Knockdown of microRNA-214-3p Promotes Tumor Growth and Epithelial-
Mesenchymal Transition in Prostate Cancer
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Supplementary Figure S1. Downregulation of miR-214 in PCa cell lines (A) DNA cleavage of miR-214 in PC3
clonal (D2 clone) and pooled cells by CRISPR/Cas9 is detected by PCR assay. (B) The relative expression of
miR-214 was determined by gRT-PCR in WT PC3 cells compared to pooled miR-214KO PC3 cells. MiRNA levels
were normalized to that of U44 RNA. Data are presented as mean = SEM, *** p < 0.0005. (C) Representative images
of the effect of knockdown of miR-214 on PC3 and MDA-PCa-2b cell colony formation were determined by colony

formation assay.
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Supplementary Figure S2.
Immunofluorescence
staining of EMT markers
and E-Cadherin protein
expression in PC3 cells (A)
F-actin, E-Cadherin, N-
Cadherin, and Vimentin
staining of miR-214 WT and
KO PC3 cells. (B) Additional
western blot analysis of E-
Cadherin expression, from
different PC3 cell lysates.
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Supplementary Figure S3. Effect of miR-214 overexpression in miR-214-depleted PCa cells (A) Overexpression of miR-214 increased the expression of
miR-214 in miR-214KO miR-214 mimic and WT miR-214 mimic PC3 and MDA-PCa-2b cells compared to miR-214KO NC mimic and WT NC mimic,
respectively. The expression was determined by gRT-PCR, and U44 served as an internal control. (B) Wound healing assays were performed to investigate the
changes of WT and miR-214KO PC3 cell migration ability upon overexpression of miR-214 compared with their negative controls. Representative
photographs are presented in the left panels, the scratch area was calculated and graphically shown in the right panel. Data are presented as mean £ SEM one-
way ANOVA using Tukey's multiple comparisons test, *p < 0.05, ***p < 0.0005, NS = not significant.



Table S1. Primer sets used for gRT-PCR

Primer sets Primers Sequences (5'-3')
PTK6 Forward CCTCTCCCATGACCACAATATC
Reverse GAGAATCCCAAAGGACCAGAC
E-Cadherin Forward CTC GACACC CGATTCAAAGT
Reverse CCAGGC GTAGAC CAAGAAAT
N-Cadherin Forward GAC AGT TCC TGA GGG ATC AAA
Reverse CGATTC TGTACCTCAACATCCC
Vimentin Forward CAGCTTTCAAGT GCCTTTCTG
Reverse CTT GTAGGAGTGTCGGTTGTT
CXCR4 Forward CCACCATCTACTCCATCATCTTC
Reverse ACTTGTCCGTCATGCTTCTC
PD-L1 Forward TCACTA CACAGCCCTCCTAA
Reverse ACA CCAGAATAT GGC CAAGAG
SESN3 Forward CTT CAG CACCGTACACCTAATC
Reverse GAG GAA GAAGCAGGCAGAAA
ALK Forward CCCATCTTT GACCCTACAGTTC
Reverse GAGTTCTGGTAGGCGTTGTT
SEMAGD Forward GTCCTCATCACCTGTGTCTTT
Reverse GGC GGACTCTGCATCTTTAT
PTN Forward CCATGAAGA CCCAGAGAT GTAAG
Reverse CAG GCCTGGAACTGGTATTT
EPHAS Forward CCAGTGATGTCT GGAGTTATGG
Reverse GCCTTCCTCTACCGCTTTAAT
HSD17B2 Forward AGCACTTTCTTC TCG GACAC
Reverse GCCCTGAGCTCTTCTTGTATT
CYP1B1 Forward CTG TCT TGG GCTACCACATT
Reverse GGATCAAAGTTCTCCGGGTTA
ADORAL1 Forward ACCTGGAGGTCTTCTACCTAATC
Reverse TCT TCAGCT CCT TCC CAT AGT
SAAl Forward TGATCAGGC TGC CAATGAA
Reverse TCC TGA GAG CAGAGT GAAGA
DTX4 Forward GTC CCT CAT CTC CCT CATCTAT
Reverse GCAGATTGGACCAGACCATATT
GAPDH Forward GGT GTG AAC CAT GAG AAG TAT GA

Reverse

GAG TCCTTC CAC GAT ACCAAAG




Table S2. Top 50 dysregulated mRNAs in PC3 cells Table S3. Top 50 dysregulated mMRNAs in MDA-PCa-2b cells

Gene name log2Fold pvalue padj Gene name log2Fold pvalue padj Gene.name log2Fold pvalue padj Gene.name log2Fold pvalue
Change Change Change Change
Up- Down- Up- Down-
regulated regulated regulated regulated
AL513323.1 9.93  6.94E-17 545E-16  KRT16 950  161E-14 1.10E-13 MUC12 781  164E-10 7.04E-10  MYCN -r17 110E-08  4.12E-08
NI =7 5 5 TPRSSE 858 BEGES 5IIED FRG2HP 738  221E-09 8.72E-09  CPAG 697  3.38E-08 1.22E-07
PLD5 752  446E-13 2.74E-12  MIR205HG 853  7.74E-13  4.68E-12 ST 52 5 5 NG ot [5IEI95 308515
=EPM? 504 20RE.124 274 RTI B SliEl; 1ZEIl EPHAG 625  4.90E-13 250E-12  WIFL 643  117E-81 3.92E-80
122 AC021534.1 608  L1IE-06 351E06  SFTA3 642  132E-09 5.29E-09

FO538757.2 6.87  153E-33 249E-33  AC0063722  -845  226E-12 1.32E-11

MRAP2 543  946E-10 3.83E-09  GSTAZ 6.10  121E-26 1.14E-25
PCSK5 6.83  7.16E-48 169E-46 _ CEACAMS5 837  250E-12 1.46E-11

LINCO1518 542  6.60E-07 2.13E-06  NKX2-8 585  107E-97 4.61E-96
AUTS2 637  198E-21 196E-20  KRTL7 825  472E-12 2.71E-11

TRIM49 540  6.98E-07 2.25E-06  POUGF2 566  154E-10 6.65E-10
TMEM108- 633  3.34E-07 128E-06  DAPPL 818  195E-15 141lE-14
AS1 CNTN5 526  7.81E-243 L69E- PCSK5 544  524E-15  3.02E-14
ADAMTS9 6.24  139E-20 1.32E-19  ZNF486 784  128E-10 6.61E-10 240

GPC5-AS1 522  3.72E-85 133E83  HOTAIR 523  880E-41 1.28E-39
NLGN4X 6.14  101E-30 143E29  CASP14 784  143E-10 7.37E-10

CREB5 518  248E-06 7.53E-06  GBA3 472  4.18E-09 1.62E-08
UBE2QLL 6.00 1.26E-135 1.05E- ZBTB7C 780  7.65E-11  4.03E-10

133 MBNL2 513  520E-23 437/E-22  ADORAL 464  157E-37 2.07E-36

CSMD2 589  4.92E-15 347E-14  MAL 779  1.72E-10 8.80E-10

DCAF4L2 509  1.32E-152 LI7E- TMTCL 452 0 0
PDPN 556  5.89E-16 442E-15  SLC43A3 773  891E-147 8.53E-145 150

LRP12 508  L09E-51 2.05E-50  GSTAL 446  5.77E-210 8.77E-208
PTPN5 548  7.77E-10 3.81E-09  MACCL 772  3.48E-74 1.35E-72

AP005435.1 508  2.10E22 169E-21  GLBIL3 442  285E-14 157E-13
SOBP 538  3.19E-20 2.99E-19  CALB2 764  381E-10 1.91E-09

STMN4 507  461E-13 236E-12  RORB 436 4.74E-22 3.76E-21
CNTNL 515  1.04E-41 200E-40  TRIM29 740  2.29E-18 1.94E-17

PCGEM1 477  127E-30 138E-29  JCAD 434  355E-95 1.46E-03
MNL1 479  147E-96 7.75E-95  AC245041.1  -7.37  9.43E-10 4.59E-09

AP001610.2 472  2.86E-07 956E-07  HSDL/B2 430  1.96E-10 8.38E-10
RNF152 471  244E-18 2.06E-17  KCNK5 735  2.40E-09 1.13E-08

CORIN 470  7.22E50 120E-48  LINC02463 430  854E-09 3.23E-08
RUBCNL 469  4.72E-09 217E-08  UGTIAL 735  250E-09 1.17E-08

AC010967.1 469  3.29E-07 LO09E-06  HOXCL2 422  321E-123 1.99E-121
TMEM200A 468  5.92E-18 4.89E-17  WNTIO0A 724  217E-09 1.02E-08

CHRM3 464  2.65E-270 6.86E- EMLG 412 560E-200 7.77E-198
ESM1 4.68 0 0 CYP1B1 717 427E-125 3.25E-123 268
GABRQ 459  230E-10 117E-09  ST4 717 1.21E-291 3.85E-289 DYNCLIL 463 712629 7.22E-28  HPSE2 209 249E-275 6.69E-273
CHRDL1 451 17IE-16 1.32B-15  FERIL6 14 4817 387E-16 PLPPR4 461  369E-16 224E-15  CHNZ 409  308E-09 1.20E-08
MUMLLL 448  7.94E-15 552E-14  SI100AL4 706 4.47E-227 8.45E-225 A5 T ST I0ELL CieTs TF S Ei 99l




