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TxI D 78549
ToLI D xbCal Chi 01. 1
Speci es |Cal i sta chione

Cl ass Bi val vi a
O der Veneri da
Genone Traits Expect ed Cbserved
Hapl oi d size (bp) 1, 839, 942, 493 1, 937, 208, 114
Hapl oi d Number 19 (source: ancestor) 20
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 coll apsed: 7.8.Q67
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
. Assenbly length loss > 3% for coll apsed

Cur ator notes

I nterventions/Go: 14
Cont am nati on notes: "bacterial contigs were renmoved "
O her observations: "few haplotigs were renoved "



Quality netrics table

Pre-curation Cur at ed
Metrics col | apsed col | apsed
Total bp 2,008, 360, 745 | 1, 937, 208, 114
GC % 36. 49 36. 43
Gaps/ Gop 0 81. 04
Total gap bp 0 19, 000
Scaf f ol ds 427 61
Scaf fol d N50 28, 489, 591 102, 394, 730
Scaf fol d L50 23 8
Scaffold L90 68 17
Contigs 427 218
Contig N50 28, 489, 591 22,152,544
Contig L50 23 29
Contig L90 68 87
Qv 65. 3265 67.0047
Kmer conpl . 69. 3901 68. 3962
BUSCO si ng. 96. 1%
BUSCO dupl . 3.1%
BUSCO fr ag. 0.8%
BUSCO mi ss. 0. 0%

BUSCO 5.4.3 (euk_genone_|

met ,

met aeuk) / Lineage:

eukaryota_odb10 (genones: 70, BUSCOs: 255)




H C contact map of curated assenbly

col I apsed [ LI NK]


https://menippe.prd.os.cnrgh.fr/lbgb/assembly_review/ATLASea/xbCalChio1.1.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
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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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