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Bioinformatics A nalysis of Complete Coding Regions of
TYRP2 Gene among 21 Species

LIU Wet lan, LI Xiang long ,ZHOU Rong yan, LI Lan hui, YANG Qing fang
( College of Animal Science and Technology, A gricultural University of Hebei Baoding 071001, China)

Abstract; In this study, the CDS of the TYRP2 gene sequences of Homo sapiens, Pongo abelii, Ovis
aries, Bos taurus, Sus scrof a, Equus caballus, Canis familiaris, Danio rerio, Ailuropoda melanoleuca,
Mus musculus, Rattus norvegicus, Ornithorhy nchus anatinus, Xenopus, Gallus gallus, Anas platyrhy n
chos, Taeniopygia guttata, Pan troglody tes, Macaca mulatta, Callithrix jacchus, Monodelp his domestica
and Oryctolagus cuniculus was analyzed using the method of bioinformatics. The genetic diversity, amino
acid sequences, signal peptide, trans membrane topological structure, hy drohobicity or hydrophilicity, and
secondary structure were also analyzed. The results show ed that a total of 741 poly morphic sites were de
tected from 42 sequences of 21 species, from which 26 hapolotypes were sorted. There was rich genetic di
versity of the CDS of the TYRP gene among species, but it was conservative within species. The results
also showed that TYRP2 was trans membrane protein with signal peptide, and the polypeptide presented
hydrohobidty, the main motifs of predicted secondary of TYRP2 were random coil and alpha helix.

Key words: TYRP2 gene; Genetic diversity; Phylogenesis; Polypeptide information; Animal coat
color
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( Ovis aries)
( Bos taurus)
(Sus scrofa)
( Equu s caballus)
( Canis familiaris)
( Callithri x jacchus)
(Ailuropoda melanoleuca)
( Macaca mulatta)
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(Oryctolagus cuniculus)
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(Rattus norvegicus)
( Monodelphis domestica)
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( Gallus gallus)
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( Taeniopygia guttata)

NM - 001130024. 1. EU760773. 1
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NM_001025227. 1
XM _001491619. 2
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XM_002742475. 1.XM_002742476. 1
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X63349. 1

XM_001078239. 1.XM_224517. 4
XM_001377599. 1
XM_001512063. 1
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XP_001083129. 1.XP_002800844. 1

XP_002824408. 1. XP_002824407. 1.
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CAC19460. 1. AAH28311. 1.
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NP 001913. 1.NP_001123361. 1.
AAC60627. 1
XP_002713047. 1.
AAT67064. 1. AA H82330. 1.
ACB56630. 1.NP_034154. 1.
CAA44951. 1
XP_224517.4.XP_002713047. 1
XP_001377636. 1
XP_001512113. 1
NP_990266. 1
ADU15763. 1
XP_002199385. 1

(Xenopus) NM_001017161.2 NP_001017161. 1
(Danio rerio) NM_131555. 1.BC164222. 1. AA29261. 1. AAL164222. 1.
BC129260. 1 NP_571630. 1
( Pan troglodytes) XR 022754. 1
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0. 145 1. 000 1. 000 0.617 0. 360 1. 000 0. 447
0. 151 0. 052 1. 000 0.617 0. 360 1. 000 0. 447
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0.189 0. 161 0. 163 0. 165 0. 169 0. 360 0.183
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