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Reference: Cottrell CE, et al. J Mol Diagn 2014;16:89-105
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Technology Trend
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Sex reversal following deletion of a single distal enhancer of Sox9
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[Fig. 11 A schematic representation of the gene desert upstream of the mSox9 gene and the locations of the putative enhancers identified by ATAC-seq and DNasel-seq
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1. Sex reversal following deletion of a single distal enhancer of Sox9. Science.
360:1469-1473(2018)

Male development of chromosomally female mice transgenic for Sry. Nature 351,
117-121(1991)

Homozygous inactivation of Sox9 causes complete XY sex reversal in mice. Biol.
Reprod. 74, 195-201 (2006)

Normal levels of Sox9 expression in the developing mouse testis depend on the TES/
TESCO enhancer, but this does not act alone. PLOS Genet. 13, 21006520 (2017)

Genome-wide identification of regulatory elements in Sertoli cells. Development
144,720-730 (2017).
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