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Tags: O her[I NVALI D TAG

TxI D 2803083
ToLI D sPot Mar1 h2
Speci es | Pot anpt rygon nari nae
Cl ass Chondri cht hyes
Or der Myl i obati f or nes
Genone Traits Expect ed Cbserved
Hapl oi d size (bp) 4,702,183, 164 4,218, 244, 870
Hapl oi d Number 33 (source: ancestor) 32
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 coll apsed: 7.8.Q63
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

Assenbly length loss > 3% for coll apsed

Cur ator notes

I nterventions/ Go: 67

Cont ami nati on notes:

O her observations: "The assenbly of Potanotrygon mari nae (sPot Marl) was generat ed
as part of the Vertebrate Genones Project (https://vertebrategenomesproject.org/).
Bot h hapl ot ypes were anal yzed and manual |y i nproved using Pretext.



Quality netrics table

Pre-curation Cur at ed
Metrics col | apsed col | apsed
Total bp 4,432, 826, 445 | 4, 218, 244,870
C % 41. 4 41. 36
Gaps/ Gbp 207. 54 248. 44
Total gap bp 184, 000 209, 600
Scaf f ol ds 967 50
Scaf fol d N50 137, 101, 827 192, 842, 538
Scaf fol d L50 11 10
Scaffol d L90 63 25
Conti gs 1, 887 1, 098
Contig N50 12, 387, 240 13, 340, 777
Contig L50 90 81
Contig L90 568 430
Qv 63. 6893 63. 9831
Krmer conpl . 93. 6111 92. 2768
BUSCO si ng. 91. 6%
BUSCO dupl . 1.9%
BUSCO fr ag. 1. 9%
BUSCO mi ss. 4. 6%

BUSCO 5.8.2 (euk_genone_nmin,

m niprot) / Lineage:

vertebrata_odbl2 (genones: 119,

BUSCOs: 3390)



H C contact map of curated assenbly

col I apsed [LINK]


https://www.genoscope.cns.fr/lbgb/bge/sPotMar1_h2_hr.pretext.map

K-nmer spectra of curated assenbly
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Di stribution of k-ner counts col oured by

their presence in reads/assenblies



Post - curation contam nati on screeni ng

1.5e+09-

ve

Oe+09-

J TAPAs summary Graph

0.0e+00- ——— - -
35 40 45 50

Cumulat
length (bp)

Length (bp)

superkingdom
100- o Eukaryota
0 o NA

Depth of coverage (X)
1=
=3
I
L J

0
O Longest sequences (bp)

i 0 O o sPotMarl_1- 307477225 (NJA)

A spotMarl 2 - 245976659 (N/A)

® sPotMarl_4 - 230370788 (N/A)

r + sPotMarl 5 - 216909117 (N/A)

8 sPotMarl_6 - 213200283 (N/A)

35 40 45 50 Q
GC (%) S
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

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

Submitter: Jean-Marc Aury
Affiliation: Genoscope

Date and tinme: 2025-07-30 12:27:17 CEST




