Supplementary Figures 1
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Analysis of gene expression profile of heal and non-heal diabetic foot ulcer. (A) Bar plot showing the most enriched KEGG pathways results of up-regulated in heal compared with ctrl samples. (B) Bar plot showing the most enriched KEGG pathways results of up-regulated in non-heal compared with ctrl samples. (C) Bar plot showing the most enriched KEGG pathways results of down-regulated in heal compared with ctrl samples. (D) Bar plot showing the most enriched KEGG pathways results of down-regulated in non-heal compared with ctrl samples.





Supplementary Figures 2
[image: S2]
Transcriptome analysis of alternative splicing regulation in non-heal and ctrl samples. (A) Bar plot showing the most enriched KEGG pathways results of the RASE in the non-heal comparison ctrl group. (B) Bar plot showing the most enriched KEGG pathways results of the RASE in the heal comparison ctrl group.













Supplementary Figures 3
[image: S3]
Dynamic changes of alternative splicing events related to immune microenvironment regulation in heal and ctrl groups. (A) Fractions of different cells estimated by Cibersort in each sample. (B) The network diagram showing that DERBP regulates the Heal apoptosis process RAS related to significant immune cells. Cutoffs of P value <= 0.01 and Pearson coefficient >= 0.6 or <= -0.6 were applied to identify the co-expression pairs.
Supplementary Figures 4
[image: S4]
Differential RBP regulates apoptosis process alternative splicing events related to immune cells. (A) The network diagram showing that DERBP regulates the heal of all RAS related to immune cells. Cutoffs of P value <= 0.01 and Pearson coefficient >= 0.6 or <= -0.6 were applied to identify the co-expression pairs. (B) The network diagram showing that DERBP regulates the Heal apoptosis process RAS related to immune cells. Cutoffs of P value <= 0.01 and Pearson coefficient >= 0.6 or <= -0.6 were applied to identify the co-expression pairs.



Supplementary Figures 5
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PPI network of differential RBP. A. PPI diagram of DERBP.
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