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Bioinformatic Analysis of Structure and Function of
Schizothorax oconnori CLOCK Protein
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Abstract; To discuss the structure and functional information of Schizothorax oconnori CLOCK protein, in this paper, the physicochemical
property, subcellular localization, transmembrane domain, signal peptides, secondary structure, tertiary structure, protein interaction net-
work and phylogenetic of Schizothorax oconnori CLOCK protein were analyzed. The molecular formula of CLOCK protein was Cy3g9 Hgo7g N 278
0,405 S37 with 101315. 62Da relative molecular weight. The Gln (Q) was the highest content with 146 number in all amino acid of CLOCK
protein and had 30 hours half-life period, 68.37 coefficient of instability, 6.44 isoelectric point, 69.96 coefficient of fat. The protein was
acid , instability and hydrophilic and was located in nuclear, there was no signal peptide sequence and transmembrane domain, nuclear local-
ization signal sequence was ‘ KAKRVSRNKSEKKRR’ . Schizothorax oconnori CLOCK protein with architectural feature of loose contained
111 phosphorylation sites, and interacted with multi-the clock protein, in the evolution of species, the CLOCK protein of Sinocyclocheilus
grahami has a high homology.
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Table 1 The amino acid composition of CLOCK protein of Schizothorax oconnori

AEMR #H (%) HHEMR BH (%)
Amino acid Number Content Amino acid Number Content
Ala (A 57 6.3 Lys (K) 34 3.8
Arg (R) 39 4.3 Met (M) 28 3.1
Asn (N) 23 2.6 Phe (F) 29 3.2
Asp (D) 32 3.6 Pro (P) 51 5.7
Cys (C) 9 1.0 Ser (S) 84 9.3
Gln (Q) 146 16.2 Thr (T) 71 7.9
Glu (E) 48 5.3 Trp (W) 5 0.6
Gly (G) 43 4.8 Tyr (Y) 19 2.1
His (H) 26 2.9 Val (V) 39 4.3

Tle (1) 34 3.8 Pyl (0) 0 0.0
Leu (L) 84 9.3 Sec (U) 0 0.0
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a showed the phosphorylation modification site prediction; b showed the type O glycosylation modification site prediction; ¢ showed the hydrophilic and

hydrophobic analysis
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Physical and chemical property analysis of CLOCK protein of Schizothorax oconnori
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Fig.2 The protein localization signal analysis of CLOCK protein of Schizothorax oconnori
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Fig.3 The protein structure analysis of CLOCK protein of Schizothorax oconnori
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Fig.5 Protein interaction network of CLOCK protein of Schizothorax

oconnori
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Fig. 6 The phylogenetic tree of CLOCK protein of Schizothorax oconnori
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Fig. 7 Poly-Q structure at the C-terminal of CLOCK protein of Schizothorax oconnori
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