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Supplementary Figure 1
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Gate Number %Total %Gated
. All 10,000 100.00 100.00
I cells 5,909 59.09 59.09
[ singlets 5,878 58.78 99.48

[ cp31+ 1 001 0.02

[ GFP+ 1 0.01 100.00

Gate Number %Total %Gated

B Au 10,000 100.00 100.00
Il celis 7,500 75.00 75.00
[l singlets 7,387 73.87 98.49

B cp31+ 7,293 72.93 98.73

[l GFP+ 6,747 67.47 92.51

Gate Number %Total %Gated
B Au 10,000 100.00 100.00
B cells 8,176 81.76 81.76
[ singlets 7,142 71,42 87.35

[l cp31+ 7,016 70.16 98.24

[ GFp+ 7 0.07 0.10




Supplementary Figure 1 (continuation)
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Supplementary Figure 2
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MSigDB Hallmark 2020
|Epithe|ia| Mesenchymal Transition *5.09e-23

|UV Response Dn *6.3e-10

|KRA5 Signaling Up *2.15e-08
|TNF-aIpha Signaling via NF-kB *7.13e-04
|Apoptosis %1.50e-03

|IL-2/STAT5 Signaling *2.25e-03

|Notch Signaling *3.61e-03

|Glycoly5i5 *7.05e-03

|Hypoxia 1.93e-02

|E5tmgen Response Early 1.93e-02
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Reactome Pathways 2024
SARS-CoV-2 Targets PDZ Proteins in Cell-Cell Junction *2.4e-03
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VEGF Binds to VEGFR Leading to Receptor Dimerization *3.2e-03

VEGF Ligand-Receptor Interactions *3.2e-03

Formation of Annular Gap Junctions *4.39e-03

Gap Junction Degradation *4.79e-03

Extracellular Matrix Organization *5.92e-03

Microtubule-dependent Trafficking of Connexons From Golgi to the Plasma Membrane *7.58e-03
NOTCH4 Intracellular Domain Regulates Transcription *7.97e-03

Transport of Connexons to the Plasma Membrane *7.97e-03

Signal Transduction by L1 *8.37e-03
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D Reactome Pathways 2024
|VEGF Binds to VEGFR Leading to Receptor Dimerization *1.6e-03

|‘J‘EGF Ligand-Receptor Interactions *1.6e-03

|NOTCH4 Intracellular Domain Regulates Transcription *3.99e-03

|Defe:tive B3GALTL Causes PpS *7.58e-03

|0-g|ycosylatlon of TSR Domain-Containing Proteins *7.78e-03

|Co||agen Biosynthesis and Modifying Enzymes *1.33e-02

|High Laminar Flow Shear Stress Activates Signaling by PIEZO1 and PECAM1 CDH5 KDR in Endothelial Cell *1.37e-02
|D|seases Associated With O-glycosylation of Proteins *1.41e-02

|Signa|ing by NOTCH4 *1.43e-02

|Co||agen Formation *1.79e-02
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Supplementary Figure 3
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Supplementary Figure 4
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Supplementary Figure 5
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