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Figure S1. Twenty-eight aging-related genes were associated with CRC prognosis. 

(a) Univariate cox regression analyses of 28 aging-related genes. (b) PPI networks of 

aging-related genes. 



 

Figure S2. Unsupervised clustering of aging-related genes in the validation set. (a,b) 

The validation set (GSE39582) was clustered by NMF method. (c) Visualization of 

NMF results using PCA. (d) Heatmap of 28 aging-related genes. (e) Kaplan–Meier 

curves for OS of GSE39582 with the aging classes. (f) Gene expression of the SASP 

gene sets between two distinct clusters in GSE39582. **, P < 0.01; ****, P < 0.0001; 

ns, not significant. 



 

Figure S3. GSEA analyzed the aging biological pathways of two aging subtypes. 

 

Figure S4. Box plots of fractions of 10 immune cells by MCP-counter algorithm. **, 

P < 0.01; ****, P < 0.0001. 



 

Figure S5. Validation of aging-related risk score. (a,e) ROC curves for predicting aging 

subtypes by risk score in the validation sets (GSE39582, GSE17437). (b,f) Comparison 

of risk scores in survival and death patients. (c,g) ROC curves for predicting 3-, and 5-year 

OS by risk score in the validation sets (GSE39582, GSE17437). (d,h) The association of 

high-risk score with prognosis of CRC patients. 

 



 

Figure S6. t-SNE plot showed single-cell transcriptomic profiling of SULT1B1, 

FBXO16, TNNT1, PCOLCE2 and KCNQ2 from CRC. 

 

 

Table. S1. List of the primer sequences 

Primer name Primer sequence (from 5’ to 3’) 

KCNQ2 Forward ATCCTGGAAATCGTGACTATCGT 

KCNQ2 Reverse TTCCGGGCAAACTTGAGCC 

NOG Forward CCATGCCGAGCGAGATCAAA 

NOG Reverse TCGGAAATGATGGGGTACTGG 

PCOLCE2 Forward TACTTGGAAAATCACAGTTCCCG 

PCOLCE2 Reverse CGGCACAGGTTGTCACTCTC 

NKAIN4 Forward GTCGTCCTCTGCGCTTTTCA 

NKAIN4 Reverse CCGAAGAGTCCCAGGATGAC 

HOXC6 Forward ACAGACCTCAATCGCTCAGGA 

HOXC6 Reverse AGGGGTAAATCTGGATACTGGC 

HOTAIR Forward CAGTGGGGAACTCTGACTCG 

HOTAIR Reverse GTGCCTGGTGCTCTCTTACC 

HOXC8 Forward ACCGGCCTATTACGACTGC 

HOXC8 Reverse TGCTGGTAGCCTGAGTTGGA 

PANX2 Forward TTCGCCGCCATCATGTACG 

PANX2 Reverse GGTAACAGTTGTCGATCTCCTG 

HOXC11 Forward ATGTTTAACTCGGTCAACCTGG 

HOXC11 Reverse GCATGTAGTAAGTGCAACTGGG 



TNNT1 Forward ACATTTCGAGCAGCGGAAGA 

TNNT1 Reverse CTTCTCCTCCGCCAGCTTAG 

MUC16 Forward CCAGTCCTACATCTTCGGTTGT 

MUC16 Reverse AGGGTAGTTCCTAGAGGGAGTT 

CLCA1 Forward ACAACAATGGCTATGAAGGCA 

CLCA1 Reverse GGTCTCAAGTTTTGGTCTCACAT 

SULT1B1 Forward TTGAACAGTTCCATAGCAGACC 

SULT1B1 Reverse CAGGGAGAGTCATTTCCAACATT 

FBXO16 Forward AGGATGGATTTGTAATCGCTGAC 

FBXO16 Reverse CGAAAAGCTGATAAAGGGGACT 

P21 Forward TGTCCGTCAGAACCCATGC 

P21 Reverse AAAGTCGAAGTTCCATCGCTC 

MMP-1 Forward AAAATTACACGCCAGATTTGCC 

MMP-1 Reverse GGTGTGACATTACTCCAGAGTTG 

CCL2 Forward CAGCCAGATGCAATCAATGCC 

CCL2 Reverse TGGAATCCTGAACCCACTTCT 

LMNB1 Forward GAAAAAGACAACTCTCGTCGCA 

LMNB1 Reverse GTAAGCACTGATTTCCATGTCCA 

GAPDH Forward TGCACCACCAACTGCTTAGC 

GAPDH Reverse GGCATGGACTGTGGTCATGAG 

 


