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TxI D 412090
ToLI D nPi pHanl
Speci es | Pi pi strel | us hanaki
Cl ass Manmal i a
Or der Chiroptera
Genone Traits Expect ed Cbserved
Hapl oi d size (bp) 1, 711, 701, 524 1,892, 181, 625
Hapl oi d Number 22 (source: ancestor) 23
Pl oi dy 2 (source: ancestor)
Sanpl e Sex Unknown Y

EBP netrics summary and curation notes

ot ai ned EBP quality metric for collapsed: 7.7.Q9

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
nserved sex is different from Sanpl e sex

Cur ator notes

I nterventions/ Gb: 50

Cont ami nati on notes: ""
O her observations: "A msassenbled 56 kb scaffold corresponding to mtochondria

was del eted and a new mtochondrial sequence was added.



Quality netrics table

Pre-curation Cur at ed
Metrics col | apsed col | apsed
Total bp 1,912, 253, 451 | 1, 892, 181, 625
C % 42.55 42.55
Gaps/ Gbp 149. 04 161. 72
Total gap bp 28, 500 34, 100
Scaf f ol ds 167 141
Scaf fol d N50 91, 412,170 89, 115, 682
Scaf fol d L50 7 7
Scaffold L90 18 18
Contigs 452 447
Contig N50 45, 232, 785 48, 700, 701
Contig L50 16 16
Contig L90 70 69
Qv 59. 4962 59. 4872
Kner conpl . 94. 9997 94. 6588
BUSCO si ng. 93. 6% 92. 7%
BUSCO dupl . 1. 7% 1.6%
BUSCO fr ag. 0.5% 0. 5%
BUSCO mi ss. 4. 2% 5.2%

BUSCO 5. 4.3 (euk_genone_net,

met aeuk) / Lineage:

| aurasi at heri a_odb10 (genones: 52,

BUSCOs: 12234)



H C contact map of curated assenbly

col I apsed [ LI NK]


https://www.genoscope.cns.fr/lbgb/bge/mPipHan1_hr.pretext.map

K-nmer spectra of curated assenbly
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Post - curation contam nati on screeni ng
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col | apsed. Bubble plot circles are scal ed by sequence | ength, positioned by coverage
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TAPAs summary Graph

Longest sequences (bp)
¢ SUPER_1- 210776044 (Eukaryota)
A SUPER_2 - 200298861 (Eukaryota)
® SUPER_3 - 189558047 (Eukaryota)
+ SUPER 4 - 103029890 (Eukaryota)

B X-102996988 (Eukaryota)

superkingdom
o Eukaryota
o NA

Length (bp)
O 5.0e+07
O 106408

O 1.5e+08
O 2.0e+08

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

36

19

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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