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Construction and Analysis of COI Barcode of Twenty Fishes in National Aquatic Germplasm Resources Protection District of Luoma
Lake

LI Da-ming' | LIU Yang'* | LIU Yan-shan' et al
Inland Water Fishery Resources, Nanjing, Jiangsu 210017;2. College of Marine Science and Engineering, Nanjing Normal University , Nanjing,
Jiangsu 210046)

Abstract The mitochondrial COI barcode of twenty fishes in national aquatic germplasm resources protection district of Luoma Lake were ob-

(1. Freshwater Fisheries Research Institute of Jiangsu Province, Jiangsu Key Laboratory of

tained by means of PCR amplification and sequencing. The results showed that the average content of bases in the COI gene sequence was A
24.4% ,C 28.3%,T 28.5% and G 18. 8% ,respectively,and the A+T content (52.9% ) was greater than the G+C content (47.1% ). The in-
traspecific and interspecific genetic distances of the 20 fish species were 0—0. 017 7 and 0. 008 0—0. 308 8, respectively, and the average genet-
ic distances were 0. 002 9 and 0. 202 5, respectively. The interspecific genetic distance was 69. 8 times of the intraspecific genetic distance. The
average genetic distances within genus,family and order were 0. 150 3,0. 206 1 and 0. 236 4, respectively , indicating that the genetic distance
values increased with taxonomic level. The results of molecular phylogenetic analysis showed that the 20 fish species were all monophyletic in
the phylogenetic tree ,which was consistent with the morphological classification results. This study is the first to construct COI barcodes of 20
species of fish in the Luoma Lake National Aquatic Germplasm Reserve,which can provide a scientific basis for the management of fishery re-

sources and biodiversity protection in the reserve.
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Table 1 Information and taxonomic status of fish samples
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Table 2 Genetic distance among and within various taxonomic levels
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Fig.1 NJ phylogenetic tree constructed based on COI sequence
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