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| dentification of related genes at ripening stage in rice under two N levels
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Abstract

QTL underlying related traits at the maturity stage under two different N applied
levels were investigated by using a population of chromosome segment
substitution lines (CSSLs) derived from a cross between Teqing and Lemont. A total
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of 31 QTLs referring 5 traits [(Plant height(PH), Pancile number per plant(PN),

Chlorophyll content(CC), Shoot dry weight(SDW) and Grain yield per plant(YD)] in
rice were detected. Under normal N level, three QTLs were detected in each trait,
while under low N level, 5,4,5 and 2 QTLs were detected for PH, PN, CC and SDW
respectively. Most of the QTLs were located on chromosome 2, 3, 7, 11 and 12.
QTLs controlling different traits or the same trait under different N levels were
mapped on the same or adjacent intervals, forming several clusters in rice
chromosomes. More than two traits were detected on four intervals (RM30-RM439.,
RM18-RM478. RM309-RM270. RM235-RM17), suggesting existed of some
pleiotropic effects. It was supposed that some QTLs only detected at low N level
might be related with the ability to tolerate the low N stress in rice.
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