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Figure S1. Flow chart of construction and validation of d-limonene signature gene.
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Figure S2. Comparison of FZD3, MATURIN, PRC1 mRNA and protein level. A: Comparison of A549 and H1975 cell experiment
which were compared by t-test; B: Immunohistochemical staining results of urethane induced mice which were compared

by t-test; C: Immunohistochemical staining and western blot results of xenograft mice which were compared by t-test.



