






























1- proteolysis 
  GO: 0006508 

3- protein phosphorylation 
GO: 0006468 

2- carbohydrate metabolic process 
GO: 0005975 

4- oxidation-reduction process 
GO: 0055114 

Transport  GO 
related 

A 

B 

1- protein binding 

2- ATP binding 

3- catalytic activity 

4- hydrolase activity, 
hydrolyzing O-glycosyl 
compounds 

5- protein kinase activity 
Hydrolase activity 
GO related 

Transferase activity 
GO related 

Transporter activity 
GO related 



Table 1. Assembly summary 

 
 

Assembly results   

Number of contigs 180 

Read coverage 112X 

Total contigs length / Genome 

size (bp) 

41,970,768 

Mean contig size (bp) 233,170.93 

Median contig size (bp) 28,794 

Longest contig (bp) 269,7281 

Shortest contig (bp) 1,893 

Contigs > 500 bp 180 (100.00 %) 

Contigs > 1K bp 180 (100.00 %) 

Contigs > 10K bp 162 (90.00 %) 

Contigs > 100K bp  37 (20.56 %) 

Contigs > 1M bp 16 (8.89 %) 

N50 (bp) 1,292,773 

L50 12 

N80 (bp) 672,178 

L80 25 

 



Table 2. Gene prediction and annotation summary  

 

  Augustus prediction  

Gene number 15,007 

Busco on stramenopiles 232/234 (99.1 %)  

InterProScan domain  10,657  

Secreted proteins (SignalP) 1,617 

InterProScan + SignalP  1,020 

CaZy domain  490 

Putative CRNs 27 

Putative SSPs 303 

 


