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Abstract : Genetic diversity in Blue peafowl population was analyzed by four microsatellite markers,

X EHE:1005-9164(2009)03-0338-04

Results showed that this four microsatellite markers had very high genetic diversity in Blue
peafowl. Gene heterozygosity range was from 0.5000 to 0.8775, polymorphism information
content (PIC) from 0. 3750 to 0. 8751, effective number of alleles(Ne) from 2. 0000 to 8.1633.

Four microsatellite markers used in this article can be adopted in marker assisted selection of genetic

diversity in Blue peafowl population.
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Table 1 Microsatellite primer sequences and Annealing

Temperature of four microsatellite

KR A
Annealing A {8 [
temperature Allele
(C)  size (bp)
ADL0251 F:TTT GGC TTA GGG TGA TGC TG 52
R:CGT GCT CCA CAC AGG AAT GT

WHHEEA 51 FH

Locus Primer sequences

115—150

MCW0080 F:GAA ATG GTA CAG TGC AGT TGG 55 91— 114
R:CCG TGC ATT CTT AAT TGA CAG ’
MCW0294 F:ACT GAA CAG AAA CAG TCT TCC 54 101—115
R:CTT CTC TAG ATG TCC ACT ACC ’
MCW0285 F:AGT TGG AGG TTA TAT TAC GGG 52 168— 220
R:TAT GAC ATA ATC CAC GCT GAG o
MCW0328 F:ATG GAA ACA GAT GGA GCT GGC 58 197—237

R:CTC CAA TCC CAG GCT CCA AC

1.2.3 PCR R B4k & BB R 54
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Fig. 1 The PAGE image of PCR products at MCW 0294
locus (Marker-pBR322)
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Fig. 2 The PAGE image of PCR products at MCW0080

locus

22 AN ITEENERILEREPHNEESHEY
S

B 2 AL AR SR A A 4 AN R AL AE B FL
ER ARG B 20 MEMEREEHEA BEALK
LSAEERECH 5 A Hh i TR E MCW0294 £ H 9
AN FEE L BP 345~411bp; 8 T2 B MCW0080 3t
Kt 5 A% 7, BP 303 ~ 321bp; fif T &2 A
MCWO0285 #i th 2 NS¢ H A, B 92~ 154bp; % T2
B ADL0251 #: £ 4 A% 7 2 K, B 128 ~
144bp, £ 1o T8 JAE {37 55 437 35k R 7E 15 L 28 B A R (9 43
MAEEI(RFE 3D, B DR EERA RS0 %
H f £ 7E, . MCWO0294 i & D % {1 3 H,

339



MCWO0080 i &5 E {73 K, L & ADL0251 i & )
A I, FE R — 0 B AR 2 5, 0]
e 5 H ML A X EE — R E . MCW0285
IS AE BT ARSI A IS FLE BE R RA 2 ANEA R . T
HAF AR, 24 0. 5000,

2 AN HIEEMEBRILEHERHNEMER bp)

Table 2 Allele of four microsatellite loci in Blue peafowl

population (bp)

X M AL A B C D E F G H 1
Locus

MCWO0294 411 407 405 397 393 359 355 349 345

MCW0080 321 315 307 305 303 - - = -
MCW0285 154 92 = = = = = = =

ADL0251 144 142 130 128 = = = = =
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Table 3 Allele frequency of four microsatellite loci in Blue

peafowl population

B L

Locus

A B c D E F G H I

MCW0294 0.10000. 10000. 07500.17500. 05000. 1250 0. 10000. 15000. 1250
MCW0080 0.12500.12500. 20000. 12500. 4250 — — — =
MCWO0285 0.50000. 5000 — == == == == = =

ADL0251 0.35000.15000.27500. 2250 — = - S =
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Table 4 Estimators of genetic variability of four microsate-

Ilite loci in Blue peafowl population

FERBEL Locus  He PIC Na Ne
MCW0294 0. 8775 0. 8751 9. 0000 8.1633
MCWO0080 0.7325 0.7239 5. 0000 3. 7383
MCW0285 0. 5000 0. 3750 2. 0000 2. 0000
ADL0251 0.7288 0.7123 4..0000 3. 6866
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