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Figure S1 | The bioinformatic analysis of SIK1.  

(A) SIK1 promoter methylation from TCGA database, CRC tissues compared with that in normal 

colon tissues by data analysis. 

(B) SIK1 The relationship about Overall Survival between the expression of SIK1 and CRC 

patients from GEPIA. 

(C) The expression of SIK1 on CRC patients between the CRC tissues and paired normal 

colorectal tissues from GEPIA. 

  



 

 

Figure S2 | The validation analysis of SW620(R) chemoresistant cell line.  

 (A) Western blot analysis was performed for SIK1 in SW620 cells transfected with SIK1-Si-1, 

SIK1-Si-2, and SIK1-Si-3. S2(B) The knockdown of SIK1 significantly decreased sensitivity to 

OXA in normal CRC cell lines (SW620) and OXA-resistant cell lines (SW620(R)). Statistical 

analysis was performed in triplicate experiments via unpaired Student’s t test. Data are expressed as 

the mean ± SD (n=3), n.s. p>=0.05, *p<0.05, **p<0.01, *** p<0.001, ****p<0.0001. 

 

  



 

 

Figure S3 | GSEA KEGG pathway enrichment analysis in the P53 signaling pathway. 

NES>1, FDR<0.25, **p<0.01 considered significant.  

 

 

 

 

Figure S4 | GEPIA bioinformatics analysis showed that SIK1 was positively correlated with 

SMAD7  

 


