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thHe G BB A BRI AR K R A TS
BB B ST

e qoH 12 g B gE? BEEZ? Pies
(L RHEMERF AR K 300387; 2. KHMTKAES YR Wb o K 300221,
3. RUEBEAK bt KK AR E RS E Kt 300384)

HE A RAA 10 4ME T E 2 FARL T T 448 % % (Eriocheir sinensis) 3 /M FF K & A T
WHBAER( KT 1E", b6 157 Mt EiErE)fn LGRS E R RN RS S AR
KT ERE R, 10 MLEE 4NBERF NEEEIN) Y 3~17, FHELEEH N 8597,
T e F o 0.720~0.745, WM 2 4 F 1 0.566~0.661, T34 % A 15 E.4 & % 0.687~0.716,
2% B (Fig) 70 Bl 7-0.080~0.827, 7 40 M A-(L A4l A, H 13 MR- a4 6 8 Emeb
iR (E % T H(P<0.05), #ESHEMMTERE R, 5T ERBEMAL, SMATHFRERRE
ZHMATHA R, EMRFERGAT, BARAKNETES . ZELIUAINERE R, BK
6] % th 48 30 (F«) 92 B O 0.015~0.075, 35 £ 48 0L & 0.7702~0.9401, +#% 4 #E 5 % 0.0617~0.2611.
HT Ne'smFEBWET #K UPGMA ZAS KR, BRBEERM “LE& 15" BRy—%, MEE
HITERERE MR —F . EER, 4P R EEBRE R KRR, BRI S
MhRE. KARE I EAEBRT LT M RRANR G EEERMAE LA

KR WARSR R, R SN, R IR

hESES S968.2 XEAFRIREE A XEHRES  2095-9869(2019)06-0105-09

rh AL 54 (Eriocheir sinensis) A FRTIEE , ARG 70 WRIVLAEUIEAA 0y Je T R Bt DX, oA 1 o L
PR EAIT B AR S N LI S sz —E@E M e, 2016), bl hAegE
(Maetal, 2007; HEZ4%,2017), H 20 e 704848 BEFRGH A RIB L K S, ok FEAB7 P2 B SR B U
REMNTEHHHEAMR, Zid 30 KRFEWERE, B TP, KIE T h ol s ik /b
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2002), fIF5 AR p A o B e P B R, X VT
B B ek Ae e & R B B X Ak, BHFEE
BT RSB A R IF S e g B B R A N T3 R T
B, BEFEE B MERHHMHM NG 1S, K
WL1%57, “KIL2%57, “YLifg 21" Ml “95W 157 ),

T AR PR R, A A R R | IR
IKFRFH TG S5, Ao B SR DT L AR K o FEIXN
(- L TR R A R S TR AR X, R
P A SRR TR IE 55 | T RS B K T R
AT f i ——- BURE R R, 2012; KR4,
2014), #Rifi, 50 AR, KL AR AL H#iR
T, YW T AR gk B Y A BRI R GE S
AH X A AR FEIRB AR />, 2000 4F, KT KA S
Wy g T A o O R AR L BUMG A O X AR I B
P BERAE AR B SRR, R B IA L B H R ELL
PEF 618, FRAFPEE A K AL LA 8 BEAA

EESZEANTEE Y, HTFRINAGIHEIMSREAR,
o3 % B 22 ARV B ARAT OB i PP OB i AR, LR 55
2R EA TS, AR R . — A
S, A% ZREME I KN RO AR B AL 25 A B — S b
() 1AL Vs R AE AN B BR 5 04) RE 0 % VDA O (21,
2000), FE L, 2B & R i kAL R IE, X
TR G R Y T AR TN | PSR MR DL R 3R B
b A R R AR K R i LR,

HEr, REHL X e g BB v S22 N Tk H
BER “EHIGWE” “KRL157, “E5 15" UKk
TR F AR . AFR I 10 N2 AEFEE T
RS> FhRic, AT T R HLIX 4 A~ rh AR o8
BERER 10 1845 Z2 R FURE IR [B] R 3845 204k, B FE NI
JiE v A2 4% B 8 3 R RURD O O R S A AR TR R
HEPH S LA

1 MBE5AE
1.1 KEHR
AR IR A 4 A rh ARG BRI, T TR

m R 60 H(FE 1), & B RIR T 2012 4%
R T JR K 7= FR B A RN A, SRy R b DX AR A i
BN THEE I 6 [N REA; ARBEHAT 2012 4
K TFI AR I, 2 Rl X3 ] Y L S D
B “KIT1E5” M “%E 157 F 2013 40 51% A
VLI R PSS B A B S B A FRA 7], N
KAITK R ALK RN TR B IEREIA RER 44
H AR G IR TR R) B 25 B BEIR . 43901 35 B L 4E
DB WAL, BT-20CrkMmRmeE.

1.2 #IDESW

ABFFERE T 10 AN E AR I 2 MR R
B R T AR SR 8 A D RER Y 3515 3 BT (Li et al,
2016). HlWh A TAEY TR (ER)RHARA S
i, SIS B ARIE LR 2,

1.3 DNA 2B 5#a)

K F R AR AR A FR AN w0 i 3 21 20 3%
K21 DNA $EBGR5R &, $eBoh e B LA 2210
& DNA, FF 1% IR e e FL VKA T DNA T 6
LA EICEE VLI DNA M EEF4lifE K WEE
7K¥ DNA Fis B 100 ug/ml J5, —20°CI-17E45H .

1.4 PCRRREEZR. RNERFEY EEY RN

PCR W 7E 10 pl R & hikfT, fdh 1xbuffer.
2 mmol/L MgCl,, 0.2 mmol/L dNTP, 1 pumol/L 5% .
0.25 U Taq DNA R4 fiff(TaKkaRa)fil 100 ng DNA i
M. PCRARSF: 94°CTHiAEYE 3min; 94°CAE M 1 min,
Bk 1min, 72°CZEM 1 min, 35 MER; /g 72°C
FEAH 5 min, PCR 34 7 H) FH 6% 725 14 5 R 44 ok e
HERS L UKAT I , fEPRER LY, 10bp DNA ladder
(Invitrogen)E & Marker #3147 14 - Bt K/

1.5 #H#ESH

i F] Microsatellite AnalyseR (MSA)# {84
TR e 4 DR GO LR BU(N) . I
A (Heo) FUULIN 244 1 (H,) (Dieringer et al, 2003), JH

Fl PGB AREAERE. Haa. BEALRIMEALY
Tab.1 The sampling time, location, population and size of E. sinensis
TN RAE A KL (1] R FEAEL
Population Sampling location Sampling time Type of population Sample size
LB Qiliha crab K Tianjin 2012 P F HEK Breeding population 60
H SR Wild population Kt Tianjin 2012 H SR Wild population 60
KIT. 1% Yangtze No. 1 YL Jiangsu 2013 P F K Breeding population 60
Y4 15 Guanghe No. 1 il Liaoning 2013 P FHEK Breeding population 60
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Tab.2 Characteristics of ten microsatellite loci of E. sinensis
PR AR GenBank %5 HiE T 519541 K
Locus GenBank accession No. Repeat motif Primer sequence (5'~3') T.(C)

SSR352 FL572494 (GT1o F: CACTCGGTACAAACATCAC 53
R: AATGGGTATGGATTTAGTGT

SSR1240 FG982578 (TACA)1; F. ATTGTAGCCATACCAGCAT 52
R: ACAAATCTTACAACTACGGC

SSR1300 FL575122 (TG)1o F: CCCTTGTTGATTGCCCTA 55
R: GTCACGAAGAAGCACCTC

SSR1053 FL572054 (CA)10 F: CTACACCAAGACCTCCTCGT 57
R: GGCTGGTTTGTTGGGTAAG

SSR1289 FL574500 (TTA)13 F: ACCTTGTGGATACCAGCAT 50
R: TTCCCTTCAACCATACATAA

SSR271 FG359821 (TG)12 F: GCTTCTCACCCGTGATGT 54
R: CTCCTCCTTTGCTTTCTTTA

SSR1482 FL576108 (TG),; F: ACTATCCCTGCCTCACTACCG 57
R: GAACAAACATTACCGTCACTCG

SSR1171 FG357452 (AC)gN5(TC)e F.: CAATCTGCCCTAATCTGTCTGTAA 57
R: GGGAAAGGTAGGAGGATAAGTGA

SSR1126 FG359126 (AAGG)12 F: TGTCCAGTCTCCCATCAA 54
R: TGGTATGGTCGCTAATCTC

SSR709 FL574505 (GCA), F: GCAGCCACAACCAGCAGAAG 60

R: CTCGCCATGCAGGATCACC

NI NEL X TR SN FE B (NS (% Fn B
B | AL A R) (Kimura et al, 1964).
FSTAT 2.9.3 #{/(Goudet, 2001)3 %4 4> A 454N fr

SRS R BU(Fi) . N PIC-CALC 0.6 #{fitE %
A5 B &5 (PIC)., Genepop 4.2 FAF KN 10 M 55 14
W3t - AT P 1 (HWE) D B 1 00, I RA B &4
JETE BE AR [R] 25 57 35 R 951 % (Raymond et al, 1995),
MSA B i15 Fo {EH (Weir et al, 1984), i 1 SPAGeDi
1.1 34 (Hardy et al, 2002) %} o5 257 e R 4745 1E
Bonferroni & 56 % i 2 1 /K S i 22 250K I 1R 47 4 TE
(Rice, 1989). f#i ] Popgene Version 1.31 i1 Nei's
1AL 2 (Nei, 1978), FIH MEGA 5 H {4 #4 E #E A 7]
UPGMA Z 4t fk# (Tamuraet al, 2011).

2 HBRE5HH

21 MIBMREEURBEEESHFGE

B FHRERE 10 XL TES 9, X 4 A Aesi Bk
SRR IARTL 240 NAMRIEFT Y1 08T, i ZRETE SR
L 3, S FERNBGE I 3~17, Hirfr, 7 45 SSR352
F1 SSR1289 %54 Ft A B £ (N=17) , 43 H B AE L B
TR REACR AR BE R , b LV AR

KT 157 FOA 157 A58 3 K53 1)
9.4, 97, 9.0 fl 8.5; VMM A5 EE K 0.658.,
0.661.0.566 #1 0.618; - 4 BH 4245 i o4 0.720.,0.745,
0.732 fi1 0.720; F¥Z&(FE &% &K 0.691, 0.716,
0.694 F1 0.687, Irfi S5 e - P {H 4 H BLAE B 2R
ﬁﬁiﬂlﬂ o T AL 13 B T 24 SO0 4% A5 459 s A1 1S 3413

AR, 4 MR BRI BEBEREE
(>o SR 238545 B % i (>0.5),

10 M ASHE 4 DRI RE Fis TN
—0.080~0.827., 7£ -1 HLifgin B HE AR, i 41 SSR1240,
SSR1053 F1 SSR709 HYiE 2 RECAfH; £ “VEh 1
57 PR, 75 SSR1289. SSR1126 Fil SSR709 f#)
AR RBON A s 7E ASRBEARS, {5 SSR709 1l
TRBCHTE, HAY NIE(E ., 453 Bonferroni £ 1F
Ja, 10/ AE 4 BRI, A 13 A4 Ik 2 O i v i —
TRAAHE - (P<0.05), Hirfr, “KIT 157 il HWE
AL S, A 5, L BT AR AR
R 3SR EwWE, OtR 157 WE
M, k2,

22 BHKEMEES L
4 DREIRIAI Y Fo (EAF7E B3 25 57 (P<0.05), 44
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Tab.3 Genetic diversities of ten microsatellite loci in four populations of E. sinensis
7 s AR SN =L -t HL Vg A EPZS 37 K15 hH 15
Locus Statistical index Qilihai crab Wild population Yangtze No. 1 Guanghe No. 1

SSR352 N (Ne) 17(11.4) 15(8.7) 13(9.1) 12(9.4)
Ho 0.768 0.849 0.793 0.897

He 0.920 0.894 0.898 0.901

Fis 0.162* 0.046* 0.113* 0.001

PIC 0.906 0.874 0.880 0.884

SSR1240 N (Ne) 13(8.0) 11(7.5) 8(5.6) 9(4.6)
Ho 0.883 0.795 0.548 0.692

He 0.883 0.878 0.833 0.797

Fis -0.005 0.089 0.338* 0.124

PIC 0.863 0.853 0.797 0.761

SSR1300 N (Ne) 5(2.5) 4(1.8) 7(3.2) 5(3.2)
Ho 0.519 0.327 0.610 0.593

He 0.602 0.443 0.691 0.697

Fis 0.134 0.259 0.113 0.145

PIC 0.560 0.409 0.649 0.646

SSR1053 N (Ne) 6(3.2) 7(3.6) 9(3.8) 6(3.3)
Ho 0.741 0.661 0.717 0.661

He 0.697 0.725 0.739 0.704

Fis -0.069 0.085 0.027 0.057

PIC 0.637 0.676 0.691 0.651

SSR1289 N (Ne) 12(7.0) 17(9.2) 14(6.2) 13(6.5)
Ho 0.782 0.847 0.818 0.898

He 0.864 0.898 0.847 0.853

Fis 0.092 0.052 0.030 -0.058

PIC 0.842 0.881 0.825 0.828

SSR271 N (Ne) 6(3.8) 8(5.9) 8(5.8) 7(5.6)
Ho 0.615 0.720 0.719 0.692

He 0.744 0.847 0.836 0.829

Fis 0.168 0.143 0.136 0.162

PIC 0.699 0.809 0.805 0.798

SSR1482 N (Ne) 7(2.1) 6(3.4) 3(2.1) 5(2.3)
Ho 0.250 0.917 0.091 0.296

He 0.518 0.712 0.525 0.567

Fis 0.516* 0.294* 0.827* 0.476*

PIC 0.475 0.657 0.411 0.490

SSR1171 N (Ne) 8(6.7) 11(7.7) 11(5.4) 12(7.2)
Ho 0.900 0.340 0.492 0.400

He 0.860 0.879 0.821 0.869

Fis 0.053* 0.612* 0.400* 0.539*

PIC 0.832 0.857 0.790 0.847

SSR1126 N (Ne) 14(9.3) 11(9.7) 11(5.2) 12(8.5)
Ho 0.883 0.892 0.737 0.950

He 0.900 0.909 0.815 0.890

Fis 0.014 0.012 0.092 -0.072

PIC 0.883 0.887 0.790 0.871

SSR709 N (Ne) 6(1.3) 7(1.3) 6(1.5) 4(1.1)
Ho 0.233 0.267 0.138 0.100

He 0.217 0.261 0.319 0.097

Fis -0.080 -0.026 0.567* -0.032

PIC 0.208 0.252 0.300 0.095

SE1y N (Ne) 9.4(5.53) 9.7(5.87) 9.0(4.79) 8.5(5.17)

Average Ho 0.658 0.661 0.566 0.618
He 0.720 0.745 0.732 0.720

PIC 0.691 0.716 0.694 0.687

TE 3R 35 i S W i it {11 4% 1 8 (P<0.05)

Note: * means significant deviation from Hardy-Weinberg equilibrium (P<0.05)
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mER 4R, LHIBRERIAS “KIT 157 #Hk.

OLE 157 BN BHE R B R, IR AR
F(F¢>0.05); LB EERH AL AR, HARRHA
5 CRIL 157 Bk ARBHAS Oth 157 Bk,

CRIT 157 RS Ot 157 BRI G LR
JE Ab FAK K - (F<0.05) o 351 Xof 4~ i 464 7 46 o7 35
R B RE R 0] P T HL g, 60 AN Hedrh g 28 225+

I % (P<0.05) (3 6).

4 AT TP ] 9 358 4% AR DL EE i Bl o 0.7702~
0.9401, L1 E (D)l 0.0617~0.2611, R[]
185 I B R K P 3 A A UM BAIR (R 5). LT Nei's
WAL B AR UPGMA RS HELR R, [ 9R
MiRs i 1% Bh—FF, BS5 “KiL1%s”
RN —3, i BRI R B R Sy — S (K 1),

F 4 BEATWAEEESLEE(FY
Tab.4 Genetic differentiation index (Fg) between any two populations

HEA o L i ] FARTEIA KiL1%5 G 1%
Population Qilihai crab Wild population Yangtze No. 1 Guanghe No. 1
L B Qilihai crab — — — _
A 2R EER Wild population 0.048* — — _
£IT 1% Yangtze No. 1 0.075* 0.033* — —
JtA 15 Guanghe No. 1 0.066* 0.015* 0.038* —

e *FRER L (P<0.05), T

Note: * means significant difference (P<0.05). The same as below

R5 ANPGEERARIRMEREUEIZMERERS
Tab.5 Nei’'sgenetic identity and genetic distance of the four populations of E. sinensis

AN L L it H AR REA Kiri1% hE 1S
Population Qilihai crab Wild population Yangtze No. 1 Guanghe No. 1
£ By % Qilihai crab — 0.8484 0.7702 0.8021
A SR BEA Wild population 0.1643 — 0.8846 0.9401
Y115 Yangtze No. 1 0.2611 0.1227 — 0.8780
4 15 Guanghe No. 1 0.2205 0.0617 0.1301 —

T XA LB AEARIEE s XALLUT st g
Note: The diagonal above was genetic identity; the diagonal below was genetic distance

 _ H#R##{& Wild population

L %&1% GuangheNo. 1

K115 Yangtze No. 1

- E g Qilihai crab

0.10 0.08 0.06

0.04

|
0.02 0

Kl 1 BT Nei's (1978)istfZ 1 s il /Y 4 D rh ARG REIA ) UPGMA RGEHEALRY
Fig.1 UPGMA dendrogram of four populations of E. sinensis based on Nei’s (1978) genetic distance

Fz6 10 MNMHI RN S S E FINE BB RE B H bR
Tah.6 Comparisons of allele frequency in ten microsatellite loci between any two populations

+ R SRISHILN KiL1%5 G 1%
Qilihai crab Wild population  Yangtze No. 1 Guanghe No. 1

B H AR HEA
Locus Population
SSR352 -+ A Qilihai crab

A 4k #E1A& Wild population
KT 15 Yangtze No. 1
Y64 15 Guanghe No. 1
SSR1240 L HLg W Qilihai crab
A SR #EA Wild population
£3IT. 1% Yangtze No. 1
Jt4 15 Guanghe No. 1

0.135
0.252
0.053
0.499
0.010
0.008*

0.000* — —
0.054 0.010 —
0.046 — _
0.115 0.573 —
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*6
7 s AR R b B g v A SR KT 1% HE 15
Locus Population Qilihai crab Wild population  Yangtze No. 1 Guanghe No. 1
SSR1300 L H A Qilihai crab — — — —
H 4R #EA& Wild population 0.059 — — —
K41 15 Yangtze No. 1 0.329 0.006* — —
Jt4& 1% Guanghe No. 1 0.016 0.000* 0.174 —
SSR1053 L HE A Qilihal crab — — — —
H 4R Wild population 0.000* — — —
K31 15 Yangtze No. 1 0.642 0.000* — —
Jt4 15 Guanghe No. 1 0.000* 0.076 0.000* —
SSR1126 L HLEW# Qilihai crab — — — —
HRBER Wild population 0.040 — — —
K41 15 Yangtze No. 1 0.000* 0.000* — —
Jt4 15 Guanghe No. 1 0.000* 0.002* 0.000* —
SSR1289 -+ B Qilihai crab — — — —
H 4R #EA& Wild population 0.215 — — —
K41 15 Yangtze No. 1 0.176 0.003* — —
Y4 15 Guanghe No. 1 0.220 0.052 0.032 —
SSR271 -+ FL¥g & Qilihai crab — — — —
H SR Wild population 0.038 — — —
K31 15 Yangtze No. 1 0.005* 0.820 — —
Jt4 15 Guanghe No. 1 0.000* 0.392 0.542 —
SSR1482 L HLEW# Qilihai crab — — — —
H 4R #E4A& Wild population 0.000* — — —
K41 15 Yangtze No. 1 0.000* 0.002* — —
4 15 Guanghe No. 1 0.000* 0.000* 0.344 —
SSR1171 -+ A Qilihai crab — — — —
H 4R #EA& Wild population 0.000* — — —
K41 15 Yangtze No. 1 0.000* 0.000* — —
Y4 15 Guanghe No. 1 0.000* 0.000* 0.000* —
SSR709 £ BT Qilihai crab — — — —
A 4R FER Wild population 0.804 — — _
KL 15 Yangtze No. 1 0.197 0.201 — —
Jt4 15 Guanghe No. 1 0.275 0.260 0.006* —
3 iFig 2016), KA OCHFsE R, FREEFIARR N Tk #E

31 PEFEEAAMATEERHEEESHN

AL Z AR A W) AR BRI, X WG AR
1 BRI E R E E (KR A, 2016), — it
e ZAEE R RIRRE, TEE AR RIERIRE ST |
FERE R BEALIE BE , 7oA PP ALE Lo R R BA
T, BRI 8 A% Z2 AR PR B v DAL 2 AR ) A PR AR 4
AL 3522 M B ZE R MRS o A T 289 7 Mol 7 O
Rk T A BA —E s SRR A EERE L, TR gAs
HATF b5 MR #9358 7 8 dh B S8 dh & (KR R 4E,

FHRDBR SN S5 5, st e SRR RN TR &3k
B HE AR . 5K HESE (2010) F1 F 2545 (2018) 43 1] i
FH mtDNA #:1ill IX 7 51 F g T RIE /BT 1 H iR
(Fenneropenaeus chinensis)F55l FEIAR 58 2L FEIA, T
AN AE R 2R o TR R, HER %
(2017)FIH 29 XF SSR Aricxf HrAe g B A VTIK &
PpA: N T 5 F KRG R B A ZREVE AT T 40T,
Sz BRI A AR 1) - 38 A5 A6 S DR P38 S v 3 A
BORPE YR A Y M T A TEF R, HREL
6 B AR B BE A B L ZREVE ST AR B Rt/ TN T
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AR AR AE AR G I A R RIS [ K RN T 7 RE A 3845 A 0 A 111

B e ARAL AT R A T ARS8
B PRHLAFE(2017) 0SSR FRic Hu A M % (Siniperca
chuatsi) i 7 11 22 150 87 A= BEOR I 25 SRR B RE IR
MG Z R, A 4 SR S R B AR R A it 1 2 R
PEWE = T IR A

w2 R EHZSE RS RPIC)MAES E
(HYRPEAh . H, Z28E8 &2 TR irE it A
(Hibr & PN Z 51K/ PIC>0.5 BI85 A £
AP, 0.25<PIC<0.5 AN 5 K 45 L2 AP 5
(Botstein et al, 1980), Aff5EHT, 10 M sifE 4 N
R R E 285 E BN 0691, 0.716, 0.694 Fil
0.687, ¥HAKEMEZAM, iAW ARG
FERAEIA, ZeG BER S, DAIIREIRAY AL ZRE P
H(Qin et al, 2013), Y244 ALTE 0.5~0.8 Z [a], HI
AN I TR B 5 Y 2 M (Takezaki et al,
1996), —Mkid, XA A AL ZRE R RN,
W A B LI 2% 45 B T MER (Nei, 1987). fEAHE
FEH 4 ADREUR T, SEXULI 2 A B RIS B A A
f97 Bl 23 Wil & 0.566~0.661 il 0.720~0.745; £ REAK 1
SR 24 A BERUE R TP A B 10 A4
7 5T S5 10 B 2 A B 0 I e R B TE AR B R
(0.745) LR&E U, 4 PMEEARERR I T M 1)
2R 10 MRS KR EAAEARE FELK
G ANEKR 3N T B REAR AR B S G £
FEMERSA T RE, B R REAE A = K L

HTESELZMRANTIRE, RNoldskaEA, Fril
T T AR R VR T T AARBAL R RRAIG, fHE
BRI AL ZREERACT AR A . HTE A T E
AR, WA SCEE AR, TS B R
(T3S FER , E— R R T e B AR A s L Fa
FEME, (P ARG AR N Tk T BRI 2T BN £
IR, WORIRRR G B S e 2R .

3.2 EEEmEES L

WAL o3 A T8 B (F o) 135 A% FE 25 (Do) 2 5 i A A 1]
B2 R EESE, Wright (1978)iA N, Fy {HTE
0~0.05 Z[1], ULIAREIAR R Y14 22 AR/ Fo (HTE
0.05~0.15 Z[a], UaBAHEARR] &4 T e K il
At 7E 0.15~0.25 Z[8], 1d AR ) 77 70 550 K i as
L2255, M Fe>0.25 B, ULBHREAR ] & s L 1k .
ABEFEH, AANTERPINIE ELER, & B RS
CRYL 157 Bk, 6 157 BEARM AL a1
5B 25 K P (F&>0.05) 5 HoAth L 541 ] Y 35t 4% 3 {0 7R
JE Ab F AR K - (F<0.05) . B FEAAR ] () Nei’s TG fi it
B RS R 0.0617~0.2611, BEIRMEIRAIE BB /N, X

5 BB (2017) WA VLK R rh R o B B B A 5T
FIURER B AL DTS Z5 A

PR RGEIEAM s, AARTEART i 157
Bh—35, 5 “KIL1%57 Bh—32, m-tHi
TG R B 3R O — 50 K nT RESRE h KA IX P AR g,
BRESRRL BR B2 . A 20 TR, R
] S I B T B, YT SR Y T AR R
FIAR BT UROEAF I /L, () I IR B8l U K i o {H R
W DAL B RIS M, B ECARAXITE R, A
ANTEFEE D, i Iokil 2 I A &
Ko FrLA, FREEAMY R G ELR | K VLAF HAl K 5
HAN, LSRR 15T M OCRIL 1S R, M
Ay ferh, T IRE AR EER , WTRES S AR
AR A L A2, DTS 200 T S 35 [ HERER S F AR
TR AR R/, ATHE T 45K R P RSB E /Y
JE IR S A A% R o

AWFFE AT ARG ETE 3 A KRN LI E R
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Genetic Diversity Analysis of Wild and Cultured Population of
Eriocheir sinensisfrom Different Water Systems

L1 Jingjing™?, CHEN Limei®, GENG Xuyun?, DONG Xuewang?, SUN Jinsheng"”

(1. College of Life Sciences, Tianjin Normal University, Tianjin  300387; 2. Tianjin Diseases Prevention and Control
Center of Aquatic Animals, Tianjin  300221; 3. Tianjin Key Laboratory of Aqua-Ecology and Aquaculture,
Fisheries College, Tianjin Agricultural University, Tianjin  300384)

Abstract The Chinese mitten crab Eriocheir sinensis is one of the most economically important
aquaculture species in China due to its taste and nutritional value. In this study, the genetic status of both
wild and cultivated stocks of E. sinensis was assessed using simple sequence repeat (SSR) markers. Ten
microsatellite markers reported in previous studies were selected to estimate the level of genetic diversity
within one Haihe natural population and three selected artificial populations (Yangtze No.1, Guanghe
No.1, and Qilihai crab) and to compare the degree of genetic differentiation among them. Unique PCR
products and high levels of polymorphism were observed for all loci. For the four populations of E.
sinensis, the number of aleles per locus ranged from 3 to 17, with a mean allele number of 8.5t09.7. The
mean observed heterozygosities ranged from 0.566 to 0.661, while the mean expected heterozygosities
ranged from 0.720 to 0.745. Additionally, the mean polymorphism information content ranged from 0.687
to 0.716. Furthermore, the inbreeding coefficient (Fis) ranged from —0.080 to 0.827, and there were 13
cases that significantly deviated from the Hardy-Weinberg equilibrium (P<0.05) among the 40
population-locus cases (4 populations x 10 loci). The results of the microsatellite survey indicated that the
genetic diversity of the three artificially selected populations was dightly lower than that of the natural
population, but still maintained at a high level for further breeding. The analysis of genetic differentiation
showed that F¢ ranged from 0.015 to 0.075, genetic similarity ranged from 0.7702 to 0.9401, and genetic
distance ranged from 0.0617 to 0.2611. UPGMA phylogenetic analysis divided these populations into two
groups. Natural population and Guanghe No.1 stocks were allocated to the same cluster, and the Qilihai
crab was alocated to another cluster. In conclusion, the four populations of E. sinensis possessed high
genetic diversity but low to moderate levels of genetic differentiation. The information on the genetic
variation and differentiation obtained in this study will provide a theoretical basis for further breeding and
utilization of germplasm resources of E. sinensis.
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