
S1 Table. Accuracy of relaxed parameters (≥85% sequence similarity) when assigning to higher-level taxonomic ranks 
with Blastn.  Data shown represent phyla distribution among queries.  

           
	 	 	 	 	 	 	 	 	 	 	

Phylum Count 
Match 
Phylum  % 

Mismatch 
Phylum 

Unidentified 
Phylum % 

Match 
Class 

Mismatch 
Class 

Match 
Order 

Mismatch 
Order 

Xenacoelomorpha 2 1 50 0 1 50 1 0 1 0 
Porifera 5 5 100 0 0 0 4 1 2 3 
Platyhelminthes 3 0 0 0 3 100 0 0 0 0 
Nemertea 3 3 100 0 0 0 2 1 2 1 
Mollusca 43 32 74 0 11 26 32 0 31 1 
Hemichordata 2 0 0 0 2 100 0 0 0 0 
Gastrotricha 1 0 0 0 1 100 0 0 0 0 
Echinodermata 8 4 50 0 4 50 4 0 4 0 
Ctenophora 1 0 0 0 1 100 0 0 0 0 
Cnidaria 24 19 79 0 5 21 19 0 15 4 
Chordata 14 13 93 0 1 7 13 0 13 0 
Chaetognatha 1 1 100 0 0 0 1 0 1 0 
Bryozoa 7 0 0 0 7 100 0 0 0 0 
Brachiopoda 2 0 0 0 2 100 0 0 0 0 
Arthropoda 88 60 68 0 28 32 58 2 58 2 
Annelida 29 6 21 1 22 76 6 1 6 1 
Total 233 144 62 1 88 38 140 5 133 12 
	
	


