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Gene expression analysis along the tonotopic axis of the chicken

Matsui, Ryosuke
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Neurons in the auditory pathway are topographically arranged by their
response to different auditory frequencies. Although tonotopic organization is a fundamental
structure for frequency processing, the molecular mechanisms of the tonotopic map formation are
largely unknown. In this study, we analyzed the gene expression profiles of two brainstem regions,
nucleus laminaris and nucleus magnocellularis, to identify genes that are differentially expressed
along the tonotopic axis. As a result, more than hundred molecules expressed in frequency-dependent
manner and the most enriched pathway was axon guidance. These data should be useful for
understanding the molecular mechanisms of the tonotopic map formation.
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PANTHER(Thomas et al. Genome Res 2013)
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Axon guidance 25 0.012
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Degradation of the extracellular matrix 8 0.0029
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