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Table 1. Assembly summary

Assembly results

Number of contigs 180

Read coverage 112X

Total contigs length / Genome | 41,970,768
size (bp)

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

N8O (bp) 672,178
L8O 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




