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Supplementary Fig. S4 Gut bacteria species-specific dendrogram of six crab population based on 

their geographical origin. The pie chart with different colors in the circle consist of crabs from 

different lakes. The size of each color in the pie is the proportion of the relative abundance of 

bacteria community from the corresponding lake. The numbers below the taxonomy name 

represents the average relative abundance percentage of all groups in this level (there are two 

numbers).  

 


