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iz —, FHi, SIEX KA POBS -
HEHEPE RS, H201 TR ER 3T <K i 15 ik
B LAE, B 5@ &KW X 725 A % H
M, HETCL®E B 25 1%,

HAREEANIERES R ABRIEM R, &FH
5 B R AN E P i B SRAR A o5, O 2 M T
IKF=EN B B R, (H2 BRI E MR ERER
T 2 TG AT A8 S8R A8 AL 2 BRI T B 2 U™
R, BRI B E R R A& 2 FAR e T R
Tl FIBHE 22 FEVEVEAY, ] DA 508 Fe il o5 B
Fge iR, MRS FAR0 B TR
PricEEZ . M. MR R L B
BHE AR R, CAE H AR B P o IR PN F s A%
B AR Tz R SRR R C A
AR B RN AP R REZ S S B
a2 LB PCRY 1 (ISSRAr T-ARi!"™, 3 H.75 ik
& FhRITRN T % e 53 7B R M
AT il o Hh A ok 25 1 R DR 2H I B AR R 4 2R A
2H oA ml ik 886782/ SE B M LA, A A
Sy FRRICH R 28 5E T sz R
R rh g B g oh ) A TR AT LR I T 40 5 R
AN TR b A B PR B 5L L R BT .
BRI B P IT A B 208 4 s ad vl Lk
P, HRM TR UGS T Es
RSt T R

AW FRIFIE 720 2SR E M TEA, BAR
GHLVPAY T R ARG K I 3N IE SR
AR B 8 AL 2 R TR 204k, AN K %
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1 MRERE

1.1 IREEHAERRE

HARGE B R 5 IR B R NA RN &
HEOMBR(EAE), WANIEE RIBEERRA
(GO)¥ 12018511 H Hrajik B M T S 4= X A
TR, IX SR BRI 20t AN T EH, A
TN T MM H AR IR N IR AR 5, BTk SR AL T
YLD AN ZR B (1) P K S R 8 A% B R b b A T
NTEHH, SR8 F (G KIRgAE, KIS A
W12 15 B AR XK= ARHE S Fp i et AT 40
SRR R BE FRAH; 2020411 A Ay, 43 BBk A R0
BAEANENEE B UG REA, N 5.
FIVEE AR () R FE R 2R —AK, PINE R RSIE
BHACKEABEN R 1. 205 T20184E12H
2020512 H F120214:12 A REGO. GIFIG2ik B #f

PR BFE i B, AN IR RIGREALRE30 A DL EAMA
(A BRI 50%), L6k B BEAR, BACRIEE S
B 1o SREEARUKIE R JS , 5350 B B Js JL A [
TE T 95% LA, B R AR RRE b 35 B ph ]
5 mLELEF, T20CUKAE R &H .
1.2 EFEHEDNAZE

FEABEAR B AL FH 304N R i (MERE 25-212), FH -
SR TR P AL DN A, FH B3 bt s FL Dk Rk
I 1A% % 4t (Bio-rad, USA) K MIDNA i &, F1d
Quawell Q5000(Quawell, USA)KMIDNA ¥ & K 46
F&, T B R 4l K BB 4250 ng/uLo
13 PCRR

% CRFZCHR[10, 11, 18)AIAS IR B ZH 35 T &
[ ARk B e TR AR il ik B 20 0 2 R A
P PR T AR T, BARE R ILE 2. PCRRM
SARFN12.5 uL, HihMix 6.5 uL, LH /K4 L, b
We514900.5 pL(10 pmol/uL), F¥iE514)0.5 uL(10 pmol/
pL), DNABAR 1 uL(50 ng/puL). PCR N FEFF:
94°C T AZ 14:3min; 94 CAZ1430s, iR K 30s, 72°C ZEAH
90s, 30MEH; 72°C #EMHi6min, 12°C{R-1F .
14 WDEHH

FH 1% [ B 6 B Bk S 6 PCR =4y 47 L ik, 4l
Hy . ZHPCR&Y)H B2 7 5 Wi, WK
PCR™=W)ik A4 T AW TR ) 0 A BR /A =1 3t

R 1 PEFEBICHN S EERERFELALE
Tab. 1 The number of parents for two generations of Eriocheir
sinensis “Changdang Lake 17

A% Strain A BZ Strain B
fitflGeneration Witk Ak MEE

Female Male Female Male

F—fXGeneration 1 548 168 262 80
T —fCGeneration 2 1251 370 789 269

A % Strain A B % Strain B

GORESH634 GOF: 824
63 samples of GO 82 samples of GO
v v
GIHER327 G324
32 samples of G1 32 samples of G1
A A
G2FE 32/ G2REf324
32 samples of G2 32 samples of G2

R EKS 02 an A R S o)
Fig. 1 Sample information of Eriocheir sinensis “Changdang
Lake 17
GONZERIREE; G T—M; G2 7 =R

GO is the base population; G1 is generation 1; G2 is generation 2
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AT BN UK B, e SR B AR SR B AT
TR AR 2,
15 BBES

i FIPOPGEN 32" 5t 11 B4 2 e o7 4 R %%
(No)~ WIMEEATFE BN, WA (H,) W
WA FE(H) BARAS B35 (DRI [a) 8% BE 25
(D); BiFIPIC-CALCO.6 " B A 11 B AL S 1) 2 2545 5.
45 (PIC); {4 Fl Cervus 3.0° B+ 5 & BEAR 1 £
AME(S B4 8 (PIC); FIARLEQUINS. 1154
FEAR AR SR BU(F ) RN 5T 75 2 50 BT (AMOVA);
i#id Genepop 1.2 5 4 K ¥ Hardy-Weinberg - f;
| FINeEstimator V2"V {4 i3 A8 - #71%(Linka-
ge Disequilibrium) fili TF & BEK 1A BHASE (V,)-

2 4R

6/ BRI, HEA ZAMEGEER 3). 3t
R R SSIAN AT DR, 2507 1 (1 S5 67 5 R BU(NV) TE
10—52, “FIME N27.55. B R E R BN, T/
43.7780(Esin67), it K N26.4274(Esin36), ~F- 3318
N13.6080, M Z4 & FE (H,) /M F0.4091—0.9556,
SEIIE 07151, BAEE G BE(H,)TE0.7374—0.9648,
SFIIME R0.9023F K& A5 B HREU(1) N 1.8047—3.5411,
FIMEN2.7276. Z8E B EEPION T0.7141—
0.9609, “F-¥J{H 40.8918.
2.2 FEHEECHCHPISRIEL SN
MR FE RIEU(N,) T35 R JE (R 4
(No)~ PR & BE(H,) PR ERGE
(H) FHERGEERADMFHZEEESE
(PIC)KI AT & tH, h RSB B K G5 ARNB AR
FEREHE Z R 2 T RBEHE 2). ART S,

21 WIBEUNRZSMH BRI I 1 2 55407 2 IR # 915.8000—18.9500,
ARSI F 20 RN SRR GIIS Y A EEA BRI 10.1091—12.7130; P34 0L
Fz2 20MHIEEMSSIER
Tab. 2 Information of 20 microsatellite markers
L 1B KR E L 1B KR E
o7 15, § B/ Annealing L]l 7 5, H»_"E)Ld:d\ Annealing el
ize range . Y Size range . , ,
Locus temperature Primer sequences (5'— 3') Locus temperature Primer sequences (5'— 3')
(bp) (bp) P
A9 200—282 60 GCAATGAGACTCAACAGGAGI| JPX10 187—275 58 TGGAAGGGTTGAGGATGA
A
AATGTGGCTCACCTGACGT TGTGAGACAGGACCCCATAT
B3 198—233 60 GAGAAACGAGCAGCATTTCC|[LCX256 358—463 55 ATGGCTCTCTCTGGTGGCT
CACAACAACACGGAGTATCG TGCTGAAATCGGAAGGTT
G
ES17  392—500 56 ACTATGCCTTTGCCTATGTAT||[LCX401 385—436 55 TCACACAGCACTTTTCTTTC
GAA
GCGGTTGTTAAAGCCAGAAT GTCATCCCCCTCCTTATC
Esin36 212—336 55 GAGCGAGTATGCAAATGAGT|| CJ1 461—491 55 CTCGTTTGCCTTAATCGTGTC
AAT TC
TTCATTCACGAACAAAACAC TGTTCCTCTACTTCCTCCACT
TAA TTCT
Esin42 215—281 55 GCACCGCAGTGATAATGTAG || LHI1 445—475 55 GAAGCCAGTCTGGTAAT
TGG
GATCCTCGTGTGGGCGTGCT TGCCCTGAAGAGCGATACAG
TAC
Esin67 222—348 55 TTTGGGATTCACCTTGTCAAC|| LH2 483—524 55 GCCATCAGGGCTCGTAAGTT
TT
CGACGCACGACAGAGGAGA AGGTGAAAAGAGGCGGGAG
GG G
HLJE25 202—292 55 AAGGACAACACGATGACA LH4 494541 55 TTACACGCACCCTCAGTCTCT
T
AAGAGGAGGAAGAGGCAG CATACCGAAGGCTTTCATTG
C
HLJE34 113— 191 55 AACAACTACCCAGCACCT HH1 470—510 55 CGTGTGTTTGCTCATTAGTTC
G
CTCATCACGCTACCACCT AGGATGAGGACGAGAGGTG
G
HLJE42 320—386 55 ACCCTCAGCAGTTATCGTG Q822  87—147 55 GGGTTTTGAAATAAGGAAGA
ACATGA
CGCTACAACAAAGGCAAG CTTGGTTTTGGGTGTTGTTTT
GTT
HLJE88 208—306 55 TACGGCAAATCCATCCTC Q840 112—235 55 TGTTCCTCTTGTTCTGTTTTG
TTCC
ACGCCAATAAACTGACCAA GGTTGCTTAATGGTGGCTTAT

GAA
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H 4 EH0.6605—0.7139, P2 HABE 44 18 90.8838— TR )7 2 A3 2 TR BN 16.1000—17.4500, 1)
0.9155; “F¥ &R A5 B8 %0N2.3969—2.6158, -1 A L PRI EUN9.5155—10.8750; ~F- Wi 244 &
ZAEEAENN0.8574—0.8911. HIBAIM &, 3t 2H0.7256—0.7510, 35 BIEE 2 5 & 2H0.8838—0.9023;
%3 hHEGERCHNIS R R0 MR EM S NS ST
Tab.3 Genetic polymorphism of 20 microsatellite markers of “Changdang Lake 1”
firsilocus  SERIREBIMN, HASEMIHEEMN,  WIKETEH, WHEKOIEH,  FREBEYU 2EEEARPIC

A9 35.00 19.9446 0.8212 0.9525 3.2049 0.9476
B3 27.00 13.8287 0.8588 0.9303 2.8550 0.9231
cn 10.00 5.2738 0.4971 0.8127 1.9254 0.7910
ES17 28.00 13.9178 0.4091 0.9312 2.8858 0.9237
Esin36 52.00 26.4274 0.8389 0.9648 3.5411 0.9609
Esin42 19.00 10.3614 0.6611 0.9060 2.5284 0.8957
Esin67 14.00 3.7780 0.6780 0.7374 1.8047 0.7141
HH]1 41.00 18.2587 0.8944 0.9479 3.1754 0.9426
HLIJE25 33.00 18.4781 0.7374 0.9485 3.1020 0.9432
HLIE34 32.00 18.5263 0.8580 0.9487 3.1196 0.9434
HLJEsa42 20.00 8.9251 0.7135 0.8905 24321 0.8781
HLJEsB88 37.00 22.4709 0.8483 0.9582 3.3071 0.9537
JPX10 32.00 14.4524 0.6592 0.9334 2.9602 0.9269
LCX256 40.00 23.3345 0.9556 0.9598 3.3632 0.9555
LCX401 23.00 8.7767 0.7753 0.8886 2.4301 0.8754
LH1 17.00 4.8624 0.6089 0.7966 2.0175 0.7773
LH2 17.00 7.2605 0.5819 0.8647 2.3033 0.8500
LH4 16.00 6.1073 0.4277 0.8387 2.0909 0.8178
Q822 18.00 8.6550 0.6444 0.8869 2.3362 0.8733
Q840 40.00 18.5196 0.8333 0.9486 3.1685 0.9434
Mean 27.55 13.6080 0.7151 0.9023 27276 0.8918
20 ra 20 10 [ 1.0
5 #ey B s 23
BEs e 257 iS00 e (0o mgs
4 PE%3 2% os 08 %82
Bag 10 WEzs &z¢ Tz g
E EA e g -o- AZxZHe & BZHe =
’ GO Gl G2 i 02 GO Gl G2 .
14X Generation {4t Generation
sES 28 1 © T AZStrain A £5 d CJ AZ Strain A
éﬁ g E i 71 B £ StrainB 1 @E‘J 0.9 21 B £ StrainB
§§§ * %35 0.8 %
- 7 2
2.0 B3 07 : : :
GO Gl G2 = £ GO Gl G2
14 Generation 4% Generation

B2 <Ko Es: =AM SRS
Fig.2 Genetic diversity parameters of 3 generations of “Changdang Lake 1”
a. PR 5L RSOR F 39 RO A3 A b. P3N 2% & FEA TP BB A& B o PRIRREEREC d PFHEZHEEEE
a. the average number of alleles and the average effective number of alleles; b. the average observed heterozygosity and the average expected
heterozygosity; c. the average Shannon information index; d. the average polymorphic information content
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T A AS BARHUN2.3865—2.5033, P L AME
S 540.8565—0.8775,

HAR SRR K 0 5 AR RO AR E
(N)AERT SRR BT R B, (RS BEAR N I PR KR
R EAKTF(E 3). ARGOE BRI E N
395.9, GIMG2IHA R AZE 73 7 872, 7H1111.8;
BAGOMI A SRR EE N122.2, GO GIAG2MH
R AR B B 5 N 67.7TA1115.8.

23 HEHESECSHBISRIEE L

Hardy-Weinberg -1 i1k I 45 5 87w, 7ER I
(12404 $03 h, A 834k T-Hardy-Weinberg -4,
1574 5535 fw 5 Hardy- Weinberg - #7(P<0.05), Hth
74 5 35w B Hardy-Weinberg T #7(P<0.01; % 4).
A F A 78.33%I H ¥ i 2 fli %5 Hardy-Weinberg -
17, B & {2 2 i 2 Hardy-Weinberg - 7 1) £ 45
1566.67%. H75CJ1. ES17. Esind2. JPX10.
LH2. LH4FIQ8221E A #4435 2 2 i %5 Hardy-
Weinberg V11 (P<0.05), 5 1A 7 S H135%. &%
fi 2 Hardy-Weinberg V-7 {7 i AN 50 i 2 [ FEAA 2

ARFEGIEHAE, N17AS
hE g B <K G S"ARMBRER Y

400  —
[ AZxStrain A
B % StrainB
300
z
Q
N150
g 2
<
| 7 — 7
= g 100 1
Te
3
=
o050 %
0 1 1 1
GO Gl G2

-4t Generation

3 RIS IS = A RO AR
Fig. 3 Effective population size (N,) of 3 consecutive generations
of “Changdang Lake 17

F4 20NN IEEMNSESKH 1S P Hardy-Weinberg 1% P{E
Tab. 4 Hardy-Weinberg equilibrium P value of 20 microsatellite loci of “Changdang Lake 1”

. 4 Population
i i Locus
A0 Al A2 BO B1 B2
A9 0.0217%* 0.0044** 0.0627 0.0147* 0.0030%* 0.0084**
B3 0.0047%* 0.0963 O** 0.3599 0.2612 0.7926
CJ1 0.0004** 0.0002%* 0.0028** 0.0034** O** O**
Esin36 Q** 0** O** 0.0097** 0.4078 0.0094**
Esin42 O** 0** 0** 0** 0.0068%%* 0.0069**
Esin67 0.5829 0.0956 0.0252%* 0.1920 0.1429 0.2142
HH1 Q** 0** 0.0301* 0.3213 0.1039 0.2528
HLIJE25 O** 0** 0** 0.4187 O** 0.0015%%*
HLIJE34 0.3162 0** 0.0047** 0** 0.1022 0.1541
HLJEsa42 0.2696 0.0014** 0.0091** 0.0141* 0.0052%%* Q**
HLJEsB8S8 O** 0.0296%* 0.3790 0.0147* 0.0069** 0.0475%
JPX10 O** 0** 0** 0** 0.0060** O**
LCX256 0.5622 0.0385%* 1 1 0.3705 0.3429
LCX401 0.0771 0** 0.6867 0.0052** 0.5852 0.0936
LH1 O** 0** 0.2023 0.1165 0.0154* 0.0022%*
LH2 0¥ 0¥ 0.0102* 0% 0% 0%
Q822 0 0 0% 0.0182* 0% 0.00827*
Q840 0% 0.0662 0% 0.0395* 0.0340* 03305

1 *ROR % fm % Hardy-Weinberg T #(P<0.05), ** R 7" 2 3 fi B Hardy-Weinberg T (P<0.01); AOHARGO; ALNARGI;
A2HARG2; BONARBO; BLABRGL; B2ABRG2
Note: *indicates a significant deviation from Hardy-Weinberg equilibrium (P<0.05), **indicates very significant deviation from Hardy-
Weinberg equilibrium (P<0.01); A0 is the base population of strain A; Al is generation 1 of strain A; A2 is generation 2 of strain A; B0 is
the base population of strain B; B1 is generation 1 of strain B; B2 is generation 2 of strain B
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GOFJIBAE IR B BB ARG K (% 5). A0S ALEf%
FEESM0.2455, A0S A28 45 BE 25 50.2607; BOS
Bl 4% FE 2 90.1736, BO 5 B2 ) i 4% FE B
0.1751. “KFHH1'5"ARFMBRER5GOREHE 7
IR BF B WA .. A0S ALEEA ] F,N0.0100,
A0S A2BEKE] F oN0.0125; BOSBIRHAIR F
0.0026, BO-5 B2 4 1] Fy 040.0047

H AR G B R 0 15 6 N BRI T 201
PR BIGT I 2 i 45 R BN, B A AR A
110.87%, FEAA N MR AE 57 15 99.13%, i “K 5
W57 BRI AL 7 RS9 (R 6). HHPA R
TR )28 57 15 1.04%, FEAR P9 AR 22 572 1598.96%;
BAR3MBEIRIAIAE 57 150.59%, BEAAR A AMA R A8 57
99.41%.

x5 “KHEMIS EE=RIEEESDEIALZUAT)MERS
LIEETFstT L&l L)

Tab. 5 Matrix of pair-wise genetic distance (below diagonal) and
F values (above diagonal) between 3 generations of “Changdang
Lake 17

Poffﬁiion A0 Al A2 BO Bl B2
A0 *rkxx - 0.0100 0.0125 0.0076 0.0077 0.0118
Al 0.2455 ****% 0.0086 0.0049 0.0087 0.0067
A2 0.2607 0.1970 ***** (0116 0.0105 0.0118
BO 0.2410 0.1815 0.2336 **##* (0.0026 0.0047
B1 0.2382 0.2102 0.2179 0.1736 ***** (.0114
B2 0.2592 0.1809 0.2203 0.1751 0.2391 ks

F6 ET0NMEIEMNSNDFHREN
Tab. 6 AMOVA based on 20 microsaltellite markers

A S AR HiE P 7EAS TTELH
Source of Degree of Sum of Variance Percentage of
variation freedom squares components variation (%)
FIRER LI
populations
4R 1A Among 5 63.686 0.07347 0.87
populations
REA A A ] 354 2948433 8.32891 99.13
Within populations
R7F 5 Total 359  3012.119 8.40238 100
variation
AR BEAStrain A
4K 8] Among 2 27.122 0.08727 1.04
populations
REAA A A ] 177 1473517 8.32495 98.96
Within populations
AR 5 Total 179 1500.639 8.41222 100
variation
B £ # /4 Strain B
B4 ] Among 2 21.567 0.04694 0.59
populations
TR AR ] 177 1410.100 7.96667 99.41
Within populations
AR F Total 179 1431.667 8.01361 100
variation

3 itig
31 WMIEEMNSZEM

7 552 A5 1t R B 32 R VE I ik TR AT SR R
AW 5 8920/ 1l T2 A i 1A~ 28 S5 Ar 2 PR
N27.55, P2 A5 B A E0N0.8918, BTG AT
R O TR Ak SRR AR AR R Bot-
steinZ5 P T bR, 24PIC>0.500, Jy7afE £ A1k,
20.25<PIC<0.501tf, yrh 2 & 1E; 2PIC<0.251H,
MR Z A1 . AR S B AL S PICH) & T70.5,
KA FTEH 20N RN A REASEZE
P, AR A RO B g A 2 FE IR FE R 1l

AW FE A 20 TR AL R 38 AE SR e B AR
IUIE 2 w2 Hardy-Weinberg V-7, iX 5 A 4 & FF
W = T 2 A BE R 45 A — B, 75 S IREREE DL
(Pinctada martensi)[m\ YERG 8 (Cyprinus carpio rubro-
fuscus)™. JLGNEXEF (Litopenaeus Vannamei)™
SR T8 (Portunus trituberculatus)” K R L 28 5%
RS M i 1 B AR 2 A T 3 B T A
AR 2 B Hardy-Weinberg P (B %, X & T2
EATNTRER AL Z FEPERN LR I R . Rk
A 5 e B A TR AT AT T Ve AR ) A
ZHEVEDHTIEAL .
32 G EEYCHBIS MIRE SN

At A% B R ) ) DR B AE T 4 B AT 5 1R R
R R . EEMHSHEFREARR
PR B R, (A N TR 8 ] e 3 BRI 1Y) 35
2 REVE NI, 5158 B AR RER R RS, T
BEFRCR IR S L 2R E TR, R 2
(Stichopus japonicus)™" . K# i (Larimichthys cro-
cea)m]\ [ X} i (Fenneropenaeus chinensis)m]\
B [CBUF (Macrobrachium rosenbergii)’ It H45,
BIECOEK PR LA RS RT

EH 1] 2a 0] H1T 35945 8055 0 B R B (V) /b T
BRI HERIBU(N,) s N RN JE DR AR 38 &) 3 AT
(AL b 7= A R () 1R B R 2 BB B i 5 ) A Ao ik
P8, MR A RN =1/3p, (R p, R 8 i S fr 3 K]
(I AT S, NI 2 R 2l B 1 80 4, S5 2 R 7
FEAAR o AT Bk 35 &), N BT S o WL 8¢ 3] 1) 55467
SERHU(N,) o &5 F, N5 N ZEXE AR 22 K 1 Ji R T
REAS: Vi) BRI B B2 SR AN T TR B A4, 5
S S5 A5 e R () A R AE vy i SRR R AT R
TR T B FRAIC, T 3 A — S8 55 7 ik PR A9 2 01 7 R
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GENETIC DIVERSITY OF THREE CONSECUTIVE GENERATIONS OF
ERIOCHEIR SINENSIS “CHANGDANG LAKE 1”

ZHUANG Zhen-Jun', TANG Mei-Jun', ZHANG Dong-Dong', CHEN Wen-Bin’, LUO Ming’,
CHENG Yong-Xu', WU Xu-Gan" " and CHEN Xiao-Wu"’

(1. Key Laboratory of Freshwater Germplasm Resources, Ministry of Agriculture and Rural Affairs, Shanghai Ocean University,
Shanghai 201306, China; 2. Fisheries Technical Extension Centre of Changzhou Jintan District, Changzhou 213200, China;
3. Shanghai Collaborative Innovation Center for Cultivating Elite Breeds and Green-culture of Aquaculture
Animals, Shanghai 201306, China; 4. Shanghai Ocean University, National Demonstration Centre for
Experimental Fisheries Science Education, Shanghai 201306, China)

Abstract: In order to explore the genetic diversity of the selective breeding population of Chinese mitten crab Eriocheir
sinensis, 20 microsatellite markers were used to analyze the genetic diversity of 3 consecutive generations of strain A
and strain B of “Changdang Lake 1” Chinese mitten crab. The results are presented in the following, a total of 551 al-
leles were detected from 20 microsatellite markers for 6 populations. The average number of alleles (IV,) were 27.55,
the average number of effective alleles (V,) was 13.61, the average observed heterozygosity (H,) was 0.72, the average
expected heterozygosity (H,) was 0.90, the average Shannon information index (/) was 2.73, and the average poly-
morphic information content (PIC) was 0.89. In the process of breeding, PIC of strain A and strain B had a downward
trend, and H, and H, of each population maintained a high level. The effective population size (N,) in G1 and G2 of
strain A were 72.7 and 111.8, and the Ne in G1 and G2 of strain B were 67.7 and 115.8, maintaining a high level. The
Hardy-Weinber balance test showed that 72.5% of the data deviated from Hardy-Weinber balance, indicating that the
genetic structure of the breeding population was relatively unstable. The genetic distance between GO and G1 of strain
A was 0.2455, and it increased to 0.2607 between G1 and G2. The genetic distance between GO and G1 of strain B was
0.1736, and it increased to 0.1751 between G1 and G2. The genetic differentiation coefficients (F) ranged from 0.0026
to 0.0125, indicating that the genetic differentiations among populations was light. The results of molecular variance
analysis (AMOVA) analysis showed that only 0.87% of the variation originated from different populations of “Chang-
dang Lake 17, while 99.13% variation occurred among individuals within the population. In conclusion, the genetic di-
versity and the effective population size were maintained high in each population of “Changdang Lake 1 Chinese mit-
ten crab, but the genetic structure was unstable, so enough breeding parents and genetic diversity should be maintained
to prevent inbreeding depression in the future breeding of “Changdang Lake 1”. This study may provide practical refe-
rence for the breeding of new strain of Chinese mitten crab, and accumulate data onto the continuous breeding and pro-
motion of “Changdang Lake 1”.

Key words: New strain selection; Microsatellite markers; Genetic diversity; Effective population size; Eriocheir
sinensis
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