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DNA TE ( 10mmol/ I Tris Tab.2 Summary of statistics for the reserve population with microsatel ite
o
analysis
0. lmmol/ . EDTA, pH 8.0) , PCR
Loas K Ho He HW T
1.3 23
( 1) PPHO137 6 0. H44 0. 8365 NS 57C
DNA PCR PPHO110 7 0. 9565 0. 8541 NS 50C
PPHO142 4 0. 6522 0. 5729 NS 59C
o
PAGE G271 3 0. 4348 0.5179 NS 59C
1 GI'575 2 0. 0435 0. 4145 sk 60C
Tab. 1 The microsatellite primers used in this study w34 6 0.4343 0. 49% NS 59¢C
Species Microsatellie locus EV 10pm 3 0. 3000 0.30% NS 49
Phocaena phocoena PPHO110 PPHOI33 PPHOI42 PPHO137'™ K ,Ho
,He ,HW Hardy Weinberg ,T
Eubdaena gladalis w34 w26 w2 17 w31 w48 w25
HW ,NS R
w2 19181
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, 4.4 , 62%,
GT575(Ho= 0. 0435), PPHO110 30. 8%
(Ho= 0.9565) GI575 6 4 ,
Hardy 40% ,
Weinberg ( 2 3 30% ,
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(GT271  GT575) , (rw34 75% 75% 50% O
EV10pm) 66.7% 28.5% ,
GI575 6 2.2
PCR PAGE sut- 7
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( 3
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, PAGE
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23 ,
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Tab.3  Comparkon between amplified sequence for each primer pairs and its original sequence that the primers come from

(5 —3%)
Locus Species Amplified sequence
PPHOL 10 FI { AC—CACACACACACACACACACACACACACACACACACY) GTCAATGTGTGCAAGAAATGG
HA {fok fokoRkokkoR ok ) dofololotol Adeotoitotetolo ok
FI TGAAGACGGAAT
HA skakeskeokaakksokokor
PPHO137 FI CAGGTTGTGCACTGTTCTGCCCAG (CACACACACACACACACACACACACACACACGCAC
HA ok Tackeokdk  { Fofkoh Adkkok
FI ACACA--) GG
HA sopktckCA ) ok
PPHO142 FI CCGACCTCGAGGATACCGAGGGGTGTGCATCAGCCGAAAATAACACACACGGCCGCAG (A
HA  ekkbmkEopbrkpkopksrkskokierok ok kb *k (3

FI C

ACACACACACACACACACAC) CGTTTGACAGTTCCCT
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(5 =3)
Locus Species Amplified sequence
HA *ACACACACACACACACACACA et ) - skl
G157 FI TTTTAAAAACTGAAAAAACAGTTTTAGAGGCAAATAAGTAAGAA (GTGTGTGTGTGTTTG
HU ook feakofe ket T ket atook foiefckokekofoloiolorkoo (et Fok
FI TGTGTGTCTCTGTGTGTCTGTGTGTETGT Y TGACAAGAACAAATACTGAAAATAT
HU ok (koo Aok ) etk Tokokt Ttk
GT271 FI AGCACCCAAATGACCAAGAAGCAAACT— (————————— GTG-—TGTGTGTGTGT
HU e Aok el psiokok Ak ARAT ¢ GTGTGTOTOTG TG Tk T Garokokokskokaeateoeokeok
FI GTGTGTGTGT
HU Aok ekl
w34 FI ACACACACACACACACACACACGCACACACACACGCACACACACACACAY CCTCAATTAT
RI fofotokdelkekr Aokl ok Aol ko ) GNARRGRNGN
FI ATAAG
RI NCGT *
EV10pm FI GG (— -— ——— TGTGTGTGTGAGTCTGT
P # (TGTGTGTGTGTGTGTGOGTGTGTETGTGCGTGCGTG TG T Goksoksokskaoporok T
¥T GTGTGTGTGTGTGTGTGTGTGTGTGTATY TCGTTATGGGCTGTTRGTTICT
sp Gl ok k)
FI s HA ;HU ;RI s SP e H

FI represents the Yangtze finless porpoise; HA the harbour porpoise; HU the humpback whale; RI the North Atlantic rigtht whal e; SP the sperm whale; *  indr
cates no nucleotide variation in this site between two sequences; Core sequence is included in parentheses
4

Tab.4 Nucleotide diversity analysis between amplified sequence for each primer pairs and is original sequence that the primers come from

@ N (M)

Locus Site number Polymorphic site number Nucleotide diversity
PPHO110 3 1 0 03030
PPHO137 2 1 0. 03846
PPHO142 74 0 0. 00000
Gr271 2 3 011111
GI'575 ® 4 0. 05797
w34 1 7 0. 63636
EV 10pm % 0 0. 00000
Tatal © 266 16 0. 06061

(a) 3 (b) rw34 (“N )s

i ()
(a) The number of sites does not include miaosatellie repeat sequences; (b) Several sites (indicated as® N” ) are unknown in the bcus w34 tandem sequence
of the North Atlantic right whale, and are not considered in the further analysis; (¢) The analysis result was obtained after combined the seven tandem sequences
[27]
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APPLICABILITY OF CETACEAN MICROSATELLITE PRIMERS IN THE YANGTZE
FINLESS PORPOISE

XIA JurrHong"?, ZHENG Jirr Song"? and WANG Ding'
( 1. Institute o Hydrobiology, the ChineseAcademy o Sciences, Wuhan 430072;
2 Graduate school o the Chinese Academy o Sciences, Bejing  100039)

Abstract: Application of miaosatellites in the Yangtze finless porpoise( Neqphocaena phocaenoides asaeorientalis ) has not been
reported. In this study amplification of miaosatellites were performed in DNA samples of the Yangze finless porpoise populat ion
by PCR using twenty three published microsatellite primers from Phocaena phocoena, Eubalaena glacidlis, Physeter catodon,
Mega@tera novaeangliae, Tursigps truncates, Globicephala melas. The results indicated seven primer pairs produced stable and
polymorphic PCR products in the population. Further sequencing analysis showed that the amplified product sequences of the sev-
en primer pairs all own AC or GI' dr nucleotide repeats, which confirmed that the amplification was valid. The resulis suggest that
applicable primers in fingerprinting analysis of the Y angtze finless porpoise could be obtained faster by screening of microsatellite
primers isolated from other cetacean species.

Key words: The Yangtze finless porpoise; Microsatellite; Screening



