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Statins have been being studied for their proapoptic and antimetastatic effects. However,
the exact mechanisms of their anticancer action are still unclear. In this study, we
identified miRNAs affected by treatment of statins, and mRNAs, targeted by the identified
miRNAs, which are concerned with progression of prostate cancer. In PC-3 cells, the
expressions of miR-210 and miR-375 were up—regulated by simvastatin. Moreover, INSIGI,
which is a target of miR-210 and down-regulated by simvastatin, seemed to play a role
in the antitumoral effects of statin.
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(1)

miRNA Fold Change regulation
hsa-miR-375 9.47729 up
hsa-miR-210 3.5479422 up
hsa-miR-148a 2.6899185 up
hsa-miR-22 2.5113654 up
(2)

miR-210

ESCO2 9.00
SCARA3 741
ESCO2 6.61
RAB3B 4.53
TMEM20 4.53
MCM8 3.88
STMN1 3.46
INSIG1 3.04
ZNF618 3.00
RUNX3 2.89
RUNX3 2.78
ERP27 2.72
BNC2 2.66
AKAP7 2.53
SLC2A4RG 2.52
IPO5 243
FKBP1B 241
FBXO05 2.40
CACNA2D2 240
SCARA3 2.31
IPO5 2.31
E2F3 225
CHN1 2.23
RRP1B 2.05
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MATN3
CEMNPM
CEMNPM
PDE4B
HELLS
EFEMP1
RFC3
MND1
MATN3
SKA3
EMNCA
MPP2
IGFBP4
WDHD1
RFC3
ZMNF385B
PDESE
DEPDC1B
AURKB
CDKB
GDF11
STARD13
GLS2
ZRANB3
INSIGT
IFITZ
NMT2
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(4) #p<0. 05 vs n(negative control)
MTS assay

MTS ratio
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(5) #p<0. 05 vs n(negative control)

Migration assay
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