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TxI D 27695
ToLI D f ProLi nl
Speci es | Prochi | odus |i neatus
Cl ass Acti nopteri
O der Char aci f or nes
Genone Traits Expect ed Cbserved
Hapl oi d size (bp) 1, 179, 458, 285 2,870, 297, 864
Hapl oi d Number 27 (source: direct) 27
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: 6.7.Q57

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

Qbserved Hapl oid size (bp) has >20% di fference with Expected

BUSCO si ngl e copy value is |less than 90% for col |l apsed
BUSCO duplicated value is nore than 5% for coll apsed
Not 90% of assenbly in chronosones for coll apsed

Cur ator notes

I nterventions/Go: 23

Cont ami nati on notes:

O her observations: "The assenbly of Prochilodus |ineatus (fProLinl) was generated
as part of the Vertebrate Genones Project (https://vertebrategenomesproject.org/).
Bot h hapl ot ypes were anal yzed and manual |y i nproved using Pretext.



Quality netrics table

Pre-curation Cur at ed
Metrics col | apsed col | apsed
Total bp 1, 433,312,037 | 2,870, 297, 864
C % 42. 04 42. 03
Gaps/ Gbp 673. 96 683. 2
Total gap bp 193, 200 392, 200
Scaf f ol ds 853 1,395
Scaf fol d N50 47, 300, 995 48, 852, 223
Scaf fol d L50 14 27
Scaffol d L90 30 52
Conti gs 1,819 3, 356
Contig N50 6, 189, 296 6, 232, 307
Contig L50 59 118
Contig L90O 481 947
Qv 57.1482 57.2771
Krmer conpl . 75. 2466 98. 9647
BUSCO si ng. 94. 0% 2. 0%
BUSCO dupl . 1. 7% 97. 3%
BUSCO fr ag. 1. 3% 0.2%
BUSCO mi ss. 3. 1% 0. 5%

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

met aeuk) / Lineage:
m niprot) / Lineage:



H C contact map of curated assenbly

col I apsed [ LI NK]


https://www.genoscope.cns.fr/lbgb/bge/fProLin1_hr.pretext.map

K-nmer spectra of curated assenbly
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Post - curation contam nati on screeni ng
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col | apsed. Bubble plot circles are scal ed by sequence | ength, positioned by coverage
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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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