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Figure S1: Principal component analysis (PCA) of spot maps versus all proteins.
Left panel: spot loading plot. Right panel: Without spot preselection and with a global analysis, spot
maps are separated following experimental groups (control, miR-378 transfection, miR-378*

transfection).
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rno-miR-378 3'ggaagacugaggulCAGGUCa 5°
mRNA 5’ AGUCCAG 3’

rno-miR-378* 3’uguguccuggaccuCAGUCCUc 57

mRNA 3’ GUCAGGA 5°
Ldha
Positions 9802-98e7 uccusgracuucacutUlCACgcugeagcog Rat
Position 9367-9571 uccuogcacuucacutIi CAGgcugeagcog Mouse
Position 13246-13250 <acugaacougd CudGUCCAacauumanuce Human
Gmppa
Position 7325-7339 wgCCuaccegoucudICCAGanagoaccug Ret
Position 713@-7135 ugccuggcucgoucutlUiCAGauaggaccug Mouse
Position B@85-5a19 QUuUgRCCogCucutICCAGagagoaccog Human
Actnd
Positions 72372-72377 and 72397-72402 og<LCcongugcouGlCCAGgeaccgcugeccunegat CUCCAGCagaggacac Rat
Positions E8399-68484 and 68424-68429 ggccccougugeauutLC CALgoaccgecugaccuaagal L CALcagaggacac Mouse
Position 82203-32214 0gCCCcouguge Ut CALGOACUGCCUgGOCCOUGgagaagccogragoaqg Huran
Acts
Position 2806-2£11 uacgegeucucucucclCAGGAcgacaoucga Rat
Postition 2762-2767 vocggucucucuc cUCAGGACgacaoucgo Mouse
Position 2806-2811 uacgegeucucucucclCAGGAcgacacucga Human
Vim
Position 8268-8273 gocuuuacugcoguuulCAGLAgGCgcoogaua Rat
Position 3303-3308 caanscugCogaulCAGLAG g Congaue Mouse
Position 9112-9117 geauucugcoguauulCAGGAGCgCongaue Huaron
Calu
Positions 25768-25765 o 9 AgulCAGGAGaY g Rat
Position 26889-26814 goucaoucagocaugulCAGLAGagacoaage Mouse
Position 30295-38300 goucasuaagocaugulCAGGAgagageanng Huaran
Grp78
Positions 3&80-3485 ond 4390-41%% asnguoesaueduggec UCAGGAaCLLAICguLg  uuucacegugCcCal GUCCAGY Rot
Positions 4067-4072 ord 4577-4533 ANGUOAaUECUYGeCUCAGGACLLAIC gULAG . uLuCacegug CcCCal GUCCAGY Mouse
Positions 4337-4842 and 5349-535% oUUgUEaaLEcUggacCAGGAT CULLLGULA . ULUCacagUg cCcalLLC CAG Humon
Ppia
Positions 3735-3748 ond 3342-3347 CougEagguuanget Il CAGgaouggcoog . CCoumc cuucuguagcUCAGLAgagcac e Rot
Positions 3684-3689 ond 3792-3797 CaugeagCguuan gt CAGQaouegCaed . CCoLmc cuntuguagcUCAGGAgagCgucccy Mouse
Positions 4721-4726 ond 4829-4334 COLYOE<gCuLLgg L CALgaaugeang. CCauudcuucuguagc UICAGGAgagCacccdu Huaron

Figure S2: 3'UTR sequence conservation between rat, mouse and human. Seed match 7mer
+ m8 binding sites are shown in red for miR-378 and in blue for miR-378*. Positions are

based on numbering from the GenBank gene database.



