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f# %L The genetic diversity of 41 parental lines popularized in commercial hybrid rice production in China was
studied by using cluster analysis of morphological traits and simple sequence repeat (SSR) markers. Forty-one
entries were assigned into two clusters (i.e. early or medium-maturing cluster; medium or late-maturing cluster)
and further assigned into six sub-clusters based on morphological trait cluster analysis. The early or medium-
maturing cluster was composed of 15 maintainer lines, four early-maturing restorer lines and two thermo-sensitive
genic male sterile lines, and the medium or late-maturing cluster included 16 restorer lines and 4 medium or late-
maturing maintainer lines. Moreover, the SSR cluster analysis classified 41 entries into two groups (i.e.
maintainer line group and restorer line group) and seven sub-groups. The maintainer line group consisted of all 19
maintainer lines, two thermo-sensitive genic male sterile lines, while the restorer line group was composed of all
20 restorer lines. The SSR analysis fitted better with the pedigree information. From the views on hybrid rice
breeding, the results suggested that SSR analysis might be a better method to study the diversity of parental
lines in indica hybrid rice.
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