ERGA Assenbly Report

v24.04. 03 beta
Tags: ATLASea[| NVALI D TAG

TxI D 672921
ToLI D tnTubPol y1. 1
Speci es | Tubul anus pol ynor phus
d ass Pal aeonenert ea
O der Tubul ani f or nmes
Genone Traits Expect ed Cbserved
Hapl oi d size (bp) 281, 666, 767 267, 932, 892
Hapl oi d Number 2 (source: ancestor) 12
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: 6.7. Q48
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: 12
Cont am nati on notes: "No contam nation detected or renmoved after scaffol ding”

O her observations: "None"



Quality netrics table

BUSCO 5. 4. 3 Li neage

Pre-curation Cur at ed
Metrics col | apsed col | apsed
Total bp 267,933,645 | 267,932, 892
GC % 37.69 37.69
Gaps/ Gbp 149. 29 253. 79
Total gap bp 4, 000 9, 600
Scaf f ol ds 124 81
Scaf f ol d N50 16, 924, 479 24,873,478
Scaffol d L50 5 5
Scaffol d L90 12 11
Conti gs 164 149
Contig N50 9, 529, 141 9, 529, 141
Contig L50 11 11
Contig L90O 34 36
v 48. 7773 48. 8056
Kmer conpl . 81. 3228 81. 3225
BUSCO si ng. 97. 6% 97. 6%
BUSCO dupl . 0. 4% 0. 4%
BUSCO fr ag. 1.6% 1.6%
BUSCO mi ss. 0.4% 0.4%

eukaryota_odb10 (genones: 70, BUSCGCs: 255)




H C contact map of curated assenbly

col I apsed [ LI NK]


https://menippe.prd.os.cnrgh.fr/lbgb/assembly_review/ATLASea/tnTubPoly1.1_pretext_final.track.map

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

(45 0X contigs have been hidden)

MetaBAT binning
<cluster>_<cumul.length>_<assignation>_<superkingdom>

o Clust21_163140185_N/A_N/A_Eukaryota
Clust25_73034425_N/A_N/A_Eukaryota
Clust54_18761846_N/A_N/A_Eukaryota

o Clust20_10166374_N/A_N/A_Eukaryota

¢ Clust32_5627649_N/A_N/A_Eukaryota
other bins

NULL

Longest sequences (bp)
o 17434936 (Clust2)
A 15792462 (Clust21)

15553875 (Clust21)
+ 15225659 (Clust21)
B 13723212 (Clust21)

Length (bp)
O 50406

' 1.0e+07
. 1.5e+07

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

Cover age

36X

478X

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

- 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
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