B50% H2M HIlRZEER (A ARPHAIR) Vol. 50 No.2
20114 3 A ACTA SCIENTIARUM NATURALIUM UNIVERSITATIS SUNYATSENI Mar. 2011

|Gl 5 A BF A A EERG AFLP 55T

WA, £FF, g, kB, ®BE, & R, kg
(1. P UKSEREZKTHDIARIT) T REREZRHF DY RAEFTELERE, J & S M 510275;
2. BaRLXFEHEARRERELEMNELLRE, 5d Y 650224,

3. BB MIFEARNE, SR 2 519015,

4. BB RFHEFFR, Ha B 570228)

T E. SRR AFLP HoRXh E B, SN, WAL, DETE RO R AN AR R AY IR A4S SR AR AL 20K
AT T V. O MBI A E S DN EF AR R P I Y I 507 A, KR EEMEEW R 354, ZEMALE
(69.82%) . FARAZEBIE (0.3629) FEEEEBHEMEFN (0.241 4) ESPIER, TR ERBHRESHME
K NEE ., AMOVA ST RI, o E KSR E SRAEL RSB TF B (97.94% ) o FhERNE L 0L BES
(dst = 0.021, P<0.001), MRIEFRENESEEIEREER UPGMA it EEAK R BMEIT RIS, SEaitds,
3 e FE A8 A 16 B AT

KR PERER; BELSRRE,; BtEb; AFLP; RETHIEAE

PESZEE. 38  SCHMERARAD: A XEHS: 0529 -6579 (2011) 02 -0099 -06

AFLP Anﬁlysis of Five Natural Populations of Andrias davidianus

YANG Liping'* ,MENG Zining" ,LIU Xiaochun' ,ZHANG Yong'
HUANG Junhai® ,HUANG Jing® ,LIN Haoran'"*
(1. Institute of Aquatic Economic Animals // Guangdong Provincial Key
Laboratory for Aquatic Economic Animals, Sun Yat-sen University, Guangzhou 510275, China;
2. Yunnan Provincial Key Laboratory of Forest Disaster Warning and Control,
Southwest Forestry University, Kunming, 650224, China;

3. Doumen Golden salamander Aquatic Technology Limited Company, Zhuhai 519100, China;

4. Ocean College, Hainan University, Haikou 570228, China)

Abstract: Genetic diversity and differentiation of natural populations of Andrias davidianus in Sichuan,
Guizhou, Hubei, Shanxi and Henan was comprehensively determined using AFLP markers. Sixty individ-
uals from five natural populations were used in AFLP analyses. Nine primer pairs in AFLP analyses pro-

duced 507 scorable bands, of which 354 were polymorphic. Three genetic diversity parameters: the per-

centage of polymorphic loci (69.82% ), the Shannon’s information index (0.362 9) and the Gene diver-
sity (0.241 4) all indicated that A. davidianus was with substantial variation. High level of genetic di-
versity of A. davidianus agreed with its life history traits and geographical distribution. Most of genetic di-
versity resided within populations (97.94% ) in AMOVA analyses. A low genetic differentiation was
characterized by ®st (@st = 0.021, P <0.001). In the UPGMA dendrogram based on the genetic dis-

tance, A. davidianus populations were separated into two major clusters. A. davidianus was supposed to
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disperse southward from north with the salamander fossil proof.
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Fig. 1 Map showing the location of Chinese giant salamander
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Fig. 4 The sketch map of the deduced dispersal

path of Chinese giant salamander
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