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In this study, we identified novel palindrome-mediated translocations with the
1(3;8)(pl4;924) and t(8;22)(g24;91l). Detailed sequence analysis of both junction breakpoints have been
resolved by next generation sequencing. To predict the mechanism of translocation generation, derivative
sequences were aligned to entire palindrome sequences. The translocation junction is often accompanied by
symmetric deletions at the center of both palindrome sequences. Rejoining occurs with minimal homology
between the translocation partners. Remarkably, comparison of both derivative sequences shows identical
breakpoint junctions between them, which likely represent products of two independent events on the basis
of a classical model. Our data suggest the hypothesis that interactions between the two PATRRs prior to

the translocation event might trigger illegitimate recombination resulting in the recurrent
palindrome-mediated translocation.
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