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# Metadata
Sample metadata have been reviewed and approved by Christian
de Guttry (Swiss Institute of Bioinformatics - SIB) as meeting

the mandatory requirements of the ERGA manifest v2.5.

ENA: https://www.ebi.ac.uk/ena/browser/view/SAMEA114392512

# Genome Assembly

The genome assembly was reviewed and approved as meeting Earth
BioGenome Project (EBP) criteria by Diego De Panis
(Leibniz-Institut flir Zoo- und Wildtierforschung), and the
process supervised by Tom Brown (Leibniz-Institut fir Zoo- und
Wildtierforschung) .

EAR: https://github.com/ERGA-consortium/EARs/pull /46



https://www.ebi.ac.uk/ena/browser/view/SAMEA114392512
https://github.com/ERGA-consortium/EARs/pull/46

ERGA Assenbly Report

v24.04. 03 beta
Tags: ERGA-Satellite

TxI D 252529
ToLI D ddGi t Col o1
Species |G trullus col ocynthis
C ass Magnol i opsi da
O der Cucurbital es
Genone Traits Expect ed Cbserved
Hapl oi d size (bp) 346, 730, 326 366, 112, 299
Hapl oi d Number 12 (source: direct) 11
Pl oi dy 2 (source: ancestor) 2
Sanpl e Sex NA NA

EBP netrics summary and curation notes

ot ai ned EBP quality metric for hapl: 7.7.Q67
ot ai ned EBP quality metric for hap2: 7.7.Q66

The following netrics were automatically flagged as bel ow EBP reconmended st andards
or different from expected:
. Cbserved Hapl oid Nunber is different from Expected

Cur ator notes

I nterventions/Gd: None
. Contami nation notes: "Renpbved a 43kbp contam nant contig from hapl assenbly."

. Ot her observations: "True haploid nunber is 11."



Quality netrics table

Pre-curation | Pre-curation Cur at ed Cur at ed
Metrics hapl hap2 hapl hap2
Total bp 366, 111, 899 356, 939, 597 | 366, 112, 299 | 356, 935, 950
GC % 33.6 33. 64 33.6 33. 64
Gaps/ Gbp 0 0 5. 46 25.21
Total gap bp 0 0 400 1, 800
Scaf f ol ds 88 95 86 88
Scaffol d N50 30, 853, 444 29, 357,918 31, 341, 397 30, 674, 282
Scaffol d L50 6 6 6 6
Scaffold L90 11 14 10 10
Conti gs 88 95 88 97
Contig N50 30, 853, 444 29, 357,918 30, 853, 444 29, 345, 706
Contig L50 6 6 6 6
Contig L90O 11 14 11 14
Qv 67.0945 66. 9325 67.0945 66. 9325
Kmer conpl . 99. 7458 97. 7577 99. 7458 97. 7577
BUSCO si ng. 95. 7% 94. 5% 95. 7% 94. 5%
BUSCO dupl . 1. 0% 1.2% 1. 0% 1.2%
BUSCO fr ag. 0. 5% 0. 6% 0. 6% 0. 6%
BUSCO mi ss. 2. 8% 3. 7% 2. 7% 3. 7%

BUSCO 3. 0. 2 Lineage

eudi cot yl edons_odb10 (genones: 31, BUSCOCs: 2326)




H C contact map of curated assenbly

hapl [ LI NK]



https://biosaline-my.sharepoint.com/:f:/g/personal/a_gkanogiannis_biosaline_org_ae/EqxvxTOiL7BItzqPdPudHEwBCXs0wI8CrVtEDFW7uE7yPg?e=MbB85Z
https://biosaline-my.sharepoint.com/:f:/g/personal/a_gkanogiannis_biosaline_org_ae/EqxvxTOiL7BItzqPdPudHEwBCXs0wI8CrVtEDFW7uE7yPg?e=MbB85Z

K-nmer spectra of curated assenbly
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Post - curation contam nati on screeni ng
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Data profile
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Assenbl y pi peline

- Hfiasm

| _ ver: 0.18.9-r527

| _ key param NA

Curation pipeline

- YaHS
| _ver: 1.2a.1

| _ key param NA
- JBAT

| _ ver: 2.20.00
| _ key param NA

Submitter: Anestis Gkanogi annis

Affiliation: |International

Center for Biosaline Agriculture (ICBA)
Date and tine: 2024-07-04 14:03:42 CEST




