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Abstract
by RT-PCR method.And through bioinformatics analysis, preliminary analysis and prediction of the physicochemical properties, hydrophilicity

(College of Fisheries and Life Science, Dalian Ocean University, Dalian, Liaoning
The total RNA of Takifugu obscurus muscle was extracted ,and the cDNA sequence of MyoD gene of Takifugu obscurus was cloned
and hydrophobicity , subcellular localization and protein structure of the protein encoded by the gene were carried out.The results showed that

the full length of the coding region of the gene was 846 bp,which encoded a total of 281 amino acids.The encoded protein was a hydrophilic
non-transmembrane protein with no signal peptide structure, and its subcellular location was in the nucleus.The results of phylogenetic tree

analysis showed that it had the highest homology with the redfin puffer and the closest genetic relationship.
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Table 1 The primer sequence of PCR amplification
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Table 2 Bioinformatics analysis website and function prediction
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Fig.1 1% agarose gel electrophoresis of the total RNA products
of Takifugu obscurus
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Fig.2 PCR amplification products of MyoD gene fragment of

Takifugu obscurus
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Fig.3 Analysis of the transmembrane structure of the MyoD—

encoded protein of Takifugu obscurus

2.3.3  IEEURJT Gl MyoD H: P 46t 2 (1 A0 A5 5 Ik Ao Al
FHEKPE SignalP 5.0 fELe 3 8 H BRI E 5 1K, A A5 5 Ik
(K 4) , BEHT MyoD DA Fir g ity i) AN 2 /- WA 1 o

234 LUK TS MyoD 2 H A4 S8 K M/ K 2L 500 5 23
o FIFHT Expasy [ ProtScale 752% 43 Hr 44 3k 47 25 4 I
B35 B 7K Pk 43 M, Amino acid scale 3% # 2Rk I\ ) Hphob./
Kyte & Doolittle, Window size 15BN 9, P IMAEERL (1K 5)
P 1 e (1 (LEARD) 1189 DX ol SO ) S i K DX, 1 67 {1 174
R BB R K DXk, TEARBOR (1 B R H A
KRB K , 57 N B D) FL 2 BE R /K I o it
XFIELS B o B Al A%, 1% H R SR TE 97 LA A R (H
(1.544) ,7£ 75 Fi1 76 i hb A F/IME(-2.533) ,MyoD E H R
HFEIRIE

235 HEAWAMER T, FIH] PSORT II Prediction K

B S0 7 8k MyoD 3k [ 6 S BB A A5 B 5 47 91
120f
; 80F
.:é
D% 40F
j_g
ok
0 20 40 60 80

&8 /73] Protein sequence

B4 RELQZRA8E MyoD HBEEHIESHKSH
Fig.4 Signal peptide analysis of MyoD —encoded protein of

Takifugu obscurus
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Fig.6 Analysis of MyoD phosphorylation sites in Takifugu ob-

scurus
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Fig.7 Prediction analysis of the secondary structure of the protein encoded by the MyoD gene of Takifugu obscurus
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Fig.8 Prediction of protein tertiary structure
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Fig.9 Phylogenetic tree analysis of the amino acid sequence of

MyoD in Takifugu obscurus
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