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Fig. S1 The rarefaction curve of bacterial community in the Kaidu River and its 

tributaries. KD represents Kaidu River, TR represents its tributaries 



 
 

Fig. S2 The dendrogram of the bacterial communities in the Kaidu River and its 
tributaries based on UPGMA algorithm



 

 

Fig. S3 The relationships between Bray-Curtis dissimilarity and geographic distance in the Kaidu River and its tributaries 


