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The letters in box are start codon and stop coden; The asterisk (*) represents the stop codon; The underlined letters are polyadenylation signal;
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1 a-actin
Fig. 1 The nucleotide and deduced amino acid sequences of a-actin gene from C. mydas
AATAAA;

The numbering of nucleotide and amino acid sequences is shown on the left
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Tab.1 Similarity comparisons of full-length cDNA of a-actin gene between C. mydas and other species
GenBank (%) (%)

(X. tropicalis) NM_ 203763 88.0 100.0
(X. laevis) NM_001086591 87.6 99.7
(R. catesbeiana) AY 986486 87.0 100.0
(B. taurus) NM 005159 87.0 100.0
(H. sapiens) BC009978 86.9 100.0
(Clupea harengus) GQ455648 86.7 98.9
(S. scrofa) NM_001170517 86.4 100.0
(Salmo salar) BT043781 86.2 98.9
(D. rerio) NM_001001409 86.2 99.4
(Tilapia mossambica) AB037866 86.1 98.9
fim(Ictalurus punctatus) NM 001201266 85.9 99.2
(M. musculus) BC062138 85.9 100.0
filfi( Tetraodon nigroviridis) CR696699 85.4 99.4
(Lampanyctus regalis) AF503592 85.4 98.9
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Fig. 4 Phylogenetic tree of a-actin gene based on nucleo-
(3dawA) tide sequences
Fig. 3 Three-dimensional structure of modeled a-actin

protein from C.mydas and its structural superposi-
tion of a-actin protein with H. sapiens (3dawA)
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Cloning and sequence analysis of full-length cDNA of a-actin
gene from Chelonia mydas
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Abstract: To explore the sequence and characteristic of a-actin gene from Chelonia mydas, the full-length cDNA
sequence of a-actin gene was cloned using RT-PCR and RACE technique, which was consisted of 1347 bp nucleo-
tides (GenBank accession number: JX073650), with a putative open reading frame (ORF) of 1134 bp encoding a
deduced 377 amino acid protein containing a glycosylation site (from 14 to 17) and an Actin domain (from 7 to 377).
The molecular weight of the protein was 42.0 kDa and the isoelectric point (pI) was 5.23. The nucleotide sequence
similarity of a-actin gene between C. mydas and other species was above 85.4%, while the similarity of amino acid
sequence was more than 98.9%, suggesting that a-actin gene was highly conserved. This study has enriched the

Actin gene database and provided basic data for further studies on expression and function of relevant genes.
(AL i RE#)
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