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Abstract: An AFLP linkage map of Bombyx mori . L. was constructed using Pst I and T'ag I to digest
genome DNA and 18 primer combinations and 2 single primers. 1177 clear polymorphic bands in the BC,
population of No. 782 and od 100 cross were detected. Of which 292 bands fell the expected segregation ra-
tio of 1 : 1 at P=0. 05 level. The “GROUP” command (LOD 2.5, maximum recombination value 0. 3)
was used to segregate these 292 informative markers into 26 linkage groups. The “COMPARE”, “TRY”,
“ORDER”, “RIPPLE” commands were used to map markers per group typing error was detected using
ERROR DETECTION option. Map distance between neighboring loci was calculated using the Kosambi
mapping function. The AFLP map consists of 169 loci and the od gene, and the total length of the map is
3285.5 cM. Linkage group 3 on our map corresponds to chromosome Z on the conventional linkage map
due to the od gene.
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Linkage group3 was determined to be a sex linkage groupl, Z chromosome. The loci are listed on the right of the linkage groups and the
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Fig.1 Linkage map of AFLPs in B. mori
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Fig. 2 The effect of sample size on mapping
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