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Identification of genes responsible for mutants caused by chromosome aberration
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By means of gene/sequence visualizing FISH technique, we addressed to
identify the genes/sequences that is responsible for mutant phenotypes and/or aberrant chromosomes
in the silkworm. The black moth mutant (strain u4l) has been considered to corresponding to the
phenotype of industrial melanism (carbonaria) in peppered moth. We found the corresponding
chromosome carries inversion and mapped the region into bridged BAC clones. A homeotic mutant
silkworm, r52, has reciprocal translocation. We detected 214 bp deletion and other inversions and
duplication in the target chromosome sites. Two races, Z and E, has been known in European corn
borer which are attracted to different sex pheromones. Linkage analyses have strongly suggested
suppression of crossing over within the sex chromosome. Our FISH results no large inversion occurred

in the respective region of the Z chromosome.
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