Figure legends

Figure S1: KEGG analysis for large EVs showing top 20 pathways

Figure S2: KEGG analysis for small EVs showing top 20 pathways

Figure S3: GO analysis of biological process for large EVs showing top 20 functions

Figure S4: GO analysis of biological process for small EVs showing top 20 functions



Figure S1: KEGG analysis for large EVs
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Figure S2: KEGG analysis for small EVs
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Figure S3: GO analysis of biological process for large EVs
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Figure S4: GO analysis of biological process for small EVs
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