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Tags: ATLASea[| NVALI D TAG

TxI D 1619589
ToLI D wpHar Frasl
Speci es | Har not hoe fraserthonsoni
Cl ass Pol ychaet a
Or der Phyl | odoci da
Genone Traits Expect ed Cbserved
Hapl oi d size (bp) 1,777,913, 986 1, 932, 930, 702
Hapl oi d Number 10 (source: ancestor) 19
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: 6.7. Q48

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

Cur ator notes

I nterventions/Go: 16

Cont ami nati on notes:

O her observations: "The assenbly of Harnmothoe fraserthonsoni (wpHarFrasl) is based
on 39X PacBio data and 158X Arima Hi -C data generated as part of the ATLASea
programe (https://ww. atl asea.fr). The assenbly process included the foll ow ng
steps: initial PacBiot+H C assenbly generation with H fiasm renoval of contam nant
sequences using Context, and Hi-C- based scaffolding with YaHS of each hapl otype. In
total, 119 contigs were identified as contam nants (bacterial, archaeal, or viral),
totaling 4.18 Mo (with the |argest being 0.346 My). Mtochondrial genome was
assenbl ed using CATK. Finally, Both hapl otypes were anal yzed and manual |y i nproved
using Pretext. During manual curation, 11 hapl otypic regions and 35 contani nant
sequences were renoved, totaling 11.495M and 2. 056Mb respectively (with the | argest
being 2.841My and 0.225Md). The teloneric pattern TTAGGG was identified with
Tel Fi nder and used to generate the Pretext Tel omeres tracks. Chronosone-scale
scaffolds confirmed 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 2, 133,482,091 | 1, 932, 930, 702
C % 42. 84 42.81
Gaps/ Gbp 187. 02 368. 35
Total gap bp 39, 900 84, 300
Scaf f ol ds 316 1,512
Scaf fol d N50 99, 211, 203 98, 078, 955
Scaf fol d L50 9 8
Scaffold L90 20 17
Conti gs 715 2,224
Contig N50 9, 469, 194 5, 756, 000
Contig L50 58 92
Contig L90 238 416
Qv 49. 1418 48. 4807
Krmer conpl . 75. 1551 68. 7112
BUSCO si ng. 87.3% 94. 9%
BUSCO dupl . 11. 7% 1.8%
BUSCO fr ag. 0.2% 2. 7%
BUSCO mi ss. 0. 7% 0. 6%

War ni ng! BUSCO versions or |ineage datasets are not the sane across results:
BUSCO 6.0.0 (euk_genone_nmin, | ophot rochozoa_odb12 (genones: 75, BUSCOs: 1252)
BUSCO 5.8.2 (euk_genone_nmin, | ophot rochozoa_odb12 (genones: 75, BUSCOs: 1252)

m niprot) / Lineage:
m niprot) / Lineage:



H C contact map of curated assenbly

col I apsed [ LI NK]


https://menippe.prd.os.cnrgh.fr/lbgb/assembly_review/ATLASea/wpHarFras1_hr.pretext.map

K-nmer spectra of curated assenbly
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Post - curation contam nati on screeni ng
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PETRA summary graph

1512 sequences | 1.93 Gbp | N50 98.08 Mbp | median 35X

(13 0X sequences have been hidden)

superkingdom
@ Eukaryota (234 seq, 1.86 Gbp)
O NJA (1278 seq, 77.53 Mbp)

Longest sequences

wpHarFras] 1-179.04 Mbp - 43.0% GC - 36X
Metazoa (kingdom)

wpHarFrasl 2 - 152.78 Mbp - 43.4% GC - 36X
Metazoa (kingdom)

wpHarfrasl 3 - 126.3 Mbp - 43.3% GC - 36X
Metazoa (kingdom)

WpHarFras] 4 - 121.82 Mbp - 42.9% GC - 35X
Metazoa (kingdom)

wpHarFras1_5 - 106,96 Mbp - 42.8% GC - 35X
Metazoa (kingdom)

Length
o 10kbp

0 300kbp

O 7mbp

O 200 Mbp

Assignment status

1 assigned (234) whokaryote veto (1)
insufficient support (338) * no protein evidence (935)
n0 consensus (2) unassigned (other) (2)

o 15% 2% 62%

hses

0 50 100

col | apsed. Bubble plot circles are scal ed by sequence | ength, positioned by coverage

and GC proportion, and col oured by taxonony. Hi stograns show tot al
di stribution on each axis.

assenbly | ength



Data profile

Dat a

Long reads

Arima

Cover age

43

174

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: 0.2.4

| _ key param NA
- PretextView

| _ver: 1.0.7

| _ key param NA

Submitter: Sophie Layac
Affiliation: Genoscope

Date and tinme: 2026-09-24 02:23: 05 CEST




