
Supplemental figure S1: Histopathological characterization of the tumor samples 

Percents of stroma in patient tumor and xenografts at early and late passages (upper left panel), 

percents of mucus in xenografts at early passages (upper right panel), and status of 

differentiation of xenografts at early passages (lower right panel) have been estimated from 

tumor sections and plotted. The repartition of histological CRC subtypes in our collection is 

compared to known repartition in human pathology (lower left panel). 

 

 

Supplemental figure S2: Frequency of abnormalities detected by aCGH among all samples 

tested across the genome 

X-axis corresponds to the position on genome from chromosome 1 to chromosome X. Y-axis 

corresponds frequency of abnormalities among the population. Gains in green have positive 

values for frequencies (0 to 100%) and losses in red have negative values for frequencies (0 to -

100%). Lighter red and green correspond to abnormalities in the normal dynamics range (1 to 2 

copies more) and darker colors correspond to high-level amplifications or losses. 

 

 

Supplemental Figure S3: Hierarchical clustering of 82 tumors based on Chromosomal 

abnormalities analyzed by 244k aCGH. 

X-axis corresponds to the position on genome from chromosome 1 to chromosome X. Y-axis 

corresponds to xenograft samples classified according to the dendrogram of the hierarchical 

clustering. Gains are in green and amplifications are represented by blue dots; whereas losses are 

in red and deletions are represented by yellow dots. Genomic regions with a normal status are in 

grey. 
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Supplemental Figure S4: Comparison of gene expression between primary tumor sample, 

early and late xenograft sample. 

Values on graph are log10 intensity (arbitrary unit) for sample to be compared. Each probe 

intensity filtered as >10 arbitrary unit and p-value (p <0.001) for two experiments is plotted for 

CR-IC-0004M model (upper line) and CR-IGR-0011C model (lower line). Left graphs (CR-IC-

0004M Tumor vs P0 and CR-IGR-0011C Tumor vs P1) correspond to comparison of patient 

tumor samples and xenograft first passage, middle graphs (CR-IC-0004M P0 vs P9.1 and CR-

IGR-0011C P1 vs P8.1) represent data for xenograft at early and late passage and right graphs 

(CR-IC-0004M P9.1 vs P9.2 and CR-IGR-0011C P8.1 vs P8.2) represent data between two 

xenografts from the same sample at the same late passage collected from two mice. 

 
 
 


