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TxI D 30501

ToLI D sCar Taul_hapl
Speci es | Carchari as taurus

d ass Chondri cht hyes

O der Lammi f or mes
Genone Traits Expect ed Cbserved
Hapl oi d size (bp) 4,296, 075, 824 5, 133, 528, 597
Hapl oi d Number 36 (source: ancestor) 38
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 coll apsed: 6.8.@9
The following netrics were automatically flagged as bel ow EBP reconmended st andards
or different from expected:

oserved Hapl oid Number is different from Expected

Not 90% of assenbly in chronosones for coll apsed

Cur ator notes

I nterventions/Go: 25
Cont ami nati on notes:
O her observations: "The assenbly of Carcharias taurus (sCarTaul) was generated as

part of the Vertebrate Genomes Project (https://vertebrategenonesproject.org/). Both
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 4,818, 022, 793 | 5, 133, 528, 597
C % 45. 24 45. 4
Gaps/ Gbp 328. 97 353. 95
Total gap bp 9, 456, 865 11, 113, 672
Scaf f ol ds 1,766 2,803
Scaf fol d N50 149, 215, 395 148, 143, 658
Scaf fol d L50 12 14
Scaffold L90 93 177
Conti gs 3,351 4,620
Contig N50 6, 910, 477 6, 312, 879
Contig L50 180 198
Contig L90 915 1,199
Qv 60. 6841 59. 9726
Krmer conpl . 97. 4221 97. 1237
BUSCO si ng. 93. 2% 95. 1%
BUSCO dupl . 2. 0% 2.4%
BUSCO fr ag. 2. 4% 1.3%
BUSCO mi ss. 2. 4% 1.2%

War ni ng! BUSCO versions or |ineage datasets are not the sane across results:
BUSCO 5.8.2 (euk_genone_net, vertebrata_odbl2 (genomes: 119, BUSCOs: 3390)
BUSCO 5.8.2 (euk_genone_nmin, vertebrata_odbl2 (genomes: 119, BUSCOs: 3390)

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/sCarTau1_hap1_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
and GC proportion, and col oured by taxonony. Histogranms show total assenbly |ength
di stribution on each axis.



Data profile

Dat a

PACBI O Hifi

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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