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Figure S1 

 (A-H) Flow cytometry analysis of HUVECs for the levels of (A) αvβ3 integrins, (B) CD31, (C) 

CD105, (D) E-selectin, (E) ICAM-1, (F) VCAM-1, (G) VE-cadherin and (H) VEGFR2. (I-P) 

Flow cytometry analysis of HUVEC exosomes for the levels of (I) αvβ3 integrins, (J) CD31, (K) 

CD105, (L) E-selectin, (M) ICAM-1, (N) VCAM-1, (O) VE-cadherin and (P) VEGFR2. (Q) 

MiR-298 levels evaluated by qRT-PCR in HUVECs transfected with pre-miR-298 or pre-miR-

control. (R) MiR-298 levels evaluated by qRT-PCR in the exosomes of HUVECs transfected 

with pre-miR-298 or pre-miR-control. 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 



 

 



Figure S2 

(A) Table of miRNA common between HUVECs and exosomes or only detected in exosomes or 

in producing HUVECs. (B) Table of the 204 miRNAs detected in exosomes from HUVECs 

cultured in basal or tumoral displaying a variation lower than 2 between replicates and an 

individual Ct value lower than 40. 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 



 

Figure S3 

(A) MiR-503 levels, evaluated by qRT-PCR, in MDA-MB-231 cells transfected with pre-miR-

control or pre-miR-503 and with anti-miR-control or anti-miR-503. (B) Boyden invasion assay 

of MDA-MB-231 cells transfected with pre-miR-control or pre-miR-503 and with anti-miR-

control or anti-miR-503. (C) BrdU incorporation in MDA-MB-231 cells transfected with pre-

miR-control or pre-miR-503 and with anti-miR-control or anti-miR-503. (D) MiR-503 levels, 

evaluated by qRT-PCR, in HUVECs transfected with pre-miR-control or pre-miR-503.  

 



 

Figure S4 

(A) mRNA levels, quantified by qRT-PCR, of CCND1 in MDA-MB-231 cells transfected with 

pre-miR-503 or pre-miR-control and with anti-miR-control or anti–miR-503 and starved for 36 

h. (B) Western blotting of CCND1 in MDA-MB-231 cells transfected with pre-miR-503 or pre-

miR-control and with anti-miR-control or anti-miR-503 and starved for 36 h. (C) Bioinformatics 

analysis of miR-503 target genes predicted by Targetscan using String 9.1 software. (D) 

Predicted miR-503 binding sites within the 3’-UTRs of CCND2 and CCND3. 

 


