ERFEARSE T 6 X4 12 OP 5 7%= 40 Ae
YR FNEE TS E RN 5 T 3R

R ERALVEHAD 2 REHA K FE R A
(1. WTTA8 TR0 B2 B, W TT O 31002232, i T48 Jb R BFE 58 7, Wi T e 310022)

# ZE.[HHK] PDCD6 J&:—FhFE P A M AU T RE K, JLAFOK | B A AN IF 92 IERH PDCD6 #
—E RS 1] DA Bk O SR A S B AT A L SR, B AR Y TALRE A i — A
UE [ 546 ] R 55 7 shRNA kR HO-8910PM 1) PDCD6 7K F- |, L) 28 s A4 AE g B 1 %ot B 41
U H 4 A9 4 RNA L, T Allumila 26 RS 2087, BAE S EE 2 K, I A28 2 7 PCR
IAE A A 2= R, (S50 ] RPN R Z5 LW PDCD6 w5 5 36 A 133 N £ ILAE
WEER HA 101 DIEF KL T, 32 /\%ﬂ%%ﬁiiﬁfh%Iﬂﬂ]ﬁﬁ%*ﬁﬁ%”ﬁﬁ]%%ﬂ%éﬂi
MR T BEAE R AT RS R AT AR A O R R R MAPK {5 5l s &=
B I A FGFR . MAP2K1/MEK] ,MAP2K2/MEK2 . MYC ,FOS, RT-PCR ¥&3F %% 5 7R |
PDCD6 #il& J5 CCND1 .MYC ,ANGPTLA ,BMP2.CXCL16 % mRNA B335 b %) B8 25 1 *rﬂ:
W, SIS A A . (4518 ] PDCD6 T REil it 98 CCNDI . MYC,ANGPT4 ,BMP2 #i
CXCL16 B WS MAPK 5558 B% Mﬁﬁﬁﬂﬂﬂ%ﬁ?éuﬁﬂﬁﬂﬁiﬁﬁmﬂz
17_PDCD6,§D%H“FWJ§ﬁ,$§$Z,MAPK 510
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Effector Moleculars of PDCD6 Promote the Proliferation and

Metastasis in Ovarian Cancer Cell

XU Hai-yan',PAN Xiao-dan', YING Li-sha'?, et al.

(1.Zhejiang Cancer Hospital ,Hangzhou 310022 ,China;?2. Zhejiang Cancer Institute ,Hangzhou
310022, China)

Abstract ; [ Purpose | PDCD6 is the abbreviation of programmed cell death 6. In recent studies it
has been shown that PDCD6 can promote the proliferation and migration of ovarian cancer cells
in a certain extent. However,its exact further molecular mechanism needs further research.
[Methods ] According to the previous experimental results, HO-8910PM cells treated with pGC-

SIL-GFP-shRNA-PDCD6 virus solution (MOI2) for 72h as the experimental group,and HO-
8910PM cells treated with pGCSIL-GFP-shRNA-mock virus solution (MOI2) as the control group.
Then,total RNA of HO-8910PM cells was extracted,amplified ¢cRNA marked biotin,which al-

lomixis with Hlumina chip to scan,and analyzed by Illumina bead studio application software and
DAVID database. Experiment was repeated twice. Several significant different expression genes
were screened which related to tumor cells proliferation , apoptosis and migration,and verified by
RT-PCR. [Results] Gene chip suggested that there was a clear difference in 133 genes(diffscore
less than —13 or greater than 13),in detail, expression of 101 genes downregulated and expression
of 32 genes upregulated. Gene function analysis revealed they correlated with apoptosis, prolifera-
tion, cycle, migration , angiogenesis and so on. Signaling pathway enrichment analysis showed that
the classic MAP kinase pathway (ERK1/2,extracellular signal-regulated kinase) had been activated.
The main actived genes included FGFR, MAP2KI/MEK1, MAP2K2/MEK2,MYC and FOS. RT-
PCR results showed that the mRNA expressions of CCND1,MYC,ANGPTL4,BMP2 and CXCLI6
were significantly lower than those in control group,which the result was similar as the chip’s.
[Conclusion] PDCD6 might promote ovarian cancer cell proliferation and metastasis by upregulating
the CCND1,MYC,ANGPT4,BMP2 and CXCLI16 gene expression through the MAPK signaling
pathway.

Subject words: PDCD6 ; ovarian neoplasms ; proliferation ; metastasis ; MAPK signal pathway
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7 T DA AR 0 AR R T, (RAE TR AT R
ANTBL R 5 FAELERIUN 35%,

U I FE T 28 T2 R R ARk B
EFEYFEARGIGHE LR, 1RZ 55 %50 595
() R R HLRN HEAT T 7 2 BRI ST, IR 4 i 3R 45 m) 7
BT R A (EMT) 1 3o 72 0 H BB A% 5% 5 1) 43 1 il 2
Jii BE S AN W7 485 B AN (SR T b 97 4 i 28 O35t % 2% 1)
U W T 5 R RO SR B A B R g
MR GRS Ham T R ENE 2 RS 5
TR A A5 A R DRI TS LA R i R TR 1 O BT
JHORH G R PR A 1 T 06 M 52 2 LR RN 2 4515 5l
& o T LA 34 AH G 58 PRATS J= FRATT R R M i 43 ¥
BLI A B BT 55

A VR ZH TE BT 5E b AR A T 2 PR O S
S0 Ak , 530 S N B SR 40 i R HO-8910 i 4% B
O\ B 98 40 il 22 HO-8910PM ™, i 1t 7 11 3 ik 1%
BRI R, Hohf 17 M RENEREREE
FrPEANIAE T 8 H PDCD6 25 53 8 (B 3% IR 2 il
1h 4  PDCD6 RNA 189 1 244 |, % 5 % 35 PDCD6
) HO-8910PM 4l i #E 17 PDCD6 & R L Kk, K&
PDCD6 7E— & F2EE - e if

S-200 Zfi Ak 4 (Ilumina 23 7 ) | B %5 ¥ 45 1% (Scanvac
) AR BB R (Mumina 23 7)) 8 A H# A (T1-
lumina /A &) . 2 FH R K AL (NanoDrop 2
H) AT HL FD5-4B(SIM 7424 R ) (7500 9806 € H
PCR 1 (ABI 22 7 ) S1000 # B PCR {X (Bio-Rad 2
ml) L R UKAS (=) . R R E ES O HL HER-
AEOS1.0 R(FEE % ) [ w)) AR & XA - F i
B ML LDZ5-2 B (B /R 23 w] ) A5 UE I R v e
(20w L BIE R TR A8 (12 RE ) (i A T
/K18 DKB-8A (K§ A~ H]) o
1.3 FZEi{H

[lumina Bead Array . Illumina® TotalPrep RNA
P40 & Tlumina A 42 5P 4 R B35 05 22 &8
R & TRIzol R W . S INEE . AT 75% L B
(RNase-free) , G 7K £ I Milli-Q 7K (RNase-free) | i
RNA #2807 & (RNeasy Mini Kit, Qiagen) | % §% 5%
i F & (SuperScript First-Strand Synthesis System,
Invitrogen) \PCR i 7l & (Platinum® SYBR® Green
qPCR SuperMix-UDG with Rox, Invitrogen)
1.4 PCR 3|#FF 5(Table 1)

Table 1 Sequence of primers

O S S A L ) G G R iE RS, Gene

Forward primer

Reverse primer

5 BR B 177 %% B4 3R 48 5 PD- GAPDH GAAGGTGAAGGTCGGAGTC GAAGATGGTGATGGGATTTC
- . PDCD6 TGACCAGTTCCACGACATCCTCAT — TTGGCTCTTTCCATGTTGTGCTGC
CD6 /' By 1= ik A
il jz F Rk : #m CCNDI TGGAGGTCTGCGAGGAACA GCAGGCGGCTCTTTTTCAC
JopR I kA I I > e CCTGGTGCTCCATGAGGAGA CTCCAGCAGAAGGTGATCCAGA
F PDCD6 IR FE LB H ,EK  ANGPTI4 TCCGCAGGGACAAGAACTG GGCCGTTGAGGTTGGAATG
KU, LB L g BMP2 GGAACGGACATTCGGTCCT GGAAGCAGCAACGCTAGAAG
. . . CD44 GAGCAAACACAACCTCTGGTCCTA  GACTGCAATGCAAACTGCAAGAA

By Al Sy TS T R R
i N - ”}FU /J N TGM2 CCCAGCAGGGCTTTATCTACCA GCAGATGTCTAGGATCCCATCTTCA
PRI, XRPRBM I FIH oxerie  TGGCCATCATCTTCATCCTCA CAGGTATTAGAGTCAGGTGCCACAG

AR I, FATEH T

[lumina Bead Array >Rt PDCD6 1 FH 12500 F [H
DL KRR O B0 15 B AL Sl %, A2 1K P TR B 3
PDCDG6 75 5P 52 H Fr47y 18 19 A 44,

1 #HE7FE

1.1 ZARakk
1o B B8 B9 S5 9 40 U bk HO-8910PM (3 V1,45 b Jga
BE) .

12 FENEHFIEE
22 28 (IMumina 23 7] ) 4% 3 At (Hybex 28 7] ) |
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1.5 ELWAHE
1.5.1 w3k

HO-8910 F1 HO-8910PM 4 g 78 & 10% K 4= Ifi.
1 RPMI-1640 15 #= 3 4, 5%C0, 37°CHH i 15 32 48
T L IR, B RORES R4 70%~80% %% FE 1Y) 4
JfL AT A AR IO B8 A 1 A4t L 1 52 56
1.5.2  fm Rk 4 & % RNA #23

HO-8910PM 41 Jifd 75 1640 £ 37 W Hh i B 2k K |
ML A N 30% ~50% B 43 5 A pGCSIL-GFP-
shRNA-PDCD6 Al pGCSIL-GFP-shRNA-mock 5 7% i
(MOI2) B %t HO-8910PM 41 il ,72h J& 25 Bk 1640 +%
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FEWE o B AN 2ml TRIzol, ¥ # 3] RNase-free FJ
AT, MW 2T R E AT B Y B
SEAKEHR I WA o BT S AR R I WA B & 15ml
BOEH T 4C .12 000g B0 10min, /N TR
WG AR 15ml B0 A, 1E 15°C~30°CTT & Smin.,
IS, 3 BB 08 5, RS EO% 7 15C~
30°CHL & 3min, 4°C .12 000g &> 15min, /)N HLEL
B, IR B E 5 — 15ml B0, W L
SRR A ) B0 A TR A TR S WA 7E 15°C~
30°CHLE 10min, 4°C .12 000g &> 10min, 32 L
B, B M BENN A 75% 2,15 Sml, 552 A 81 5 4%
BLLEERE NOFRE OB, A 75% 1 10ml,
TE R e f L J6 BT IR ; T 49C .8 000g 520> 10min,, 7]
g B RO, BRI R T B R
T AES v T 8 U0 TE Smin, i1 A RNase-free i
Milli-Q 7K 58 421 fift RNA VL5 , -80°CLA7F

1.5.3  3RAFARIT (VAT ARk i 4T)

T — B K1 1.5ml Eppendorf 4 IR A
LR (R R 2R B R S0, LR 3R 7 35
RNase-free) :ddH,0 23pul, i35 4% 3£ 519 5u1, &1 RNA
50~100pg, JR 1R S) , B F 70°CK¥E 10min B JF
S0 0 e ) O O 71 | NI 5 A . 51| I UL R 2 g 52
W 10l , DTT Sl dNTPs 4l 1M )5 75 1 25 Hoin A L
AR ¢ 3905 S5 2ul, CyS5-dCTP 8% Cy3-dCTP 3ul,
HF48 #0474 BE LR SITFE S, FI8 2min, FF Eppen-
dorf & & F 42°C/K I 2h, KK AE Eppendorf 5 10
AbRiciFl 1 4pl,65°C/K % 10min J&5 AP IC 12 5]
I 4plo AT, & IR AR SEE0 4, ke, B2 il T
2 50ul Ze A7, fd 1 DNA 4t (s 2 mviie ) 4tk
DNA, KRR IR & 2% L RIZUR G #5), &iT
DU AR A o O A TO0 3 1) /0N B A DU 3 22— T i
WA T o 85 Bk o B AR BT 1.5ml 9 Eppendorf
G, DL 3 000rpm £5.0 Imin FHAE & T 05 — 180
1.5ml Eppendorf % H7 | Z4st T (115 | KA i 12 02 fin 38
B v B Fp ] T ROR R ShAE AR . 2L 3 000rpm
B0 2min, AL RE S R AE SR Ep-
pendorf & H1, IIAFRICIAG T 8pl, ELAsHh T
154 &R

B ) T4 ik . 2% 38R 1 A % Eppendorf
i IRGIRASE INAZRZERA 0 2 1A, B el 4f
(TR 44 22 B 95°CoK T4 i N A5 P 2min , K 7 191 44

MR 2015 5% 21 % 2 H

SERIBE A 95 COK s i N 2 14 30s, B M S
RIS A TEIK LB 30s, Bt B 2 A8 M T A 28 W
PR RSPR S A o ¥ i N S N o
42°CHIZ 2L 5~6h,
155 ZHZA®%A

FEA T I EEEHE o 6.5u] 22 283K5% 1, 7oy
RA) R . A 6.5l 2238350 1T, 1R 2
= o WA s 3 BUR T ddH,0 sk KR
BT 95C/AKE A 2min; B A B T 95°C/K I AR
£ 30s, 3¢ 1 O 3R TC 7K B 30s, #REF B 5
BFUKLE CBARICE ) cDNA 48R R E TR L,
BT A S8CA M WA ACE A (14~20h) . Z iR
R A, R VE U (58 ¥ E1BC VEWR TR R 24 SR
&R Th), T4
1.5.6 1245 F ¥k B

FH Mlumina iscan F 4 406585 3547 £ 152 B
I, PG & B B B A B B A A ek
R EREEER TSP ONNE € (=N PO K AR WY N B
J7 %y 20~30 A H 52 ok T A (] b bk e 5 ik i 25
GRS BN B PRET A5 SR . B ERIR S K
B A T IR R S Rk A
157 AWz 8F oM

It A %4 H Tlumina beadstudio application 43
e e AT o0 BT o AR S e #E0 I3 — Ak 7 ¥ P 2y
B, It e R S B SRR 8 R B A A R gk AT
O3B, TS RS R B AR B s SR 1F S (E, B
B A A7 3008 52 B RS AE T (258 AR S Ry F
Y5 518 (Avg_Signal ) , 15 Hi P 1B 1 22 5 43 %5 (Diff-
score ), Diffscore & M1 P (B 55 10 >k 1), 243t — A4~
WP, PAE S S50 4 O B2 S 35945 5 22 57
JRta SO = X N = /N 1 Diffscore=10Xsgn (.= cond)
xlogi(p). 4 P{E M 0.05, Diffscore=+13; P{E 4 0.01,
Diffscore=+20; P {fi >4y 0.001 , Diffscore=+30, 5 441 5
Xof B2 P AT AT — 21 A SO R (P<0.05) , HL 32 56 2H A
A Diffscore /NT=13 3R T 13 RISy 22 7564

22 IR AL F) DAVID 5 E  (http: /david.
abcenciferfgov/) X 25 5738 A T DI RE 43S AR BEANST .
1.5.8 RT-PCR 3&iE

AR RNA (7S L 1.5.2) , e & 390 4% 5 S p
R (F R0 & UL R AE ), SN 25 #F :37°C 15min,
85%C S5s, L9 i PCR ¥ 34443057 & U I 2 1E
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PEAT, BV A% :95%C 2min, 95°C 30s,57°C 40s (40
MEFR) .
159 %itsam

S5 41 RO R Y Bt 2 R e A o 25 R OR
PR 022 50 e K5 o LLBE R H I S
(GAPDH) >}y N Z: % B8, 3 R R X6 85 4k 4 Sl e A
A [1-20%DTx100% 118 . P<0.05 #iN N E R A 50T
258 X, SPSS16.0 GEd T #7437

2 #F R

2.1 PDCD6 %Rz 43 F #1155 18 B 1Y I 32

LA siRNA-PDCD6 ¥ % HO-8910PM 41l Jiil bk 1F
o SEE A S AR etk A D 0 IR A R T2h )
Allumila & F &5 B, 76 2 WS b HoA &2 M
A A e B AT 133 4| Diffscore /N T -13 5
KT 13, Hr, 101 DM ETH PDCD6 #ikZ il
MR, 32 DB RIE B 16 A EEN 22 5 e B AT
3 M (Diffscore /N F-30 L K F 30, P {E M 0.001),
EANE ANGPTLA (I8 LR A KR & H 4) (IER3
(RN FE A 3) (CCNDI(FI 1% D1) . PDCD6,CNIH
(cornichon ZE %) .BMP2 (HIEAKAEEH 2).
TGM2(H 2% 45 2 Wt Wic i 2C 22 k) (SAAT (I TE
BitEE A1) [ TRIM31 (% —HKEEIT 31) MYC (c-
myc avian myelocytomatosis viral oncogene homolog) |
CDA4 (47 Wi 240 Jf BB 4 1) L CXCLI6(#afk Y 7 Be ik
16) .C30rf34 (chromosome 3 open reading frame 34,
Ye A 3 IF B B2 HE 34/CEP19) \CAT (HEALT )
TNFRSFI2A (98 SR 5 R e 488 R LI 12A)
METTL21A(W BEALH: B A 21A) . ENO2(Hi B i 2)
(Table 2),

S TR WoRTE 133 N2 R R A 15
AN DR 200 L L A0 N 4 N O A G, 23 R
WNTS5A (wingless-type MMTV integration site family,
membet SA, TEF I MMTV %4 (L s K i 5A) (E2F3
(E2F transcription factor 3,E2F %% 5% [ ¥ 3) BMP2,
FGFR3(LAT AN - K I 732 14 3) MAP2KI (mi-
togen-activated protein kinase kinase 1 {2 73%4 % i 1%
P 1 PR RE 1, MEK1)  PSA (i 91 Bt S 5 i) |
MAP2K2(mitogen-activated protein kinase kinase 2 fi£
o3 R R T AL B PO RS 2/MEK?2)  FOS . LAMB3
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(A% H ,beta 3) . CCNDI1 ,CDKNIA (JH#1 £ #K
M B SO S R R 1A/p21)  HIFTA(SAGE I
T 1a) TCGFAF AL E K F o) CRK(Z5 G EH).,
MYC,B: 7 CDKNIA(P21) 3P ik bR oh , HoAth 3
Kk PDCD6 W THeimi Fid, A 12 A3 5 41l
ERHE, BN CD24 .CD44 ,CXCL16 . CTGF
(B8 HSVERK T )  GPXT (4B K3t %8 Ak 4y fity
1) HIFIA ITGA5(# 4 % o5) SCARBI(B 25358 k%
ZAR 1) SAAL,SDCBP(FEZ5H M) . TNFRSFI12A
BMP2; A7 12 AR 5 i 4 A BUH G, 43 5k
ANGPTLA4 ,CD44 . HIFIA . TGM2 . TNFRSFI2A ,CDH5
(cadherin 5 ,type 2,vascular endothelium, Ifil 5 PN 7 £5
i 1 5/CD144) .CTGF ,GPX1 . HMOX1(1fiL £T & A1k
1) .PLCD3 (phospholipase C,delta 1,84 2 L B %
JE W C-delta-1) ,POFUTI (1 O FHiEMHIEE 1),
TGFA,

15 538 5 4 B A B s MAPK (22 24 1l J TG
LB AME) [Fomkn EEsE, EEWRAmY
MAP i 3m B% (ERK1/2, 41 M A 5 0875 ), #2R
PDCD6 5 MAPK {5538 i OC R % YIS0 1Y 2
N4 . FGFR, MAP2K1/MEK1 ,MAP2K2/MEK2, MYC,
FOS(Figure 1),

2.2 2RI RT-PCR RilE

N T IR A SR R R T K
22 SR I H S MR A SRS R LA
FFEH AT RT-PCR, HARILH AT .PDCD6,CCNDI,
MYC ,ANGPTL4 ,BMP2 ,CXCLI6 . CD44 1 TGM2,
GAPDH % R HEMH

PDCD6 335 T4t 72h J5 ,RT-PCR %% 5 i /R 5
¥:41 PDCD6,CCND1 MYC ,ANGPTL4.BMP2.CXCL16
FE mRNA A2 35 BT R 20 BH S R 08, R R AG A% %k
43514 0.42.0.80.0.81,0.45.0.52 F1 0.63, 5 H At
R 45 R AR ; CD44 mRNA #9635 16 PDCD6 T4k
HI 5 A — 3, 5 85 1A — 30, TEM2 FE A mR-
NA (R 2R Lo BRI B B, k88U 80

XFREZLY) 1.94 £%, 5005 7 45 5448 & (Figure 2) .
3 % i

FA10 45 B T3 PDCD6 54 133 A~ 3L B
FiRBEZ o As , T H PDCD6 5 MAPK {553 % AH
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Table 2 The differentially expressed genes compared with control group after
PDCDé6 silenced in HO-8910PM

Differences
Average signal value SCOTes
Serial number Gene (Experiment
Experiment Control group/Control
group group group)

NM_139314.1 ANGPTLA4 1034.462 246.3375 -111.4391
NM_052815.1 IER3 1426.125 480.125 -103.8709
NM_053056.1 CCND1 2570.02 845.5538 -80.08738
NM_013232.2 PDCD6 6089.99 2840.414 -65.38726
NM_005776.2 CNIH 1642.149 675.2861 -55.47298
NM_001200.1 BMP2 2417.639 1118.493 -54.03774
NM_004613.2 TGM2 1570.589 760.3033 -50.75299
NM_199161.1 SAAI 578.8144 223.2638 -49.94543
NM_007028.3 TRIM31 279.3001 34.11269 -46.33543
NM_002467.3 MYC/CA125 1453.051 844.9333 -40.76341
NM_001001390.1 CD44 1710.771 945.7335 -40.67012
NM_022059.1 CXCLI6 1673.474 927.6967 -40.62125
NM_032898.2 C3orf34 1378.46 772.7425 -35.36158
NM_001752.2 CAT 1208.205 666.8956 -32.74743
NM_016639.1 TNFRSFI12A 549.7074 267.1208 -31.55627
NM_145280.3 METTL21A 1317.675 744.7003 -30.14152
NM_005628.1 SLCIAS 520.6897 248.1757 -29.65014
NM_000499.2 CYPIAI 281.1758 82.82457 -28.11267
NM_080388.1 SI00A16 899.0504 535.6234 -27.05424
NM_013230.2 CD24 325.7531 135.1721 -26.60909
NM_024334.1 TMEM43 1393.907 851.6302 -25.61006
NM_032164.2 ZNF394 881.1885 4949174 -25.27573
NM_133373.2 PLCD3 648.6524 330.405 -24.53148
NM_001024809.2 RARA 1050.448 616.4756 -24.28714
XR_037953.1 KRTI8P17 996.4095 609.7003 -24.18359
NM_080876.2 DUSP19 969.0093 612.3988 -23.75255
NM_018092.3 NETO2 573.2176 323.1963 -23.30955
NM_004036.2 ADCY3 2076.012 1298.872 -23.05353
NM_001003796.1 NHP2LI 1202.616 790.0913 -23.03301
XM_001726959.1 KRTI18P13 9934.081 6395.995 —-22.94428
NM_014033.2 METTL7A 762.6922 453.1979 -22.85102
NM_018319.3 TDP1 475.701 255.7177 -22.2489
NM_022170.1 EIF4H 2599.503 1752 -22.1551
NM_001001414.1 NCCRPI 252.5643 104.7152 -21.69776
NR_002196.1 HI9 13574.31 8029.214 -21.58005
NM_021991.1 JUP 3167.009 1982.252 -21.41373
NM_001251.1 CD68 1033.236 670.0057 -20.01693
NM_017582.5 UBE2Q1 419.0345 229.0511 -19.87095
NM_016533.4 NINJj2 1025.171 684.3736 —-19.80651
NM_000228.2 LAMB3 450.9892 267.0638 -19.79486
NM_001001561.1 GGAI 12967.59 9338.218 -19.72621
NM_004454.1 ETV5 112.4384 -8.64805 -19.62802
NM_024640.3 YRDC 957.3332 564.6428 -19.56876
NM_001901.1 CTGF 263.5352 113.5575 -19.358
NM_001531.1 MRI1 464.5917 269.8267 -18.92911
NM_003201.1 TFAM 2314.47 1573.655 -18.86117

MR 2015 5% 21 % 2 H

KAE 133 M 2EFRIXFEH A 15
MREEREFRE, GLIF
ANGPTL4 .IER3 ,CCNDI ,CNIH ,
BMP2.TGM2MYC SAA1,TRIM31,
CD44 . CXCLI16 , C3orf34 . CAT ,
TNFRSFI2A #l METTL21A, ]
Rfi#5 PDCD6 ik T i T i , 1
ENO2 F:H W k% PDCD6 3% ik
AT R, RS R A 2
A5 240 i J] 3 R B R DDA O
(CCND1 .MYC), B 141549
I AR AR G | B R 28 40 ¢
(ANGPTILA.TGM2,CD44.CXCLI6,
SAA1,TNFRSFI12A Fl BMP2), H:+
CCNDI1 .MYC ,ANGPTL4 . BMP2
Fl CXCL16 1£ )5 11 RT-PCR £
B PR E] T RS,

JEW & H (Cyclin) /& — 2K &
21 JE) 3O A S S A 2R Ak
SR EAR, ©5 Y
Bk 38 (CDK) 3 (] 52 i 40
M 17, CyclinD & G/S
i s A E W E A, A3
KGR B D1.D2 i1 D3, 435
CCND1,CCND2 F1 CCND3 %
%4if% , 5 CDK4 or CDK6 #HH.1F
FH A 210 0 ] 390 2 A vh 4y e 2 A
B A YA T
ik A X AE S SRR
T A B 5 S R T, CyelinD 19 45
KK EHE N, 5 CDK4/CDK6 JE i,
A, R0 T G/S
AGr I A 200 S 30 2 R e o
AL J B R #E PDCD6 5 5
K 1 BF SRR A0 i AR MAPK 15 5
18 B0  FGFR MAP2K1/MEK1 |
MAP2K2/MEK2 MY C . FOS #14k#%
PG, SRS, CCND1/CyclinD
FEIR K, TR B A0 i R AR
PSR BRI R ), an P21 ek
T 4 ,CDK4/CDK6 # i ,CyclinD-
CDK4/CDK6 & & W18 i, X i 73
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Table 2 The differentially expressed genes compared with control group after

PDCD6 silenced in HO-8910PM (Continued)

Differences
Average signal value ScoTes
Serial number Gene (Experiment
Experiment Control group/Control
group group group)
NM_001795.2 CDH5 235.9467 98.19299 -18.85672
NM_016823.2 CRK 1102.115 746.7683 -18.77768
NR_031742.1 MIR1978 2930.943 2037.721 -18.51421
NM_015352.1 POFUTI 2454.745 1687.256 -18.27818
NM_017906.2 PAKIIPI 1092.484 708.3932 -18.21371
NM_016183.2 MRTOA4 652.0524 427.4853 -18.18259
NM_201397.1 GPX1 10251.96 7045.499 -18.13597
NM_022451.9 NOC3L 734.1854 471.8804 -17.72087
NR_002808.1 Cl4orf85 1755.77 1231.928 -17.68495
NM_024662.1 NATI0 1301.785 915.5983 -17.573
NM_005505.3 SCARBI 1801.221 1210.087 -17.34048
NM_130442.1 ELMO1 177.9995 53.09619 -17.31528
NM_001949.2 E2F3 1421.321 987.0049 -17.30713
NM_000142.2 FGFR3 946.9206 631.4112 -17.29679
NM_152361.1 EID2B 1145.808 789.6635 -17.28925
NM_018093.1 WDR74 861.2834 583.8714 -17.23746
NM_015934.3 NOP58 1544.343 1066.659 -17.0145
NM_001530.2 HIFIA 767.7274 475.0567 -16.99824
NM_032993.1 NOLAI 298.7109 145.425 -16.96316
NM_030662.2 MAP2K2(MEK2) 514.541 291.498 -16.95387
NM_178812.2 MTDH 624.8364 398.4724 -16.90845
NM_015938.2 NMD3 486.3738 275.8356 -16.7964
NM_006415.2 SPTLC1 1296.416 916.6986 -16.7416
NM_016065.3 MRPS16 1325.138 961.5605 -16.50473
NM_016391.4 NOPI16 936.7244 666.9417 -16.27755
NM_002755.2 MAP2K1(MEK1) 1452.319 1022.209 -16.18122
NM_004105.2 EFEMPI 680.299 454.912 -16.02818
NM_019080.1 NDFIP2 1981.838 1368.33 -15.87723
NM_078467.1 CDKNIA 6135.865 4547.488 -15.80691
NM_002455.2 MTX1 490.143 295.7341 -15.57279
NM_002133.1 HMOX1 1289.221 886.0775 -15.18813
NM_018622.5 PARL 804.7455 542.9575 -15.16901
NM_017755.4 NSUN2 4217.715 3075.563 -15.04739
NM_002467.3 MycC 2460.043 1799.757 -14.69337
NM_015938.2 NMD3 1037.121 723.0273 -14.66267
NM_138793.2 CANTI 403.0837 241.9855 -14.64081
NM_003236.1 TGFA 112.5479 9.824286 -14.59914
NM_001760.2 CCND3 4975.393 3652.892 —-14.55421
NM_005252.2 Fos 151.6271 45.51 -14.42676
NM_006412.3 AGPAT2 373.2307 229.7987 -14.28004
NM_021101.3 CLDNI 78.49556 -17.16948 -14.23807
NM_020170.3 NCLN 1282.119 939.0483 -14.21722
NM_003952.2 RPS6KB2 349.7201 213.3605 -14.18786
NM_000698.2 ALOXS 431.6496 275.0006 -14.13664
NM_001031727.1 MRII 233.5494 116.8361 -14.06759
NM_033363.1 MRPS12 1077.905 778.1889 -14.04266
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Table 2 The differentially expressed genes compared with control group after

PDCD6 silenced in HO-8910PM (Continued)

Differences
Average signal value scores
Serial number Gene (Experiment
Experiment Control group/Control
group group group)

NM_020378.2 NATI14 253.219 134.7518 -14.02529
NM_005966.3 NABI 348.4958 206.1084 -14.00626
NM_006000.1 TUBA4A 1519.526 1060.276 -13.76638
NM_018098.4 ECT2 1424.359 1047.321 -13.55901
NM_004358.3 CDC25B 1759.552 1320.669 -13.36943
NM_203290.1 POLRIC 1015.402 702.6943 -13.23518
NR_003611.2 BMS1P5 1259.915 936.5598 -13.21685
NM_002205.2 ITGAS 446.1422 282.7255 -13.16303
NM_001030050.1 KLK3(PSA) 184.7478 77.19366 -13.02986
NM_000051.3 ATM 284.2875 439.7166 13.16368
NM_176096.1 CDK5RAP3 1184.258 1616.323 13.35052
NM_012106.3 ARL2BP 660.4995 922.68 13.35531
NM_002490.3 NDUFA6 814.9462 1131.835 13.69845
NM_024690.2 MUCI16 396.5278 596.8228 13.80687
NM_005807.2 TPR 92.53539 205.3106 14.03376
NM_005563.3 STMN1 222.4103 357.314 14.46625
NM_145693.1 LPIN1 1252.389 1738.38 14.50595
NM_078626.1 CDKN2C(p21) 666.869 983.4192 14.82733
NM_006818.3 MLLT11 710.1282 1021.754 15.08341
NM_144576.2 COQ10A 638.3331 951.1089 15.2458
NM_014730.2 MLEC 550.0742 867.1986 15.4052
NM_181873.1 MTMRI11 98.60215 231.5288 16.03511
NM_001814.2 CTSC 544.6109 869.5532 16.04046
NM_152740.2 HIBADH 1399.755 2067.9 16.11439
NM_198055.1 MZF1 298.1538 486.5716 16.17406
NM_001018109.1 PIR 2356.404 3331.708 16.27855
NM_001007067.1 SDCBP 2340.879 3309.626 17.42471
NM_031311.2 CPVL 585.2661 934.596 17.43979
NM_005385.3 NKTR 636.686 979.3745 17.87951
NM_014232.1 VAMP2 51.81608 189.3681 17.9827
NM_138341.1 TMEMI116 245.9933 456.013 18.52908
NM_030809.1 CSRNP2 152.9785 312.8694 19.0856
NM_004176.3 SREBF1 197.0446 376.0373 20.45245
NM_013402.3 FADSI 1797.695 2758.296 21.0128
NM_203488.1 ACYPI 1228.652 1914.46 21.16004
NM_002436.2 MPPI 144.2018 319.523 22.82377
NM_032953.2 MLXIPL 477.5006 790.4216 23.19202
NM_138288.2 Cl4orf147 1218.069 2068.229 23.38519
NM_002048.1 GASI 1727.255 3126.372 25.18811
NM_006113.4 VAV3 517.2714 897.0502 28.6244
NM_001975.2 ENO2 314.267 613.3861 30.44629
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Figure 2 The relative expression of PDCD6, CCND1,MYC,ANGPTL4,BMP2,
CXCL16,CD44 and TGM2 in ShRNA-PDCD6-HO-8910PM and HO-8910-mock cells
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