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TxI D 40151
ToLI D mvbnMbon2
Speci es | Monodon nobnocer 0s
Cl ass Manmal i a
Or der Arti odactyl a
Genone Traits Expect ed Cbserved
Hapl oi d size (bp) 34, 818, 102 2,341, 957, 608
Hapl oi d Number 18 (source: ancestor) 22
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: 7.8.QL8

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

Qv value is less than 40 for coll apsed
Krmer conpl eteness value is less than 90 for coll apsed

Cur ator notes

I nterventions/Go: 14

Cont ami nati on notes:

O her observations: "The assenbly of Mdnodon nmonoceros (mvbnhMn2) was generated as
part of the Vertebrate Genonmes Project (https://vertebrategenonesproject.org/).
Chronosonme 6 has hal f coverage, which nakes it a good candidate for being the X
chronosome, but no trace of a Y chronmpbsonme was found, even though the end of
chronosome X aligns with the Y chromosonme of Del phi nus del phis. However, the term nal
regi on of Chronosone 6 (118-125 M) has normal coverage compared to the rest of the
chronosome, which may indicate the PAR region



Quality netrics table

Pre-curation Cur at ed
Metrics col | apsed col | apsed
Total bp 2,341,938, 226 | 2,341, 957, 608
C % 41. 26 41. 26
Gaps/ Gbp 133. 65 137. 92
Total gap bp 31, 300 34, 300
Scaf f ol ds 100 91
Scaffol d N50 108, 465, 051 108, 465, 051
Scaf fol d L50 9 9
Scaffold L90 19 19
Contigs 413 414
Contig N50 22,031, 227 22,031, 227
Contig L50 36 36
Contig L90O 112 112
Qv 18. 1954 18. 1954
Krmer conpl . 32.9761 32.9761
BUSCO si ng. 91. 5% 91. 5%
BUSCO dupl . 1.2% 1.2%
BUSCO fr ag. 2. 0% 2.1%
BUSCO mi ss. 5.2% 5.2%

BUSCO 5.8.2 (euk_genone_|

met ,

met aeuk) / Lineage:

mamel i a_odb12

(genones: 77,

BUSCOs: 12277)



H C contact map of curated assenbly

col I apsed [ LI NK]


https://www.genoscope.cns.fr/lbgb/bge/mMonMon2_hr.pretext.map

K-nmer spectra of curated assenbly
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nunbers found in asm

1.0 x 10%1
k-mer
— read-only
— final_curated_assembly
7.5 x 10°1
€
5 5.0 x 101
=]
o
2.5 x 10°1
0
0.0 255 5.0 7.5 10.0

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

Long reads

Arima

Cover age

NA

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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