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Abstract: Chinese alligator, Alligator sinensis, is a critically endangered endemic species under legislative protection in China Re-
sult of recent investigations revealed that number of the alligators was continuously declining in the past 50 years and less than 150
individuals were surviving in the wild until 2000 years. In order to prevent the extinguishing of this species two breeding farms were
set up in early 1980s at Xuanzhou county, Anhui Province and Changxing County, Zhejiang Province respectively. After twenty
years of breeding efforts the number of captive individuals has been brought up to more than 9 000 in total, forming two separate
captive subpopulations Xuanzhou subpopulation ( XZSP) and Changxing subpopulation (CXSP). Because of lack of the information
regarding genetic diversity of the captive populations 42 captive individuals including 33 individuals from XZSP and 9 from CXSP
were sampled randomly to investigate their genetic status for the strategy in the next potection action. PCR method was adopted for
amplification of mitochodrial DNA contiol region using primers designed in this research. After purification of PCR products all of
amplicons were sequenced directly with ABI BigDye™ Teminator Cycle Sequencing Ready Reaction Kit and ABI 310 genetic ana-
lyzer. Consequently, 5"end of control region with length of 462 base pair was obtained from 39 samples. Sequence alignment shows
there is no any varation site in this range of control region among the individuals assayed here, namely only one haplotype of the
region shared by these alligators. This result strongly indicates that the population of captive Chinese alligator is in very poor genetic
diversity status. Reasons for the losing of genetic diversity in the population are mainly attributed to population depresson and num-
ber of individual decreasing sharply in the past 50 years. Another factor accounting for the phenomena is the limit of founder num-
ber of captive population. Finally, authors proposed three pieces of advice for the genetic consewation of Chinese alligator.
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Table 1 Localities codes and sample numbers of
(hinese alligator sampled in this study
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PR K 30 41, N A 10X buffer 3 ¢, Mg” (25
mmol /)2 1, dNTPs (% 2 mmol )2 ©1, #i4i DNA 1.5
11, Tag DNA B 451 U, - FH B % 1 #1010 pmol /
L), & & ddH20. #3  Bi7E PTC-200 & PCR
X M]J Research Inc.)_E 52, 95 CHiARNE: 4 min J5,
H BB HAE .94 C 30 s, 55C 30 5,72°C 60 s, 30
AMEFE S5, 72 CIE{H 10 min. PCR 724 Ff WASTON
/AT PCR Purification Mini Kit 24k, H k5 €907
FIXIE,9907 ) PCR 37 384 7= 4 25 Bt i W gk Je v K A
WL, 2B PCR F=4) 24, VIR H A B H
WASTON 7 @[] Gel Extraction Kit Zfift. 4ifk 5[
PCR 7= ) E 50 )5, X774 BigDye' " Terminator Cycle
Sequencing Ready Reaction Kit, /2 J% 4% i 77| & 22K 3t
17, PE A #] ABI310 8% 4 B Al 5. Bir 43 )7 51
Clustal X 1.8 BAF ™ BxH 2047, Bt &5 4 LA T
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K1 SIWTESkifA DNA L6 E
HE 2R ke 51 p-Phe; SZ0F7k: 514 Commm; Cyt b: AR ER
b R T: J5 &R tRNA £ [H]; P &R (RNA ZE ] F: K IE
2 tRNA £, D-loop: 21| [X; 125 RNA: 12S tRNA ZE[H.
Fig. 1 Location of primers in the mtDNA
Broken line arrowhead: primer p-Phe; Solid arrowhead: primer
Comrmm; Cyt b: Cyt b gene; T: The- tRNA gene; P: Pro-tRNA gene;
F:Phe-t RNA gene; D-loop: contiol region; 12S rRNA: 12S rRNA gene.
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151 TTCGTTCAGT ACTAACTAT TACTAGCTTC AAGCTCATAC CTGGACACGGC
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251 ATCTTGCGAT TGCCTGGAC ATTCGTCCCT CTTCTTAGAG GCCTCAACCCG

301 CACCGTCTTG GTCTCCACT CATTTTTGTC CGTGATCGCG GCATCTCCAGC

351 TTGAGCACAT TTAAGTGGA TTTTTATTIT TTGGGGGAGA GTTCAGGTTCC

401 ACTTGGGCGA CTATTTCTT TAAATTCCCG GTCAGTAAGA AAACACTCTAG
451 ACTTATAAAA CT

2 BT hiik DNA ¥ X 5 35 5
Fig. 2 5 end sequence of mitochadrial DNA contrd
region of Alligator sinensis
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SKIT K (Neophocaena phocaenoides ) 1] 720 bp mtDNA
i Xy A, R T T AR AL BT 9 Rl
R S 4 103 bp B ANERAL A, B 11 A
AT ] 1 03 (0 2 A58 5 3K P25 43 e T 40
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bp I — AR A L B 4.4 DR AT R 1 A
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LR AR AN TS K 377 85 0F 50, ST 20
Fl HLHE 2R 0 T 85 R BB XS N 211X T
WrT ks Hok, B AMEAA I T B AL 150
o 123 TS R SOME (R E B A B IR, NN IR
ANIIEA TS LR, A6 TR 4 L v — 28 i1 75
HEPBCA I LA R ANE, BN B FRIE R T 2 IS
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