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Using mRNA expression profile data, we screened out differential genes related to survival in lung adenocarci-

noma (LUAD) patients and established a LUAD prognosis prediction model using the machine learning method-

Lasso-Cox. We evaluated its predictive performance and found that the model can accurately distinguish between

high and low-risk LUAD patients and reflect patients’ one-year, three-year, and five-year survival rates. As shown

in Fig. 1, a lead compound (BAY-588) for the possible treatment of LUAD was screened from the Chembl database

using a high-throughput screening method based on the target in the model (SLC2A1).

Fig. 1 (color online) High-throughput screening of the target molecule BNG-588.




