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TxI D 378980
ToLI D cbHomVand10
Speci es | Homal ot heci um mandoni i
Cl ass Bryopsi da
Or der Hypnal es
Genone Traits Expect ed Cbserved
Hapl oi d size (bp) 565, 007, 130 480, 497, 371
Hapl oi d Number 10 (source: ancestor) 10
Pl oi dy 1 (source: ancestor) 2
Sanpl e Sex Unknown Unknown

EBP netrics summary and curation notes

ot ai ned EBP quality metric for collapsed: 7.7.(58

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

nserved Ploidy is different from Expected

Krmer conpl eteness value is less than 90 for coll apsed
BUSCO si ngl e copy value is |less than 90% for col |l apsed
BUSCO duplicated value is nore than 5% for coll apsed
Assenbly length loss > 3% for coll apsed

Not 90% of assenbly in chronosones for coll apsed

Cur ator notes

I nterventions/Go: 20

Cont ami nati on notes:

O her observations: "The assenbly of Homal ot heci um mandonii (cbHomvand10) is based
on 242X PacBio data and 87X Arima H -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, renmpval of hapl otypic duplications
usi ng purge_dups, and Hi -G based scaffolding with YaHS. In total, 117,724 contigs
were identified as contami nants (bacterial, archaeal, or viral), totaling 5,525.781
M (with the [ argest being 12.259 Mo). Additionally, 689 regions totaling 15.958 M
(with the | argest being 0.086 My) were identified as hapl otypic duplications and
renoved. M tochondrial genome was assenbl ed using OATK. Finally, the primary assenbly
was anal yzed and manual |y i nproved using Pretext. During manual curation, 67



cont am nant sequences were renoved, totaling 38,600,562 pb (with the |argest being
7,115,672 pb). Chronpsone-scal e scaffolds confirned by H -C data were naned in order
of size. "



Quality netrics table

Pre-curation Cur at ed
Metrics col | apsed col | apsed
Total bp 519, 220, 046 480, 497, 371
GC % 40. 28 39. 58
Gaps/ Gbp 1, 222. 99 283. 04
Total gap bp 63, 500 13, 800
Scaf f ol ds 2,214 2,087
Scaf fold N50 36, 023, 647 36, 023, 647
Scaffol d L50 5 5
Scaffold L90 227 225
Conti gs 2, 849 2,223
Contig N50 16, 178, 403 17, 362, 882
Contig L50 10 9
Contig L90O 734 291
Qv 58. 7459 58. 8072
Kmer conpl . 12. 841 12. 8396
BUSCO si ng. 71. 6% 71. 7%
BUSCO dupl . 9.4% 9.2%
BUSCO fr ag. 4. 4% 4. 4%
BUSCO mi ss. 14. 6% 14. 7%

BUSCO 6.0.0 (euk_genone_nmin,

m niprot) / Lineage:

enbryophyta_odb12 (genones: 78, BUSCOs: 2026)




H C contact map of curated assenbly

col I apsed [ LI NK]


https://www.genoscope.cns.fr/lbgb/bge/cbHomMand10_hr.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

Long reads

Arima

Cover age

184

87

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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