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The genetic diversity of F4 generations of “Donghai No.1” large yellow
croaker (Larimichthys crocea) analyzed by AFLP

HOU Hong-hong, MIAO Liang, LI Ming—yun*, MU Fang-shen, XU Yu-min
( Key Laboratory of Applied Marine Biotechnology of Ministry of Education, Ningbo University, Ningbo 315211, China )

Abstract: Amplified fragment length polymorphism (AFLP) technique was used to analyze the genetic
diversities of the 4th generation (F4) of “Donghai No.1” large yellow croaker (Larimichthys crocea) breeding
line. The breeding line was derived from the wild large yellow croaker that captured from Daiquyang in Zhejiang
Province. Using 16 AFLP selective primer-pairs, a total of 736 loci were detected from 20 individuals, of which
292 loci were polymorphic. The percentage of polymorphism was 39.67%. The range of Nei’s genetic diversity
and Shannon genetic diversity index were 0.090 4-0.203 7 (mean 0.139 9) and 0.132 0-0.304 7 (mean 0.209 9),
respectively. The genetic diversity of F4 was at the similar level compared to original parents. It indicates that the
genetic diversity would not decrease significantly after several generations with proper mass selection method.

Key words: Larimichthys crocea; amplified fragment length polymorphism (AFLP) technique; genetic diversity



