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1  | INTRODUC TION

Colorectal cancer (CRC) is the fourth leading cause of cancer-related 
death worldwide,1 indicating a global need for better prognosis and 
treatment strategies. The TNM classification is commonly used to 

determine the progression of CRC; however, more in-depth char-
acterization is necessary to better assess treatment strategies and 
prognosis. Several classifications for CRC have been reported in 
accordance with gene signatures, the most robust of which is the 
consensus molecular subtype (CMS) system.2 CMS classification was 
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Abstract
The classification of colorectal cancer (CRC) plays a pivotal role in predicting a pa-
tient's prognosis and determining treatment strategies. The consensus molecular 
subtype (CMS) classification system was constructed by analyzing genetic informa-
tion from 18 CRC data sets, containing 4151 CRC samples. CRC was classified into 
four subtypes with distinct molecular and biological characteristics: CMS1 (micros-
atellite instability immune), CMS2 (canonical), CMS3 (metabolic), and CMS4 (mesen-
chymal). Since their designation in 2015, these classifications have been applied to 
basic and translational research of CRC, with the hope that understanding these sub-
sets will influence a clinician's approach to therapeutic treatment and improve clini-
cal outcomes. We reviewed CRC investigations in accordance with CMSs published 
in the last 5 years to further explore the clinical significance of these subtypes and 
identify underlying trends that may direct relevant future research. We determined 
that CMSs linked common features of CRC cell lines and PDX models in various stud-
ies. Furthermore, associations between prognosis and clinicopathological findings, 
including pathological grade and the stage of carcinogenesis, tumor budding, and 
tumor location, were correlated with CMS classification. Novel prognostic factors 
were identified, and the relationship between chemotherapeutic drug resistance and 
CMS has been fortified by our compilation of research; thus, indicating that this re-
view provides advanced insight into clinical questions and treatment strategies for 
CRC.
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devised from an analysis of 4151 CRC samples in 2015.3 This classi-
fication system consists of four subtypes (Figure 1); although tumor 
location is essential in determining current clinical practices, under-
standing the molecular characteristics and biological implications of 
CRC subsets helps to prevent an oversimplified approach to treat-
ment.4 The genetic and pathological research demonstrated novel 
findings in accordance with the CMS classification. PubMed was ex-
plored for articles published in English with the terms “colorectal can-
cer” and “consensus molecular subtype.” In total, 103 articles were 
obtained, read, and analyzed for similar content and review article. 
Then, of these, 55 essential articles were selected for the references. 
This review was written for the medical doctors treating colorec-
tal cancer and young researchers in the field of cancer research 
to gain more insights into genetic signatures of colorectal cancer. 
Cell lines and PDXs are fundamental elements for cancer research. 
Pathological findings and mutation status are essential for current 
medical practice. These findings have been partially explained with 
novel insights in accordance with CMS classification. Novel mecha-
nism and prognostic factors have also been discovered by analyzing 

them in accordance with CMSs. This review takes a comprehensive 
look at CRC with regard to CMS classification, providing advanced 
insight that can be translated to clinical applications.

2  | E XPLORING CMSS IN CELL LINES AND 
PATIENT-DERIVED XENOGR AF TS

Cell lines and patient-derived xenograft (PDX) models are commonly 
used in basic and translational research.5 The DNA, RNA, and pro-
tein profiling of 34 CRC cell lines were examined and subsequently 
classified into the CMSs.6 In an investigation using PDXs, the success 
of establishing PDXs of CMS1, CMS2, CMS3, and CMS4 were 66%, 
25%, 40%, and 88%, respectively. Passages of PDXs were difficult in 
the CMS2 and CMS3 conditions, and the enrichment of CMS1 and 
CMS4 were detected in later passages. The Ki-67 expression was 
associated with both establishment and survival of PDXs7 (Figure 2). 
Importantly, mesenchymal tumors, CMS4, can be passaged, but not 
maintain their features or subtype. Several stromal cells or human 

F I G U R E  1   CMS classification. CMS1 (MSI immune 14%) was characterized by MSI, CIMP high hypermutation, BRAF mutation, immune 
infiltration and worse survival after relapse. CMS2 (Canonical, 37%) was characterized by SCNA high and WNT and MYC activation. 
CMS3 (Metabolic, 23%) was characterized by Mixed MSI status, SCNA low, CIMP low, KRAS mutations and metabolic deregulation. CMS4 
(Mesenchymal, 13%) was characterized by SCNA high, stromal infiltration, TGF-β activation, angiogenesis, worse relapse-free survival 
and overall survival. MSI: microsatellite Instability, CIMP: CpG island methylator phenotype, BRAF: v-raf murine sarcoma viral oncogene 
homolog B1, SCNA: somatic copy number alteration, KRAS: kirsten rat sarcoma viral oncogene homolog, TGF: transforming growth factor
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tumors decreased and were replaced by murine counterparts in 
subsequent passages.8 Stromal-derived gene expression is absent 
in these human-specific gene expression profiles. The Colorectal 
Cancer Intrinsic Subtypes (CRIS) classification system was developed 
by transcriptional profiling from large PDXs collection with human-
specific prove. This approach allows an assessment of gene expres-
sion originating only from the cancer cells. The CRIS consisted of five 
categories as follows: CRIS-A, characterized by mucinous, glycolytic, 
MSI or KRAS mutation; CRIS-B, TGF-β activation and EMT; CRIS-C, 
elevated EGFR signaling; CRIS-D, WNT activation and IGF2 amplifi-
cation; and CRIS-E, Paneth cell-like phenotype and TP53 mutation. 
CRIS subtypes successfully stratify independent sets of primary and 
metastatic CRCs by minimizing the confounding effects of stromal-
derived intratumoral heterogeneity.9

3  | PREDIC TING CMS BY 
IMMUNOHISTOCHEMISTRY, MRNA , AND 
MIRNA

Whole genome sequencing was essential to the classification of 
CMSs; however, the cost of this procedure prevents it from being 
used routinely in a clinical setting. Various studies have focused 
on the use of other methods, such as immunohistochemistry to 

determine CMS. Trinh et al determined the microsatellite instability 
(MSI) status of their samples and designated patients with high MSI 
to the CMS1 category. Using immunohistochemistry, the remaining 
patients were classified into "epithelial" CMS2/3 or "mesenchymal" 
CMS4 subtypes based on four markers: CDX2, FRMD6, HTR2B, and 
ZEB1. This method demonstrated 87% concordance compared with 
the transcriptome-based classification.10,11

CMS4 has been associated with drug resistance and poor prog-
nosis compared with the other CMSs, making it the primary focus of 
many studies. The expression of PDGFRA, PDGFRB, PDGFC, and 
KIT mRNA were found to be predictive of CMS4, with an area under 
the curve of 0.95, and 95% confidence interval 0.94-0.97.12

4  | THE A SSOCIATION OF 
CLINICOPATHOLOGIC AL FINDINGS AND 
CMSS

Mucinous histology and budding score are associated with poor 
prognosis of CRC patients; one study indicated that 277 of the 1877 
(14.8%) CRC patients tested were positive for mucinous histology. 
Mucinous CRC was classified into CMSs: CMS1　(34.0%), CMS2 
(6.4%), CMS3 (29.8%), and CMS4 (29.8%), and CMS2, the major 
CRC subtype, represented the smallest proportion of cases with 

F I G U R E  2   CMS classification of CRC Cell lines and PDXs. The KRAS, BRAF, MSI status and CMS classifications of CRC cell lines were 
shown. CMS2 PDXs with high expression of Ki-67 grew slowly and were difficult to establish in comparison to PDXs with low expression of 
Ki-67. CMS2 and CMS4 PDXs with low expression of Ki-67 had shorter survival, whereas high expression of Ki-67 in CMS3 PDXs resulted 
in shorter survival. KRAS: kirsten rat sarcoma viral oncogene homolog, BRAF: v-raf murine sarcoma viral oncogene homolog B1, mut.: 
mutation, MSI: microsatellite Instability
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mucinous histology. The SMAD4, GNAS, ERBB2, BRAF, and KRAS 
mutations occurred at higher frequencies in mucinous types, while 
TP53, APC, and NRAS mutations were less common.13

Tumor budding was investigated within the four cohorts. High 
budding (≥5 buds) was preferentially classified as CMS4; CRC pa-
tients with high budding had an unfavorable prognosis in those co-
horts.14 Molecular subtype may be switching from CMS2 to CMS4 
in the budding regions as seven of the eight samples were classi-
fied as CMS2 at the tumor center, yet five of these samples closely 
matched CMS4 at the budding region.15 A limitation of classifying 
CRC by CMS is that intratumor heterogeneity is often detected 
in biopsy samples. The CMS classification using biopsy samples is 
significantly less reliable, with 43% of cases unknown in biopsy vs 
13% unknown in resections.16 Further investigation is necessary 
to determine how this information can help to inform decisions in 
a clinical setting.

5  | C ARCINOGENESIS ,  C ANCER 
PROGRESSION, AND META STA SIS IN 
ACCORDANCE WITH CMSS

Recent investigations have revealed the characteristic genetic 
changes associated with adenoma, primary lesions, and metastatic 
lesions during cancer progression. In one study, sporadic adenoma 
polyps (n = 311) were classified into their CMSs: CMS1 (21.9%), 
CMS2 (69.5%), CMS3 (5.1%), and CMS4 (1.6%). Interestingly, most 
adenomatous polyps were classified as CMS2, whereas 57.1% of hy-
perplasic polyps and 76.5% of serrated adenomas were identified as 
CMS1. CMS1 polyps are more frequently presented in right-sided 
colon whereas CMS2 polyps are more frequently presented in left-
sided colon.17 In another study, 51 lesions were divided into high 
risk adenoma (n = 13) and low risk adenoma (n = 39); 67% of CMS2 
cases were designated as high-risk and 82% of low-risk adenoma 
was classified into CMS3.18 CMS2 sporadic adenoma polyps may 
transition to CMS1 CRC via MMR deficiency and increased DNA 
damage. Additionally, CMS2 adenoma may become CMS3 through 
the mutation of KRAS, activation of the MAPK pathway and meta-
bolic degradation, and may transition to CMS4 through TGF-β ac-
tivation.17 While a CMS4-like phenotype was rarely represented 
in adenoma, sessile serrated adenoma/polyp acquired an epithelial 
to mesenchymal (EMT)-like phenotype by TGF-β activation in early 
stage polyps.19

Fontana et al reported the proportions of each CMS at various 
stages of carcinogenic progression. CRC cases without distant me-
tastasis at diagnosis (n = 2715) were classified: CMS1, 16%; CMS2, 
43%; CMS3, 15%; and CMS4, 26%. The patients with distant me-
tastasis at diagnosis (n = 236) were distributed accordingly: CMS1, 
8%; CMS2, 43%; CMS3, 9%; and CMS4, 40%. Liver metastasis cases 
(n = 57) were divided as follows: CMS1, 7%; CMS2, 51%; CMS3, 2%; 
and CMS4, 40%.20 Another cohort also demonstrated that very few 
cases classified as CMS3 represent metastatic lesions (<1%) com-
pared to primary lesions, of which CMS3 comprises 11%.21 These 

findings indicated that CMS3 may become uncommon as CRC pro-
gresses (Figure 3).

Interestingly, intra-patient heterogeneity between primary le-
sions and peritoneal metastatic lesions was frequently observed in a 
cohort of 28 patients, three-quarters of which were diagnosed with 
CMS4 peritoneal carcinomatosis. Fifteen of the 16 patients with 
paired tumors, a primary lesion and one to four metastatic lesions, 
had at least one CMS4-positive tumor.22

6  | PROGNOSIS IN ACCORDANCE WITH 
CMSS

Many prognostic factors were not associated with the CMS classi-
fication. NUSAP1, CD44, and COL4A1 have been detected among 
all CMSs and play a key role in CRC progression. NUSAP1 regu-
lates BRCA1 protein levels, CD44 presents as an EMT marker, and 
COL4A1 is a tumor angiogenesis indicator.23 Though many markers 
have been identified and subsequently associated with CMSs, sev-
eral prognostic genes were discovered in studies that focused on 
CMS classification. We reviewed prognostic genes in accordance 
with CMSs as follows (Table 1 and Figure 4).

6.1 | Prognostic factors in CMS1

In CMS1, microsatellite stable (MSS) CRC patients with BRAF mu-
tation are associated with a shorter overall survival (OS) compared 
with BRAF wild type; however, prognostic difference between BRAF 
mutation or BRAF wild type were not found in MSI CRC patients.24 
In the BRAF mutated metastatic CRC patients, CDX2 loss and CK7 
positivity indicated unfavorable prognosis.25,26 CpG island methyla-
tor phenotype (CIMP) can result in the silencing of key genes im-
portant for tumor progression, including the tumor-suppressor gene, 
CDKN2A, and the DNA mismatch repair gene, MLH1. The CIMP-H1 
cluster was enriched for cancers with features characteristic of ser-
rated tumors and those containing a BRAF mutation.27

Loss-of-function mutations of JAK1 are found in 20% of CRCs. 
These tumors show elevated transcriptional signatures that are as-
sociated with resistance to anti-programmed death-1 treatment. 
Among the MSI tumors, the total mutation load correlated with 
the number of predicted neoantigens, but not with immune cell 
infiltration, which was dependent on the CMS. CMS1 in particu-
lar had higher immunogenic features compared with CMS2-4.28 
Additionally, the expression of Annexin A2 (ANXA2), which is asso-
ciated with endocytic and exocytic events and cytoskeleton regula-
tion, was elevated in CMS1-classified CRCs. In cancer cells, TGF-β 
stimulation increased ANXA2 expression and phosphorylation, and 
phosphorylated ANXA2 activated the STAT3 pathway, resulting in 
EMT and invasion.29

TP53 mutations are found in 60% of CRCs. TP53 mutations 
have subtype-dependent associations with metastatic propensity 
and patient prognosis, potentially mediated by a CMS1-specific 
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immunomodulatory effect. Specifically, TP53 mutant CMS1 CRC 
cases with MSS were associated with poor prognosis.30 Cyclin-
dependent kinase 5 (Cdk5) is associated with migration and is lowly 
expressed in CMS1 compared with the other CMSs. High Ckd5 ex-
pression in CMS1 was associated with a shorter progression free 
survival (PFS), but not in the other CMSs. Ckd5 is associated with the 
upregulation of IFN-induced programmed death ligand-1, indicat-
ing cancer immunoediting.31 Additionally, CKLF expression, which 
is linked to lymphocyte infiltration, was associated with favorable 
prognosis in CMS1 with MSI.32

6.2 | Prognostic factors in CMS2

RAF and RAS status has differing implications for prognosis on the 
basis of CMS classification. BRAF mutations are classified into the 
three groups: class 1-V600E, class 2-codons 597/601, and class 3–
codons 594/596. The 117 patients with BRAF mutations were strati-
fied into Class 1 (n = 92), Class 2 (n = 12), and Class 3 (n = 13). Class 
2 and 3 patients were more likely to belong to CMS 2/3. Class 1 
patients had a shorter OS compared with BRAF wild-type; however, 
Class 2/3 CRC patients were not different from BRAF controls with 
respect to OS.33 Survival of CMS1/4 patients is not affected by 
KRAS status; however, the CMS2/3 patients with KRAS mutations 
have a shorter OS than those with wildtype KRAS.24

Copy number driven gene expression was enriched for pathways 
characteristic of CMS2, including DNA repair and cell cycle progres-
sion. The gene expression in CMS2 CRCs is driven by CNAs to a 
much larger extent than in the other CMSs. The copy number-related 
genetic basis was heavily influenced by gene expression signals from 
the tumor microenvironment in CMS2. ERBB2, MYC, TOX3, CCND2, 
and ANXA11 indicating that high-frequency focal amplification were 
associated with a poor survival among patients with stage I-III MSS 
CRCs.34

CRIS-C patients displayed low levels of CD8+ tumor-infiltrating 
lymphocytes (TILs), and, notably, 50.2% of the CMS2 CRC patients 
were divided into CRIS-C, and the CRIS-C patients in CMS2 had 
favorable prognosis with adjuvant chemotherapy (ACT) compared 
with surgery alone, in stage II and III.35

6.3 | Prognostic factors in CMS3

Fewer articles have focused on CMS3 compared with the other 
CMSs. One study indicated a relationship between CMS3 and the 
presence of a SMAD4 mutation. In this cohort, 12% of CRC patients 
had a SMAD4 mutation; these patients had a shorter OS compared 
with wild-type SMAD4 patients. SMAD4 mutations frequently oc-
curred with KRAS, NRAS, and BRAF mutations, and were more 
common in CMS3.36 The stage III CRC patients with high risk as 

F I G U R E  3   CMS classification in carcinogenesis cancer progression and metastasis. The characteristic genetic and the proportion of CMS 
classification changes associated with adenoma, primary lesions, and metastatic lesions during cancer progression
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classified by a mathematical model of BCL-2 protein interactions had 
a shorter OS compared with low risk patients. Additionally, BCL-2-
dependent signaling resulted in resistance to chemotherapy in CMS1 
and CMS3.37

6.4 | Prognostic factors in CMS4

The CRCs have been further characterized into two gene signatures 
on the basis of cell proliferation and tissue remodeling. The CRC 
patients whose gene signature indicated cell proliferation lead to a 
favorable prognosis, while indication of cell remodeling lead to an 
unfavorable prognosis. CRC with both a remodeling and less prolif-
erative signature (74% of CMS4) had the poorest survival (Figure 1). 
KLF4 is a transcription factor, involved with tissue remodeling, and 
has been associated with poor prognosis in CRC.38

Gremlin1 (GREM1) expression is significantly higher in CRC 
CMS4 compared to the other CMSs. GREM1 was associated with 
levels of cancer-associated fibroblasts in the tumor microenviron-
ment.39 Activation of NOTCH1 signaling in the murine intestinal 
epithelium leads to highly penetrant metastasis in KRAS-driven 

serrated cancers via neutrophil specific TGF-β signaling.40 A mac-
rophage signature was strongly associated with the cancer-associ-
ated fibroblast signature in large cohorts. Macrophage positivity was 
associated with unfavorable prognosis and was identified in CMS4. 
Additionally, an M2 macrophage activated NF-κB signature was 
present in CMS1/4, and M2 macrophages induced loss of TJ proteins 
at regions of tumor cell-cell contact.41

DNA repair was inversely correlated with hypoxia-inducible 
factor (HIF) 1A and HIF2A, which were strongly suppressed in 
CMS4. High expression of HIF1A and low expression of the re-
pair proteins RAD51, KU70, and RIF1 was significantly associated 
with unfavorable prognosis.42 Lymphangiogenic gene expression 
was associated with poor prognosis in both primary and liver me-
tastasis of CRC. Lymph node recurrence following CRC liver me-
tastasis resection was associated with high expression of VEGFC 
and Nrp-2. VEGFC and Nrp-2 expression was elevated in CMS4 
and these genes were associated with poor prognosis in CMS4.43 
The HCAR3 module was associated with favorable prognosis in 
CMS4. HCAR3 acts as a tumor suppressor and has been implicated 
in multiple interactions as well as in the development of anti-can-
cer drugs.23

TA B L E  1   Prognosis in accordance with CMS classification

CSM Status Factor Reference HR 95%CI
P 
value Ref.

CMS1 MSS BRAF mut. BRAF WT OS 7.73 2.35-255.4 .001* [24]

MSI BRAF mut. BRAF WT OS 1.05 0.44-2.50 .912

CMS1 BRAF mut. CDX2 loss CDX2 normal OS 1.72 1.03-2.86 .036* [25]

CK7 positive CK7 negative OS 2.17 1.10-4.29 .026* [26]

MSS TP53 mut. TP53 WT OS 5.52 1.21-25.3 .013* [30]

MSI TP53 mut. TP53 WT OS 0.68 0.15-3.01 .610

CMS1 KRAS WT Cdk5 high Cdk5 low DFS 1.32 0.40-4.35 .740 [31]

KRAS mut. Cdk5 high Cdk5 low DFS 7.53 1.56-36.46 .012*

CMS1 CKLF high CKLF low RFS 0.21 0.04-0.89 NA* [32]

CMA1-4 BRAF class1 mut. BRAF class1 WT OS 2.38 1.61-3.54 NA* [30]

CMS2/3 BRAF class2 mut. BRAF class2 WT OS 1.90 0.85-4.26 NA

BRAF class3 mut. BRAF class3 WT OS 1.90 0.51-1.69 NA

CMS1/4 KRAS mut. KRAS WT OS 0.97 0.61-1.52 .880 [24]

CMS2/3 KRAS mut. KRAS WT OS 1.73 1.19-2.50 .004*

CMS2 Stage I-III MSS High amplif. 
(CNAs)

Low amplif. (CNAs) OS 3.20 1.30-7.90 .010* [34]

CMS2 CRIS-C Stage III ACT Surgery alone OS 0.11 0.01-0.81 .030* [35]

CRIS-C Stage II ACT Surgery alone OS 0.15 0.06-0.42 <.001*

CMS3 SMAD4 mut. SMAD4 WT OS 2.08 1.50-2.88 <.001* [36]

CMS/1/3 Stage III BCL-2 OS 5.20 1.4-1.79 .020* [37]

CMS4 HCARS module OS 2.09 1.29-3.39 .003* [23]

Abbreviations: ACT: adjuvant chemotherapy; amplif.: amplification; BRAF: v-raf murine sarcoma viral oncogene homolog B1; Cdk5: cyclin-dependent 
kinase 5; CDX2: caudal-type homeobox 2; CI: confidential interval; CK7: cytokeratin 7; CKLF: chemokine like factor; CNA: copy number alteration; 
DFS: disease-free survival; HR: hazard ratio; KRAS: kirsten rat sarcoma viral oncogene homolog; MSI: microsatellite Instability; MSS: microsatellite 
stable; mut.: mutation; OS: overall survival; Ref: reference; RFS relapse-free survival; WT: wild type.
*Significant difference. 
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F I G U R E  4   Prognostic factors in accordance with CMSs. Several prognostic genes were discovered in investigations that focused on 
CMS classification. MSS: microsatellite stable, MSI: microsatellite Instability, CDX2: caudal-type homeobox 2, CK7: cytokeratin 7, ANXA2: 
annexin A2, CKLF: chemokine like factor, STAT3: signal transducer and activator of transcription 3, Cdk5: cyclin-dependent kinase 5, PD-L1: 
programmed cell death ligand 1, ERBB2: erb-b2 receptor tyrosine kinase 2, TOX3: thymocyte selection associated high mobility group box 
3, CCND2: cyclin D2, ANXA11: annexin A11, CNA: copy number alteration, TILs: tumor infiltrating lymphocytes, KLF: kruppel-like factor, 
CLDN2: claudin 2, NF-kB: nuclear factor kappa B, GREM1: gremlin 1, CAF: cancer-associated fibroblast, TGF-β: transforming growth factor 
beta-1, HIF: hypoxia inducible factor, RIF1: replication timing regulatory factor 1, VEGFC: vascular endothelial growth factor C, NRP2: 
neuropilin 2, HCAR3: hydroxycarboxylic acid receptor 3
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TA B L E  2   Therapeutic effects of cytotoxic drugs in accordance with CMSs

CMS Status Drugs Factor Reference HR 95%CI
P 
value Ref.

CMS2 Stage II 5-FU based CT. Performed Not performed OS 0.21 0.05-0.90 .0035* [35]

CMS2/3 Stage III 5-FU based CT. Performed Not performed OS 0.2 0.11-0.38 <.001*

CMS2 Stage II CRIS-C 5-FU based CT. Performed Not performed OS 0.11 0.01-0.81 .03*

CMS2 Stage II CRIS-C 5-FU based CT. Performed Not performed OS 0.15 0.06-0.42 <.001*

CMS1 Stage III 5-FU ± L-OHP 5-FU + L-OHP 5FU alone RFS 0.77 0.46-1.29 .32 [47]

CMS2 Stage III 5-FU ± L-OHP 5-FU + L-OHP 5FU alone RFS 0.61 0.43-0.87 .006*

CMS3 Stage III 5-FU ± L-OHP 5-FU + L-OHP 5FU alone RFS 1.17 0.54-2.53 .68

CMS4 Stage III 5-FU ± L-OHP 5-FU + L-OHP 5FU alone RFS 0.87 0.64-1.19 .39

CMS2 Stage III enterocyte 5-FU ± L-OHP 5-FU + L-OHP 5FU alone RFS 0.2 0.07-0.59 .003*

CMS2 Stage III other 5-FU ± L-OHP 5-FU + L-OHP 5FU alone RFS 0.77 0.50-1.18 .24

CMS4 mCRC IRI or L-OHP IRI based CT. L-OHP based CT. PFS 0.31 0.13-0.64 NA* [49]

CMS4 mCRC IRI or L-OHP IRI based CT. L-OHP based CT. OS 0.45 0.19-0.99 NA*

Abbreviations: 5FU, fluorouracil; CI, confidential interval; CT, chemotherapy; HR, hazard ratio; IRI, irinotecan; mCRC, metastatic colorectal cancer; 
NA, non assessment; OS, overall survival; PFS, progression-free survival; RFS, relapse -free survival.
*Significant difference. 
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7  | SENSITIVIT Y TO CY TOTOXIC DRUGS 
IN ACCORDANCE WITH CMSS

The effects of anti-cancer drugs differ according to CMS classifica-
tion (Table 2 and Figure 5). The sensitivity of CRC cell lines to the 
cytotoxic drugs, 5-fluorouracil (5-FU) and L-OHP, was reported in 
accordance with CMSs. The inhibitory concentration 50 (IC50) of 
5-FU was lower to treat the CMS1-3 cell lines compared with CMS4. 
The ratio of apoptotic cells in CMS2 was high after treating with 
5-FU combined with L-OHP in comparison with CMS4. The CMS2 
PDXs with 5-FU and L-OHP treatment resulted in longer survival 
than the placebo treatment; however, the survival of CMS4 PDXs 
showed no benefit with the combined treatment.44

In PDXs, CMS1/4 had a poor response to 5-FU compared with 
CMS2/3.45,46 In stage II and III, CRC patients classified as CMS1/4, 
no survival benefit was conferred by ACT. The prognosis of the 
stage II CRC CMS2 patients was improved by ACT, and the survival 

of the stage III CRC patients in CMS2/3 had a favorable prognosis 
in those receiving ACT compared to those who only received sur-
gery. The stage II and III CRC CMS2 patients with CD8 positivity 
had a favorable prognosis without ACT.35 In a different cohort, the 
stage III CMS2 patients with 5-FU and L-OHP treatment had a more 
favorable prognosis than those receiving 5-FU monotherapy. More 
specifically, only the enterocyte subtypes of CRC Assigner (CRCA) 
classification in CMS2 patients had a significant benefit from the 
5-FU plus L-OHP treatment. The benefit of adding L-OHP to 5-FU 
was not shown in the other subtypes.47 ZEB2 positivity was found in 
CMS4 and was elevated after L-OHP treatment. High ZEB2 expres-
sion correlated with reduced proliferation, however, ZEB2 positiv-
ity was also associated with resistance to chemotherapy and poor 
prognosis.48

Regarding first-line chemotherapy, Irinotecan-based regimens 
were significantly superior to L-OHP-based regimens for PFS in 
CMS4. TOP1 and CES2 expression are predictive biomarkers for 

F I G U R E  5   Therapeutic effects of cytotoxic drugs and molecular target agents in accordance with CMS. Therapeutic effects of cytotoxic 
drugs were shown. CMS4 had a poor response to 5-FU compared with CMS2. CMS2 was a longer relapse-free survival (RFS) compared 
with CMS4 (A). Therapeutic effects of molecular target agents were shown. CMS2 responded most significantly to anti-epidermal growth 
factor receptor antibody, cetuximab, treatment compared with the other CMSs. CMS1 had the least significant response. CMS1/3 had a poor 
response to anti-vascular endothelial growth factor, bevacizumab, compared with CMS2/4 (B). 5FU: fluorouracil, IC: inhibitory concentration, 
PDX: patient-derived xenograft, ACT: adjuvant chemotherapy, PFS: progression free survival, OS: overall survival, IL-1: interleukin-1, CNA: 
copy number alteration
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response to irinotecan and these genes expression levels were sig-
nificantly elevated in CMS4 in this cohort.49

8  | SPECIFIC MOLECUL AR TARGETED 
AGENTS AND CMSS

In an investigation with PDXs, CMS2 responded most significantly 
to the cetuximab treatment compared with the other CMSs, and 
CMS1 had the least significant response.45,46 In a clinical cohort, 

investigating anti-EGFR therapy, CMS1 particularly showed a shorter 
PFS and OS, and CMS2 showed a longer PFS and OS compared with 
the other CMSs.49 Interleukin-1 (IL-1) R1 mRNA levels were associ-
ated with the cetuximab treatment response. IL-1R1 expression was 
elevated in the CMS1/4 compared with CMS2/3, and CMS1 CRC 
patients with high IL-1R1 expression had a significantly shorter PFS 
than those with low IL-1R1 expression.50

Smeets et al demonstrated that CNA profiles are associated 
with the benefit of the bevacizumab treatment. Clustering of 
CNA data from mCRC identified 3 CNA clusters. Cluster 1 tumors 

TA B L E  3   Therapeutic effects of molecular target agents in accordance with CMS

CMS Status Drugs Factor Reference HR 95%CI P value Ref.

CMS1-4 mCRC anti-EGFR antibody CMS1 Other CMSs PFS 2.50 1.31-4.39 <.001* [49]

CMS1-4 mCRC anti-EGFR antibody CMS1 Other CMSs OS 4.23  1.83-9.04 <.002*

CMS1-4 mCRC anti-EGFR antibody CMS2 Other CMSs PFS 0.67  0.44-1.01 .05

CMS1-4 mCRC anti-EGFR antibody CMS2 Other CMSs OS 0.49  0.27-0.87 .049*

CMS1 mCRC cetuximab IL-1R1 high IL-1R1 low PFS 2.74  1.54-4.87 <.001* [50]

CMS2 mCRC cetuximab IL-1R1 high IL-1R1 low PFS 0.58  0.31-1.09 .085

CMS3 mCRC cetuximab IL-1R1 high IL-1R1 low PFS 1.44  0.83-2.51 .19

CMS4 mCRC cetuximab IL-1R1 high IL-1R1 low PFS 1.27  0.88-1.85 .2

mCRC CIN-high BVZ CT + BVZ CT PFS 0.70  0.54-0.90 .006* [51]

mCRC CIN-low BVZ CT + BVZ CT PFS 0.91  0.45-1.84 .798*

CMS1 mCRC CT ± BVZ CB + CBM C PFS 0.83  0.43-1.62 .99 [52]

CMS2 mCRC CT ± BVZ CB + CBM C PFS 0.50  0.33-0.76 <.001*

CMS3 mCRC CT ± BVZ CB + CBM C PFS 0.31  0.13-0.75 .04*

CMS4 mCRC CT ± BVZ CB + CBM C PFS 1.24  0.68-2.25 .32

CMS1-4 mCRC CT ± BVZ CB + CBM C PFS 0.67  0.50-0.90 .008*

CMS1 mCRC BVZ or cetuximab Cetuximab BVZ OS 2.34  1.48-3.70 <.001* [53]

CMS2 mCRC BVZ or cetuximab Cetuximab BVZ OS 0.62  0.45-0.86 .0046*

CMS3 mCRC BVZ or cetuximab Cetuximab BVZ OS 1.09  0.45-1.94 .7606

CMS4 mCRC BVZ or cetuximab Cetuximab BVZ OS 1.04  0.72-1.51 .8336

CMS1 mCRC BVZ or cetuximab Cetuximab BVZ PFS 2.28  1.47-3.55 <.001*

CMS2 mCRC BVZ or cetuximab Cetuximab BVZ PFS 0.91  0.68-1.21 .5150

CMS1 mCRC BVZ or cetuximab Cetuximab BVZ PFS 1.10  0.64-1.88 .7395

CMS2 mCRC BVZ or cetuximab Cetuximab BVZ PFS 0.87  0.62-1.23 .4361

CMS1 mCRC RAS WT BVZ or cetuximab Cetuximab BVZ PFS 1.05  0.57-1.94 .87 [54]

CMS2 mCRC RAS WT BVZ or cetuximab Cetuximab BVZ PFS 1.04  0.73-1.43 .82

CMS3 mCRC RAS WT BVZ or cetuximab Cetuximab BVZ PFS 0.82  0.40-1.70 .59

CMS4 mCRC RAS WT BVZ or cetuximab Cetuximab BVZ PFS 0.67  0.45-0.99 .0048*

CMS1-4 mCRC RAS WT BVZ or cetuximab Cetuximab BVZ PFS 0.91  0.72-1.14 .41

CMS1 mCRC RAS mut. BVZ or cetuximab Cetuximab BVZ PFS 1.89  0.61-5.88 .28

CMS2 mCRC RAS mut. BVZ or cetuximab Cetuximab BVZ PFS 1.28  0.62-2.65 .51

CMS3 mCRC RAS mut. BVZ or cetuximab Cetuximab BVZ PFS 1.08  0.51-2.28 .84

CMS4 mCRC RAS mut. BVZ or cetuximab Cetuximab BVZ PFS 1.37  0.75-2.51 .31

CMS1-4 mCRC RAS mut. BVZ or cetuximab Cetuximab BVZ PFS 1.34  0.94-1.93 .11

Abbreviations: 5 IL-1, interleukin-1; bevacizumab and mitomycin; BVZ, bevacizumab; C, capecitabine; CB, capecitabine plus bevacizumab; CBM 
capecitabine; CI, confidential interval; CIN, chromosomal instability; HR, hazard ratio; mCRC, metastatic colorectal cancer; mut., mutation; OS, 
overall survival; PFS, progression-free survival; RAS, rat sarcoma viral oncogene homolog; Ref., reference; WT, wild type.
*Significant difference 
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were characterized by a strong immune-activated microenviron-
ment, while cluster 2 and 3 tumors were characterized by angio-
genesis, epithelial-to-mesenchymal transition, and inflammatory 
response pathway. An overlap between CMS subtypes and CNA 
clusters was also found. CMS1/3 tumor was likely to classify into 
CNA cluster 1 and CMS2/4 into CNA clusters 2 and 3. CMS2/4 
showed additional benefit from the bevacizumab treatment 
combined with cytotoxic drugs compared with cytotoxic drugs 
alone. Hypermutator phenotypes, such as tumors with POLE or 
POLD1 mutations, or MSI tumors, showed no additional benefit 
with the bevacizumab treatment. Importantly, MSS tumors with 
a stable copy number profile showed no additional benefit from 
the bevacizumab treatment.51 In the AGITG MAX trial, patients 
with CMS2/3 showed benefits from the combination chemother-
apy with bevacizumab compared with CMS1/4 in the first line 
chemotherapy.52.

CMS1 patients with bevacizumab treatment had favorable prog-
nosis compared with those with cetuximab. In contrast, CMS2 pa-
tients with cetuximab treatment had favorable prognosis compared 
with those with bevacizumab treatment in CALBG/SWOG80405. 
KRAS mutant ratios of CMS1, CMS2, CMS3, and CMS4 were 69.2, 
56.6, 94.1, and 70.7, respectively, in this study.53 Both anti-EGFR an-
tibody and anti-VEGF antibody treatments offered fewer benefits 
for CMS1/4 compared with CMS2/3. In the FIRE3 trial, prognostic 
difference between anti-EGFR or anti-VEGF agents were not found 
in accordance with CMSs. CMSs did not impact selection of these 
anti-molecular target agents in first-line chemotherapy54,55 (Table 3 
and Figure 5).

9  | FUTURE PERSPEC TIVES AND 
SUMMARY

This review describes half a decade of development in CRC re-
search on the basis of CMS classification. The CMS classification 
system has been impactful on our contemporary understanding of 
CRC with regard to carcinogenesis, cancer progression, and drug 
resistance. Here, we have explored how the CMS classifications 
can help explain the heterogeneity of CRC. Furthermore, novel 
prognostic factors, mechanisms of cancer progression, and thera-
peutic agents were evaluated through an in-depth analysis of cur-
rent literature, and how recent studies have linked these factors to 
various CMSs. CMS classification had some limitations. CMS was 
developed based on the gene expression in the tumor, irrespec-
tive of mutation status. However, mutation status was an essential 
factor to select the chemotherapeutic agent in current practice. 
Some CRC revealed intratumor heterogeneity. Multiple conflicting 
subtype assignments were sampled based on the tumoral region 
during tissue collection, using stromal-based classifiers like CMS 
specifically when using biopsy samples.16 While clinical trial data 
was reanalyzed in accordance with CMS classification, further re-
search will be necessary to translate the genetic data to clinical 
practice. Further investigation and analysis of CRC in accordance 

with CMSs will enable physicians to provide optimal, personalized 
treatment options and ultimately improve clinical outcomes for 
CRC patients.

CONFLIC T OF INTERE S T
Authors declare no conflict of interests for this article.

ORCID
Hiroshi Sawayama  https://orcid.org/0000-0002-0082-7601 
Naoya Yoshida  https://orcid.org/0000-0002-8447-5278 
Hideo Baba  https://orcid.org/0000-0002-3474-2550 

R E FE R E N C E S
 1. Torre LA, Bray F, Siegel RL, Ferlay J, Lortet-Tieulent J, Jemal A. 

Global cancer statistics, 2012. CA Cancer J Clin. 2015;65(2):87–108.
 2. Roseweir AK, McMillan DC, Horgan PG, Edwards J. Colorectal can-

cer subtypes: translation to routine clinical pathology. Cancer Treat 
Rev. 2017;57:1–7.

 3. Guinney J, Dienstmann R, Wang X, de Reyniès A, Schlicker A, 
Soneson C, et al. The consensus molecular subtypes of colorectal 
cancer. Nat Med. 2015;21(11):1350–6.

 4. Loree JM, Pereira AAL, Lam M, Willauer AN, Raghav K, Dasari A, 
et al. Classifying colorectal cancer by tumor location rather than 
sidedness highlights a continuum in mutation profiles and consen-
sus molecular subtypes. Clin Cancer Res. 2018;24(5):1062–72.

 5. Inoue A, Deem AK, Kopetz S, Heffernan TP, Draetta GF, Carugo A. 
Current and future horizons of patient-derived xenograft models in 
colorectal cancer translational research. Cancers. 2019;11(9):1321.

 6. Berg KCG, Eide PW, Eilertsen IA, Johannessen B, Bruun J, Danielsen 
SA, et al. Multi-omics of 34 colorectal cancer cell lines – a resource 
for biomedical studies. Mol Cancer. 2017;16(1):116.

 7. Prasetyanti PR, van Hooff SR, van Herwaarden T, de Vries N, Kalloe 
K, Rodermond H, et al. Capturing colorectal cancer inter-tumor het-
erogeneity in patient-derived xenograft (PDX) models. Int J Cancer. 
2019;144(2):366–71.

 8. Cybulska M, Olesinski T, Goryca K, Paczkowska K, Statkiewicz M, 
Kopczynski M, et al. Challenges in stratifying the molecular vari-
ability of patient-derived colon tumor xenografts. Biomed Res Int. 
2018;2018:2954208.

 9. Isella C, Brundu F, Bellomo SE, Galimi F, Zanella E, Porporato R, 
et al. Selective analysis of cancer-cell intrinsic transcriptional traits 
defines novel clinically relevant subtypes of colorectal cancer. Nat 
Commun. 2017;8:15107.

 10. Trinh A, Trumpi K, De Sousa E Melo F, Wang X, de Jong JH, Fessler 
E, et al. Practical and robust identification of molecular subtypes 
in colorectal cancer by immunohistochemistry. Clin Cancer Res. 
2017;23(2):387–98.

 11. Ten Hoorn S, Trinh A, de Jong J, Koens L, Vermeulen L. Classification 
of colorectal cancer in molecular subtypes by immunohistochemis-
try. Methods Mol Biol. 2018;1765:179–91.

 12. Ubink I, Elias SG, Moelans CB, Laclé MM, van Grevenstein WMU, 
van Diest PJ, et al. A novel diagnostic tool for selecting patients 
with mesenchymal-type colon cancer reveals intratumor subtype 
heterogeneity. J Natl Cancer Inst. 2017;109(8).

 13. Khan M, Loree JM, Advani SM, Ning J, Li W, Pereira AAL, 
et al. Prognostic implications of mucinous differentiation in met-
astatic colorectal carcinoma can be explained by distinct molec-
ular and clinicopathologic characteristics. Clin Colorectal Cancer. 
2018;17(4):e699–709.

 14. Trinh A, Lädrach C, Dawson HE, ten Hoorn S, Kuppen PJK, Reimers 
MS, et al. Tumour budding is associated with the mesenchymal 
colon cancer subtype and RAS/RAF mutations: a study of 1320 

https://orcid.org/0000-0002-0082-7601
https://orcid.org/0000-0002-0082-7601
https://orcid.org/0000-0002-8447-5278
https://orcid.org/0000-0002-8447-5278
https://orcid.org/0000-0002-3474-2550
https://orcid.org/0000-0002-3474-2550


538  |     SAWAYAMA et Al.

colorectal cancers with Consensus Molecular Subgroup (CMS) data. 
Br J Cancer. 2018;119(10):1244–51.

 15. De Smedt L, Palmans S, Andel D, Govaere O, Boeckx B, Smeets D, 
et al. Expression profiling of budding cells in colorectal cancer re-
veals an EMT-like phenotype and molecular subtype switching. Br J 
Cancer. 2017;116(1):58–65.

 16. Alderdice M, Richman SD, Gollins S, Stewart JP, Hurt C, Adams 
R, et al. Prospective patient stratification into robust cancer-cell 
intrinsic subtypes from colorectal cancer biopsies. J Pathol. 
2018;245(1):19–28.

 17. Chang K, Willis JA, Reumers J, Taggart MW, San Lucas FA, 
Thirumurthi S, et al. Colorectal premalignancy is associ-
ated with consensus molecular subtypes 1 and 2. Ann Oncol. 
2018;29(10):2061–7.

 18. Komor MA, Bosch LJW, Bounova G, Bolijn AS, Delis-van Diemen 
PM, Rausch C, et al. Consensus molecular subtype classification of 
colorectal adenomas. J Pathol. 2018;246(3):266–76.

 19. Fessler E, Drost J, van Hooff SR, Linnekamp JF, Wang X, Jansen M, 
et al. TGFbeta signaling directs serrated adenomas to the mesenchy-
mal colorectal cancer subtype. EMBO Mol Med. 2016;8(7):745–60.

 20. Fontana E, Eason K, Cervantes A, Salazar R, Sadanandam A. Context 
matters-consensus molecular subtypes of colorectal cancer as bio-
markers for clinical trials. Ann Oncol. 2019;30(4):520–7.

 21. Piskol R, Huw L, Sergin I, Kljin C, Modrusan Z, Kim D, et al. A clinically 
applicable gene-expression classifier reveals intrinsic and extrinsic 
contributions to consensus molecular subtypes in primary and met-
astatic colon cancer. Clin Cancer Res. 2019;25(14):4431–42.

 22. Ubink I, van Eden WJ, Snaebjornsson P, Kok NFM, van Kuik J, van 
Grevenstein WMU, et al. Histopathological and molecular classifi-
cation of colorectal cancer and corresponding peritoneal metasta-
ses. Br J Surg. 2018;105(2):e204–11.

 23. Chen R, Sugiyama A, Seno H, Sugimoto M. Identification of mod-
ules and functional analysis in CRC subtypes by integrated bioinfor-
matics analysis. PLoS One. 2019;14(8):e0221772.

 24. Smeby J, Sveen A, Merok MA, Danielsen SA, Eilertsen IA, Guren 
MG, et al. CMS-dependent prognostic impact of KRAS and 
BRAFV600E mutations in primary colorectal cancer. Ann Oncol. 
2018;29(5):1227–34.

 25. Loupakis F, Biason P, Prete AA, Cremolini C, Pietrantonio F, Pella N, 
et al. CK7 and consensus molecular subtypes as major prognosti-
cators in (V600E)BRAF mutated metastatic colorectal cancer. Br J 
Cancer. 2019;121(7):593–9.

 26. Pilati C, Taieb J, Balogoun R, Marisa L, de Reynies A, Laurent-Puig 
P. CDX2 prognostic value in stage II/III resected colon cancer is re-
lated to CMS classification. Ann Oncol. 2017;28(5):1032–5.

 27. Fennell L, Dumenil T, Wockner L, Hartel G, Nones K, Bond C, et al. 
Integrative genome-scale DNA methylation analysis of a large and 
unselected cohort reveals 5 distinct subtypes of colorectal adeno-
carcinomas. Cell Mol Gastroenterol Hepatol. 2019;8(2):269–90.

 28. Sveen A, Johannessen B, Tengs T, Danielsen SA, Eilertsen IA, Lind 
GE, et al. Multilevel genomics of colorectal cancers with microsat-
ellite instability-clinical impact of JAK1 mutations and consensus 
molecular subtype. Genome Med. 2017;9(1):46.

 29. Rocha MR, Barcellos-de-Souza P, Sousa-Squiavinato ACM, 
Fernandes PV, de Oliveira IM, Boroni M, et al. Annexin A2 overex-
pression associates with colorectal cancer invasiveness and TGF-ss 
induced epithelial mesenchymal transition via Src/ANXA2/STAT3. 
Sci Rep. 2018;8(1):11285.

 30. Smeby J, Sveen A, Bergsland CH, Eilertsen IA, Danielsen SA, 
Eide PW, et al. Exploratory analyses of consensus molecular 
subtype-dependent associations of TP53 mutations with immu-
nomodulation and prognosis in colorectal cancer. ESMO Open. 
2019;4(3):e000523.

 31. Ruiz de Porras V, Bystrup S, Cabrero-de Las Heras S, Musulen E, 
Palomero L, Alonso MH, et al. Tumor expression of cyclin-dependent 

kinase 5 (Cdk5) is a prognostic biomarker and predicts outcome of 
oxaliplatin-treated metastatic colorectal cancer patients. Cancers 
(Basel). 2019;11(10):1540.

 32. Dunne PD, O'Reilly PG, Coleman HG, Gray RT, Longley DB, 
Johnston PG, et al. Stratified analysis reveals chemokine-like factor 
(CKLF) as a potential prognostic marker in the MSI-immune con-
sensus molecular subtype CMS1 of colorectal cancer. Oncotarget. 
2016;7(24):36632–44.

 33. Schirripa M, Biason P, Lonardi S, Pella N, Pino MS, Urbano F, et al. 
Class 1, 2, and 3 BRAF-mutated metastatic colorectal cancer: a 
detailed clinical, pathologic, and molecular characterization. Clin 
Cancer Res. 2019;25(13):3954–61.

 34. Berg KCG, Sveen A, Høland M, Alagaratnam S, Berg M, Danielsen 
SA, et al. Gene expression profiles of CMS2-epithelial/canonical 
colorectal cancers are largely driven by DNA copy number gains. 
Oncogene. 2019;38(33):6109–22.

 35. Allen WL, Dunne PD, McDade S, Scanlon E, Loughrey M, Coleman 
H, et al. Transcriptional subtyping and CD8 immunohistochemis-
try identifies poor prognosis stage II/III colorectal cancer patients 
who benefit from adjuvant chemotherapy. JCO Precis Oncol. 
2018;2:1–15.

 36. Sarshekeh AM, Advani S, Overman MJ, Manyam G, Kee BK, 
Fogelman DR, et al. Association ofSMAD4 mutation with patient 
demographics, tumor characteristics, and clinical outcomes in col-
orectal cancer. PLoS One. 2017;12(3):e0173345.

 37. Lindner AU, Salvucci M, Morgan C, Monsefi N, Resler AJ, Cremona 
M, et al. BCL-2 system analysis identifies high-risk colorectal cancer 
patients. Gut. 2017;66(12):2141–8.

 38. Halim S, Markert EK, Vazquez A. Analysis of cell proliferation 
and tissue remodelling uncovers a KLF4 activity score asso-
ciated with poor prognosis in colorectal cancer. Br J Cancer. 
2018;119(7):855–63.

 39. Dutton LR, Hoare OP, McCorry AMB, Redmond KL, Adam NE, 
Canamara S, et al. Fibroblast-derived Gremlin1 localises to ep-
ithelial cells at the base of the intestinal crypt. Oncotarget. 
2019;10(45):4630–9.

 40. Jackstadt R, van Hooff SR, Leach JD, Cortes-Lavaud X, Lohuis JO, 
Ridgway RA, et al. Epithelial NOTCH signaling rewires the tumor 
microenvironment of colorectal cancer to drive poor-prognosis 
subtypes and metastasis. Cancer Cell. 2019;36(3):319–36.e7.

 41. Trumpi K, Frenkel N, Peters T, Korthagen NM, Jongen JMJ, Raats 
D, et al. Macrophages induce "budding" in aggressive human colon 
cancer subtypes by protease-mediated disruption of tight junc-
tions. Oncotarget. 2018;9(28):19490–507.

 42. Jongen JMJ, van der Waals LM, Trumpi K, Laoukili J, Peters NA, 
Schenning-van Schelven SJ, et al. Downregulation of DNA re-
pair proteins and increased DNA damage in hypoxic colon cancer 
cells is a therapeutically exploitable vulnerability. Oncotarget. 
2017;8(49):86296–311.

 43. Vellinga TT, Kranenburg O, Frenkel N, Ubink I, Marvin D, Govaert 
K, et al. Lymphangiogenic gene expression is associated with lymph 
node recurrence and poor prognosis after partial hepatectomy for 
colorectal liver metastasis. Ann Surg. 2017;266(5):765–71.

 44. Linnekamp JF, Hooff SRV, Prasetyanti PR, Kandimalla R, Buikhuisen 
JY, Fessler E, et al. Consensus molecular subtypes of colorectal 
cancer are recapitulated in in vitro and in vivo models. Cell Death 
Differ. 2018;25(3):616–33.

 45. Gao H, Korn JM, Ferretti S, Monahan JE, Wang Y, Singh M, et al. High-
throughput screening using patient-derived tumor xenografts to 
predict clinical trial drug response. Nat Med. 2015;21(11):1318–25.

 46. Eide PW, Bruun J, Lothe RA, Sveen A. CMScaller: an R package for 
consensus molecular subtyping of colorectal cancer pre-clinical 
models. Sci Rep. 2017;7(1):16618.

 47. Song N, Pogue-Geile KL, Gavin PG, Yothers G, Kim SR, Johnson 
NL, et al. Clinical outcome from oxaliplatin treatment in Stage II/III 



     |  539SAWAYAMA et Al.

colon cancer according to intrinsic subtypes: secondary analysis of 
NSABP C-07/NRG oncology randomized clinical trial. JAMA Oncol. 
2016;2(9):1162–9.

 48. Francescangeli F, Contavalli P, De Angelis ML, Careccia S, Signore 
M, Haas TL, et al. A pre-existing population of ZEB2(+) quiescent 
cells with stemness and mesenchymal features dictate chemoresis-
tance in colorectal cancer. J Exp Clin Cancer Res. 2020;39(1):2.

 49. Okita A, Takahashi S, Ouchi K, Inoue M, Watanabe M, Endo M, et al. 
Consensus molecular subtypes classification of colorectal cancer 
as a predictive factor for chemotherapeutic efficacy against met-
astatic colorectal cancer. Oncotarget. 2018;9(27):18698–711.

 50. Gelfo V, Mazzeschi M, Grilli G, Lindzen M, Santi S, D’Uva G, et al. 
A novel role for the interleukin-1 receptor axis in resistance to an-
ti-EGFR Therapy. Cancers. 2018;10(10):355.

 51. Smeets D, Miller IS, O’Connor DP, Das S, Moran B, Boeckx B, 
et al. Copy number load predicts outcome of metastatic colorectal 
cancer patients receiving bevacizumab combination therapy. Nat 
Commun. 2018;9(1):4112.

 52. Mooi JK, Wirapati P, Asher R, Lee CK, Savas P, Price TJ, et al. The 
prognostic impact of consensus molecular subtypes (CMS) and its 
predictive effects for bevacizumab benefit in metastatic colorec-
tal cancer: molecular analysis of the AGITG MAX clinical trial. Ann 
Oncol. 2018;29(11):2240–6.

 53. Lenz H-J, Ou F-S, Venook AP, Hochster HS, Niedzwiecki D, Goldberg 
RM, et al. Impact of consensus molecular subtype on survival in 
patients with metastatic colorectal cancer: results from CALGB/
SWOG 80405 (Alliance). J Clin Oncol. 2019;37(22):1876–85.

 54. Stintzing S, Wirapati P, Lenz H-J, Neureiter D, Fischer von 
Weikersthal L, Decker T, et al. Consensus molecular subgroups 
(CMS) of colorectal cancer (CRC) and first-line efficacy of FOLFIRI 
plus cetuximab or bevacizumab in the FIRE3 (AIO KRK-0306) trial. 
Ann Oncol. 2019;30(11):1796–803.

 55. Aderka D, Stintzing S, Heinemann V. Explaining the unexplainable: 
discrepancies in results from the CALGB/SWOG 80405 and FIRE-3 
studies. Lancet Oncol. 2019;20(5):e274–83.

How to cite this article: Sawayama H, Miyamoto Y, Ogawa K, 
Yoshida N, Baba H. Investigation of colorectal cancer in 
accordance with consensus molecular subtype classification. 
Ann Gastroenterol Surg. 2020;4:528–539. https://doi.
org/10.1002/ags3.12362

https://doi.org/10.1002/ags3.12362
https://doi.org/10.1002/ags3.12362

