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miR-27a-3p Whnt 3a 0 0N BB SR PR (5 3 400 1 R 3R A [43]

144



12 4

AARBETWMILF HRANFEAELEAS T THAT LR

3 LncRNA 1B i iff 53 JF hg
KAEE S RNA (IncRNA) & — K55 5 A K
JEM L 200 nt () RNA 0 FL EMFFARBEA .,
Mmse KL RNA (% X 78 2 F 2 b 45 5L 3%
K. S 5E R AR AR K R B A
AR, 5 mRNA MM, IncRNA ZEH 4+ H
B I REPE A s PR R IR D R 5T £ B IncRNA
HEAZERAXRY . BT, IncRNA B4 H T
TN B AR RN R R R A R T
B AR SO E T HRER A £,
Ji SR PR 12 R 8 Rk 2R
EAN T LI T 1536 225 KA IncRNA, H
251 L1 285 A B, [RIEYE S B o A 9 A
IncRNA HA 5 miRNA #4441 [6] () & L 12 15 51
Al AEJE miRNA MY RT AR, Hh let-7e-5p Al miR-
574-5p 2 5 4 Fh 4 i (38 58 R R L e AT R
) IncRNA 4352 MSTRG. 1811. 1 il MSTRG.
23763.1, IncRNA MV EHE N S5 cAMPY |
MAPK"Y fl ErbB™* {5 53 #% , DL e HoAth 8 K Ut
F A . R I MAPK {5518 B, 0X

JE VR A0 K A AT R RN SR 2 A A O B I

P LncRNA-177922 #8 [1] MAPKI15 £
584 B16-F10 40 fifg 2 o 2 A il 158 2R A
Mt FE0% , Ren®  FEATFHR 100 d PHIN 2L A A A
HPERR LR IR P S 5E T 1 336 MR IncRNA, &
R0 A e ASIP .MITF ., Sox10.Wnt7b
1 Wae3a 43 514: T XLOC 005274 . XLOC_ 013722 .
XLOC_ 020482 . XLOC 020518 F1 XLOC_ 022579
V7 R BRI, 6 BH Bz iR B R A 323X 5 Ff IncRNA
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Abstract: For hair use animals, hair color is one of the important economic traits. Hair color is mainly determined by

the distribution, proportion and production rate of eummelanin and brown melanin produced by melanocytes.

The process of melanin production is regulated by some transcription factors, hormones and signaling pathway

molecules. Given the complexity of hair color regulation, the molecular network revealing the regulation of the

transcription and regulation of all the genes related with coat color has become increasingly extensive. This

paper summarized the research progress of transcriptome sequencing technology in the main fur animals,

providing reference data for further screening of hair color regulating genes, and also providing scientific basis

for the directional cultivation of fur animals.
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