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Abstract :Mitochondrid DNA cytochrome b (Cyt b) gene was anplified by PCR and sequenced hidirectiondly in
Angxiang Redrtrangoarent Crucian Carp ( Carassius auratus var. pingxiangnensis) , a naturd triploid Crucian Carp
mutant in the area of Angdang Gty of Jiangd Povince. The resuts sowed that there were ro differences in
sequences anong the twelve sarples. The gene sequence was 1 140 bp infull length which contained 28. 2 % (321)
28.8% (328) , 14.8%( 170) , 28.2%( 321) d A, T, G, and C, regpectivdy. Theresut o A+ T (57%) > G
+C (43 %) was smilar to that in other aquatic animds. Thefirg codon evenly contained 4 nudleotides; the second
oodon had high content of T (41.8 %) but low content of G (13. 2 %) ; the third codon contained 39. 7 % of A and
6.3%d G The Gyt b gene d the Angxiang Red-trangarent Crucian Carp was proved to have high horrology with
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other geciesd crucian carp recorded in the GerBank. The sequence smilarity between this mutant crucian carp and
the Slver Crucian Cap ( C. a. gibdio) was 93 %, and tha between this mutant and Common Crucian Cap ( C.
carassius) was 98 %. The resut of phylogenetic tree congructed by Neighbor-Joining method indicated the closest
phylogenetic relationship between the Angxiang Redtrangarent Crucian Carp and the Gomnon Crucian Carp.
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1  ATGGCAAGCCTACGAAM AACACACCOCCTCATT AL AL TCGCTAAT CACCCACT AGTTGACCTACCCACACCATCCARCATT TCAGCATGA

1 4S5 LREKETHPLTIEKETIOSAGNTDALTYDULPFPFTPZSUNTIGSGAHW

91 TCAAACTTTGGCTCTCTACT AGGATTATCCTTAATTACTCAL AT TCTAACCOCCCTATTTCTAGCT AT ACAT TACACCTCAGACATTTCA
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361 CTCCTAGTTATAATGACAGCCTT TG TCGGTTATGT TCTTCCATGAGGACAAAT ATCCTT TTGAGGOGCTACAGTAATCACAAACCTTCTA
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Fig. 2 The nudeic acid and deduced amino acid sequences of
Cyt b gene in Pingxiang Red-transparent Crucian Carp
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Fig. 3 Mdecular phylogenetic tree congructed by Neighbor-Joining method

The numbers on branches show the corfident vaues, and the scae in the figure indicates inheritance scale.
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