
 

Figure S1. Phylogeny based on the ITS gene region of the Phytophthora species was used to create the mock communities. 
Mock community MIX1 was used for metabarcoding runs 1 and 2, mock community MIX2 was used in metabarcoding run 3, 
and mock community MIX3 was used in metabarcoding run 4. Species were included from all 11 clades recognised within 
the Phytophthora phylogeny. The DNA concentration (ng/µl) for each species is given in the columns on the right. The 
darker the colour, the higher the DNA concentration. 
  



 
 

Figure S2. The number of sequences produced from 10 different primers from mock communities with known DNA 
concentrations of oomycete species. Each point represents the concentration of an oomycete species and the number of 
sequences it produced. Each line represents the best-fitted line from the negative binomial generalised linear model for 
each primer. 
  



 
Figure S3. Phylogenetic representation based on ITS gene region for each Phytophthora species detected in the mock 
community MIX1 and the eDNA sample E1 and E2 as determined in Illumina run 1. The relative proportion of DNA of each 
species in MIX1 (as a percentage) and the average relative abundance of reads obtained for each species (as a percentage) 
are colour coded as per the legend. The asterisk denotes those species known to be present in the eDNA sample E1 and the 
hashtag those present in sample E2. 
 



 
Figure S4. Phylogenetic representation based on ITS gene region of each Phytophthora species detected in the mock 
community MIX1, the eDNA sample E1 and E2 and the eDNA sample E1 spiked with the mock community MIX1 as 
determined in Illumina run 2. The relative proportion of DNA of each species in MIX1 (as a percentage) and the average 
relative abundance of reads obtained for each species (as a percentage) are colour coded as per the legend. The asterisk 
denotes those species known to be present in the eDNA sample E1 and the hashtag those present in sample E2. 
 



 
Figure S5. Phylogenetic representation based on the ITS gene region of each Phytophthora species detected in the mock 
community MIX2, the eDNA sample E3 and the eDNA sample E3 spiked with the mock community MIX2 as determined in 
Illumina run 3. The relative proportion of DNA of each species in MIX2 (as a percentage) and the average relative abundance 
of reads obtained for each species (as a percentage) are colour coded as per the legend. The asterisk denotes those species 
known to be present in the eDNA sample E3. 



 
 
Figure S6. Phylogenetic representation based on the ITS gene region of each Phytophthora species detected in the mock 
community MIX3, the eDNA sample E4 and the eDNA sample E4 spiked with the mock community MIX2 as determined in 
Illumina run 4. The relative proportion of DNA of each species in MIX3 (as a percentage) and the average relative abundance 
of reads obtained for each species (as a percentage) are colour coded as per the legend. The asterisk denotes those species 
known to be present in the eDNA sample E4. 
 


