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Construction and Analysis of Peach Genetic Map
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Abdgtract : A linkage map of peach was constructed with AFL P, SSR and RAPD markersin 109 F,
population derived from the crossof * Okubo’ and‘ Xingjin' nectarine. The selected primersincluding 36
AFL P, 3 SSR and 2 RAPD with rich polymorphism and steady bands were tested in progeny. 136 markers
were scored , of which 27 markers were skewed segregation by X? test. Mapmaker were used to assgned
the expected segregation markers to 11 linkage groups, the number of loci mapped in the 11 linkage group
was 3 - 21 and there was 8. 73 (average value) loci per group. Whole length of linkage map was 1061. 8
cM , The average length of 11 groups was 96.5 cM , and average interval between markers was 11. 0 cM.
RAPD markerslinkedto G g, Y/y and AFL P markerslinked to D/ d gene were located in group 3  group
7 and group 9 regectively.
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Fig. 3 Segregation of RAPD markers OPP-20 which
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Fig. 2 DNA band patterns amplified by SSR
primers UDP96-008 in F, population
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1 16 different individuals, 1 =10 different individuals.
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