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ABSTRACT
RAPD analysis was a useful tool for characterizing genetic variability
among six isolates of F. oxysporum f. sp. niveum the causal pathogen
of watermelon wilt disease including four virulent isolates, Le. nos. 5,
24, 44, and 54 as well as two avirulent ones, Le. nos. 8 and 51 which
were previously identified by the authors according to their
morphological and pathological characteristics. Genetic variability was
observed among such isolates using five random primers. Out of five
primers, three primers differentiate only some of the studied isolates
but not all since similarity of 100% was recorded between isolates.
However, primer 1 (AB1- 05) clearly distinguished between each of
the all studied isolates, since no similarity of 100% was absolutely
found among each of them. Interestingly, similar results were obtained
when results of primers 1, 2 and 4 were statistically analyzed together
into one dendrogram.

INTRODUCTION

Watermelon plants are exposed to many fungal
diseases which affect quality and quantity of the crop.
Watermelon wilt disease caused by Fusarium oxysporum f.sp.
niveum (E.F. Sm.) Snyder & Hans., is a serious disease in
many countries including Egypt (Melchers, 1931 and Lin et a/.,
2009).

Differentiation of Fusarium spp. isolates by a
polymerase chain reaction (PCR)-based method has been used
recently to confirm the classification of Fusarium isolates based
on pathogenicity tests. ln recent years numerous molecular
phylogeny markers that reveal the genetic diversity of similar
organisms have arisen. Random amplified polymorphic DNA
(RAPD) analysis is a fast, PCR-based method of genetic typing
based on genomic polymorphisms (Rahjoo et al., 2008,


























