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Supplementary Figure 5

Figure legends
Supplementary Figure 1. PPI network of 107 DEGs was constructed in STRING

Supplementary Figure 2. Four key modules extracted by MCODE in Cytoscape
Supplementary Figure 3. KEGG(a) and Reactome(b) pathway enrichment analysis of
SPP1 related genes

Supplementary Figure 4. miRNA network of SCLC and NSCLC

Supplementary Figure 5. SPP1 RNA level correlated to the sensitivity of Gefitinib,
Afatinib and Osimertinib by Cell Miner
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