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Supplementary Figure 1. Protein hits enriched in ectosomes and exosomes. Volcano plots of quantitative differences in proteins in

EVs fractions.



6TSPAN14

E MON2

E EMILIN3

C1QTNF3

D11

@

Nodes:
Network nodes represent proteins Node Color Node Content
ce soforms o post ransiational modiications colorednodes ) emynodes
s e (@) 0 stcure
rodicedbyashgle priencadrgoene | @y whiterodes: @) fiedrodes
& second shellof interactors D some 30 structure is known orpredicted
Edges:
Edges represent proteln-protein assaciations | Known Interactions. Predicted Interactions Others.
e e 66 teminng
meaningll Lo potans oty contibute 08 || @y expermentallydotermined || €—Egenefusions G coempression
shared fncton i does ot ncessary mean

they are physicaly binding each other ©—6 genecooccurence | E—E  protein homology

Supplementary Figure 2. Functional protein association
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networks were plotted by using the STRING database.
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Supplementary Figure 3. Functional protein association networks were plotted by using the STRING database.
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Supplementary Figure 4. Conditioned media used for the experiments does not contain residual EVs.
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Supplementary Figure 5. Characterisation of EGFP and annexin-A2 levels in EVs.



A B Left groove Middle groove Right groove

EGFP enriched EVs Dye-labeled EVs
g 0.3 E 0.3
3 3
g g
E 0.2 { E 021 _I
c c
3 3
< <
8 0.1 8 0.1
g g
2 2
2 0.0 2 0.0
o . T o . T T T
< D oL 2 < O o 2
® & K & F
() 9 ) )
& Q/_‘_o &® Q/_‘.o

Supplementary Figure 6. Cellular uptake of EVs by primary cortical neurons.
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Supplementary Figure 7. EVs modulate synaptic function in primary cortical neurons.



