In all pictures: the mature sequences in the stem-loop structure are in uppercase except SNPs in mature sequence are in lower case; sequences outside the mature sequences are in lower case except SNPs outside the mature sequences are in uppercase.

Fig. S2: Function test of miR-660-C/T
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Variant miR-660 has a ‘C’ to ‘T’ (U) transition at the 15th position of the mature miRNA. The functional assay data shows it has little effect on the processing of the miRNA. The base change could affect the natural targeting functions of the miRNA since this position affects the 3’end base pairing of miRNA/mRNA.

Sic-[target]-Si and Sic-[target]-Mi: Dual reporters containing the miRNA target sequences (Si, fully complementary; Mi, partially complementary) in the 3’UTR of the Renilla luciferase gene (for details, see Materials and Methods).

fU1-miR-[miRNA] and fU1-miR-[miRNA]-m: miRNA expression vectors containing the primary sequence of a specific miRNA gene (wild type and mutant, respectively) (for details, see Materials and Methods).

fU1-miR:  Expression vector alone without the miRNA gene inserted.

