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S5 Y5t A6 4T R 2 4l DNA #17 TLE# % PCR(SSR-PCR) ¥ 14, x4 £3F 159 ¥ ¥ ™> Wik 47 T
HEHMEEP Q2 IMHBEMBEERFY. &8 SSR-PCRHF H=9R B4 8 EH4 DNA L
HREXS  ARBIDERF, B ¥ PR AMDERI HFH 2 MFBP 6P RBAFERE
FRDERF, MUERIIRMBERIA—-EHREFE A T RIENMEFISHELTEM
& . (GA/CT), .(TTAGGG/CCCTAA), FKM T B 4 MIRBH P YA RA, (CAA), (NEER
BHEHBERRA, (TCTCTG), (NER B S MM B P XA, (GAA/TTC), .(CAA/TTG), .(CAT), =F
BTREREHNEN)EEMEDERA, % SSR-PCRIBHWARMDE, 4R 0455 Y310
FHEHLY H £ A4 DNA. Bk SSR-PCR R+ B MAAM B EE NS FHRICHK S, B LR T
WO EAWEFF R4k BRMOTIY , % TE#1T PCR ¥ #T74.
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[Abstract] Objective To analyze the sequence of microsatellite and the flanking sequence from four
populations of Oncomelania hupensis. Methods We cloned 159 SSR-PCR amplification products of a
commonly used primer, (CA)sRY, using O.hupensis genomic DNA as template, and sequenced 82
products. Results The sequences obtained were novel O. hupensis genomic sequences but not repeat
simple sequence. It was observed that 36 out of 82 clones contained microsatellites between priming sites.
The flanking sequences of certain microsatellite were invariant. Both ( GA/CT), and ( TTAGGG/
CCCTAA), were found in four populations of O.hupensis. However, (CAA), were found only in
O. hupensis from Fuqing, Fujian province and (TCTCTG), were found only in O. hupensis from Guichi,
Anhui province and (GAA/TTC),, (CAA/TTG), , (CAT), were found only in O. hupensis from Puge,
Sichuan province. Conclusion The results obtained by SSR-PCR should not be interpreted as the
amplification of microsatellite loci, and analytical rules similar to those for Random Amplified Polymorphic
DNA should be used. SSR-PCR could not make the most of the priority of microsatellite. It seems better to
amplify the microsatellites with the primers designed on the basis of the flanking sequence.
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A2-1  (CT)n TTCATGTTCTTCTTCTTTACCT ATCAATATATATTATGTGTTTG
A22  (CT)ys AGGGGGTATTTAGGTGTGTATG GGGTTGTGTGTGTGTGTGTG
A3-1  (CTGTCT), ATCACCACACAATAGACAATTG CCACAATCACCACACAATAGAC
A32  (TTAGGG)p, TTTGACGTCAAAACAGTGCTCC TATAGGGAAAATTTTAAATAAT
A3-3  (A)y AGATTTAAGCATAATATACTGT GCACAAAATATTAGTTTAAAAA
A6-1  (TCTCTG); ATCACCACACAATAGACAATTG TTCCCTCCACAATCACCACACA
A6-2 (TCTCTG), ATCACCACACAATAGACAATTG CCACAATCACCACACAATAGAC
Fi-1  (GA)y TACAAAAAAAGACCATAATTGC TATCGTAGTTTGTGTGTGTGTA
F1-2 (TTAGGG)s TTTGACGTCAAAACAGTGTTCC TTTCAAAAAATGGACAAATTGG
F3-3 (GA)xn TACAAAAAAAGACCATAATTGC TATCGTAGTTTGTGTGTGTGTA
F3-4 (TTAGGG)s TTTGACGTCAAAACAGTGTTCC TTTCAAAAAATGGACAAATTGG
F4-1 (CAAA), GCTTGTGATCTCATGAATAGTA AACAAGTAGTATTCCAAACCAT
G1-1  (CCCTAA) ATTTTTTAAAGCTATCCCTAAA GGAGCTCTGTTTTGACGACAAA
G2-1  (CT)a GGCGTAGACAAATAACAATCAA GTATAATGGCCTCGTGGCGTAG
G5-1 (TTAGGG);, TTTGACGTCAAAACAGTGTTCC CTTAAAAAAATGGACACATTTG
G5-3  (GA);sTGAAGA(TG) GCCTGCCTGCTTGCGTGTGCGT ATCCAGAATATAGTACAATGTC
S1-1  (CAT)y, TCGCATTAAGTTATTTGCTTTT AAGGACGATGAACTGTGTGTGT
S1-:2  (GA)j CATCTTCATCATTTTAGTAGGC TTTTAAATCCATATGCAGTTTT
S1-4  (GAA)ss GAGGAGGAGGATGTGTAGCATG AGTTTGAAGTGGATGGGGAGGT
S1-5  (GA)ss CATCTTCATCATTTTAGTAGGC TTTTAAATCCATATGCAGTTTT
S1-6  (GA)y GGGTGGAGATAGGGAAGGAAAT CAAGAGACGAGCAAAAGAAATC
S1-8  (CAA)y CCAAAAAGAAAAAAGAAGAAGG TGAATGTGACGATACGAGTTTT
S1:9  (CT)g GCGTCTAAGCAGCCTCTCTTAC CCCTCATCCCCATCTGTCTGTG
§2-1  (CA)g AATTCATAAAATGATACATTGG TCGCCAGTTATAAGAACTGGAT
S22 (TTAGGG)s ATGCCTGTCAGAACAATGATCC CGAACACTGTAAAGTACGTATA
S$2-3  (CCCTAA)g TTTACGTACTTTGCAGTGTTCG GGATCATTGTTCTGACAGGCAT
24  (TTC)y GCGCCATGAGGCCACCCCAACT GATGTTCCACGTTCCAAACCAG
S2-5 (CT)s TCCTTTCCTTTCCACATTTTCT ATTTCCTTCCCTATCTCCACCC
2.6 (GA)yp ACAATCTCCCTCAGTGATCATT CGGGCACACAAAATAGCAGGAT
8§31  (TTC)s TGCGTGTTGTTCTTCTTGGTGG GGTCTTCACACTCCATTCTCCT
S$32  (TTG)(TTC)y4 CCGTGCAACTCCAATCATCAAC TGTAGATTATAGTCACACGACA
$3-3  (TC)py TGTTGTGTTGTATTGTAGTGTA GAAAGTATTCTATTTGGGACAT
S3-4  (CA)ssGAGGA(GAA);(GA),s CACGCACAACCTCCTTCCTCCT AAAGTTGCTGTTAACATGTTGT
S$4-1  (GA)y GGGTGGAGATAGGGAAGGAAAT CAAGAGACGAGCAAAAGAAATC
$5-1  (GAA)y ACACACACACAAC ACTGAAAGTGACAATAGTGCAA
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HRPHRSRRMDEMARY , FXMWT:AF.G.S 4 MFHAHELM RS W) 4 MTRHEE, FBEHETRRLH
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DNA FBZER XA, A RY R E MM
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FIRBARTH AN FH M, Hil, 7 AR5
WIS R T B f % E 519, I i 35 88 %t
BERDEFFIK PCR V1, U TLE R4 Fhrid
HOTEH S EREBR L2, LB RTERE K
BEGEW BEREREMEURTRERSHAE
BAREXTHANXBEE , MBS
AEEMAFEREMER, W UH—SEX L
TR R PRGBS BRURITHRE DT
EBEEAE,

WERHRP, ELATETERBERIRRDE
B3, BMNEARRTEMR BRI TEFTIHRR
FEB KM £ R, (GAICT),. (TTAGGG/
CCCTAA), M ARMNMDEARH . BEE. WA,
Pl 4 AN FREER LT B R, BERHAARE
MTEMEPHREEXRE M TR, BRAEPLT
EMEZEBETEFRFINERRERBER, KL
HEWHEEANMENERE . X F &P YFEAY
PERS BECMNUNRFFH RN UES
MM PER AT AREER LES T
PR AR, FEHTENAERENBIER
B, (CAA), NEBEBE MBS X A,
(TCTCTG), L7 & 8 5t i # # F & H*, (GAA/
TTC),(CAA/TTG),.(CAT), 3 ## T E & 5
ENNEEFERRA, B THRHRNHEERR
N, AR EX LMD ERENEHEITESE )
BRES—-EHAENERR, BT S IELTFES
MRSRANRTEFRY, WX ESANH TR
A B A6 5T SR A% 4 T2 b (8] (X ) 64 — R UE B, A FT BB
Xt B ATFEE 8K S SR 4T 98 T 7 43 2% o) REL R AL 57
23 RN

$ F X WM

[1] Gredler V. Zur conchilen-fauna von China. Malakoz Ges, 1881,
18:110-132.

[2] 8 80, AR MRS ENETHARANHEHLR.
B e S0 B 36 2 5, 2002, 14(2) :152-155.

[3] Ak, 25E, ARE BT RRESHUERRITRES
WI R o B R BAR B R A2 &, 2005,17(5) :391-396.

[4) B %%, REV. 2 FELSFNER S FERALR/IB
ER ASR¥ERE 18 LR . ERREHGFHIRM,
2004:135-159.

(5] A%, B8R, 2KE, % M D 24E PCR 457 19 Tt
STRFHEZRANBEER LR, PERITHERE,2007,28
(9):859-862.

[6] McCouch SR, Chen X, Panaud O, et al. Microsatellite marker
development, mapping and applications in rice genetics and
breeding. Plant Mol Biol,1997,35:89-99.

[7] Jeffreys AJ, MacLeod A, Tamaki K, et al. Minisatellite repeat
coding as a digital approach to DNA typing. Nature, 1991, 354
(6350) :204-209.

{8] Caldeira RL,Carvalho OS,Lage RCG,et al. Sequencing of simple
sequence repeat anchored polymerase chain reaction amplification
products of Biomphalaria glabrata. Mem Inst Oswaldo Cruz Rio
de Janeiro,2002,97:23-26.

[9] Chlyeh G,Henry PY,Sourrouille P, et al. Population genetics and
dynamics at short spatial scale in Bulinus truncatus, the
intermediate host of Schistosoma haematobium , in Morocco.
Parasitology,2002,125(Pt 4) :349-357.

[10] 420k B X . MO BHE PCR ISt Bt TR B ER.
oh [ % A R B G 2R &, 2002, 15(4) :230-233.

[11] X% M ER, T8, S HIERICRHENLKBEETHA
w9 157 A, 2006, 25(5) :268-270.

[12] Et, HEFEXMEF, L. PRI MR 220 MM BBERM
RGN PELBEERE,2006,16(3):135-138.

[13] B W LR, BEREFHT P STR RENEHF
B0 . 845 ,2007,29(12) 1 1443-1448.

"[14]) Davis GM, Zhang Y, Guo YH, et al. Population genetics and

systematic status of Oncomelania hupensis ( Gastropoda:
Pomatiopsidae) throughout China. Malacologia, 1995, 37 (1):
133-156.
[15] Merenlender AM, Woodruff DS, Upatham ES, et al. Large genetic
distances between Chinese and Philippine Schistosoma
japonicum .] Parasitol, 1987,73(4) :861-863.
(R H 11 :2008-06-17)
(FXHE:FH])



