ERGA Assenbly Report

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

TxI D 691888
ToLI D eoAst Medi 1.1
Speci es | Astrospartus nediterraneus
Cl ass Ophi ur oi dea
Or der Euryal i da
Genone Traits Expect ed Cbserved
Hapl oi d size (bp) 2,187, 344, 310 2,293, 599, 108
Hapl oi d Number 18 (source: ancestor) 23
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 collapsed: 6.7.(b4

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

Cur ator notes

I nterventions/Go: 12
Cont am nati on notes: "23 bacterial sequences of 2 M and one virus sequence of 19

Kb detected. These were renoved before scaffol di ng.
O her observations: "The post-curation contam nation screening plot corresponds to

t he assembly before bacterial sequences are renpved.



Quality netrics table

BUSCO 5. 4. 3 Li neage

Pre-curation Cur at ed
Metrics col | apsed col | apsed
Total bp 2,312,399, 603 | 2,293,599, 108
C % 37.77 37.78
Gaps/ Gbp 435. 05 440. 36
Total gap bp 100, 600 102, 500
Scaf f ol ds 1,038 883
Scaffol d N50 97, 329, 811 97, 329, 811
Scaf fol d L50 10 10
Scaffold L90 21 21
Conti gs 2,044 1, 893
Contig N50 3,522, 000 3, 531, 845
Contig L50 192 190
Contig L90 636 629
Qv 44,1581 54. 7172
Kmer conpl . 96. 656 96. 1969
BUSCO si ng. 95. 2% 95. 2%
BUSCO dupl . 0. 9% 0. 9%
BUSCO fr ag. 2.2% 2.2%
BUSCO mi ss. 1. 7% 1. 7%

met azoa_odb10 (genomnes: 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/eoAstMedi.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 Hi fi

Arima (4-enz)

Cover age
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Assenbl y pipeline

- 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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