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Supplemental Figure S1. Characterization of ASVs and MSVs. (A) TEM of ASVs (E13.5, E14.5) 
and MSVs (E13.5, E14.5). Scale bar, 100 nm. (B) NTA of ASVs (E13.5, E14.5) and MSVs (E13.5, E14.5). 
 
 
 



 

Supplemental Figure S2. Scratch assay for MEPM cells migration after treatment with different SEVs.  
 
 
 
 
 



 
Supplemental Figure S3. Volcano plots demonstrating the fold change (X-axis) and P-value (Y-axis) of 
the miRNAs in ASVs or MSVs at E13.5, E14.5 and E15.5, respectively. Red and blue dots indicate the 
DE miRNAs, while the grey dots indicate the non-DE miRNAs. 
 
 



 
Supplemental Figure S4. Biological processes enriched in the DE miRNAs between E13.5/E14.5/E15.5 

SEVs by pairwise comparison. (A) Bar plots depict the enriched biological processes of DE miRNAs 
target genes between E13.5 ASVs and E14.5 ASVs by GO assay. (B) Bar plots depict the enriched 
biological processes of DE miRNAs target genes between E14.5 ASVs and E15.5 ASVs by GO assay. 
(C) Bar plots depict the enriched biological processes of DE miRNAs target genes between E13.5 ASVs 
and E15.5 ASVs by GO assay. (D) Bar plots depict the enriched biological processes of DE miRNAs 
target genes between E13.5 MSVs and E14.5 MSVs by GO assay. (E) Bar plots depict the enriched 
biological processes of DE miRNAs target genes between E14.5 MSVs and E15.5 MSVs by GO assay. 
(F) Bar plots depict the enriched biological processes of DE miRNAs target genes between E13.5 MSVs 
and E15.5 MSVs by GO assay. 
 



 
Supplemental Figure S5. Pathways enriched in the networks. (A) Bubble plots depict the pathways 
enriched in the Figure 6A regulatory network. (B) Bubble plots depict the pathways enriched in the Figure 
6B regulatory network. (C) Bubble plots depict the pathways enriched in the Figure 6C regulatory 
network. (D) Bubble plots depict the pathways enriched in the Figure 7A regulatory network. (E) Bubble 
plots depict the pathways enriched in the Figure 7B regulatory network. (F) Bubble plots depict the 
pathways enriched in the Figure 7C regulatory network. 
 
 
 
 
 



Supplemental Table S1   The primer sequences used for qRT-PCR  
 

Primers Sequences 
miR-744-5p-F GTGCGGGGCTAGGGCTA 
miR-744-5p-R AGTGCAGGGTCCGAGGTATT 
miR-3102-5p-F CGGTGAGTGGCCAGGGTG 
miR-3102-5p-R AGTGCAGGGTCCGAGGTATT 
miR-673-5p-F GCGCTCACAGCTCTGGTCC 
miR-673-5p-R AGTGCAGGGTCCGAGGTATT 
miR-3072-3p-F CGTGCCCCCTCCAGGAAG 
miR-3072-3p-R AGTGCAGGGTCCGAGGTATT 
miR-127-3p-F CGTCGGATCCGTCTGAGC 
miR-127-3p-R AGTGCAGGGTCCGAGGTATT 
miR-298-5p-F GGGCAGAGGAGGGCTGTT 
miR-298-5p-R AGTGCAGGGTCCGAGGTATT 

U6-F CTCGCTTCGGCAGCACA 
U6-R AACGCTTCACGAATTTGCGT 

 
 
 
 
 


