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Tags: ATLASea[| NVALI D TAG

TxI D 327821
ToLI D fAntAntl.2
Speci es | Ant hi as ant hi as
d ass Acti nopteri
O der Per ci f or mes
Genone Traits Expect ed Cbserved
Hapl oi d size (bp) 779, 767, 768 796, 149, 257
Hapl oi d Number 24 (source: ancestor) 24
Pl oi dy 2 (source: ancestor) 2
Sanpl e Sex Unknown Unknown

EBP netrics sunmary and curation notes

ot ai ned EBP quality metric for collapsed: 7.7.Q63

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

Kmer conpl eteness value is less than 90 for coll apsed

Curator notes

I nterventions/ Gb: 146
. Contam nati on notes: "No contam nant detected "

. O her observations: "NA "



Quality netrics table

BUSCO 5. 4. 3 Li neage

Pre-curation Cur at ed
Metrics col | apsed col | apsed
Total bp 809, 888,842 | 796, 149, 257
GC % 40. 78 40. 79
Gaps/ Gop 0 129. 37
Total gap bp 0 14, 500
Scaf f ol ds 102 66
Scaffol d N50 29, 765, 556 34,740, 752
Scaffol d L50 13 10
Scaffold L90 31 20
Conti gs 102 169
Contig N50 29, 765, 556 17, 256, 112
Contig L50 13 16
Contig L90 31 56
Qv 49. 2966 63. 1596
Kmer conpl . 77.2819 77.0929
BUSCO si ng. 96. 2% 97. 1%
BUSCO dupl . 1.8% 0. 8%
BUSCO fr ag. 0.2% 0.2%
BUSCO mi ss. 1. 8% 1. 9%

actinopterygii_odbl0 (genones: 26, BUSCOs: 3640)




H C contact map of curated assenbly

collapsed [ LI NK]


https://menippe.prd.os.cnrgh.fr/lbgb/assembly_review/ATLASea/fAntAnt1.pretext.map

K-mer spectra of curated assenbly
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Distribution of k-ner counts per copy Di stribution of k-ner counts col oured by
nunbers found in asm their presence in reads/assenblies



Post - curation contam nati on screeni ng
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collapsed. Bubble plot circles are scal ed by sequence | ength, positioned by coverage
and GC proportion, and col oured by taxonony. Histogranms show total assenbly |ength
di stribution on each axis.



Data profile

Dat a PACBI O Hi fi

Arima (4-enz)

Cover age

69

62

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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