ERGA Assenbly Report

v24.10. 15
Tags: ATLASea[| NVALI D TAG

TxI D 105859
ToLI D ecAnt Medi 1
Speci es | Ant edon nedi terranea
Cl ass Cri noi dea
O der Comat ul i da
Genone Traits Expect ed Cbserved
Hapl oi d size (bp) 341, 210, 611 354, 510, 775
Hapl oi d Number 4 (source: ancestor) 11
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.Q66
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/Go: 50
Cont am nati on notes: "72 bacterian contigs renoved after assenbly "

O her observati ons:



Quality netrics table

Pre-curation Cur at ed
Metrics col | apsed col | apsed
Total bp 358, 106, 224 | 354, 510, 775
GC % 33.56 33.57
Gaps/ Gbp 61. 43 98. 73
Total gap bp 2,200 5, 000
Scaf f ol ds 31 19
Scaf fold N50 31, 301, 100 31,901, 198
Scaffol d L50 5 5
Scaffold L90 11 10
Conti gs 53 54
Contig N50 13, 845, 746 15,123, 000
Contig L50 10 9
Contig L90 23 23
Qv 57.145 66. 2601
Kmer conpl . 78. 3045 77.8869
BUSCO si ng. 100. 0% 100. 0%
BUSCO dupl . 0. 0% 0. 0%
BUSCO fr ag. 0. 0% 0. 0%
BUSCO mi ss. 0. 0% 0. 0%

BUSCO 5. 4.3 (euk_genone_net,

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/ecAntMedi1.pretext.map

K-nmer 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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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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