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Colorectal cancer (CRC) is the third most prevalent carcinoma in the world, with increasing 
1occurrences due to changes in the population’s lifestyle . The molecular basis of CRC 

progression is well known and the vast amount of tumor data available has allowed the 
classification of CRC tumors into molecular subtypes. However, many classification systems 
have been developed independently and they do not always match. Recently, the Colorectal 
Cancer Subtyping Consortium (CRCSC), a collaborative initiative involving several 
independent groups, has identified four consensus molecular subtypes (CMS) based on gene 

2
expression data from more than 4,000 primary tumor samples  (Fig. 1). Since cell lines are 

3frequently used as in vitro tumor models , this study aims to classify CRC cell lines into their 
respective consensus molecular subtypes.

To evaluate the factors related to the therapeutic response in head and neck cancer we 
carried out a prospective cohort study, with 488 cases diagnosed with head and neck cancer 
at the National Cancer Institute (INCA) between March 2012 and July 2014, who accepted 
to participate in the multicenter project, called interCHANGE, coordinated by the 
International Agency for Research on Cancer (IARC). Sociodemographic, clinical, 
pathological and lifestyle related variables were collected. The therapeutic response (the 
presence or absence of disease at the first consultation after the first line treatment) was 
considered as a dependent variable. A descriptive analysis of the data was performed. 
Univariate logistic regression analysis was performed in order to obtain the predictive 
factors of the therapeutic response. The variables with p<0.20 were selected for the 
multiple model and p<0.05 was considered for the final model. Statistical package SPSS 20.0 
was used for the analyzes. The project was approved by INCA's research ethics committee 
under registration 065/2012. The majority of the individuals were 60 years or older (52.7%), 
male (80.1%), white (62.7%), low educational status (63.4%) and body mass index (BMI) < 

225 kg/ m  (65,2%). About 87% of the cases reported being smokers or former and almost 
79% were consumers or former users of alcohol. Almost all cases presented squamous cell 
carcinoma (SCC) and for all topographies the advanced staging was predominant (69.5%). 
For initial stages, the exclusive surgery was more often employed. The other therapeutic 

Representative cell lines of each subtype may be used to validate the molecular features that 
predict resistance/sensitivity to agents that target these aberrations. This will improve our 
comprehension of the mechanisms of tumorigenesis and foster the development of new 
therapies targeted to selectively interfere with one or more of these processes. We also plan 
to organize and make all data generated from these analyses available to the scientific 
community in the form of an online database (Fig. 3).
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Figure 1 – Consensus molecular subtypes (CMS) characteristics and previous classification of cell lines. MMR – mismatch 
2repair. Adapted from Guinney et al. (2015) .

Figure 4 – Differentially expressed genes (in red) in TCGA samples when analyzed through DESeq2 (padj < 0.01). LFC - log2 
fold change. A – CMS1; B – CMS2; C– CMS3; D – CMS4.

Figure 2 – Cell line clustering based on differentially expressed 
genes’ rlog-transformed values

Figure 3 – CMS classification for cell lines (A) 
and TCGA primary tumor samples (B).

Figure 5 – Mockup of a database containing cell lines classification and expression data.
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