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Figure S1. 
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(A) Expression of neutrophil extracellular trap (NET)-associated genes detected in our proteomic profiling. 
(B) Global CellChat signaling weight heatmap illustrating the overall strength of ligand–receptor interactions among all major cell types in the colorectal cancer microenvironment.
(C) Hierarchical visualization of MK (midkine) signaling across all cell types, showing the organization and relative contribution of different sender–receiver cell pairs within the MDK signaling network.
(D) Chord diagram depicting group-wise MK signaling interactions, illustrating the directional communication patterns between malignant cells and stromal or immune compartments mediated by MDK.
(E)MDK protein expression in tumor and adjacent normal tissues from the CPTAC proteomic dataset.
(F)Independent validation of MDK expression specificity across cell types in a separate single-cell cohort comprising 62 CRC patients.
(G) Proportional distribution of CAF subtypes in two stage tumor samples (pT1 and pT2) from the independent validation cohort, showing the relative abundance of distinct CAF populations prior to advanced tumor progression.

Figure S2. 
           [image: Supplementary Figure 2]

Supplementary Figure S2. Principal component analysis quality assessment of the GSE289499 bulk RNA-sequencing cohort.

Figure S3. [image: Supplementary Figure 3]
Independent Monocle 2 trajectory reconstruction of CAF states in the discovery and validation cohorts.
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