Supplementary Material

Supplementary figures and tables.
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Figure S1. Scatter diagram of TSPEAR mRNA expression from low to high.
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Figure S2. ROC curves of 1-, 2-, and 5- year OS predicted by TSPEAR.
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Figure S3. Kaplan—-Meier curves of patients with CRC based on the monogram.
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Figure S4. The percentage of immune cells in each sample.
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Figure S5. The mRNA expression levels of TSPEAR in CRC tissues and their paired normal

tissues.
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Figure S6. The mRNA expression levels of TSPEAR in normal colonic mucosa cells and CRC

cells.

Table S1 Correlation of TSPEAR and transcription factors in TCGA-COADREAD

Transcription factors Rho Spearman P-value

TCF7 0.446573829 5.65E-28

PROX1 0.441785275 2.39E-27
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Table S2 Prediction of transcription factor binding motifs in TSPEAR by FIMO

motif_alt_id sequence_name start stop p-value g-value

PLAGL2 hg38_knownGene_ENST00000323084.9 2950 2959 4.02E-06  0.0178

PLAGL2 hg38_knownGene_ENST00000323084.9 2951 2960 1.53E-05 0.0226



PLAGL2 hg38_knownGene_ENST00000323084.9 2951 2960 1.53E-05 0.0226
PLAGL2 hg38_knownGene_ENST00000323084.9 2952 2961  9.32E-05 0.103

TGIF2 hg38_knownGene_ENST00000323084.9 2759 2770  3.00E-05 0.177




