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Identification and distribution of novel hybrid chlorosis genes in wild rice
lead to the origin of wild rice in Australia

Ichitani, Katsuyuki
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Asian rice species Oryza sativa carry AA genome. In Australia, two wild rice
species with AA genome are inhabited. One is 0. rufipogon, the ancestor of Asian rice, and the
other is 0. meridionalis. The hybrids between W0106, one 0. rufipogon accession from India, and O.
rufipogon and O. meridionalis accessions in Australia show chlorosis phenomenon. This hybrid
chlorosis phenomenon is caused by two dominant complementary genes, which are closely linked in
repulsion phase on chromosome 7. DNA sequences unique to O. rufipogon and O. meridionalis accessions

in Australia and New Guinea were found in the chromosomal region proximate to the hybrid chlorosis
causal genes.
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