PCA: All genes by F-Score PCA of variable genes by F-Score
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PCA: All genes by Outcome PCA of variable genes by Outome
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Figure S1. Principal component analysis (PCA) showed an excellent clustering of groups with
different fibrosis levels (F2, F3, F4, F5), while different clinical outcome groups (jaundice-free
and survival with native liver, JFSNL; lung transplant at early time point, LTXET; lung transplant
at late time point, LTxLT; survival with native liver, SNL) did not show any perceptible clustering.



