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Figure S1: The Yongle blue hole water column in October 2019 was highly stratified with physicochemical differences.
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Figure S2: The relative abundance of microbial community present across the YBH at phylum level by DNA and RNA sequencing.
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Figure S3: The relative abundance of the microbial community present across the YBH at the class level as defined by DNA and RNA sequencing.
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Figure S4: Phylogenetic analysis of 22 archaeal MAGs based on 122 single-copy protein-coding marker genes. MAGs were assigned to clusters represented by different branch colors. The scale bar represents 0.2 substitutions per site.
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Figure S5: Phylogenetic analysis of 222 bacterial MAGs based on 120 single-copy protein-coding marker genes. 
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Figure S6: Phylogenetic analysis of 64 carbon fixation MAGs based on 16S rRNA sequences. Bootstrap calculated by maximum likelihood in IQ-Tree under the test option (100 replicates). MAGs were assigned to different pathways clusters. The scale bar represents 0.2 substitutions per site.
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