ERGA Assenbly Report

v24.10. 15
Tags: ATLASea[| NVALI D TAG

TxI D 1920007
ToLI D xbDonVari 1.1
Speci es | Donax vari egat us

Cl ass Bi val vi a
O der Cardii da
Genone Traits Expect ed Cbserved
Hapl oi d size (bp) 1, 586, 383, 048 1, 635, 800, 218
Hapl oi d Number 26 (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 nmetric for collapsed: 7.7.Q67
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: 9
Cont am nati on notes: "82 bacterian contigs renoved after assenbly "

O her observati ons:



Quality netrics table

Pre-curation Cur at ed
Metrics col | apsed col | apsed
Total bp 1, 643,562,596 | 1, 635, 800, 218
GC % 35.01 35.01
Gaps/ Gbp 16. 43 22.01
Total gap bp 2,700 4, 600
Scaf f ol ds 431 420
Scaf fol d N50 86, 499, 100 86, 499, 100
Scaf fol d L50 9 9
Scaffold L90 19 18
Contigs 458 456
Contig N50 39, 658, 000 39, 597, 000
Contig L50 14 15
Contig L90 36 37
Qv 48. 9088 67.5913
Krmer conpl . 61. 4815 61. 7099
BUSCO si ng. 96. 1% 96. 1%
BUSCO dupl . 0. 0% 0. 0%
BUSCO fr ag. 1.2% 1. 2%
BUSCO mi ss. 2. 7% 2. 7%

BUSCO 5.4.3 (euk_genone_|

met ,

met aeuk) / Lineage:

eukaryota_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/xbDonVari1.1.pretext.map

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

U2 le+09-
>Q
=8
B
35
£ 05e+08-
3§
. h
TAPAs summary Grap
0e+00- —
40 50 60
%
10000+ 10000-
0
- 0
0 Length (bp)
1000+ v 1000- O 25e407
O 5.0e+07
~ I 0
X el O 15e+07
5 0
g 0 106408
¢ :
0
S 10 100-
5 _ superkingdom
£ o Eukaryot:
5 o ukaryota
8 o NA
Longest sequences (bp)
10+ 0 10- o SUPER_1- 124174828 (Eukaryota)
r 0
A SUPER_2- 112797249 (Eukaryota)
r ® SUPER_3- 111984658 (Eukaryota)
+ SUPER 4 - 106308927 (Eukaryota)
8 SUPER 5 - 91776060 (Eukaryota)
1= 0 1
4 50 0 S e 9
GC(O/) )(0 XQ )(Q )(Q
0 ¢ ¢ & ¢
[\ 9 Y '
Cumulative
length (bp)

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

72

28

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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