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Abstract Molecular subtypes of colorectal cancer (CRC) are currently identified via the snap-
shot transcriptional profiles, largely ignoring the dynamic changes of gene expressions. Conversely, 
biological networks remain relatively stable irrespective of time and condition. Here, we introduce 
an individual-specific gene interaction perturbation network-based (GIN) approach and identify six 
GIN subtypes (GINS1-6) with distinguishing features: (i) GINS1 (proliferative, 24%~34%), elevated 
proliferative activity, high tumor purity, immune-desert, PIK3CA mutations, and immunotherapeutic 
resistance; (ii) GINS2 (stromal-rich, 14%~22%), abundant fibroblasts, immune-suppressed, stem-cell-
like, SMAD4 mutations, unfavorable prognosis, high potential of recurrence and metastasis, immuno-
therapeutic resistance, and sensitive to fluorouracil-based chemotherapy; (iii) GINS3 (KRAS-inactivated, 
13%~20%), high tumor purity, immune-desert, activation of EGFR and ephrin receptors, chromosomal 
instability (CIN), fewer KRAS mutations, SMOC1 methylation, immunotherapeutic resistance, and 
sensitive to cetuximab and bevacizumab; (iv) GINS4 (mixed, 10%~19%), moderate level of stromal and 
immune activities, transit-amplifying-like, and TMEM106A methylation; (v) GINS5 (immune-activated, 
12%~24%), stronger immune activation, plentiful tumor mutation and neoantigen burden, microsatel-
lite instability and high CpG island methylator phenotype, BRAF mutations, favorable prognosis, and 
sensitive to immunotherapy and PARP inhibitors; (vi) GINS6, (metabolic, 5%~8%), accumulated fatty 
acids, enterocyte-like, and BMP activity. Overall, the novel high-resolution taxonomy derived from an 
interactome perspective could facilitate more effective management of CRC patients.

Editor's evaluation
In this paper, the investigators investigate CRC tumor heterogeneity by using a clustering method to 
understand perturbation of gene networks. The approach is robust and resulted in identification of 
significant differences in gene expression signals. The investigators identified six distinct gene inter-
action networks (GINs) that characterize tumor landscapes with varying degrees of oncogenic driver 
mutations, immune infiltration, and drug susceptibilities. These results provide a solid contribution 
to the field that, if validated, could be utilized as a useful predictive and prognostic correlative 
biomarkers in future clinical trials.
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Introduction
Colorectal cancer (CRC) is a worldwide health issue, representing a heterogeneous and aggressive 
disease with the leading cause of tumor-associated lethality (Sung et al., 2021). Currently, patho-
logical staging is broadly but inadequately used to guide clinical management due to diverse clinical 
outcomes of patients within the same stage (Liu et al., 2022). The inherent heterogeneity between 
patients hampers the individualized treatment of CRC. Development of molecular classification takes 
the plunge toward more effective interventions and provides critical insights into CRC heterogeneity 
(Guinney et al., 2015; Isella et al., 2017; De Sousa E Melo et al., 2013; Sadanandam et al., 2013; 
Marisa et  al., 2013). However, molecular subtypes with distinctive peculiarities and outcoms are 
mainly identified based on the snapshot transcriptional profiles, largely ignoring the dynamic changes 
of gene expressions in a biological system (Guinney et al., 2015 ; Isella et al., 2017; De Sousa E 
Melo et al., 2013; Sadanandam et al., 2013; Marisa et al., 2013; Chen et al., 2021a). Indeed, gene 
expressions are commonly variable at distinct time points or conditions, so that the subtypes based 
on expression data are unstable and difficult to reproduce (Chen et al., 2021b). Conversely, biological 
networks remain relatively stable irrespective of time and condition, and could more reliably charac-
terize the biological state of bulk tissues (Chen et al., 2021a; Sahni et al., 2015; Li et al., 2019a). 
Previous studies have demonstrated that network analysis is well documented and applied in high-
dimensional data, performing more robustly and effectively than single-gene approach (Chen et al., 
2021b; Sahni et al., 2015). Nevertheless, most network-based methods merely focus on gene nodes 
in the biological network, but ignore the interactions among genes.

To tackle this issue, we introduced a rank-based individual-specific gene interaction perturbation 
approach (Chen et al., 2021a), which not only leveraged gene node information but also included 
vital interaction information in the biological network. Gene interactions are highly conservative in 
normal samples but broadly perturbed in diseased tissues (Sahni et al., 2015). The interaction pertur-
bation within the network can quantify the interaction change for each gene pair. Thus, the overall 
perturbation of all gene pairs in the background network is reasonably and effectively utilized to 
characterize the pathological condition at the individual level. Using the individual-specific gene inter-
action perturbation network-based program, we identified and diversely validated six gene interac-
tion network-based subtypes (GINS1-6) with distinct clinical and molecular peculiarities. Our results 
provided a high-resolution classification system and improved the understanding of CRC heteroge-
neity from an interactome perspective.

Results
Six CRC subtypes were identified from the gene interaction-
perturbation network
To decipher the heterogeneous subtypes from the interaction-perturbation matrix (Materials and 
methods, Figure 1), we selected the representative features that significantly distinguished tumor 
from normal samples and maintained high variability within all tumor samples for clustering analysis, 
which formed a network with 1390 genes and 2225 interactions. This new network also met the 
scale-free distribution (R=−0.994, p<2.2e-16; Figure 1—figure supplement 1E) and was visualized in 
Figure 1—figure supplement 1F.

Consensus clustering analysis (Wilkerson and Hayes, 2010) on the discovery cohort with 2,167 
CRC samples and 2,225 gene interactions, initially tested potential clustering numbers (K=2–10). The 
cumulative distribution function (CDF) curve and the proportion of ambiguous clustering (PAC) score 
(Senbabaoğlu et al., 2014) of the consensus score matrix suggested the optimal K=6, which was also 
achieved from the Nbclust assessment (Figure  2A and Figure  2—figure supplement 1A-C). The 
silhouette statistic was utilized to identify the samples that best represented one of six gene interaction-
perturbation network subtypes (GINS), yielding a core set of 1957 CRC samples (Figure 2—figure 
supplement 1D). The Uniform Manifold Approximation and Projection (UMAP)(Becht et al., 2019) 
cast all samples in two-dimensional spatial coordinates, showing good discrimination (Figure 2B).

In the six subtypes, age and gender did not differ in distribution (p>0.05; Figure  2—figure 
supplement 2A-B), whereas the clinicopathological stage was more advanced in GINS2 than the 
other subtypes (p<0.05; Figure 2—figure supplement 2C-F). Microsatellite instability (MSI), a well-
established biomarker in CRC (Raskov et al., 2020), was prominently enriched in GINS5 (p<2.2e-16; 
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Figure 1. Flowchart of the interaction-perturbation-based program. As an example, the background network consists of six genes and five interactions. 
There were three normal samples (yellow) and three cancer samples (pink). A rank matrix was obtained by ranking the genes according to the expression 
value of each sample. The rank matrix was converted to a delta rank matrix with five rows and six columns representing interactions and samples, 

Figure 1 continued on next page
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Figure 2—figure supplement 2G). Kaplan-Meier survival analysis demonstrated significant survival 
differences among six subtypes. GINS2 had the worst prognostic outcomes of overall survival (OS) 
and relapse-free survival (RFS), whereas GINS5 portended the most favorable prognosis, and the other 
four subtypes displayed intermedium OS and RFS (OS, p<0.0001; RFS, p<0.0001; Figure 2C–D). Addi-
tionally, GINS2 benefited more from fluorouracil-based adjuvant chemotherapy (ACT) in the discovery 
cohort with 79 responders and 187 non-responders (p=2.67e-5, Figure 2E). We further explored the 
association of GINS subtypes with ACT after surgery for 585 patients in one subseries of the discovery 
cohort, GSE39582, which stored complete ACT information. The six subtypes presented concordant 
distribution in survival across all samples (p=0.0021, Figure 2—figure supplement 3A). Subsequent 
analysis focused on each subtype and revealed that only GINS2 tumors had significantly improved 
survival after ACT treatment (Figure 2—figure supplement 3B-G), suggesting these patients were 
preferentially responsive to ACT. Conversely, GINS2 might benefit less from bevacizumab in the 
discovery cohort (25 responders and 29 non-responders), whereas GINS3 possessed a large propor-
tion of responders (p=0.042; Figure 2F).

To compare our subtypes with previously reported CRC classifications, the discovery cohort was 
reclassified according to the previous subtype criteria, including consensus molecular subtypes (CMS)
(Guinney et al., 2015), CRC intrinsic subtypes (CRIS)(Isella et al., 2017), colon cancer subtypes (CCS)
(De Sousa E Melo et al., 2013), CRCAssigner (CRCA)(Sadanandam et al., 2013), and Cartes d'Iden-
tité des Tumeurs (Marisa et al., 2013), respectively. Noteworthy connections were observed between 
our subtypes and these previous classifications, indicating a biological convergence (Figure  2G). 
Specifically, GINS1 was related to the canonical CMS2, CCS1, CRCA5, and CIT1; GINS2 was associ-
ated with the more aggressive subtypes, including CMS4, CRIS-B, CCS3, CRCA3, and CIT5; GINS3 
was linked to CMS2, CRIS-C, CCS1, CRCA2/5, and CIT1; GINS4 was correlated with CMS4, CRIS-A, 
CCS1/3, and CRCA3; GINS5 was predominantly enriched in MSI-like subtypes, containing CMS1, 
CRIS-A, CCS2, CRCA4, and CIT2; GINS6 was associated with CMS3, CRIS-A, CCS3, CRCA1, and 
CIT6. Overall, the aggressiveness properties shown in other classifications were consistent with our 
six subtypes. Notably, only approximately 50% of our classifier genes overlapped with the signature 
genes of all previous CRC classifications (Figure 2—figure supplement 4), suggesting a significant 
molecular convergence, but also leaving a rich exploration space for our classification.

Six subtypes were reproductive and stable in external datasets
To identify GINS subtypes in novel datasets using a small list of genes, a gene centroid classifier 
was developed. We first identified genes correlated with the six subtypes using significance anal-
ysis of microarrays (Tusher et  al., 2001), followed by prediction analysis for microarrays (Tibshi-
rani et  al., 2002) to determine 289 subtype-discriminant genes with the lowest misclassification 
error (1.8%) (Supplementary file 1). Subsequently, a 289-gene centroid-based classifier based 
on the diagonal quadratic discriminant analysis (DQDA) rule (Marisa et  al., 2013) was devel-
oped, and validation datasets were independently assigned to six subtypes. The validation works 
focused on the following four contexts: (1) data from the same platform (GPL570); (2) data from 
different platforms and sequencing techniques (microarray or RNA-seq); (3) microdissected or whole 
tumors; (4) in-house clinical setting. Given the inherent heterogeneity among different datasets, 
we performed a "correlation of correlations" step as previously reported (Guinney et  al., 2015). 

Initially, significant subtype assignments were performed on seven datasets from the same plat-
form via the 289-gene centroid-based classifier (Supplementary file 16). Six subtypes were confi-
dently identified, and Subclass Mapping (SubMap) analysis (Hoshida et  al., 2007) confirmed that 
each subtype was associated with similar underlying transcriptional traits in the discovery cohort 
(Figure  3—figure supplement 1). The same results were achieved on seven microarrays from 

respectively. The benchmark delta rank vector was calculated as the delta rank of the average expression value in all normal samples. The interaction-
perturbation matrix was obtained by subtracting the benchmark delta rank vector from the delta rank matrix.

The online version of this article includes the following figure supplement(s) for figure 1:

Figure supplement 1. Construction of the gene interaction-perturbation network.

Figure 1 continued
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Figure 2. Six CRC subtypes were identified from the gene interaction-perturbation network. (A) The consensus score matrix of all samples when K 
achieved 6. A higher consensus score between two samples indicates they are more likely to be grouped into the same cluster in different iterations. 
(B) The UMAP analysis cast all samples in two-dimensional spatial coordinates, showing good discrimination. (C–D) Kaplan-Meier curves of overall 
survival and relapse-free survival with log-rank test for six GINS subtypes. Log-rank test. (E–F) Barplots showed the distribution of fluorouracil-based 
adjuvant chemotherapy (E) and bevacizumab (F) responders in six subtypes. Fisher’s exact test. (G) Pie charts showed the proportion of other CRC 
subtypes in the current GINS taxonomy.

Figure 2 continued on next page
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different platforms and one RNA-seq dataset (TCGA-CRC Illumina; Figure 3—figure supplement 2). 
Two datasets, GSE26682 and GSE24551, each chip from two different platforms (GPL570 & GPL96 
for GSE26682 and GPL5175 & GPL11028 for GSE24551), also displayed superimposable classifica-
tion patterns sustained by similar transcriptional traits (Figure 3—figure supplement 3). Proverbially, 
spatial genetic and phenotypic diversity within solid tumors has been well documented, which is also 
dubbed as intra-tumor heterogeneity (Li et al., 2022). To address this issue, our analysis using addi-
tional datasets (GSE12945 and GSE21510) containing samples from both microdissected and whole 
tumors, and from tumor RNAs profiled on different microarray platforms, consistently reproduced six 
subtypes with particular molecular traits (Figure 3A–B). This is similar to what has been suggested in 
breast cancer, where subtypes are routinely identified despite possible intra-tumoral heterogeneity 
(Polyak, 2011). In the discovery cohort and 19 validation datasets, we found comparable fractions 
of patients being assigned to each subtype (Figure  3C), which demonstrated that our classifica-
tion was stable and universal within different datasets. In addition to the identified and attributed 
subtypes sharing similar transcriptional traits, clinical features were also characterized in validation 
datasets. Likewise, GINS2 possessed more advanced tumors (Supplementary file 2), preferentially 
metastasized (Figure 3—figure supplement 4A-F), and behaved adverse OS (Figure 3D–H) and RFS 
(Figure 3I and Figure 3—figure supplement 4G-H). The MSI tumors were prone to occur in GINS5 
(Figure 3J–P) with the most favorable OS (Figure 3D–H) and RFS (Figure 3I and Figure 3—figure 
supplement 4G-H). ACT treatment also exhibited the identical response distribution, with GINS2 
achieving more clinical benefit (Figure 3Q). Cetuximab with function to target EGFR (Raskov et al., 
2020), performed better in GINS3 (Figure 3R). Overall, six subtypes not only maintained comparable 
proportions, but also shared analogical transcriptional and clinical traits in the discovery cohort and 
19 validation datasets.

Subtype validation in an in-house clinical cohort
As an initial attempt to facilitate the GINS taxonomy into a clinically translatable tool amenable to 
clinical applications, we developed a quantitative PCR (qPCR) miniclassifier and further validated our 
subtypes in 214 clinical CRC samples from our hospital (Supplementary file 3). Using 289 genes from 
the PAM classifier, we firstly identified 93 subtype-specific robust genes via paired differential expres-
sion analysis (all p<0.01) and bootstrap logistic regression (1000 iterations and all p<0.05) (Figure 4A). 
Subsequently, the LASSO framework based on 10-fold cross-validation and one-standard-error rule 
determined the 14 most informative genes that integratively fitted a random forest model (Figure 4A 
and Supplementary file 4). Initial model development was conducted in the training dataset (70% 
of the discovery cohort) and then validated in the testing dataset (30% of the discovery cohort). 
Confusion matrix displayed the general tendency of classification effect, with a misclassification error 
of 7.8% and 13.0% in the training and testing datasets, respectively (Figure 4—figure supplement 
1A-B). The accuracy, precision, recall, F1-score, and specificity of the random forest model reached a 
quite respectable level, suggesting this miniclassifier comprised of 14 key genes was robust to assign 
six subtypes in a new cohort (Figure 4B).

To test the clinical interpretation of this miniclassifier, another validation based on qPCR results 
from 214 frozen CRC tissues was deployed to verify its feasibility in clinical settings. With the expres-
sion profiles of 14 key genes in each patient, the miniclassifier successfully isolated six subtypes 
(Supplementary file 5). In line with our prior findings, GINS2 had shorter OS and RFS (p<0.0001, 
Figure 4C–D), behaved a stronger propensity to invade and metastasize (p=0.002, Figure 4E and 
Supplementary file 5), but was sensitive to ACT treatment (p=0.041, Figure  4F). Bevacizumab 
responders were predominantly concentrated in GINS3, whereas GINS2 still failed to achieve clin-
ical efficacy (Figure 4G), although not statistically significant (p=0.390) due to the small sample size 

The online version of this article includes the following figure supplement(s) for figure 2:

Figure supplement 1. Six CRC subtypes were identified from the gene interaction-perturbation network.

Figure supplement 2. Clinical characteristics of six GINS subtypes.

Figure supplement 3. Association of GINS subtypes with ACT after surgery for 585 patients in GSE39582 dataset.

Figure supplement 4. The overlapped genes between our classifier genes and the signature genes of all previous CRC classifications.

Figure 2 continued

https://doi.org/10.7554/eLife.81114
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Figure 3. Six subtypes were reproductive and stable in external datasets. (A-B) The GSE12945 (A) and GSE21510 (B) were assigned in six subtypes 
according to the classifier. The top and left bars indicated the subtypes. In the heatmap, rows indicated genes from the classifier and columns represent 
patients. The heatmap was color-coded on the basis of median-centered log2 gene expression levels (red, high expression; blue, low expression). 
SubMap plots, located in the bottom panel, assessed expressive similarity between corresponding subtypes from two different cohorts. (C) Barplots 

Figure 3 continued on next page

https://doi.org/10.7554/eLife.81114
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(n=42). A subset of CRC, GINS5 (14%), displayed prolonged prognosis (p<0.0001, Figure 4C–D) and 
enriched more MSI tumors (Figure 4H). Hence, the 14-gene miniclassifier could afford the stability 
and interpretation in clinical practice.

Biological peculiarities of six subtypes
To better delineate the biological attributes inherent to GINS subtypes, we leveraged the ‘Hallmark’ 
genesets (Supplementary file 6), a comprehensive picture of biological features representing essen-
tial oncogenic pathways in cancers (Hanahan, 2022). For each sample and pathway, an integrated 
score was computed by subtracting the average expression of genes negatively correlated with the 
subtype from the average expression of genes positively correlated with the subtype. To assess the 
extent to which six subtypes captured samples with stronger transcriptional signatures, we intro-
duced a framework termed ‘Sample Set Enrichment Analysis’ (SSEA)(Isella et al., 2017). In SSEA, 
all samples are ranked by the integrated scores, and the ranked sample list is further subjected to 
the gene set enrichment analysis (GSEA) procedure to test whether the ‘sample set’ for each GINS 
subtype enriches high-ranking samples. Subsequently, another unsupervised algorithm, gene set vari-
ation analysis (GSVA)(Hänzelmann et al., 2013), estimated differences in pathway activity across six 
subtypes.

According to the SSEA and GSVA phenotypic analysis, GINS1 was distinguished by up-regu-
lated cell cycle pathways, suggesting proliferative characteristics for these tumors (Figure  5A–B, 
Figure 5—figure supplement 1 and Supplementary file 7). We next proved that GINS1 also strik-
ingly overexpressed MKI67 and PCNA (p<2.2e-16, Figure 5—figure supplement 2A-B), which were 
identified as important cell cycle-specific antigens in tumors. GINS3 exhibited an inferior level of 
KRAS signaling that was mainly driven by KRAS mutations (Figure 5A–B and Supplementary file 7; 
Raskov et al., 2020). Activation of metabolisms (mainly lipid metabolisms) was featured by GINS6, 
suggesting canonical metabolic reprogramming across these tumors (Figure 5A–B, Figure 5—figure 
supplement 1 and Supplementary file 7). Intriguingly, interactive stromal and immune activation 
trends shifted in GINS2/4/5 (Figure  5A–B, Figure  5—figure supplement 1 and Supplementary 
file 7). GINS2 was endowed with higher stromal activity and lower immune activity, whereas GINS5 
conveyed the opposite trend entirely, concordant with the tumor invasiveness and prognosis of two 
subtypes, and GINS4 was characterized by a mixed phenotype that displayed moderate level of 
stromal and immune pathways. ESTIMATE (Yoshihara et al., 2013), a tool that uses gene expression 
profiles to infer immune and stromal constituents within the tumor microenvironment (TME), further 
validated these phenomena (p<2.2e-16, Figure  5—figure supplement 2C-D). As three subtypes 
with abundant TME components, GINS2/4/5 may mutually evolve in stromal and immune functions. 
Thus, we intended to extract consistently upregulated and downregulated genes among these three 
subtypes, using Mfuzz package, a noise-robust soft clustering analysis with the fuzzy c-means form 
(Kumar and E Futschik, 2007). The Mfuzz analysis revealed 10 gene clusters, and gene cluster 3 
and 10 displayed the stable expression pattern from GINS2 to GINS5 (Figure 5C and Supplemen-
tary file 8). As expected, gene cluster 3 was prevailingly associated with immune infiltration and 
activation (Figure 5D), whereas gene cluster 10 was prominently characterized by stromal activation 
and remodeling (Figure 5E), which further supported our findings. This also indicated that TME had 

showed comparable fractions of patients being assigned to each subtype in the discovery cohort and 19 validation datasets. (D–H) Kaplan-Meier 
curves of overall survival for six GINS subtypes in TCGA-CRC (D), GSE12945 (E), GSE16125 (F), GSE106584 (G), and GSE41258 (H). Log-rank test. 
(I) Kaplan-Meier curves of relapse-free survival for six GINS subtypes in GSE33113. Log-rank test. (J–P) Barplots showed the distribution of MSI patients 
across six subtypes in GSE75315 (J), GSE41258 (K), GSE26682 (L), GSE24551 (M), GSE18088 (N), GSE13294 (O), and GSE13067 (P). Fisher’s exact test. 
(Q–R) Barplots showed the distribution of responders to six subtypes of fluorouracil-based adjuvant chemotherapy in GSE104645 (Q) and cetuximab in 
GSE5851 (R). Fisher’s exact test.

The online version of this article includes the following figure supplement(s) for figure 3:

Figure supplement 1. Subtype validation of seven datasets from the same platform (GPL570).

Figure supplement 2. Subtype validation of seven microarrays from different platforms and a RNA-seq dataset.

Figure supplement 3. Subtype validation of two microarrays chip with two different platforms.

Figure supplement 4. Clinical characteristics of six GINS subtypes in validation datasets.

Figure 3 continued

https://doi.org/10.7554/eLife.81114
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Figure 4. Subtype validation in an in-house clinical cohort. (A) Overview of the miniclassifier development procedures. (B) Performance of the 
miniclassifier in the training and testing datasets. (C–D) Kaplan-Meier curves of overall survival and relapse-free survival with log-rank test for six GINS 
subtypes. Log-rank test. (E–H) Barplots showed the distribution of metastasis patients (E), fluorouracil-based adjuvant chemotherapy responders 
(F), bevacizumab responders (G), and MSI patients (H) in six subtypes. Fisher’s exact test.

The online version of this article includes the following figure supplement(s) for figure 4:

Figure supplement 1. Performance of the miniclassifier.

https://doi.org/10.7554/eLife.81114
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Figure 5. Biological peculiarities of six subtypes. (A) SSEA-based analysis delineated the biological attributes inherent to GINS subtypes. (B) GSVA 
further estimated differences in pathway activity across six subtypes. Anova test. (C) Ten gene clusters were obtained via the soft clustering method 
(Mfuzz) in GINS2/4/5. (D–E) Enrichment analysis of gene cluster 3 (D) and 10 (E).

The online version of this article includes the following figure supplement(s) for figure 5:

Figure supplement 1. GSVA estimated differences in pathway activity across six subtypes.

Figure supplement 2. The distribution of MKI67 (A), PCNA (B), stromal score (C), immune score (D), and tumor purity (E) in six subtypes.

https://doi.org/10.7554/eLife.81114


 Research article﻿﻿﻿﻿﻿﻿ Cancer Biology

Liu et al. eLife 2022;11:e81114. DOI: https://doi.org/10.7554/eLife.81114 � 11 of 28

profound impacts on the progression and prognosis of tumors, and GINS2/5 acted as two extremes 
of TME components, indeed showing diametrically opposite clinical outcomes. Of note, GINS1/3 
displayed scarce stromal and immune components (Figure 5A–B, Figure 5—figure supplement 1, 
and Figure 5—figure supplement 2C-D), instead, tumors within these subtypes possessed higher 
purity (Figure 5—figure supplement 2E).

Immune landscape and immunotherapeutic potential of six subtypes
To further investigate the immune regulations of GINS subfamilies, we profiled five classes of 
immunomodulators (145 molecules in total), including antigen presentation molecules, immunoin-
hibitors, immunostimulators, chemokines, and receptors. These immunomodulators are crucial for 
cancer immunotherapy with specific agonists and antagonists in clinical oncology (Tang et al., 2018; 
Thorsson et  al., 2018). Our results delineated that transcriptional expression of immunomodula-
tors varied across GINS subtypes, and tumors with high expression pattern of immunomodulators 
were predominantly assigned to GINS5 (Figure 6A and Supplementary file 9). To better illustrate 
this at protein level, we took advantage of the proteome (Reverse Phase Protein Array) data avail-
able from the TCGA portal (Cancer Genome Atlas, 2012), but with only 26 immunomodulators 
(Supplementary file 10). Using PAM-centroid distance classifier, all samples were attributed to corre-
sponding subtypes. Differential analysis with the thresholds of Benjamini-Hochberg false discovery 
rate <0.05 and log2 (fold change)>1 was performed between GINS5 and other subtypes, and we 
observed 13/26 of immunomodulators were up-regulated in GINS5 (Figure 6B). More specifically, 
12/13 of significant immunomodulators are involved in antigen presentation, another protein was 
IDO1, an emerging immune checkpoint that overexpresses in multiple cancers (Zhai et al., 2018). 
GINS5 was also characterized by a stronger immunogenicity that harbored remarkably higher tumor 
mutation burden (TMB) and neoantigen load (NAL) (p<0.001, Figure 6C), possibly further inducing 
abundant immune elements and regulations.

Previous reports introduced several bioinformatics tools based on gene expression profiles to 
quantify the infiltration and activation of immune cells in solid tumors (Charoentong et al., 2017; 
Newman et al., 2019; Becht et al., 2016; Rooney et al., 2015). Using these tools, we found that 
rich infiltration and strong immune killing of T cells were particularly evident in GINS5, coincident with 
the abovementioned findings (Figure 6D). Moreover, GINS5 also possessed the abundant infiltration 
of Th1, Th2, and M1 macrophages (Mills et al., 2016; Figure 6—figure supplement 1A-C), which 
could secrete proinflammatory cytokines and enhance immune activation. Conversely, M2 traditionally 
regarded as promoting tumor growth by suppressing cell-mediated immunity and subsequent cancer 
cell killing (Mills et al., 2016), was significantly elevated in GINS2 (Figure 6—figure supplement 1D). 
In line with this, three other classical immunosuppressive cells, including fibroblasts, myeloid-derived 
suppressor cells (MDSC), and Treg cells (Hicks et al., 2022), were also significantly enriched in GINS2 
(Figure 6E). Apart from the immune activation represented by GINS5, GINS1/2/3 displayed sparse 
infiltration of cells that promote immune activity (Figure 6D and Figure 6—figure supplement 1A-C), 
but unlike GINS2, GINS1/3 were also characterized by rare immunosuppressive cells (Figure 6E and 
Figure 6—figure supplement 1D), consistent with their high tumor purity. GINS4/6 subfamilies were 
featured as the mixed phenotypes with immune activating and inhibitory components (Figure 6D–E 
and Figure 6—figure supplement 1A-D).

To systematically evaluate immunotherapeutic potential of six subtypes, we built an immunogram 
for the cancer-immunity cycle (CIC) (Figure  6F), which was based on the rationale that immunity 
within tumors is a dynamic process and proposed by Karasaki and colleagues (Karasaki et al., 2017). 
Together, we annotated six subtypes by specific immune features: (i) GINS1/3, thereafter designated 
the ‘immune-desert’ phenotype, was endowed with scarce immune fractions; (ii) GINS2, thereafter 
designated the ‘immune-suppressed’ phenotype, was enriched for abundant inhibitory cells; (iii) 
GINS5, thereafter designated the ‘immune-activated’ phenotype, was dramatically linked to superior 
tumor immunogenicity and extensive immune activation; and (iv) GINS4/6, thereafter designated the 
‘mixed’ phenotype, was characterized by moderate levels of immunity cycle score (Figure 6F).

Among these six subtypes, patients with lower tumor immune dysfunction and exclusion score 
(Jiang et al., 2018), higher immunophenoscore (Charoentong et al., 2017) and T-cell-inflamed gene 
expression profiles (Ott et al., 2019), were proven to favor benefit from immunotherapy, and predom-
inantly assigned to GINS5 (Figure 6G). SubMap analysis (Hoshida et al., 2007) also delineated the 

https://doi.org/10.7554/eLife.81114
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Figure 6. Immune landscape and immunotherapeutic potential of six subtypes. (A) The expression distribution of 145 immunomodulators among six 
subtypes. ****p<0.0001. (B) Differential analysis was performed between GINS5 and other subtypes, and 13/26 of immunomodulators were up-regulated 
in GINS5. (C) The distribution of TMB and NAL score among six subtypes. Kruskal-Wallis test. (D) The distribution of CD4 +T cells, CD8 +T cells, and 
CYT score among six subtypes. Kruskal-Wallis test. (E) The distribution of fibroblasts, MDSC, and Treg cells among six subtypes. Kruskal-Wallis test. 

Figure 6 continued on next page

https://doi.org/10.7554/eLife.81114


 Research article﻿﻿﻿﻿﻿﻿ Cancer Biology

Liu et al. eLife 2022;11:e81114. DOI: https://doi.org/10.7554/eLife.81114 � 13 of 28

similar expression pattern between GISN5 tumors and immunotherapeutic responders from three 
cohorts with treatment annotations, and GINS1/2/3 shared the transcriptional modes with non-
responders from 2/3 of immunotherapeutic cohorts (Figure 6H). Collectively, GINS5 tumors might 
generate clinical benefit from immunotherapy, whereas GINS1/2/3 were not suitable for this treat-
ment due to potential immune-related adverse events and high cost.

GINS6 tumors conveyed rich lipid metabolisms
Prior results indicated that GINS6 was characterized by activation of metabolism pathways. To inves-
tigate an extensive spectrum of metabolic reprogramming in GINS6, we executed GSEA against 69 
metabolic pathways from the Kyoto Encyclopedia of Genes and Genomes (KEGG) database (Chen 
et al., 2021b; Supplementary file 11). In total, 20 pathways were significantly enriched in GINS6 
versus other subtypes, and most pathways were upregulated (Figure 7A and Supplementary file 11). 
Notably, GSEA demonstrated that lipid metabolisms were the most significant metabolic processes 
in GINS6 (Figure 7A–B and Supplementary file 11). Using principal component analysis (PCA), we 
found that only the lipid metabolism profiles could distinguish GINS6 from other subtypes in spatial 
distribution (Figure 7C and Figure 7—figure supplement 1). The SSEA-based framework further 
confirmed that GINS6 predominantly enriched high-ranking samples with stronger lipid signature 
scores (Figure 7D). Subsequently, we established a metabolite-protein interaction network (MPIN)
(Chen et al., 2021a) via nine GINS6-specific genes with broad and tight connections with lipid metab-
olites (Figure 7E and Supplementary file 12). Indeed, 7/9 of these genes belonged to lipid metabolic 
pathways. To explore the metabolic profiles from the perspective of metabolomics, we enrolled 55 
CRC cell lines with both transcriptome and metabolomics data (including 225 metabolites) from Cancer 
Cell Line Encyclopedia (CCLE)(Li et al., 2019b). All cell lines were assigned to corresponding subtypes 
via our PAM-centroid distance classifier. We compared the metabolite abundances between GINS6 
and other subtypes, and found that GINS6 exhibited higher levels in four fatty acids including α-glyc-
erophosphate, adipate, taurocholate, and aconitate. Additionally, four carnitines containing stearoyl-
carnitine, myristoylcarnitine, valerylcarnitine, and malonylcarnitine, that serve as vital compounds in 
lipid metabolism processes, were also dramatically accumulated in GINS6 (Figure 7F). These findings 
validated that GINS6 was closely associated with metabolic reprogramming and accumulated fatty 
acids, suggesting GINS6 tumors might be more sensitive to metabolic inhibitors targeting fatty acid 
metabolisms.

GINS subtypes were associated with cellular phenotypes and autocrine 
loops
Using previously supervised signatures derived from cellular phenotypes (Sadanandam et al., 2013; 
Marisa et al., 2013; Kosinski et al., 2007), we identified phenotype origins peculiar to individual GINS 
classes. In this study, GINS2 appeared highly enriched for stem-cell-like tumors (91%), whereas GINS4 
was endowed with transit-amplifying-like phenotype (86%) (Figure 8A). GINS5 was characterized by 
inflammatory (Figure  8A), coincident with its biological and immune features. GINS6 featured an 
enterocyte-like phenotype (Figure 8A). Specifically, serrated-like CRC arising from serrated neoplasia 
pathway (Marisa et  al., 2013), were predominantly assigned to GINS5 and to a lesser extent to 
other subtypes (Figure 8A). Conversely, conventional-like tumors were mainly shared by non-GINS5 
subtypes. From the unsupervised perspective, GSVA further verified the cellular phenotypic differ-
ences across six subtypes (Figure  8B–H). As previously reported (Sadanandam et  al., 2013), we 
also delineated that these cellular phenotypes were linked to distinctive WNT signaling activity and 
anatomical regions of the colon crypts (Figure 8I–J). Moreover, the nearest template prediction (NTP) 

(F) Radar plots showed the immunogram patterns of the six subtypes. Kruskal-Wallis test. (G) The distribution of TIDE score, immunophenoscore, and 
T-cell-inflamed gene expression profiles (GEP) among six subtypes. Kruskal-Wallis test. (H) SubMap analysis delineated the similar expression pattern 
between GISN5 tumors and immunotherapeutic responders from three cohorts with treatment annotations, and GINS1/2/3 shared the transcriptional 
modes with non-responders from 2/3 of immunotherapeutic cohorts. ‘R’ represents responder, whereas ‘NR’ represents non-responder.

The online version of this article includes the following figure supplement(s) for figure 6:

Figure supplement 1. Immune cell infiltrations of six subtypes.

Figure 6 continued
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Figure 7. GINS6 tumors conveyed rich lipid metabolisms. (A) The number of metabolic pathways that was significantly upregulated or downregulated 
(FDR <0.05) in GINS6 versus the other subtypes among each of nine metabolic categories. (B) GSEA plots of nine lipid metabolism pathways (FDR 
<0.001). (C) Principal component analysis of all samples in the discovery cohort for the mRNA expression of lipid metabolic genes. (D) SSEA-based 
framework further confirmed that GINS6 predominantly enriched high-ranking samples with stronger lipid signature scores. (E) Metabolite-protein 
interaction network (MPIN) was established via nine GINS6-specific genes with broad and tight connections with lipid metabolites. (F) Metabolomics 
results further demonstrated that GINS6 featured by abundant fatty acids metabolites. Wilcoxon test. *p<0.05, ***p<0.001, ****p<0.0001.

Figure 7 continued on next page
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algorithm (Hoshida, 2010) based on published signatures (Kosinski et  al., 2007) assigned each 
sample into the crypt base and top phenotypes in the discovery cohort (Figure 8K). Consistently, 
tumors with the crypt base phenotype were particularly evident for GINS2, whereas other subtypes 
were mainly concentrated on tumors with the crypt top phenotype, especially GINS6. We next curated 
26 published stemness signatures from the StemChecker webserver (Pinto et al., 2015) and further 
employed GSVA to quantify the signature score of each pathway. Overall, GINS2 displayed superior 
abundance relative to other subtypes, which was in line with its malignant traits (Figure 8L).

Using SSEA, we also assessed the biological significance of each subtype in mitogenic/anti-
apoptotic autocrine loops (Isella et  al., 2017), as a proxy of growth factor-dependent oncogenic 
signaling (Supplementary file 13). All samples in SSEA framework were ranked according to ‘receptor 
activation index’, which were computed by averaging the expression of receptor and its ligands. 
As results, GINS1 was mainly associated with elevated NOTCH2 and IL13RA2 autocrine stimulation 
loops (Figure 8M and Figure 8—figure supplement 1). GINS2 displayed high intrinsic TGFBR1 and 
IGF2R stimulation (Figure 8M and Figure 8—figure supplement 1). Of note, GINS3 was charac-
terized by activations of ephrin receptors (EPHA and EPHB signaling) (Figure 8M and Figure 8—
figure supplement 1), a set of receptors that are activated via binding to Eph receptor interacting 
proteins and form the largest subfamily of receptor tyrosine kinases (RTKs). In line with prior findings, 
GINS3 featured a high EGFR activity (Figure 8M and Figure 8—figure supplement 1), corresponding 
to its sensitive response to cetuximab. GINS4 exhibited marked traits of high activities in ACKR2, 
FGFR1, and IL1R1 stimulation loops (Figure 8M and Figure 8—figure supplement 1). Accordingly, 
our results attributed immune-related autocrine loops including CXCR3, IFNAR1, IFNGR1, TNFRSF9, 
and TNFRSF10A to GINS5 tumors (Figure 8M and Figure 8—figure supplement 1), concordant with 
inflammatory traits of this subtype. GINS6 was linked to BMP activity (Figure 8M and Figure 8—
figure supplement 1), which was reported to restrict stem cell expansion and upregulated at the 
crypt top with a decreasing gradient towards the crypt base (Kosinski et al., 2007). Taken together, 
these findings further provided a higher resolution of GINS taxonomy.

Multi-omics alteration characteristics of six subtypes
To identify the genetic traits peculiar to individual GINS subfamilies, we characterized the multi-omics 
landscape in the TCGA-CRC cohort (Figure 9A). PIK3CA mutations could activate PI3K/AKT signaling 
and further enhance the proliferation and invasion of cancer cells (Raskov et al., 2020), which was 
prevalent in GINS1 (45%) (Figure 9A). GINS2 enriched plentiful SMAD4 mutations (53%), which was 
strikingly higher than background mutations of SMAD4 in CRC (Raskov et al., 2020; Figure 9A). As 
previously reported, KRAS mutations are widespread in CRC (Raskov et al., 2020), but to a lesser 
extent in GINS3 (12%) (Figure  9A and Figure  9—figure supplement 1A), in line with its inferior 
activity of KRAS signaling detected in the discovery cohort. GINS5 was previously identified as tumors 
with high TMB and MSI, and thus displayed overall rich mutations in driver genes (Figure 9A), espe-
cially BRAF (Figure 9—figure supplement 1B), which was associated with CRC showing a high level of 
MSI. Conversely, GINS5 presented low chromosomal instability (CIN), featured by slight copy number 
variation (CNV), whereas an evident CIN phenotype was assigned to GINS3 that possessed heavy 
CNV burden, including amplifications and deletions (Figure 9A–D). We also observed that the broad 
amplifications of Chr20 were particularly evident for GINS3 (Figure 9E–F). Liu et al., 2019 demon-
strated that tumors with TMB-high and CNV-low showed favorable response to immunotherapy, 
further validating the enhanced remission potential for immunotherapy in GINS5. Subsequently, we 
identified four CpG island methylator phenotypes (CIMP) from the TCGA-CRC cohort using the beta 
value of 5,000 CpG island promoters with the most variation (Figure 9—figure supplement 1C). As 
previously reported, high CIMP (CIMP-H) was parallel with high MSI (MSI-H)(Raskov et al., 2020), and 
our results consistently displayed that tumors with MSI-H or CIMP were predominantly assigned to 
GINS5 (Figure 9G). In this study, we determined seven DNA methylation-driven genes via our intro-
duced pipeline (Figure 9A). Specifically, the methylation silencing of SMOC1 was strongly enriched 
in GINS3, and TMEM106A silencing prevalently occurred in GINS4 (Figure 9A). The expression levels 

The online version of this article includes the following figure supplement(s) for figure 7:

Figure supplement 1. Principal component analysis of all samples in the discovery cohort for the mRNA expression of metabolic genes.

Figure 7 continued
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Figure 8. GINS subtypes were associated with cellular phenotypes and autocrine loops. (A) Supervised approach identified phenotype origins peculiar 
to individual GINS classes. (B–H) Unsupervised-based GSVA showed the distribution of enterocyte (B), inflammatory (C), transit-amplifying (D), stem-like 
(E), goblet-like (F), serrated CRC-like (G), conventional CRC-like (H) scores among six subtypes. Kruskal-Wallis test. (I) The distribution of WNT signaling 
score in different cell-like tumors. Kruskal-Wallis test. (J) CRC cellular phenotypes correlated with colon-crypt location and WNT signaling. (K) Fractions 
of the crypt base and top phenotypes among six subtypes. Nearest template prediction (NTP) algorithm based on published signatures assigned each 
sample into the crypt base and top phenotypes in the discovery cohort. (L) GSVA analysis revealed that GINS2 displayed superior stemness abundance 
relative to other subtypes. (M) Radar plot showed autocrine stimulation loops in GINS subtypes.

The online version of this article includes the following figure supplement(s) for figure 8:

Figure supplement 1. GSVA further estimated differences in Receptor-Ligand activities across six subtypes.
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Figure 9. Multi-omics alteration characteristics of six subtypes. (A) Genomic alteration landscape according to GINS taxonomy. The mutational 
genes were selected based on mutation frequency >10% and MutSigCV q-value <0.05. The focal gain and loss regions were selected based on CNV 
frequency >40% and GISTIC q-value <0.05. The methylation silencing (Methsil) genes were identified based on our pipeline. (B–D) The distribution 
of fraction of genome alteration (FGA), fraction of genome gained (FGG), and fraction of genome lost (FGL) among six subtypes. Kruskal-Wallis test. 

Figure 9 continued on next page
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of these two genes were significantly inversely correlated with their methylation levels (Figure 9H–I). 
Collectively, these findings suggested that GINS subtypes were endowed with specific genetic alter-
ations that presumably drive biological characteristics.

Stromal contribution to the subtype transitions
The tumor transcriptome originated from cancer cells and TME, thus, it is conceivable that stromal 
components might impact the subtype assignments of CRC. Previous reports suggested that the 
subtype derived from stromal contents is a strong indicator of tumor aggressiveness and poor prog-
nosis (Isella et al., 2017; Isella et al., 2015), which was consistent with the inherent characteristics of 
stromal-derived GINS2 subtype. Indeed, most of GINS2-discriminant genes from the PAM classifier 
belonged to stromal genes (71.1%), followed by GINS4 (47.5%) (Figure 10—figure supplement 1A). 
To explore the extent of stromal contribution to the GINS subclasses, we leveraged the transcrip-
tional profiles from CRC patient-derived xenografts (PDXs), for which the transcriptome is a mixture of 
human RNAs (deriving from cancer cells) and mouse RNAs (deriving from stromal cells) (Figure 10A). 
Hence, the stromal transcriptome of PDX samples can’t be detected by human microarray or RNA-
seq44. In Uronis cohort (chip data)(Uronis et al., 2012) with 27 matched human CRC samples and PDX 
derivatives, the subtype assignments were incongruent between PDXs and their original counterparts. 
Subtypes with rich stromal components (e.g. GINS2 and GINS4) in human CRC samples were inclined 
to transform into subtypes with high tumor purity (e.g. GINS1 and GINS3) in corresponding PDX 
derivatives (Figure 10B). Another RNA-seq cohort with larger samples, Isella cohort (Isella et  al., 
2017), including 116 matched liver metastatic CRC and mouse xenografts, further validated these 
findings (Figure 10C).

Furthermore, a dataset (GSE56699) comprised 11 pairs of preoperative radiotherapy specimens 
and matched post-treatment surgical specimens (Isella et al., 2015), was utilized to investigate how 
the substitution of cancer cells by fibrous tissue, a typical reparative reaction triggered by radio-
therapy, impacted the subtype assignments. We observed that the pretreatment specimens were 
confidently assigned to six subtypes, and most of the matched post-treatment biopsies were assigned 
to GINS2 (Figure 10D), confirming that stromal component served as the driven factor for GINS2 
transitions. Additionally, in a single cell RNA-seq cohort derived from 11 patients with CRC (Li et al., 
2017), UMAP projected all cells annotated by reference component analysis (RCA) in spatial distribu-
tion (Figure 10E). We applied the PAM-centroid distance classifier to perform subtype assignments 
for these 11  samples (Figure  10—figure supplement 1B-C). GINS2 displayed a strikingly higher 
fraction of fibroblasts relative to other subtypes (Figure  10—figure supplement 1D). A previous 
study reported that tumors with a high level of fibroblasts were resistant to radiotherapy (Isella et al., 
2015). Thus, we further examined the associations between the GINS subtypes and radiotherapy in 
GSE56699. As expected, GINS2 possessed superior cancer-associated fibroblasts (CAF) score and 
worse prognosis across all treated samples (Figure 10—figure supplement 2A-B). Isella et al., 2015 
demonstrated that CAF score was a stronger indicator of negative prognosis. In GINS2 samples, a 
higher CAF score certainly predicted worse prognosis (Figure 10—figure supplement 2). We also 
observed that resistant tumors were predominantly enriched in GINS2 (Figure 10—figure supple-
ment 2D). In summary, stromal signals remarkably contributed to the transitions of GINS2, which 
featured rich fibrous components and was resistant to radiotherapy.

Identification of potential therapeutic agents for six subtypes
To facilitate the subtype-based targeted interventions, we introduced an integrated pipeline to iden-
tify potential therapeutic agents for each subtype (Yang et al., 2021a; Figure 10—figure supplement 
3A). Three pharmacogenomic datasets, CTRP, PRISM, and GDSC, store large-scale drug response and 

(E) Heatmap showed the distribution of broad copy number changes across six subtypes in the TCGA-CRC dataset. (F) The distribution of Ch20 
alterations in six subtypes. Kruskal-Wallis test. (G) Sankey plot showed connections among GINS subtypes, CIMP phenotypes, and MSI phenotypes. 
(H–I) The expression levels of SMOC1 and TMEM106A were significantly inversely correlated with their methylation levels. ***p<0.001, ****p<0.0001.

The online version of this article includes the following figure supplement(s) for figure 9:

Figure supplement 1. Genomic alterations of six subtypes.

Figure 9 continued
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Figure 10. Stromal contributions and potential therapeutic agents. (A) Schematic diagram showed the PDX transcriptome is a mixture of human 
RNAs (deriving from cancer cells) and mouse RNAs (deriving from stromal cells). (B–C) Transcriptional classification of paired human CRC samples and 
PDX derivatives in Uronis cohort (B) and Isella cohort (C). (D) Transcriptional classification of paired samples before and after radiotherapy. (E) UMAP 
projected all cells annotated by reference component analysis (RCA) in spatial distribution. (F) Identification of potential therapeutic agents for six 
subtypes. (G) The distribution of HRD score and HRD pathway mutations among six subtypes. Kruskal-Wallis test.

The online version of this article includes the following figure supplement(s) for figure 10:

Figure supplement 1. Stromal contribution to the subtype transitions.

Figure supplement 2. Clinical significance of six subtypes in GSE56699.

Figure 10 continued on next page
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molecular data of human cancer cell lines, enabling accurate prediction of drug response in clinical 
samples (Yang et al., 2021b). As mentioned above, stromal components could obscure the expres-
sion patterns of cancer cells in clinical samples. A purification algorithm termed ISOpure (Quon et al., 
2013) was adopted to eliminate the contamination of stromal signal in the discovery cohort prior to 
conducting drug response prediction, and further yielded a purified tumor expression profiles compa-
rable to cell lines (Yang et  al., 2021a). After purification, the proportion of stromal-rich subtypes 
(e.g., GINS2 and GINS4) was obviously decreased, suggesting the impact of stroma components had 
been eliminated (Figure 10—figure supplement 3B). A PDX dataset, GSE73255 (Isella et al., 2017), 
is naturally uncontaminated by human stromal components. Hence, we tested our pipeline in the 
discovery cohort and GSE73255, and ultimately identified intersecting subtype-specific agents in two 
datasets (Figure 10—figure supplement 3A). To demonstrate the stability of drug response assess-
ment, we examined whether the estimated response of four EGFR pathway inhibitors was concor-
dant with their clinical efficacy—with a stronger clinical benefit in KRAS-mutant patients (Raskov 
et al., 2020). Our results indicated that patients with KRAS mutations squinted towards possessing a 
lower drug response (Figure 10—figure supplement 3C), in line with how EGFR pathway inhibitors 
behaved clinically (Raskov et al., 2020).

Taking the intersections of two datasets, we determined 41 specific-subtype agents for six 
subtypes (Figure 10—figure supplement 4 and Supplementary file 14). Interestingly, the targeted 
pathways of several candidate drugs were consistent with the biological and genomic peculiarities 
of corresponding subtypes (Figure 10F). For example, GINS1-specific drugs, BI-2536, gemcitabine, 
and paclitaxel target proliferative pathways; AZD6482, AZD8055 and temsirolimus target activated 
PI3K/mTOR signaling arise from PIK3CA mutations, which was strikingly harbored in GINS1; GINS2-
specific drugs, linsitinib targets IGF1R signaling and CHIR-99021 targets WNT signaling; six EGFR/RTK 
signaling inhibitors, afatinib, gefitinib, lapatinib, axitinib, sorafenib, and sunitinib were specifically 
designed for GINS3; GINS6 featured dysregulated lipid synthesis, which might be targeted by four 
anticholesterol drugs containing atorvastatin, lovastatin, simvastatin, and fluvastatin. These results 
not only identified candidate compounds for each subtype, but also supported our previous find-
ings. Notably, we observed that four PARP inhibitors were specific for GINS5, including olaparib, 
niraparib, talazoparib, and KU-55933 (Figure 10F). Previous reports have demonstrated that tumors 
with homologous recombination deficiency (HRD) are sensitive to PARP inhibitors (Liu et al., 2021a). 
In the TCGA-CRC cohort, we next compared the HRD score and the proportion of HRD pathway 
mutations (Liu et al., 2021b) among six subtypes. As expected, tumors with higher HDR score and 
mutations were predominantly assigned to GINS5 (Figure 10G), suggesting its stronger potential to 
benefit from PARP inhibitors. Overall, we provided more subtype-based targeted interventions for 
GINS taxonomy.

Discussion
To address the snapshot effect of transcriptional analysis (Chen et al., 2021b; Sahni et al., 2015; Li 
et al., 2019a), we leveraged a relatively stable gene interaction network to discover the heteroge-
neous subtypes of CRC from an interactome perspective. As previously reported, biological networks 
maintain relatively constant irrespective of time and condition, preferably characterizing the biological 
state of bulk tissues (Chen et al., 2021a; Sahni et al., 2015; Li et al., 2019b). In the biological network, 
gene interactions are highly conservative in normal samples but broadly perturbed in diseased tissues 
(Sahni et al., 2015). Here, we constructed a large-scale interaction perturbation network from 2,167 
CRC tissues and 308 normal tissues, deciphering six GINS subtypes with particular clinical and molec-
ular peculiarities. Notably, although the GINS subtypes were dramatically associated with published 
classifications, only a limited overlap between our classifier genes with the signature genes of all 
previous classifications, suggesting a significant molecular convergence but also distinct specialties.

Considering that the stability and reproducibility of molecular subtypes are fundamental for clinical 
application, the GINS taxonomy was rigorously validated in 19 external datasets (n=3420) with distinct 

Figure supplement 3. Identification of potential therapeutic agents for six subtypes.

Figure supplement 4. Candidate agents of six subtypes.

Figure 10 continued
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conditions. Our six subtypes not only maintained comparable proportions, but also shared analog-
ical transcriptional and clinical traits in the discovery cohort and 19 validation datasets. To provide 
a rapidly accessible clinical tool, we shrunk the 289-gene centroid-based classifier into a 14-gene 
random-forest miniclassifier. The qPCR results from 214 clinical CRC samples further demonstrated 
the 14-gene miniclassifier could afford the stability and interpretation in clinical practice.

Importantly, the GINS taxonomy also conveyed clear biological and molecular interpretability and 
laid a foundation for future clinical stratification and subtype-based targeted interventions (Figure 11).

Figure 11. Summary of the main characteristics of six GINS subtypes.

https://doi.org/10.7554/eLife.81114
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GINS1, a proliferative subtype (24%~34%), is endowed with elevated proliferative activity, high 
tumor purity, immune-desert, and PIK3CA mutations. This subtype displays a moderate malignant 
phenotype in spite of the high tumor purity, coincident with a previous study (Mao et al., 2018). In 
addition, GINS1 tumors reasonably develop resistance to immunotherapy due to their lower TMB 
and immune-desert TME. Indeed, current findings didn’t reveal an effective intervention for GINS1 
in clinical settings. To further improve clinical outcomes of this subtype, we identified eight potential 
therapeutic agents for GINS1, including BI-2536/gemcitabine/paclitaxel targeting proliferative path-
ways, AZD6482/AZD8055/temsirolimus targeting activated PI3K/mTOR signaling arise from PIK3CA 
mutations, refametinib, and erastin.

GINS2, a stromal-rich subtype, is characterized by abundant fibrous content, immune-suppressed, 
stem-cell-like, SMAD4 mutations, unfavorable prognosis, and high potential of recurrence and metas-
tasis. In line with previous studies (Guinney et al., 2015 ; Isella et al., 2017; De Sousa E Melo et al., 
2013; Sadanandam et al., 2013; Marisa et al., 2013; Isella et al., 2015), CRC patients with stem 
and mesenchymal transcriptional traits squint towards displaying the malignant phenotypes. Notably, 
stromal contents remarkably contributed to the transitions of GINS2 into other subtypes, suggesting 
PDX or cell lines are not applicable surrogates for assessing the GINS taxonomy (Sadanandam et al., 
2013). For GINS2 tumors, patients are suitable for fluorouracil-based ACT but resistant to radiotherapy 
due to a high level of fibroblasts (Isella et al., 2015). Unlike GINS1/3, the immunotherapeutic resis-
tance of GINS2 is mainly due to highly infiltrating immunosuppressive cells, such as fibroblasts, MDSC, 
Treg cells, and M2 macrophages, and is therefore dubbed as the immune-suppressed phenotype.

GINS3, a KRAS-inactivated subtype, was featured by high tumor purity, immune-desert, activation 
of EGFR and ephrin receptors, CIN, fewer KRAS mutations, and SMOC1 methylation. This subtype 
is a typical wild-type KRAS subgroup, paralleling by the sensitivity to EGFR/VEGFR inhibitors, such 
as cetuximab and bevacizumab. Moreover, we also identified six EGFR/RTK signaling inhibitors, 
including afatinib, gefitinib, lapatinib, axitinib, sorafenib, and sunitinib, which could serve as additional 
supplements for routine agents. Different from GINS1/2, the immunotherapeutic resistance of GINS2 
could be driven by sparse immune storage and high burden of CNV (Liu et al., 2019). As previously 
reported, CNV-high tumors tend to respond unfavorably to immunotherapy (Liu et al., 2019).

GINS4, a mixed subtype, is distinguished by moderate level of stromal and immune activities, 
transit-amplifying-like phenotype, and TMEM106A methylation. This subtype is deemed as the inter-
mediate state of GINS2 and GINS5. Thus, further interventions should focus on how to convert GINS4 
into GINS5 with better prognosis and sensitivity to immunotherapy, such as adoptive T-cell immuno-
therapy, cancer vaccine, and reprogramming the microenvironment (Liu and Sun, 2021c).

GINS5, an immune-activated subtype, is associated with serrated-like CRC, stronger immune acti-
vation, plentiful TMB and NAL, MSI, and CIMP-H, BRAF mutations, and favorable prognosis. This 
subtype commonly exhibits decent clinical outcomes due to the stronger immune activation. Spon-
taneously, GINS5 tumors respond well to immunotherapy. We also documented that tumors with 
high HDR score and mutations were predominantly assigned to GINS5, suggesting its nonnegligible 
potential to benefit from PARP inhibitors (Liu et al., 2021a). Indeed, four PARP inhibitors, including 
olaparib, niraparib, talazoparib, and KU-55933, were identified for more targeted or combined inter-
ventions for GINS5 tumors.

GINS6, a metabolic reprogramming subtype, is linked to accumulated fatty acids, enterocyte-
like, and BMP activity. The lipid metabolisms are the most significant metabolic processes in GINS6. 
Also, the metabolomics results further demonstrated that GINS6 featured by abundant fatty acids 
metabolites, indicating GINS6 tumors could be intervened by metabolic inhibitors targeting fatty 
acid metabolisms. Interestingly, our pipeline determined four anticholesterol drugs containing ator-
vastatin, lovastatin, simvastatin, and fluvastatin, were specific for GINS6. Statins have been reported 
to attenuate cellular energy and outgrowth of cancers (Ali et al., 2019; Beckwitt et al., 2018), might 
provide extra options for this subtype.

From an interactome perspective, our study identified and diversely validated a high-resolution 
classification system, which could confidently serve as an ideal tool for optimizing decision-making for 
patients with CRC. The multifariously biological and clinical peculiarities of GINS taxonomy improve 
the understanding of CRC heterogeneity and facilitate clinical stratification and individuation manage-
ment. Additionally, candidate specific-subtype agents provide more targeted or combined interven-
tions for six subtypes, which also need to be validated in clinical settings. In this study, the GINS 
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taxonomy could be measured and reproduced using a simple PCR-based assay, making it attractive 
for clinical translation and implementation. Nevertheless, a prospective multicenter study is still imper-
ative to further confirm the biological and clinical interpretability of six subtypes. To conclude, we 
believe this novel high-resolution taxonomy could facilitate more effective management of patients 
with CRC.

Materials and methods
Data source and specimen collection
A total of 6216 patients and 308 normal samples were enrolled from public databases. A merged 
discovery cohort consisted of 19 datasets (n=2167), another 19 independent datasets (n=3420) were 
used for validation, and 17 datasets including immunotherapy or radiotherapy annotations, cancer 
cell lines, patient-derived xenografts (PDX), and single-cell sequencing were applied for exploration. 
Supplementary file 15 summarizes the data sources and details of this study. We also enrolled 214 
clinical CRC samples from The First Affiliated Hospital of Zhengzhou University for further validation 
(Supplementary file 3).

Construction of the gene interaction-perturbation network
Our gene interaction-perturbation pipeline applied the discovery cohort (n=2167) composed 
of 19 independent datasets from the same chip platform (Affymetrix Human Genome U133 Plus 
2.0 Array, GPL570) as the tumor sample input and the GTEx cohort (n=308) as the normal sample 
input (Figure 1 and Supplementary file 15). A pathway-derived analysis requires constructing the 
protein interaction functional networks projected by candidate genes (Chen et al., 2021b). The initial 
background network from the Reactome database (Jassal et  al., 2020) included 6376 genes and 
148,942 interactions, and fitted the biological scale-free network distribution in the discovery cohort 
(R=−0.852, p<2.2e-16; Figure 1—figure supplement 1A). The perturbation degree of gene inter-
actions in the background network could measure the biological state of individual patients (Chen 
et al., 2021a). The global network perturbations are quantified via the interaction change of each 
gene pair, which is reasonably and effectively utilized to characterize the pathological condition at 
the individual level (Chen et al., 2021b; Sahni et al., 2015). In high-throughput profiles, we need 
to compute the relative perturbations of all gene pairs based on the benchmark vector. Since gene 
interactions are highly conservative within normal samples, we selected the average interactions of all 
normal samples as the benchmark vector. Gene interactions in each patient should be compared with 
the benchmark network, and the corresponding difference represents the gene interaction pertur-
bation for that patient. Indeed, tumor samples displayed remarkably stronger perturbations relative 
to normal samples (p<2.2e-16; Figure 1—figure supplement 1B). The interaction perturbations of 
normal samples were much denser and less than tumor samples (Figure 1—figure supplement 1C). 
Collectively, 92.6% of all 148,942 gene pairs exhibited more dispersion in tumor samples than in 
normal samples by comparing the coefficient of variation (CV) of interaction perturbations (P<2.2e-16; 
Figure 1—figure supplement 1D). These results revealed that the interaction perturbations of normal 
samples were more stable, whereas a broader variation existed in tumor samples, making it possible 
to discover heterogeneous subtypes in CRC samples.

Statistical analysis
The detailed methods and statistics were described in Supplementary file 16. All data processing, 
statistical analysis, and plotting were conducted in R 4.0.5 software. All statistical tests were two-
sided. p<0.05 was regarded as statistically significant.
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Data availability
Public data used in this study are available in GEO, GTEx, TCGA, IMvigor210CoreBiologies, CCLE, 
GDSC, CTRP, and PRISM databases. Sequencing data available from GEO under accession codes 
GSE14333, GSE143985, GSE161158, GSE17537, GSE29621, GSE31595, GSE38832, GSE39084, 
GSE39582, GSE92921, GSE72970, GSE28702, GSE45404, GSE52735, GSE62080, GSE69657, 
GSE19860, GSE19862, GSE13067, GSE13294, GSE18088, GSE18105, GSE33113, GSE64256, 
GSE71222, GSE104645, GSE106584, GSE131418, GSE16125, GSE41258, GSE5851, GSE75315, 
GSE26682, GSE24551, GSE12945, GSE21510, GSE78220, GSE176307, GSE35144, GSE73255, 
GSE76402, GSE56699, and GSE81861. Normal tissue data is available from GTEx database (https://​
gtexportal.org). The TCGA-CRC multi-omics data, including RNA-seq (raw count), proteome (Reverse 
Phase Protein Array), HumanMethylation450 array, whole-exome sequencing (VarScan MAF files), 
and copy number variation (CNV) data, were derived from TCGA portal (https://portal.gdc.cancer.​
gov). Three datasets (n = 414) with immunotherapeutic annotations and expression profiles were 
derived from the following studies: Hugo and colleagues (Hugo et al., 2016) (GSE78220, n = 27), 
Rose and colleagues (Rose et al., 2021) (GSE176307, n = 89) and Mariathasan and colleagues (Mari-
athasan et al., 2018) (IMvigor210, n = 298). We retrieved 55 CRC cell lines with both transcriptome 
and metabolomics data (including 225 metabolites) from The Cancer Cell Line Encyclopedia (https://​
sites.broadinstitute.org/ccle, CCLE). Drug response and molecular data of human cancer cell lines 
were available from the Cancer Therapeutics Response Portal (CTRP, https://portals.broadinstitute.​
org/ctrp), Profiling Relative Inhibition Simultaneously in Mixtures (PRISM, https://depmap.org/portal/​
prism), and Genomics of Drug Sensitivity in Cancer (GDSC, https://www.cancerrxgene.org) datasets. 
Essential scripts to develop the GINS taxonomy have been uploaded to Github (https://github.com/​
Zaoqu-Liu/GINS; copy archived at swh:1:rev:de04c9140b621c687986834644bd9d318f9c440b).

References
Ali A, Levantini E, Fhu CW, Teo JT, Clohessy JG, Goggi JL, Wu CS, Chen L, Chin TM, Tenen DG. 2019. Cav1-

GLUT3 signaling is important for cellular energy and can be targeted by atorvastatin in non-small cell lung 
cancer. Theranostics 9:6157–6174. DOI: https://doi.org/10.7150/thno.35805, PMID: 31534543

Becht E, Giraldo NA, Lacroix L, Buttard B, Elarouci N, Petitprez F, Selves J, Laurent-Puig P, Sautès-Fridman C, 
Fridman WH, de Reyniès A. 2016. Estimating the population abundance of tissue-infiltrating immune and 
stromal cell populations using gene expression. Genome Biology 17:218. DOI: https://doi.org/10.1186/​
s13059-016-1070-5, PMID: 27765066

Becht E, McInnes L, Healy J, Dutertre CA, Kwok IWH, Ng LG, Ginhoux F, Newell EW. 2019. Dimensionality 
reduction for visualizing single-cell data using UMAP. Nature Biotechnology 37:38–44. DOI: https://doi.org/10.​
1038/nbt.4314, PMID: 30531897

Beckwitt CH, Clark AM, Ma B, Whaley D, Oltvai ZN, Wells A. 2018. Statins attenuate outgrowth of breast cancer 
metastases. British Journal of Cancer 119:1094–1105. DOI: https://doi.org/10.1038/s41416-018-0267-7, PMID: 
30401978

Cancer Genome Atlas N. 2012. Comprehensive molecular characterization of human colon and rectal cancer. 
Nature 487:330–337. DOI: https://doi.org/10.1038/nature11252, PMID: 22810696

Charoentong P, Finotello F, Angelova M, Mayer C, Efremova M, Rieder D, Hackl H, Trajanoski Z. 2017. Pan-
Cancer immunogenomic analyses reveal genotype-immunophenotype relationships and predictors of response 
to checkpoint blockade. Cell Reports 18:248–262. DOI: https://doi.org/10.1016/j.celrep.2016.12.019, PMID: 
28052254

Chen Y, Gu Y, Hu Z, Sun X. 2021a. Sample-specific perturbation of gene interactions identifies breast cancer 
subtypes. Briefings in Bioinformatics 22:bbaa268. DOI: https://doi.org/10.1093/bib/bbaa268, PMID: 33126248

Chen D, Zhang Y, Wang W, Chen H, Ling T, Yang R, Wang Y, Duan C, Liu Y, Guo X, Fang L, Liu W, Liu X, Liu J, 
Otkur W, Qi H, Liu X, Xia T, Liu HX, Piao HL. 2021b. Identification and characterization of robust hepatocellular 
carcinoma prognostic subtypes based on an integrative metabolite-protein interaction network. Advanced 
Science 8:e2100311. DOI: https://doi.org/10.1002/advs.202100311, PMID: 34247449

De Sousa E Melo F, Wang X, Jansen M, Fessler E, Trinh A, de Rooij L, de Jong JH, de Boer OJ, van Leersum R, 
Bijlsma MF, Rodermond H, van der Heijden M, van Noesel CJM, Tuynman JB, Dekker E, Markowetz F, 
Medema JP, Vermeulen L. 2013. Poor-Prognosis colon cancer is defined by a molecularly distinct subtype and 
develops from serrated precursor lesions. Nature Medicine 19:614–618. DOI: https://doi.org/10.1038/nm.​
3174, PMID: 23584090

Guinney J, Dienstmann R, Wang X, de Reyniès A, Schlicker A, Soneson C, Marisa L, Roepman P, 
Nyamundanda G, Angelino P, Bot BM, Morris JS, Simon IM, Gerster S, Fessler E, De Sousa E Melo F, 

https://doi.org/10.7554/eLife.81114
https://gtexportal.org
https://gtexportal.org
https://portal.gdc.cancer.gov
https://portal.gdc.cancer.gov
https://sites.broadinstitute.org/ccle
https://sites.broadinstitute.org/ccle
https://portals.broadinstitute.org/ctrp
https://portals.broadinstitute.org/ctrp
https://depmap.org/portal/prism
https://depmap.org/portal/prism
https://www.cancerrxgene.org
https://github.com/Zaoqu-Liu/GINS
https://github.com/Zaoqu-Liu/GINS
https://archive.softwareheritage.org/swh:1:dir:1434cb248bda55a8e3467587db7227f07e926dea;origin=https://github.com/Zaoqu-Liu/GINS;visit=swh:1:snp:be5de552e6da26dd48d9bc7603f78dd107a89f1c;anchor=swh:1:rev:de04c9140b621c687986834644bd9d318f9c440b
https://doi.org/10.7150/thno.35805
http://www.ncbi.nlm.nih.gov/pubmed/31534543
https://doi.org/10.1186/s13059-016-1070-5
https://doi.org/10.1186/s13059-016-1070-5
http://www.ncbi.nlm.nih.gov/pubmed/27765066
https://doi.org/10.1038/nbt.4314
https://doi.org/10.1038/nbt.4314
http://www.ncbi.nlm.nih.gov/pubmed/30531897
https://doi.org/10.1038/s41416-018-0267-7
http://www.ncbi.nlm.nih.gov/pubmed/30401978
https://doi.org/10.1038/nature11252
http://www.ncbi.nlm.nih.gov/pubmed/22810696
https://doi.org/10.1016/j.celrep.2016.12.019
http://www.ncbi.nlm.nih.gov/pubmed/28052254
https://doi.org/10.1093/bib/bbaa268
http://www.ncbi.nlm.nih.gov/pubmed/33126248
https://doi.org/10.1002/advs.202100311
http://www.ncbi.nlm.nih.gov/pubmed/34247449
https://doi.org/10.1038/nm.3174
https://doi.org/10.1038/nm.3174
http://www.ncbi.nlm.nih.gov/pubmed/23584090


 Research article﻿﻿﻿﻿﻿﻿ Cancer Biology

Liu et al. eLife 2022;11:e81114. DOI: https://doi.org/10.7554/eLife.81114 � 26 of 28

Missiaglia E, Ramay H, Barras D, Homicsko K, et al. 2015. The consensus molecular subtypes of colorectal 
cancer. Nature Medicine 21:1350–1356. DOI: https://doi.org/10.1038/nm.3967, PMID: 26457759

Hanahan D. 2022. Hallmarks of cancer: new dimensions. Cancer Discovery 12:31–46. DOI: https://doi.org/10.​
1158/2159-8290.CD-21-1059, PMID: 35022204

Hänzelmann S, Castelo R, Guinney J. 2013. GSVA: gene set variation analysis for microarray and RNA-Seq data. 
BMC Bioinformatics 14:7. DOI: https://doi.org/10.1186/1471-2105-14-7, PMID: 23323831

Hicks KC, Tyurina YY, Kagan VE, Gabrilovich DI. 2022. Myeloid cell-derived oxidized lipids and regulation of the 
tumor microenvironment. Cancer Research 82:187–194. DOI: https://doi.org/10.1158/0008-5472.CAN-21-​
3054, PMID: 34764204

Hoshida Y, Brunet JP, Tamayo P, Golub TR, Mesirov JP. 2007. Subclass mapping: identifying common subtypes in 
independent disease data sets. PLOS ONE 2:e1195. DOI: https://doi.org/10.1371/journal.pone.0001195, 
PMID: 18030330

Hoshida Y. 2010. Nearest template prediction: a single-sample-based flexible class prediction with confidence 
assessment. PLOS ONE 5:e15543. DOI: https://doi.org/10.1371/journal.pone.0015543, PMID: 21124904

Hugo W, Zaretsky JM, Sun L, Song C, Moreno BH, Hu-Lieskovan S, Berent-Maoz B, Pang J, Chmielowski B, 
Cherry G, Seja E, Lomeli S, Kong X, Kelley MC, Sosman JA, Johnson DB, Ribas A, Lo RS. 2016. Genomic and 
transcriptomic features of response to anti-PD-1 therapy in metastatic melanoma. Cell 165:35–44. DOI: https://​
doi.org/10.1016/j.cell.2016.02.065, PMID: 26997480

Isella C, Terrasi A, Bellomo SE, Petti C, Galatola G, Muratore A, Mellano A, Senetta R, Cassenti A, Sonetto C, 
Inghirami G, Trusolino L, Fekete Z, De Ridder M, Cassoni P, Storme G, Bertotti A, Medico E. 2015. Stromal 
contribution to the colorectal cancer transcriptome. Nature Genetics 47:312–319. DOI: https://doi.org/10.​
1038/ng.3224, PMID: 25706627

Isella C, Brundu F, Bellomo SE, Galimi F, Zanella E, Porporato R, Petti C, Fiori A, Orzan F, Senetta R, Boccaccio C, 
Ficarra E, Marchionni L, Trusolino L, Medico E, Bertotti A. 2017. Selective analysis of cancer-cell intrinsic 
transcriptional traits defines novel clinically relevant subtypes of colorectal cancer. Nature Communications 
8:15107. DOI: https://doi.org/10.1038/ncomms15107, PMID: 28561063

Jassal B, Matthews L, Viteri G, Gong C, Lorente P, Fabregat A, Sidiropoulos K, Cook J, Gillespie M, Haw R, 
Loney F, May B, Milacic M, Rothfels K, Sevilla C, Shamovsky V, Shorser S, Varusai T, Weiser J, Wu G, et al. 2020. 
The reactome pathway knowledgebase. Nucleic Acids Research 48:D498–D503. DOI: https://doi.org/10.1093/​
nar/gkz1031, PMID: 31691815

Jiang P, Gu S, Pan D, Fu J, Sahu A, Hu X, Li Z, Traugh N, Bu X, Li B, Liu J, Freeman GJ, Brown MA, 
Wucherpfennig KW, Liu XS. 2018. Signatures of T cell dysfunction and exclusion predict cancer 
immunotherapy response. Nature Medicine 24:1550–1558. DOI: https://doi.org/10.1038/s41591-018-0136-1, 
PMID: 30127393

Karasaki T, Nagayama K, Kuwano H, Nitadori JI, Sato M, Anraku M, Hosoi A, Matsushita H, Morishita Y, 
Kashiwabara K, Takazawa M, Ohara O, Kakimi K, Nakajima J. 2017. An immunogram for the cancer-immunity 
cycle: towards personalized immunotherapy of lung cancer. Journal of Thoracic Oncology 12:791–803. DOI: 
https://doi.org/10.1016/j.jtho.2017.01.005, PMID: 28088513

Kosinski C, Li VSW, Chan ASY, Zhang J, Ho C, Tsui WY, Chan TL, Mifflin RC, Powell DW, Yuen ST, Leung SY, 
Chen X. 2007. Gene expression patterns of human colon tops and basal crypts and BMP antagonists as 
intestinal stem cell niche factors. PNAS 104:15418–15423. DOI: https://doi.org/10.1073/pnas.0707210104, 
PMID: 17881565

Kumar L, E Futschik M. 2007. Mfuzz: a software package for soft clustering of microarray data. Bioinformation 
2:5–7. DOI: https://doi.org/10.6026/97320630002005, PMID: 18084642

Li H, Courtois ET, Sengupta D, Tan Y, Chen KH, Goh JJL, Kong SL, Chua C, Hon LK, Tan WS, Wong M, Choi PJ, 
Wee LJK, Hillmer AM, Tan IB, Robson P, Prabhakar S. 2017. Reference component analysis of single-cell 
transcriptomes elucidates cellular heterogeneity in human colorectal tumors. Nature Genetics 49:708–718. 
DOI: https://doi.org/10.1038/ng.3818, PMID: 28319088

Li X, Cai H, Wang X, Ao L, Guo Y, He J, Gu Y, Qi L, Guan Q, Lin X, Guo Z. 2019a. A rank-based algorithm of 
differential expression analysis for small cell line data with statistical control. Briefings in Bioinformatics 
20:482–491. DOI: https://doi.org/10.1093/bib/bbx135, PMID: 29040359

Li H, Ning S, Ghandi M, Kryukov GV, Gopal S, Deik A, Souza A, Pierce K, Keskula P, Hernandez D, Ann J, 
Shkoza D, Apfel V, Zou Y, Vazquez F, Barretina J, Pagliarini RA, Galli GG, Root DE, Hahn WC, et al. 2019b. The 
landscape of cancer cell line metabolism. Nature Medicine 25:850–860. DOI: https://doi.org/10.1038/​
s41591-019-0404-8, PMID: 31068703

Li G, Yang Z, Wu D, Liu S, Li X, Li T, Li Y, Liang L, Zou W, Wu CI, Wang HY, Lu X. 2022. Evolution under spatially 
heterogeneous selection in solid tumors. Molecular Biology and Evolution 39:msab335. DOI: https://doi.org/​
10.1093/molbev/msab335, PMID: 34850073

Liu L, Bai X, Wang J, Tang XR, Wu DH, Du SS, Du XJ, Zhang YW, Zhu HB, Fang Y, Guo ZQ, Zeng Q, Guo XJ, 
Liu Z, Dong ZY. 2019. Combination of TMB and CNA stratifies prognostic and predictive responses to 
immunotherapy across metastatic cancer. Clinical Cancer Research 25:7413–7423. DOI: https://doi.org/10.​
1158/1078-0432.CCR-19-0558, PMID: 31515453

Liu Z, Zhang Y, Shi C, Zhou X, Xu K, Jiao D, Sun Z, Han X. 2021a. A novel immune classification reveals distinct 
immune escape mechanism and genomic alterations: implications for immunotherapy in hepatocellular 
carcinoma. Journal of Translational Medicine 19:5. DOI: https://doi.org/10.1186/s12967-020-02697-y, PMID: 
33407585

https://doi.org/10.7554/eLife.81114
https://doi.org/10.1038/nm.3967
http://www.ncbi.nlm.nih.gov/pubmed/26457759
https://doi.org/10.1158/2159-8290.CD-21-1059
https://doi.org/10.1158/2159-8290.CD-21-1059
http://www.ncbi.nlm.nih.gov/pubmed/35022204
https://doi.org/10.1186/1471-2105-14-7
http://www.ncbi.nlm.nih.gov/pubmed/23323831
https://doi.org/10.1158/0008-5472.CAN-21-3054
https://doi.org/10.1158/0008-5472.CAN-21-3054
http://www.ncbi.nlm.nih.gov/pubmed/34764204
https://doi.org/10.1371/journal.pone.0001195
http://www.ncbi.nlm.nih.gov/pubmed/18030330
https://doi.org/10.1371/journal.pone.0015543
http://www.ncbi.nlm.nih.gov/pubmed/21124904
https://doi.org/10.1016/j.cell.2016.02.065
https://doi.org/10.1016/j.cell.2016.02.065
http://www.ncbi.nlm.nih.gov/pubmed/26997480
https://doi.org/10.1038/ng.3224
https://doi.org/10.1038/ng.3224
http://www.ncbi.nlm.nih.gov/pubmed/25706627
https://doi.org/10.1038/ncomms15107
http://www.ncbi.nlm.nih.gov/pubmed/28561063
https://doi.org/10.1093/nar/gkz1031
https://doi.org/10.1093/nar/gkz1031
http://www.ncbi.nlm.nih.gov/pubmed/31691815
https://doi.org/10.1038/s41591-018-0136-1
http://www.ncbi.nlm.nih.gov/pubmed/30127393
https://doi.org/10.1016/j.jtho.2017.01.005
http://www.ncbi.nlm.nih.gov/pubmed/28088513
https://doi.org/10.1073/pnas.0707210104
http://www.ncbi.nlm.nih.gov/pubmed/17881565
https://doi.org/10.6026/97320630002005
http://www.ncbi.nlm.nih.gov/pubmed/18084642
https://doi.org/10.1038/ng.3818
http://www.ncbi.nlm.nih.gov/pubmed/28319088
https://doi.org/10.1093/bib/bbx135
http://www.ncbi.nlm.nih.gov/pubmed/29040359
https://doi.org/10.1038/s41591-019-0404-8
https://doi.org/10.1038/s41591-019-0404-8
http://www.ncbi.nlm.nih.gov/pubmed/31068703
https://doi.org/10.1093/molbev/msab335
https://doi.org/10.1093/molbev/msab335
http://www.ncbi.nlm.nih.gov/pubmed/34850073
https://doi.org/10.1158/1078-0432.CCR-19-0558
https://doi.org/10.1158/1078-0432.CCR-19-0558
http://www.ncbi.nlm.nih.gov/pubmed/31515453
https://doi.org/10.1186/s12967-020-02697-y
http://www.ncbi.nlm.nih.gov/pubmed/33407585


 Research article﻿﻿﻿﻿﻿﻿ Cancer Biology

Liu et al. eLife 2022;11:e81114. DOI: https://doi.org/10.7554/eLife.81114 � 27 of 28

Liu Z, Guo C, Li J, Xu H, Lu T, Wang L, Liu L, Han X. 2021b. Somatic mutations in homologous recombination 
pathway predict favourable prognosis after immunotherapy across multiple cancer types. Clinical and 
Translational Medicine 11:e619. DOI: https://doi.org/10.1002/ctm2.619, PMID: 34923755

Liu YT, Sun ZJ. 2021c. Turning cold tumors into hot tumors by improving T-cell infiltration. Theranostics 11:5365–
5386. DOI: https://doi.org/10.7150/thno.58390, PMID: 33859752

Liu Z, Liu L, Weng S, Guo C, Dang Q, Xu H, Wang L, Lu T, Zhang Y, Sun Z, Han X. 2022. Machine learning-based 
integration develops an immune-derived lncRNA signature for improving outcomes in colorectal cancer. Nature 
Communications 13:816. DOI: https://doi.org/10.1038/s41467-022-28421-6, PMID: 35145098

Mao Y, Feng Q, Zheng P, Yang L, Liu T, Xu Y, Zhu D, Chang W, Ji M, Ren L, Wei Y, He G, Xu J. 2018. Low tumor 
purity is associated with poor prognosis, heavy mutation burden, and intense immune phenotype in colon 
cancer. Cancer Management and Research 10:3569–3577. DOI: https://doi.org/10.2147/CMAR.S171855, 
PMID: 30271205

Mariathasan S, Turley SJ, Nickles D, Castiglioni A, Yuen K, Wang Y, Kadel EE, Koeppen H, Astarita JL, Cubas R, 
Jhunjhunwala S, Banchereau R, Yang Y, Guan Y, Chalouni C, Ziai J, Şenbabaoğlu Y, Santoro S, Sheinson D, 
Hung J, et al. 2018. TGFβ attenuates tumour response to PD-L1 blockade by contributing to exclusion of T 
cells. Nature 554:544–548. DOI: https://doi.org/10.1038/nature25501, PMID: 29443960

Marisa L, de Reyniès A, Duval A, Selves J, Gaub MP, Vescovo L, Etienne-Grimaldi M-C, Schiappa R, Guenot D, 
Ayadi M, Kirzin S, Chazal M, Fléjou J-F, Benchimol D, Berger A, Lagarde A, Pencreach E, Piard F, Elias D, Parc Y, 
et al. 2013. Gene expression classification of colon cancer into molecular subtypes: characterization, validation, 
and prognostic value. PLOS Medicine 10:e1001453. DOI: https://doi.org/10.1371/journal.pmed.1001453, 
PMID: 23700391

Mills CD, Lenz LL, Harris RA. 2016. A breakthrough: macrophage-directed cancer immunotherapy. Cancer 
Research 76:513–516. DOI: https://doi.org/10.1158/0008-5472.CAN-15-1737, PMID: 26772756

Newman AM, Steen CB, Liu CL, Gentles AJ, Chaudhuri AA, Scherer F, Khodadoust MS, Esfahani MS, Luca BA, 
Steiner D, Diehn M, Alizadeh AA. 2019. Determining cell type abundance and expression from bulk tissues 
with digital cytometry. Nature Biotechnology 37:773–782. DOI: https://doi.org/10.1038/s41587-019-0114-2, 
PMID: 31061481

Ott PA, Bang Y-J, Piha-Paul SA, Razak ARA, Bennouna J, Soria J-C, Rugo HS, Cohen RB, O’Neil BH, Mehnert JM, 
Lopez J, Doi T, van Brummelen EMJ, Cristescu R, Yang P, Emancipator K, Stein K, Ayers M, Joe AK, 
Lunceford JK. 2019. T-cell-inflamed gene-expression profile, programmed death ligand 1 expression, and 
tumor mutational burden predict efficacy in patients treated with pembrolizumab across 20 cancers: 
KEYNOTE-028. Journal of Clinical Oncology 37:318–327. DOI: https://doi.org/10.1200/JCO.2018.78.2276, 
PMID: 30557521

Pinto JP, Kalathur RK, Oliveira DV, Barata T, Machado RSR, Machado S, Pacheco-Leyva I, Duarte I, Futschik ME. 
2015. StemChecker: a web-based tool to discover and explore stemness signatures in gene sets. Nucleic Acids 
Research 43:W72–W77. DOI: https://doi.org/10.1093/nar/gkv529, PMID: 26007653

Polyak K. 2011. Heterogeneity in breast cancer. The Journal of Clinical Investigation 121:3786–3788. DOI: 
https://doi.org/10.1172/JCI60534, PMID: 21965334

Quon G, Haider S, Deshwar AG, Cui A, Boutros PC, Morris Q. 2013. Computational purification of individual 
tumor gene expression profiles leads to significant improvements in prognostic prediction. Genome Medicine 
5:29. DOI: https://doi.org/10.1186/gm433, PMID: 23537167

Raskov H, Søby JH, Troelsen J, Bojesen RD, Gögenur I. 2020. Driver gene mutations and epigenetics in 
colorectal cancer. Annals of Surgery 271:75–85. DOI: https://doi.org/10.1097/SLA.0000000000003393, PMID: 
31188207

Rooney MS, Shukla SA, Wu CJ, Getz G, Hacohen N. 2015. Molecular and genetic properties of tumors 
associated with local immune cytolytic activity. Cell 160:48–61. DOI: https://doi.org/10.1016/j.cell.2014.12.033, 
PMID: 25594174

Rose TL, Weir WH, Mayhew GM, Shibata Y, Eulitt P, Uronis JM, Zhou M, Nielsen M, Smith AB, Woods M, 
Hayward MC, Salazar AH, Milowsky MI, Wobker SE, McGinty K, Millburn MV, Eisner JR, Kim WY. 2021. 
Fibroblast growth factor receptor 3 alterations and response to immune checkpoint inhibition in metastatic 
urothelial cancer: a real world experience. British Journal of Cancer 125:1251–1260. DOI: https://doi.org/10.​
1038/s41416-021-01488-6, PMID: 34294892

Sadanandam A, Lyssiotis CA, Homicsko K, Collisson EA, Gibb WJ, Wullschleger S, Ostos LCG, Lannon WA, 
Grotzinger C, Del Rio M, Lhermitte B, Olshen AB, Wiedenmann B, Cantley LC, Gray JW, Hanahan D. 2013. A 
colorectal cancer classification system that associates cellular phenotype and responses to therapy. Nature 
Medicine 19:619–625. DOI: https://doi.org/10.1038/nm.3175, PMID: 23584089

Sahni N, Yi S, Taipale M, Fuxman Bass JI, Coulombe-Huntington J, Yang F, Peng J, Weile J, Karras GI, Wang Y, 
Kovács IA, Kamburov A, Krykbaeva I, Lam MH, Tucker G, Khurana V, Sharma A, Liu Y-Y, Yachie N, Zhong Q, 
et al. 2015. Widespread macromolecular interaction perturbations in human genetic disorders. Cell 161:647–
660. DOI: https://doi.org/10.1016/j.cell.2015.04.013, PMID: 25910212

Senbabaoğlu Y, Michailidis G, Li JZ. 2014. Critical limitations of consensus clustering in class discovery. Scientific 
Reports 4:6207. DOI: https://doi.org/10.1038/srep06207, PMID: 25158761

Sung H, Ferlay J, Siegel RL, Laversanne M, Soerjomataram I, Jemal A, Bray F. 2021. Global cancer statistics 2020: 
GLOBOCAN estimates of incidence and mortality worldwide for 36 cancers in 185 countries. CA: A Cancer 
Journal for Clinicians 71:209–249. DOI: https://doi.org/10.3322/caac.21660, PMID: 33538338

Tang J, Shalabi A, Hubbard-Lucey VM. 2018. Comprehensive analysis of the clinical immuno-oncology landscape. 
Annals of Oncology 29:84–91. DOI: https://doi.org/10.1093/annonc/mdx755, PMID: 29228097

https://doi.org/10.7554/eLife.81114
https://doi.org/10.1002/ctm2.619
http://www.ncbi.nlm.nih.gov/pubmed/34923755
https://doi.org/10.7150/thno.58390
http://www.ncbi.nlm.nih.gov/pubmed/33859752
https://doi.org/10.1038/s41467-022-28421-6
http://www.ncbi.nlm.nih.gov/pubmed/35145098
https://doi.org/10.2147/CMAR.S171855
http://www.ncbi.nlm.nih.gov/pubmed/30271205
https://doi.org/10.1038/nature25501
http://www.ncbi.nlm.nih.gov/pubmed/29443960
https://doi.org/10.1371/journal.pmed.1001453
http://www.ncbi.nlm.nih.gov/pubmed/23700391
https://doi.org/10.1158/0008-5472.CAN-15-1737
http://www.ncbi.nlm.nih.gov/pubmed/26772756
https://doi.org/10.1038/s41587-019-0114-2
http://www.ncbi.nlm.nih.gov/pubmed/31061481
https://doi.org/10.1200/JCO.2018.78.2276
http://www.ncbi.nlm.nih.gov/pubmed/30557521
https://doi.org/10.1093/nar/gkv529
http://www.ncbi.nlm.nih.gov/pubmed/26007653
https://doi.org/10.1172/JCI60534
http://www.ncbi.nlm.nih.gov/pubmed/21965334
https://doi.org/10.1186/gm433
http://www.ncbi.nlm.nih.gov/pubmed/23537167
https://doi.org/10.1097/SLA.0000000000003393
http://www.ncbi.nlm.nih.gov/pubmed/31188207
https://doi.org/10.1016/j.cell.2014.12.033
http://www.ncbi.nlm.nih.gov/pubmed/25594174
https://doi.org/10.1038/s41416-021-01488-6
https://doi.org/10.1038/s41416-021-01488-6
http://www.ncbi.nlm.nih.gov/pubmed/34294892
https://doi.org/10.1038/nm.3175
http://www.ncbi.nlm.nih.gov/pubmed/23584089
https://doi.org/10.1016/j.cell.2015.04.013
http://www.ncbi.nlm.nih.gov/pubmed/25910212
https://doi.org/10.1038/srep06207
http://www.ncbi.nlm.nih.gov/pubmed/25158761
https://doi.org/10.3322/caac.21660
http://www.ncbi.nlm.nih.gov/pubmed/33538338
https://doi.org/10.1093/annonc/mdx755
http://www.ncbi.nlm.nih.gov/pubmed/29228097


 Research article﻿﻿﻿﻿﻿﻿ Cancer Biology

Liu et al. eLife 2022;11:e81114. DOI: https://doi.org/10.7554/eLife.81114 � 28 of 28

Thorsson V, Gibbs DL, Brown SD, Wolf D, Bortone DS, Ou Yang T-H, Porta-Pardo E, Gao GF, Plaisier CL, 
Eddy JA, Ziv E, Culhane AC, Paull EO, Sivakumar IKA, Gentles AJ, Malhotra R, Farshidfar F, Colaprico A, 
Parker JS, Mose LE, et al. 2018. The immune landscape of cancer. Immunity 48:812–830. DOI: https://doi.org/​
10.1016/j.immuni.2018.03.023, PMID: 29628290

Tibshirani R, Hastie T, Narasimhan B, Chu G. 2002. Diagnosis of multiple cancer types by shrunken centroids of 
gene expression. PNAS 99:6567–6572. DOI: https://doi.org/10.1073/pnas.082099299, PMID: 12011421

Tusher VG, Tibshirani R, Chu G. 2001. Significance analysis of microarrays applied to the ionizing radiation 
response. PNAS 98:5116–5121. DOI: https://doi.org/10.1073/pnas.091062498, PMID: 11309499

Uronis JM, Osada T, McCall S, Yang XY, Mantyh C, Morse MA, Lyerly HK, Clary BM, Hsu DS. 2012. Histological 
and molecular evaluation of patient-derived colorectal cancer explants. PLOS ONE 7:e38422. DOI: https://doi.​
org/10.1371/journal.pone.0038422, PMID: 22675560

Wilkerson MD, Hayes DN. 2010. ConsensusClusterPlus: a class discovery tool with confidence assessments and 
item tracking. Bioinformatics 26:1572–1573. DOI: https://doi.org/10.1093/bioinformatics/btq170, PMID: 
20427518

Yang C, Chen J, Li Y, Huang X, Liu Z, Wang J, Jiang H, Qin W, Lv Y, Wang H, Wang C. 2021a. Exploring subclass-
specific therapeutic agents for hepatocellular carcinoma by informatics-guided drug screen. Briefings in 
Bioinformatics 22:bbaa295. DOI: https://doi.org/10.1093/bib/bbaa295, PMID: 33167027

Yang C, Huang X, Li Y, Chen J, Lv Y, Dai S. 2021b. Prognosis and personalized treatment prediction in TP53-
mutant hepatocellular carcinoma: an in silico strategy towards precision oncology. Briefings in Bioinformatics 
22:bbaa164. DOI: https://doi.org/10.1093/bib/bbaa164, PMID: 32789496

Yoshihara K, Shahmoradgoli M, Martínez E, Vegesna R, Kim H, Torres-Garcia W, Treviño V, Shen H, Laird PW, 
Levine DA, Carter SL, Getz G, Stemke-Hale K, Mills GB, Verhaak RGW. 2013. Inferring tumour purity and 
stromal and immune cell admixture from expression data. Nature Communications 4:2612. DOI: https://doi.​
org/10.1038/ncomms3612, PMID: 24113773

Zhai L, Ladomersky E, Lenzen A, Nguyen B, Patel R, Lauing KL, Wu M, Wainwright DA. 2018. Ido1 in cancer: a 
gemini of immune checkpoints. Cellular & Molecular Immunology 15:447–457. DOI: https://doi.org/10.1038/​
cmi.2017.143, PMID: 29375124

https://doi.org/10.7554/eLife.81114
https://doi.org/10.1016/j.immuni.2018.03.023
https://doi.org/10.1016/j.immuni.2018.03.023
http://www.ncbi.nlm.nih.gov/pubmed/29628290
https://doi.org/10.1073/pnas.082099299
http://www.ncbi.nlm.nih.gov/pubmed/12011421
https://doi.org/10.1073/pnas.091062498
http://www.ncbi.nlm.nih.gov/pubmed/11309499
https://doi.org/10.1371/journal.pone.0038422
https://doi.org/10.1371/journal.pone.0038422
http://www.ncbi.nlm.nih.gov/pubmed/22675560
https://doi.org/10.1093/bioinformatics/btq170
http://www.ncbi.nlm.nih.gov/pubmed/20427518
https://doi.org/10.1093/bib/bbaa295
http://www.ncbi.nlm.nih.gov/pubmed/33167027
https://doi.org/10.1093/bib/bbaa164
http://www.ncbi.nlm.nih.gov/pubmed/32789496
https://doi.org/10.1038/ncomms3612
https://doi.org/10.1038/ncomms3612
http://www.ncbi.nlm.nih.gov/pubmed/24113773
https://doi.org/10.1038/cmi.2017.143
https://doi.org/10.1038/cmi.2017.143
http://www.ncbi.nlm.nih.gov/pubmed/29375124

	﻿﻿Gene interaction perturbation network deciphers a high-­resolution taxonomy in colorectal cancer
	Editor's evaluation
	Introduction
	Results
	Six CRC subtypes were identified from the gene interaction-perturbation network
	Six subtypes were reproductive and stable in external datasets
	Subtype validation in an in-house clinical cohort
	Biological peculiarities of six subtypes
	Immune landscape and immunotherapeutic potential of six subtypes
	GINS6 tumors conveyed rich lipid metabolisms
	GINS subtypes were associated with cellular phenotypes and autocrine loops
	Multi-omics alteration characteristics of six subtypes
	Stromal contribution to the subtype transitions
	Identification of potential therapeutic agents for six subtypes

	Discussion
	Materials and methods
	Data source and specimen collection
	Construction of the gene interaction-perturbation network
	Statistical analysis

	Acknowledgements
	Additional information
	﻿Funding
	Author contributions
	Author ORCIDs
	Decision letter and Author response

	Additional files
	Supplementary files

	References


