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Figure S1. '"H-NMR spectra for 1b in CD;O0D.
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Figure S2. '"H-NMR for isotopic standard of 1a in D,O.
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Figure S3. Calibration curve generated for the quantification of 1a in the sponge of genus Aplysina.
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Figure S4. Calibration curve generated for the quantification of 1a in the sponge of genus diolochroia.
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Figure S5. Calibration curve generated for the quantification of 1a in the sponge of genus lanthella.
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Figure S6. Calibration curve generated for the quantification of 1a in the sponge of genus Stylissa.
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Calibration curve generated for the quantification of 2 in the sponge of genus Aplysina.
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Figure S8. Calibration curve generated for the quantification of 2 in the sponge of genus Aiolochroia.
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Figure S9. Calibration curve generated for the quantification of 2 in the sponge of genus Stylissa.
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Figure S10. Calibration curve generated for the quantification of 2 in the sponge of genus lanthella.
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LOD = 3.3*(Std. error of X-intercept/slope)
= 3.3%(2501.1749/103.4273)
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Figure S11. Calibration curve generated for the linearity test of the analytical standard 1a. LOD calculation
is shown in the inset of the figure.
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Abundance
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Figure S12. Calibration curve generated for the linearity test of the analytical standard 2. LOD calculation
is shown in the inset of the figure.
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