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Tags: O her[I NVALI D TAG

TxI D 7917
ToLI D |fAtrSpal conbi ned
Speci es Al'l i gator gar

d ass Acti nopteri
O der Sem onot i f or mes
Genone Traits Expect ed Cbserved
Hapl oi d size (bp) 509, 031, 378 2,323,214, 533
Hapl oi d Number 34 (source: ancestor) 28
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.@61

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
oserved Hapl oid Number is different from 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: 31

Cont ami nati on notes:

O her observations: "The assenbly of Alligator gar (fAtrSpal) has been generated as
part of the Vertebrate Genomes Project (https://vertebrategenonesproject.org/). Both
hapl ot ypes were anal yzedand nanual |y i nproved using Pretext.



Quality netrics table

Pre-curation Cur at ed
Metrics col | apsed col | apsed
Total bp 2,323,190, 435 | 2,323, 214, 533
GC % 40. 59 40. 59
Gaps/ Gbp 46. 06 62. 84
Total gap bp 21, 400 29, 200
Scaf f ol ds 626 589
Scaffol d N50 55, 314, 901 55, 314, 901
Scaf fol d L50 17 17
Scaffol d L90 60 52
Contigs 733 735
Contig N50 24,401, 090 25, 314, 049
Contig L50 34 32
Contig L90O 116 115
Qv 61. 5883 61. 5812
Krmer conpl . 99. 4264 99. 4282
BUSCO si ng. 2.6% 2. 0%
BUSCO dupl . 87. 8% 95. 9%
BUSCO fr ag. 3.5% 0. 5%
BUSCO mi ss. 6. 1% 1.6%

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/fAtrSpa1_combined_hr.pretext.map

K-nmer spectra of curated assenbly
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Post - curation contam nati on screeni ng
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Longest sequences (bp)

¢ Hapl_fAtrSpal_2 - 79589868 (Eukaryota)
A Hapl_fAtrSpal_1 - 79374343 (Eukaryota)
Hap2_fAtrSpal 2 - 79340355 (Eukaryota)
+ Hapl_fAtrSpal_4 - 77841598 (Eukaryota)
Hap2_fAtrSpal_1 - 76710881 (Eukaryota)

col | apsed. Bubble plot circles are scal ed by sequence | ength, positioned by coverage
and col oured by taxonony. Hi stogranms show total assenbly |ength
di stribution on each axis.

and GC proportion,



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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