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The Study of Helminth Population Genetics
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Abstract ; Genetic markers including allozyme, mtDNA, RAPD/RFLP and micro DNA have been used in the research
of helminth population genetics. Available data on helminth genetic variability have shown that most helminth popu-
lations exhibit different levels of genetic variation resulting mainly from the pattern of life cycle, geographical distri-

bution and parasite—host interaction,and several hypotheses have been proposed to explain the genetic variation.
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PP TR A ) e B3 N A D S A gl R P 8 (linkage
disequilibium, LD) S£ #E AR S 8. BEFE H 3 43 7 401 43 7 5k
PR A B AN T S 6 38 2% AR R Al T R 0 T LA L L
BT A MBHAR BT . HES N L A H A5
e PR 2 v A B TR R T T R AR A 2 ) BT ST
AL TR AL BB

2 HFHEGHRBEFEEEORTERSNW

2.1 BRESUSREGE

R 25 107 T R K 14 B 9 45 ST L A P 2 A I B AR
1015 AR R R T A A TR 0 TC A A Bl (R LB A1) L R AR
T 2 BT I 4 B4 P=0. 23, H=0.07, & h
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nalis) ,FERIN Y 4 Fh 55 AL T b, 08 8% W2 A2 (1 i (PGMD &
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TRER 2 HOBE R 88 1% 25 00 0 Ml 3k 43 46T . LA dn sk R 2%
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TE AR 35 1% 235 400 R) RE 7 6 I 88 7 00 0 . (L X 8 S I 4 o
AT REFEARBAE 0N Fo gt AU T Nel it Gl 5.
THETHRERENW H (Fascioloides magna) » 3¢ [H K B #F Sa-
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e B AN R (R 20 o 4 0 A0 9 o D B BEAR A G B 3
IR B33 A Ak (F = 0. 176009 | A i A [R] 4 38 4% 18 2
5 AN R 1 S 30 25 5 L — AN 98 tH 0 9 12 H AR I g R (S, ja-
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it L Uk S R WISk B AR R R E A VE R A AR B B AR I g
BB A B KO B A o AR R R T S SR e
BB A T B9 38t 14 234k (Nei's D = 0. 45) fifi Woodruff 57 5¢ P
HIE 1S O R — ) Fhos 8K ini % B 4K DNA (rDNA) — RFLP,
mtDNA Yy COI J3 51l K 3 H 40 i) RAPD 43 #7 #5 1& 45 42 it vh
Bl 5 SR A B2 E AR R SR R 0 3 £ Ak R SR T R 45 R
T g R T Woodruff 55570 T i 5 (1) i 72 188 15 b 785 JE A <F
it e A S AL Ay Tl 1 ) TR AR S A R A b ok A o e
W AR 7™ A A Al TR AR e
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480 % {5 HEREDITAS (Beijing)2002 24 %

) AN [ 4t S AR A 1) O G B ol R R 4 O 1R DR K
i 00 S A RHAL S T R G R Ak e BB, AR A 28S
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FH 2 7 it v, Uk S92 6 5% B /N M X 2 2k R (Contracaecum
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AT 3 b 2k AR AT 59 R KRG L K 0 2w Al
TCH HE Bl Wy v R R B2 3 A BF SR B K 0 28 2 A A
e M T B FE D

TEH R B R ME T, B W AR T DL e
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A b AN K R g TSk 2% ORE AR AR R RTRE S 1 R IR N AT
BAFEA RN, BURRRL A mtDNA ¥R m AR R 8RB
A ] ) 3845 J3 Ak o RS2 3R HE 0 BT R 2 BRI 204
“HE B RE 8 £ 22 2T, Blouin 45 A X 2 25 5wl g 2
P T PR AR 0 0 1 88 36 6 1 FH o ™. 50 Ah i A A R
s g M AR T S TP AR T B B Y st AR Ak, il L
magna™® B JEIX 5 AR SE B T D
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PR A K 2 B E R B G AR A e 8 AR s AR
PEAR G5 L WA [ AR . A SR oo 2 U S ST 9 BT
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o AR ML AR SR, r i 2 2 ] — AL U—
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Wi . (Parascaris equorum) [ Tl B Uk %8R 7R L 45 467 3
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