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TxI D 12959
ToLI D odAxi Pol y
Speci es | Axi nel | a pol ypoi des
d ass Denpbspongi ae
O der Axi nel | i da
Genone Traits Expect ed Cbserved
Hapl oi d size (bp) 134, 596, 807 137, 764, 085
Hapl oi d Number 5 (source: ancestor) 24
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: 5.6.@5

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
Assenbly length loss > 3% for coll apsed
More than 1000 gaps/ Gop for coll apsed

Cur ator notes

I nterventions/Gd: None

Cont am nati on notes: "Lot of contami nants were renpved (bacteria, archea
anphi poda) "

O her observations: "Some hplotigs were renmoved"”



Quality netrics table

BUSCO 5. 4. 3 Li neage

Pre-curation Cur at ed
Metrics col | apsed col | apsed
Total bp 151, 026, 055 137, 764, 085
GC % 44.16 44.21
Gaps/ Gop 2,026. 14 2,693.01
Total gap bp 30, 600 48, 000
Scaf f ol ds 174 73
Scaffol d N50 5,723,994 5,432, 210
Scaffol d L50 11 10
Scaffol d L90 23 22
Conti gs 480 444
Contig N50 753, 704 606, 803
Contig L50 46 62
Contig L90 206 239
Qv 54. 8181 55. 5584
Kmer conpl . 53. 4643 49. 4857
BUSCO si ng. 89. 4% 90. 6%
BUSCO dupl . 2.4% 1.2%
BUSCO fr ag. 3. 9% 3. 9%
BUSCO mi ss. 4. 3% 4. 3%

eukaryota_odb10 (genones: 70, BUSCGCs: 255)




H C contact map of curated assenbly
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https://www.genoscope.cns.fr/lbgb/bge/odAxiPoly.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 95

390

Assenbl y pi peline

- Hifiasm
| _ ver: 0.19.5-r593
| _ key param NA
- purge_dups
| _ ver: 1.2.5
| _ key param NA

Curation 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
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