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Abstract; In order to investigate the expression of the myostatin ( MSTN) gene and the structural characteristics of its encoded protein in
different tissues of Haimen goat, the CDS sequence of MSTN gene of Haimen goat was cloned and the biological characteristics were analyzed.
The expression level of the MSTN gene in different organs and muscle tissues of Haimen goat was checked by RT-qPCR. Three sgRNA plas-
mids targeting the second and third exons of the MSTN gene were designed and constructed, respectively, and co-transfected with YE1—

BE3-FNLS into the fetal fibroblasts cell in Haimen goat. After 48 h of screening, cell DNA was extracted, and target site sequences were
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amplified by PCR for Sanger sequencing and TA cloning analysis. The data indicated that the CDS sequence for the MSTN gene of Haimen

goat encoding 375 amino acids, which was highly conserved. The MSTN gene was expressed in different tissues and organs of Haimen goats,

and the expression level of MSTN was the highest in the triceps brachii. Three sgRNA successfully introduced stop codons with editing effi-

ciencies of 25%, 37%, and 29% , respectively. These data laid a foundation for the use of single base gene editing technology to breed new

strains of Haimen goats with MSTN gene mutation.
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AAA CAA CCTGAA TCC AAC TTA GG
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s L 1 i 1 i
I T T v 1 I T T T 1
TTTGTTGGACTTAGGTTGAA TTTGTTGGACTTAAGTTGAA

220 .
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PELA 5 B AR ST, il ad Xt MSTN & H it B H

23

Vet B H 5 FSTL3 F1 ACVR2B & E ¥ HA |
EXRZR,

HRIHEET T2 MSTN s e, B A
BHREHLSHEWRBEKTELER, AFRENT
MSTN 2 PR 78 1 1] 1l 2 R 6] 41 40 i Rk 15 i,
MSTN F 7RI T 1L E AR R B B AR [l EB A7 LA 35
Ak, ENRAL T RE RS, X5, Hihs
FIR BRI

M AL R 2 Z T R R, AL HE 20 R
. UM . AR, BURREESE, LA, KRIFH
JE | L S0 B A R e, ARBIE Y S b
SRV T A L 2R L YRR A s, B T
— AN EE Y S, TR sgRNA kLS B
T i 45 IO v 80 L B 9 T 1L S B L BT A A
fi, TR, e AR A 22 A B AR e, (HJL



- 30 - Animal Husbandry & Veterinary Medicine

2025 Vol.57 No.5

SR Y & BRI R U e 2 L2 Y ORI
o RS Y W AN M BE T S AR P TR, (HH AN
PENCR R T FE TH G B 3500 % W 25 R AR, 3 5 5K R 3
EUHE HepG2 . ADM 40 P98 25 SR — 3%, 7EMET]
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