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number per plant(SN) , seed setting rate (SSR), grain number per panicle ( GPP) , effective panicles number (EPN) ,

spikelet number per panicle(SPP) , and 1 000-grain weight(TGW) were measured. A total of ten QTLs for the yield-relat-

ed traits except for EPN and GPP were located at seven regions on chromosomes 1, 2, 5, 7 and 8, with explained pheno-
typic variations ( EPV) ranging from 7. 52% to 44. 59% , four of which with EPV above 10. 00%. qGYI, ¢GNI,
gSSRI. 2, ¢SSR2 and ¢SSRS derived from 9311 allele showed negative effect, while the others, including gSN2, ¢SSRI. 1,
qTGWS5 , ¢SPP5 and gSPP7 derived from Nipponbare allele, exhibited positive effect. Three QTLs, ¢SN2, ¢TGW5 , ¢SPP5
were located on the same regions as the reported cloned loci LP, gSW5, OsNADH-GOGAT2 , respectively, and the rest sev-

en QTLs were not cloned or fine mapped.
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Fig.1 The number of CSSLs corresponding to different yield-related traits
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Table 2 Correlation coefficients between yield-related traits
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Fig.2 Scatter diagram between two yield-related traits in CSSLs
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Fig.3 Location of QTLs of yield-related traits on chromosomes
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