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Generation of a genetically engineered mouse model that reproducibly develops
tumors in the large intestine

Kojima, Yasushi
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Genetically engineered mouse models (GEMMs) are widely used to elucidate
colon cancer development. However, these murine models have a serious drawback: they develop tumors
mainly in the small intestine, and the tumor incidence in the large intestine is very low and poorly

reproducible. Here we tried to generate a new GEMM that develop tumors in the colon exclusively and

reproducibly. Data analysis of DNA microarrays and real-time PCR suggest that Agp4 is highly
expressed in the colon stem cell compartment. We have started to create a transgenic mouse with
tamoxifen-inducible Cre recombinase expression driven by the Agp4 gene promoter activity.
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Gene Symbol FDR JRE /M AEFEIE
Sycn 0.000000 701.17
Acsm3 0.000000 20.86
Agp4 0.000000 19.44
Zfp618 0.000101 8.39
Acss2 0.000238 6.37
Mia1 0.000250 6.23
Cachd1 0.000618 4.97
Cd320 0.000717 4.84
Rdh16 0.000790 4.70
Kcne3 0.000846 4.76
Ehf 0.000879 4.58
Prkach 0.001006 4.45
Shisa2 0.001679 3.99
Pgcp 0.002215 3.69
Bink 0.002885 3.55
Rgnef 0.004537 3.18
Smo 0.005926 3.40
Txndc16 0.006548 2.93
Paics 0.007010 2.89
Gas6 0.007400 2.87
Nrtn 0.007621 3.10
Emp2 0.007760 2.85
Plekhb1 0.008189 2.90
Csad 0.008197 2.84
Pla2g4a 0.009032 2.81
Fam115a 0.009374 2.74
Irs1 0.009536 2.74
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