DOI:10.16423/j.cnki.1003-8701.2009.05.007

2009,34 5 10-11 17 Journal of Jilin Agricultural Sciences

1003-8701(2009)05-0010- 02

RIL

12 3 1 4 2
(1. 034000 2. 030080
3. 637002 4. 100176)
Mol7. 4 F, (Recombinant
inbred line RIL) SPSS11.5
° (Quantitative trait locus, QTL)
S513 A

Studies on Main Plant Type Characters of RIL Population in Maize
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Abstract: Plant height and ear height of maize (Zea mays L.) inbred lines ‘Mo17’, ‘Huangzao 4’
and the F9 recombinant inbred line (RIL) population derived from the cross between ‘Mol7’ and
‘Huangzao 4’ were investigated in this study. According to the data of the RIL population, descriptive
statistics, correlation analysis and frequency distribution graphs for the two plant type characters were
performed with SPSS11.5 software. The results showed that the two traits were significantly different
between the two parental lines, and continuous variations were found in the RIL population. The results
provided the phenotypic data in QTL mapping controlling the two plant type characters.
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