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Tags: O her[I NVALI D TAG

TxI D 76338
ToLI D f ThaBi f 1
Speci es | Thal assoma bi fasci at um
Cl ass Acti nopteri
O der Labri f or mes
Genone Traits Expect ed Cbserved
Hapl oi d size (bp) 711, 967, 443 774,617, 097
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 metric for collapsed: 7.7.Q65

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

I nterventions/Go: 60

Cont ami nati on notes:

O her observations: "The assenbly of Thal assoma bifasciatum (fThaBi f1) was
generated as part of the Vertebrate Genomes Project
(https://vertebrategenonesproject.org/). Both hapl otypes were anal yzed and manual | y
i mproved using Pretext.



Quality netrics table

Pre-curation Cur at ed
Metrics col | apsed col | apsed
Total bp 781, 939, 372 774,617, 097
GC % 39.79 39.8
Gaps/ Gbp 94. 64 111. 02
Total gap bp 14, 800 17, 200
Scaf f ol ds 81 59
Scaf fold N50 34,399, 871 34, 308, 015
Scaffol d L50 11 11
Scaffold L90 21 21
Conti gs 155 145
Contig N50 23, 038, 093 23,178, 480
Contig L50 14 13
Contig L90O 37 34
Qv 65. 5036 65. 0462
Knmer conpl . 75. 7393 75. 6886
BUSCO si ng. 97. 3% 99. 4%
BUSCO dupl . 0.2% 0.2%
BUSCO fr ag. 0. 7% 0. 0%
BUSCO mi ss. 1.8% 0.4%

War ni ng! BUSCO versions or |ineage datasets are not the sane across results:
BUSCO 5.8.2 (euk_genone_net, metaeuk) / Lineage: actinopterygii_odbl2 (genones: 75, BUSCGCs: 7207)
BUSCO 6.0.0 (euk_genonme_nin, mniprot) / Lineage: actinopterygii_odbl2 (genones: 75, BUSCGs: 7207)



H C contact map of curated assenbly

col I apsed [ LI NK]


https://www.genoscope.cns.fr/lbgb/bge/fThaBif1_hr.pretext.map

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

Long reads

Arima

Cover age

NA

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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