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M olecular Clonng and Sequence Analysis of Takifugu fasciatus GH gene
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(1 College of Animal Science, Fujian A griculture and Forestry U niversity, Fuzhou 350002, China; 2 Ini-
titute of Hydrobiology, CAS, W uhan 430072, China)

Abstract: GH gene in Takifugu fasciatus was cloned, and there were 6 exons and 5 introns in the GH
gene, 196 amino acidswere coded The sequences of MNA were brought out based on the structure of GH
gene The acid sequences of GH gene in Takifugu, cambined with other 24 vertebrate gpecieswere obtained
fran the GeneBank, and the phylogenetic tree of GH gene was constructed with MEGA 3 1 using UPGVIA
method In the UPGMA oconsenaus tree, 25 Pecieswere divided into wo clusters The reaultswere found a-
greeingwith those by traditional classification, W hich establishes a good foundation for further studies on GH
gene functions in the enbryonic development and the body growth
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The anino acid sequenceswere aligned by the introduction of ggps to gain the maximum hamology s
quences, Shadav regons represents consensus residue, Dash ( - ) represents absence of that residue/or region at that posi-
tion 1 Takifugu fasciatus 2 Takifug rubripes 3 Danio rerig 4 Ctenopharyngodon idellay 5 Verasper variegates 6 On-
corhynchus 9; 7. Betta splendens 8 Cottus kazika; 9 Carassius auratus gibelig 1Q Cyprinus carpig 11 Anguilla anguilla
12 Perca flavescens 13 Pangasianodon gigas 14 Acipenser gueldenstaedtii 15 Hamo sapiens 16 Sus scrofa; 17. Canis fa-
miliaris 18 Felis catus 19 MusmusfiLus 20 Rattus norvegicus 21 Ovis aries 22 Bos taurus 23 Gallus gallus 24 Anas
platyrhynchos 25 Ambystana barbouri
2 GH GH
Fig 2 Aligment of the anino acid sequences of Fugu obscurus GH and other animal GHs
, AJ937858 (Danio rerio) , AY616661 (Ctenopharyngodon idella) , AF086787
(Verasper variegatus) , E01334 (Oncorhynchus ), AY873790 (Betta splendens) ,
AB079538 (Cottus kazika) , AY265352 (Carassius auratus gibelio) , AY941176 (Acipenser
gueldenstaedtii) ,AY007303 (Perca flavescens) , CY IGH (Cyprinus carpio) , AY148493 (An-
guilla anguilla) , PGSGHA (Pangasianodon gigas) ,BC090045  (Hamo sapiens) ,AF069071  (Canis fa-
miliaris) ,NM 001009337  (Felis catus) ,NM 213869 (Sus scrofa) ,NM 001034848 (Rattus norvegicus) ,
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BC061157 (M us mustl Lus) , X15976 (Ovis aries) , DQ184480  (Bos taurus) , NM _ 204359
(Gallus gallus) , X07079  (Anas platyrhynchos) , A Y333114 (Ambystana barbouri)
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Fig 3 Phylogenetic trees based of GHs using UPGVA method
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1 2 3 4 5 6 7 8 9 0 11 12 183 14 15 16 17 18 19 20 21 22 23 24 25

1

2 Q00

3 045045

4 044 044 Q03

5 Q057057031038

6 Q047 047 Q033029 Q38

7 Q37037044 047 028 Q51
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9 054054007 004 043 032053045

10 055055013006 048 028 058 048 Q04
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18 067067047 039061 073064058038039074072034030032003A002

19 066 066 054 047 064087 058 064 046 047 083 064 039 034038 006 005006
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