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Figure S1. Classification of detectable miRNAs among Normal, N- and N+ group. 

(A) 309 miRNA candidates, detected at least 1 pool within 15 pool in PCR array assays, were selected and 

classified into 7 group of expression pattern by Venn diagram. (B) A commonly detected miRNA profile 

among Normal and Cancer (N-, N+) groups. (C) Detectable miRNAs in 2 different groups and solely miRNA 

expression profiles among Normal, N- and N+ group. 

 

 

 

 

 

 

 

 

 

 

 

 



 

 

Figure S2. Validation of miR-449a expression in LCa tissues. 

(A) The expression level of miR-449a was validated in LCa tissues with N+ (n = 32) and N- (n = 32) in a total 

of 64 LCa samples and their paired normal tissues (n = 64) using qRT-PCR. (B) miR-449a level in N+ (n = 

32) compared to N- (n = 32). All results are shown as the box-and-whisker plot. For the normalization, U6 

snRNA was used as endogenous control. Each sample was run in triplicate. Error bars show mean ± SD. The t 

test was used for the calculation of p-value. *p <0.05, **p <0.01. 


