BBk 2017 4E 6 11 M 46 % 46 I - 1E

S RE/NE B2 microRNA & mRNA FiEAiE g
TV B ok 7 0 B E 1Y I 1k

RFEM HEL H # FEM K B F O TRA REF

# E BM A RM/NE R ERE A SR A A AE R IR KOE 58 1 microRNAs (miRNAs) Fl mRNAs, M A7 48t 5C #
SR R TR T OGS B PR 3R IR KT 1 R I AR M 48 S e RN ERTE BB Z M C R . ik WEERE/DNERIE &
5% R 2 S RIF S R 4, LT — R A {00 IE KR H SN B X R 36 Exigon miRCURY LNA™ microRNA Array
O M Arraystar Human mRNA/LncRNA Microarray Jps i, %F S 86 240 3 5] K %t BRZH 3 il REAS B9 2L R 2H miRNAs F1 mRNAs 3 ik 7K 5F
PEATFIHE , T FH 25 5 38 35 00 A8 5028 Ak 07 34 77 F 32 1A 7K OF 22 59 (19 22 5 miRNAs Fl mRNAs, i@ it miRanda . miRDB .miRWalk \RNA22 |
Targetscan 3X 5 440 FE#EAT R Z , T 25 5 miRNAs 3815 A9 EE IR o b 0000 80 B P 5 22 R mRINAs X 7 (9 56 R A7 28 X L, 5
A B AE miRNA F mRNA 3R 35 7K SF- 22 5 10 SC 5 8 3 DX B O Iy (%) OC 8 miRNAs, Z55R AR L 24 A~ HATRBE KV %
59 miRNAs, [7] B i % 515 AN 3R 3A7KF 22 5 49 mRNAs 8 5000 21 49 miRNAs 385 (9 #L 2E  5 mRNA 3Rk 3% iy 25 5 L R iF A7
A8 SCXF B, 4 B XTI 0 miRNA Fl mRNA 3Rk KV ¥ 7R 78 B 3 M 22 7 0 GBS B 1 6 4> (CAST  MLL ,MMP13 ,0TUD4 | PDESA |
TGOLN2) . &5t W@ 7 RM/NHGIE D miRNA KIK35% A mRNA K3k 38% , 05 7 56 R AL/ B WP 263K 55 5 1Y OC B 4
B9 @ Sr T 1 A5 miRNA BL & mRNA 235 K P H8 5C B I8 12 I 45, A R T 3 — 20 00 DG R 0 0 R R L 45 ) 48 15 58 R /b B
W RIR IR R o

XA e RME/PDEHIEIE  microRNA  mRNA - JCHEHE I 8 422 ) 4%

FESES  R622 XEAFRIRAS A DOI 10.11969/j. issn. 1673-548X.2017.06. 028

Screening the microRNA and mRNA Expression Profile of Congenital Microtia to Choose the Target Genes. Song Yupeng, Yang Qing-
hua, Lin Lin, et al. Plastic Surgery Hospital, Chinese Academy of Medical Sciences, Beijing 100144 ,China

Abstract Objective To screen the microRNA and mRNA expression profile of congenital microtia to identify the differential ex-
pression in microRNAs and mRNAs. Locking in key target genes to establish the key genes — microRNA control network and to discuss the
relationship between differential expressed microRNAs and mRNAs and the etiology of congenital microtia. Methods We selected six
samples from congenital microtia to study the microRNA and mRNA expression. We collected the residual ear cartilage of microtia as the
research object; normal ear cartilage of patients without ear malformations as control. We Chosed Exiqon miRCURY LNA™ microRNA Ar-
ray and Arraystar Human mRNA/LncRNA Microarray. Fold change of differential expression were applied to screen key miRNAs and mR-
NAs. miRanda,miRDB,miRWalk ,RNA22 and Targetscan were used to predict target genes of key miRNAs. The predicted target genes
and differential expressed genes were cross matched to find the key target genes and the corresponding key miRNAs with differential ex-
pression. Results There were 24 miRNAs and 515 mRNAs with differential expression between experimental group and control group. 6
key target genes (CAST ,MLL,MMP13,0TUD4,PDESA,TGOLN2) with significant difference in mRNA and corresponding miRNA expres-
sion levels were obtained by cross matching. Conclusion In this study we detected genome — wide mRNA and microRNA level of congen-
ital microtia by epigenetics method, and preliminary established a key genes — microRNA control network. It is helpful to explore the fur-
ther relationship between the key genes — microRNA control network and the molecular pathogenesis of congenital microtia.

Key words Congenital microtia; MicroRNA; mRNA; Key genes — microRNA control network
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miRNA 4 B i g e P
miR -3613 -3p 3.288 0.036
miR -1255b -2 -3p 2.141 0.019
miR - 151a -3p 3.103 0.035
miR -4699 -3p 2.327 0.039
miR -4521 2.478 0.011
miR -221 -3p 2.446 0.024
miR -320¢ 2.335 0.033
miR - 181a -3p 2.882 0.023
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