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TxI D 160705
ToLI D f CepFul 1
Speci es | Cephal ophol i s ful va
d ass Acti nopteri
O der Per ci f or mes
Genone Traits Expect ed Cbserved
Hapl oi d size (bp) 981, 328, 045 1, 000, 380, 871
Hapl oi d Number 24 (source: ancestor) 24
Pl oi dy 2 (source: ancestor) 2
Sanpl e Sex Unknown Unknown

EBP netrics summary and curation notes

ot ai ned EBP quality nmetric for collapsed: 7.7.@60

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

Krmer conpl eteness value is less than 90 for coll apsed

Cur ator notes

Interventions/G: 6

Cont ami nati on notes:

O her observations: "The assenbly of Cephal opholis fulva (fCepFull) is based on 67X
PacBi o data and 214X Arima Hi -C data generated as part of the ATLASea programme
(https://ww. atl asea. fr). The assenbly process included the following steps: initial
PacBi o assenbly generation with H fiasm renmoval of contani nant sequences using
Context, reroval of hapl otypic duplications using purge_dups, and Hi-C- based
scaffolding with YaHS. No contigs were found to be contani nants (bacterial, archaeal
or viral). Additionally, 43 regions totaling 2.866 Mo (with the |argest being 0.418
Mb) were identified as haplotypic duplications and renoved. The mitochondrial genomne
was assenbl ed using CATK. During manual curation, 1 haplotypic regions were renoved,
totaling 6.2M> (with the | argest being 6.2M). Chronpsone-scal e scaffolds confirmed
by H -C data were naned in order of size



Quality netrics table

Pre-curation Cur at ed
Metrics col | apsed col | apsed
Total bp 1, 006, 663, 017 | 1, 000, 380, 871
C % 41.01 41. 02
Gaps/ Gbp 16. 89 13. 99
Total gap bp 1,700 1,700
Scaf f ol ds 46 44
Scaf fol d N50 42,142, 236 42,142, 236
Scaf fol d L50 11 11
Scaffold L90 22 21
Contigs 57 58
Contig N50 41, 490, 643 41, 490, 643
Contig L50 12 12
Contig L90 22 23
Qv 50.7 50. 6993
Kner conpl . 86. 8488 86. 7845
BUSCO si ng. 96. 5% 99. 4%
BUSCO dupl . 1.2% 0. 3%
BUSCO fr ag. 0.6% 0. 0%
BUSCO mi ss. 1.7% 0. 3%

War ni ng! BUSCO versions or |ineage datasets are not the sane across results
BUSCO 5.8.2 (euk_genone_net, metaeuk) / Lineage:
BUSCO 6.0.0 (euk_genonme_nin, mniprot) / Lineage:

actinopterygii_odbl2 (genones: 75, BUSCGs: 7207)
actinopterygii_odbl2 (genones: 75, BUSCGs: 7207)



H C contact map of curated assenbly

col I apsed [ LI NK]


https://menippe.prd.os.cnrgh.fr/lbgb/assembly_review/ATLASea/fCepFul1_hr.pretext.map

K-nmer spectra of curated assenbly
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Post - curation contam nati on screeni ng
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and GC proportion, and col oured by taxonony. Histogranms show total assenbly |ength
di stribution on each axis.



Data profile
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Assenbl y pi peline

- Hifiasm
| _ ver: 0.19.5-r593
| _ key param NA

- purge_dups
| _ ver: 1.2.5

| _ key param NA
- YaHS

| _ ver: 1.2
| _ key param NA

Curation pipeline

- PretextMap
| _ver: 0.1.9

| _ key param NA
- PretextView

| _ver: 0.2.5
| _ key param NA
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