Supplementary figure

A
Gene Names p-value  Hazard Ratio (95% ClI)
HSPH1 = 0.20 1.35(0.86,2.13)
IGFBP3 L] 0.17 1.17(0.93,1.47)
GEM L 0.03 1.27(1.02,1.59)
SLC2A6 L 0.03 1.27(1.03,1.58)
CXCL14 L] 0.04 0.83(0.7,0.99)
CDKN1A = 0.15 0.82(0.63,1.07)
TNFSF15 L 0.17 1.13(0.95,1.34)
STX11 = 0.02 0.78(0.63,0.97)
KCNN3 L] 0.18 0.87(0.71,1.07)
EFHD2 L 0.00 2.03(1.32,3.12)
PTX3 L] 0.04 1.12(1.01,1.25)
uspP2 L] 0.08 0.84(0.69,1.02)
TSPAN15 L 0.12 1.30(0.93,1.81)
IGFBP2 L] 0.13 0.84(0.67,1.05)
MMP1 = 0.10 0.88(0.75,1.02)
KCNK5 L] 0.19 0.83(0.64,1.09)
HCK L 0.01 0.54(0.33,0.87)
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Figure S1. Identification of prognostic genes. (A) The univariate Cox analysis screened 17
prognostic CAFs senescence-related genes. (B) The LASSO regression analysis. (C) The partial
likehood deviance of the signature.
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Figure S2. qRT-PCR analysis of the expression of STX/1/ and EFHD? in control and H,O,-treated

MRC-5 cells. ***  p <0.001.



