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Comparative study of mtDNA 165 rRNA gene fragments among six Lutjanus
fishes

ZHOU Fa-lin, JIANG Shi-gui, SU Tian-feng, LU Jun-lin
{ South China Sea Fishenes Research Instiiute, Chinese Acodemy of Fishery Sciences, Guasngzhou 310300, China)

Abstract: The Lujunues fishes found in China are mainly distributed in the south China Sea, and the common
species are Lutjanus argentimaculatus, Lutjanus stellotus, Lutjenus sebae, Lugfanns russellii and Lutjanaes ervth-
ropterus. The purpose of this study is 1o initiate 8 phylogenic research and biodiversity analysis of this five pop-
ulations in Seuth China Sea on molecular level, The samples were all collected from the sea area near Shenz-
hen, Guangdong Province. The 165 rRNA gene fragments of it DNA of the five species were amplified with the
designed primers which were F;5' - GCTAGGGCAATCACTTCTCT - 37 and R.5' - TAGCCGCTGLACCATT-
AGGA —3", And the 165 rRNA gene Tragments of L decussatue and A, spinifer were both got from the Gene.
Bank. A 165 rRNA fragmen was sequenced ol about 420 bp for cach species, The five sequences were com-
piled with L. decussatus sequence using Clustal_X. Then using Mega 2. 1 software to compare the 165 rRNA
gene frogments with each other, 53 sites were variable among all the partial mitochondrial [65 rRNA se-
quences, in which there were 21 phylogenetically informative sites. The Pairwise distances were calealated by
MAGE 2.1, The results indicated that the dilferentiation of the six sequences. ranged from 0,027 10 0. 082 4
the differentiation of L. russellii’s and L. decussatis’s sequences is the least (0. 027 ) ¢ the differentiation of L,
russellii’s and L. ervthropterus’s sequences is the biggest(0.082). The Argyraps spinifer was designated as out-
group. Only ane moleeular phylogenetic tree was obtained using Neighbore = Joining of Mega 2. 1. The boot-
strap analyses (1 000 replications ) were performed 1o test the confidence of nodes. According to the results,
thie six Iu:junuﬁ fighes were pecorded to three clades: L. nosselli + L. decassatus + L stellotus efade, L ar-
gentimaeulatus calde . and L ervtheopterus + L. sebae clade.

Key wards: Lugonus: mi DNAy 165 rBNA; sequence comparation
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