
C H A P T E R  V

C o n c lu s io n s

1. In te rsp e c ific  gene tic  v a r ia tio n  be tw een โ. clareae and โ. koenigerum  w ere  

fo u n d  a t the  IT S 1 - IT S 2  reg ion  in  nuc lea r ribosom a l D N A . A  to ta l o f  n ineteen  

p o in t m u ta tions  (ten  tra n s itio na l and n ine transve rs iona l m u ta tio ns ) and seven 

in se rtio ns /de le tio ns  w e re  observed.

2. O n  the  basis o f  the  IT S  sequences, sequence d ive rgence  be tw een these tw o  taxa  

w as 3 .79% . H ow eve r, in traspec ific  po lym o rph ism s w e re  n o t obse rved  in  these  

species.

3. R andom ly  A m p lif ie d  P o lym o rp h ic  D N A  (R A P D ) analysis o f  one hund red  and  

tw e n ty -  f iv e  in d iv id u a l o f  โ. clareae and โ. koenigerum  w ith  p r im e rs  O P A 07 , 

O P A 1 1 and O P A 12  y ie lded  a to ta l o f  one hundred and f i f ty - tw o  geno types.

4. A  U P G M A  dend rog ram  ind ica ted  m onophy le tic  s ta tus o f  b o th  โ. clareae and 

โ. koenigerum. I t  a lloca ted  a ll b u t E 2D  and N 1 D  โ. clareae samples in to  tw o  

d iffe re n t g roups depend ing on  the  host species im p ly in g  c lo se r re la ted  o f  

โ. clareae o r ig in a tin g  fro m  the  same than be tw een  d iffe re n t hosts.
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