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Supplementary Figure S1. Continued 
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Supplementary Figure S1. Continued 
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Supplementary Figure S1. Continued 
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Supplementary Figure S1. Continued 
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Supplementary Figure S1. Continued 
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Supplementary Figure S1. Quantification of immune cell infiltration via CIBERSORT analysis of gene 

expression data from tumor samples of 562 patients in GSE39582. The heatmap displays the infiltration 

abundance of 22 immune cell subtypes in each sample. The color intensity shown in the right column is 

proportional to the CIBERSORT score. Corresponding p-values and Pearson correlation coefficients were 

also demonstrated. CIBERSORT: Cell-type Identification by Estimating Relative Subsets of RNA 

Transcripts. 
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Supplementary Figure S2. KM analysis of immune cells significantly associated with CC prognosis, 

except for aDCs. Protective cell types include resting NK cells (A), M1-type macrophages (B), M0-type 

macrophages (C) and activated CD4+ memory T cells (D); whereas risk cell types encompass monocytes 

(E), plasma cells (F), M2-type macrophages (G), activated mast cells (H), and neutrophils (I). 562 patients 

were categorized into the high- and low-infiltration groups according to the optimal cutoff values of the 

CIBERSORT scores of each cell type. Numbers of individuals alive at different time points are labeled at 

the bottom. KM: Kaplan-Meier; CC: colon cancer; NK: natural killer. 
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Supplementary Figure S3. Evaluation of mRNA levels of aDCRGs, KM analysis and GSEA. (A,B) Violin 

plots of the mRNA expression of 17 aDCRGs in tumor tissues and adjacent normal tissues based on the 

training set (A) and the second validation set (B). In the training set, statistical significance was 

determined by student’s t-test for genes YIPF6 and YIPF4, or by Wilcoxon-Mann-Whitney test for other 

genes. In the second validation set, statistical significance was determined by student’s t-test for the gene 

RPS4X, or by Wilcoxon-Mann-Whitney test for other genes. *p < 0.05; **p < 0.01; ***p < 0.001; ****p < 0.0001. 

ns: not significant. (C,D) KM survival curves of patients in the high- and low-risk groups based on the 

subset GSE17536 (C) and subset GSE17537 (D). Numbers of individuals alive at different time points are 

presented at the bottom. (E) GSEA based on hallmark gene sets elucidated the differences in enriched 

gene sets between the high- and low-risk groups in the training set. Enrichment results of 30 gene sets 

that exhibit significant differences between the two groups are demonstrated. A total of 17 gene sets with 

ES more than 0 are enriched in the high-risk group, while 13 gene sets with ES less than 0 are enriched in 

the low-risk group. Color intensity is proportional to the p-value as demonstrated in the right column. 
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aDCRG: aDC-related prognostic gene; GSEA: Gene Set Enrichment Analysis; OS: overall survival; ES: 

enrichment score. 
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Supplementary Figure S4. Processing of scRNA-seq data. (A) Number of genes detected in each cell 

(nFeature_RNA) and total number of molecules detected within a cell (nCount_RNA). (B) The numbers 

of detected genes were significantly associated with the sequencing depth, with a Pearson’s correlation 

coefficient of 0.68. (C) A variance diagram demonstrating 21,562 corresponding genes throughout all cells, 

with the red dots denoting highly variable genes and the black dots signifying non-variable genes. (D) 

Dimensionality reduction of all cells using PCA. (E) PCA screened out the top 15 PCs with an estimated 
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p-value < 0.05. (F) The UMAP plot of cells from 11 tumor tissues of 10 CC patients. (G) A heatmap 

exhibiting the top 10 marker genes of each cell cluster. The colors from purple to yellow correspond to 

levels of gene expression from low to high. ScRNA-seq: Single-cell RNA sequencing; PCA: principal 

component analysis; PC: principal component; UMAP: uniform manifold approximation and projection; 

Macro/Mono: Macrophage/Monocyte. 
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1.2 Supplementary Tables 

Table S1. Information of 67 CC patients in the TCGA-COAD dataset collected and curated by the CTR-

DB. 

 

CTR-DB: Cancer Treatment Response gene signature DataBase; RNA-seq: RNA sequencing; CR: 

Complete Response; PR: Partial Response; PD: Progressive Disease; SD: Stable Disease. 

 

 

CTR-DB ID Therapeutic Regimen 
Response Non-response 

CR PR PD SD 

CTR_RNAseq_10 Cetuximab+Fluorouracil+Leucovorin+Oxaliplatin 1 0 0 1 

CTR_RNAseq_117 Capecitabine 6 1 1 1 

CTR_RNAseq_133 Bevacizumab+Fluorouracil+Irinotecan+Leucovorin 1 0 2 1 

CTR_RNAseq_136 Fluorouracil 0 1 0 0 

CTR_RNAseq_146 Capecitabine+Oxaliplatin 1 0 1 0 

CTR_RNAseq_186 Bevacizumab+Leucovorin 1 0 0 0 

CTR_RNAseq_190 Fluorouracil+Leucovorin 1 0 0 0 

CTR_RNAseq_232 Fluorouracil+Irinotecan+Leucovorin 2 0 1 0 

CTR_RNAseq_250 Fluorouracil+Irinotecan+Leucovorin 0 0 1 0 

CTR_RNAseq_29 Fluorouracil+Leucovorin+Oxaliplatin 0 0 3 1 

CTR_RNAseq_296 Bevacizumab+Fluorouracil+Irinotecan+Leucovorin 0 0 1 0 

CTR_RNAseq_306 Capecitabine 1 0 0 0 

CTR_RNAseq_308 Fluorouracil+Leucovorin 3 1 0 0 

CTR_RNAseq_346 Fluorouracil+Leucovorin+Oxaliplatin 21 1 1 0 

CTR_RNAseq_394 Bevacizumab+Fluorouracil+Oxaliplatin 1 1 0 0 

CTR_RNAseq_468 Bevacizumab+Fluorouracil+Leucovorin+Oxaliplatin 0 0 2 0 

CTR_RNAseq_49 Fluorouracil 0 1 0 0 

CTR_RNAseq_70 Fluorouracil+Leucovorin+Oxaliplatin 2 0 1 0 

CTR_RNAseq_8 Capecitabine+Oxaliplatin 1 0 1 0 


