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1 MEHSIE

1.1 SCIe#A R

N I (SH, KK 4.2~8.7 cm, {AJ &
21.4~16.4 g). Wiil(Z), K3.8~7.9 cm, A&
Z51.1~12.1 g). LG T =10V(MF;, AK4.1~
11.2 cm, KFEZ1.4~51.0 g)31FR 5l BEAA T 4% bl
LR 60 % [CTREF, SRAEH L AN & T Ik
LR, —20 °CHEAF# H . SHEF RS ZIHF
A FIMF 5 3 4 8] 14 382 1% 5 525 53 03l 1 0.1794 .
0.3531, ZIBFIAR S MF B 8] 35 1% BE 25 0.3441
1.2 WIEESI

60XF i A5 9 th iAE T A BRA H A AL,
HA 7% G-SSREGI ¥ (i 5 F SUG-bp8-103b),
SUGbp8-137, Y1, Y6, Y7, Y42, Y44) LM
IR, 6%F G-SSRFI Y (fif £ N Mr7-88,
SUGbp8-101b, SUGbp8-101 ¢, SUGbp8-103a,
MRMBI11, WI8)fifiik { SCHk[6](F1), HAx47x
TR A3 F R e 3 0 52 50 = DL IV I 5ok iy
VM A AR Ry S T & B EST-SSR5 1) .

1.3 M IEEDNAS SN

K bR A 0 Wy . G807 b 4R 1 B IR IR 4
DNA, PCRIZ IR AVMAFUN10 uL, AL $E2xMaster-

mix(0.1U Taq Polymerase/uL, 500 umol/L dNTP
each, 20 mmol/L Tris-HCI pH8.3, 100 mmol/L
KCI, 3 mmol/L MgCl,, RMRHEBEARAF)
5uL, . F#ES14(10 umol/L)4%0.3 uL, iR
DNAO0.4 uL, FiddH,0%h 2 AR, PCRJZ I &P
F794 °CTiAF ¥4 min, 94 °CAEME30s, B K I
E 45 s, 72 °CHEMH] min, 35PMEH, HJ572°C
FE{H1 4 min,

PCRy= 4 °CLR-ATF I 8% 1) AF AL P 5 174 s ik
P B HL UK 0 B, AR LT AI HL Kk 45 2 . LUpBR-
322DNA/Mspl( KRR A AL B H R A F)HFE N 7T
wArifE, FHGelpro analyzer 4. 5%k {4 5€ Wi ik T2
DNAZ I 19 132 ORI 1F o
1.4 HIEAE

3N TR IRFEA B B T N6 10,
20, 30, 40, 50, 60F2, KEMLECFRILHEZE
(SSRARICHE A 601), i HrHEAS 2 X5t 1% 2 A 1
TR AR, ) B T E 34 % R AR RE AR 1Y
SSRARICHBEEE: 5. 10, 15, 20, 25, 30, 35,
40, 45. 50, 55, 604 (FEA T H604™), 43Hris
TC T AL SRR AR B R o HE AR IC R
BEBLARAS 3 BER 0 AR FEAS SRR R, A e AR
W HPRICENT2N A A, RS LA
Atk Z R

x1 FRAMHBOMIDESIVERSIVER

Tab.1 Part of microsatellite primers and their information for M.rosenbergii

JEEAL vl ElE 2]l Ji BER/Mbp kIR EZ/PC
locus core motif primer sequence(5'-3") size temperature

SUGbp8-103b (CTG), F:ATTCGGTATCAGCTCTGC 171~216 58
R:AGGTCATCACCCTTTCCA

SUGbp8-137 (ATT),5 F: CGACTGGGTGGTATTTAT 300~349 55
R: CGCTGACGTTTATTCTGT

Y1 (ATT), F:CATCAGCATTTGGCAGTC 130~205 55
R:CATTGGAGCCCTTGAACT

Y6 (ATT), F:CATCAGCATTTGGCAGTC 124~191 52
R:AGCCCTTGAACTTGTTGTAT

Y7 (TG); F:ATGCCTGGAAAGAATGAG 295~325 52
R:TTGTCTGAGCCTGAAACC

Y42 (AG)33 F:GGGCTCAAGAACGCTATG 240~267 50
R:GACCCAATTACTGCTCAAAGG

Y44 (AG)o F:GCGAGGAACTACCCAAAG 158~211 54
R:CGGAATCGTAATAGAGGC

Mr7-88 (CT),; F: TATTACGATTCCGTGGCACA 185~249 53
R:ATATTCTTTGTAGCGGCTGG

SUGbp8-101b (CAT),(CTT),(TAAA), F:CCGTGGCTGAGAGTTTCATAC 207~238 60
R:GGGGAATAAAGGACCTCTGG

SUGbp8-101c (CAC), F: ATAGATGCCAACAGCACAGG 252~276 60
R:GACAGTGAGGCACTTTTACCG

SUGbp8-103a (TCT),(ATA), F: AGGATTTCTGCGAGGTCTTG 167~217 60
R:CGTGTTGTTCTTCATAGGCTTC

MRMBI1 (CT)39 F: GACGCTGCCAAAAAGAAAAG 162~205 44
R: ACCGTGCCATTAACTTCCAA

W18 (GTT)y(TCT), F:GCAGCTGGAACGGATTTTAC 240~260 50

R:AGATGCCGAAGTAGCTCCAG
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i FH PopGene(Version 3.2)4 /445 111 10 42 3
JAE 1) %5 37 JE [H 8 (observed number of alleles,
N,) . A% &7 3k K %L (effective number of alleles,
No). WL %% 4 B (observed heterozygosity, H,).
HHER 5 J& (expected heterozygosity, H,)fINei’s
L ZHEYEFE BUH(Nei s genetic diversity), £
15 B & & (polymorphism information content,
PIC)f¥BotsteinZA 7NN T

PIC=1— <ZP,.2> - (Z > 2P$P})
i1 =1 j=it1

Kb, n gl AR RN K P Py
R TR A SN I N TE R T B, =it ]

RIBEF 3280 ke AL | frid & 5 fe
% FE A 8 B 18] i) Pearson Al 56 5 & (correlation
analysis), 77 220 MTFEA B | PRid & e £
FEMEFE 5022 5, Duncan[QiEHE L . oK%
ZEW M (R) s AL AR TR RS S o

2 4R

21 WIBEMNSRTBERREESHEN

B 603 1 TR 517 3 BE AR 3L 180N 14k
REFTPCRY 1Y, B 1439 A ARIC366347ESH |

bp
190
180

160
160

160

190
180

160
180

160
160

190
180

160

ZJ. MF3 3P RE R iR AR 5 25 R 0 %5k
TR AL SR IR 2,

22 HAEINEEZSHEMEHZ

HAREIEE S HF BRI OY A FEA
HE, KR N R (E2), NSREARRZ
] 5t B IR AH (R 3), ML B A (curve
estimation) 45 {37 & PR 450 5 A 7 1t R) (4 [B10H OC R 7
B, RIPIH AR B E X MIE R, MR
AR TF300F, N, NZHETRE. HEDHr
WoR, FEARRESH IO EHCE, SHAMHRIE
e, YPEARME30, H. H,. HYZLH@T
R (E3). UBEER R ERE, RFEBEAR TR
IR AL ZREMEE LR ZE R, 2 AN R A i
RIS ZFEERE BT, FEAC 40D, 1, IR BB
TR SRS AE Z KT 1995%; LAN,. H FHE
i, FEACR30LL b, ke A B R A8 1%
T 1995%(#4).

HAREHHA FALER G

w3

FEARGE A A SR B PR R B, 60X Ric
TR 16X bR AL AT AE A A L I (RN T
0.0, MEEAFIRFIZ0LL b, AFEFEA G
A A L FE DR 22 5 AN W 35 (3R 5)

El 1 WIEFRIC366347E 5 [IBENEF (R h B 4 MY R K E

Fig. 1 Amplification pattern of microsatellite locus 36634 in different populations of M. rosenbergii
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Tab.2 The genetic diversity for M. rosenbergii at 60 microsatellite loci

JEEAS S IR B R R R A M A5 B WG Nei’sigifE £ HE IR %
locus N, N, H, H, H
27 463 2 1.9 0.31 0.46 0.46
15331 3 1.9 0.49 0.49 0.48
16 813 6 1.7 0.40 0.43 0.43
28 780 3 1.3 0.20 0.22 0.22
6033 2 1.1 0.07 0.08 0.08
6221 5 2.1 0.49 0.53 0.53
245 505 2 1.1 0.09 0.11 0.10
270 5 23 0.34 0.58 0.57
20 823 5 2.6 0.28 0.62 0.62
55 4 2.9 0.17 0.66 0.65
713 7 3.4 0.27 0.71 0.71
25718 5 4.0 0.54 0.75 0.75
25992 5 3.6 0.51 0.73 0.72
9150 9 7.1 0.73 0.86 0.86
1773 4 2.8 0.09 0.64 0.64
2207 8 4.8 0.58 0.79 0.79
2343 4 2.7 0.32 0.63 0.63
11375 4 2.1 0.16 0.53 0.53
13 540 5 2.6 0.40 0.62 0.62
17 493 4 1.7 0.31 0.40 0.40
20 398 2 1.4 0.29 0.31 0.31
Mr7-88 5 3.5 0.48 0.71 0.71
SUGbp8-103b 4 2.7 0.62 0.63 0.62
SUGbp8-101b 6 5.1 0.76 0.81 0.80
SUGbp8-101 ¢ 5 3.5 0.46 0.72 0.72
SUGDbp8-103a 11 2.9 0.13 0.65 0.65
MRMBI1 6 3.8 0.46 0.74 0.74
SUGbp8-137 9 6.3 0.50 0.84 0.84
Y1 11 5.1 0.25 0.81 0.80
Y6 11 32 0.24 0.69 0.69
Y7 7 2.1 0.36 0.53 0.53
Y42 6 33 0.45 0.70 0.70
Y44 2 1.0 0.04 0.04 0.04
W18 3 1.6 0.15 0.38 0.38
2387 4 1.6 0.29 0.38 0.38
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- BR2 -
FA B e Jrsk e A BT R R L WL 2% 5 MR E Nei’sittf% 2 FEPE TR
locus N, N, H, H, H
21401 3 1.9 0.51 0.47 0.47
22 058 3 1.8 0.29 0.44 0.44
22 589 5 2.9 0.29 0.66 0.66
23 190 2 2.0 0.27 0.50 0.50
24 568 4 1.6 0.31 0.36 0.36
25788 3 2.6 0.44 0.61 0.61
26 843 5 33 0.49 0.69 0.69
27200 4 2.9 0.34 0.65 0.65
7352 5 33 0.24 0.70 0.70
32714 3 1.7 0.07 0.40 0.40
34797 3 1.2 0.07 0.20 0.20
36 634 11 6.0 0.49 0.83 0.83
25484 2 1.5 0.24 0.32 0.32
25791 5 3.1 0.62 0.68 0.68
25218 2 1.6 0.08 0.37 0.37
22 375 6 2.0 0.20 0.50 0.50
22 860 8 32 0.31 0.69 0.69
24 694 4 2.7 0.59 0.63 0.62
750 3 2.1 0.32 0.53 0.53
7186 6 2.4 0.37 0.59 0.59
17 875 3 1.5 0.29 0.33 0.33
27313 3 1.5 0.38 0.34 0.34
818 6 39 0.60 0.74 0.74
25 288 3 2.0 0.45 0.49 0.49
25895 2 1.7 0.36 0.42 0.42

23 FRICENIER SRR

AN TR BRI o 5 5 1 22 A 1 i RO 5% 43 BT 45
R, 3PRHAN L ZHCS bR ic B A TE A )
MIFHC G R (F26); MARic Bk 5~250F, N,. N..
Hy. H,, HEBESHEH EIHEE, Mirics
KT250, &EESHIE TRE (E4). X314
BEROR R bR it T fE R 5 E Z HE MR O E L
WA, MhricE K T200, &8e 2R
{H C G i 2 M 25 5 (P>0.05)(£ 7).

24 HAES5HRICENEES
OYATREAS B 5 AR 0 A B 1 38 LA A (R

AR BRI REAR B, GAAR AR AR T )R 3 B A s
SR, ISP RRE R, 3 HH AR A
AAHELAE, RIREA S KT 30, fRid k25D
I, KGR BuE i TR (E)5).

25 ERGEEEREFTEANMRIENIERZHMN
Ei=t oz 0p=A1 0

SHEEMA tf PICK F0.5F1/NF 0.5 b ic Koy
20 F4040, ZIFER T PICK T0.5F/N T
0.5 bRic K04 M 254 F1354, MFBE 1Ak h
PICK F0.5F1/NF0.509 b5 ic £ 43 5 Ry 134~
474, HHPIC>0.5 hRic AR A% 3RS 2 Pk
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4.0 4.0 ” R3 HAESEESHMEREENBEXESH
3.5 3.5 Tab.3 Correlation between sample size and genetic
.30t %X&Lﬁ}f};lﬁ% v 3.0 %Z.J diversity index in different groups
25 | S (SRR N | 25 B ek
XFE (BT SE L N,) ﬂ" R N, N, , i "
20 2.0 E group
1.5 1.5 SH 0.94%* 0.96%* —0.89* 0.94** 0.95%*
0 10 20 ;:;)4 40 50 60 70 Z] 0.95%* 0.89* 0.55 0.86* 0.87*
Aok
sample size MF3 0.99%* 0.98%*  -0.45 0.84* 0.96%*
(a) T *7E0.05 7K COUIM ) L 8 35 AR 5% 70,0 17K S (XU - 2 2 A
45 45 Ko FH
40 | 4.0 = Notes: “*”’means significant difference at the 0.05 level, “**”means
£l ’ ' extremely significant difference at the 0.01 level, the same bellow
)35 = SR N, 35
=" 3.0 ¢ —— HRHERE N, | 3.0 &=
& 25| — P (EREEEN) | 25 §F
i ® 0.45 [
20 } 2.0 T .
1.5 1.5 X
0 10 20 30 40 50 60 70 o 040
PR f et
sample size ;: T 035
(b) T 030} ——sH
35 3.5 8 e
By 0.25 : : : : : :
® 30 30 ® 0 10 20 30 40 50 60 70
K I [ T K il >
‘ot & —e— AV I A AL N, R X Ny
1.5 15 0.60
0 10 20 30 40 50 60 70 g 055
REAE 4 050 ¢
sample size f;i , 045t
(c) %mom» —
" 035 ¢ SH
B2 HAES5THFMERY. FHEYLFULER 030t —
HERMEX X ARSI 0.25 ' ' — ‘ ‘ '
@OOH HINSH, 20, MFSBEA, B4 M4 5 7=0478 4in 0 10020030 40506070
(x)+1.810 1, r’=0.981 3; $=0.591 In(x)+1.668 9, +*=0.990 saj;leifze
5; $=0.297 3In(x)+1.811 6, "=0.971 4 F()b)
Fig.2 Correlation between sample size and the average 0.60 -
number of alleles, the average effective number of ﬁ 0: 55 |
alleles and the effective alleles Curve Estimation ;_: 0.50 -
(a) (b) (c) represents the group of SH, ZJ, MF, respectively. Effective % = 0.45 } ﬁ
AL
alleles Curve Estimation: $=0.478 4In(x)+1.810 1, 7=0.981 3; $=0.591 3 0.40 t ,___.———d/‘/./‘
In(x)+1.668 9, "=0.990 5; $=0.297 3In(x)+1.811 6, ”=0.971 4 ) 0.35 ¢t —«—SH
2 030} A
~ 0.25 . . . . . . :
F8 40 43 00 i 3K T B PIC<0.5hR 10 3R 4% /Y 38t 1% 010 20 30 40 50 60 70
SRR HP<0.01), 7T WHENIA FLPICH bRic At i I
T A 388 1 22 18 P 48 B0 TE A 45 SR A7 78 W b 35 22 (©
FE(P<0.01)(F8), ‘ ‘ \
B3 =AHENAERHEAESH, HFMHHXHR

2.6 MHSEESHEMER
M5 fHf A B 15 15 22 A P 8 02 18] G W
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Fig. 3 The relationship between H,, H, and H in three

groups with different sample sizes
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F4 TRBERENFFEESHFLER

Tab.4 Population genetic diversity indexes of different sample sizes

A RIFEA B 1 22 57 2 3 P (P=0.05)  different sample size

BAETRAL
genetic index diversity index 10 20 30 40 50 60

N, 2.81+0.26" 3.12+0.38° 3.35+0.49° 3.43+0.51% 3.53£0.52 3.63+0.49°

A I /% 77.34 86.06 92.34 94.64 97.40 100

N, 1.90+0.10° 2.00+0.19° 2.11£0.23° 2.14+0.23" 2.18+0.22" 2.2140.19°

A I /% 86.15 90.33 95.32 98.35 98.60 100

H, 0.42+0.04° 0.43+0.05™ 0.44+0.06™ 0.45+0.06" 0.46:0.06° 0.47+0.05°

H AT I /% 91.41 93.12 96.15 97.14 98.34 100

H 0.40+0.04° 0.42+0.05™ 0.43+0.06™ 0.44:0.06 0.45+0.06" 0.46£0.05°

o RARTE 4 L% 87.56 91.56 95.35 96.73 98.17 100

x5 TEHAEHEEFMERME
Tab.5 The rare allele frequency of difference sample sizes

A sample size 10 20 30 40 50 60 90 120 150 180
T S5 I = LR A R

the frequency of  0.063+0.056° 0.075+0.067* 0.089+0.019* 0.095+0.016° 0.096+0.012° 0.098+0.014° 0.099+0.014° 0.1020.007° 0.101+0.005° 0.103
rare alleles

e B SO BUE A30 U T 21

Notes: The frequency of rare alleles is the mean value of 30 times” sampling

#6 TRIFARICESEMESHMEEREIESH

Tab. 6 Correlation between loci numbers and genetic diversity indexes in different groups

P AL ZFEMETREL  genetic index

group N, N, H, H, H
SH 0.66 0.71%* —0.12 0.67* 0.59*
VAl 0.74* 0.84* 0.84* 0.87* 0.87*
MF; 0.67* 0.53 0.79%* 0.75* 0.75*

A A 25 7 PR K. 7 Bl T B TP AR A R Y A
JEM B REA AR WIE S, A R
BRI, RIRR A R O, AT 5 DR ARG I
AOME R . NI TR], R OR BE A R A B Y
BRE Z B M A SN, B TR A
SE MR AR, BT AR N STERARAG . A 5
T, NG X R B A 2 N, BRI T
AL INAE AR P g Al 2B s AR

P22 5 (P>0.05), 2 M: B0 L 2 B SO
LB (39),

3 iR

31 HASEREZHEMERNE

AP ol T2 47 30 AR 114 388 1% 22 B A 20 7 I
R ZREEIE bR . — D ENMING 55—

SR T A B R S, AR H
HNI, e R AN ) 14352 4% S 8GR T 43 B T 1Y)
FEA G FIARIC A TR o AR 5206 v N B A AR o
MG R R, AR, B3N F
BRI, N, SRR A 2] A G &R B8 A E
0.9Lh I, R EZ B2 &S EHIEML, B
A YRR R RE R SRR, A RE I 8 DA RE

F14) 2 Bt ATL Al BB A A by LV A A5 67 5 DX AS A [
AT RE TR, M EE AR A B R AR R A A P 2
I A5 A5 5 DL 1 43 AT IR HE LY, A SR D
XL TTERIN B /N, YA R R T 300, ARFEIFEA
N A AL R A 22 T AN 1 3 (P>0.05) . AR
SIS Y DAN R A it A ZRE R, HEAS A F
40453 BEIR 1 95% , i FH H AN HOR A JE 0, 4024
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50 ” 3.0
B4 25
40 | e ’
% =
&= 35 ¢ = 2.0
£ .ol X
I I e ——si1
=25} ——7] e ——7]
——MF3 B ——MI3
2.0 . - - - - 1.0
0 10 20 30 40 50 60 70 0 10 20 30 40 50 60 70
Frid & Frid
loci number loci number
(a) ()
0.5 ¢ 0.6
i Mmoo 05
4 04 <
* F* 04
BEx 03} B
= = 037
= I —SH & ——SH
g 02 ——7] = 02} D
——MF3 « ME3
0.1 . . . . g 0.1
0 10 20 30 40 S50 60 70 0 10 20 30 40 S50 60 70
Frid & FrRid &
loci number loci number
(© (d)
0.6
&
05
=
£ 04t
it 03t
b5 ——SH
5 027 ——7]
4 01 ——MF3
0 10 20 30 40 50 60 70
PRl
loci number
(©
B4 =ABETERCEINN, N, H, HIHHF
Fig. 4 The relationship between N,, N, H,, H,, H and loci number for SH, ZJ, MF3 groups
®7 TEFICENEHFEESHEMER
Tab.7 Population genetic diversity index of different loci numbers
e ZHEPEFE 2 genetic index
N, N, H, H, H
5 2.93+0.31° 2.08+0.30" 0.31+0.10™ 0.42+0.13* 0.41£0.13%
10 3.50+0.75™ 1.97+0.26" 0.26+0.06" 0.39+0.06" 0.39+0.06"
15 3.42+0.48° 1.96+0.12° 0.29:£0.04" 0.41£0.05% 0.41£0.05%
20 3.52+0.45™ 2.04£0.22% 0.34+0.05° 0.43+0.07* 0.42+0.07"
25 3.734+0.53° 2.26+0.13° 0.36+0.06% 0.47+0.05° 0.46+0.05"
30 3.74+0.54° 2.2240.13° 0.37+0.04° 0.47+0.05" 0.46+0.05"
35 3.7240.55¢ 2.22+0.17° 0.36+0.04* 0.46+0.05" 0.46+0.05°
40 3.72+0.53¢ 221+0.18" 0.35+0.04 0.46+0.05" 0.45£0.05°
45 3.69+0.49° 2.22+0.16"° 0.35+0.03 0.46+0.05° 0.46+0.05"
50 3.68+0.51™ 2.2440.19° 0.35+0.02% 0.46+0.05" 0.46+0.05"
55 3.67+0.52" 2.23+0.20° 0.35£0.02* 0.47+0.05" 0.46+0.05°
60 3.63+0.49™ 2.2140.19° 0.35+0.03% 0.47+0.05" 0.46+0.05"
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Fig. 5 The relationship between the cross combinations of sample size and loci number and genetic index

(a)(b)(c) stand for the relationship between N, and sample size and loci number for SH, ZJ, MF; groups; (d)(e)(f) stand for the relationship between N,
and sample size and loci number for SH, ZJ, MF; groups; (g)(h)(i) stand for the relationship between H, and sample size and loci number for SH, ZJ,
MF; groups; (j)(k)(1) stand for the relationship between H, and sample size and loci number for SH, ZJ, MF; groups; (m)(n)(o) stand for the relationship

between H and sample size and loci number for SH, ZJ, MF; groups

®8 =AM PEITERESETRMNIRIE B AIEE SRR
Tab.8 Evaluation of different genetic parameters with the markers of different polymorphism

information contents in three groups

B B#A  populations
genetic index SH 73 MF,
PIC<0.5 N, 2.8+1.2 2.9+1.1 2.4+0.9
N, 1.740.4 1.740.4 1.6+0.4
H, 0.300.17 0.300.17 0.27+0.20
H, 0.370.15 0.37+0.16 0.31+0.19
H 0.370.15 0.37+0.16 0.31+0.19
PIC>0.5 N, 5.7+2.4 5.6+1.9 5.4+1.7
N, 3.4+1.0 3.4+1.0 3.6£1.0
H, 0.49+0.22 0.470.17 0.46+0.19
H, 0.69+0.07 0.69+0.07 0.70=0.08
H 0.68+0.07 0.68+0.07 0.70=0.08
FEATR 30, ik B R SR 1995%L |, EA — 267 5 NG T2 S50 1 AR A5
X G RAEE S TE R A R G ERERFERME IBEY T TR R B o A R S E R A R
TR B AR SO A TR I 29X 9 T B B A % 44 v
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9 EMAMMMAREE SRR

Tab.9 Genetic diversity index of male and female groups

RE2E e ook SR AL R S LA FE WA Nei'sigtf& 2 FE 1 H5 4L
N, N, H, H, H
HEPES 2.9+1.6 2.0+1.1 0.32+0.22 0.41+0.24 0.40+0.23
I @ 2.8+1.5 1.9+0.9 0.30+0.22 0.38+0.24 0.38+0.23

X AR s A ZREME R B R ST kB, FEAR
HETE20~25I B A0 o SRR AR E i F SR
B, YREACE BT 300, AR 2RISR OB T AR
FE o RSN b TR AR A R TR i8R oy
B i, PEAS T REAS 5 0 B A5 A% 22 FE M 4 A
MR, SR ER, 30~50 A2 A DNA
S3 M b I S i /NVREA R AR R AL SRR
TR BRI AT 45 9% (Sinonovacula constricta)REIR 5
TR Rt B/ EA R B AR RITE30LL |

3.2 FRICHERIREE SR

HF 5 T FH A T3 2 A 0 140 22 25 P S R AR £ s
& Z MK R . PICR: A & — A F5id
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1k, 510 gs Rl SRR, (H2 M ARic Kok
F2s5ut, FimfeSHaRwaTRE., kLS5
X 25 U 5T AL F (0 45 AL, BIFEARICBOR T
250}, it SHUER IR .
33 REEHAEMRICENESE

Neil /76 509 (9 B9F 55 v 3 3k %o 58 G B g i
NRERE AN S B EN R E B, R
FH#E 22 0 b 10 B0 HE SR B 35K I R AR i B 5 A5 1
ATAERYSEIE . TEARICEUN 67, FEAS R 200} 15 5]
() H R FIFRIC BN 17, REAS B g 790 45 51 1) %k
EH AT, gk ak 4 %0 E FH S 43 B F T
HUAL L BIF 5T T Nei' s o i8¢ 4% B 25 4 0RS 2 119
S R B, 7 B /D A I A 8 A% B B R
FEL AR, (H Bl E AN B B 3G, st A% R s A
DK B2 eS8 . ASBIE 9T B T 3 BRI AR A
i KBRS R RS SR, IR SE T AE
AR T30, fridt R TF25h BRI L 24
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Effects of sample size and loci number on genetic diversity index in
Macrobrachium rosenbergii with microsatellite markers

DAI Xilin"", LIUJie', LIlJingjing', JIANG Zongbing', MING Lei', JIANG Fei’
(1. College of Fisheries and Life Sciences, Shanghai Ocean University, Shanghai 201306, China;
2. Shencao Special Aquatic Product Development Company, Shanghai 201506, China)

Abstract: As assessment of genetic structure of population is the key point of aquatic animal breeding, the
selection of sample size and loci number is the first step of correct evaluation of population genetic structure. Here,
we solved the problem from an analysis of genetic diversity of three breeding groups of Macrobrachium
rosenbergii at 60 polymorphic microsatellite loci. The results show that selection of different sample sizes and loci
numbers both had a great effect on the genetic diversity index. The sample size was positively correlated with the
average number of alleles and the average effective number of alleles, and the sample size was moderate and
highly correlated with heterozygosity and Nei's genetic diversity index, respectively. Only when the sample size
exceeds 30, they tend to be stable. When we select the loci, we found the different polymorphism information
contents also directly affect the accuracy of the genetic parameters. When the loci number was 5-25, there was a
significant difference in the genetic diversity index(P<0.05). When the loci number was more than 25, the genetic
parameters changed little(P>0.05). So, we suggested that when microsatellite markers were used to estimate
genetic diversity of population as far as possible to choose high polymorphism information content and we can't
consider sample gender, meanwhile the minimum loci number and sample size are needed to exceed 25 and 30,
respectively.
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