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Tandem Repeats of Chinese sturgeon (A cipenser sinensis) and Related
Speciesand Its Sign if icance in Evolution
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Abstract By using PCR and DNA sequencing the tandean repeats were confimed in
mitochondrial control region of Chinese sturgeon (A cipenser sinensis), an endangered fish under
first rank protection in China The tanden repeats caused an extensive mtDNA heteroplasny
w hich had different mtDNA molecular sizes in single individual Regulations of different types of
repeats w ere studied In addition, the repeatsw ere al® found in other Chinese gecies such as
Chinese paddlefish (Psephurus gladius), Yangtze sturgeon (A. dabryamus) and Amur sturgeon
(A. schrenckii). The sequence divergences anong the repeats have positive relationships anong
relationshipsof gecies
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Fig 1 Schematic diagran of location of the PCR primers in
mitochondrial control region
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Fig 2  Electrophoretic patterns generated by PCR in
mitochondrial control region in different individuals

(a) PCR products generated by primer L 15925 and H 740
(b) PCR products generated by primer DL and H 740

Each lane show s the PCR products from one individual
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a07-1 ATGCTATGTT TAATCCACAT TAATTTCTAG CCACCATACC ATAATGTTCG
CAGGTACATT AAATTGTTCA AGTACATAAG AC (repeatl)
a07-2 ATGCTATGTT TAATCCACAT TAATTTCTAG CCACCATACC ATAATGTTCG
CAGGTACATT AAATTGTTCA AGTACATAAG AC (repeat2)
a07-3 ATGCTATGTT TAATCCACAT TAATTTCTAG CCACCATACC ATAATGTTCG
CAGGTACATT AAATTGTTCA AGTACATAAG AC (repeat3)
a09-1 ATGCTATGTT TAATCCACAT TAATTTCTAG CCACCATACC ATAATGTTCG
CAGGTACATT AGATTGTTCA AGTACATAAG AC (repeatl)
a09-2 ATGCTATGTT TAATCCACAT TAATTTCTAG CCACCATACC ATAATGTTCG
CAGGTACATT AGATTGTTCA AGTACATAAG AC (repeat2)
a09-3 ATGCTATGTT TAATCCACAT TAATTTCTAG CCACCATACC ATAATGTTCG
CAGGTACATT AGATTGTTCA AGTACATAAG AC (repeat3)
a09—1 ATGCTATGTT TAATCCACAT TAATTTCTAG CCACCA (repeatd)
a30(1) 1 ATGCTATGTT TAATCCACAT TAATTTCTAG TCACCATACC ATAATGTTCG
CAGGTACATT AGATTGTTCA AGTACATAAG AC (repeatl)
a30(1) 2 ATGCTATGTT TAATCCACAT TAATTTCTAG TCACCA (repcat)
a30(2) 1 ATGCTATGTT TAATCCACAT TAATTTCTAG TCACCATACC ATAATGTTCG
CAGGTACATT AGATTGTTCA AGTACATAAG AC (repeatl)
a30(2) 2 ATGCTATGTT TAATCCACAT TAATTTCTAG TCACCA (repcat2)
b—1 ATGGTATGTT TAATCCACAT TAATITTCTAG CCACCATACC ATAATGTTCL
CAAGTACATT AAATTGTTCA AGTACATAAG AC  (repeat!)
b—2 ATGCTATGTT TAATCCACAT TAATVTCTAG CCACCA  (repcatd)
c—1 ATGCTATGTT TAATCCACAT TAATTTCYAG TCACTATACT TIAATGTGIG
GAGGTACATT AAATTGTTTIA GGTACATAAG AC  “repeati’
d-1 ATACTATGTT TAATCCACAT TAATTTCiAG TCACCATATC TCAATGTTCA
CAAGVACATT AAATCGIITA GGTACATAAG GC (repeatl)
d-2 ATACTATGTT TAATCCACAT TAATTTCAAG TCACCATATT TCAATGTTCA
CACCCACATT AAATCGTTTA GGTACATAAG GC (repeat?)
d-3 ATACTATGTT TAATCCACAT TAATTTCAAG TCACCA (repeatd)
Fig 3 Nucleotide sequences of different types of repeats
a, b, c and d represent Chinese sturgeon, Yangtze sturgeon, Amur sturgeon and Chinese
paddlefishes The numbers behind letter are number of samples, The number in parentheses and
the number behind the dash represent the different tandem repeats in sasme mtDNA molecular,
w hich are in order from left to right
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