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Construction of ?ene expression network information related to
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We 1dentified the genes and proteins whose expression changes during the
symbiotic process of coral and zooxanthellae, and attempted to clarify the main phenomena occurring
in the corals as the symbiosis progresses. As a result, proteins related to lipid metabolism, ER
membrane proteins, and proteins related to ATP synthesis were identified as proteins whose
expression increased with the symbiosis establishment. A part of these genes were used for gene
knockdown experiment by RNAi, and clarified that some symbiotically up-regulated genes affect the
progress of symbiosis. In addition, we investigated genes related to coral bleaching, and summarize
them in a paper.
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expression pattern is also shown in Supplementary Figure S1. »
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