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Table S1. Brine Shrimp Assay Results of the 10 Fractions (A-J) and Crude Extract of the Sample

Conc. T‘:‘y A B C D E F G H I J Crude
death

3ug/mL 1 r‘?te 024 008 1 018 0 0 018 0 0 0 0
death

3ug/mL 2 re;e 01 0 1 0 014 006 011 0 0 0 006
aveerag 017 004 1 009 007 003 015 0 0 0 003

30 g3 death o 1 095 1 1 089 071 08 0 014 1

pg/mL rate

30 g death oo 083 1 1 1 1 1 079 009 012 1

pg/mL rate
averag

o 027 092 0.98 1 1 094 086 082 0.05 0.13 1
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Figure S1. (a) Fragmentation analysis of curacin D (3). (b) MS of curacin D (3) (positive ion mode). (c)
MS/MS (positive ion mode) spectra of curacin D (3).
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Figure S2. 'H NMR spectra of curacin D (3) in CeDs.
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Figure S3. HPLC chromatogram of laucysteinamide A (1).
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Figure S4. HRESITOFMS results of laucysteinamide A (1).
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Figure S5. 'H NMR spectra of laucysteinamide A (1) in CeDs.
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Figure S6. °C NMR spectra of laucysteinamide A (1) in CeDe.
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Figure S7. COSY spectra of laucysteinamide A (1) in CsDe.
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Figure S8. 'H-'3C HSQC spectra of laucysteinamide A (1) in CeDs.
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Figure S9. H2BC spectra of laucysteinamide A (1) in CsDe.
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Figure S10. HMBC spectra of laucysteinamide A (1) in CsDe.

Figure S11. ECCD Spectrum of laucysteinamide A (1). The compound was dissolved in dichloromethane
for the experiment. The region above 200 nm is obscured by solvent absorptions.
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Figure S12. Biosynthetic scheme proposed for laucysteinamide A. (a) A hypothesized hybrid PKS/NRPS pathway of biosynthetic precursors. (b) The hybrid
PKS/NRPS pathway prediction before chain termination with enzymatic domain. The last three steps show the predicted chain termination mechanism in
laucysteinamide A (1) biosynthesis. This proposed biosynthetic pathway is based on that described for curacin A biosynthesis process[1,2]. Abbreviations:
ACP, acyl carrier protein; KS, -ketoacyl-ACP synthase; KR, B-ketoacyl-ACP reductase; AT, acyl transferase; DH, -hydroxy-acyl-ACP dehydratase; ER,
enoyl reductase; MT, N-methyl transferase; PCP, peptidyl carrier protein; Cy, condensaton/cyclization domain; A, adenylation domain; ST, sulfotransferase;

PAPS, adenosine 3-phosphate 5-phosphosulfate; PAP, adenosine 3-phosphate 5-phosphate; TE, thioesterase.
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Figure S13. (a) Low resolution MS (positive ion mode) of laucysteinamide A (1). (b) MS/MS (positive ion mode) spectra of 1.
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