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ABSTRACT MATERIALS AND METHODS

Telomeres contribute to the maintenance of chromosome
stability. In Drosophila melanogaster, telomeres are composed

Fruit flies were purchased from Carolina Biological and Bloomington Drosophila Stock Center (BDSC) and cultured at
25°C. Genomic DNA extraction, PCR, real-time PCR, and polytene chromosome staining were carried out according to
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molecular regulatory mechanisms of telomere elongation and
structure in fruit flies, which in turn may shed light on the
mechanisms of alternative lengthening of telomeres in human
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Fig. 3. A representative qPCR result.
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