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Tags: ATLASea[| NVALI D TAG

TxI D 1443217
ToLI D ked aTal al. 1
Speci es | d andi ceps tal aboti
Cl ass Ent er opneust a
O der NA
Genone Traits Expect ed Cbserved
Hapl oi d size (bp) 513, 604, 706 590, 507, 926
Hapl oi d Number 4 (source: ancestor) 9
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: 6.7.Q57

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
Not 90% of assenbly in chronosones for coll apsed

Cur ator notes

I nterventions/Go: 102
Cont am nati on notes: "49 contigs were identified as bacterial sequences and

renoved, totaling 2.1 My, with the largest being 99 Kb "
O her observations: "A few nodifications were nade: 33 regions totaling 6.15 M
were tagged as haplotigs "



Quality netrics table

BUSCO 5. 4. 3 Li neage

Pre-curation Cur at ed
Metrics col | apsed col | apsed
Total bp 596, 685, 097 | 590, 507, 926
GC % 35.7 35.7
Gaps/ Gbp 254. 74 254. 02
Total gap bp 15, 200 17, 200
Scaf f ol ds 71 49
Scaf fold N50 25, 083, 287 25, 083, 287
Scaffol d L50 11 10
Scaffold L90 21 20
Conti gs 223 199
Contig N50 6, 057, 000 6, 057, 000
Contig L50 28 28
Contig L90 99 98
Qv 48. 5375 57.0432
Kmer conpl . 71.5043 71. 2741
BUSCO si ng. 97. 4% 97. 5%
BUSCO dupl . 0. 7% 0. 5%
BUSCO fr ag. 1.3% 1.3%
BUSCO mi ss. 0. 6% 0. 7%

met azoa_odb10 (genomnes: 65, BUSCGCs: 954)




H C contact map of curated assenbly

col I apsed [ LI NK]


https://menippe.prd.os.cnrgh.fr/lbgb/assembly_review/ATLASea/keGlaTala1.1.pretext.map

K-nmer spectra of curated assenbly

1.0 x 1071 k-mer
— read-only
— 1
— 2
7.5 x 10°- — 3
— 4
- >4
c
3 6
O 5.0 x 1071
o
2.5 x 10°1
0_
0 20 40 60 80

kmer_multiplicity

Distribution of k-ner counts per copy
nunbers found in asm

1.0 x 1071 k-mer

— read-only
— final_curated_assembly

7.5 % 10°1

5.0 x 10°1

Count

2.5 % 10°1

0 20 40 60 80
kmer_multiplicity

Di stribution of k-ner counts col oured by

their presence in reads/assenblies



Post - curation contam nati on screeni ng
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Data profile

Dat a PACBI O Hi fi

Arima (4-enz)

Cover age

62

69

Assenbl y pipeline

- 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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