ERGA Assenbly Report

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

TxI D 39374
ToLI D eeSphG anl
Speci es | Sphaerechi nus granul ari s
Cl ass Echi noi dea
Or der Temopl eur oi da
Genone Traits Expect ed Cbserved
Hapl oi d size (bp) 748, 755, 816 992, 419, 902
Hapl oi d Number 17 (source: direct) 20
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.@5

The following netrics were automatically flagged as bel ow EBP reconmended st andards
or different from expected:

Qbserved Hapl oid size (bp) has >20% di fference with Expected
oserved Hapl oid Number is different from Expected

Cur ator notes

I nterventions/Go: 111
Cont am nation notes: "only 2 bacterial contigs were renoved "

O her observations: "18.8Mo were tagged as haplotigs and renoved "



Quality netrics table

BUSCO 5. 4.3 (euk_genone_net,

Pre-curation Cur at ed
Metrics col | apsed col | apsed
Total bp 1,011, 272, 610 | 992, 419, 902
GC % 36. 42 36. 41
Gaps/ Gbp 870. 19 895. 79
Total gap bp 88, 000 93, 600
Scaf f ol ds 352 306
Scaf f ol d N50 42,375,516 44, 956, 304
Scaffol d L50 9 9
Scaffold L90 21 19
Conti gs 1, 232 1, 195
Contig N50 1, 643, 155 1, 661, 000
Contig L50 195 187
Contig L90 658 633
Qv 43. 3458 55. 8817
Kmer conpl . 72. 837 73. 349
BUSCO si ng. 94. 3%
BUSCO dupl . 3. 0%
BUSCO fr ag. 1.3%
BUSCO mi ss. 1.4%

met aeuk) / Lineage:

met azoa_odb10 (genomes: 65, BUSCGCs: 954)




H C contact map of curated assenbly
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https://menippe.prd.os.cnrgh.fr/lbgb/assembly_review/ATLASea/eeSphGran1_hr.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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