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Figure 1. Fore and hind wings of Vanessa atalanta specimens from which the genome was sequenced. (A) Dorsal surface view of 

and HiC data. (B) surface view of wings from specimen SC_VA_1209 (ilVanAtal1) from Carrifran Wildwood, Scotland, UK, used to generate 
C) Dorsal surface view of wings from specimen SC_VA_1219 (ilVanAtal2) from Carrifran 

Wildwood, Scotland, UK, used to generate RNASeq data. (D) surface view of wings from specimen SC_VA_1219 (ilVanAtal2) from Carrifran 
Wildwood, Scotland, UK, used to generate RNASeq data.



Table 1. Genome data for Vanessa atalanta, ilVanAtal1.2.

Project accession data

ilVanAtal1.2

Species Vanessa atalanta

Specimen

Female, whole organism (ilVanAtal1 and ilVanAtal2)

Raw data accessions

Genome assembly

Assembly accession

Accession of alternate haplotype

Span (Mb)

Number of contigs

12.2

* genome score

Genome annotation**

Average length of coding sequence (bp)

*

available at o.

**



Gene annotation

Figure 2. Genome assembly of Vanessa atalanta, ilVanAtal1.2: metrics. 
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Figure 3. Genome assembly of Vanessa atalanta, ilVanAtal1.2: GC coverage. 
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Figure 4. Genome assembly of Vanessa atalanta, ilVanAtal1.2: cumulative sequence. 
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Table 2. Chromosomal pseudomolecules in the 
genome assembly of Vanessa atalanta, ilVanAtal1.2.

INSDC accession Chromosome Size (Mb) GC%

1

2

9

10

11

12

Figure 5. Genome assembly of Vanessa atalanta, ilVanAtal1.2: Hi-C contact map. 

INSDC accession Chromosome Size (Mb) GC%

19

20

21

22

29

W

Z

MT 0.02

Unplaced



Table 3. Software tools used.

Software tool Version Source

HiCanu 1.0 et al., 2020

purge_dups et al., 2020

2.2 et al., 2019

longranger align 2.2.2
s

freebayes

Chow et al

w

et al.

Challis et al., 2020
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