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Abstract Genetic differences of the mitochondrial control region of Siniperca obscura from Minjiang River M] and
Lijiang River LJ were investigated by PCR and direct sequencing. Among 813 bp sequences 71 variable sites

8.73% were detected. A total of 11 haplotypes with 37 diagnostic sites were identified of which 7 haplotypes in
MJ population and 4 haplotypes in LJ population. No haplotype was shared between these two populations. The
nucleotide divergence Dxy between these two populations reached 5.421% + 1.129% . The analysis of molecular
variance  AMOVA showed that the fixation index F, reached 0.852 P <0.001 . NJ trees derived from the
control region showed that the samples were divided into two clades and each population constituted its own
monophyletic group. These data suggest that there are significant genetic differences between the two populations and
that the differentiation is associated with the uplift and formation of the Nanling Mountains between the Minjiang River
and the Lijiang River.
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Fig.1 PCR products of mtDNA control region of S. obscura
1~7 8§~13 M DNA Marker 1-7 Minjiang R. 8- 13 Lijiang R. M DNA Marker.
AMOVA NJ 13
F, 0.852 P <0.001
2
1 mtDNA
Table 1 Variable sites and haplotypes of mtDNA control region of S. obscura from Minjiang R. and Lijiang R.
LA BRALR A5
Haplotype Variable sites Observed No.
11111111111111111111122222222233333344445555566667778
12344556788899900122334445556677789900122334414779903881369903570890
35931408477903502813204692462570213853816712270287560276798852667313111
* sk ok Rk RiokRk okl ok k dololek *k ook sRaloloR
MJ1 CTTCAA-GATTTAAAAAATTAAG-CTACA-TGGGCCTATCCTCTGGCCTTGACACGCTGAGTCCCGTTTTC 1
MJ2 P J S B T To o A 1
MJj3 T Ao ... E A 1
MJ4 e e e e B S Ao A 1
M5 e N R PP T A 1
MJ6 T..T.GCC........ T..... B N W AG...... Ao A 1
MJ7 G666 G e L AG G Go...G..G... o T...... A 1
L]l ... T A L AT. GTG. CCTGATTCTT. CCAA. . . C. . T.CTCTA. . . . TGT. .. ... GACG. TAGAG. A 2
L]2 ... T..A... CATGGTG. CCTGATTCTT. CCAA. .. C. . T.CTCTA. ... TG. G. . T. AGACG. TAGAGCA 1
LJ3 ... T. A . AT. GTG: CCTGATTCTT. CCAA. . . C. . T.CTCTA. .. . TG. G. .. .. GACG. TAGAG. A 2
L4 .. T..A...CAT. GTG. CCTGATTCTT. CCAA. . . C. . T.CTCTA. . . . TG. G. . T. . GACG. TAGAGCA 1
MJ1 - *
Above numbers correspond to the positions of variable sites. A dot . indicates identity with MJ1sequence. Hyphens — indicate gaps.
Asterisks  * indicate diagnostic sites.
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Fig.2 NJ phylogenetic tree of 2 populations of S. obscura SO based on the control region sequences
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