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Abstract: The success of plant breeding is based on the availability of genetic variation. Understanding
the population structure and range of diversity in available germplasm is fundamental for genetic improvement
in all crop species. In this study the authors analyzed the genetic diversity and the population structure of a
drought stress adaptation panel ( 184 rice genotypes) through 156 SSR markers nearly evenly distributed across
the rice genome at every 3 Mb bin. The results indicated that large range of genetic diversity existed among
rice germplasms while some accessions exhibited comparatively higher genetic similarity such as IR designat—

ed varieties from IRRI and BP and PR designated varieties from PhilRice. The results of population structure
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of the 184 rice genotypes analyzed when K =3 and K =7 through the mixed model of STRUCTURE indicated:

population generally existed in the same type or rice subspecies; indica and japonica had relatively distinguish—
able population structure; derivatives of the same parents had significantly higher genetic similarity and were
generally clustered into the same subpopulation and to various extents genetic admixture existed within all the
subpopulations. The study on the genetic similarity and population structure of this rice drought stress adapta—
tion panel provides valuable genetic information for further association mapping for drought tolerance and selec—
ting parental lines for crop improvement.
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A: RM192; B: RMI112; C: RM595.
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