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Functional molecules characteristic of the ultimobranchial gland and parathyroid gla
nd
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Ultimobranchial gland: Medaka (Oryzias latipes) mutants were generated by targetin
g induced lesions in genomes (Tilling), and 3 mutants were selected to analyze the function of clusterin.
Background mutations were removed by backcrossing with d-rR WT medaka. Currently, F6 hetero-mutants are r
eared with F6 incrossed homo-mutants, providing a basis for the detailed phenotype analysis.
Parathyroid gland: By cDNA cloning, calcium-sensing receptor and GCM transcription factor were identified
in the bullfrog parathyroid gland. Although novel PT1 cDNA was found to be expressed in the parathyroid g
land, it had no coding region.
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