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Fig. S1 Ordinary Least Squares regression showing the correlation between the total 

absolute abundance of ARGs and that of intI1, Hmt, 16S. The green dots represent 

marine organism samples, red dots represent sediment samples, and blue represent 

water samples.  

 



 

Fig. S2 The alpha index (a, ACE index; b, Chao1 index; c, Shannon index) of bacterial 

communities in different types of samples. The relative abundance of bacterial 

community on genus level in water, sediment, and marine organism samples was shown 

in figure (d). Principal coordinate analysis (PCoA) showed the phase distribution 

pattern of bacterial community among water, sediment and marine organism samples 

(e). 


