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KiEIE 453 RNA AC073046.25 ERGMIHIRB S RER
TET3 Ri&ZRTHRIER
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[{E= ] B8 - oK sEdES RNA (long noncoding RNA, IncRNA) AC073046.25 {34 41 it Tet HI 5 Hamssig: WUMN4RNG 3 (Tet
methylcytosine dioxygenase 3, TET3) FiLMVEEER, S HAEN RS ML BE9E (systemic lupus erythematosus, SLE) &Wrik 4
PbR BRI AT . J59E - I LI A% 2 18 U B i O M A s AR ACO073046.25 FY 4 4 S itk S ThRe HEAT WM, 1E U-937 48 ffuvh
FIA R X (antisense oligonucleotide, ASO) *f AC073046.25 #E1T#k 1% (knock down), it 92 B} 2% % & & PCR 43 1 ASO
Ak AC073046.25 J& %f TET3 FRiBKF-Hsgm, WEREEEZ (n=32) 5 SLE BF (n=46) WHUEANM, @ik B R i 2 505 b
AC073046.25 5 TET3 kK T-Z I AA e YE . 5 (i Be ks B35 i o (et HR 4L, IR 45 28 G 1 4T B AR 550 6 A4 %L (systemic lupus
erythematosus disease activity index, SLEDAI) P#F4y#rifERs SLE HBF 0 bimfa g R BRmii ik, RHAEES X MM student's ¢ 4455 b
B AC073046.25 55 TET3 {E{d HEAT BAZH e AR BR TG sh AL A 22 5 . S5 5% - MLt A% 2 B S J% i aZ e A st B ft/n , AC073046.25
AREE AN B 5 TET3 MR BT, 16 U-937 4iifarh, ASO fifit AC073046.25 J5, TET3 Fik/KFHEIL (ASO 41 P=0.002),
Mk HT R, SR AR A T AC073046.25 5 TET3 (R IB R IEMSE (7=0.650, P=0.000), JEHLXF XM student's 7 46 % 45 4L it
R, A S I e A g m R e AR L, AC073046.25 FEPBEIR G ER 4L B K IR T-BRAE (P=0.002, P=0.000), £5i% - fESLZAIN
AC073046.25 REfAB IR TET3 Wik, AL 6 3) BERS & 1) SLE R 35 MR Al i v HR 1K1 B B A dEmifeor, AC073046.25 W] fE
Joi Rk SLE H A= Wby 36 4 5l W0 3 B Pk 1518
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Role of long noncoding RNA AC073046.25 in regulation of systemic lupus erythematosus susceptibility
gene TET3 expression

XU Ning, ZHOU Tian, HOU Guo-jun, SHEN Nan, TANG Yuan-jia
Shanghai Institute of Rheumatology, Department of Rheumatology, Renji Hospital, Shanghai Jiao Tong University School of Medicine, Shanghai 200127, China

[Abstract] Objective - To investigate the regulatory effect of long noncoding RNA (IncRNA) AC073046.25 on the expression of Tet methylcytosine
dioxygenase 3 (TET3) in monocytes, and analyze the feasibility of AC073046.25 as a biomarker for the diagnosis of systemic lupus erythematosus (SLE).
Methods * The cell specificity and function of AC073046.25 were predicted by epigenetic modification and cytoplasm/nuclear location experiment. In
U-937 cells, antisense oligonucleotide (ASO) was used to knock down AC073046.25. The effect of ASO knockdown on TET3 expression was analyzed
by quantitative real-time PCR. Monocytes from healthy volunteers (n=32) and SLE patients (#=46) were collected. The correlation between AC073046.25
and TET3 expression was analyzed by Pearson coefficient. Healthy volunteers were included in the healthy control group, and the SLE patients were
divided into SLE-inactive group and SLE-active group according to the systemic lupus erythematosus disease activity index (SLEDAI). The differences
of AC073046.25 and TET3 expression in healthy control group and different disease activity groups were compared by unpaired bilateral student's ¢
test. Results - The epigenetic modification and cytoplasm/nuclear location experiment showed that AC073046.25 may be involved in the regulation
of TET3 expression in monocytes. In U-937 cells, after ASO knocked down AC073046.25, TET3 expression level decreased (both P=0.002 in ASO
groups). Correlation analysis showed that AC073046.25 expression was positively correlated with TET3 expression in primary monocytes (r=0.650,
P=0.000). Unpaired bilateral student's # test showed that the expression level of AC073046.25 in the SLE-active group was lower than that in the healthy
control group (P=0.002) and the SLE-inactive group (P=0.000). Conclusion - In monocytes, AC073046.25 can regulate the expression of TET3, and its
expression is significantly decreased in monocytes derived from disease active SLE patients, which implicating that AC073046.25 can be thought as a
biomarker for SLE disease activity diagnosis.

[Key words] long noncoding RNA (IncRNA); Tet methylcytosine dioxygenase 3 (TET3); systemic lupus erythematosus (SLE); susceptibility gene
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ZEPELI BERYE  (systemic lupus erythematosus, SLE)
R IR B B RN, TFERIUNE S BURRI b,
[ WP HEE AR FEEL ", G0 R0, BT
FeA A B PULRRY B 4BlESh, B/ BN, T 4. M
ZER AN MR 4RI S 2 5 SLE B IR G

K 5% JE 48 i RNA (long noncoding RNA, IncRNA)
& —RRKEAE 200 bp UL LY. AHAE AR IEIDRER
RNAY, 8 B A A & A DhRE I 5 S LI I, Lk
Sfeibk 2 (L © % B IncRNA ] 7E (4 Py 9o B A HE A I
B kAR R E . AN ANk, IncRNA I w] LA
Y 84 58 7- RNA (enhancer RNA, eRNA) Z: 53t [ 1
FAR R, eRNA F 54 5% B AL TR 4 R (X DL A1 5 58 - X
|7, LR (cis-) SRA (rrans-) PHEEMEHZ 53K
Fein ™, T eRNA Bk [ 98 1 X dk, i w] AR e 1 5%
T IRV (% A &1 5 5 BV 8 1 H3 28 4 f M 0 R
A (H3K4mel) FZH 2 H H3 55 27 (i & R Ltk
(H3K27ac) {514 %7 IncRNA J& & 77 fE b ik 0,

Tet A& Jig m% wg W % K (Tet methylcytosine
dioxygenase, Tet) J&— 2% DNA % (b El, 2 AL+
TET1, TET2 fI TET3 ™, Hv, TETI w45 a5 4tk
LR ", TET2 53 4r 2 6 (interleukin-6, [L-6) i
Forkhead box %& [ P3 (forkhead boxprotein P3, FOXP3) HYJ
Fal AR Y, TET3 500G % BRI & A AE L . B
A " B, TET3 WIE Gua o T40H 5 B 1y
Foik, &I RHFEF (Genome-wide association study,
GWAS) " % Bl TET3 i& SLE Btk [, fRnHwlies 5
SLE #RiI %k &, B> TET3 FakitstLi M A E R, 1
i Ensembl %48 72 ipr 9 56 BRERE, Tl 1k BLIE TET3 #% %
AHY b7 A7 4E— 4% IncRNA AC073046.25, - ifii .45 i 18 ™"
FEor, G AL R 41T X 38 IncRNA W] {4 eRNA {7 4
HI#IR, BAMEFIN SLE 5 B Rl TET3 yzkik a1
%, 5T AC073046.25 5 TET3 Fik k- Z % &, LA
JeAE SLE fB35 Fnfd HeibJE 24 h AC073046.25 I RIA 2 5,
LA SLE (i WiR fit— Rt A= Mok rsdl o

1 HBREHE

L1 WEsE 5. A5 B A

111 e R MAEs k£ 2018—2019 42 |k
{5 28 TR 7 B 2 B B I A 1 B e T s Bhigh 12 /9 SLE A,
H46 1 (), PR (3452927) %, A
B A 2009 472 E AR 2 (American College of
Rheumatology, ACR) #¥ifiifty SLE iWikrif: =", [t 42

http://xuebao.shsmu.edu.cn

KAEIESAS RNA AC073046.25 £ RS VELLBUIRE 55 8L P TET3 Fik A P g AE | 1031

55 SLE BE WA . PEBI s> M ARICALHY, JC SLE Kk
WA S, TORE R TS SRR RS 32 &4 (R
XA ), AR Ol R Al R B B R A s
BEfeBEZ s w it (feBLEE 5o [2013] 126 5), B
AW EE TG FRED.

AHIFZEHE 5 S 96 b AT U-937 40 A B 4 21k B

I R, WE D EREBEARE. 56 10% G
H-1fiE (fetal bovine serum, FBS) [ 1640 Br3: 3 dh ek
U-937 410, FRAERK %R 70% Il &4, A SEyspr 4l
NohHEBUERIAREE 3 ~ o ey, ARERLE.
1.1.2 WAl 5L % RPMI-1640 ¥ 5 #  FBS, Opti-
MEM T ifiL i 5 F5 % (Gibco, 3£[E ), NE-PER 3 i %
sy ek %14 (Thermo, £ [E ), A CD4". CD8', CD14"
F1 CD19" 20 it PH 1€ 4> 25 W4 2k (Miltenyi, fE[E ), TRIzol
it #l (Invitrogen, Z[E ), PrimeScript™ R##EZ XK ES
E RIXF& (Takara, H
A ), VilA™ 7 sz i £ & PCR % 4% (Applied Biosystems,
), Transintro™ EL #4451 (M e et A a
MR, ml# oL (Eppendorf, fEH),

TB Green” Premix Ex Taq™ 2% 3¢

1.2 92585051k

1.2.1  AC073046.25 Pt {£ [X. $8 & [R] 20 /) 328 WL 3kt 1% % 40
B AWEF K BRI 1% 2 B 5 2 % B RoadMap % #fE
J%  (http://www.roadmapepigenomics.org/data/tables/all#) , 4y
W4T . @ A i Browse Data 215 T f¢J Data table 1%
T, R E Sy AR RE RN SR A B TR KA, @ Rish Go to
Browser 11, #tarty UCSC i FERysiE+, JHaA (L&
GRCh37/hgl9 chr2:74208245-74218245, @ i th View i I
Y PDE/PS JEIR, e R A7 JE g EPS I3CHE. @ff
FTAT ERACBRER A, R 55 FMLIE (& A1 TC 5 R o0 IR
SUPR B S DR BRI 10 % (2 e 1] P 5 g B T

1.2.2 MedhuZo By, RNA fiifiE 5 seit=eeiE & PCR 4
Br WedE U-937 duiedFit4, MIBERRERLE /il (phosphate
buffered saline, PBS) PEi% 2 k5 | A, LL2x10° /41
Jie Sy B 43 %5 %E 1.5 mL B0 4 R, 500 X g B0 3 min,
3¢ BIERIET =0t TRARICE,. M), s NE-
PER Jifg 3% Mo A% 43 2 170 & e WS, S5y 85 U-937 4iig iy
JieL 35 T 4 8 ML B, R I TRIzol i 2 43 &5 7 ¥ i) RNA,
15 B8R0 S T 90 B UG WA A5 A& B cDNA, | i TB Green”
Premix Ex Taq™ I{#1&, LA cDNA SEHGHT I 502
& PCR (quantitative real-time PCR, qPCR) #& I, LA
27880 FOREIE N IR 2R kT, B, Bl Fiie
% RNA i AC073046.25 [rZeik &, TR S sk Ig
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1) AC073046.25 ik b kx| (MK + Mgtx) e
srble AR T2 2 AR M5 Ay H I -3- Bl i 2
fii (glyceraldehyde-3-phosphate dehydrogenase, GAPDH)
FNE 2 E CLAE N IncRNA BN F & kA 1 (nuclear
enriched abundant transcript 1, NEATI) 1k *} 1, qgPCR
Sl FeAan 1,

41 qPCR 5|95
Tab 1 Primer sequences for gPCR

Primer Sequence (5’ — 37)

GAPDH F: GGAGCGAGATCCCTCCAAAAT

R: GGCTGTTGTCATACTTCTCATGG

F: ATCCCTTTTCTGAGGGCTGC
AC073046.25 R: AAGTGGCTTCAGTCTCGTGG
TET3 F: AGTGTCCGAAAGCCCATTCAG

R: GCAAATAGCGCAAGAGAAGGTT

F: AGCTGCGTCTATTGAATTGGTAAAGTAA
NEATI1

R: GACAGAAAGATCCCAACGATAAAAATAA

1.2.3 ASO/IRNA #% 4u Sk U IF AC073046.25 mRNA 7k
P BEAR G R TET3 Fe ik W2, Fe AR e SCSRA% iR
(antisense oligonucleotide, ASO) X} AC073046.25 it 17 &
fiX. LI URAT . THYnr 18 h, K5 U937 4ifigty) 5%
FPF 24 fLtlcrp, B4l 2 < 10° AN, SE96 50 hBA M HRZ
(ASO-NC) F15255 4 (AC073046.25-ASO1, AC073046.25-
ASO2); [n] 50 uL Opti-MEM TG IfiL 1§ %% 35 % b i A 2L
100 mmol/L {1 ASO, 7t 4y it 2] Ji5 i & 3 min, P ] J rpr
S 2 uL Transkntro™ EL #4385, % Fii %) o = i it &
15min, B8R FRTR & P80 % U937 RiFikh i
FRoh g, BEL.OWCEEANN, {#iH TRIzol fh#2 RNA, £ 4%
FJE AT gPCRAGM (514 1), SA%UE TET3 mRNA 7k
EBEARAR 3 234 AC073046.25 7= A5, FATTEFIH /N T
¢ RNA (small interfering RNA, siRNA) %t TET3 #EfTali{.
£ siRNA $% 9L 5245 vr, 53 S BIPE T B2 (siRNA negative
control, siRNA-NC) FnszissH (siRNA-TET3), FRFEf 2 ul
fJ ASO 4 2 pL 20 mmol/L ) siRNA 4, HAx B0 5
ASO #4505 —5, ASO Je siRNA [ G751 4nk 2,

# 2 ASO K siRNA #4551
Tab 2 Transfection sequences of ASO and siRNA

ASO/siRNA Sequence (5'— 3")
ASO-NC TCTACTCGTCGCTACGTACC
AC073046.25-ASO1 CAGCGTCCAGACCCTGGAGG
AC073046.25-AS0O2 GGGAGAGTGGCCCCCTACGG
siRNA-NC UAAGGCUAUGAAGAGAUAC
siRNA-TET3 GAACCUUCUCUUGCGCUAU
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1.2.4  AREAR S 40O RERD 2 B W SR (g e B 3
F11SLE HBE W5 R IARAS, 25 5l ik %% 5 8 50070 4%
2/NFEAR A B 4 (peripheral blood mononuclear
cells, PBMCs) #1743 B, PTAT: BorftER & H
2% I F1 & 1 5 2 mmol/L 2. %Y & i PBS (H[
FRIRLE ) #kk 2 f5. 17 50 mL 2.0 dhoinA 2 i
£ B B0 R Ficoll 15 mL, LR BE I 9 A1 J i e A 3
B BECEAR N Ficoll #ghl 175, B E BE.OHLINISGE FE
%, 400 x g B.0» 45 min J5 W HUAL T Ficoll 57K AH 2 [A] Y
PBMCs, *FiZ40ARdtfT i 800n, 36 K L. mfilk bE vk 2
&, 1% CD147/CD4'/CD8"/CD19" % ¥ i FH 156 WA 45 1 17 4H
Bz G 92 AR RE A 57 85

1.2.5 RNAF R TRIzol filif N 1k 5 i h 3R 13 1Y
fide B S B G 2 AR AR RNA, 2% 22 950 4 M 3
oy w)BEAT RNA-seq 7, G4 X 5 AR Bt A7 4% i 4
Bro BHT, HRMH 2 Ml s bR AR Rk KT
SIAT s BIVEE B 5 AW IR et S E S B AR B — T A
e iR 8% (fragments per kilobase of exon model
per million mapped fragments, FPKM) Fi14E 5 54451
A 0 3 A e il S B e S A TS IR A % (transceripts
per kilobase of exon model per million mapped reads,
TPM), T TPM m] UL SAR A S A s AR R 7K F
PRl BEAR T 52 R F TPM {1 A i 5 ACO73046.25 1A [l G 7%
HRRAERE rhFGR A IR .

1.2.6 SLE BEPIRIGEE LTy RN ARGMELLHRIESR
W5 15 sh #5 %4 (systemic lupus erythematosus disease activity
index, SLEDAI) Xt SLE f35 f5 15 20 B2 B gt A7 1% 47,
TR MR B2 5 A PEIRIE R (SLEDAI>4 43) 5¥5ita
E4 (SLEDAI < 4 4y),

1.3 it Jiik

% Fi GraphPad Prism 7.0 2k 4= X0 52 it 2k 4 T 48 15
Mo R TR RN OE R B, TS IR # 5 SLE
B R AR A A AC073046.25 5 TET3 Fik 7k °F
Z AN AR e, S R Student's ¢ #505,  HER
fi BB, BRIE R 5 R fa e 4l A AC073046.25
5 TET3 kK FIESR, P<0.05FRERHASIH %
B,

2 &R

2.1 LncRNA AC073046.25 %t TET3 366851
M T TET3 LIfFE—45 2P IncRNA, M7
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] Bk, FATIAA 1% IncRNA f£/E A% TET3 2k iy vl
AEtk. Bk, AWBFIEE X% IncRNA BT 7E X381 2%
WEEME T, SR (B 1A) BIR{E CD14" M4l
f iy AC073046.25 7 pi Ab BN F] T 458 ) H3K4mel &
H3K27ac 555 Midh & AR G 40D RNA-seq
i (B 1B) ®LL%RBL, AC073046.25 1 8% 40l h %
RS, ARImAERTIZ IncRNA " /£ CD14" [ e

KAEIESAS RNA AC073046.25 £ RS VELLBUIRE 55 8L P TET3 Fik A P g AE | 1033

Al K AEThRE.

BT eRNA Z: 5HE Rk FiRYs, BRI 32w fr
TR, AR MR 5T 40 B 52984 AC073046.25
B ML BEAT RS, BG4 QPCR A4l (& 1C) &k, 76
U-937 i figvh AC073046.25 F= 35 (i fEAN AL N (84.8%
() ACO73046.25 43 4 T 4 M 1% N, (XA 15.2% 4y 4 1F
H23) o

Scale 5 A
[ 1 9
s 1 raood | mrnem | ragiaees | maxye | HTE EEEE Ml:tmhl mxiram 1 ragaege |
TETy —-—
§ AT M [ P e s —
CD3 DNase A
: "
CD3 HAK4mel o ot - — i ——
b2
CD14 DMase | iy & o
CD14 H3K4mel *, pum o . e
-
e .G y Lo A
-
CDI9 DMase | - - = - B
CD19 H3K4mel " —
CDN9 HIK2Ta
B C
a0 100 O Nuclear
= B Cyvioplasm
ﬂjw %m
% g 60
o 20f 2
= g 40
£ 1op 2
0 0
CoRaT CIET [MEIEY CDiIvB (APDH ACOTI04625 NEAT!
cell cell monocyle cell

Note: A. H3K4mel and H3K27ac histone modification signals of IncRNA AC073046.25 region in different immune cell subtypes, leftmost labels are different histone
modifications of different cell subsets, ordinate value represents the abundance of histone modification at the corresponding position of chromosome. B. Expression level of
AC073046.25 in different primary immune cell subsets. C. Cytoplasm/nuclear location experiment of IncRNA AC073046.25.

1 LncRNA AC073046.25 ByTh e
Fig 1 Functional prediction of IncRNA AC073046.25

hite— 295 UE AC073046.25 I Th g, & AT1/E U-937
41 M 15T B RE ik 2k 295, HDH ASO X AC073046.25
PEATREAR, Fal ik qPCR % 3 AR 28 38 I i K Je % TET3
()28 R W AT 4 b, SR (El2A, 2B) R, 5
ASO-NC 4 #1kk, ASO 9346 41 AT 75 RNA 7K - 45 24 1
AC073046.25, %% 2 ¥ >50% (ASO1: P=0.008, ASO2.
P=0.010) ; [a] i} i% 55 95 41 75 &l (I AC073046.25 Ji5, TET3

http://xuebao.shsmu.edu.cn

mRNA 7k F AR (3 P=0.002), 4k, £ U-937 48
it v AC073046.25 Xf TET3 ) 2635 77 46 PH 45 VE . i il
it siRNA $f TET3 £ mRNA /k°F b i T @i fE a5 48 (&
2C, 2D) kB, siRNA gk TET3 (P=0.008) Jf A M
AC073046.25 ik, AT LiREE R, HATNAIE U-937
gl AC073046.25 % TET3 MFERAFEAIEER, Hi%

VRS VE R Bm Y,
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ABD-NC ACUTHMGIS- ACOTIG 15 ASDNC ACOTHGIS ACOTI0NG 25 ARNA-NC  aRNA-TETS
ERIp AR ARO2 RIRIP ASD] ASO2 EFoap RRIf
BrOup group wrOp Eroup

Ly

SRNA-NC  aRNA-TET?
eeap gremip

Relative expression of AC0O73046.25 mENA
Relative expression of TET3 mENA

Relative expression of TET3 mENA
Relative expression of AC0O73046.25 mENA

Note: A-B. Expression levels of AC073046.25 (A) and TET3 (B), after ASO knocked down AC073046.25 in U-937 cells. © P=0.008, © P=0.010, * P=0.002, compared with
the ASO-NC group. C-D. Expression levels of TET3 (C) and AC073046.25 (D), after siRNA knocked down TET3 in U-937 cells. ® P=0.008, © P=0.288, compared with the
siRNA-NC group.

2 siRNA/ASO %£3: U-937 4lffijg, qPCR #:illl AC073046.25 F1 TET3 By FRik kT

Fig 2 After siRNA/ASO was transfected into U-937 cells, the expression levels of AC073046.25 and TET3 were detected by qPCR

2.2 AC073046.25 55 TET3 eI Tk Pk M 5 br g ér
15 W 52 T ACO073046.25 1 U-937 41l g vh %} TET3 15 - o
fEF R AT 1R H G, Fe 1R F gPCR A5 I 4% 41 iy oh Ej; ar
AC073046.25 5 TET3 ik /kF, FHAE GraphPad Prism & £
L R RO H AP AR AT T, £ of
X i AC073046.25 FKih & A HAL R, Y fill TET3 Fik & A o
Tk, SR (E3) SR, ERAORBATIRT ACOT304625 g LE L .-

5 TET3 WFak Kk FITFAEIEAR S ME (7=0.650, P=0.000),

Relative expression of ACDT73046 25 mRNA

3 RREZMAMH AC073046.25 5 TETS RiXHIIEK S
2.3 AC073046.25 {E A3 15 2% SLE (L% k%4l Fig 3 Correlation analysis of AC073046.25 and 7ET3 expression in primary

¢m&ﬁm¥ﬁm oo
oM, fER AR AC073046.25 5 JRiGE R A IR rh AC073046.25 Fil TET3 #ik 7k “F- ik
TET3 B’Ji‘%l_zftmaé {Elqcszmm*ﬁ AC073046.25 5 SLE 1374007, &5 (B 4) Fiak, AC073046.25 fF (g et a5
)56 R MG — P YRR, @kt 46 5] SLE B FHINIE  Bfae AR EAKCEFRZE R TSI FE L, [ERRIEK
GO Frgeit, SR KBBREEALL 25 . Bawih  HNIEMK (P=0.002, P=0.000); %f@a%ﬁm kL, TET3
BREAAL 21 i, SR qPCR X HEX BRZH . Bt R TR R ZaRACENIRBLA R (P=0.010),

=< A B

.

= . <

E 5p = b

& " = @

= . i

E 4F ™ : n

(i ] L=y

= -, = 4F

- 3L L

2 . : .

e D H | ]

= 2} A = . e

& 2 9L ] Ahig

k= E2r =

; 5 A
1 ] y

= - ]

" L L ]

; .l.‘ é ..

'E 0 L . L X . '?: 0 X . . ! .

= Health  SLE-inactive SLE-active = Health  SLE-mactive SLE-active

= control Zroup ErOup control Sroup Zroup

group Zroup

Note: A. Relative expression of AC073046.25.° P=0.080, © P=0.002, compared with the health control group;  P=0.000, compared with the SLE-inactive group. B. Relative
expression of TET3. © P=0.000, ® P=0.010, compared with health control group; © P=0.000, compared with the SLE-inactive group.

B 4 AC073046.25 & TET3 7ef@ FR*TBRA R A ElRR1E B4 K B A - Rk
Fig 4 Expression of AC073046.25 and TET3 in monocytes derived from healthy control group and different disease activity groups
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AWEF AR BoR, 1E U-937 4 g o i it ASO i %
AC073046.25 2553 TET3 Feih /K FIIREAL: BAEIRAC AL
e, AC073046.25 5 TET3 U2k R, Mt
AN, % AC073046.25 E HLAZ 40 iR h BE % 4% TETS3
HIZiR, BESGBA T A FIwTE ShZ4HR) SLE B35 R4
H AC073046.25 iR F AT, &5 R K BLBRIG K
H ) AC073046.25 Fih sk - i 24K T ( Hext R 2H 5 95895
faEdH., Bk, FATINAZ IncRNA HA41E 4% kM SLE
WIS, Sl ™ 23

IncRNA % [RI A H 25 4 fith 2 19 J5T (1 BE 01 9 40 24 JC
HIE ke, ARBE S il AR KA W R T,
Felk £ 11 IncRNA # % 3, HIhBE R vt ™, M5
BFFEEE R, FATTIN A AC073046.25 W] RELL eRNA (1% 35X
%5 TET3 BIZaR AT, H eRNA 7Rk T3t i85 Rl 1Y
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