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TxI D 137764
ToLI D ur GsntHybr 1
Speci es | Gsnundea hybri da

Cl ass Fl ori deophyceae

O der Cer am al es
Genone Traits Expect ed Cbserved
Hapl oi d size (bp) 589, 987, 396 795, 532, 140
Hapl oi d Number 5 (source: ancestor) 28
Pl oi dy 4 (source: ancestor) 2
Sanpl e Sex Unknown Unknown

EBP netrics summary and curation notes

ot ai ned EBP quality metric for collapsed: 6.7. (43

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
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

Cur ator notes

I nterventions/Go: 438

Cont ami nati on notes:

O her observations: "The assenbly of Osmundea hybrida (urOsnHybrl) is based on 58X
PacBi o data and 69X Arima Hi -C data generated as part of the ATLASea programme
(https://ww. atl asea. fr). The assenbly process included the following steps: initial
PacBi o assenbly generation with H fiasm renmoval of contani nant sequences using
Context, reroval of hapl otypic duplications using purge_dups, and Hi-C- based
scaffolding with YaHS. In total, 567 contigs were identified as contani nants
(bacterial, archaeal, or viral), totaling 67.158 Mo (with the | argest being 4.832
Mo). Additionally, 3722 regions totaling 741.053 Mo (with the |argest being 5.167 M)
were identified as hapl otypic duplications and renmoved. The m tochondrial genone was
assenbl ed using CATK. Finally, the primary assenbly was anal yzed and manual | y
i mproved using Pretext. During manual curation, 139 hapl otypic regions, totaling



71.3Mo, (with the |argest being 2.23Md)). Chronpsone-scale scaffolds confirned by Hi -C
data were nanmed in order of size.



Quality netrics table

Pre-curation Cur at ed
Metrics col | apsed col | apsed
Total bp 894, 517, 855 795, 532, 140
GC % 43.16 43.19
Gaps/ Gbp 642. 8 688. 85
Total gap bp 57, 500 66, 100
Scaf f ol ds 364 161
Scaffol d N50 26, 657, 558 29,041, 477
Scaffol d L50 11 9
Scaffold L90 43 23
Conti gs 939 709
Contig N50 1, 766, 460 2,133, 222
Contig L50 165 117
Contig L90O 491 374
Qv 41. 9129 43. 2085
Kmer conpl . 85. 3553 84. 0204
BUSCO si ng. 61. 2% 69. 0%
BUSCO dupl . 13. 3% 5.5%
BUSCO fr ag. 7.1% 7.1%
BUSCO mi ss. 18. 4% 18. 4%

BUSCO 5. 4.3 (euk_genone_net,

met aeuk) / Lineage:

eukaryot a_odb10 (genones: 70,

BUSCOs: 255)



H C contact map of curated assenbly

col I apsed [ LI NK]


https://menippe.prd.os.cnrgh.fr/lbgb/assembly_review/ATLASea/urOsmHybr1_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

PACBI O Hifi

Arima

Cover age

58

116

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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