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Abstract

Amplified fragment length polymorphism (AFLP) and pathogenicity assays were used for evaluation of
genetic and pathogenic diversity of Xanthomonas oryzae pv. oryzae (XOQ) collected from 16 rice-growing
provinces in Thailand. Dendrograms were generated from the data sets obtained from AFLP analysis
suggesting that XOO isolates was separated into six genetic lineages. Lineage A, the largest lineage,
consisted of 70.8% of tested isolates. The AFLP analysis showed that the isolates of XOO from the north and
the upper central rice growing regions were highly diverse. Inoculation of XOO isolates on seven near isogenic
rice cultivars (IRBB4, IRBB5, IRBB7, IRBB10, IRBB13, IRBB21 and IR24) with 24 isolates which
geographically represented, classified XOO into seven pathogenic groups. The reactions of the seven
pathogenic groups in order were: RRRRSRS, RRRSSRS, RRRSSSS, SRRSSRS, SRSSRRS, SRRSSSS and
SRSSSSS, which the frequencies of 8.3, 8.3, 8.3, 33.3, 8.3, 25.0 and 4.2%, respectively. Most isolates were
grouped into pathogenic group 4 and 6. IR24 rice cultivar was susceptible to all tested isolates whereas IRBB5
(xa-5) was resistant to all tested isolates. Lineage A was highly diverse and consisted of five pathogenic groups,
however, there was no correlation between virulent pathotypes and genotypes.
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