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Figure S10. Comparison between MUSCLE and our method. 
 
(A) The phylogenetic tree using MUSCLE method (https://www.ebi.ac.uk/Tools/msa/muscle/).  
(B) The phylogenetic tree using our method. The algorithm to construct the phylogenetic tree is 

neighbor-joining (NJ), which is an approach based on distance to construct un-rooted tree. The 
distance matrix is calculated using the commonly used Euclidean distance. 

Fifteen DNA barcode sequences of fungi are selected to construct the phylogenetic tree. Using our 
method, the two families, Glomerellaceae and Strophariaceae can be separated better. The reason is 
that our method is based on the distribution of nucleotides from the perspective of statistic. 
Furthermore, since there are many bacterial genomic sequences in our study, MUSCLE can’t get the 
phylogenetic results in a reasonable time. Therefore, our method is better than MUSCLE in some 
sense. 
 

 AY129340 Strophariaceae

 AY129341 Strophariaceae

 AY129347 Strophariaceae

 AY129368 Strophariaceae

 AY129350 Strophariaceae

 AY129349 Strophariaceae

 AY129361 Strophariaceae

 AY129354 Strophariaceae

 AY129353 Strophariaceae

 JQ775546 Glomerellaceae

 JQ775548 Glomerellaceae

 JQ775549 Glomerellaceae

 JQ775540 Glomerellaceae

 JQ775543 Glomerellaceae

 JQ775547 Glomerellaceae

10


