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Random Amplified Polymorphic DNA Analysis
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To analyse the genetic heterogeneity of 8 isolates of Cryprosparidium belonging to three species

[Abstract]  Objective

130062 )

( Crvprosporiduin muris , Cryplosporiduim parvum and Cryptosporidium meleagridis ) using RAPD technique. Methods  DNA
extractsof the 8 isolates were amplified by PCR using 26 out of 200 primers, The amplified products were separated by agar
clecrrophoresis followed by staining with ethidium bromide. Results  RAPID analysis revealed: (T Obvious differences among species
were found, the average genetic distance being 7.037:) Certain differences among different isolates of the same species were found,

the average genetic distance being 5. 162 . Conclusion
isulates of Crypiosporidium .
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Table The distance matrix of Euclidean
_ of 8 isolates of Cryptosporidium "

lﬁg&e A B C D E F G
B 5.477
C 4.472 5.477
> 6.000 7.141 5.568
E 6.245 6.403 5.657 5.745
F 6.164 6.708 5.831 6.325 5.000
G 7.348 8.062 6.928 6.850 6.708 6.164
H 7.071 7.483 7.348 6.481 7.141 6.856 5.292
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« The coles fur the isolates are the samne as in Figs. 1 - 4
4.2 SHBETRFLXAMKE HIBEKICH
E T R X RRIRE LA 5,

B5 sHEmThRFESLARRBECUKNEHE 1~4)
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