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Screening for genes with characteristic expression in the macula of the human
retina
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The macula is the essential region for visual acuity where cone
photoreceptors are in high density, and its damage leads to serious eye diseases. In this research
project, we performed a comprehensive transcriptome analysis of pediatric retina and analyzed genes
showed an expression difference of more than 2-fold (p-value <0.05) in the macular region compared
with the peripheral region to identify genes involved in macular formation and function. Analysis
revealed that a set of genes with functions related to neurotransmission, such as synaptic vesicle
transport, were enriched. It also contained unknown genes that has not reported the connection to
retinal differentiation. Retinoic acid (RA) metabolizing enzyme and thyroid hormone (TH)
inactivation enzyme show ed significant difference between macular and Beriphery region, which
suggesting that the expression in the macular region might be affected by RA and TH signal pathway.
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