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K 5EIESRIZRNA 1500026 H1 7RikA = HE1E 7 87
5 /\Bk 22 IR 2 B 1S 5E pA 22 o)

KT o # ¥ o AR Kk OB
(H PR R AR K A B 5 2 B M 2B ) 2 5 384 2 00T =5, IR 400016
TE PR PR BRI R 2 B 43 1 R 5 MR i S L, FLER 400016)

WE A TR KREESRARNA 1500026H1 7RikxF s R B 3k £ IR 40 1038 78 64 % vha, KA
qRT-PCR(quantitative Real-time PCR)4& ] 1500026H 1 7Rik /2 #& fk 5 B 9% s R, B IR 20 42 B JE 3 48 Aw
EHE S th T 327000 B 3R & B 4m it o 9 R GA K 373800y K 1500026H17Rik4) 2K 5 7, # 5 &
% 3| pcDNA3.1(+)# 4k £, #) ZpcDNA3.1(+)-1500026H1 7RikiT & & i 42, 3% & ﬁmRNA #
1500026H17Rik-siRNAF=pcDNA(+)-1500026H17Rikit & 35 i #5507 4% 4 £ 2508 RAKNE 3 7 69 B
IR B JE e F , 38 3T 5- AR -BLERURE AL 3 (5-ethyny 1-2-doexyuridine, EAU)A& BN 5k £ J% 40
Je38gh g ). 45 R KR, M FRIR B AR BB IR LR Am M 3 4 69 A B 48 1500026H 1 7Rik &
KPR FREG. EIRNEIZ I R0 F 45 4 pcDNA3.1(+)-1500026H1 7Rikit & A 7 ke 5 kA%
B A }]%éw}i@éx =R KA e 3t PR AR bh, KA 1500026H 1 7Rikid & 345 64 BN 3R & R 4m i 69 38 74 A
AR RREG. BB, %38 i qRT-PCRIH i h 49 — SRR R A£ 69 1500026H1 7Rik-siRNASE £ £
ABIE RO A IR 0S5 S IRy A IR 4 K sIRNASE e 2 BB 2048 1L, 1500026H 1 7RikSAK 49 o)
f-]Li A I mpe e 3g 7A 68 /) 9 R85 . IncRNA-1500026H 1 7RIk /2 4% fr 57 B 9% 0> BB RBEZR 2 2 3 &k,

Fom B IRAEIE I 0y B IR A BG4, 27 1500026H17RIKTT 46 4 5 T 48 Jk s B om0 & 4 .
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The Effect of Long Non-Coding RNA 1500026H17Rik on
Proliferation of Mesangial Cells under High Glucose Condition

Zhang Yajuan', Sun Yan', Peng Rui?, Peng Huimin?, Zhang Zheng'*
("Department of Cell Biology and Genetics, Department of College of Basic Medical Science, Chongqing Medical University,
Chongging 400016, China; *Molecular Medicine and Cancer Research Center, Department of College of Basic Medical Science,
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Abstract To explore the effect of long non-coding RNA 1500026H17Rik on proliferation of mesangial
cells under high glucose condition, the level of 1500026H17Rik in tissues of diabetic nephropathy (DN) and
mesangial cells under high and low glucose conditions was detected by quantitative Real-time PCR (qRT-
PCR). The full-length sequence of muse 1500026H17Rik was amplified. Then the amplified 1500026H17Rik
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was cloned into pcDNA3.1(+) vector and constructed pcDAN3.1(+)-1500026H17Rik over-expression plasmid.
The 1500026H17Rik siRNA and pcDNA3.1(+)-1500026H17Rik over-expression plasmid were transfected into
mesangial cells under high or low glucose condition. 5-ethyny1-2'-doexyuridine (EdU) assay was used to examine
the cell proliferation ability. The results demonstrated that the level of 1500026H17Rik was significantly increased
in kidney tissues of DN mice than that in control group, as well as, the level of 1500026H17Rik was increased in
cells of high glucose group compared with that in low glucose group. Additionally, the over-expression plasmid
pcDNA3.1(+)-1500026H17Rik was proved to be successful by enzyme digestion and DNA sequencing. And the
proliferation ability was enhanced in pcDNA3.1(+)-1500026H17Rik group compared with that in low glucose mock
group or control group. Moreover, the best efficiency of si1500026H17Rik was detected by qRT-PCR. And the
proliferation ability was decreased in si1500026H17Rik group compared with that in high glucose mock group or
control group. LncRNA-1500026H17Rik could regulate cell proliferation in mesangial cells. These results indicated
that 1500026H17Rik significantly over-expresses in DN and might be associated with the mesangial cells proliferation

in DN.
Keywords

B JR 95 ' 93 (diabetic nephropathy, DN) & ## /K 77
FEMRILE FFRIE 2 —, AR 2RI B 1) = 2
Kl HH TDNAAAE S A AR 35 3L, Wik e 2K
W, 1ET MEFEARAT L AR B oK, Rt SRS
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RS Z PR R VIR, BNk R 548 & DN
AR B R 2 —, AL R LA P 5 RN 40 o
R G2 (HDN AR A R JEHLE] M TCE 1 o

K4 JE4 RN A (long non-coding RNA, IncRNA)
R—EAFELEAR. WAHEESSEEARNS
JS, A7 T4 A% B BT A FE DR T 200/ A% H R 1Y) ik
DRI s =)o I A R A 58 R B, IncRNA 3 A7 £ T
RN, I A ESTREEEH, 257
Z P I R S kR, BFEDNIT, A iRIE TR H,
IncRNA-ASncmtRNA-2i# o il DN 4 44 K+ (1)
Feak MM i3t 7 DNIJAF4E4LT); IncRNA-TUG i i
Y2 miR-377 1) ¥ 3L [K PPARy Y 45 36 52 JI65 48 Jfa 47 it
JR A R, 24 IncRNA-TUG Ji5 7] 8 22 41 i 4 3
i A A R P Chen%E ! i3 GO & 42 FIKEGG 73 #r
KL, Z FiincRNAsHE IS A T E25
TDN R FEALE. B $E 78, IncRNAsH] B fEDN
()R AR e R i AR . A2, AT
e R AN s AR A 9 e 0N B
20 2322 5 33 B IneRN AN & 31, 1500026H 1 7Rik 5
BEmFIL, HESE N SN A IL1500026H1 7Rik
A G IE . Ik, AR SCA 9E1500026H1 7Rik7EDN
FRIEIG A rh R BRI AEAE . AHIE 5T 8 i qRT-PCR

diabetic nephropathy; long non-coding RNA; 1500026H17Rik; mesangial cells; proliferation

(quantitative Real-time PCR)4:iIE 1500026H17Rik 7£
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qRT-PCRW 5 FL A 22 5 41 i 11 3740 B 73 A 1 e dE
— 35 H EpcDNA3.1(+)-1500026H1 7Rikid # 34 Jii i Al
A 1500026H1 7Rik-siRNA 7Y 1) 4t 2 b AR HE %
TR INER R AR A, 8 EUZH e 184 5 S 56 46 W
1500026H1 7RIk ' /NI 5% 54 i 48 B 175 150 1) 52 0
KW FE L5 AR, 1500026H1 7Rik 7] BE 2 — N HAIDN
FHIG IR T, TEDN 3 20 M 3 5 o A 4 B R H o

1 MR55E%
1.1 {XEFFF

/N BRCE /D BRI 4 i HRSVA0-MES 1441 fid i
ARSI AR W IR B S BB T R
K AV EE 250 5t Bi. PCRY L. CFX96
PCRAX . ¥t =X 4H A A3 A B A% 1 119 F Bio-Rad A #l;
pcDNA3. I(H)RIEFH . 15 EHE. coli DH5IFE i
A& Lipofectamine 30000 H Invitrogen’/s 7 ; L RNAFEHL
W A Trizoly ¥ #% 56 i 7] . DNA MarkerfISYBR"®
Premix Ex Taq Premixd B Ki% % 4£Y) /A 7; DMEM
BE 77 341 H Hyclone 2> w5 WM 45 ¢ i 4 1135 9 B
A A TR AR A R 7] IneRNAJE AL 52
Y6442 (fluorescent in situ hybridization, FISH)iX 5]
EAEAUR I & 5 ) M8 A 2R A R A A
PARIS™/ [ Life Technologies /s 7] ; DNAR 7 & Al
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1.2 YHAEEEFR R AL

B /NER F 28 g 53 0l FH 5 6725 mmol/L A %) B
[1120% i 2 I {5 DMEM3: 77 (75 4 41)F1 75 mmol/L
1 %) B [1920%0R 2 1 i DMEMES 77 3 (i # 4H) 5%
F%, B A PR 4 SRR T 50 mL4H S SR, 7E5%
CO,. 37 °CHE I 241 T 557, 524 hif . ASLie
LA 73 9 BL R 64 H-MC (58 Bl S 1E B 37 1 2R I
4f fg). H-MC siNC(#% 4%1500026H17Rik-siRNA [ 4
S A ) b R4 ). H-MC sil500026H 1 7Rk 4
1500026H 1 7Rik-siRNA [1] 5 % & B 41 i 4) . L-MC(fi%
PESAE R ES TR R IEAIAY ). L-MC pcDNA3.1[#%
YepcDNA3.1(+) % Jii R (1) 1% B% & B 41 ], L-MC
1500026H17Rik(# %1500026H17Rikid 22 5 Jii Hi )
WS REANAR) . O 0E K R R4 e T 855
FrML A5 I, A4l A 4 B 2980%31 A B, 1R 47 4% e
EEAE, 6 hJi 58 e & 4 20%f 4 1L i KT S DMEMR;
FRHE, 24~48 hJEUSCEELH .
1.3 pcDNA3.1(+)-1500026H17Rik EL 4% 3R 1A Bl

R AEEnsemb 1 %48 £ (1) /N B 1500026 H 1 7R ik
& KA 7 %1, FPrimer Premier 5.0%% it 51 %, J 4R 4
pcDNA3.1(+H)Ek 4 % o B A7 s, 76 BT 514 43 5l
I BamH 1THIEcoR VAL pi, FIBLASTHAE 7347 519
(s S, % 1500026H1 7Rik (1) 45 K 7 41 34T 3 1
SIMFEAN IR . EWESI: 5'-GGG CGG GAC CTC
TCC AGA CAC ACT CTC CTG GCT TT-3', T3l
¥): 5'-AAG CAT AAT CAT TTT CCT TAC TTC CCA
CCAACC ACG-3'. #ZHUNFRRNAM 4 5% FlicDNA, X
FHcDNA K v PRIE S 4847 (rapid amplification of cDNA
ends, RACE)¥ 1 /]N B 1500026H1 7Rik 4= K 81 4
PCR=YIHEAT BENE MR FELVK 0BT, SR 5 4K, BamH
IF1EcoR V 37 °CXUEGEVIN h, T4E R4 °Cid 77 % 4%
APcDNA3.I (D) EAZ RIEHAR, &= 23
S, H5100 uL CUFE A0 IR I SZ A5 Al R 5 7 1 AMP-+F]
PRLBEE R RS 75 5 b, PO P B 5 [ 70 45 IR 2 PR
H137 °C. 250 r/mindii 37 ik B, 383k 5OR i BORR &
FEUTURLEEATPCR . BB U) 4 R 7. [RIRE )
JT ARG 2 BARAE g A 2H
1.4 &%+ FH A R1500026H17Rik-siRNA

TEOligo K 1 A AR 5 /I Bl 1500026H 1 7RikIE K]
H ¥ it tH34&siRNATH AR T AEY) TRECE ) 5
B A A AR, F#80aF . 709: 5'-AAT CAT TTT CCT
TAC TTC CCA CCA-3"; 916: 5'-GGA CGU UAA UUG

GCA AAG ATT-3'; 1081: 5'-GUA GCA GGG UAA
UCG AAG UTT-3'. il qRT-PCRAG I 3 4% siRNAs %
1500026H 1 7Rik I A A, 346 HH IR IR S A 1 —
FAT IR B8
1.5 qRT-PCR#M1500026H17Rik7K F

FH Trizoliak 71 42 B 4% 25 41 A8 () ELRNA, FA4% 1
SRNAP A fE . 18 i PrimerScript™ RT Rea-
gent Kit with gDNA Eraserist 7] &4 S RNAW % 5% 8
cDNA. PLcDNA MR, f# HISYBR® Premix Ex Taq™
10X 1500026 H 1 7RikHS (R 347 47 38 A 0, 97 1 I 7 A
RENRFIRN10 pL, BKIE A5 w34 FAT Z AL
SN Z6AE N 95 °CTRAE 3 min, 95 °C 55, 60 °C 34 s,
FLAOMIEIR, JEfR 2N RS sTHR0.5 °C, TE TN
65 °C~95 °C. A& H s LAN S B R f-actin 275, H
24N 505 1500026 H 1 TRk R34 T A X 52 24T o
1.6 FISH#&M1500026H17RikIF 20 B E fi

4 H81500026H17Rik %< YGFISHR £t 771 & 1
T3 AT SEUR AR A, ARSI LA b RN 2R T 8
FE B /N R 20 i B S 4 o A S . 4T PR oy
N34, 4y 5 NcontrolZ. HMCZ. L-MC4H. %:H
4% %2 5 R = 3 [ 5 40 A 10 min, 4 B2 A T4 1
0.5% Triton X-100/PBSUK L AL FE 40 IS min, PBS %
VE2UR, ARG I TZL A5 737 CTRALFE 40 ff130 min. ¢
ZAAZ WG, BEFLIIA20 pmol/LER1E i) IncRNA-
1500026H17Rik FISHEREF 24 22, 37 °CiE 44 28 ik
o R H I £0.1% Tween-20/4xSSCT-42 °Cii e 4
JI34%, RS min. il 5 FH2xSSCHFI1xSSCF42 °Cify
Ve %5 mine 5, FFLIIAN10 uL DAPLTAE W,
S ERE 10 min, KOG R A BT BIE 3K
0.
1.7 EdUNZ0AR1E5E BE

¥ R A Rl T 24900k . FR AR AE K B
80%IL- A FE I BEAT i Gt A, #e k24 hG X EAU4H i
S8 R WU ) B 15 B R EATEdUZE S bmic . 4 i [
5E~ ApolloZs . DAPIYL 5 1) 0 Bk 17 L 30, #x
J i I R AR B AT BB R, FF H Image-Pro
plusBAF AT VG PEAH I £ 93BT o
1.8 SitFESH

F SPSS 19.0%8 44Xt 5156 H4f 1t A7 £ ¥s ab 22, DA
B ARRUE 2 (ets) R am o SULERIRE 2 18] LL A3 P B K]
55T, PR L soE eSS, BAP<0.05 9 %
REAGIEE
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2.1 EFERTRER R BIERISHE AR
F11500026H17Rik7K F i

AR 2H T AR A R R, R B R 5
' 973 A5 70 db/db/ )N BRI 4H 23 Hp A DE 6 RN BV
W 20 23 F11500026H1 7RikK - & 25 i, K, &
T3t — 25 3@ i qRT-PCRAS I K JR 55 5 7 /N BB U
ZH ZURN IE R /N BB 2 2 AR TE B AR R AR
BE A T B IR0 /N ER R 41 i HH 1500026 H1 7Rik
7K. B TARI EIBRT 7, 75 88 PR 5 0 7N B
B I 2EL 2R B SR A T B TR N ER R R A
1500026H 1 7Rik 7K ~F- 458 1F 5 2H /)N 5B I 4 2RI B
AR BE TR ZR TG M 525 1 1 (P<0.01)

(A)

#x

N8}
1

—
1

Relative expression of
1500026H17Rik

DN NOR

1500026H17RikFIAKF; *#P<0.01,

2.2 1500026H17RikE=ZEE T RIRAARARFRER S
FISHSZ 46 45 B R B, 1500026H1 7Rik/E 2 fI5 4]
MOAZ o A 38 A, (B BB E AL T AR . R,
T i B RS 77 (1) 22 IR 4 i A LK P BRI 4 s, IR
IGAUE T Bk &5 B(E2A). L4k, qQRT-PCREE R 7R,
1500026H17Rik &= ZA7E T R B4 ML (1) B o343, 5
FISHSLE 45 5 —F(K12B)(P<0.01).
2.3 1500026H17Rik iT ik R
#1500026H17Rik 2 K PCR™ ) 4 i 1%35 i
B 58 S H KA I, AT DL SR R L — R KN
3 280 bplf) 4 7, 51500026H17RikF K 3 8 K J&F
— %, ZBamH IHIEcoR VXY BE(E3) L 7k B
1500026H 1 7Rikis 1A Ji R b 2 Bl 2

(B)
2.5 sk
I 1
3 2.04
g
§ E 1‘5-
S
2510
=)
=2
~ 0.5
0-

H-MC L-MC

A: the expression level of 1500026H17Rik in DN and NOR detected by qRT-PCR; B: the expression level of 1500026H17Rik in H-MC and L-MC

detected by qRT-PCR; **P<0.01.

Bl BB R TR IRAAEF1500026H1 TRikFIAE KT
Fig.1 The expression level of 1500026H17Rik in renal tissues and mesangial cells

(A)
DAPI 1500026H17Rik ~ Merge
Control
20 um
o ---
- ---

B)

[ Nuclear
Bl Cytoplasm

sk
—
-
24 |=|
0

H-MC L-MC

81 *k

Relative expression of
1500026H17Rik
i

A: FISHA 1500026H 1 7RIk {E £ 40 B ) 52 17 ; B: qRT-PCRA I 1500026 H 1 7RIk AE 2 12 24 JE 40 Bt () B Jof AN B A P9 2635, ##P<0.01%
A: the localization of 1500026H17Rik (red) was detected by FISH; B: the mRNA levels of 1500026H17Rik were measured in the cytoplasm and

nucleus of MCs by qRT-PCR, **P<0.01.

B2 1500026H17RikAY I LA E (15
Fig.2 Subcellular localization of 1500026H17Rik in MCs
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bp ng/5puL

1% agarose

B Wk Bl . M: DNA marker; 1: BamH TR EcoR VE§Y] 5K 2: FikiDNA.

Restriction digestion map. M: DNA marker; 1: plasmid digested by BamH 1 and EcoR V; 2: plasmid DNA.
B3 1500026H17Rikid Fik BRI E
Fig.3 Constructed of pcDAN3.1(+)-1500026H17Rik over-expression plasmid
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A: QRT-PCRA Wl 7 {5 1500026H 1 7Rik [1] =5 4 2 i 48 [111500026H17Rik 3 35 /K “F; B: qRT-PCRA% I 1T & 1% 1500026H1 7Rik ¥ 1% B 5 JIE 41 filg

1500026H17Rik A K o **P<0.01; NS : T E % H.

A: the expression level of knockdown 1500026H17Rik in H-MC detected by qRT-PCR; B: the expression level of over-expressed 1500026H17Rik in

L-MC detected by qRT-PCR. **P<(.01; NS: no significant difference.

El4 1500026H17Rikid ik BrhidE R MsiRNAsHIIEIE K i ik
Fig.4 Verified the efficiency of pcDNA3.1(+)-1500026H17Rik over-expression plasmid and 1500026H17Rik-siRNAs

2.4 1500026H17RikiT FRik i L H FsiRNA
RYBEIE A2 %

BT QRT-PCRAG I 3%% 1500026H17Rikd-siRNA
FIRRARRCR, 45 5 BoR, siRNA-709 H R R /¢ 1,
Bt LA i $EsiRNA-7093E 17 Ji5 42 52 50 (El4A).  [F] B,
qRT-PCREGIE#4 4+ 1 1500026H 1 7Rkt 2k 5 i i,
HKF 2 2 (4B).

2.5 1500026H17Rik{Z ¥ % f= 40 1 5E
EdUZH fitg 14 58 52 56 25 R B 7R, " K1500026-

H17RikH 5 mifl . siRNAKL 4o xt I AH LA, g
it 38 % RE g B B A HI(P<0.01); M %, fEH#1500026-
H17Rik 4 SR A 25 804 5% e B4 A b,
YT o 184 B RE 77 5 2 1 = (P<0.01). DL &5 R UK,
1500026H17Rik X} % 5 241 it 14 58 B2 A5 0 45 45 H (B
SAFIFESB).

3 Wig
AT B 2\ A S 4 3 B HmRNAFT 41 1%,
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(=)
I

Percentage of positive cells (%)
EN
=)

A: EdUAT 1500026 H 1 7Rikox] Z B4 i 384 B 6 75 B: EAUSER M iE PEH A THE **P<0.01; NS: TR FH X 5
A: proliferation of MCs were labeled with EdU; B: percentage of positive MCs; **P<0.01; NS: no significant difference.
5 EdUNI1500026H17RikiE% Z 15 40 A1 185E
Fig.5 Cell proliferation was tested by EAU

M v 388 & 0 5 5 R (1) % J& FNENCODEM H Dy 34T
I T — A ARG, BT 8L A% i A1)
RNA(UIRNA. rRNA), ¥ £ A [FZE R 1) RNAH
BEN T IRATIMELL . 8452 FF LR H 1T O s %
S HAGT IIneRNA, 7R3 B AL, 228 AT R B
HEZESARABM. G EE. DNAF &L
LAY, 5EERI T hEEMERNAZ T Yefn
JREIBEEYIE R, fEREFK T B e KL R R
MR AL KF AT 0, FE0E FRIF B 5,
IncRNAA WIKIZE . Huf A3, IncRNA MALAT1
JH 1t B-catenin/SRSF 11 2 /= ¥ 75 5 1) A2 41 ffd 52 45 .
MALAT 1% i8 i miR-23c#E [IELAVL 1 3% ' /N |
B2 A2 T2, IncRNATug 13 i £ 5 A2 41 i 28 i
A A W de 2 R 45 0 PR . IncRNA Gmd4419
2 5 E IR 0 9OENS . 7R RE PR R IR
I3 25 A8 A= WL, IncRNAW %5 58 Sk £, PVT109,
ASncmtRNA-2!'"1, ENSMUST00000147869!"*!4 & B,
25 R IEGE. K, IncRNA W] GEZERE PRI B
o3 (2 W AR TT H 3 3 L AR A, EDNIBTE
By AR E W RIG T R s, SR R DML IR A

2 Ak
MEPAER

N T H R ANHE T R IncRNALE B FR 95 B 95 )
PE AL, A8 5078 57 30 AR F K I T IncRNA-
1500026H 1 7RIk 7E 1 JR 3 1B 9 455 24 /)N BB U 2H 27
B RIE A, 28 2 1500026H17Rik{EDN A ]

YER . 1500026H17Rik Az F /N 105 G 44k (Chr10:
89686363-89700866), iZ %A W,1500026H 1 7Rik7E 5
HRIRE . AT 4E R OR, 181 qRT-PCRAMY S iiE
FLAEDN/IN BB 221 2 i RIA, I8 R ILTE = B A
PR IR ) R A i 3R IA a5 5 DN KB #5227
—3. MR, 1500026H17RikEDNH {FE FH 7] B
55 2R B0 Jf s BE AR AH R, (H I BARAE F ey, 875
AT BT

it — 5 3 R 1500026H1 7RIk 7E & 5 40 i
(1) A W 2 s AE, FRATT 38 I FISHAIQRT-PCRAS | 17
1500026H17Rik 7E 5 JIE 41 A (1) . 41 B 7 A 15 . 45
R 7R, 1500026H1 7RIikTE 7 & 41 fi 4% 5 34°F 4
Ai, {H 3 B AL T 405 . LncRNATE 240 g 4 1) 58
RS F BT R FE 36 M ThBE AN [F] o 2 o7 76 240 i A% 17
IncRNA RJ 3 iz i =00 Je =X Fb g 2 4 Y, 42
£ 51IncRNAZ A (1) G AR 508 8 i 5 G A 25
A T AE F T HoAth B R 8 A7 T 48 Jf )5 ) IncRNA
FEEAEEMIABEEAONTREE,. 4 E5mRNA,
WA 32 B S B 45 A miRNASE R FEAE U, DL 3542
7, 1500026H 1 7Rik7E 5 M5 441 g Hh (19 /E A 455 =0T fg
HSHEFESMEMMBE AR SEEEQRE
B A ) BCRE [ miRNA K A% 575 3% 5 7 45 55 1) g 2
HZ 5DN R 40 o 348 58 (1) F Z AL, 5 5T
1500026H17Rik 17> F WL $& L 1 #5510

[F R, AT FH v W IR 355 5% 2R 165 44t i A2 40
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BEIRIPPIRZSL, R s D4 2 IpcDNA3.1(+)-1500026-
H17Rikid £ i 5 ki F11500026H17Rik-siRNA Y 51 &%
G B AR 0 = B 5 PR R 95 10 R 40 e, @ i qRT-
PCRiIF BJpcDNA3.1(+)-1500026H 1 7Rikid 2% i5 J5i ki Al
1500026H17Rik-siRNA ] LA iy R0 Hh 7 G i3t N 5 B 4
J, HLBERETE R A $2 1551500026H1 7Rik 1) 1A
= JF B 0 1500026H 1 TRIK I 655 . % B 9T 45 3
AR S5 I AR T 1500026 H 1 7RIKLE Bl FR 7 1 9
VR I ALHER AL T B T B AN 78 A .

SN 5T 1500026H1 7Rik-5 Z i 41 A 384 5 1) 9% &R,
TN FHEdUZH it 38 5 S 56 46 W v 1K 22 151500026
HI17Rik /5 40 A 36 58 e 7 o, &5 R oK, 18
ICHE S 7 1) 22 M6 48 i i 2214 1500026H1 7Rik [, 4
MIMGBE RE S 13 = (P<0.01); [FINS, 76 B 3G 7R 2R B4
Jia R 1500026 H 1 7Rik J, 41 3 4 e o B & R B4
(P<0.01), $&£751500026H 1 7Rik 1 I 25 52 JIE5 441 it 184 5
454 [ N A2 R E, IncRNA CHCHDAP4 AJ 411 i) 5
PR 3 350 B W34 P ) AR B 35 52, IncRNA CPS1-
IT 198 2% & i 9 T 20 P 384 5%, IncRNA-HOXA11-AS
W B 0 A A, P E3$EOR, IncRNATE KR
) 240 i 166 5 R 4% L ELPE B, 111500026H1 7RikZ
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