Regional changes in microbial community diversity in oil reservoir
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Figure S1. Taxonomic distribution of the bacterial communities in different samples at the class
level within Protebacteria phylum.

Figure S2. Taxonomic distribution of the bacterial communities in different samples at the class
level within Firmicutes phylum.

Figure S3. Taxonomic distribution of the bacterial communities in different samples at the class
level Actinobacteria.

Figure S4. Taxonomic distribution of the bacterial communities in different samples at the class

level within Acidobacteria phylum.
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Figure S1. Taxonomic distribution of the bacterial communities in different samples at the class
level within Protebacteria phylum.
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Figure S2. Taxonomic distribution of the bacterial communities in different samples at the class
level within Firmicutes phylum.
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Figure S3. Taxonomic distribution of the bacterial communities in different samples at the class
level Actinobacteria.
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Figure S4. Taxonomic distribution of the bacterial communities in different samples at the class
level within Acidobacteria phylum.



