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Figure 1. Composition of gut bacteria in the Jiaxing Black (JXB) and Duroc X Landrace X Yorkshire (DLY) pigs
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Figure 2. Transcriptional changes of gene sets in the Jiaxing Black (JXB) and Duroc X Landrace X Yorkshire(DLY) pigs
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Figure 3. Host pathway-gut microbiota interactions in the Jiaxing Black (JXB) and Duroc X Landrace X Yorkshire (DLY) pigs
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Figure 4. Functional differences of gut microbiota between the Jiaxing Black (JXB) and Duroc X Landrace X Yorkshire (DLY) pigs
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