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In 2006, we reported that over 100 loci of a novel retroposon family, AmnSINE1, are conserved among
mamma | ian genomes, and are constituted of a part of CNEs, suggesting that they might have gained functions
(exapted or co-opted) to regulate some gene expressions responsible for development of
mamma | ian—-specific morphology. In fact, we found that two of them act as enhancers during mammalian
brain development. The ASO71 locus is probably an enhancer for fgf8 to express in diencephalon, while
the AS021 locus is considered as an enhancer for satb2 to express in neocortex. The Goal of this project
is to identify genes to which SINE-derived enhancers target for transcription, using 3C (Chromatin
Conformation Capture) assay. Application of this method to mouse tissues (not cell culture) further
consideration on several steps to be overcome such as fixation of tissues and ligation condition. Future
work for chromatin conformation analysiswill allowus to resolve transcriptional regulatory mechanisms
involving SINE-derived enhancers.




