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Figure. S1. DLK1 pull-down proteome preparation for mass spectrometry. (A) SDS-PAGE and 
Coomassie brilliant blue staining of proteins from DLK1 pull-down assay. Red box indicated 
the bands sent for mass spectrometry identification. (B) Western blot for the proteins from 
DLK1 pull-down assay. Arrow point out DLK1 band. 
  



 
 
Figure. S2. Network analysis of the candidate proteins identified from mass spectrometry. 
Node size indicates the generality of GO term, node color indicates p value. CC, cell component; 
BP, biology process; MF, molecular function. 
  



 
Figure. S3. Comprehensive analysis of NCOR1 expression and the clinical feature of the 
patients, including patient age, gender, smoking status, tumor stage, node metastasis status, 
pathologic T level in LUSC (A) and LUAD (B). Data sets were downloaded from the Cancer 
Genome Atlas(TCGA). Ns, not significant.  
  



 
 
Figure. S4. Multivariate cox regression analysis for hazard of death (survival) in LUSC and 
LUAD. Data sets were downloaded from the Cancer Genome Atlas(TCGA). Patients with 
low NCOR1 expression showed reduced survival times compared with patients with high 
NCOR1 expression in LUSC(D). 


