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Comprehensive functional analyses of novel genes involved in bone and cartilage
metabolism

Nagai, Takuya

3,500,000

EGTC 52 X-gal 3D-CT
42 (80.8%)

Lbr Limal Tmeml6la

in vivo

We have been conductin? an efficient screening for novel genes involved in
bone metabolism using mutant mouse lines established by the exchangeable gene trap method to
elucidate the etiology and pathogenesis of locomotive syndrome such as osteoporosis. We analyzed 52
candidate mouse lines selected from the EGTC database by X-gal staining, 3D-CT bone morphometric
analysis, biomechanical strength analysis, and blood biochemical tests, and found some phenotypic
abnormalities in 42 lines (80.8%) Currently, Lbr, Limal, and Tmeml6la have been identified as novel

genes related to bone metabolism through detailed analysis including various histological
evaluations and gene expression analysis.
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Analyses of Tmeml6la function in bone metabolism using the exchangeable gene trap mutagenesis show significant bone ingrowth
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