Supplementary Figure Legends

Supplementary Figure 1

(A) PCA analyses showed distinct clusters top 53 common sensitive genes in adenocarcinoma,
squamous carcinoma, their respective controls, and GTEx control groups.

(B) Heatmap of top differentially expressed EGFR-dependent genes from CCLE and Project
Achilles.

(C) KEGG pathway enrichment analysis showed significantly enriched pathways associated
with LAMC2.

(D) GSEA analysis indicated FGFBPI1 is significantly correlated with ERBB signaling
pathway and small cell lung cancer (Left). KEGG pathway enrichment analysis showed
significantly enriched pathways associated with FGFBP1 (Right).

Supplementary Figure 2

(A) Representative images of Hoechst, Annexin V, PI triple fluorescence staining (merge)
showing A549 (left) and HCC827 (right) cell apoptosis after LAMC2 siRNA transfection.

(B) Western blotting analyses indicated protein levels of EGFR and LAMC2 in NCI-H23 cells
transfected with LAMC?2 siRNA.

(C) Western blotting analyses indicated protein levels of P-AKT(S473), P-ERK1/2, EGFR, and
LAMC?2 in NCI-H23 cells co-transfected with EGFR plasmid and LAMC2 siRNA.

(D) Correlation graph generated from CCLE database demonstrated positive correlation
between EGFR and LAMC?2 protein expression levels in all cancer (left) and lung cancer
(right).

(E) Western blotting analyses indicated protein levels of EGFR in A549 (left) and HCC



827(right) cells after transfection with EGFR siRNA.

Supplementary Figure 3

(A) Co-IP analyses were used to detect protein interaction between exogenous LAMC2 and
EGFR in NCI-H23 cells. Western blotting analysis using WCL to detect EGFR and
LAMC2-His, bottom.

(B-D) Cell activity levels of A549 (B) and NCI-H23 (C) cells transfected with LAMC2 siRNA and

HCC827 (D) cells transfected with LAMC?2 overexpression vector after Gefitinib treatment.
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Supplementary Figure 3
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