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SRR 3 5 AN TEUR Y T 240 A0 25 57 5 BB (V) 7E 2.675 4~4.136 0, - B WL 2 & 5 (H) FNF- S 3 B 2 5 i
(H,) 5 517E 0.675 0~0.775 0 F10.601 8~0.729 8, - Z 3547 8 ¥ it (PIC) 7E 0.547 3~0.698 8. 43Ty 2 Mgt f&
AL BT Y 45 SRR W, 5.07% (385 28 ok T REDRIA] , 94.93% 98t 1% 48 3ok [T kA AR 18] 5 YSF, 5
YZF, . YZF, Byist % 3403 2 th S AR B (0.05<F, <0.15) , HATI T REAA (8] Y35t % 3 A6 305 (F,<0.05) o Ml -1
AR 1 i A 00 45 58 8%, A 31% (R R AV 0 O 2 M it - R AT S (P<0.05) o Bk T 35 A% B B A o 1Y
UPGMA #EAURE 575 , 54> SE MBI RE (AR ] 232 2 4 A7, PCoA 43 BT 1 DL Structure F$ oMM aR 4K 45 12
WARIZE R . GERIRWY, 15 | ol S8 U 5 5 G AR AT DR AR X A 13 1) 8% 78 S KT IR AE A a8t A B R A £

KGR : SCUNG; FREIEAR; UL RRIC; B 2R ; Bl

HESES: S9174 M EARED: A

& N i (Alosa sapidissima) , F J& T 12 H
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(Alosinae) . 74 fif J& (Alosa) , 5 T [F K 71 filf
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B P ) B A 7K B34 BB e LR 30, DR A i
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MRV =M 22— fE 20 22 oK, i T2 3)ad
8 AR EE TS gL iR R A R KR TR
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R AR AR R VT Bk O i D Gl ST H
FR VL Ah T AR R 4R A, g iK™
WS I (R TTAP= BORHE) 3 ) A 1998 4E LK,
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rfE B HA: 2024-11-08 f&E HEA: 2025-01-14
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&2 J¥ %1 (Simple sequence repeat, SSR , X FR A ik
A ) K B AF i £ & M (Single nucleotide
polymorphism, SNP) % 73 F i B AR Kl 22 i A 7K
PR EN YRR SR IR A A ) TR R T
FricH, s BAERIC, R AT LD 1~6 MZ AR
RIS BT H N P EE )Y, AL
PEUT 25 Sk s A AR )z
K s AR e 28 by R4 A
AR A DGR 43 B 35 4% PR AR ' B 43 Fhmid
BN E AN S G, BT, 2N H T
rh 48 48 B 8 ( Eriocheir sinensis)™"" | %3 & I i fiff
(Thamnaconus modestus)"" . 1 [ 3 il (Sebastes
schlegelii)""* F G SR 7 868 ( Takifugu fasciatus )"
SR 77 BN ) 0 B AR R B AR 0 38t 4 2 AR E
G

AR, I8 YN B Y B oY 2 AR R AR TR AR
fEN AR B ERARED R E R RT
PERR B B IE 0 FREE A e [R] T
ity o AR DT L SR AE BRI AE 43 B 5 T A
AR AL T b2 3 R i B 2 A il
FNE AR AN [F] 7K Bl sl 203 B AR 110388 1% 45 4
1B d i AR VY S S ke )3 MRy A T |
LALRAIE T I3 T b X 5 Y B8 AN ) 5 B T A 114 38t
e ZREVE . R E HAT, T EK BRI B gk
YLK P2 A58 BT IR K ol A 58 s, thiE 4 AT DA
T Al 5 W i 6 AR 7 Al A5 22 SRR IR T R
TSN 5| BRI ST, A2 AR EE DO X I3 B b X 5 |
o 5 5 56 Y B T AR 1) 38 45 22 RE PR T Jie 1 AR DG B
G, T T i 5 | b 5 Y i 35 5 0 A R ] )
11 A8 AR L M R A ARG E . PRI, AR SR
201 Z 28 PR BT A 0 FhRic, XoF S i
3ANFRGEFEAAR RN 2 4~ B A= AR Y 352 4% 8 S 15 O
17 THRSE, LV BRAE Sy 105 | P S DN i o 5t ¢ 58
(753 TF A I Beast A% ol R e i Bg 48 5 Akt
A

1 MRS TE

1.1 &

TR T FH % 55 I A 35 2 A4~ IR FE AR 24>
HY AR HEACA LA X BRBEIR et S AR IR . i,
24> b | b S YN 5 A AR B F g T K A
GE P (T K = F R HE ) 3l ) 2= WERHUF L, I
FERBRER (F Q) J2 1 2013 45 DA 36 [ %35 74 7 1 3]

WSCARE 11 B A S U Bl A7 5 B A 1T ) 1 T R 22 A
MAFRE AL B, Th & AR AR AN TG F , T
2021 471 2023 4F 345 00 BB BER (LLT & FR
YZF, FVYZF,) ;5 15 | ot S U0 i B A 0 4 D0 ok Y
T 2019 45 DA [ 2 V8 PG Lb i) SR 4 A 5 14 5 D il
G UL A R AR ML B — R (LR A
FRYSF, A1 YSF,) ; XF BBFAA I T 2023 4R 14 T-1T.
IE M SRR (LU R RIARIS) o R REIA Y
BEALIEH T 30 F& 32 PN 1E R il g A , 5 U
Iy REE BT 95% LFEM 1.5 mL B LA,
HARAETF—20 CURAE &
1.2 EFZHDNARE

A 2 U Sl 2 BB o BT B2 30 mg, 2 K R
ddH,O ¥ Ve 5 , B FLBY 6 9 5 T 1.5 mL &5 0 4
H KR S IORR AR AR RN (b)) A PR A\l Y
TR TE B ) 2H 4 3 [ 2H DNA 42 BUR 7] & (DP324-
03) A4 136 HH 45 $2 HUIE [ 41 DNA. Fl FH 1.5% Bl
Y B I HL YK Al NanoVue Plus 2540 1] UL 43S 56 &
TIXF R A DNA A Jo 2 A B2 R4 T 1A« o 9k 45
RN, DNA FAi G, TH R EMA L, B
0D, ,/OD,g) o 7E 1.8~2.0 PN [t DNA K 5 , #5555
# 50 ng/uL J5 , A7 T =20 °CUKAE ]
1.3 HMIEsS

A FE i 20 XF i 2 51 P, As-01~05
S1YES 2% O MGE SR Y, 20 U8 50 IE T
E B =LA 5 B 2254 5 10 As06-20 59 &A%
WEAH B BT R M2 T RS Y (AR5
RN E D G, AT 20 X A 5]
W) kA7 T 2 6 & i (FAM, HEX, TAMRA F1
ROX) , H-Z4E g B A YR A BR 2 /47
=
1.4 PCR¥ &R =il

A S P R T 45 B AL R B 1) DNA
FEAS, 3t S A DNAREAR S IR G R E N G &k
PCR ¥ 3 i B #t . 7F Eppendorf Mastercycler
X50s 1 & PCR AL (ABI, 35 [# ) b iE47 448 | i it
A5 51 ) A R i AR KR BE DA £ PCR 338 A9 7
SEPERA R . PCR MR R R 10 pL, Horf g
i : BEH DNA 1 uL, 1E 51 %7 (10 pmol/L) 4%
0.25 pL, 2xTag PCR MasterMix ( K R A= 4k ,
KT201)5 pL, %R )5 FH ddH,0 £ & BT 10 uL;
KN R T oA 94 °C Wi AZ M 5 min, 94 °CAE M 30 s,
1B 2k (48~68 °C)30 s, 72 °C ZEfii 30 s, 35 M
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5,72 °CHEA# 10 min, 4 °C f#1¢. PCR =¥ %t
1.5% Ui HHEE I L UK AG I I, SR 5 R FH 48 A0 B e
AR 2 G0 5T B UK 4 AT T A BB RO AT, B S

TELK AR BT BT FRE S AL T 20 X R T
RS R JGRE .

Fz1 201 EMEMUDEMRER
Tab.1 Information on twenty microsatellite loci in A. sapidissima
i BIFAI(5-3) o TR BARE bR
Locus Primer sequences(5'-3") bp Repeat motif T/ °C Fluorescent label
AUl TCTAAATGOCCAGGTAAAGATG 207335 (GAATHGTAD, 60 FAM
a2 CemaaaricTcettaae. UM (CTaD, 6 HEX
A0 G ricroTaaasacerTiag 191 (CTAD), @ TAMRA
AOL  CAAGATGACCAAGGGTTAMGAC 197212 (CTAD), 6 ROX
A0S GACAAGGTTIGAAAGACACAG 1447165 (CTAD), & FAM
A0S RraTaceATATGGTCACT | 635 (ATGAD), 60
As-07 li gg’;gggfgggﬁi%%?%igi 243295 (TGTTG),, 60 TAMRA
A0S AACCTCAGTCTCTCAGGGCA 20310 (GGAGA), o ROX
MO TGTGGAAATOGOAMACAACA P24 (AACAT), 60 FAM
o ISCMTOCSTS e e, 5
As-11 FRngS:gg"IS’? gFA'F?Fg(T}"/éTF(é}%C 214~258 (CGCCAC); 54 TAMRA
iz OGO e sece, s o
s RANOWOICCOMON oo, s o
i INSOMOTGOCTT  pan oo, e
asts PIOCCATAGEACTGAAMGCTCC 1y by (uGaGac) s A
@ o
5w
@
iy EANGCTIMICISNS o oo, 0
A$-20 F: GTGCAGATTTTTCTGGGAGG 185246 (ATCT),, 59 ROX

R: GAATGCACATATGCCGTCAC

1.4 3 8 A B BE AR B0 Fh SR FF TR VR AL

DL 150 /4> 55 1 it DNA FEA S 156 b1k, 1)
20 X Ui B AR AT I 2 SR TR S (R D TR
Eppendorf MastercyclerX50s Ff & PCR A #% - i
FTPCRY 4. PCRECNMRFR A 15 ul, A5

http://www.shhydxxb.com

5 ML DNA 1 uL, IE 2 51 % (10 umol/L) 4%
0.15 uL, 10xbuffer 1.5 pL, MgCl, (25 mmol)
1.5 uL, DNTP (10 umol/L)0.3 uL, X J5 ] ddH,0
AR B RFLE 15 pl; N R P R 94 °C T AR T
5 min, 94 °CZE 14 30 s, 1B &k (F 1 g fEiE kR
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J)30 s,72 °CHEH 30 5,35 MGG , 72 °CHEfif
10 min, 4 °C oof- A7 . AR 45 Ty i W35 e v Dk 45 R
3T PCR =Wk g, JF 5 7= i B 1015 )5, 5
LI1Z500 N 45 ( K/~ 43 %1 2 35,50, 75, 100, 139,
150, 160, 200, 250, 300, 340, 350, 400, 450, 490,
500 base) {257, il & F ABI 3730XL il ¥ { B A
28 b R B A L UK R AR SR A ARSI (1 v
YR BR A o
1.5 HIENESSH

A58 ] GeneMarker 2.2 0 {F 280 T ABI
3730XL K& P I R A0 Fr 45 21 , Xt PCR 7™ #) 11 B
K/NHEAT T ARG, I 48145 5k A Excel
o, DU T 5 S5 B F R A7 25 o Bl L R
GenAIEx 6.0 B 53 58 Y B AN [+ FF A 1) 258 31
L [N % (Number of allele, N,) . A & &5 o7 3 PR 4L
(Effective number of allele, N,) . W I Z% & &
(Observed heterozygosity, H,) Al #}] ¥4 Jx & &
(Expected heterozygosity, H,) . FE{A[A] Nei’ s 15t 1%
P 35 A% A BB R A AR 1] 352 % o3 fh 8 5h 55 ast
1 Z2 FE A 2 80, JF #E 47 32 A8 #R 43 # (Principal
coordinates analysis, PCoA ) Fl W it - & A 4% - £
(Hardy-Weinberg equilibrium, HWE) ¥ 5% . 2 i
BOSTEIN 45 534 5 A [ T A3
M £ & 15 B & & (Polymorphism information
content, PIC) . F]FH MEGA % {4 i 5& I filf A~
W B & ) UPGMA (Unweighted pair-group
method with arithmetic means) % 25 & . F] H
Structure (version 2.3.4) B F 3 3E 47 38t 1% 45 k4 1
¥ , Structure Harverter %424 1 € B 16 K {H ,
CLUMPP #4510 K B 46 B 747 4 JF , Distruct
A g ] DLt B R R SRS

2 45

2.1 ENEHAEEENEESHENE

FEATIEGE Y, 2 PN SIS [R) B A 1 a5t % 22 Ak
BROLF 2, F5H R, 20 M TR A S a4
WE) 201 A7, P35 B T B n] 5
SEF10.05 NN . 7E 5 AR A, TS
TR B4 T 2443 200 5 7 5 TR B e 22 (40136 0) , 1
Y SF, BFAR AR (2.675 4) o ~F- X0 2% & B D7 18
M B9 YSE, BEAA (0.675 0) 5] 5 =5 1 IS B4
(0.775 0)ANEE s -2 ER 7 A5 B 2 ML YSF BE(R
(0.601 8) AR E] IS HEIA (0.729 8) . LEAk, F-

Y2255 Bt e i U TS EAR (0.698 8) , He
W4 5 )2 YZF, (0.683 2) . YZF,(0.659 9) \ YSF,
(0.651 7) MI'YSF,(0.547 3) . 20/ LA 25,
{37 15 As09 \As12 F1 As18 K NP EELEME, H A
17 M R SR BN 281k (3R3) .
2.2 RAiE-E{A4%& (Hardy-Weinberg ) &4 ]

20 N8 TR AN A5 7 5 A 5 DI R AR o (1 iy
3 - R ATAR P ARSI 25 R (32 3) S, T TR A
AST4TE 5/ JE PN BT A4 v 347 Bk 2 fh 25 0% 3ul 74
F& -4 (P<0.05) , BEAK YSF, R YZF 25945 74T
SRV I i e - IR P A T (P<0.05) L, TS
FF A 0025 O 25 0 3k~ TR AT 4 T 04 7 s e 2D LAY
A 54 (P<0.05) . 7EEIE 100 P FER-07 25 44
(SHEMARX20 057 55 , A 69 /A A I 3tk - T 11 4% - £y
(R RREAAR S, A5 5 LAY 31 AR 57 A5 S 255 0 25 ey i -
AR P (P<0.05) o
2.3 EMNMARBEREEERS EEHEMUEM
UPGMA BZEN 1

5 Y 8§ AN [73) A A ) £ 352 4% P 5 A 3t 4% A 4B
R4, FTRPIBAGIE B MR, LM
Bl S 4 R AR AR () 119 35 1% BE 295 R AL 0.011 6
) 0.259 9, - 35 B 1 A HE AR B] 9 35 AL B B Ol
0.126 9; 1M 2 /1B A= tHEAC ] AR5 tHEAC ] 9 35t 1%
FEBS 235909 0.077 7F10.011 6., AL AR E 1945
W R, LN YZF, Y ZF, BAT Bt 8 0 3514 AR
I (0.988 5), 1M YSF, W 5 YZF, H A7 5 AR 1) 35t
AL (0.771 1) o AR , 55 PN B [R] A4
[ A AE AN TR AR BE Y a5t A% 25 55 (R SR BB R AR (0] IR
S IR A v 1 3 A AL o

FF Nei's it 14 1 2 44 # 1) UPGMA 25
Wi &5 IR s, YSE, M YSF, B R A — 4, %
HENBEARGERNEELR, B ISHHIRER N —
X, A X 3 HEAR A R RIS 5 YZF, Il YZF,
BH— o XAGERFEY, 24 LG5 | Fh5E Y i
HF A= fH4C CYSF, MY SF,) Fil 2 4~ 105 | Fh 5% P it
FERERER (YZF, M YZF,) 1 35 2% 5 R M R i
I J® YSF, L YZF,, BT R K0 Hr i ab T i
)43 32, R EATZ 810 3R 4 06 R e, 1A%
R,
2.4  EINEHRE B ERIEE S

S NBHAS [RI AR 5] ) 35245 73 AL FE 2 0.011 4
#0.065 5(5), SRR, K BALA TS
VT BEAAR AR 0] (94.65%) , THIAXAT 5.35% ()38t
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B S PR T RERIA] . SEPNE YSE, F 24385 oAk i 3£ R (N,) S 5.707 6, Al BE EFEE
1ﬁ1t<YZF MYZF) B 5= SRR BARE T S PNEAS [ R A 0] 8 35 R 52 37

b, Host L Ak 5 50 7E 0.054 6 31 0.065 5 22 ], 4 SF 7 W (AMOVA) A 45 5 W R |, 78 4
ttzT,,\aﬂﬁﬁﬁﬁi&krﬂiE‘Jiﬁf?ﬁj\{tﬁ%(om14~ FA) 38t A% AR S ep o YRR AR [B) 1 38t A5 A8 S o e

0.045 6) . WAL, PN AL [A] ST 2 R B0 5.07%, KB/ A5 78 57 (£ 94.93% ) K I Tt

(F,) F 3 AL 43 AL 48 % (F) 43 511 0 -0.036 6 F1 fRPIAMENE 1L 25 5 (£6).
0.053 5, % BH S YN AS [R] B AR (0] 477 — 2 1R 38 A%

®2 EMEBHSPEENBEESHEESH

Tab.2 Genetic diversity parameters of five A. sapidissima populations

HER SR B TR SE R A NI A5 g WA ZHEEAR
Pop. N, N, H, H, PIC
YSF, 6.80 3.59 0.688 3 0.689 8 0.6517
YSF, 5.20 2.67 0.6750 0.601 8 0.5473
JS 7.85 4.14 0.775 0 0.729 8 0.698 8
YZF, 6.20 4.02 0.7117 0.7222 0.683 2
YZF, 6.50 3.99 0.716 7 0.700 7 0.659 9
SEH{ Mean 6.51 3.68 0.7133 0.688 9 0.648 2
R3I ENHEH 20N EMANEESHESEH
Tab.3 Genetic diversity parameters of 20 microsatellite loci in A. sapidissima
TR —
ﬁ " P m]% " ﬁaﬁﬁ@ w}g ﬁﬁéga EZS % B ﬂnﬁ-a%:lwljﬁwl
> ) N, H, H, PIC YSF, YSF, IS YZF, YZF,
As01 7.00 3.82 0.7667  0.7229 0.690 1 0.8173 07227  0.5823  0.0930 0"
As02 9.20 476 0.7467  0.7709 0.740 4 0’ 0.0004"  0.0004" 0.0802 0"
As03 7.20 4.26 0.8000  0.7378 0.701 7 0’ 0.0077° 03625 0.0537 02327
As04 9.60 4.69 0.7000  0.7519 0.789 0 0" 0’ 03538  0.1324 0"
As05 4.40 3.03 0.4733  0.6576 0.597 8 0.079 2 0" 0.000 2" 0" 0.098 3
As06 7.80 3.95 0.7600  0.6919 0.663 8 0.0001° 09862 0.0584 02828  0.6039
As07 6.80 3.83 0.7933  0.7120 0.669 1 03160  0.0719 04641 09287  0.1365
As08 10.40 5.40 0.8133  0.7979 0.7712 02394 03629 0.6452 0.0356" 03421
As09 3.40 2.11 0.5933  0.5242 0.438 6 02147 06368 0.8159 0.6203  0.065 1
Asl10 7.60 5.06 0.7600  0.799 6 0.772 9 03235 02563  0.1470 0.0476 0’
Asll 420 2.68 0.6067  0.6160 0.552 1 0.1562 05395 0.5288  0.0121" 0"
Asl2 4.80 2.34 0.5600  0.5374 0.498 6 09747 09587 0.5340 02950  0.5662
Asl3 5.00 3.29 0.6067  0.6882 0.6353 04468  0.6440 04067 0.0322° 0.2659
Asl4 6.60 3.39 0.9600  0.696 8 0.6552 0.0211° 0" 0.0042°  0.0028  0.0444°
Asl5 6.60 3.94 09467  0.7428 0.701 6 0.0030" 0.1570 0.0292° 0.1091  0.4443
Asl6 420 2.88 0.7000  0.6509 0.5820 09208 04687 0.8745 08704  0.0453"
Asl7 6.60 3.87 07133  0.7316 0.687 7 0.0237°  0.0003" 0.1684 02354 04277
Asl8 4.00 1.95 04867 04723 0.422 6 09846 02501 0.7626 02408  0.753 0
As19 5.80 3.42 0.7267  0.696 4 0.647 1 02723 09807 0.7849 03942  0.8251
As20 9.00 4.99 0.7533  0.7783 0.746 8 0.3249  0.0047 0.0459" 0.6507  0.4050
F-H{E Mean 6.51 3.68 0.7133  0.6889 0.648 2 -

¥ :"P<0.05. Notes: "P<0.05.
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R4 ENSSOBEENBEEEURB(ETR)MEEES(HLA)

Tab. 4 Nei's genetic identity (above diagonal) and genetic distance (below diagonal) of five A. sapidissima

populations
#E1A Pop. YSF, YSF, AN YZF, YZF,
YSF, 1.000 0 0.077 7 0.083 3 0.1254 0.160 3
YSF, 0.9253 1.000 0 0.164 1 0.206 2 0.2599
IS 0.920 1 0.848 7 1.000 0 0.0713 0.109 0
YZF, 0.8822 0.8137 0.9312 1.000 0 0.011 6
YZF, 0.8519 0.771 1 0.896 7 0.988 5 1.000 0
x5 EiNEMSAOREEENEES LI
Tab.5 Genetic differentiation index of five 4. sapidissima populations
4K Pop. YSE, YSF, IS YZF, YZF,
YSF, 0
YSF, 0.028 3 0
JS 0.023 1 0.045 6 0
YZF, 0.030 8 0.054 6 0.020 5 0
YZF, 0.037 2 0.065 5 0.028 0 0.011 4 0
Fo EiMWMSNBRERSFRESH
Tab. 6 Analysis of molecular variance of five A. sapidissima populations
5 SF R F1 2 % ¥y 2% 5 LS 5 L
Source of variation dr SS MS Variance components ~ Percentage of variation/%
HE{AK ] Among populations 4 118.877 29.719 0.381 5.07
A& Among individuals 145 996.600 6.873 0 0
AN Within individuals 150 1070.000 7.133 7.133 94.93
&1l Total 299 2 185.477 7.514 100.00
2.5 EEMAREEE 12[: E"] = ,ﬁ? ZEH Principal Coordinates(PCoA)
FEF SEUM AR B] ) Nei's 1A% 1 25 T J * YZF; * YSF,
F ARSI T (PCoA) &5 R 7R (I 2) , YSF, I YSF, * YZF,
S Mo (o]
A HABRF A A4 2 (8] B B 0 22 5, HG <
y N Y [}
HYZE, F Y ZF A N A A 8] 35 £ 22 S de /s 5
> Y (o]
YSF1HYZF5 BEAN R AMATLS L 22 7 ok Ie
,Ej ¢ YSF,
, YSF,
' YSF,
YZF,
—1 YZF, FAEFRI Coord. 1
Bl1 ETF Nei's iS5 005 HIE 1y 25 M 8 5/ B4k B2 SAEMMEHAET Nei' s i fE RS AE M E LIRS
UPGMA EE Fig.2 Principal coordinates analysis results based on
Fig. 1 UPGMA dendrogram based on Nei's genetic Nei's genetic distance of five A. sapidissima populations

distance of five A. sapidissima populations
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SR FE S U B AS [T REAAR (9 35 A 254 , AR 5%
i T Structure A4 H A9 SK 3%, dl i B % K (A
1-10, I-22 il 5K A8 Ak fh £k 1 A i 1 e fE KA, 24
SK A Bl i KAERT A3 B RAEK(E R 2(& 3) , ik %
B 150 4 26 YN B> 1A e A e A Xl 43 2 S R 2
o Horb, BRESHE 1 AL B 55 N A A B AR AR
(YSF,FYSF,) , 11 5 27 2 W42 75 S I i 7y 5 9
BRI, FERISEI D AN BEaAR FAS [R] 1 S I i
ANMA LGSR GR 5 A SE PN EER A4 A ) AR 7 it
T2 RE) A7 A6 A TR RE B (R TR 2% , R 1) 2 T A A
FFRIE R 2 8] 1 3t AL AU 20k . i
BN T ZF 24 1l 5] Fh 55 i i 77 58 A
()35 1 245 4 5 1 A AR L 7= T 3 A s A% 22

EL
Jto
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Microsatellite analysis on genetic variance in cultured and wild population
of American shad (Alosa sapidissima)induced into Shanghai

YU Aiqing, SHI Yonghai, XU Jiabo, LIU Yongshi, YANG Ming, JIANG Fei, YAN Yinlong
(Shanghai Fisheries Research Institute, Shanghai Fisheries Technical Extension Station, Shanghai 200433, China)

Abstract: Alosa sapidissima has emerged as a newly imported premium fish species with high value in
promoting large-scale aquaculture in China in recent years. Understanding the genetic background of
cultured and wild populations of 4. sapidissima is crucial for evaluating germplasm resources and breeding
new strains. In this study, 20 polymorphic simple sequence repeats (SSRs) were selected to evaluate the
genetic diversity and genetic structure of 3 cultured populations and 2 wild populations of A. sapidissima. A
total of 201 alleles were detected from 20 polymorphic microsatellite markers average of 10.05 alleles per
marker. Among the five populations, the average of the effective alleles (N,), the observed heterozygosity
(H,) , expected heterozygosity (H,) and polymorphism information content (PIC) ranged from 2.675 4 to
4.136 0, from 0.675 0 to 0.775 0, from 0.601 8 to 0.729 8 and from 0.547 3 to 0.698 &, respectively. The
analysis of molecular variance (AMOVA) indicated that the genetic variance within individuals accounts
for 94.93% and the genetic variance among populations accounts for 5.07%. The result of genetic
differentiation index (F,) analysis showed that the YSF, had a moderate level of genetic differentiation from
the YZF,and YZF, (0.05<F,<0.15) , and the genetic differentiation of the other pairwise populations was
weak (F,<0.05). The result of the Hardy-Weinberg equilibrium showed that 31% of group loci were found
to deviate significantly from the Hardy-Weinberg equilibrium after sequential Bonferroni correction (P<
0.05). The UPGMA cluster tree based on the Nei's genetic distance showed that five populations were
divided into two branches and the similar result also obtained from PCoA analysis and Bayesian Structure
clustering analysis. Results indicated that the cultured populations of A. sapidissima introduced into
Shanghai retain a relatively high level of genetic variation and hold significant genetic breeding potentiality.

Key words: Alosa sapidissima; cultured population; microsatellite marker; genetic diversity; genetic

differentiation
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