Supplementary Figure 1: Bioinformatics analysis of normal group exosomes.
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a Biological process of GO analysis. b Cellular component of GO analysis. c Molecular function of GO analysis. d KEGG analysis of exosomes.






Supplementary Figure 2: Bioinformatics analysis of non-small cell lung cancer group exosomes.
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a Biological process of GO analysis. b Cellular component of GO analysis. c Molecular function of GO analysis. d KEGG analysis of exosomes.






Supplementary Figure 3: Bioinformatics analysis of leptomeningeal carcinomatosis group exosomes.
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a Biological process of GO analysis. b Cellular component of GO analysis. c Molecular function of GO analysis. d KEGG analysis of exosomes.






Supplementary Figure 4 Protein-protein interaction analysis of 20 DEPs related to leptomeningeal carcinomatosis.
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Supplementary Figure 5 Protein-protein interaction analysis of DEPs between leptomeningeal carcinomatosis and non-small cell lung cancer groups.
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Supplementary Figure 6: protein-protein interaction analysis of DEPs between leptomeningeal carcinomatosis and normal groups.
[image: ]













Supplementary Figure 7: Relations of survival and protein expression intensity.
[image: ]
PFS, progress-free survival, the survival from NSCLC to LC; TTF, time to treatment failure, the survival from LC to deaths; OS, overall survival, the survival from NSCLC to deaths.
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