ERGA Assenbly Report

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

TxI D 72721
ToLI D eaEchSepol. 1
Speci es | Echi nast er sepositus
Cl ass Ast er oi dea
Or der Spi nul osi da
Genone Traits Expect ed Cbserved
Hapl oi d size (bp) 613, 091, 443 627, 020, 772
Hapl oi d Number 18 (source: ancestor) 22
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: 6.7.Q9

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: 604

Cont am nati on notes: "W identified and renoved 183 contigs as bacterial or vira
sequences, totaling 13.3Mo, with the | argest being 479Kb

O her observations: "The genonme contains large centroneric regions with uncertain
organi zati on. W renmoved 434 hapl otypic regions, totaling 142My, with the | argest
bei ng 9. 4Mb.



Quality netrics table

BUSCO 5. 4.3 (euk_genone_net,

Pre-curation Cur at ed
Metrics col | apsed col | apsed
Total bp 633,618,056 | 627,020,772
GC % 41. 93 41. 92
Gaps/ Gbp 260. 41 524.7
Total gap bp 16, 500 54, 600
Scaf f ol ds 184 40
Scaf fold N50 26, 037, 565 28,592, 635
Scaffol d L50 9 8
Scaffold L90 25 19
Conti gs 349 369
Contig N50 4,170, 447 4,092, 000
Contig L50 49 51
Contig L90O 151 160
Qv 46. 4269 59. 7099
Kmer conpl . 79. 3067 80. 1215
BUSCO si ng. 95. 8% 96. 6%
BUSCO dupl . 1.2% 0. 3%
BUSCO fr ag. 1. 0% 1. 0%
BUSCO mi ss. 2. 0% 2.1%

met aeuk) / Lineage:

met azoa_odb10 (genomes: 65, BUSCGCs: 954)




H C contact map of curated assenbly

col I apsed [ LI NK]


https://menippe.prd.os.cnrgh.fr/lbgb/assembly_review/ATLASea/eaEchSepo1.1.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 -curati on
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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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