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LncRNA profiling of exosomal and its communication role in
regulating silica-stimulated macrophage apoptosis and

fibroblast activation
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Supplementary figure S1

The principal component analysis were used to investigate the coherence of the data
distribution with the actual sample assignments (H, the healthy control; S, the patient).



Table S1. KEGG pathway enrichment for the target genes of IncRNA MSTRG.43085.16

KEGG A class KEGG B class Pathway Count  Pathway
ID
Cellular Processes Cellular community eukaryotes Focal adhesion 79 ko04510
Cellular Processes Cell motility Regulation of actin cytoskeleton 77 ko04810
Cellular Processes Cellular community eukaryotes Signaling pathways regulating 59 ko04550
pluripotency of stem cells
Cellular Processes Transport and catabolism Phagosome 57 ko04145
Cellular Processes Cell growth and death Cell cycle 55 ko04110
Cellular Processes Transport and catabolism Lysosome 54 ko(04142
Cellular Processes Cell growth and death Apoptosis 54 ko04210
Cellular Processes Cellular Processes Endocytosis 110 ko04144
Environmental Information Processing Signal transduction MAPK signaling pathway 93 ko04010
Environmental Information Processing Signal transduction Rapl signaling pathway 83 ko04015
Environmental Information Processing Signal transduction Ras signaling pathway 79 ko04014
Environmental Information Processing Signaling molecules and interaction Neuroactive ligand-receptor 70 ko04080
interaction
Environmental Information Processing Signal transduction mTOR signaling pathway 64 ko04150
Environmental Information Processing Signal transduction cAMP signaling pathway 63 ko04024
Environmental Information Processing Signaling molecules and interaction Cytokine-cytokine receptor interaction 62 ko04060
Environmental Information Processing Signal transduction Phospholipase D signaling pathway 56 ko04072
Environmental Information Processing Signal transduction Hippo signaling pathway 56 ko04390
Environmental Information Processing Signal transduction c¢GMP-PKG signaling pathway 55 ko04022
Environmental Information Processing Signal transduction Calcium signaling pathway 55 ko04020
Environmental Information Processing Signal transduction Wnt signaling pathway 53 ko04310
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a) Apoptosis pathway was highlighted in bold font; b) Only Pathways with a count value > 50 were shown.



Table S2. Functional re-annotation for the target genes of IncRNA MSTRG.43085.16 based on the GO database

List
Ontology Coun Ratio _
GOTerm p Value FDR Tota Associated Genes Found
Source t ) (%)
CTSZ, PRF1, PIK3CD, PIK3CB, LMNB2, LMNBI1, IKBKB, TUBAIC,
CTSO, CTSL, CAPN2, CASP2, CAPNI, IKBKG, CTSD, DFFA, DAXX,
MAP2K1, PARP4, ENDOG, MAP2K2, PARP1, APAF1, PDPKI,
. 2.63E- 1.315E- TRAF2, TNFRSF1A, PIK3CA, DDIT3, IL3RA, RAF1, TP53, BCL2Al,
Apoptosis KEGG 63 93.75
107 105 ITPR1, HTRAZ2, PIK3R3, CSF2RB, PIK3R1, SPTA1, MAPKS, BCL2L11,
PMAIP1, RIPK1, FADD, BID, MCL1, MAPK3, BAD, GADD45A,
DAB2IP, CFLAR, EIF251, NFKB1, NFKBIA, MAPK10, CYCS, BAX,
KRAS, ATM, BCL2L1, TUBAS8
NF-kappa B signaling PARP1, BCL2A1, GADD45A, TRAF2, CFLAR, NFKB1, TNFRSF1A,
KEGG 1.31E-11 1.31E-11 13 63 20.31
pathway NFKBIA, IKBKB, RIPK1, ATM, IKBKG, BCL2L1
. MAPK10, MAPKS, PARP1, CAPN2, BAX, RIPK1, TRAF2, FADD,
Necroptosis KEGG 2.49E-08 2.49E-08 12 63 18.75
CFLAR, CAPN1, BID, TNFRSF1A
Diabetic MAPK10, MAPKS, PIK3CA, PARP1, PIK3R3, PIK3CD, PIK3CB,
. KEGG 2.07E-05 2.07E-05 10 63 15.63
cardiomyopathy PIK3R1, CTSD, NFKB1
BCL2A1, PRF1, BCL2L11, CASP2, PMAIP1, RIPK1, FADD, IKBKG,
, Biologica BID, MCL1, MAPK3, DAXX, PARP1, APAF1, GADD45A, BAD,
apoptotic process 7.51E-24 6.78E-21 27 62 42.19
1 Process TRAF2, CFLAR, NFKB1, TNFRSF1A, NFKBIA, DDIT3, BAX, CYCS,
RAF1, TP53, BCL2L1
positive regulation of Biologica 9.15E-06 2.12E-04 5 62 7.81 DAXX, PARP1, BAD, CAPN2, EIF2S1
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PARP1, DAB2IP, PIK3R1, NFKB1, TNFRSF1A, NFKBIA, IKBKB,
DDIT3, RIPK1, ATM, FADD, IKBKG, RAF1, TP53, MAPK3

PARP4, PARP1, DDIT3, PMAIP1, ATM, IKBKG, TP53, MAPK3

PARP1, BAX, PIK3R1, TP53, EIF2S1

PARP1, CTSL, CAPN2, HTRA2

PARP1, BAX, TP53

MAPKS, PARP1, ATM, TP53

PARP1, HTRA2, CYCS, EIF2S1

PARP1, PDPK1, CFLAR, PIK3R1

a) FDR, false discovery rate; Nr.Genes (%) = Number of genes of interest / Number of genes in total.



