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Cross-species Amplification of Microsatellite Loci for Hynobius yiwuensis

LIU Pan, CHEN Ya-qin, SHAO Chen et al
Abstract
sis were developed from 113 microsatellite loci from H.amjiensis and H.chinensis using cross-species amplification.[ Result] 11 polymorphic micro-

(College of Chemistry and Life Sciences, Zhejiang Normal University,Jinhua,Zhejiang 321004 )

[ Objective | To screen the polymorphic microsatellite loci of Hynobius yiwuensis.[ Method | Polymorphic microsatellite loci of H.yiwuen-

satellite loci of H.yiwuensis were developed.The number of alleles, observed and expected heterozygosities and polymorphic information content of
these polymorphic loci were ranged from 2 to 6 with an average of 3.55 alleles per locus, 0.200 to 1.000 (average 0.510), 0.500 to 0.732 (aver-
age 0.662) and 0.375 to 0.737 (average 0.588) ,respectively.[ Conclusion ] These 11 polymorphic microsatellite loci of H.yiwuensis can be used in

population genetic and conservation genetic researches.
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Fig.1 Partial PCR amplification electrophoresis results of microsatellite primer Hyyi62
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Table 1 Polymorphic microsatellite loci of H.yiwuensis
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Hyyi04 (TGTA), 252~264 60.0 4 0.793 0.712 0.618
Hyyi05 (AT), 488 ~496 59.5 2 1.000 0.500 0.375
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