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Abstract

Phylogenetic relationship of 11 Fusarium oxysporum formae speciales;
adzukicola, asparagi, cucumerfnum, cyclaminis, gladioli, lycopersici race 1, flycopersici
race 2, radicis-lycoperéici, nicotianae, phaseofi, and raphani was studied using rDNA
sequence comparison in which the F. solani was used as the outer group control.
DNAs of the investigated fungi were extracted from the mycelia, subsequently the
nuclear rDNA regions spanning : ITS1, ITS2 and 5.88 rDNA genes, were amplified by
PCR. Direct sequencing of the PCR product was done using a PRISM Dye Terminator
Cycle Sequencing Kit. The nucleotide sequence data were subjected to pairwise
alignment by the method of Lipman and Person (1985) using the GENTYX-MAC
program. Results shown that all of the 11 formae speciales had highly conserved
nuclectide sequence with the similarities greater than 99%, however they showed
significantly difference from F. sofani (similarities ~95%) indicated that the studied fungi
were monophyletic. Furthermore, a bootstrap analysis of the sequence using 1,000
resamples of the data suggested that the tested fungi were consisted of three distinct
groups. The first group consisted of formae speciales adzukicola, gladioli, raphani,
cucumerinum, phaseoli and nicotianae. The second group was made of formae
speciales cyclaminis, lycopersici race 1, lycopersici race 2 and radicis-fycopersici

and the third was formae speciales asparagi only.





