. 152 - o ) B A 2 S P A U R 2008 4F 4 A5 26 56 2 ] Chin ] Parasitol Parasit Dis Apr. 2008, Vol. 26, No.2

S 1000-7423 (2008 )-02-0152-02

[WFE T4 ]

A AR S nadd EEERS B HIR0 S M 5T

X452 xR

IR 2, BoRmW ! BRI, k%A

[{RE] RH PCR H AR DNA JFHIATHAR XS R H R4 4 AR FIHL X H A 0% R ARk NADH Bt AU 5L
WHIV (nadd) oA B (pnadd) HATTERERITHNIHT, K15 480 bp () pnadd J¥41, 5 GenBank _ 1Y H A< i W HUAH
N FERFFNFEAT XS, &I pnadd [FFIA—ERFINZER (0.4%~1.3%),

(%)

FE4Y2S . R383.24 kAR, B

FAS e s Zebifk NADH % 45 e 3ilorbr

Polymorphism in the Partial Mitochondrial nad4

Gene of Schistosoma japonicum

LIU Wei'?, LIU Yi', LIN Rui-qing’, DAI Rong-si', CHENG Tian-yin',

ZHU Xing-quan®”

(1 College of Animal Science and Technology, Hunan Agricultural University, Changsha 410128, China;
2 College of Veterinary Medicine, South China Agricultural University, Guangzhou 510642, China)

[Abstract] The partial NADH dehydrogenase subunit 4 (pnad4) fragment was amplified by polymerase chain reaction

(PCR) from Schistosoma japonicum collected from 4 areas in Hunan province, and the amplicons were cloned and sequ-

enced.

0.4%-1.3%.

A 480 bp sequence was obtained and the nucleotide difference between samples from the four locations were

Low level of sequence variability between and within different populations of Sjaponicum was detected. The

results are worthwhile for further study on the population genetic structures of S.japonicum.
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LIEARAT

12 & A O K H3EE Merck 2277, DNA $2H
W& (WizardTM DNA Clear-UP System) . pGEM-T Easy %%
WRARF) &1 0 R S Promega AR50, Ex Tag B (BLAY
BORm  ASECRAN L RERE) . BRI DIES EcoR T |
DNA #R7&Y . FNEE-B-D-Hi LT (IPTG) F1 53R -4-54-
3-M5|Wk-B-D-2P L BHH (X-gal ) AT AW LA (K3 )H R W™
&b, DNA B &k B A TR R IR 5545 BRA =l
HH o

1.3 4k DNA #2343 IR 1l X USR5 SR, L
FOKREWRIT Yk 2 %k, HHBLKREWE2~3 K, &
1.5 ml (% Eppendorf & 1, Mg HUPRBTRE , in AT e SERE IR 4N
(SDS) Y28 i 270 wl A1 30 wl 25 FABEK ki, Heiks)
S PRI RIER 2] DNA, 20 CIRAT,

14 AR R R HE A MK SAHF T E nadd SEE F 5
(GenBank &35 5 NC002544 Fll NC002546) #it—xt fiiif-5l
Y., EWF5149 SIFHL 5514 5'-AGTAGTKTKCCKWTGCT-3'
514 SIFH2 9 5'-TACGASWACCASWAAYC-3', i |- iHK
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50 °C 30s, 72°C 30s, 38 MEH; H&J5 72 °C 5 min, [[
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bp M 1 2 3 4 5 6 M  bp

2000 2000
750 750
500 500
250 250
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3 i
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