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Abstract: The microbiome residing in the gastrointestinal tract, serving as the host’ s
second genome, is closely linked to the intake of nutrient and the immune system’s de-
fense mechanism of hosts. Compared to terrestrial mammals, the gastrointestinal microbi-

ome of marine mammal cetacean has received less attention. Several studies have dem-
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onstrated that the cetacean gastrointestinal microbiome is highly affected by factors such as diet and habitat environment.

Currently, the primary approaches for these studies are high-throughput sequencing based on fecal samples. This review

paper summarized and analyzed the research methodologies, community structure, functional characteristics, and regula-

tory strategies of the cetacean gastrointestinal microbiome, and several potential avenues for future development were also

proposed.
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Fig. 1 The sketch of the cetacean gastrointestinal tract and the framework of the research advances of their microbiome (adapted from the baleen

whales''”, C4 is not present in the toothed whales!'®))
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Appendix 1 Summary of the cetaceans that have been subjected to gastrointestinal studies in the globe
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Note: Decomposition levels of stranded cetaceans can be classified into 1 to 5 levels. CODE 1. Living body; CODE 2. Normal appearance, carcass
not bloated, fresh smell, minimal drying and wrinkling of skin, eyes and mucous membranes, eyes clear, tongue and penis not protruded; CODE 3. Fair
decomposed, bloating evident (tongue and penis protruded) and skin cracked and sloughing, characteristic mild odor, mucous membranes dry, eyes
sunken; CODE 4. Advanced decomposition, carcass may be intact, but collapsed, skin sloughing, strong odor, eyes sunken or missing; CODE 5. Mummified

or skeletal remains, skin may be draped over skeletal remains.
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Appendix 2 Case reports of the cetaceans in the globe
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