
 

   

Figure 1. Screening DEGs in GSE6044. (a) Box plot after data standardization, 

different colors represented different datasets. (b-c) PCA results before batch 

removal for multiple datasets, as shown in the schematic diagram, it could be used 

as a batch of data for subsequent analysis. (d) Volcano plots were constructed using 

fold-change values and adjusted P. The red point in the plot represented the up-

regulated mRNAs and the blue point indicates the down-regulated mRNAs with 

statistical significance. (e) Hierarchical clustering analysis of mRNAs, which were 

differentially expressed between tumor and normal tissues.  



 

  

Figure 2. Screening DEGs in GSE66759. (a) Box plot after data standardization, 

different colors represented different datasets. (b-c) PCA results before batch removal 

for multiple datasets, as shown in the schematic diagram, it could be used as a batch 

of data for subsequent analysis. (d) Volcano plots were constructed using fold-change 

values and adjusted P. The red point in the plot represented the up-regulated mRNAs 

and the blue point indicated the down-regulated mRNAs with statistical significance. 

(e) Hierarchical clustering analysis of mRNAs, which were differentially expressed 

between tumor and normal tissues.  



 

  

Figure 3. Analysis of survival and prognosis between miRNAs and NSCLC. (a) 

Volcano plots were constructed using fold-change values and adjusted P. The red 

point in the plot represented the up-regulated mRNAs and the blue point indicated 

the down-regulated mRNAs with statistical significance. (b) Hierarchical clustering 

analysis of mRNAs, which were differentially expressed between tumor and normal 

tissues. 



 

  

Figure 4. Analysis of survival and prognosis between miRNAs and NSCLC. (a-k) 

11 miRNAs were down-regulated in NSCLC and resulted in poor prognosis. (l-n) 3 

miRNAs were up-regulated in NSCLC and resulted in poor prognosis. 



 

  



 
Figure 5. Analysis of survival and prognosis between lncRNAs and NSCLC. (a-s) 

19 lncRNAs were down-regulated in NSCLC and resulted in poor prognosis. (t-y) 6 

lncRNAs were up-regulated in NSCLC and resulted in poor prognosis. 


