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Supplemental Table 1: Genome assembly and gene annotation statistics from the L8001_v1

genome.

Chromosome assembly statistics L8001_v1

Sequence ID Sequence GC content Number of contigs
length (nt) (%)

LG1 105.806.898 35.22 561

LG2 78.968.886 34.82 360

LG3 114.748.645 35.06 616

LG4 72.816.357 35.04 320

LG5 76.342.043 34.90 344

LG6 124.886.246 34.98 655

LG7 88.382.747 34.87 368

LGS 127.960.131 34.70 561

LG9 82.636.264 34.88 363

unanchored 49.072.383

General genome statistics L8001_v1

genome size (scaffolds): 0921.620.600 nt

genome size (contigs): 919.456.645 nt (excluding N)

largest scaffold: 127.960.131 nt

average scaffold lenght: 239568 nt

number of contigs: 8.220

largest contig: 2.303.520 nt

average contig lenght: 111.856 nt

gaps (>50N): 4322 (2.163.900 nt)

L50 - N50 : 4 106.331.623

L75 - N75: 7 79.387.611

L90 - N9O : 9 73.242.076

Gene annotation statistics L8001_v1

number of loci (exons+introns): 53.960

average length loci: 2.502

loci density: 17.307 nt/gene

number of genes: 53.386

gene density: 58 genes/Mb

average length genes: 970 nt

median length genes: 720 nt

number of exons: 266.519

GC content of CDS: 34,96 %

cumulative CDS length: 49.917.919 nt

average length CDS: 935 nt

cumulative exon length: 51.765.486
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Supplemental Table 2: Genome assembly statistics from the genome assembly from
Fan et al. (2022). Sequences were extracted from NCBI (Bioproject ID PRINA798105).

Chromosome assembly statistics

Sequence ID L8001 _wv1 Sequence GC content Number of contigs
chromosome length (nt) (%)

CMO042009.1 LG8 161.702.566 35.09 772219
CM042010.1 LG3 159.989.680 35.70 748472
CM042011.1 LG6 157.584.665 35.22 757852
CM042012.1 LG1 142.005.817 35.80 654754
CM042013.1 LG2 126.222.701 36.06 588371
CM042014.1 LG9 121.338.966 35.65 586290
CMO042015.1 LG5 119.386.547 35.02 561236
CM042016.1 LG7 117.937.712 35.05 545064
CM042017.1 LG4 98.217.271 35.30 474603
unanchored 74.366.644

General genome statistics

genome size (scaffolds):
genome size (contigs):
largest scaffold:
average scaffold length:
number of contigs:
largest contig:

average contig lenght:
gaps (>50N):
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Supplemental Figure 1: Dotplot comparing L8001_v1 genome assembly (this study) to the genome
assembly published by Fan et al., (2022). Dotplot was generated with D-genies, based on minimap2
alignments.



BUSCO Assessment Results
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Supplemental Figure 2: Comparison of BUSCO analysis between L8001_v1 genome assembly (this
study) to the genome assembly published by Fan et al., (2022).
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