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Speci es | G ael |l sia isabell ae
d ass | nsecta
Or der Lepi dopt era
Genone Traits Expect ed Cbserved
Hapl oi d size (bp) 553, 262, 926 560, 905, 695
Hapl oi d Number 30 (source: ancestor) 31
Pl oi dy 2 (source: ancestor) 2
Sanpl e Sex Z0 Z0

EBP netrics summary and curation notes

ot ai ned EBP quality metric for collapsed: 7.7.Q49

The following netrics were automatically flagged as bel ow EBP reconmended st andards
or different from expected:

oserved Hapl oid Number is different from Expected

Cur ator notes

I nterventions/Go: O

Cont am nati on notes: "No contam nants detected. Al sequences were assigned to the
order Lepi doptera using blobtoolkit. The conplete mitochondrial genome was assenbl ed
into a single circular contig of 15,247 base pairs with excellent base accuracy using
t he FOAM pi peline (https://github.conm cnag-aat/FOAM."

O her observations: "CGenone Assenbly obtained with CLAWS v2.1 pipeline
(https://workfl owhub. eu/ wor kf | ows/ 567). | nput assenbly (nextdenovo. hypo2. purged) for
H C scaffol di ng was al ready hi ghly contiguous (N50=18. 8MWy), YaHS nade 1 break and 6
joins. Manual curation was not required. W tagged the Z SUPER based on its hapl oid
coverage while the autosonmal SUPER were nunbered by descending scaffold size.
SCAFFOLD 32: is 58Kb |l ong and remai ns unplaced, it shows inespecific but weak
contacts with several SUPER. 18.70% of its length is occupied by repeats, of which
12.79% are interspersed repeats. It has | ow mappability and this explains why
di agonal contact are only visible when we all ow nultimppings (my=0). The blastn hits
of scaffold_32 correspond to aut osomes of other Lepidotera genomes reassuring our
decission of including it in the assenbly. WARNING The shared contact map (.pretext)
of the curated assenmbly shows all scaffolds sorted by | ength. Thus nost of the unloc
are towards the end and separated fromtheir corresponding SUPER. This will be fixed
in future versions of CLAWS. "



Quality netrics table

BUSCO 5. 4. 0 Li neage

Pre-curation Cur at ed
Metrics col | apsed col | apsed
Total bp 560, 905, 695 | 560, 905, 695
GC % 35.57 35.57
Gaps/ Gop 10.7 10.7
Total gap bp 1, 200 1, 200
Scaf f ol ds 32 32
Scaf f ol d N50 20, 417,927 20, 417,927
Scaffol d L50 13 13
Scaffold L90 26 26
Conti gs 38 38
Contig N50 18, 864, 205 18, 864, 205
Contig L50 14 14
Contig L90 28 28
Qv 49. 1145 49. 1145
Kmer conpl . 92. 3242 92. 3242
BUSCO si ng. 98. 9% 98. 9%
BUSCO dupl . 0.1% 0.1%
BUSCO fr ag. 0.2% 0.2%
BUSCO mi ss. 0. 8% 0. 8%

i nsecta_odb10 (genones: 75, BUSCOs: 1367)




H C contact map of curated assenbly

col I apsed [ LI NK]


https://ccnag-my.sharepoint.com/:f:/g/personal/tyler_alioto_cnag_eu/Eiyb7D9eGhNIpIUA0Zj4GdkBpReQbFvbA9-hnKts3JIZRw?e=fHmgmH

K-nmer spectra of curated assenbly
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Post - curation contam nati on screeni ng
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Data profile

Dat a ONT |Illumna | OmiC
Cover age | 265x 78X 63X
Assenbl y pi peline
- TrimGal ore
| _ ver: 0.6.7
| _ key param "--gzip -q 20"
| _ key param "--paired"
| _ key param "--retain_unpaired"
| _ key param "--pmax_n 0"
- Filtlong
| _ver: 0.2.1
| _ key param "--target_bases 70000000000"
X

- nextdenovo
| _ ver: 2.5.0
| _ key param NA
- hypo
| _ ver: 1.0.3
| _ key param NA
- purge_dups
| _ver: 1.2.6
| _ key param NA
- YaHS
| _ ver: 1.2a
| _ key param NA

Curation pipeline

- PretextView
| _ver: 0.2.5
| _ key param NA
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