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Tab. 1 The cytb haplotype distribution in 2009 and 2011 Raja porosa groups in the Rongcheng Bay

Hapl Hap2  Hap3 Hap4 Hap5 Hap6  Hap7 Hap8 Hap9 Hapl0 Hapll

RCRP 38 1 1 1 6 1 2 1 1 1 1 54
RCRP09 8 1 1 10
RCRPI1 30 1 6 1 2 1 1 1 1 44
: RCRP (2009 2011 ); RCRPO9 2009 ; RCRPI11
2011
22 RBRBLEFREGHZARLE LA 2
0.498, 0.0018 2009
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Tab. 2 Genetic diversity parameters of partial cytb gene sequences of R. porosa groups in the Rongcheng Bay in 2009

and 2011
H T K Tajima’s D Fu’s Fs
RCRP 54 11 0.498+0.081 0.0018+ 1.430 0.0013 ~1.71239" —4.37038"
0.0005
RCRP09 10 3 0.378+0.181 0.0010+ 0.800 0.0015 -1.66706N° 0.05793N8
0.0006
RCRP11 44 9 0.532+0.086 0.0020+ 1.553 0.0013 -1.32257N8 —2.39426"
0.0006
1 ¥, P<0.05; NS,
2009 2011 K2p (Kimura R Hapl S 2009,
2-parameter) 0.0015 0.0013, 2 2011 , Hapl
0.0013, F,  0.01778, , (221
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0 N _
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1 , 11 >
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DNA cytb
(2
8
Hap6 ( 3), H
65 ——Hapl1
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72 Hap2 (Mustelus schmitti), 5
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T >
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Hap? S. microcephalus (Amblyraja
ag{HaM radiata) Aetobatus narinari
76 Hap9 Raja clavata
1 cyth H 7 (H 05,P 0.005),
Fig. 1 Haplotype neighbor-joining tree constructed from Grant 29!

E

partial sequences of cytbh in Raja porosa stock of
the Rongcheng Bay

Network Median-joining
3,
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Fig. 2 Neighbor-joining tree constructed from partial sequences of cytb in R. porosa stock of the Rongcheng Bay
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Fig. 3 Median Joining Haplotype Network Based on partial sequences of cytb in R. porosa stock of the Rongcheng Bay

Cytb 5
031 g -
s 2 Fy 0.01778,
o TN 2 251 AMOVA
2% Kimura
0.0015 ,
0 15 20 ,
B mZERH , 2009
4 b
Fig. 4 Mismatch distribution analysis of cytb partial se- >

quences in R. porosa stock of the Rongcheng Bay

R3 HBEEBK b BOFHRHM 7
Tab. 3 The haplotype diverisity (H) and nucleotide diversity (z) parameters of cytb partial sequences in elasmobranches

H T
Ginglymostoma cirratum 0.45+0.04 0.0004+0.0004 [14]
Mustelus schmitti 0.226 0.0015 [15]
Somniosus pacificus 0.7937+0.0424 0.0031+ 0.0020 [16]
0.8381+ 0.0680 0.0043+ 0.0026

S. antarcticus 0.6667 = 0.1130 0.0023 £0.0015
S. microcephalus 0.7750 = 0.0876 0.0022 £ 0.0015
Aetobatus narinari - 0.800 0.0126 [17]
Amblyraja radiat 0.796 0.0090 [18]
Raja clavata 0.503 0.0060 [19]
R. porosa 0.498+0.081 0.0018+0.0005

Bt : KRXPT oA eg st RIEM A e b R E/5 3] F B A

FIREFRATERBIREIT . =X TG H B, E0b—
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Abstract: In this study, a 782bp fragment of mitochondrial DNA cytochrome b gene (cytb) from 54 Raja porosa
individuals collected from the Rongcheng Bay in 2009 and 2011 were sequenced. A total of 15 polymorphic sites
were detected, which defined 11 mitochondrial haplotypes. The haplotype diversity, nucleotide diversity were
0.498+0.081 and 0.0018+0.0005, respectively, indicating a lower genetic diversity in the stock. The results also
showed that there are 4 singleton variable sites defined 3 haplotypes in 2009 group, and 6 singleton variable sites
and 6 parsimony informative sites defined 9 haplotypes in 2011 group. The haplotype diverisity parameters in 2009
and 2011 groups were 0.378+0.181 and 0.532+0.086, respectively, and their nucleotide diversity parameters were
0.0010+0.0006 and 0.0020+0.0006, respectively. Analysis of Molecular Variance (AMOVA) indicated 98.22% ge-
netic variation occurred within the same year. Genetic distance between these two groups calculated with the Ki-
mura’s 2-parameter model is 0.0013, and the genetic differentiation value between the two groups is 0.01778, which
all showed that there is nearly no genetic differentiation between the two groups. Neutrality test suggested that a

population expansion might have happened before.
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