
The 3’UTR of HMGA1 (nt. +8982 to +9002) is a conserved region among human, mouse, rat, and dog and is recognized by miR-765 with -22.6 

kcal/mol of minimum free energy. By PITA algorithm (Kertesz et al 2007), theΔΔG score (energetic score) for the interaction between HMGA1 

and miR-765 is -19.43 which is higher than the cutoff (i.e. -10). It indicates that the binding of miR-765 onto recognition site of HMGA1 is 

strong and the recognition is likely to be functional in endogenous miRNA expression levels. Since ΔΔG is an energetic score, the lower (more 

negative) its value, the stronger the binding of the microRNA to the given site is expected to be (Kertesz et al 2007). The complete lists of 

predicted targets of miR-765 by TargetScan 4.2, miRanda, RNAhybrid, and EIMMo2 were shown in Supplementary Tables S5-8).  

miRNA target prediction program Total no. of predicted targets Scores for HMGA1 References

1 TargetScan 4.2 162 Total context score = -0.11 Grimson et al 2007

2 miRanda 1667 Score = 910 John et al 2004

3 RNAhybrid 9832 N.A. Rehmsmeier et al 2004

4 EIMMo2 (Bayesian Target Prediction algorithm) 5472 Score = 0.255723 Gaidatzis et al 2007

5 PITA algorithm N.A.  ΔΔG score = -19.43 Kertesz et al 2007
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