BHELEER 201745 A% 14 %% 93  Lab Med Clin,May 2017, Vol. 14, No. 9 « 1289

- E-
FSTL1 #X ncRNAs FEWERETMANRE AMI ZiRHLE B R

kB, E OB K
(. R ERAEGHAENPCERS AF  445000;2. T AER X FHARLAEFR, S Rk 524023)

i E:BM KiThAFAFarZH#ES 1(FSTLD S &M oM (AMD# X 2 2L THMH . Fik AN AMI &% 80
) VE g X B 0 (AMI 48) , A AR 3 Bk % (CAG) I M 69 4E T B 4 80 ) 4F S 2 B 41, SR J 4% B o it 4T B 3% %, 72 %K M) € (ELISA)
¥oml FSTL1 4 ik, i@ 33 & H435 8 2 TR0 3t T 4% 49 3E % 2% RNA[ e # s RNA(miRNAs) | % 4 3k 45 5 RNA(IncRNAs) #2 37 % RNA
(circRNAS ) F 1R L At . F R A EHRAEZT-REHE XA (QRT-PCRO# AW FRIE, FR 248 FEFH BT
FHEZF AL T FELP>0.05; AMI A G B B K E ERE B BERSBAI G, £ 74 %31+ 5 &L (P<0.05) ; AMI
A FSTL] A 2B BA R F &, 2 F AL+ FEL(P<0.05); %K F T4 W & (ROC W &) 5 &L 3L, FSTL1 # &
£ T @ARAUC) A 0.98(95%CI:0.96~0.99,P<0.05) ; A %12 & F A LA I FSTLL A A £ %5 miR-200 R 7% (hsa-miR-200b-
3p.hsa-miR-200c-3p #= hsa-miR-429) & % , 5 CTD-2630F21. 1,CTB-92]24. 2, RP11-47311. 10, C110r{95 #= XIST % IncRNAs #
#* .5 C2orf29-hsa-circ-000665 . MYO9B-hsa-circ-001731 ## SMAD2-hsa-circ-000030 % circRNAs A % ; GO.KEGG # PANTHER
TR & I £ &5 MAPK, PISK-Akt, TGF-beta ,Oxidative stress response, Inflammation mediated by chemokine and cytokine #=
Apoptosis 12 5@ %F A %, f3 hsamiR-200b-3p R A B HFK T B4, £ F A %5 &L (P<0.05) ;55 FSTL1 2 fi 48 %
(Pearson #5% & 4% —0.665 7,P<C0.05), £i® FSTLI Ti 5 AMI X %A X, THASNURG G 2 Wiz EH, Tihidd
hsamiR-200b-3p A~ F AL AL XK A B AL B #fem o B =F 5 X 55 AMI &4,

KB FIParZHEEG 1; SHEL; miR-200 Kik; AWFEEY; E%HA RNAs

DOI:10. 3969/j. issn. 1672-9455.2017.09. 031 C#k#REM:A X E4HS:1672-9455(2017)09-1289-05
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Abstract : Objective To study the relationship between follistatin-like protein 1(FSTL1) and acute myocardial infarction(AMD
and its possible mechanism. Methods Eighty cases of AMI were enrolled as the experimental group(AMI group) ,and 80 inpatients
with negative AMI were recruited as the control group. Venous blood was collected for detecting plasma FSTL1 expression by
ELISA. The non-coding RNA(ncRNAs, such as miRNAs,IncRNAs,circRNAs) and other functions were predicted by bioinformat-
ics,and the preliminary verification was performed by adopting qRT-PCR. Results There were no statistical differences in age,gen-
der and basic disease history between the two groups(P>>0. 05) ; total cholesterol and low density lipoprotein in the AMI group
were higher than those in the control group,the difference was statistically significant(P<Z0. 05) ;plasma FSTL1 expression in the
AMI group was significantly higher than that in the control group with statistical difference(P>>0. 05),the ROC curve analysis
found that the area under curve(AUC) of FSTL1 curve was 0. 98(95% CI.0. 96 — 0. 99, P<C0. 05) ; the bioinformatics research
found that the FSTL1 find mainly was related with miR-200 family (hsa-miR-200b-3p, hsa-miR-200c-3p and hsa-miR-429) , related
with IncRNAs of CTD-2630F21. 1.CTB-92J24. 2,RP11-47311. 10,C110rf95 and XIST,and related with circRNAs of C20r{29-hsa-
circ-000665, MYO9B-hsa-circ-001731 and SMAD2-hsa-circ-000030; GO,KEGG and PANTHER prediction was mainly related with
the signaling pathway of MAPK,PI3K Akt, TGF beta, Oxidative stress response, Inflammation mediated by chemokine and cytokine
and Apoptosis. Plasma hsa-miR-200b-3p expression was significantly lower than the control group with statistical difference( P<C

FSTL1

may be associated with AMI onset,and can be used as a biomarker of myocardial injury,which may involve in inflammation,oxida-

0.05) ,and was negatively correlated with FSTL1 (Pearson correlation coefficient was —0. 665 7, P<C0. 05). Conclusion

tive stress and cell apoptosis in AMI by hsa-miR-200b-3p mediated regulation.
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miR-200b. miR-200c il miR-429 %) 5 ff < fL {7 i, £ H 5
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forming growth factor beta receptor signaling pathway . activa-
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miRNAs targetScanSites picTarSites RNA22Sites PITASites miRandaSites
hsa-miR-200b-3p 1[1,5] 0[0,0] 0[0,0] 1[1,5] 2[4,95]
hsa-miR-429 1[1,5] 0[0,0] 0[0,0] 1[1,5] 2[4,95]
hsa-miR-186-5p 0[0,0] 0[0,0] 0[0,0] 0[0,0] 1010,1 963]
hsa-miR-137 1[3,19] 2[4,24] 0[0,0] 0[0,0] 0[0,0]
hsa-miR-92b-3p 103,19] 103,19] 0L0,0] 0L0,0] 0[0,0]
hsa-miR-9-5p 1[8,1 922] 4[9.3 201] 2[3,1471] 1[8,1 922] 2[9,3 393]
hsa-miR-214-3p 0[0,0] 0[0,0] 1[1,54] 0[0,0] 0[0,0]
hsa-miR-181b-5p 0[0,0] 0[0,0] 0[0,0] 0[0,0] 1[7,379]
hsa-miR-181a-5p 0[0,0] 0[0,0] 0[0,0] 0[0,0] 107,379]
hsa-miR-29¢-3p 1[8.1 922] 3[8.4 198] 0[0,0] 0[0,0] 2[8,2 115]
hsa-miR-29b-3p 1[8,1 922] 3[8,4 198] 1[8,1 922] 0[0,0] 2[8,2 115]
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GO 7y TIifie

ASPH, BAP1, CDC73, CDKNI1B, CNOT7, CNOTS, CTBP2, CULAA, DLCI,

GO:0008285 negative regulation of cell proliferation 0.000 1 0. 002
ETS1.GLI3, HDAC4,JUN,KANK2
transforming growth factor betareceptor
GO:0007179 MAP3K1,PPP1CB,RHOA,SMAD2 ,SMURF1,SMURF2, TRIM33, UBE2D1 0.000 2 0.136
signaling pathway
G0:0000186 activation of MAPKK activity FRS2,KRAS, MAP3K1,MAP3K13,MAP3K5,PLCG1 0.000 3 0.231
GO:0046328 regulation of JNK cascade AKT2,DIXDCI, MAP4K4 , MAPK9 0.001 0 0. 888
fibroblast growth factor receptor signaling
GO:0008543 PPP2CA,PRKARIA,PRKCA,PTEN,SHCBP1,SHOC2 0.000 1 0. 004
pathway
cell migration involved in sprouting angio-
GO:0002042 EFNB2,KDR,SRF, VEGFA 0.001 5 1. 000
genesis
GO:0030433 ER associated protein catabolic process AMFR,DNAJB9, ERLINI, JKAMP,SYVNI, YOD1 0.001 7 1. 000
GO:0007184 SMAD protein import into nucleus JUN,SPTBNI1,TOBI 0.002 5 1. 000
GO:0003007 heart morphogenesis DLC1,MKL2,NIPBL,PTCHI, VEGFA 0.004 8 1. 000
GO:0006939 smooth muscle contraction CNN3,EDNRA,MYLK,ROCK2 0.004 8 1. 000
KEGG Pathway
hsa04150 mTOR signaling pathway IKBKB,PDPK1,PRKCA,PTEN,RPS6KA2, VEGFA 0.000 1 0. 010
IKBKB, JUN. KRAS. MAP3K1. MAP3K13, MAP3K5, MAP4K3., MAP4K4.
hsa04010 MAPK signaling pathway 0.000 1 0.015
MAPK9
hsa04151 PI3K- Akt signaling pathway BCL2,IKBKB.ITGB3, VEGFA 0.010 0 0.123
hsa04370 VEGF signaling pathway AKT2.KDR,KRAS.PLCG1.PRKCA,RACI, VEGFA 0.011 6 1. 000
hsa04910 Insulin signaling pathway IKBKB,IRS2,KRAS,MAPK9,PDPK1,PRKARIA 0.001 8 0. 264
hsa04350 TGF-beta signaling pathway CREBBP,RPS6KBI ,SMAD2,SMURF1,SMURF2 0.007 2 0. 087
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P00046 Oxidative stress response BCL2,DUSP1,DUSP7,JUN,MAPK9,STYX 0. 006 4 0.321
Inflammation mediated by chemokine and
P00031 AKT2,CASK,IKBKB,ITPR1,JUN,KRAS,MYLK,PAK2 0.001 9 0. 099
cytokine signaling pathway
P00047 PDGF signaling pathway AKT2,,JUN,PDPK1,PLCG],PRKCA 0.000 1 0. 003
ETSI,JUN, KRAS, MAP3K1, MAPK9, PAK2, PDPK1, RACI. RGL1, RHOA.,
P04393 Ras Pathway 0.000 1 0,000 3
RPS6KA2,SRF
AKT2,APAF1, ATF7,BCL2,IKBKB, JUN, MAP3K5, MAP4K3, MAPK9, PRK-
P00006 Apoptosis signaling pathway 0.001 55 268 0.077 634 2
CA,XIAP
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HBYAE, AR EH A WAREY L CK-MB Fl ¢Tnl Jy 3.
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% Chsa-miR-200b-3p. hsa-miR-200c-3p F1 hsa-miR-429) £ 5%,
H A 2% IncRNAs F %4 CTD-2630F21. 1, CTB-92J24. 2,
RP11-47311.10,C11orf95 #1 XIST £&, 1 H circRNAs £ A
HP1BP3-hsa-circ-000809, C2o0rf29-hsa-circ-000665, PEX26-
hsa-circ-001884, FOXO1-hsa-circ-000576, MYO9B-hsa-circ-
001731 F1 SMAD2-hsa-circ-000030 4, H & MYO9B-hsa-circ-
001731 Fl SMAD2-hsa-circ-000030 254K 7] fig 5.0 WL 15 4 % .
it GO 4y F I g B . KEGG {5 % 3@ i# fl PANTHER {55
W T % B miR-200 K% 3% 5 regulation of JNK cascade,
SMAD protein import into nucleus, MAPK signaling pathway
PI3SK-Akt signaling pathway., VEGF signaling pathway, TGF-
beta signaling pathway, Oxidative stress response, Inflamma-
tion mediated by chemokine and cytokine signaling pathway Fl
Apoptosis signaling pathway 44 3¢, i1 i 7] %1 miR-200 0] fig
£ M L %6 P I W 9 T A1 TGE-B/SMAD i
A, MAZEET WU LW TGE-p1 5 FSTL1 £ & J#
TEAH G, BB miR-200 W] G838 4 2 5 40 M P8 12 L 48 M B i AR
R S5 AMI I, B, £ % 4 hsa-miR-200b-3p
PEAT T I R FRAS K0, & B AMI 2 I 3% hsa-miR-200b-3 3 ik
BEMRTNMA. 2545058 L (P<0.05); 3 & H
FSTL1 51 %% hsa-miR-200b-3p £ 11 A 3¢ (Pearson #H 3¢ & 34
J—0.665 7,P<<0.05), Ui B hsa-miR-200b-3p £ 1] fE i@ 1 7
PR FSTLL 1m0 AMI k4.
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