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Background

« Tetrodotoxin (TTX) is a well-known potent marine neurotoxin and it exists in most of pufferfishes.
« TTX plays a variety of physiological and ecological functions in pufferfish. TTX could be toxin or drug for humans depending on the dose.
* However, the underlying mechanism of TTX accumulation and metabolism in pufferfish is not clear yet.

« Here we investigate the potential regulatory genes involved in TTX accumulation, translocation and detoxification in tiger puffer Takifugu
rubripes.
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Enrichment analysis and validation of TTX-related genes
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Highlights

« TTX content is organ- and environment-dependent in Takifugu rubripes.

« SOD, GST, ABC, GPx, TXN, IAP, SLC, and ER were reported to be involved in TTX metabolism in pufferfish for the first time.
 ABCs, ACSLs, SLCs, and APOs show potential influence on TTX accumulation and translocation in T. rubripes.

« SLCs play critical and diverse roles in TTX metabolism in T. rubripes.
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