Supplementary Figure 1: TargetScan workflow
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Search for predicted microRNA targets in mammals [Go to TargetScanMouse]
[Go to TargetScanWorm]
[Go to TargetScanFly]
[Go to TargetScanFish]

1. Selecta species  Human v

AND

Ry homsira i ey i ol B o Select the mlcroRNA of choice and
kil click on submit button

3. Do one of the following: /

= Select a broadly conserved® microRNA family ' miR-137 v

* Select a conserved"* microRNA family | Conserved microRNA famiies ¥
« Select a poorly conserved but confidently annotated microRNA family | Poorly conserved microRNA families ¥

= Select another miRBase annotation | Other miRBase annotations v
Note that most of these families are star miRNAs or RNA fragments misannotated as miRNAs.

« Enter a microRNA name (e.g. "miR-9-5p")
Submit || Reset
* broadiy consseved = conserved across most vertebrates. usualy 1o zsbrafish

conserved = conserved across most mammels, but usually not beyond placental mammals

TargetScan predicts biological targets of mRNAS by searching for the presence of conserved 8mer, 7mer, and 6mer sites that match the seed region of each miRNA (Lewis et al. 2005). As an option, predictions with only poorly conserved sites are also provided. Also
identified are sites with mismatches in the seed region that are compensated by conserved 3" pairing (Friedman et al., 2009) and centered sites (Shin et al,, 2010). In mammals, predictions are ranked based on the predicted efficacy of targeting as calculated using
cumulative weighted context++ scores of the sites (Aganwal et al., 2015). As an option, predictions are also ranked by their probability of conserved targeting (Pcr, Friedman et al., 2009). TargetScanHuman considers matches to human 3' UTRs and their orthologs, as
defined by UCSC whole-genome alignments. Conserved targeting has also been detected within open reading frames (ORFs). A listing of these ORF sites can be found at the bottom of Supplemental Table 2 of Lewis et al., 2005.

This search page of TargetScan Release 7.2 retrieves predicted regulatory targets of mammalian microRNAs. Many targets are the same as those presented in previous versions of the TargetScan site (Releases 20,21,3.0,31,40-42,50-52,60-62, 70, and
7.1 (Lewis et al, 2005; Grimson et al., 2007, Friedman et al., 2009; Garcia et al, 2011). Compared to previous releases, Release 7 uses an improved method to predict targeting efficacy (the context++ model, Aganwal et al , 2015), uses 3'UTR profiles that indicate
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Human | miR-137

1314 transcripts with conserved sites, containing a total of 1498 conserved sites and 326 poorly conserved sites.

Please note that these predicted targets include some false positives. [Read more]

Genes with only poorly conserved sites are not shown [View top predicted targets, irespective of site conservation)

Table sorted by cumulative weighted context++ score [Sort table by aggregate Pey]
The table shows at most one transcript per gene, selected for being the most prevalent, based on 3P-seq tags (or the one with the longest 3' UTR, in case of a tie). [Download table]
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Supplementary Figure 2: ToppGene Suite workflow
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A one-stop portal for gene list enrichment analysis and candidate gene prioritization

based on functional annotations and protein interactions network

Select your gene type. paste your sets set, then submit.
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