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Tags: ERGA- BGE

TxI D 3023605
ToLI D | cCar Bano7
Speci es | Car abus banoni i
d ass | nsecta
Or der Col eoptera
Genone Traits Expect ed Cbserved
Hapl oi d size (bp) 71,013, 296 207, 791, 100
Hapl oi d Number 14 (source: ancestor) 15
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.Q57

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 oi d Number

is different from Expected

Krmer conpl eteness value is less than 90 for coll apsed
Assenbly length loss > 3% for coll apsed

Cur at or notes
I nterventions/ Gb: 426

Cont am nati on notes:

"Only one contig was detected as bacterial contam nant.

smal | scaffolds for which no H C |inks was found were renmpved "
O her observations: "Presence of |arges repeated regions (teloneric or

centromeric?) at the ends of the scaffolds,therefore need to invert the arms of

chronpbsones "

Some



Quality netrics table

Pre-curation Cur at ed
Metrics col | apsed col | apsed
Total bp 215,432, 743 207,791, 100
GC % 35.44 35.4
Gaps/ Gop 0 336. 88
Total gap bp 0 13, 800
Scaf f ol ds 184 18
Scaf fold N50 12,129, 189 14, 906, 334
Scaffol d L50 7 6
Scaffold L90 17 13
Conti gs 184 88
Contig N50 12,129, 189 7,491, 500
Contig L50 7 12
Contig L90 17 28
Qv 56. 8752 57. 4655
Kmer conpl . 81. 1251 81. 1152
BUSCO si ng. 98. 4% 98. 4%
BUSCO dupl . 0. 6% 0. 6%
BUSCO fr ag. 0. 6% 0.5%
BUSCO mi ss. 0. 4% 0. 5%

BUSCO 5. 4.3 (euk_genone_net,

met aeuk) / Lineage:

endopt erygot a_odb10 (genones: 56,

BUSCOs: 2124)



H C contact map of curated assenbly
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https://www.genoscope.cns.fr/lbgb/bge/icCarBano7_hr.pretext.map

K-nmer spectra of curated assenbly
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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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