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Figure S1: Distribution of 77 genera found at significantly different abundances in the metagenomics 

profiles of flooded and mangrove settings as identified by STAMP analysis. 



 

Figure S2: Principal component analysis (PCA) based on relative abundance of bacterial taxa at genus 

level in mangrove (blue) and flooded (orange) sites using Welch's t-test two sided (p<0.05). 

 

 

 

 

 

 

 

 

 



 

Figure S3: Chord diagram showing the presence of Antibiotic Resistant Genes (ARG) detected in flooded 

(green) and mangrove (grey) settings. 

 


