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Segregation Distortion study on Bio—induced Parthenogenesis—derived
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Abstract: Haploids originating from the hybrid, Xianyu335(PH6WCXPH4CV) were crossed with the haploid in-
ducer, JingkeyouO06 and the resulting doubled haploid lines(DHs) were obtained by chromosome doubling with col-
chicine. A total of 1337 SNP markers detected polymorphism between PH6WC and PH4CV. Among 1 337 SNP, cov-
ering whole maize 10 chromosomes, five hundred and sixteen SNP(38.6%) showed the genetic distortion(P<0.05). Of

the total segregation distortion SNP, two hundred and eighty—five SNP(55.2% ) deviated toward female parent,
PH6WC, while 231 SNP(44.8% ) deviated toward male parent, PH4CV. Totally, tensegregation distortion regions

(SDRs) were detected among 8 different chromosomes, the relationship between x* valueand position in chromosome

of SNP was analyzed.
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Table 2 Summary of chromosomal position, segregation distortion, and SNP No. in segregation distortion regions
P 3 B AR IX POEREN SDR N SNP (1) fi ) SDR B4 (Mb)
SDR Chr. SNP No. in SDR Direction Span of SDR
SDR1-1 1 10 A 12.0-35.0
SDR1-2 1 88 A 121.0-288.0
SDR2 2 47 BlA 32.0-173.2
SDR3-1 3 77 K&N 7.9-151.8
SDR3-2 3 14 A 156.0-178.3
SDR4 4 70 B 152.5-241.8
SDR5 5 22 B 2.1-17.8
SDR7 7 18 KA 7.3-30.2
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SDR9 9 24 AR 1.0-23.7
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The same below.
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Schematic of distribution of SDR in chromosome
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