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TxI D 2819898
ToLI D I hOroJapo4
Speci es | Or osanga j aponi ca
d ass I nsecta
Or der Hem ptera
Genone Traits Expect ed Cbserved
Hapl oi d size (bp) 1, 516, 989, 961 1, 500, 773, 387
Hapl oi d Number 13 (source: ancestor) 12
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: 7.8.@Q65

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: 36

Cont ami nati on notes:

O her observations: "The assenbly of Orosanga japonica (i hOroJapo4) is based on
23, 75X PacBi o data and 63,98X Arinma Hi -C data generated as part of the European
Ref erence Genonme Atlas (ERGA, https://ww. erga-biodiversity.eu/) via the Biodiversity
Genom cs Europe project (BGE, https://biodiversitygenonics.eu/). The assenbly process
i ncluded the followi ng steps: initial PacBio assenbly generation with Hifiasm
renoval of contam nant sequences using Context, renpval of hapl otypic duplications
usi ng purge_dups, and Hi -C based scaffolding with YaHS. In total, 22 contigs were
identified as contam nants (bacterial, archaeal, or viral), totaling 4.26 Mo (with
the | argest being 1.482 Md). Additionally, 587 regions totaling 58.428 Mo (wththe
| argest being 2.709 Mi) were identified as haplotypic duplications and renoved. The
m t ochondri al genone was assenbl ed usi ng OATK. During manual curation, 1 haplotypic
regi onswere renoved, totaling 0.172694My (with the |argest being 0.172694Md) .
Chr onpsomne-scal e scaffolds confirned by Hi -C data were nanmed in order of size. Based
on the long read coverage and H C signal, we identified the X chronmosone and tag it
accordi ngly.



Quality netrics table

Pre-curation Cur at ed
Metrics col | apsed col | apsed
Total bp 1, 501, 003, 442 | 1, 500, 773, 387
GC % 31.93 31.93
Gaps/ Gbp 203. 86 197. 9
Total gap bp 36, 700 38, 200
Scaf f ol ds 232 197
Scaffold N50 | 132, 285, 608 108, 566, 183
Scaf fol d L50 4 4
Scaffold L90 10 10
Contigs 518 494
Contig N50 11, 227, 296 11,191, 000
Contig L50 35 36
Contig L90 137 138
Qv 65. 6269 65. 6263
Krmer conpl . 88. 9303 88. 92
BUSCO si ng. 90. 6% 97. 0%
BUSCO dupl . 0. 9% 1. 0%
BUSCO fr ag. 6. 2% 0. 7%
BUSCO mi ss. 2. 2% 1.3%

War ni ng! BUSCO versions or |ineage datasets are not the sane across results:
BUSCO 5.8.2 (euk_genone_net, hem pt era_odbl12 (genones: 32, BUSCOs: 3396)
BUSCO 6.0.0 (euk_genone_nmin, hem pt era_odbl12 (genones: 32, BUSCOs: 3396)

met aeuk) / Lineage:
m niprot) / Lineage:



H C contact map of curated assenbly

col I apsed [ LI NK]


https://www.genoscope.cns.fr/lbgb/bge/ihOroJapo4_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

Dat a

Long reads

Arima

Cover age

23

63

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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