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In most of our experiments involving the target animals, three biological replicates typically offer a representative sample. However, we
recognize that certain biological parameters can be sensitive to minor changes in the culture environment. Thus, while we generally opt for
three biologically independent replicates, we increase this number when feasible to capture as much variance as possible.

For enzyme activity assays, we consistently used three biological replicates for each condition across all species. For RNA-seq, five replciates
were used across all conditions. For cell density measurements, we used nine and five biological replicates for the sea anemone E. diaphana
and the jellyfish C. andromeda, respectively. In contrast, the coral species S. pistillata and A. hemprichii had eight replicates each. For targeted
metabolomics, the replicates were as follows: four for E. diaphana, three for C. andromeda, and six for S. pistillata. Variations in the number of
replicates stemmed from differences in experimental setups for each species or the availability of samples.

No data was excluded from our analysis.

All experiments utilized biological replicates. With the exception of the metabolomics experiments and enzyme activity assays, all tests were
independently repeated by different researchers, consistently yielding similar results. Due to budgetary constraints, the metabolomics
experiments and enzyme activity assays have not been repeated. However, the existing dataset from these tests was analyzed by at least two
separate investigators, both of whom arrived at the same conclusions.

The allocation of samples in each parallel experiment was randomly applied.

No Blinding was conducted. Experiments were performed by at least 3 independent investigators.




