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by Microsatellite Markers

WANG Yongxu,REN Zhanjun* , WANG Le and WANG Hongliang

(College of Animal Science &. Technology,Northwest A&F University, Yangling Shaanxi 712100, China)

Abstract; In order to study ostrich’s genetic characteristics on the molecular level,68 individuals with-

out direct relationship were picked out according to the random sampling method. The genetic diversi-

ty was analyzed using 20 microsatellite markers. The results showed that a total of 142 alleles were
detected in 17 microsatellite loci (LE10094 ,CAU5,CAU7,CAUS8,CAUILl.CAUI4,.CAUI5,CAUIG,
CAUI17,CAU22,CAU23, CAU24, CAU32, CAU34, CAU42, CAU43 and CAU57 ), excepting 3 non-
polymorphic microsatellite loci (CAUI3, CAU36, CAU46 ), the number of alleles per locus was
8.3529+1. 2803, the average expected heterozygosity and the average value of polymorphism informa-
tion content( PIC) were 0. 8468 0. 1368 and 0. 8213 0. 0321 respectively. These results indicated

that there were abundant genetic variations in this ostrich group,the genetic diversity was very high.
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PCR products of microsatellite CAUS in agarose gel
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Fig. 2 PCR products of microsatellite CAUI3 in
nondenaturing polyacrylamide gel (Left No. 47 ~68)
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Fig. 3 PCR products of microsatellite CAU43 in nondenaturing polyacrylamide gel (Left No. 47~68)
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Table 1 Length of alleles(La) ,number of alleles( Na) ,number of effective allele( Ne) ,exp.

Heterozygosity (He) and polymorphism information content (PIC) at each locus

JE AL G I KN/ bp IV JESEA EERS e SR Wb E PN
Locus La Na Ne He PIC
LEI0094 92~104 7 4.7967 0.7974 0.7665
CAUS5 156~172 7 5.7192 0.8313 0. 8037
CAU7 189~211 11 8.6016 0. 8935 0. 8725
CAUS 213~233 8 6.4694 0. 8522 0. 8274
CAUIL 104~134 8 5.5157 0. 8250 0. 7980
CAUI4 140~176 13 7.4334 0.8721 0. 8546
CAUIS 181~195 7 6.0134 0. 8400 0.8125
CAUI6 173~201 7 5.2736 0.8166 0.7844
CAUI17 158~180 9 7.5679 0.8743 0. 8536
CAU22 142~154 7 5.0752 0. 8090 0.7755
CAU23 167~185 8 5.0347 0.8079 0.7803
CAU24 130~142 6 5.2464 0.8163 0.7823
CAU32 177~205 10 8. 8366 0. 8935 0. 8758
CAU34 194~208 8 6.6307 0. 8556 0. 8309
CAU42 188~204 9 8. 0839 0. 8828 0. 8631
CAU43 218~234 9 8.1700 0. 8847 0. 8650
CAU57 204~222 8 6.1070 0. 8434 0. 8154

#4180 Mean 8.3529+1.2803 0.84680.1368 0.8213£0.0321
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