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Figure S1. Classification of retinal cell types from mouse OIR models. (A) Left panel: unsupervised tSNE
clustering of the 15185 cells yielded 36 clusters. Red represents microglia/macroglia, and yellow represents
endothelial cells. Right panel: feature expression heatmap showing expression patterns of the markers of
microglia/macrophage and endothelial cells across 36 retinal cell clusters. The size of each circle depicts the
percentage of cells expressing the marker within the cluster. (B) tSNE clustering overlaid with heatmaps of
genes previously reported to be enriched in M1 type microglia (Tlr2, CD86, Tnfa) and (C) Argl, Pparg, 1110
for M2 type microglia. Cells that highly express these genes are colored in purple, while cells with low

expression are colored in grey.
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Figure S2. M1 microglial exosomes modulate resting microglia to M1 phenotype rather than M2

phenotype. (A) The mRNA levels of M1 phenotype markers (iNOS, Tnfa, I11p) after M1-EXO treatment

were determined by qRT-PCR (n = 3, **P<0.01, ***P<0.001). (B) The mRNA levels of M2 phenotype

markers (Argl, 1110, TgfPB) after M1-EXO treatment were determined by qRT-PCR. qRT-PCR: quantitative

real-time reverse transcription-polymerase chain reaction.

A

CD68

s

£

i

Relative mRNA Expression
( fold of control)
o

Relative mRNA Expression

( fold of control)

ot
e

o
bk

B

o

—
o

—
<

o,

%,

CD68

,

o,
" ogo‘
%

%/’

Figure S3. Exosomal miR-155-5p regulate the M1 polarization states of microglia. (A) The mRNA levels

of CD68 after treatment with M0O-EXO and agomir-155-5p transfected M0-EXO.
The mRNA levels of CD68 after treatment with M1-EXO and antagomir-155-5p transfected M1-EXO.

3, *P<0.05).
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Table S2. Socs1- related gene ontology annotation.

ONTO- . .
LOGY ID Description BgRatio pvalue qvalue gene
. . Inpp5d / Myb /
A44E-
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] alpha-beta T cell 5.48E- Myb / Socs1 /
BP 60:0046632 differentiation 112/23210  2.59€-07 05 Satb1 / Itk / Shh
) alpha-beta T cell Myb / Socs1 /
BP G0:0046631 activation 157/23210 1.38E-06 0.0002 Satb1 / Itk / Shh
positive regulation Inpp5d / Myb /
BP G0:1902107 of leukocyte 168/23210 1.93E-06 0.00023 Socs1/Shh/
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differentiation
Itk / Shh
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. L Socs1/ Shh
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differentiation Gnas
positive regulation
M 1
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GO0:0043367

G0:0006650

G0:0043374
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GO0:0045582

cytokine-mediated
signaling pathway

negative regulation
of leukocyte
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beta T cell
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positive regulation
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3-kinase regulator
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