©
2016 2018

Sotos

Establishment of the model mouse and elucidation of the onset mechanism for
development of therapeutic basis in Sotos syndrome
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In this study, we attempted to establish Sotos syndrome model mice (SoS
mice) with learning disability by conditional knockout of Nsdl gene in the cerebral cortex,
hippocampus and olfactory bulb. First, in SoS mice, it was confirmed by RT-PCR that Nsdl was
specifically knocked out in the cerebral cortex and olfactory bulb. In addition, SoS mice showed a
low weight until 6 weeks after birth, but showed normal growth thereafter, and both male and female
had reproductive ability. Currently, the mice have been backcrossed with C57BL/6J for 6 generations
and can now be analyzed. On the other hand, in order to identify the target gene of the Nsdl
protein, we tried to establish the mice in which a 3xTY1l tag was inserted downstream of the Nsdl
gene, but it has not been successful. Further improvement is needed.
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