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Supplementary Figure S1. Energy minimization of (a) ssNLRP3, (b) ssASC, and (c)

ssCaspase-1 for 5000 steps.
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Oreochromis niloticus] XP_025764219.1
Astatotilapia calliptera] XP_026025238.1
Mastacembelus armatus] XP_0261797...
[Anabas testudineus] XP_026215073.1
Seriola lalandi dorsalis] XP_023283095.1
Sparus aurata] XP_030260353.1
Myripristis murdjan] XP_029913609.1
Larimichthys crocea] XP_010744826.1
Cottoperca gobio] XP_029283867.1
Perca flavescens] XP_028427082.1
Parambassis ranga] XP_028254925.1
Cynoglossus semilaevis] XP_00831358...
Paralichthys olivaceus] XP_019964517.1
Salmo salar] XP_013994834.1
Oncorhynchus mykiss] XP_036790252.1
Takifugu fiavidus] TWW74181.1

Danio rerio] XP_009294061.1

Canis lupus familiaris] XP_848377.2
Rattus norvegicus] NP_001178571.1
Homo sapiens] NP_004886.3

Macaca mulatta] NP_001107823.1

Supplementary Figure S2. Sequence multiple alignment of NLRP3 from different

organisms.
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Supplementary Figure S3. Conformational analyses of inflammasome components.
Ramachandran plots for (a) SSNLRP3, (b) SsASC, and (c¢) SsCaspase-1, produced with
PROCHECK. The core regions are shown in dark gray, allowed regions in gray, and

generously allowed regions in light gray. The disallowed regions are shown in white.



Supplementary Figure S4. Visualization of binding sites of the SsNLRP3/SsASC

complex.
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Supplementary Figure S5. Visualization of binding sites of the SsASC/SsCaspase-1

complex.
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Supplementary Figure S6. Representation of all the genes analyzed in the transcriptome

data. Downregulated genes are shown in red, and upregulated genes are shown in green.



