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Figure S1 Data quality control and filtering criteria.

(A) Distribution of detected gene numbers and unique molecular identifier (UMI)
counts in sham, IRI1d kidneys. (B) The distribution of detected gene numbers and

UMI counts in different cell types. (C) Filtering criteria of for mitochondrial

proportion.
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Figure S2 Immunostaining and semi-quantitative analysis showing the level of

THBS-1 in sham group and IRI group.
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Figure S3 The biological process (BP, A) and reactome analysis (B) showing the most
obvious changes in the top 50 functions and pathways between the different clusters.

Red represents pathway activation; blue represents pathway inhibition.



- o A o -; ‘ E £ ; . B v 159 "
! i 2 o LA e - : A 5o
ROt A j"‘- Pl i TR (0 SRS ;] T
WA e e +
Py e S B 4 i
Cxcl1-Cxcr2 nray o g o : ot Sham "
' i LY L Wleln e o %] .
\ oo, i F ook o 5 # .‘ E u[a
c3 /k\‘ﬁ‘/\/‘, B BN R T R H __J—..L
f '_;'_- \i : ' J S : - ._‘.." 1 E”
C3-C3ar1 o ’- Lwn’l o~ Sham IRI

/ -
TGF-p1 | -
“’“\éyt
=

Tgfb1-(Tgfbr1+Tgfbr2)

Sham IRI

Figure S4. Chord diagram and immunostaining analysis showing the myeloid cell-PT

Immune interaction networks.
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Figure S5. Enriched Gene Ontology (GO) term analyses of differential proteins in EV.
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Figure S6 The flow cytometry detection of RAW264.7 cells differentiation in the

kidney tissue microenvironment of sham and IRI.

Con-EVs H/R-EVs

THBS-1

Figure S7 Western blotting showing the production of THBS-1 and integrin a5 in
con-EVs and H/R-EVs of HK2 cells.

Thbst - Cd36 Thbs! = Cad7 Thos1 - Sded.

Figure S8 Chord diagram demonstrating potentially intercellular interactions via

Thbs1 and its ligands at the gene level.
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Figure S9 Western blotting and semi-quantitative analysis showing the role of
THBS-1 in the expression of IL-1B and TNF-a in human proximal renal tubular

epithelial cells.



