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WKILAE 4 B A XIRFEHE R EE SEED R

B, B, &8, #4R

L EDK = RE BT B AR A B FE T, A A 0 7 5 % el BHr R S0 g, 1 200090;
2. BRI, A A TR ACK ™ Rl B IR A SRS, 1 201306

WE: NV KRR (Siniperca kneri) B A= BEAR 138045 ZREVERIEAL 454, AR ITRIROREF A BEIR PR 1Y
HRUE HLFNG B & A FH A2 (LSt B2 B0 bm S %, AR i TR AN (43 b (cytochrome b, Cyt b)Hk [ K 4 il
X.(D-loop) & /¥4, Xf 4 DMREARGRACHFER-CS . MERHA-NT, EHBHR-YY . TERK-YO It 79 BAMR#ETT
THHr. G5RAT: (1315 T 1141 bp 19 Cyt b SEFE 275, FeAGIE] 26 FEafER , BAE R Z 44 (haplotype diversity,
H)TEHCHN 0.685 (CS)~0.924 (YC), #HFMRZEEM: (nucleotide diversity, m)3E BN 0.176% (CS)~0.285% (YY), BN
SRR A AL I B 7E 0.002~0.003, (2)3K45% T K 834~840 bp 1) D-loop /¥4I, 1 79 & I A6 31

46 FhEAAERY,

BAAER ZREMEFE RN 0.754 (CS)~0.990 (NT), HH R ZHREMEFE RN 0.548% (CS)~1.412% (YC), HEiA

WIS AL BEBITE 0.005 (CS)~0.014 (YC), AL HEETE 0.008~0.012, HEaw 4 ANHEFAE FEMR Y i o 3k B W A 41k 7K
o T T (AMOVA) TR RV P AR S 2 A8 S 1 R BOR IR, VT IUC IR SR BT A B A W i (L A i 22 57

KR KL KRS, 20MiE R b K D-loop; HtfE ZHEE
hE 225 S931; Q9 NEkFRERD: A XE4HS: 1005-8737-(2019)04-0774-09

KHR 8% (Siniperca kneri), )& T #i1E H (Per-
ciformes) . fifF}(Serranidae) . %\ £ (Sinipercinae),
TR HL IR ) 24 St it 2s, E8amfEh
EVEM AR K 2R 245K, Il . RS
YeP) Bk T S RN Z B2 m, s aRENNK
KA R ER, fln, EEET M
t8(Cmylopharyngodon piceus) . ¥-ti(Ctenopharyngodon
idellus) . % (Hypophthalmic wolitrix) . % (Aristichthys
mobilis) VU 5% i B i kA 1 i 20 tHE4D 60 4EAR Y
1200 fZ40(B) FRERIHFTRAE 10 1ZFL(R), ¥
PRI, i (Hilsa ilisha) B XE L)L -5
IR Ao Hp ARG (Acipenser sinensis) % SR Wil AN )
HIREGH, HZEIK(Lipotes vexillifer)\l| 2 T HETE K
4, AERRKITHERET M —, B4 KR 6%
BEUR 2 2 BRI SR R RN

MLt & b (cytochrome b, Cyt b)FIHE i X

It HEA: 2018-08-15; 1&iT HEH: 2018-11-29.
HEEWB: B M =Mk AR AR R L3005 4550 H (CARS-46).

(D-loop DX )EZAAR PR EZ S Thrid, H
AR b RE A B gL, LR
P X AR GRS X, b 2 — R w5 X 1
2~54%; KPR RICTE RS 2  RERT .
) o S| 5 AT e T A A 2 Ak )i A
WG Z PR R R A [R5t 15 A8 57 A B
H, PR S NAIE A SR . AR B A
78, & KRR 5 U5 A 2508 A G A H 1) 0 22
Fnty AR 2 b E B gk s, R RKIL(E.
L TN M R K AR GO . 1) Y A 2K
U Sy T, B SR DR VT A K A sh o &
MRBEESSE, AT EYEEm, SKAEESR
Srfd BRI IR, X TR OKIRA P I R AE Y
AV RAEEER . Wik, KITKIRSREE A
1 58 IR 5 1A% ZAEPETE R LA 2R B IR PEAS 5 4R 4P
A EEEE . AR HAY, XTRARER T,

TEH BN BEMEQ972), B, 4, W5 R. E8 MWK A SR B EE I FF RS Z 757, E-mail: chengqq@ecsf.ac.cn
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FEAERIEAS | AFRE . A AR BRIOIRDL
kB %Emt A BRI K IR
0% 1038 15 2 REPEDS, ARG RR AR 32 3R H BRI
s TR LR R MR 85 14 358 1 2 e P A i AL 245
RO BERHEL gk Z . AP ALK Cyt b
R X P81 23R, R VLI R IR 8% 1)
AL 2 RETE R AL 454, LAY O VR MR A5t B A=
TEATT IR B9 RO B BT KA P S (SR Al B
AR S

1 MRS

1.1 FFRER

FERIT AR AN . BB B I JEE - BH 3l
FH VT R 5 B B R AL B A KR SR AS, R4
AT T 4 BER 79 RBEARGE | MK 1), FEARK
K 10~20 cm, A 40~200 g HUfa Y WLA, 14
FEF IR BT, 2 PS50 %= 50 o

*1 KIRFPHEKXEFER

Tab.1 Samples information of Siniperca kneri
ﬁﬁi. SKAE AL sampling site *’%Hﬂ‘@ ﬁéztxé‘j(/%
population sampling time sample size
N T 2 N . .
ARIK k{].:(nuiﬁﬁﬁ(ﬂ(cmshul 2015-08 24
(CS) River, Yangtze Basin)
=] .
HEYC) —LHAE(Yichang 2015-10 19
section, Yangtze River)
EYY) I J2 150 6 B 35 (Yueyang 2015-10 21
. station, Dongting Lake)
FISEI(ND) KT 5 B (Nanjing 2015-09 15

section, Yangtze River)

TE: CS-7//Ki; YC-EL & YY-I% fH; NJ-Fg 5.
Note: CS-Chishuihe; YC-Yichang; YY-Yueyang; NJ-Nanjing.
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Fig.1 The sampling sites of Siniperca kneri

1.2 = DNA iRE

K ST R BUR DNA L 26 FH 4l K 37 Uk
WURALZL, SRR LA AL 2B R, 4245 26 1 il
K {Hfid i, M- 0iimie, s/EH 100% 8
POVER, M B8 DNA JH BRI ARREE I L Uk A
W, RGBS 435 W EE (29 100 ng/uL), T
PCR ##4
1.3 Z&Hifk Cyt b EE 0 D-loop XAIH 18, 4k
Nl

Cyt b JE[H T FH514 L14724 F1 H1591584
P¥h . R AR AT S Y, 51y
43 %1% DYGIF, 5-CCCCTTCATTATCATTG-3';
DYGIR, 5'-GGGTATTCGGCTTTAGT-3', PCR ¥~
HITE 50 pL AR R hilktT, R4 2xPCR Taq
PCR MasterMix 25 pL, 10 pmol/L 5 [#14% 2 uL,
20 ng/uL ) DNA #ifg 2 L, MZ&E/K 19 pL. 7E
94°C A F s M 5 min, RIFHAT 35 WIGHF,
BRIGALIE 94°CAME 45 s, AdE iR (Cyt b,
53°C; D-loop, 51°C)iE k 45 s, 72°C #EAH 60 s; )
7E 72°CHEMH 8 min, ¥ PCR ¥ ¥ 7= ¥I7E 1.3%35 05
WHEEIE 160 V T HLTK 20 min, $RJ5 FHIRALZ 5
YR YLt 15 min, 7E FRO80 HEM HL Ik % & 4 vh
WEE | RO B B 1Y PCR 9784 74
AT R AL . PCR XLy, 754 F PCR
PHag AR R
1.4 SEIGHIRALIEFS T

XP B AR B AN AT LU . PR R8I L
XH7E Clustal X 1.83P 4k Eb AT, 1215 B
Py, ZBNEH0D) . BHFREFEMR) . BA5R
ZFEVE(H,) . Tajima’s DPOFI Fu's FPTHG 3625 78
DnaSPPY i 347 AL & i LT Kimura
XS B0 4 455 10 (K -2-P) POV 0 A ) 3 A B g 45
I MEGA 5.0k PEaEATH5E . SR B R Lo
P (Ha) TR A R 22 FE P (o) 20 P T R i 0 A2 A s
TR 7AR S BARRT SR PSR PR P P B BLIE 5 1)
PSS RUNAR ) AR, A% AT R 2 A 1 4 W] — b
TE PN BTG 100 9 79 P ) 6 22 ) ) B AN R A% TR 2 57
fy S 2 (5 ¥ L 4y T O 2 4% B (AMOVA)YY 18
Arlequin3.0 B AT, i TR RS A R R R
(] P A5 S DR, T AR L AR
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2.1 KHER#K Cyt b EEF0 D-loop X FF 5l 4F1E

KHREF 4 BERFTA 79 AR Cyt b FEF A
D-loop JFHI WY WA Y . Hor Cyt b K
J¥ 4 1200 bp Ze47, D-loop K&K 1400 bp A 4q;
ZMP . P HXTFIRIE, kMK 1141 bp 1Y
Cyt b 274, LLEKEN T 834~840 bp ZI[a]H)
D-loop &J¥41 .

Cyt b FEHFHIH, K& BRI G 5 A,
22 DAL, AR SR 1.93%; FTAME
B 15 Ao Cyt b P 08E 5 (%) 5390 R
A-26.1, T-28.4. G-14.5, C-30.9, A+T(54.5)%& H*
T G+C(45.4), Cyt b FEF2JFF1 (1141 bp)IL
ih 380 1~ AA(ZE LR FR AL, MR IR %1+ ATG JF
f, 2 1141 A ERLIEEL T T Mk,
D-loop X ¥, A0 IEER oA, £ Xtk
RN 851 bp —BUTHI, A 113 MRS,
b7 S SR 13.28%:; R Z945 B A 43 4,
D-loop X - Y03 & i (%) 7351 4 A-34.0.T-30.4
G-15.2. C-20.4, A+T(64.4) KT G+C(35.6), %t
TFIREE AR AR IR AR G RARRIE, X
i f 2 mDNA [ AR A 144
22 BEESHESH
221 BEBESH  E4DKRIRBREA 79 BEEA
SRR 26 4> Cyt b BAERL(F 2); BT A5
HFHE 428 2 GenBank (B 55 KU884484~
KU884509), M 17 A~HAE A R R BfE AL,
HR 0.6538, 43| Hap2. Hap5. Hap7. Hap8.
Hapl1 ,Hap13~Hap17 .Hap20~Hap26; %37 Hap6 .
Hap9. Hapl8. Hapl9 & 2 BHARTHEEE; Hapl,
Hap4 ., Hapl10., Hapl12 & 3 BERRTHEEE; Hap3 K 4
BEARTILTE . 78 4 BRI, R AR R 2
(144, HRETEA2 ). BEAEE M)FZRK R
BEIR(T AN PR BAE R, Hapl B, B
16 (I 0.2025); ‘B S FEAE R H B Hapl .

TE 4N RHRSRRER 79 BAEAH, LRI H 46
A~ D-loop FAfFALNEE 3); A FAfE T 5 B 4252
% GenBank(& k5 KU884511~KU884555), H:
H 7 AR ILTERAEAL AR B AR R A

F2 KHRER 4 NEHAR) Cytb BEESNTH
Tab.2 The Cyt b haplotypes distribution in
four populations of Siniperca kneri
Ml FROKIEHE R EER B o g%
haplotype &(CS) {A(NJ) {K(YC) {K(YY) total frequency

1 13 2 1 16 0.2025
2 1 1 0.0253
3 4 4 4 1 13 0.1646
4 1 1 1 3 0.0378
5 1 1 0.0127
6 3 1 4 0.0506
7 1 1 0.0127
8 1 1 0.0127
9 1 1 2 0.0253
10 4 4 6 14 0.1772
11 1 1 0.0127
12 1 2 1 4 0.0506
13 1 1 0.0127
14 1 1 0.0127
15 1 1 0.0127
16 1 1 0.0127
17 1 1 0.0127
18 1 1 2 0.0253
19 1 1 2 0.0253
20 1 1 0.0127
21 3 3 0.0378
22 1 1 0.0127
23 1 1 0.0127
24 1 1 0.0127
25 1 1 0.0127
26 1 1 0.0127

GRl, o, RKATREA A Hapl .Hap3~Hapl0,
M SUREA AT Hapll~Hapl6. Hapl8. Hap20~
Hap22 . Hap24, H & #F& 1A Hap25~Hap28 .
Hap30., Hap31. Hap33. Hap35. Hap36, {&FHEE
{4 Hap37~Hap46, H.f%7% Hapl7. Hap23 N
S.OHE . B3 BT RE, BAEAD Hap29,
Hap32 . Hap34 N'H B FIHEBH 2 BEARRT LS, By
A Hap2 A7 TRk, BE 2 BEHAH, Hfrm
Hapl9 {UAF TRt BHE 2 BEK, Hap3 i EUSR
e (12 WR), 1A% R AT e K VT Ui i —Fh 4
A HAERL; Hapl7 BRI (8 1K)
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&3 KHEREE 4 NEHAKEY D-loop BEE ST
Tab.3 The D-loop haplotype distribution in

four populations of Siniperca kneri

sfEm  ROKWTRE MAEE EER BB DR M
haplotype  #&(CS) R(NJ) #&(YC) fR(YY) total frequency
1 1 1 0.01266
2 1 1 2 0.02532
3 12 12 0.15190
4 1 1 0.01266
5 2 2 0.02532
6 1 1 0.01266
7 1 1 0.01266
8 1 1 0.01266
9 2 2 0.02532
10 2 2 0.02532
11 1 1 0.01266
12 1 1 0.01266
13 1 1 0.01266
14 1 1 0.01266
15 1 1 0.01266
16 1 1 0.01266
17 2 2 4 8 0.10127
18 1 1 0.01266
19 1 1 2 0.02532
20 1 1 0.01266
21 1 1 0.01266
22 1 1 0.01266
23 1 1 2 4 0.05063
24 1 1 0.01266
25 1 1 0.01266
26 1 1 0.01266
27 1 1 0.01266
28 2 2 0.02532
29 1 1 2 0.02532
30 1 1 0.01266
31 1 1 0.01266
32 1 1 2 0.02532
33 1 1 0.01266
34 2 1 3 0.03797
35 1 1 0.01266
36 1 1 0.01266
37 1 1 0.01266
38 1 1 0.01266
39 1 1 0.01266
40 1 1 0.01266
41 1 1 0.01266
42 1 1 0.01266
43 1 1 0.01266
44 3 3 0.03797
45 1 1 0.01266
46 1 1 0.01266

222 BESHEMIEH X Cyt bW, HER
1A B Y 2 RE R 5% 55 (0.924), IR 2K T BE AR S I
(0.685), BT . T FHEFA 0y B4 78 2 430 A
0.876.0.914 ., S BHRAZ T TR ZHEMEA T 0.176%~
0.285%, HH AR K BEARSRAR, B & B S (R
4), XF D-loop 15, KHRGK 4 B SF1 e fE A
ZFEER 0.963, P HTR ZHEMER 0.933%. /M
oULHEE | AR AR AR B s HL
Ak, AROKITHE A LA R 2 PR 4R B AIK(0.754);
BRR TR ZREMETE 0.548%~1.412%, 57K i
TEIARAZ AT R 22 BRI 7K - e 1R.(0.548) o AR K T A&
%) 353 4% 22 FE P R X LA R AR 2 SR IR 4 (3R 4)

R4 KRER 4 PRHAERSHESH

Tab. 4 Genetic diversity indexes of four
Siniperca kneri populations

Cytb D-loop
T . . - - "
HfE BAER RCHR gy TMET R
popula- 7 " , \ AT ,
tion B R SRR ¥h ZREME R
h Hd /%72' Hd /%72'
ARk
Chishui 24 7 0.685 0.176 10 0.754  0.548
River
T'ﬁ/'? 15 8 0.876  0.184 14 0.990 0.958
Nanjing
= B
.ELE( 19 12 0.924  0.275 16 0.982 1.412
Yichang
f: i 21 14 0.914  0.285 15 0.967 0.892
Yueyang
[
BA 26 0.899  0.237 46 0.963  0.933
total

T n, FEASK b, BAEBURG Ho, AR HEE; o R HEE.
Note: n, number of individuals; 4, number of haplotypes; Hg, haplotype
diversity; 7z, nucleotide diversity.

23 EEEMSH

2.3.1 REHEE AT Kimura ESHIERI(K-2-P)
{14 45 R MR B0 P AR 110 i3t A B 8 DL 3R S OXF Cyt b 1T 5,
5 T AR ) SR A PN 1Y 35t 4% BE B AR AE 0.002~0.003
[[]; Xt D-loop 11 7, 4 FEAS P 138t 4% I 25 43 51 o ol
K (0.005) . F§ &L (0.010) . ‘H & (0.014) . & FH
(0.009). AR FEAR N st fL R B e/, B Bl
FE B . 4 BEURIH] A 8t 15 /S 7E 0.008~0.012 2
[B], $E7R 4 DFEARR R B R 1L K

2.3.2 EESMLIEE KRR L5k
FEEU(F) W3R 6. X Cyt bTTFH, ARKMBHASHE
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x5 KEIREFRHAAFRHKEAEEIES

Tab.5 Genetic distances between and within
populations of Siniperca kneri

x7T KRFEANFEBHEKNDFHESH
Tab.7 AMOVA analysis of four wild
Siniperca kneri populations

A iV S| MR HE ve|
population Chishui Nanjing Yichang  Yueyang
AT 00210.005 0,008 0.011 0.008

Chishui River

i Nanjing 0.002  0.002/0.010  0.012 0.009
HE Yichang 0.003 0.002  0.003/0.014  0.012
P Yueyang — 0.002 0.002 0.003  0.003]0.009

e XL TR Cyt by XHALE IR D-loop; X ALRIIREFAN.
Note: below diagonal means Cyt b; above diagonal means D-loop;
diagonal means within population.

F6 KL 4 DMRIRFEIRATEL D UISE Fy
Tab. 6 F of 4 Siniperca kneri populations

I 7K 3] M "HE fed el
population Chishui Nanjing  Yichang Yueyang
AR 0.0577 0084  0.070""
Chishui River
FF 5 Nanjing 0.044 -0.006  —0.009
HE Yichang 0.124™ -0.002 0.003
P Yueyang 0.056 -0.033 -0.008

H"RIR P<0.05, TR P<0.01, TTEIR P<0.001. XL ER
Cyt b; X 12k 137~ D-loop.

Note: “ means P<0.05; ~" means P<0.01; *" means P<0.001. Below
diagonal means cyt b; above diagonal means D-loop.

B . EHERE Y Fo HI97E 0.05~0.15 Z[]; H
Hh R KT R A 5 B R A a5 A o AR B e
(Fs=0.124), %f D-loop 1M 75, 2R/KITERAFIRE AT
HE . & HBEAR RS L EOE X R, 3
KTF 0.05 HESWEE, RRRAMREAR S HAb
3 AN HEIARATAE— 8 B st 1% Ak
24 SFHESH

SFESHIEE R BIR, TGS Cyt b, if
J& D-loop, ¥R #EIA N AL 75Tk 5 2] 96%
DL b, BEOARIE AR oIk 4%LL T, 4 DR
() Fa fE/NT 0.04 (3 7), $E8 85 HEAR A 03815 4
b BT BRI R 22 551, T 3 W AR [ 35
xS,
2.5 KERERHIFHEE A S

RS O I R R AR LD s R R AT
SR A — RS 56 7 1100, Horp, Tajima’s D KB BE R
e A K B[] R ()RR S, S ot 1) —F R )
WA, T Fu’s Fo Ko S W () 2 55 o) [) R
(R FR AR, X 1) = AT

e
; N ¥ -2 4
SR AL PR ERRE T
source of  degree of sum of percentage -
variation freedom, df squares of variation fixation
index
N
among 3 6.909 3.70
populations Fy=
REV DY 0.03701
within 75 98.585 96.30
population
NI
among 3 30.304 3.93
populations F.=
BEURA 0.03954"
within 75 419.582 96.05
population

FE: TR P<0.01.
Note: * means P<0.01.

YRR IR NER 8 . — ki, ik
Ko oy A BB R LA K PE/NT 0.05, DI R FEAF
PRTE T S T e it AR RED Tk ECT, B Cyt b
5, A RIREE 4 DEHRE D —A K, H D
R, (HE P EAEE, AR EYSIT¥E
X Fu's Fy WE M HWREE, T Fu's Fy 72K
B REUR D SR A UM LE Tajima’s D W4,
AT AN DK AR 695 78 2000 AR s () P K A T
HEY 5K . BE D-loop M5, A4 4 D KRIRBFRHEARAME
H—AEAK, H Tajima’s D {H b6 H P E R,
Fu’s Fs E N 01 H P BB 2, AT DAHED IR
P B AR () B TR) PN A T FRRED 5K o

K8 KEREE 4 ) EHARY Tajima’s D F1 Fu’s F, 8T8
Tab. 8 Tajima’s D and Fu’s F, values of
4 Siniperca kneri populations

A Cytbh D-loop
population Tajima’s D Fu’s F;,  Tajima’s D  Fu’s F,
Chiﬁfwer —0.54786  —0.831  —1.18655 1.00437
BT Nanjing -0.09631  -2.909" -1.61826" —4.31495"
B & Yichang -0.80123  —5299" —-1.66631" —2.57338
G FH Yueyang  —1.14855  —7.4117" —1.62214" -2.32882
LUF total  —1.18645  —16.506" —2.08116"" —24.41791"

i *FR 0.01<P<0.05; **F R P<0.01.
Note: * means 0.01<P<0.05; ** means P<0.01.
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3.1 KIIKERERAY A B

KATHIRICHRG% 4 A~ 55 A= AR S 80 A5 A8
ZREVE AT 8 A% 1 IR 2 FEVE KPR 3N v 25 1Y
Fimio X Cyt b T, HAFH AL Z ey
0.899, “FRBIFRRZHEIEN 0.237%, KT RIKFR
[ ¥ 1 81 (Pelteobagrus fulvidraco, Hy=0.945, m=
0.419%)*8 | BE§ (Siniperca scherzeri, Hy=0.928,
7=3.288%)*; ® T K VT K # W) fif] (Rhinogobio
ventralis, Hg=0.7090)"" | 3 1 (Mylopharyngodon
piceus, Hd:0.798)[51]o X D-loop 175, HF-H4 545
TIZRENEN 0.963, FEIATRRZHENET 0.933%,
= TR D4 . (Coreius  guichenoti, Hg=0.902,
7=0.42%) | K VL4 15 (Coreius heterodon, He=
0.9257, 7=0.418) KTk Z M Al (Culter al-
burnus, Hy=0.866, 7=0.330%)>*, 17T MR 65t 14 18t
e Z2 R R R AT RE S AR U 22 UK IR G, UKITREE IR
TORMR S G 2 M, A A DR KR 8% A= £
TR, UK EEXE T B, R TR R Y
IF 3 B R R, A N AR AR 2 R PR,
s AR Z ARV I, (HEZH R ZFEERAR
B A 7] P R i) Py 386 557500 B A 1) 5 /8 i i A%
PR B LAAUE T 33 — a5, BP9 50 0 s 45 O HIR 6t 1Y)
it Z R R 2 BIBR I . SR, A 3R
S RCE NI E 7 UN - AP IR 1 W iR N B
1L ZREMKE TR Siah, AR KT REAAR (1 R A5 A
ZFEVERZ IR ZHEPE B X, X AT RE 5 AR 7K 2
KA BRI S0, HAFIARR /N . B S T2
B . L BEEF SR R A, RO AR KT Y
Ol FEIR, PR R A4S Z e, A0l A A
€O T 2R 7K 0] i ol 4 i A v A 4 ), B E A
2017 4F 1 1 HAR, SRR 4 migk i 10 4F .
AEAE 30X 4 TR A2 A VT I U S 3 A A IR A 114 8t A%
R R B EE e S
3.2 KEIREFMEESHINTH RS

XFCyt b T, KITKRKIRGE 4 BEAN S
FEVARIR] (¥ 35244 BE B BI7E 0.002~0.003 22 [R]; i %t
D-loop i, HAFAAR P 5 44 8] i1 352 1% 1E B9 78
0.005~0.012 Z [ul; F B IR R R MRBRAE (AL

YENEITEFEE . BB B = HOKF s e
FEE /0 A . ABFZEH, Cyt b Fl D-loop it {4 1E B
BT 0.05, R KIROE 4 ADBEARET)E T
FPREAE, & LT3R KE .

T [0 354 0 A0 R B — i 3t 4% o0 fb 4 2K
(Fy fH)R R, Wright®*HA gy, ansie 31kt
BRTF 0.25, WFRRBEARR LR B &, W
BB LS BUIE 0.15 F10.25 22 0], ZE/RFEAR
B 5 B oAk, an 2R s A% o3 Ak g 207E 0.05 i 0.15
Z 0], W e AR (A v SRR B 1 A4k, AR st
B LR BUN T 0.05, W3R BEAAR ] R & A4 5
fbo ARFFFREH, CS FHAEHAD 3 MHEAR Fy
P a4 T 0.05, 7R CS BEMR 5 At 3 /4~ H¥
AR TE) 38 B B8 el P A5 R B 4 Ak; Al 3 A
BER Y Fo 29/0 T 0.05, $R B2 A 504k
B AR N . IR A BRI S HR R —
FE R Ak, 30T RE DR A AR K AT KT 3 Y SR,
5 AR ) 0 LRSS i TT A SERERE . (EATE
HE, NTHHA S YC & YY BEAN) Fo ¥R A,
PEIRIEE A=A T I A5 556 LU I IR ST i B AL T X 1) 30
Him, BIREREA 2, kAT MR
B E AR BB . AMOVA 30T i 78 28 53 Bk oR
TEOR FFREN, $ R AR R] I R A A, R
TRIE]JC .35 A% Ak o PRAS B A 40 A (6 2 ik
) WRFRA AR L, B — 2 s T R
fiE, B KT MR 85 0] BEAF AE — 22 19 R 3 44k,
AIREA WK AFAE, T —2 5 Bl ad 3 R A
SRS AR TR A 53 BT RS

SE 3k
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Genetic diversity of four wild Siniperca knerii populations in the
Yangtze River
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Abstract: To investigate genetic diversity and structure of wild Siniperca knerii populations in the Yangtze River,
a total of seventy-nine individuals from four wild populations (i.e., CS-Chishui River, NJ-Nanjing, YC-Yichang,
and YY-Yueyang) were analyzed using the complete sequences of the mitochondrial markers Cyt & (cytochrome 5)
and D-loop (control region). The complete Cyt b sequences were 1141 bp in length, and 26 haplotypes were de-
tected. The Cyt b haplotype diversity ranged from 0.685 (CS) to 0.924 (YC) and nucleotide diversity ranged from
0.176% (CS) to 0.285% (YY). Genetic distances within or between populations were both between 0.002 and
0.003. The whole D-loop sequences were 834—-840 bp in length and 46 haplotypes were detected. D-loop haplo-
type diversity ranged from 0.754 (CS) to 0.990 (NJ) and nucleotide diversity ranged from 0.548% (CS) to 1.412%
(YC). Genetic distances within populations were between 0.005 (CS) and 0.014 (YC), and from 0.008 to 0.012
among populations. The differences between these four populations of S. knerii have not risen to the subspecies
level based on the genetic distances. Analysis of molecular variance (AMOVA) with Cyt b and D-loop sequences
showed that most variance occurred within populations, suggesting that this is the main source of total variance.
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