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Supplementary Figure 1. The distribution of 22 immune cells in 69 filtered gene matrix. Red
indicates higher immune infiltration expression, and green indicates lower expression.
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Supplementary Figure 2.The result of GSEA analysis between SSc and SSc-PAH groups.
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Supplementary Figure 3. The Enriched GO- Cellular Component and Molecular Function terms.



All pathway KEGG

NF—kappa B signaling pathway + ®
—logl0(pValue)
16
12
8
4
T cell receptor signaling pathway 4 @
size
® 20
® 30
@ «
)
o«
Ribosome 4 .
T T
0.1 0.2
Enrichment Ratio
Cc Top20 geneontology Cellular Component
cukaryotic 488 preinitiation complex 4 ®
T cell receptor complex ®
COPY signalosome | ®
immunological synapse1 @
polysomal ribosome 4 @
polysome 4 [ ] szg
® 20

chromatin -

cytosolic small ribosomal subunit
nuclear speck

small ribosomal subunit 4
cytosolie large ribosomal subunit 4
large ribosomal subunit 4
cell-substrate junction
cell-substrate adherens junction -
focal adhesion 4

adherens junction -

cytosolic ribosome

cytosolic part

ribosomal subunit <

ribosome 4

®
&
o
@

004 008 012 016

Enrichment Ratio

@® «
@ «

—loglO(pValue)
16

Supplementary Material

B Top20 geneontology Biological Process

cytoplasmic translation { &

T cell differentiation
T cell activation -

r in complex renesis o

protein localization to endoplasmic reticulum

ishment of protein localization |
to endoplasmic reticulum

protein targeting to ER

SRP-dependent cotran:
T

targ

onal protein |
g to membrane

cotranslational protein targeting o membrane 4

protein targeting to membrane 4

nuclear—transcribed mRNA catabolic |
process, nonsense—mediated decay

protein targeting o

nuclear—transcribed mRNA catabolic process -
viral transcription 4

establishment of protein localization to membrane -
viral gene expression o

translational initiation <

establishment of protein localization to organelle 4
mRNA catabolic process 4

RNA catabalic process 1

T
0.05

v !
.10 0.15
Enrichment Ratio

55 rRNA binding 4

translation factor activity, RNA binding 4

rRNA binding 4

cadherin binding

structural constituent of ribosome 4

0.05 0.10
Enrichment Ratio

—log10(pValue)
16
15
14
13
12
11
size
® 30
®

All geneontology Molecular Function

—logl0(pValue)
16

12

Supplementary Figure 4. GO and KEGG pathway enrichment analysis of the blue module.
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Supplementary Figure 5. The construction of the co-expressed network. Red ovals represent hub
genes, and blue triangles represent the target mRNA-miRNA pairs
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