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Differentially expressed and preliminary analysis of microRNA profiles in liver tissue of rat induced by carbon tetrachloride”
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[Abstract] Objective

induced by carbon tetrachloride (CCl, ). Methods

To explore the differences of expression profiles and significance of the microRNA in liver tissue of rat
The microRNA differential expression analysis between normal group(n=10)
and model group(n=10) was conducted on high-throughput methods. Gene ontology enrichment analysis and kyoto encyclopedia of
genes and genomes pathway analysis of the targets of miRNA were carried out in this study. Results Some differentally expressed
microRNA with 29 up-regulated and 8 down-regulated were identified in our study. Through evaluaing the value of microRNA in
the network, we find that the key microRNA of rising are miR-184,miR-10b-5p, miR-199a-3p,and the key microRNA of cutting are
miR-200b-3p, miR-199a-5p, miR-125b-5p and so on. Conclusion The microRNA expression level in the model group has a signifi-

cant change. Therefore, the courses of liver fibrosis is related to some process which microRNA control the regulation of cell prolif-

eration, cell apoptosis,cell cycle,and so on.

[Key words] microRNA;liver fibrosis;carbon tetrachloride;differentially expressed
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GD-300-2001) . #5782 w] SYBR 4 8, 11 #% 1 B8 B 1 44 %} (In-
vitrogen, 719644) | 6 % JR Z 28 vh Wi 58 TN 4 BE i Bk 8 (Tnvitro-
gen,11041164) . Qubit® dsDNA HS 43 #7 ik 7] & (Invitrogen,
Q32854) & HEfe 2 B R & (Aglient, 5067-4626) %,

1,13 FZAE SUAMHEA A MR E .0 HL (Eppendorf,
5418) .2 [H ABI A F® GeneAmp® 9700 % PCR R4 WAL
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B4 (n=10), R CClL, & il K B £ 48 1L sh oy B 11, CCl,
Stz b 2 ¢ 5, AL KR R R R IS 40 % CCl
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mL/100 g, %38 2 W AR YRR BT it 4 CCL il H s Eid ) 8 JA .
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1.2.3  microRNA $2 It UL 4L, fil 42 & RNA, 5 &
RNA Zffi F Qubit® 2. 0 {564, i F Qubit™ dsDNA HS iz
) e A N S P VR . AR AR UE D X T Agilent microRNA
Chip & qPCR:RINZ==6.0 and 28 s/18 s>>0. 7; HAth : RIN>>7. 0
and 28 s/18 s>>0.7,
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2.2.1 microRNA 2= 5% F &k 1l & #E B H 22 % microRNA
BRI A0 A 15 B - M 25 B A% B (Fold change™ 1) il g 3% /K 3F
(P<C0. 05) WA~ J7 18 # A7 WAk, X 25 % microRNA # 47 i %
LG HEF] 37 422 57 microRNA, H i A B 4] 5 % B2 AR LG . |
W29 NCE DT IANGE2) .
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NS RS VAN R s SO VS R E S 1 2B
20 L R T T A
x 1 BEVA G X RARIE LIEH microRNA

microRNA J¥7%1] XFEEZH  BERIZH  Fold_change P FDR
miR-184 4.43 72.94 —4.04 <C0.01 <<0.001
miR-212-5p 1.79 14. 21 —2.99 <0.01 <C0.01
miR-449a-5p 0. 94 6. 25 —2.73 <20. 05 0. 10
miR-582-3p 6. 50 37.70 —2.53 <C0.01 <<0.001
miR-147 1. 89 10. 42 —2.47 <C0.01 <C0.05
miR-223-3p 37.71  207.25 —2.46 <{0.01 <<0.001
miR-10b-5p 249.07 1 281.79 —2.36 <C0.01 <C0.001
miR-132-3p 2.73 13. 36 —2.29 <C0.01 <C0.05
miR-411-5p 2.07 9. 85 —2.25 <0. 05 0. 10
miR-146b-5p 348.81 1 530.16 —2.13 <C0.01 <C0.001
miR-130b-3p 2.73 11.94 —2.13 <C0.01 <<0.05
miR-127-3p 14.05 58. 54 —2.06 <C0.01 <C0.001
miR-6216 5.19 16. 48 —1.67 <C0.01 <C0.05
miR-199a-3p 326.56 981.61 —1.59 <C0.01 <<0.001
miR-155-5p 15.56 46. 60 —1.58 <C0.01 <C0.001
miR-222-3p 4.05 12.12 —1.58 <0. 05 0.12
miR-214-3p 14. 33 42.63 —1.57 <C0.01 <<0.001
miR-21-3p 107.66  304.06 —1.50 <C0.01 <C0.001
miR-199a-5p 157.91  432.03 —1.45 <0.01 <<0.001
miR-363-3p 14. 99 40. 35 —1.43 <C0.01 <C0.001
miR-34a-5p 26.96 67.63 —1.33 <C0.01 <C0.001
miR-3585-5p 6.50 15.63 —1.26 <20. 05 0.08
miR-181b-5p 146.69  328.78 —1.16 <C0.01 <C0.001
miR-204-5p 35.92 77.58 —1.11 <C0.01 <C0.001
miR-92b-3p 18. 85 40. 54 —1.10 <{0.01 <<0.01
miR-335 62.03 129.58 —1.06 <C0.01 <C0.01
let-7i-5p 672.36 1 392.05 —1.05 <C0.05 <<0.001
miR-6329 5.94 12.12 —1.03 <C0. 05 0. 15
miR-152-5p 6. 88 13.83 —1.01 <0. 05 0.18

*x2 R A BT BB AFRIE T A microRNA

microRNA J§ %1 XHEEZH  MiRY4  Fold_change P FDR
miR-203a-3p 465.33 127.69 1. 87 <C0.01 <C0.001
miR-203b-3p 50. 72 14. 68 1.79 <C0.01 <C0.01
miR-200b-3p 690. 55 203.65 1.76 <C0.01 <C0.001
miR-193-3p 37.71 11.75 1. 68 <C0.01 <C0.05
miR-99a-5p 4 491.101 605. 84 1.48 <C0.01 <C0.001
miR-455-3p 50. 15 19. 32 1. 38 <20.01 <C0.05
miR-365-3p 155. 27 63.56 1. 29 <C0.01 <C0.001
miR-125b-5p 4594.15 2 124.64 1.11 <C0.01 <C0.001
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%3 AR BB AR E AR microRNA RIEEERE GO 4547

Category 1D Category name Count P Enrichment FDR

0044459 plasma membrane part 783 1. 33E-33 1. 358089766 2. 06E-30
0007242 intracellular signaling cascade 548 5.02E-30 1. 431307287 9. 78E-27
0005829 cytosol 651 2.91E-29 1.37153113 4. 52E-26
0009719 response to endogenous stimulus 359 1. 04E-25 1.51367934 2.02E-22
0042592 homeostatic process 425 7.86E-24 1. 438085724 1. 53E-20
0048878 chemical homeostasis 310 7.74E-23 1. 522266352 1. 51E-19
0005783 endoplasmic reticulum 456 6.51E-22 1. 389478506 1.01E-18
0015031 protein transport 336 1. 17E-21 1. 478635026 2.29E-18

x4 BB AR RAERETAE microRNA HEER GO 517

Category 1D Category name Count P Enrichment FDR

0005886 plasma membrane 718 9.62E-29 1. 390698537 1. 45E-25
0043167 ion binding 773 2.42E-20 1.295739182 4.13E-17
0031090 organelle membrane 280 5.67E-10 1. 380904915 8. 58E-07
0008219 cell death 139 8. 54E-10 1.61752965 1. 63E-06
0009725 response to hormone stimulus 164 1. 08E-09 1. 545472116 2. 06E-06
0031982 vesicle 199 1. 84E-09 1. 463588824 2. 78E-06
0045184 establishment of protein localization 174 2.33E-09 1.509478687 4. 416 E-06
0006915 apoptosis 124 7.03E-09 1.619426972 1. 34E-05
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5). & LM EE microRNA T B A4 miR-184 . miR-10b-
5p.miR-199a-3p &5, L I8 5 i 5C 8 80 L I £ E A HF NM _
012671 . NM_021843,NM 012775, NM_ 013095, NM 178866
(gene bank accession number) £ ; F 8 1) 6 £ microRNA F 3
35 miR-200b-3p . miR-199a-5p, miR-125b-5p &, H: i# #25 1¥) 5¢
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miR-155-5p 4§ f AR A WL 5 1 &7 4t 16 B 4 40 56 19 i3, (B A BF
G A TE 5 H A 2% 1 2T 4EAL AR OC L A let-7i-5p . miR-125b-5p 5
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