
 

Supplementary Table S1. Function of selected polymorphisms as predicted by 
SNPinfo (http://snpinfo.niehs.nih.gov/) software 

miRNA rs ChrAllele TFBS Splicing 
(ESE or ESS) 

Allele Asian CHB 

miR-27a rs895819 19 C/T Y Y T -- 0.711 
miR-137 rs1625579 1 T/G -- -- T 0.947 0.940 
miR-146a rs2910164 5 C/G Y Y G 0.469 0.446 
miR-149 rs2292832 2 C/T Y Y C 0.339 0.315 
miR-196a2 rs11614913 12 C/T Y Y C 0.427 0.411 
miR-218 rs11134527 5 A/G Y -- G 0.417 0.367 
miR-423 rs6505162 17 A/C Y Y C 0.811 0.833 
miR-608 rs4919510 10 C/G Y Y C 0.491 0.488 

TFBS, transcription factor binding sites; ESE, exon splicing enhancer; ESS, exon 
splicing silencer; CHB, Han Chinese in Beijing, China. 
 



 

Supplementary Table S2. The informed consent and ethics statement. 
 

 


