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The “"melanoma-enriched” microRNA miR-4731-5p acts as a
tumour suppressor
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SUPPLEMENTARY FIGURES AND TABLES

Entity List 1 : UP - FC
([HT144_4731] vs
[HT144_Scr])

5723 entities

Entity List 2 : UP - FC
([MM253_4731] vs
[MM253_Scr])

3245 entities

Entity List 3 : UP - FC
([MM96L_4731] vs
[MM96L_Scr])

6149 entities

Supplementary Figure S1: Venn diagram showing the overlap of genes pulled-down in 3/3 cell lines.
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Supplementary Figure S2: Endogenous expression (Neg) of miR-4731 is low in MM96L,, MM253, and HT144 and is
highly expressed upon transient overexpression with a miR-4731 mimic (miR-4731).
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Supplementary Table S1: Summary of all cell line names and associated tissue type that were used in the discovery
(microarray) [1] and validation cohorts (QRT-PCR)

See Supplementary File 1

Supplementary Table S2: Unique transcripts common in 3/3 cell lines derived from GeneSpring 12.5 GX analysis.
‘PULL-DOWN DATA’ shows the respective fold changes in each cell line relative to the negative control mimic

See Supplementary File 2

Supplementary Table S3: Significant (corrected P<0.05) KEGG pathways and GO Terms (Biological Process,
Molecular Function, and Cellular Component) were found following GSEA using STRING v9.1 analysis [2]

See Supplementary File 3

Supplementary Table S4: The ‘RATIONALE FOR VALIDATION?’ is noted together with the ‘qRT-PCR
VALIDATION?’ fold changes for each cell line

See Supplementary File 4

Supplementary Table S5: Summarises the genes that were; down regulated in 3/3 (n=19), 2/3 (n=12) and 1/3 (n=19);
both up and down regulated (n=5); up regulated (n=5); and no observable change at the mRNA level (<1.2 fold up
or down regulated) (n=21). A relationship (based upon Pubmatrix searches) with ‘Melanoma’ and ‘Cancer’ is noted as
‘Novel’ or Y (Yes or Known)

See Supplementary File 5

Supplementary Table S6: Respective fold-changes observed in MM96L, MM253, and HT144 in melanosome-related
genes upon overexpression with miR-4731 (relative to negative control). All genes list are not direct targets of miR-
4731, as such are downstream of its regulation

See Supplementary File 6

Supplementary Table S7: Assay IDs (QIAGEN) used for RT-PCR validation

See Supplementary File 7



