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[ Abstract)
200 nucleotides without protein-coding capacity. Recent studies demonstrated that IncRNAs could regulate

Long noncoding RNAs(IncRNAs) are a group of functional RNA molecules longer than

adipose tissue differentiation, maintain its function and structure, promote white adipose tissue ( WAT)
browning by various kinds of mechanisms. Particularly, IncRNAs play important roles in brown adipose tis-

sue( BAT) differentiation and maturation. Besides, IncRNAs are closely associated with the development
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and progression of obesity and metabolic diseases.
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1 LncRNAs W& 5Th8E

LncRNAs J2 K & K F 200 4~ 7 12 0 RNA 43
+, I SR AR DR R = Ty B8 A 1 S T3 5] 52 HE 110 AN 2 %
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B LncRNAsIIRELRE, B4 R LTy 5
ST FE S5 RT3 KR EE YRR, WHOXH; 5%
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i 2 AR PR HOXD A s e R 5 7R R Mgt %
KPP B 1 2 A RE DR L Evi2 TR SR SR IR T
DLX2 2 AH [R5 57 B 117175 5 4B T 25 1 g i 3 A A
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2.1 LncRNAs 5Jglidifasr4k  dE4aA% RNA Al
PEALFE IR 4 MLAE N VF 2 AL ) R F ot iR, — gk
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2 Z B MRAT TR AL PEFERNAs KBS SEAT 0 8, AT
FRHE R T 175 A~ IncRNASTEAR (4 8 5 20 21 ( BAT)
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15, B W7 53 P S e i 3% PR -3 4 A 0 Tl A 184 5 0 0
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(C/EBP) o B Z % /& R REAE AL o 78 b 8 i
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AdiPogenesis) "', SIS AR KB, 7E BAT 43
RIS 0 RANGE 8 KA 520 A4~ LI AS434 T
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T3 AN EE ARSI A [E] 9 Ine RN As ( AKO80070
3930402G23Rik , AK038898 ) , H: 1 il f AK038898
J& BAT /304b B 2 52 31, K Z & Blncl ( brown fat In-
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