mutation inﬂuences
(Supplementary Figs. 6 and 7), we could conﬁrm that the GC
caused by somatic mutations of cancer patients is a biologically
meaningful network index that represents a biological state or
process during the development of cancer. Indeed, because most
cancers have mutations in cancer-inducing genes, it is possible
that cancer-related hallmark gene sets enriched in the GC come
from such genes. However, when we applied the network
propagation to only cancer-related or driver genes rather than
all of the mutated genes of each patient and then executed the
hallmark gene set analysis with varying thresholds, most of the
hallmark gene sets that are associated with cancer progression or
the CMS groups were not enriched in patients (Supplementary
Figs. 8–13). These results suggest that the cooperative effect of
multiple somatic mutations, including driver as well as passenger
mutations, is critical in colorectal cancer progression.
Second, to investigate whether the hallmark gene sets enriched
in cancer patients correlate with clinical tumor stages, we
performed statistical clustering analysis of the enrichment score
of the hallmark gene sets for cancer patients according to the
signiﬁcant hallmark gene sets. Twelve signiﬁcant hallmark gene
sets were selected to distinguish the tumor stages of cancer
patients using the Minimum Redundancy Maximum Relevance
(mRMR) feature selection28, 29, an algorithm often used to
identify relevant features that are mutually far apart while having
a high correlation with the classiﬁcation variable, for example, the
tumor stage in this study (see Methods for details). The result
revealed that the patient population can be divided into ﬁve
clusters, and three clusters are strongly correlated with different
tumor stages (Cluster 1—stage 3, Cluster 4—stage 2, and Cluster
5—stage 1), although 48 patients in Clusters 2 and 3 do not show
any correlation with the tumor stage (Fig. 4d). Interestingly, the
enrichment of a few hallmark gene sets is signiﬁcant in each
cluster associated with tumor stage, and there are biologically and
clinically meaningful relationships between the tumor stages and
hallmark gene sets: DNA_REPAIR in stage 1, WNT_BETA_CATENIN_SIGNALING, NOTCH_SIGNALING, and APICAL_JUNCTION in stage 2, and UNFOLDED_PROTEIN_RESPONSE
and P53_PATHWAY in stage 3 (Fig. 4e, f), indicate that there
exist tumor stage-speciﬁc hallmark gene sets that are enriched in
the GCs of cancer patients. In the early stage of cancer, cancer
cells are often initiated by genomic instability due to the

dysfunction of DNA repair proteins, and become larger through
hyperproliferation. Thus, they start to spread into nearby tissues
or lymph nodes when entering the late stages. Our results also
show such phenotypic changes according to tumor progression
(Fig. 4g). A patient cluster characterized as stage 1 tends to show
enrichment of the gene set related to DNA repair, which is known
to cause genomic instability in the early stage of colon cancer30, 31.
A patient cluster characterized as stage 2 shows enrichment of the
gene set related to the Wnt/β-catenin and Notch signaling
pathways, both of which cooperatively control cell proliferation
and tumorigenesis in the intestine32. A patient cluster characterized as stage 3 shows enrichment of the gene set related to the
unfolded protein response, which induces metastasis through
hypoxic activation33, 34, and p53 signaling which inﬂuences
metastasis by the dysfunction of p5335. These results also conﬁrm
our hypothesis that the formation of a GC implies the coactivation of multiple hallmark gene sets that are crucial for
tumorigenesis. Taken together, we conclude that cancer patients
could be classiﬁed into several subtypes according to a few
hallmark gene sets involved in the tumor stages, consequently
suggesting that the GC conveys biologically and clinically relevant
phenotypes.
We further investigated whether the immune score based on
the hallmark gene set analysis is well distinguishable between MSI
and MSS (microsatellite stable) patients. For this, we introduced
three immune scores that are deﬁned with the statistical
signiﬁcance of speciﬁc hallmark gene sets associated with
immune response, such as the immune process category from
MSigDB, the immune response factor from our factor analysis,
and carefully selected hallmark gene sets that are considered
essential for the immune response. The immune scores that we
deﬁned show a statistically signiﬁcant difference between the MSI
and MSS patients (Supplementary Fig. 14 and see Methods),
compared to the groupings based on several estimates related to
immune response or tumor purity. Therefore, our results indicate
that the immune scoring system based on the hallmark gene set
can discriminate MSI and MSS colon cancer patients, conﬁrming
that the phenotypic features inherent in the GC have a real
biological signiﬁcance.
Percolation transition of a GPC. The giant component of a
random network in percolation theory refers to a largely connected cluster that undergoes the sudden transition from small
and disconnected clusters by the gradual addition of links36. The
existence of such a large-scale connectivity is very important in
real-world networks. Largely connected clusters in the global
airline network or trafﬁc network are essential for efﬁcient
transportation, whereas a well-connected social or computer
network can be badly utilized for virus spreading. Emergence of
such a percolating cluster in physical networks often indicates
that the system goes through a percolation transition, where
signiﬁcant changes may occur in the physical properties of the

Fig. 4 Patient classiﬁcation and biological interpretation of the patient clusters. a The correlation matrix of the hallmark gene sets was clustered into four
global factors with biological characteristics. Each bar indicates the loading strength of a hallmark gene set in each factor. Blue (red) bars represent positive
(negative) values, and absolute values were used for the negative values. b The four clusters were classiﬁed with statistical clustering (k-means) analysis of
the factor scores of the patients. The hypergeometric test was performed to examine the statistical signiﬁcance of the enrichment of individual CMS groups
in each cluster. c Biological interpretation of the clusters with the identiﬁed Factors, each of which corresponds to a biological signature of a CMS group.
The distribution of the Factor scores of the patients in one cluster was compared to that of the other remaining clusters. p-values were obtained by
performing the Wilcoxon rank-sum test. d Distribution of the tumor stages in each cluster. Red asterisks indicate statistical signiﬁcance (hypergeometric
test, p < 0.05). e Comparison of average values of −log (p-value) of each cluster in individual signiﬁcant hallmark gene sets. f Comparison of the statistical
signiﬁcance (−log (p-value)) of three clusters in each signiﬁcant hallmark gene set. Red asterisks indicate that there are signiﬁcant differences in the
statistical test results between a group with the highest value and the other two groups (Wilcoxon rank-sum test, p < 0.05). Error bars indicate the
standard error. g Summary of the relationships between the hallmark gene sets and the tumor stages in the individual cluster
NATURE COMMUNICATIONS | 8: 1270

| DOI: 10.1038/s41467-017-01171-6 | www.nature.com/naturecommunications

7

ARTICLE

NATURE COMMUNICATIONS | DOI: 10.1038/s41467-017-01171-6

system. For instance, in a lattice network that consists of conducting and non-conducting subunits between metallic plates, the
electrical current can ﬂow through the percolating conducting
subunits above, but not below, the percolation threshold37. In our
work, scattered, mutation-propagating modules formed a GC in a
PPI network; more importantly, genes within the GC represented
the phenotypic properties of cancer, including cell proliferation
and metastasis. Therefore, in the context of percolation phenomenon, we propose that the GC resulting from somatic
mutations of a cancer patient could be referred to as a ‘‘giant
percolated cluster’’ (GPC), which is the largest percolating cluster
that integrates the inﬂuences of scattered somatic mutations so
that it confers phenotypic changes corresponding to cancer
hallmarks. Then, one fundamental question naturally arises:
whether the GPC, in reality, would undergo a percolation transition on the accumulation of somatic mutations during cancer
progression.
To address this question, we hypothesized that the dynamic
behavior of the GPC in tumorigenesis would depend on detailed
selection rules of somatic mutations, where the accumulation of
somatic mutations, corresponding to the gradual addition of links
in the percolation study of a random network, can be considered
as a discrete time axis. We introduced three different selection
rules to determine which somatic mutation would be added
during cancer progression. We then simulated changes in the size
of the GPC by adding a somatic mutation selected from among
the mutation proﬁles of cancer patients according to the rules at
each evolution step (Supplementary Fig. 15 and see Methods for
further details). The ﬁrst selection rule was designed to minimize
the overlap between mutated genes; in this way, cancer
progression could be suppressed by preventing the cooperation
between somatic mutations (Fig. 5a). Therefore, a somatic
mutation added at the next time step minimized the degree of
overlap with previous mutations, where the degree of overlap
between a pair of somatic mutations was deﬁned as high when
they had high node degrees and were interconnected by short
network distances (Supplementary Fig. 16). The second selection
rule was to select the next mutated gene such that the size of the
connected module between a pair of mutation-propagating
modules was maximized (Fig. 5b), which represents the
mechanism facilitating cancer progression by maximizing the
cooperative effect of somatic mutations. In contrast, the last
selection rule was to select the next mutated gene, minimizing the
size of connected modules, among mutation candidates in which
their mutation-propagating modules overlapped with those of
previously mutated genes, J > 0 (Fig. 5c). This rule describes two
opposite or contrary driving forces in the development of cancer.
One is regarding the suppressive process that prevents cancer
progression by minimizing the cooperation of somatic mutations,
and the other is regarding the process that promotes cancer
progression by ensuring connections with any previously mutated
genes.
On the basis of these rules, we identiﬁed all available mutation
sequences from mutation proﬁles of colorectal cancer patients
and investigated the order of pairs of key driver mutations
frequently found in colorectal cancer, including APC, TP53,
KRAS, PIK3CA, and SMAD45–8. Interestingly, the order of driver
mutations tended to follow the well-known sequence of driver
mutations when the ﬁrst rule, which suppresses the overlap
between a pair of mutations, was applied (Fig. 5d). APC
mutations occurred ahead of other driver mutations; TP53
mutations always occurred as the last event among driver
mutations; KRAS mutations was earlier events than TP53,
PIK3CA, and SMAD4; and both PIK3CA and SMAD4 mutations
occurred earlier than TP53, with high probabilities. In contrast,
the second rule designed to maximize the size of connected
8

modules was found to mostly induce the opposite order (Fig. 5e).
We also found that the last rule, which is involved in both cancer
promoting and suppressive processes, determined a similar order
of driver mutations as the ﬁrst rule (Fig. 5f). Given that most
early-stage colonic adenomas exhibited genetic alterations in
APC7, and most colorectal cancer patients with only a single
driver mutation had APC mutations (Supplementary Fig. 17),
these relationships between early and late mutation events can be
reorganized into the complete mutation sequences available from
APC to TP53 (Fig. 5g), conﬁrming the most commonly observed
sequences of driver mutations, e.g., APC → KRAS → PIK3CA →
TP53 and APC → KRAS → SMAD4 → TP536, 38. With these
various sequences of somatic mutations determined by different
selection rules, we further investigated the changes in GPC size
along with the accumulation of somatic mutations in each
patient. Intriguingly, we found a surprising result that the GPC
size under the second rule increased at a relatively early stage,
whereas the onset of the GPC could be delayed in the ﬁrst and last
rules, and the mutation sequence frequently found in colorectal
cancer, e.g., APC → KRAS → SMAD4 → TP53 in this patient,
induced a dramatic increase in the GPC size (Fig. 5h). These
results indicate that, although the most commonly observed
sequence of mutations in colorectal cancer is determined by the
mechanism that suppresses the cooperative effect among
mutations, such a sequence ﬁnally accelerates the increase in
the size of the GPC to maximize the cooperative effect, therefore
inducing the sudden transition during the development of cancer.
Furthermore, we also found that the system can undergo a
percolation transition in which the size of the GPC under the last
rule was suddenly increased compared to random selection,
showing gradual increases of the GC (Fig. 5h). Taken together,
our results have substantial implications for understanding the
evolutionary process of tumorigenesis: (i) the GPC caused by
cooperative effects of somatic mutations could undergo a
percolation transition in colorectal tumorigenesis through the
interplay between cancer suppressive mechanisms that minimize
their cooperation and cancer promoting mechanisms that
increase the size of the GPC, and (ii) the most commonly
observed sequence of driver mutations in colorectal cancer could
be essential for the sudden transition during tumorigenesis,
consequently leading to the maximization of GPC size. This
tendency was also observed in most patients who had few driver
mutations (Supplementary Figs. 18 and 19), suggesting that the
cooperation of passenger mutations as well as driver mutations
may play an important role in inducing the percolation transition,
even in colorectal cancer patients with few driver mutations.
Discussion
Tumorigenesis is an evolutionary process in which the transition
of a normal cell to a cancer cell is mediated by the accumulation
of somatic mutations39, 40. In this process, the transition might
not be gradual; not all of the somatic mutations directly contribute to the development of cancer, which is usually initiated
after sufﬁcient accumulation of mutations. Moreover, previous
studies have shown that half or even more of the somatic
mutations observed in cancer of self-renewing tissues actually
occur before tumor initiation40, and sequential accumulation of
driver mutations accompanied by APC is required for the onset of
colon cancer in many cases6, 38. Altogether, these suggest that a
critical transition might be an intrinsic feature of the cancer
evolutionary process. In this study, we found that a GC, the
cooperative mutation effects represented by a large connected
component upon a PPI network, might undergo a percolation
transition during tumorigenesis. In normal tissue development, a
number of somatic mutations can occur at various places in the
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Fig. 5 Percolation transition of a GPC. a A mutation selection rule for minimizing the degree of overlap between somatic mutations (see Methods and
Supplementary Fig. 16 for details). The rule is to select a mutation candidate j that minimizes the sum of overlap measures between j and all the previously
mutated ones. b A mutation selection rule for maximizing the size of connected modules. The rule is to select a mutation candidate j that maximize the sum
of S(i, j) for all the previously mutated ones. For instance, node j = 2 will be selected as the next mutation because S(i = 2, j = 2) is larger than S(i = 1, j = 1)
in the ﬁgure. c A mutation selection rule for minimizing the size of connected modules with the constraint that two modules of j and a mutated one i should
overlap, J(i, j) > 0. For instance, node j = 1 will be selected as the next mutation because S(i = 1, j = 1) is smaller than S(i = 2, j = 2) in the ﬁgure. By applying
the rules to the mutation proﬁles of individual patients, we obtained totally 3834 mutation sequences according to which mutation was selected as a seed.
By investigating the order of a pair of driver mutations in the resulting mutation sequences, we constructed a matrix showing the number of mutation
sequences that one driver mutation in a row occurs earlier than the other driver mutation in a column according to the ﬁrst d, second e, and the last f rules.
The bottom ﬁgures represent possible orders of driver mutation pairs with signiﬁcant percentages (80–100%) in the respective rules. g All available
mutation sequences from APC to TP53 from the result of f. Red asterisks indicate the most commonly observed sequences of driver mutations in colorectal
cancers. h The changes in the size of the GPC along with the accumulation of somatic mutations according to the rules, as an example, for a patient who
has four driver mutations, APC, KRAS, SMAD4, and TP53, among 29 somatic mutations (see Methods for details). Driver mutations are denoted by circles
at the corresponding order of occurrence of mutations in each rule. For comparison of the rules and the random expectation, we generated 100 mutation
sequences among 29 randomly selected genes

NATURE COMMUNICATIONS | 8: 1270

| DOI: 10.1038/s41467-017-01171-6 | www.nature.com/naturecommunications

9

ARTICLE

NATURE COMMUNICATIONS | DOI: 10.1038/s41467-017-01171-6

Normal

Cancer

Percolation transition
Size of the GPC

Connected cluster
Somatic
mutation

Driver mutation

Mutation-propagating module

Giant cluster

Giant percolated cluster

Accumulation of somatic mutations

Fig. 6 A schematic of a percolation transition of cooperative mutational effects during tumorigenesis

PPI network, and the resulting mutation-propagating modules
can form a connected module or develop a GC along with the
accumulation of somatic mutations. In this process, tumorigenesis can be initiated by a certain driver mutation that connects
scattered clusters into one, leading to the formation of a GPC that
represents cancer hallmarks (Fig. 6). Intriguingly, we found that
the most frequently observed sequence of driver mutations
characterizing colorectal cancer development might have been
optimized to maximize the GPC. This ﬁnding provides novel
insight into the relationship between cancer development and
percolation transition, which can be useful for understanding the
fundamental mechanism of tumorigenesis and further identifying
new drug targets for anti-cancer therapy by interfering with GPC
formation.
An interesting observation of our work is that the hallmark
gene set analysis based on the GPC can extract all the features of
the CMS groups, such as immune responses, proliferation,
metabolism, and metastasis even though factor analysis was used,
which is a type of unsupervised learning for feature selection or
for data reduction. Moreover, the patient classiﬁcation with these
selected features shows very strong correlations with the CMS
groups. There might be a few major reasons why our analysis
based on somatic mutation proﬁles shows a consistent result with
the CMS grouping derived from the gene expression proﬁles.
First, we considered somatic mutations which are tumor-speciﬁc
genetic changes, unlike germline mutations. Therefore, we were
able to exclude some external factors that may be unrelated to
cancer. Second, by considering the mutation inﬂuence on the PPI
network, we were able to extract genes that might have inﬂuences
on their expression levels by somatic mutations. A recent study
suggested that mutation patterns correlate with global gene
expression levels, and co-occurring driver mutation pairs tend to
induce greater degrees of overlap in downstream transcriptional
changes41. Our result shows that considering cancer-related or
driver mutations alone could not capture all the features of the
CMS groups (Supplementary Figs. 8–13), suggesting that the socalled passenger mutations will also have important roles in
determining the functional activity of genes that are related to
tumor progression. Third, the biased propagation of
mutation inﬂuences based on a patient’s gene expression proﬁle
better reﬂects the current state of the patient. Fourth, the introduction of an appropriate threshold to mutation inﬂuences
enables us to determine an optimal gene set that can capture
the inherent characteristics of cancer. Taken together, our
results imply that a set of essential genes contained in the GPC
obtained from the network propagation of somatic mutations can
capture the important cancer-related features in the gene
expression.
Considering the functional consequences of somatic mutations
in cancer under the molecular network framework can be a
promising strategy for not only understanding the cooperative
10

effects of multiple somatic mutations during tumorigenesis but
also for identifying optimal targets for anti-cancer therapies. In a
recent study by the Ideker Lab12, have successfully stratiﬁed
cancer patients based on a network propagation method. However, this network-based analysis differs from ours in many
respects, especially in examining the dynamical change of cooperative mutation effects in tumorigenesis. First, we focused on an
effective boundary of mutation inﬂuences around the mutated
nodes and thus, could extract a sub-network for a mutation or a
giant component for multiple mutations. Although the inﬂuence
scores for a mutation can be assigned to all the nodes in the PPI
network as in the study by Hofree et al., the mutation could not
successfully affect the entire network but could at most cover a
few layers of the nearest neighbors. Therefore, by considering
such an effective boundary, we were able to obtain a GPC for the
mutation proﬁle of each patient and further conﬁrmed the critical
transition of the GPC during the development of cancer. Second,
in addition to the mutation proﬁle, the gene expression data of
patients were also reﬂected in the PPI network, thereby obtaining
the patient-speciﬁc network. Third, by spreading the inﬂuence of
somatic mutations over the patient-speciﬁc network, we were able
to extract key phenotypic characteristics that can explain the
cancerous state of each patient and to observe phenotypic
changes during the cancer development.
Our study showed that driver mutations are essential for
triggering the onset of the GPC and also showed the signiﬁcance
of the cooperation of somatic mutations, including those not
considered to directly affect tumorigenesis. All the biological
features of the CMS groups were not enriched in GPC when only
cancer-related or driver mutations were considered (Supplementary Figs. 8–13). Moreover, most cancer patients showed the
percolation transition (or similar behavior), even in cases when
they had only a few driver mutations (Supplementary Figs. 18 and
19), implying that the cooperative effect of driver and passenger
mutations might play an important role in the development of
cancer. Although many passenger mutations do not directly
contribute to tumorigenesis, our results showed that the mutation
effects of various passenger mutations found in individual cancer
patients can converge to several cancer-related signaling pathways
in which driver mutations occur, leading to the formation of a
GPC and eventually contributing to tumorigenesis.
The accumulation of mutations in tumorigenesis causes a
cancer to diverge into different clones, resulting in subclonal
diversiﬁcation of the tumor cells42, 43. Recent studies in breast
cancer42 and 12 different types of cancers from the pan-cancer
analysis44 showed that the mutation proﬁles can be very different
among the subclones. Multiregion sequencing studies have also
shown that differential mutation proﬁles exist across the subregions in some tumor samples, although some driver mutations
are shared in different subclones43, 45. Therefore, we can predict
that the formation of a GPC will be affected by the tumor
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heterogeneity because the formation of a GPC is determined by
the mutation proﬁle of a cancer. To explore this, we further
investigated whether the GPC size depends on the tumor heterogeneity by using the mutation proﬁles obtained from the
multiregion biopsies of the primary regions from colorectal
cancers with whole-exome sequencing46. The result suggested
that as the tumor heterogeneity of a bulk tumor increases, the
effect on the formation of the GPC becomes larger (Supplementary Fig. 20 and see Methods). If whole-exome sequencing of
individual subclones is publicly available, we can analyze both the
GPC for each subclone and the cancer hallmarks contained
within it, which will provide further insight into understanding
tumor heterogeneity and cancer evolution.
By illuminating the GPC, which represents the cooperative
effects of the somatic mutations in cancer, our results suggest that
identifying optimal targets to fragment the GPC into small pieces
can provide a novel therapeutic strategy for the treatment of
cancer. The fragmentation of GPC for the cancer treatment not
only means breaking the network of the GPC itself, but it also
means interfering with cancer-related phenotypes, such as cancer
hallmarks, inherent in the GPC. For instance, if a cancer patient
has a metastasis-related hallmark enriched in the GPC, we can
select minimal targets that can break the GPC among the gene list
related to that hallmark. Most cancers have multiple cancer
hallmarks that can cooperatively promote tumorigenesis. Thus,
we can consider some drug combinations, for example, one that
interferes with the uncontrolled proliferation-related hallmark
and the other that inhibits the metastasis-related hallmark. In
recent studies on the percolation transition, there has been great
interest in controlling the location of the percolation transition to
delay its onset47, 48. Most mutation proﬁles of cancer patients
available from databases, such as TCGA, only convey information
regarding the ﬁnal state, long after the onset of a GPC through
cancer progression. Therefore, mutation proﬁles from the cancer
database are not sufﬁcient to develop a fundamental therapeutic
strategy that can defer the onset of a GPC. Hence, the development of a mathematical model49 that describes the evolutionary
process of tumorigenesis along with the accumulation of somatic
mutations may help reveal how to control the complex molecular
regulatory network by identifying minimal and optimal intervention points to delay the onset of a GPC50. This can ultimately
offer further insights into the development of human cancer and
provide new opportunities for developing molecular therapeutics
of a different concept.
Methods
Description of a PPI network and patient mutation proﬁles. Somatic mutation
data for colorectal cancer patients were obtained from the Firehose website (http://
gdac.broadinstitute.org/runs/analyses__2014_04_16/reports/cancer/COADREADTP/MutSigNozzleReportCV/COADREAD-TP.ﬁnal_analysis_set.maf). We ﬁrst
converted the genomic coordinates of the mutations to the hg19 assembly of the
Human Reference Genome with the Liftover program (http://genome.ucsc.edu/cgibin/hgLiftOver) and then re-annotated with the Ensembl database using Annovar51. To retain only high-conﬁdence pathogenic variants, mutations were ﬁltered
based on their predicted pathogenicity derived from ﬁve functional mutation
prediction tools using Annovar. For nonsynonymous SNV, we included mutations
that fulﬁlled at least two of the following ﬁve conditions: (i) SIFT52 prediction class
with ‘‘deleterious’’; (ii) Polyphen2 HVAR53 with ‘‘probably damaging’’ or ‘‘possibly
damaging’’; (iii) MutationTaster54 with ‘‘disease causing automatic’’ or ‘‘disease
causing’’; (iv) MutatonAssessor55 with ‘‘high’’ or ‘‘medium’’; (v) CADD56 Phredscore with 20 (top 1% of predicted damaging effect). For other mutation classes, we
only considered stopgain, frameshift deletion, frameshift insertion, and frameshift
substitution as pathogenic. To construct patient mutation proﬁles, we assigned the
ﬁltered genomic mutations to tumor samples by abstracting binary event calls such
that a genomic event either occurred (‘‘1’’) or did not occur (‘‘0’’) in a gene for a
given sample. We selected patients having less than 300 mutations from the 223
TCGA colorectal cancer patients to discard outliers having a very high number of
mutations that result in a GPC covering the entire network, which left 198 patients.
The expression data for colorectal cancer patients were downloaded from the
Firehose website (http://gdac.broadinstitute.org/runs/stddata__2014_04_16/data/
NATURE COMMUNICATIONS | 8: 1270

COADREAD/20140416/gdac.broadinstitute.org_COADREAD.
Merge_rnaseqv2__illuminaga_rnaseqv2__unc_edu__Level_3__RSEM_genes_normalized__data.Level_3.2014041600.0.0.tar.gz). Among them, 191 cancer patients
for whom both mutation and expression proﬁle information were available were
selected. Patient information that includes the tumor stages, CMS, and MSI/MSS
information of the data set we used was provided (Supplementary Data 2). The PPI
network (N = 12,233) was previously constructed from STRING v9.0 by Hofree
et al.12. We considered only the largest connected subnetwork (N = 12,071), due to
the fact that network propagation is not available between a pair of nodes that does
not connect with each other either directly or indirectly. By integrating the
expression and mutation proﬁles of 191 cancer patients with the PPI network, we
ﬁnally obtained the adjacency matrix of the PPI network (N = 10,968) and a
patient-by-gene matrix that displays the mutation proﬁles of binary (1, 0) states on
10,968 genes for 191 patients. Somatic mutation data and RNA-seq gene expression
data for breast invasive carcinoma (BRCA), bladder urothelial carcinoma (BLCA),
head and neck squamous cell carcinoma (HNSC), kidney renal clear cell carcinoma
(KIRC), lung adenocarcinoma (LUAD), lung squamous cell carcinoma (LUSC),
pancreatic adenocarcinoma (PAAD), and stomach adenocarcinoma (STAD) were
downloaded from the Firehose data run (https://conﬂuence.broadinstitute.org/
display/GDAC/Dashboard-Stddata). For our analysis, we only considered samples
that had both RNA-seq and somatic mutation data. The somatic mutation data
from the Dana-Farber Cancer Institute (DFCI) were downloaded from the cBioPortal website22, 23. To retain only high-conﬁdence pathogenic variants, mutations
were ﬁltered based on their predicted pathogenicity derived from ﬁve functional
mutation prediction tools using ANNOVAR. The DFCI data set was used, which
includes the somatic mutation proﬁles for a large population of patients but lacks
the gene expression information. To compensate for the lack of gene expression
information, the average expression proﬁle of the TCGA colorectal cancer patients
was used to extract the colon cancer speciﬁc average PPI network.
Requirements for data sets. In our study, we ﬁrst mapped the gene expression
proﬁles of individual patients to a large-scale PPI network to obtain patient-speciﬁc
PPI networks and then, projected the somatic mutation proﬁle of an individual
patient to each network to explore phenotypic features embedded in the GPC. For
this approach, there are three requirements for data sets. First, the data set should
include both gene expression and somatic mutation proﬁles of colorectal cancer
patients. Second, massive somatic mutations identiﬁed by whole-exome sequencing
are required for the GPC analysis. One of the important implications of our
ﬁndings is that although driver mutations are essential for triggering the onset of
the GPC, passenger mutations also contribute to the formation of the GPC and
eventually to the development of cancer. Therefore, a mutation data set proﬁled by
whole-exome sequencing is more suitable for this study than a data set obtained by
targeted-exome sequencing, which is often used for identifying speciﬁc mutations
related to cancer. Third, the data set should include clinical outcomes such as
tumor stages. Thus, based on these requirements, we chose from among the many
genomic data sets TCGA data not only because it is the largest publicly available
database for cancer-genomic studies, but also because it provides both messenger
RNA and whole-exome sequencing data in addition to clinical information on the
cancer patients. As a result, from the TCGA colorectal cancer data set, we obtained
gene expression data for 263 patients and somatic mutation data for 223 patients.
By examining the distribution of the number of mutations, we found that there are
a few patients with a very large number of mutations (Supplementary Fig. 21).
Considering that the GPC size of those patients having about 200 mutations
already reaches about 80% of the entire network (Supplementary Fig. 2), it is
evident that the GPC of patients having more than 300 mutations will cover the
entire network. Hence, such cases will make it difﬁcult to extract any statistically
signiﬁcant hallmark gene set. For this reason, patients with more than 300
mutations were excluded, resulting in 198 patients. Among those, 191 cancer
patients for which both mutation and expression proﬁle information are available
were ﬁnally selected.
The lists of cancer-related genes. A typical tumor contains several cancer genes
that can promote tumorigenesis. To investigate the functional consequences of the
network propagation with cancer gene mutations, we extracted the cancer gene list
in each cancer patient by using two collections of cancer-related genes. One is a list
of 2102 cancer genes collected by Bushman Lab21 (http://bushmanlab.org/links/
genelists), which was obtained as a union of eight different data sets. Among them,
we used 1687 cancer genes that intersected with the PPI network. Cancer genes
comprised approximately 20–25% of all mutated genes in each patient. The other
collection was a 418 cancer driver gene list, which was reported in a publication by
Vogelstein and collaborators8. Among them, we used 382 cancer driver genes that
intersected with the PPI network and that constitute approximately 5–10% of all
the mutated genes in each patient.
Network propagation of mutation effects. To simulate the propagation of
mutation effects through the PPI network, we employed the network propagation
method20, which describes a random walk with restart on a network. When a
mutation occurs on a gene in a PPI network, a value ‘‘1’’ is initially assigned to the
mutated gene. It then propagates along the network neighborhood such that higher
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values are assigned to non-mutated genes that are closer to the mutated gene,
according to the following equation:
Ftþ1 ¼ αA0 Ft þ ð1  αÞF0 ;
where F0 denotes a matrix of binary (1, 0) states on genes, in which a ‘‘1’’ or ‘‘0’’
indicates whether a gene is mutated or not in the corresponding patient, A′ denotes
a degree-normalized adjacency matrix of the PPI network, and α determines the
degree of diffusion of a mutation inﬂuence throughout the network. We used an
optimal value (α = 0.7) for the network constructed from STRING v9.0, which
were also used in a previous study by Hofree et al.12. In our study, changing α has a
similar effect to changing the threshold V of the mutation inﬂuences with respect to
the formation of a GC. As α increases for a ﬁxed value of V (or V decreases for a
ﬁxed value of α), the size of the resulting GC increases. We considered the cases of
various thresholds with a ﬁxed value of α in the analysis of both the GPC and the
hallmark gene set (Supplementary Figs. 2, 6, and 7), and conﬁrmed that the main
results do not change signiﬁcantly. Here, the link weight of A′ is normalized by the
degrees of its end-points. Therefore, we set A0 ¼ D1=2 AD1=2 where a diagonal
matrix D is deﬁned such that D(i, i) is the sum of row i of an adjacency matrix A of
the PPI network. An element of the adjacency matrix, Aij, represents the probability
of an interaction between node i and j, along which the mutation inﬂuence propagates. Although two cancer patients have the same mutation proﬁle, their
resulting expression proﬁles must be completely different from each other.
Therefore, we assumed that the probability of interaction between gene i and j in a
given sample is proportional to the product of expression values of both genes in
that sample and used an alternative to the adjacency matrix as Aij ! Aij Ei Ej , where
Ei indicates the expression value of gene i. By integrating expression proﬁles of each
patient with the PPI network, we obtained a patient-speciﬁc PPI network, consequently enabling the implementation of more realistic propagation of somatic
mutations on the patient-speciﬁc PPI network.
Identiﬁcation of co-occurring mutation pairs. To identify co-occurring mutation
pairs among 382 cancer driver mutations, we calculated the odds ratio for each pair
of driver mutations and estimated the statistical signiﬁcance using the Fisher’s
exact test. The odds ratio is given by the simple equation OR = (A·D)/(B·C), where
A = number of patients altered in both genes, B = number of patients altered in
gene 1 but not gene 2, C = number of patients altered in gene 2 but not gene 1, and
D = number of patients altered in neither gene22. Two-sided Fisher’s exact test was
used to produce p-values, and only p < 0.05 was considered signiﬁcant. OR > 1
indicates co-occurring mutation pairs, whereas OR < 1 implies mutually exclusive
mutation pairs. We identiﬁed 479 co-occurring and 14 mutually exclusive mutation
pairs with statistical signiﬁcance.
Identiﬁcation of biological features by the factor analysis. To explore the
biological functions that are enriched in the GC of each patient, we examined the
enrichment of hallmark gene sets by hypergeometric test. For a gene list included in
the GC, let h be the number of genes annotated to a certain hallmark gene set, and
let N and g be the network size and the number of genes in the GC, respectively.
Suppose that the GC has x genes annotated to this hallmark gene set, we can model
x by a hypergeometric distribution under the null hypothesis that a gene annotated
to the hallmark gene set and a gene in the GC are independent events. Then, the pvalue that measures the signiﬁcance of enrichment is the probability of observing x
or more genes annotated to the hallmark gene set in the GC,
10 1
0
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By estimating all the enrichment of the hallmark gene sets for each patient, we
obtain a resulting matrix (191 patients × 50 hallmark gene sets). Factor analysis was
used to reduce the dimensionality of the resulting matrix. The elements of the
matrix were transformed into standardized z-scores of −log (p-value) for each
hallmark gene set to minimize the different scales between the hallmark gene sets.
We determined the range of the optimal factor numbers that satisfy both Kaiser’s
rule57 (i.e., all factor numbers should have eigenvalues > 1) and the parallel analysis
threshold58 (i.e., all factor numbers obtained from the parallel analysis should have
eigenvalues that are greater than those from the factor analysis) (Supplementary
Fig. 5a). We used in this study an optimal factor number, k = 5 (see Supplementary
Data 1 for other factor numbers). By performing the factor analysis using the
optimal values obtained, two matrices were obtained: a loading matrix (Fig. 4a)
representing the weight values of the hallmark gene sets for each factor, and a
factor score coefﬁcient matrix representing the weights of the identiﬁed factors in
each patient. Each factor can be characterized with the hallmark gene sets that
exceed a typical weight threshold of 0.5 in the loading matrix (Fig. 4a). With the
factor score coefﬁcient matrix, we carried out the k-means clustering to see which
CMS groups are enriched in the clusters (Fig. 4b). To ﬁnd out the biological
12

characteristics of each cluster, the statistical signiﬁcance was assessed for the factor
scores of a cluster compared to those of other clusters in each factor.
Patient classiﬁcation by the mRMR feature selection method. By using the
mRMR feature selection method28, 29, several signiﬁcant hallmark gene sets can be
selected to discriminate tumor stages of cancer patients. The mRMR method is an
algorithm often used to identify relevant features that are mutually far apart while
having a high correlation with the classiﬁcation variable, for example, the tumor
stage in this study. The elements of the matrix resulting from the hallmark gene set
enrichment test (191 patients by 50 hallmark gene sets) were transformed into
standardized z-scores of −log(p-value) for each hallmark gene set to minimize the
different scales between the hallmark gene sets. By applying the mRMR method, 37
hallmark gene sets were selected, which enables the transformed matrix to be
reduced to a matrix of 191 patients by 37 hallmark gene sets. From the k-means
clustering, we found ﬁve clusters and examined the statistically signiﬁcant
enrichment of tumor stages in each cluster (hypergeometric test), which resulted in
three clusters that have different tumor stage characteristics. To determine the
phenotypic characteristics of each cluster, we selected 12 hallmark gene sets that
are statistically signiﬁcant in all three clusters (−log(p-value) > −log(0.05)) (Supplementary Fig. 22). From the comparison of the statistical signiﬁcance of the three
clusters in each signiﬁcant hallmark gene set, we ﬁnally found biologically meaningful hallmark gene sets that show signiﬁcant differences in the statistical test
results between a group with the highest −log(p-value) and the other two groups
(Wilcoxon rank-sum test).
Immune scoring system based on hallmark gene sets. We investigated whether
the immune score based on the hallmark gene set analysis is well distinguishable
between MSI and MSS patients. For this, we introduced three immune scores that
are deﬁned with the statistical signiﬁcance of speciﬁc hallmark gene sets associated
with immune response, such as the immune process category from MSigDB, the
immune response factor from our factor analysis, and carefully selected hallmark
gene sets that are considered essential for the immune response. The immune
scores that we deﬁned show a statistically signiﬁcant difference between the MSI
and MSS patients (Supplementary Fig. 14a). We compared our MSI/MSS classiﬁcation with the groupings based on several estimates related to immune response or
tumor purity including (i) ESTIMATE59, which represents the fraction of stromal
and immune cells in tumor samples, (ii) Immune score59, which is a basis for the
ESTIMATE score and predicts the level of inﬁltrating immune cells, (iii) Leukocyte
score60, which is strongly associated with microsatellite instability, (iv) ABSOLUTE61, which estimates tumor purity in cancer samples, (v) the consensus
measurement of purity estimations (CPE)62 incorporating previous tumor purity
estimates, and (vi) image analysis of hematoxylin and eosin stain slides (IHC)62.
While the immune response scores, such as the Immune score, Leukocyte score,
and ESTIMATE, were signiﬁcantly higher in the MSI than in the MSS patients
(Supplementary Fig. 14b), the tumor purity estimates, such as ABSOLUTE and
CPE, were signiﬁcantly lower in the MSI than in the MSS patients; however, no
signiﬁcant difference in IHC was observed between the two patient groups (Supplementary Fig. 14c). Therefore, our results indicate that the immune scoring
system based on the hallmark gene set, which takes into account both the mutation
and expression proﬁles, can discriminate MSI and MSS colon cancer patients.
The GPC size according to mutation selection rules. We applied three different
mutation selection rules to identify the order of somatic mutations during
tumorigenesis for each patient and then investigated the order of the most commonly observed key driver mutations in colorectal cancers, APC, TP53, KRAS,
PIK3CA, and SMAD4. To estimate the order of a pair of driver mutations in each
patient, patients who had more than two driver mutations were considered, and
patients who had more than 65 somatic mutations were excluded to reduce
computational complexity, which ﬁnally left 129 patients for the analysis. For
individual patients, we performed the following processes to simulate the change in
the size of the GPC according to the rules (see Supplementary Fig. 15 for ﬂowchart
of the process). Step 1: We selected an initial mutation among all the mutations
except driver mutations. Step 2: According to each rule, we determined the next
mutation to be added at each evolution time step. Step 3: We repeated the previous
steps starting from all the available initial mutations and ﬁnally obtained as many
mutation sequences as the order of the total number of somatic mutations of the
patient. Step 4: By investigating the order of a pair of key driver mutations in the
resulting mutation sequences across patients, we constructed a matrix that exhibits
the number of mutation sequences such that one driver mutation in a row occurs
earlier than the other driver mutation in a column (Fig. 5d–f). Step 5: For each
mutation sequence of patients, we calculated the size of the GPC along with the
accumulation of somatic mutations (Fig. 5h).
Description of the mutation selection rules. The ﬁrst mutation selection rule was
to choose the next mutation that minimizes the overlap with all the previous
mutations (Fig. 5a). The degree of overlap between a pair of genes is determined
only by their topological properties without applying the network propagation, i.e.,
the shortest path length between them and their node degrees (Supplementary
Fig. 16). The overlap index based on the network propagation, such as the Jaccard
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index in Fig. 2c, cannot measure the degree of overlap when two mutationpropagating modules are not overlapped, whereas the overlap index based on the
network topology can measure the probability of two mutations to be overlapped
even when two mutations are located extremely far from each other. The second
rule was to select the next mutated gene such that the size of the connected module
between a mutation candidate and all the previously mutated genes was maximized
(Fig. 5b). When all mutation candidates did not form any connected modules with
previous mutations, the next mutation was randomly selected among the mutation
candidates. We used the threshold, V = 0.001, to determine the GC. The last rule
was to select the next mutated gene that minimized the size of the connected
module between a mutation candidate and all the previously mutated genes among
mutation candidates overlapped with any previously mutated ones. In the case of
the last rule, we ﬁrst screened mutation candidates in which their mutationpropagating modules overlapped with those of previously mutated genes. Among
them, we selected the next mutation such that the size of the connected module
between a mutation candidate and all the previously mutated genes were minimized (Fig. 5c). In the case when all mutation candidates did not form any connected modules with previous mutations, the next mutation was randomly selected
among the mutation candidates. We used the threshold, V = 0.001, to determine
the GC.
Inﬂuence of tumor heterogeneity on the formation of a GPC. We investigated
whether the GPC size depends on the tumor heterogeneity by using the mutation
proﬁles obtained from the multiregion biopsies of the primary regions from colorectal cancers with whole-exome sequencing46. Among ﬁve colorectal cancer
patients, we selected two patients, CRC2 and CRC3, both of which have ﬁve
subclones in each primary tumor. Although they have the same number of subclones, they are different in terms of the tumor heterogeneity because they have
different mutation patterns. The proportion of private mutations, a set of mutations that are found in some subclones, of CRC2 is 63% of all the mutations, which
is slightly higher than that of CRC3 (60%) (Supplementary Fig. 20a). Moreover,
more than half of the cancer genes of CRC2 are contained in the private mutation
pool (6 of 11, 55%), whereas in CRC3, only one cancer gene is included in the
private mutation pool (1 of 4, 25%). These differential mutation patterns between
CRC2 and CRC3 indicate that the CRC2 sample seems to be more heterogeneous
than the CRC3 sample. Next, we examined the size of the GPC for individual
subclones and that for the bulk, which includes all the mutations of the subclones.
Supplementary Fig. 20b shows that the GPC size of the CRC2 bulk increased by
23% compared to the union of the GPCs of the subclones, whereas that of CRC3
increased by 15%. This difference can be understood by considering two extreme
examples, two subclones having the exact same mutation proﬁles and two subclones having mutually exclusive mutation proﬁles. In the former case (perfect
homogeneity), there will be no increase in the GPC size of the bulk because the
bulk also has the same mutation proﬁle as the subclones. However, in the latter
case (perfect heterogeneity), the GPC size of the bulk can increase signiﬁcantly if
the two GPCs of the subclones are close enough but do not overlap. But both
extreme cases are unrealistic. Indeed, subclones share some mutations, but many
mutations are often distributed in distinct signaling pathways between different
subclones. Then, the GPC of the bulk will be larger than the union of the GPCs of
the subclones because although there is no actual interaction between the signaling
pathways in different subclones, the signaling pathways appear to cooperate with
each other in the bulk case leading to a larger GPC. Therefore, we can conclude
that as the tumor heterogeneity of a bulk tumor increases, the effect on the formation of the GPC becomes larger.
Data availability. All relevant data and codes are available from the authors.

Received: 8 November 2016 Accepted: 24 August 2017

References
1. Park, S. & Lehner, B. Cancer type-dependent genetic interactions between
cancer driver alterations indicate plasticity of epistasis across cell types. Mol.
Syst. Biol. 11, 824 (2015).
2. Ashworth, A., Lord, C. J. & Reis-Filho, J. S. Genetic interactions in cancer
progression and treatment. Cell 145, 30–38 (2011).
3. Vandin, F., Upfal, E. & Raphael, B. J. De novo discovery of mutated driver
pathways in cancer. Genome Res. 22, 375–385 (2012).
4. Yeang, C. H., McCormick, F. & Levine, A. Combinatorial patterns of somatic
gene mutations in cancer. FASEB J. 22, 2605–2622 (2008).
5. Davies, R. J., Miller, R. & Coleman, N. Colorectal cancer screening: prospects
for molecular stool analysis. Nat. Rev. Cancer 5, 199–209 (2005).
6. Fearon, E. R. & Vogelstein, B. A genetic model for colorectal tumorigenesis. Cell
61, 759–767 (1990).
7. Vogelstein, B. et al. Genetic alterations during colorectal-tumor development.
N. Engl. J. Med. 319, 525–532 (1988).
NATURE COMMUNICATIONS | 8: 1270

8. Vogelstein, B. et al. Cancer genome landscapes. Science 339, 1546–1558 (2013).
9. Sever R. & Brugge J. S. Signal transduction in cancer. Cold Spring Harb.
Perspect. Med. 5, a006098 (2015).
10. Cui, Q. A network of cancer genes with co-occurring and anti-co-occurring
mutations. PLoS ONE 5, e13180 (2010).
11. Ciriello, G., Cerami, E., Sander, C. & Schultz, N. Mutual exclusivity analysis
identiﬁes oncogenic network modules. Genome Res. 22, 398–406 (2012).
12. Hofree, M., Shen, J. P., Carter, H., Gross, A. & Ideker, T. Network-based
stratiﬁcation of tumor mutations. Nat. Methods 10, 1108–1115 (2013).
13. Leiserson, M. D. et al. Pan-cancer network analysis identiﬁes combinations of
rare somatic mutations across pathways and protein complexes. Nat. Genet. 47,
106–114 (2015).
14. Barrat A., Barthelemy M. & Vespignani A. Dynamical Processes on Complex
Networks (Cambridge University Press, 2008).
15. Stauffer D. & Aharony A. Introduction to Percolation Theory (CRC press,
1994).
16. Strogatz, S. H. Exploring complex networks. Nature 410, 268–276 (2001).
17. Pastor-Satorras R. & Vespignani A. Evolution and Structure of the Internet: A
Statistical Physics Approach (Cambridge University Press, 2007).
18. Moreno, Y., Nekovee, M. & Pacheco, A. F. Dynamics of rumor spreading in
complex networks. Phys. Rev. E. Stat. Nonlin. Soft Matter Phys. 69, 066130
(2004).
19. Newman, M. E. Spread of epidemic disease on networks. Phys. Rev. E. Stat.
Nonlin. Soft Matter Phys. 66, 016128 (2002).
20. Vanunu, O., Magger, O., Ruppin, E., Shlomi, T. & Sharan, R. Associating genes
and protein complexes with disease via network propagation. PLoS Comput.
Biol. 6, e1000641 (2010).
21. Sadelain, M., Papapetrou, E. P. & Bushman, F. D. Safe harbours for the
integration of new DNA in the human genome. Nat. Rev. Cancer 12, 51–58
(2012).
22. Gao, J. et al. Integrative analysis of complex cancer genomics and clinical
proﬁles using the cBioPortal. Sci. Signal. 6, pl1 (2013).
23. Giannakis, M. et al. Genomic correlates of immune-cell inﬁltrates in colorectal
carcinoma. Cell Rep. 17, 1206 (2016).
24. Liberzon, A. et al. The molecular signatures database hallmark gene set
collection. Cell Systems 1, 417–425 (2015).
25. Guinney, J. et al. The consensus molecular subtypes of colorectal cancer. Nat.
Med. 21, 1350–1356 (2015).
26. Verhaak, R. G. et al. Integrated genomic analysis identiﬁes clinically relevant
subtypes of glioblastoma characterized by abnormalities in PDGFRA, IDH1,
EGFR, and NF1. Cancer Cell 17, 98–110 (2010).
27. Iacob, E. et al. Gene expression factor analysis to differentiate pathways linked
to ﬁbromyalgia, chronic fatigue syndrome, and depression in a diverse patient
sample. Arthritis Care Res. (Hoboken) 68, 132–140 (2016).
28. Ding, C. & Peng, H. Minimum redundancy feature selection from microarray
gene expression data. J. Bioinform. Comput. Biol. 3, 185–205 (2005).
29. Radovic, M., Ghalwash, M., Filipovic, N. & Obradovic, Z. Minimum
redundancy maximum relevance feature selection approach for temporal gene
expression data. BMC Bioinformatics 18, 9 (2017).
30. Grady, W. M. & Carethers, J. M. Genomic and epigenetic instability in
colorectal cancer pathogenesis. Gastroenterology 135, 1079–1099 (2008).
31. Shih, I. M. et al. Evidence that genetic instability occurs at an early stage of
colorectal tumorigenesis. Cancer Res. 61, 818–822 (2001).
32. Fre, S. et al. Notch and Wnt signals cooperatively control cell proliferation and
tumorigenesis in the intestine. Proc. Natl Acad. Sci. USA 106, 6309–6314
(2009).
33. Mujcic, H. et al. Hypoxic activation of the unfolded protein response (UPR)
induces expression of the metastasis-associated gene LAMP3. Radiother. Oncol.
92, 450–459 (2009).
34. Wouters, B. G. & Koritzinsky, M. Hypoxia signalling through mTOR and the
unfolded protein response in cancer. Nat. Rev. Cancer 8, 851–864 (2008).
35. Powell, E., Piwnica-Worms, D. & Piwnica-Worms, H. Contribution of p53 to
metastasis. Cancer Discov. 4, 405–414 (2014).
36. Erdos, P. & Rényi, A. On the evolution of random graphs. Publ. Math. Inst.
Hungar. Acad. Sci. 5, 17–61 (1960).
37. Sahini M. & Sahimi M. Applications of Percolation Theory, (CRC Press, 1994).
38. Jones, S. et al. Comparative lesion sequencing provides insights into tumor
evolution. Proc. Natl Acad. Sci. 105, 4283–4288 (2008).
39. Martincorena, I. & Campbell, P. J. Somatic mutation in cancer and normal
cells. Science 349, 1483–1489 (2015).
40. Tomasetti, C., Vogelstein, B. & Parmigiani, G. Half or more of the somatic
mutations in cancers of self-renewing tissues originate prior to tumor initiation.
Proc. Natl Acad. Sci. USA 110, 1999–2004 (2013).
41. Gerstung, M. et al. Combining gene mutation with gene expression data
improves outcome prediction in myelodysplastic syndromes. Nat. Commun. 6,
5901 (2015).
42. Nik-Zainal, S. et al. The life history of 21 breast cancers. Cell 149, 994–1007
(2012).

| DOI: 10.1038/s41467-017-01171-6 | www.nature.com/naturecommunications

13

ARTICLE

NATURE COMMUNICATIONS | DOI: 10.1038/s41467-017-01171-6

43. Sottoriva, A. et al. A Big Bang model of human colorectal tumor growth. Nat.
Genet. 47, 209–216 (2015).
44. Andor, N. et al. Pan-cancer analysis of the extent and consequences of
intratumor heterogeneity. Nat. Med. 22, 105–113 (2016).
45. Yates, L. R. et al. Subclonal diversiﬁcation of primary breast cancer revealed by
multiregion sequencing. Nat. Med. 21, 751–759 (2015).
46. Kim, T. M. et al. Subclonal genomic architectures of primary and metastatic
colorectal cancer based on intratumoral genetic heterogeneity. Clin. Cancer Res.
21, 4461–4472 (2015).
47. Achlioptas, D., D’Souza, R. M. & Spencer, J. Explosive percolation in random
networks. Science 323, 1453–1455 (2009).
48. Nagler, J., Levina, A. & Timme, M. Impact of single links in competitive
percolation. Nat. Phys. 7, 265–270 (2011).
49. Murray, P. J. et al. Modelling spatially regulated beta-catenin dynamics and
invasion in intestinal crypts. Biophys. J. 99, 716–725 (2010).
50. Kwon, Y. K. & Cho, K. H. Analysis of feedback loops and robustness in network
evolution based on Boolean models. BMC Bioinformatics 8, 430 (2007).
51. Wang, K., Li, M. & Hakonarson, H. ANNOVAR: functional annotation of
genetic variants from high-throughput sequencing data. Nucleic Acids Res. 38,
e164 (2010).
52. Kumar, P., Henikoff, S. & Ng, P. C. Predicting the effects of coding nonsynonymous variants on protein function using the SIFT algorithm. Nat.
Protoc. 4, 1073–1081 (2009).
53. Adzhubei, I. A. et al. A method and server for predicting damaging missense
mutations. Nat. Methods 7, 248–249 (2010).
54. Schwarz, J. M., Cooper, D. N., Schuelke, M. & Seelow, D. MutationTaster2:
mutation prediction for the deep-sequencing age. Nat. Methods 11, 361–362
(2014).
55. Reva, B., Antipin, Y. & Sander, C. Predicting the functional impact of protein
mutations: application to cancer genomics. Nucleic Acids Res. 39, e118 (2011).
56. Kircher, M. et al. A general framework for estimating the relative pathogenicity
of human genetic variants. Nat. Genet. 46, 310–315 (2014).
57. Buja, A. & Eyuboglu, N. Remarks on parallel analysis. Multivariate. Behav. Res.
27, 509–540 (1992).
58. Horn, J. L. A rationale and test for the number of factors in factor analysis.
Psychometrika 30, 179–185 (1965).
59. Yoshihara, K. et al. Inferring tumour purity and stromal and immune cell
admixture from expression data. Nat. Commun. 4, 2612 (2013).
60. Isella, C. et al. Stromal contribution to the colorectal cancer transcriptome. Nat.
Genet. 47, 312–319 (2015).
61. Carter, S. L. et al. Absolute quantiﬁcation of somatic DNA alterations in human
cancer. Nat. Biotechnol. 30, 413–421 (2012).

14

62. Aran, D., Sirota, M. & Butte, A. J. Systematic pan-cancer analysis of tumour
purity. Nat. Commun. 6, 8971 (2015).

Acknowledgements
This work was supported by the National Research Foundation of Korea (NRF) grants
funded by the Korea Government, the Ministry of Science and ICT
(2017R1A2A1A17069642 and 2015M3A9A7067220).

Author contributions
K.-H.C. designed the project and supervised the research; D.S., J.L., J.-R.G. and K.-H.C.
performed the modeling and analysis; and D.S., J.L. and K.-H.C. wrote the manuscript.

Additional information
Supplementary Information accompanies this paper at https://doi.org/10.1038/s41467017-01171-6.
Competing interests: The authors declare no competing ﬁnancial interests.
Reprints and permission information is available online at http://npg.nature.com/
reprintsandpermissions/
Publisher's note: Springer Nature remains neutral with regard to jurisdictional claims in
published maps and institutional afﬁliations.

Open Access This article is licensed under a Creative Commons
Attribution 4.0 International License, which permits use, sharing,
adaptation, distribution and reproduction in any medium or format, as long as you give
appropriate credit to the original author(s) and the source, provide a link to the Creative
Commons license, and indicate if changes were made. The images or other third party
material in this article are included in the article’s Creative Commons license, unless
indicated otherwise in a credit line to the material. If material is not included in the
article’s Creative Commons license and your intended use is not permitted by statutory
regulation or exceeds the permitted use, you will need to obtain permission directly from
the copyright holder. To view a copy of this license, visit http://creativecommons.org/
licenses/by/4.0/.
© The Author(s) 2017

NATURE COMMUNICATIONS | 8: 1270

| DOI: 10.1038/s41467-017-01171-6 | www.nature.com/naturecommunications

