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Identification of circulating monocyte subset contributing to pathogenesis of
systemic sclerosis
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Systemic sclerosis (SSc) is one of the intractable diseases and is
characterized by irreversible fibrosis and vascular lesions. Peripheral blood monocytes with a
unique phenotype have been identified as a central mechanism that induces all SSc lesions. In this
study, we identified a series of type | interferon-inducible genes as genes upregulated in SSc
monocytes using a comprehensive RNA sequencing with a next-generation sequencer. This indicates that
SSc monocytes with a unique phenotype that promotes fibrosis may be induced by type 1 interferon.
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IF127 57.269 | 2.66E-10| 0.54 2.32 1.94 4.73 4.29 6.51 43.42 58.19 | 392.81 | 26.36 | 525.29 4.83
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&2 MUC1 splicing variant

Transcript_ID Trf::g”tztf N1_TPM | N2_TPM | N3_TPM | N4_TPM | N5_TPM | N6_TPM | 1. TPM | s2.TPm | s3_TPM | s4_TPm | s5_TPM | s6_TPM
NM_001044391 | 836 0 0 0 0 0 0 0 0 0 0 0 0
NM_001204296 | 1022 0 0 0 0 0 0 0 0 0 0 0 0
NM_002456 | 1205 0 0 0 0 0 0 0 0 0 0 0 0
NM_001044392 | 863 0 0 0 0 0 0 0 0 0 0 0 0
NM_001044390 | 995 0 0 0 0 0 0 0 0 0 0 0 0
NM_001204297 | 917 0 0 0 0 0 0 0 0 0 0 0 0
NM_001204289 | 1100 0 0 0 0 0 0 0 0 0 0 0 0
NM_001044393 | 963 0 0 0 0 0 0 0 0 0 0 0 0
NM_001204285 | 1811 0 0.199341 0 0.165954 0 0 0 0 2.932273 | 0.56461 | 2.082291 | 0.483969
NM_001204290 | 1037 0 0 0 0 0.055014 | 0.014049 0 0 0.116821 0 0 0
NM_001204288 | 1146 0 0 0 0 0 0 0 0 0 0 0.298227 0
NM_001204292 | 1103 0 0 0 0 0 0 0 0 0 0 0 0
NM_001204286 | 1838 | 0.756582 | 0.914253 | 0.295446 | 0.663221 | 0.32561 | 0.604773 | 3.67536 | 1.638397 | 0.272997 | 3.600367 | 2.739916 | 1.807332
NM_001204294 | 1076 0 0 0 0 0 0 0 0 0 0 0 0
NM_001204295 | 953 0 0 0 0 0 0 0 0 0 0 0 0
NM_001018017 | 1151 0 0 0 0 0 0 0 0 0 0 4.693295 0
NM_001204291 | 1109 0 0 0 0 0 0 0 0 0 0 0 0
NM_001204293 | 1083 0 0 0 0 0 0 0 0 0 0 0 0
NM_001204287 | 1232 0 0 0 0 0 0 0 0 0 0 0 0
NM_001018016 | 1178 0 0 0 0 0.280565 | 0.058347 0 0 0 0 0.089881 0
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