
PHYLOGENY: This tutorial explains how to use the online phylogeny 
website at https://ngphylogeny.fr/ to perform phylogenetic analyses.

For the PhyML and FastME, choose One Click and use the 
unaligned sequences

https://ngphylogeny.fr/


Paste the unaligned sequences 
(fasta format) into the box. 
The program recognizes 
whether it is DNA or protein.

Then hit submit 



Wait for the results

View trees with 
these links

View alignments 
here



Use the tools above and the 
buttons to the left to 
generate a tree with branch 
lengths.



For the Parsimony (TNT) 
option, select A la Carte

Here you can select 
different alignment 
programs and phylogenetic 
analysis options including 
Maximum Parsimony (TNT)



For Bootstrap test, 
choose Advanced



Click on Advanced 
options and paste the 
unaligned sequences 
(Fasta format) into the 
box.



Change Equilibrium 
frequencies to 
ML/Model

Scroll down and click 
Bootstrap for 
Statistical test for 
branch support

Then hit Submit



Click here to view the 
PhyML Newick tree 

After opening the tree, 
click Display support 
values to view the 
Bootstrap values
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