ERGA Assenbly Report

v24. 09. 10
Tags: ATLASea[| NVALI D TAG

TxI D 6114
ToLI D j aCal Paral. 1
Species |Calliactis parasitica
Cl ass Ant hozoa
O der Actiniaria
Genone Traits Expect ed Cbserved
Hapl oi d size (bp) 303, 986, 920 293, 237, 748
Hapl oi d Number 6 (source: ancestor) 8
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.Q65

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
Krmer conpl eteness value is less than 90 for coll apsed

Cur ator notes

I nterventions/ Gd: 57

Cont am nati on notes: "Only one contig of 24Kb was detected as viral and renoved "

O her observations: "Few nodifications, contigs were already nostly chronosone
scal e. The structure of chronmpbsone 8 is uncertain. Two gaps are |located close to the
nm ddl e, delineating two | arge regions that could be part of the same chronpsonme (in
whi ch case, the orientation of these two chronbsome arms is uncertain) or could
represent two different chronosones.



Quality netrics table

BUSCO 5. 4. 3 Li neage

Pre-curation Cur at ed
Metrics col | apsed col | apsed
Total bp 294,447, 948 293, 237,748
GC % 35.82 35.81
Gaps/ Gbp 20. 38 68. 2
Total gap bp 600 3, 400
Scaf f ol ds 24 13
Scaffol d N50 21, 596, 100 34,715, 374
Scaffol d L50 6 4
Scaffol d L90 12 7
Conti gs 30 33
Contig N50 19, 922, 692 17, 418, 000
Contig L50 7 7
Contig L90O 15 15
Qv 49. 8672 65. 0817
Knmer conpl . 78. 4882 78. 5996
BUSCO si ng. 91. 0% 91. 1%
BUSCO dupl . 0. 4% 0. 3%
BUSCO fr ag. 1. 7% 1. 7%
BUSCO mi ss. 6. 9% 6. 9%

met azoa_odb10 (genomnes: 65, BUSCGCs: 954)




H C contact map of curated assenbly
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col I apsed [ LI NK]


https://menippe.prd.os.cnrgh.fr/lbgb/assembly_review/ATLASea/jaCalPara1.1.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

Dat a PACBI O Hi fi
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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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