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In the present study, we showed that knockout mice for miR-125a, which directly
targets and suppresses the expression of WT1 gene, developed myeloproliferative disorder (MPD)
characterized by expansion of myeloid cells. Furthermore, the incidence and severity of MPD were lower in
miR-125a (-/-) mice than in miR-125a (+/-) mice, indicating the operation of compensatory mechanisms for
the complete loss of miR-125a. MiR-486 was occasionally induced in compete loss of miR-125a and,
resulting in the cancellation of MPD occurrence. Moreover, we showed that Zbtb7a was a direct target for
miR-125a and that miR-125a played an important role in oncogenesis through the regulation of two
oncogenes, WT1 and Zbtb7a.
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Phenotypes 125a (+/+) 125a (+/-) 125a (-/-)

Normal 12 3 1
MPD 0 16 3
Hydronephrosis 0 5 3
Total number of mice examined 12 19 16
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