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Human cells possess five RecQ family helicases, RECQL1, BLM, WRN, RTS, and RECQLS5,
whose defects cause a predisposition to cancer. In this study, functions of these RecQ family
helicases were investigated and following results were obtained. BLM functions at the last
stage of DNA replication, segregation of replicated DNA and sister chromatid cohesion.
RTS is involved in DNA replication and repair of DNA double strand breaks. Finally,
RECQL1 and RECQLS5 are involved in early stages of recombination.
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