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To determination of genetic diversity of Acidovorax avenae subsp.citrulli (Aac), causal
agent of bacterial fruit blotch, total 857 isolates of Aac were isolated from infected fruits, leaves of
watcrmelon, melon, white gcurd, squash, pickle melon and cucumber collected from production fields in
Khon Kacn, Uden Thani, Kalasin, Nakhon Ratchasima, Yasothon provinces and unknown growing place
but delivered to Khon Kaen fresh markets. The 183 isolates were selected as representative for
determination their genetic diversity by three characteristics as follow,

(1) pathogenicity and virulence capability: Based on the pathogenicity on 15 days old
watermelon, melon and cucumber scedlings, Aac isolates were divided into 4 groups consisted of group
i: non-pathogenic to all test plants, group 1I: pathogenic to all test plant, group I11: pathogenic only to
melon and cucumber scedlings and group 1V: pathogenic only to watermelon and cucumber seedlings.
Based on_ discase severity index, the pathogenic isolates of Aac were sub-divided into 14 severity
groups. Aac isolates from watermelon were the most diverse, belong to 12 severity groups. The isolates
from squash, melon and pickle-melon were placed into 5, 5 and 2 severity groups, respectively. Since
the number of Aac isolates from white gouid, pickle melon and cucumber were limited subsequently,
their genetic diversity could not determined.

(2) colony morphology: The selected Aac isolates were cultured on nutrient agar (NA) at
28 “C for 6 days. The appecarance of colony showed 3 types as follows, type Al typical “fried egg”
appearance, type B: circular form and undulate margin and type C: circular form and diffuse colony. The
colony typing is related to their pathogenicity, type A was restricted to the non-pathogenic group
whereas type B and C belong to the pathogenic group.

(3) DNA fingerprint of 16s rRNA gene: The Amplified Ribosomal DNA Restriction
Analysis (ARDRA) technique was used to determine the genetic diversity within the 16s rRNA gene of
the selected’s Aac isolates. DNA fingerprint after digested with restriction Rsa I and Hind 1II showed
distinct pattern between non-pathogenic and pathogenic groups of Aac. Digestion with Hae III, Mspl
and Taq 1 could not showed polymorphism within this gene of all selected Aac isolates.

ARDRA of 16s rRNA gene can indicate the genetic variation within subspecies of Aac.
However, 16s rDNA fingerprint is not represented the biological properties, especially disease severity

of pathogenic strains of Aac.



