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Coral reefs only occupy 0.1% of the area of the sea but harbor approximately

30% of all marine species on the planet. Therefore, they are extremely important ecosystems for the

conservation of biodiversity. However, many species of corals are on the verge of extinction
because of increasing anthropogenic disturbances, including global warming. Rising sea surface
temperature associated with global climate change is a serious threat to coral reefs and is linked
to an increasing prevalence of infectious coral diseases. In this study, we carried out infection
experiments using pathogenic bacterium Vibrio coralliilyticus, which has been reported to be a
member of the black band disease community. To elucidate the mechanisms of coral immune response
against V. coralliilyticus, we performed transcriptome analysis of the reef-building coral Acropora
digitifera after bacterial challenge.
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GO-BP 30
Translation GO:0006412 21 7.29
G-protein coupled receptor signaling pathway GO0:0007186 8 242
Cytoplasmic translation GO0:0002181 5 14.18
Neuropeptide signaling pathway GO0:0007218 5 6.54

GO-CC 30
Integral component of membrane G0:0016021 68 151
Extracellular exosome GO:0070062 40 1.84
Integral component of plasma membrane G0:0005887 24 231
Cytosalic large ribosomal subunit G0:0022625 12 19.14
Ribosome GO:0005840 11 7.25
Cytosolic small ribosomal subunit GO0:0022627 7 20.36
Extracellular matrix G0:0031012 7 2.77

GO-BP 60
Translation GO:0006412 45 6.14
Oxidation-reduction process GO:0055114 27 151
Cytoplasmic translation G0:0002181 9 10.40
Cholesterol metabolic process G0:0008203 7 3.52
Froteolysis involved in cellular protein catabolic process G0:0051603 6 357

GO-CC 60
Extracellular exosome GO:0070062 83 1.52
Mitochondrion GO:0005739 62 151
Extracellular region GO:0005576 34 1.52
Endoplasmic reticulum membrane GO:0005789 33 1.53
Ribosome G0:0005840 29 7.72
Mitochondrial inner membrane GO:0005743 29 2.49
Cytosalic large ribosomal subunit GO0:0022625 18 11.81
Extracellular matrix G0:0031012 13 2.06
Cytosolic small ribosomal subunit G0:0022627 12 15.75
Endoplasmic reticulum lumen GO:0005788 10 2.34
Myelin sheath GO:0043209 9 2.36
Mitochondrial respiratory chain complex | GO:0005747 8 8.75
Collagen trimer GO:0005581 7 2.93
Organelle membrane G0:0031090 6 3.19
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