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Figure S1. Relative abundance (copy of ARGs/copy of 16S rRNA genes) of ARG subtypes in all samples.
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Figure S2. Relative abundance of the major OTUs (> 3% in any sample) of all environmental samples 

collected in P. clarkii and M. rosenbergii aquaculture environment. The color intensity in each panel 

shows the percentage of each OTU in one sample. 
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