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Gene Ontology miR-1 and miR-133 targets

Human muscle miRNA putative targets

vesicular transport related genes

catgory gene name

arfip2, arhgap6, arhgef18, arhgef2, arpc1a, cap1, cdc42, 
cnn3, coro1b, coro1c, crk, daam1, kctd13, lasp1, mtss1, 
myh9, myo1e, nck2, palld, pdgea, pfn2, ppp1r9b, prex1, 
rasa1, rictor, sdcbp, synpo2l, tmod2, tmod3, tnni1, tpm3, 
twf1, utrn, wdr1, wipf2

amph, ap1g1, ap3d1, arcn1, arf3, arf4, bet1, cap1, cbl, 
cd2ap, centg3, clta, cltc, coro1c, cplx2, dnm2, hmg2l1,
ihpk1, itsn2, lin7c, map4k2, mon2, mrc, pacsin1, picalm,
rab14, rims4, sec22b, sec24a, sh3gl2, snap25, snx5, syt,
trappc3, unc13a, vamp2, vamp4, vps54, ywhaq

actin related and
actin binding genes

gene name

actin related and actin binding genes

miR-1 TS

cnn3a

miR-133 TS

7mer x5 7mer

cnn2 8mer, 7mer x2

arpc4l 7mer

actr3 8mer

pfn2l 7mer, 6mer 7mer

arpc5b

7merpfn2

7mer 3 sites

bactin1 7mer 6mer

cnn3b 7mer 7mer, 6mer

coro1c 8mer 7mer

arpc5a 7mer

tpm3

dctn5

8mer x2

8mer

gene name

vesicular transport related genes

miR-1 TS miR-133 TS

sec23b 8mer, 6mer 7mer

ap2s1 7mer

picalm 7mer

prkci 7mer, 6mer 8mer, 7mer, 6mer

yipf5 7mer

arcn1 8mer

7mercope

arcn1l 8mer

copz1 8mer, 7mer

ap2m1 7mer 7mer

snx5 8mer

rab14 7mer, 6mer

rab13 8mer

A

B C

D

# of genes Fold enrichmentGO term (biological process) p-value (Benjamini)

>2 criteria, targets GO:0030029  actin filament-based process 8 6.91 1.8E-2

GO:0006461  protein complex assembly 10 5.48 5.0E-3

GO:0016192  vesicle-mediated transport 16 5.32 7.0E-5

>2 criteria, non-targets GO:0006260  DNA replication 10 8.57 6.0E-4

GO:0006259  DNA metabolic process 18 3.53 4.0E-3

low in muscle GO:0006260  DNA replication 18 2.76 3.0E-3

GO:0009887  organ morphogenesis 44 1.95 8.2E-5

GO:0009653  anatomical structure morphogenesis 78 1.68 1.6E-5

bactin2 7mer, 6mer

pdlim1

parva

8mer, 7mer x2

7mer, 6mer 7mer

*

*

*
*

*

*
*

*validated targets

ap2b1 7mer 6mer

clta 8mer

*validated targets

*
*

*

*

*

conserved targets
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p-value

8.0E-5

4.7E-5

1.0E-7

6.8E-7

5.7E-6

6.8E-6
8.5E-7

9.0E-4




