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TxI D 2890055
ToLI D ddAndSaus6
Speci es | Andr osace saussurei
C ass Magnol i opsi da
O der Eri cal es
Genone Traits Expect ed Cbserved
Hapl oi d size (bp) 469, 524, 587 788, 387, 943
Hapl oi d Number 10 (source: ancestor) 40
Pl oi dy 2 (source: ancestor) 2
Sanpl e Sex Unknown Unknown

EBP netrics summary and curation notes

ot ai ned EBP quality metr

ic for collapsed: 6.7.p1

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 oi d Number

is different from Expected

BUSCO si ngl e copy value is |less than 90% for col |l apsed
BUSCO duplicated value is nore than 5% for coll apsed

Cur ator notes

I nterventions/ Gb: 123
Cont am nati on notes:
O her observati ons:

"A few contam nant sequences,
"CGenome assenbly of Androsace saussur ei

nostly fungal and vira
This assenbly is

provi ded by the European Reference Genone Atlas (ERGA
https://ww. erga-bi odiversity.eu/) via the Biodiversity Genonics Europe project

htt ps://bi odi versitygenomni cs.eu/).
with 10 chronosones (Weiss (2021),
Andr osace maxi ma (Prinul aceae)
https://ww. zobodat . at/ pdf / NEIL_1 0177-0180. pdf).
chronosones (clearly 4 sets of 10 chronpsones based on the Hi -C nap),
tetraploid or an octoploid genonme for Androsace saussurei

genus,

tetraploid, it is unusua
paternal alleles, indicat
octoploid, it indicates near

cover age that

woul d require additional

Sever al

in Austria",

as the assenbl er
i ng high heterozygosity.

Her e,

reconstructed conpl ete naterna
In contrast,
honbzygosity. We can clearly see regions with higher

of
we reconstructed 40
If the genone is

and
if the genone is

may i ndi cate gene conversions between the honol ogous chronosones,

techni ques for conplete assenmbly. Tetrapl oi dy was al so

(BGE,

pl oi di es were observed in the Androsace
" Chr omosone nunber and ploidy | evel

suggesting a

whi ch



suggest ed by Snudgepl ot, and SNPs showed few variations, supporting the tetraploid
hypot hesi s. The twenty nost conplete chronpsones will be subnitted as the reference
hapl ot ype, and the other twenty as the alternate haplotype. "



Quality netrics table

Pre-curation Cur at ed
Metrics col | apsed col | apsed
Total bp 792,599, 937 | 788, 387, 943
GC % 32.99 32.99
Gaps/ Gbp 301. 54 360. 23
Total gap bp 23,900 37, 100
Scaf f ol ds 197 117
Scaf fold N50 23, 288, 581 20, 531, 085
Scaffol d L50 11 19
Scaffold L90 28 35
Conti gs 436 401
Contig N50 5,110, 328 5,004, 711
Contig L50 50 51
Contig L90O 167 167
Qv 51. 7172 51. 7137
Kmer conpl . 94. 9672 94. 8087
BUSCO si ng. 7.2% 7.1%
BUSCO dupl . 89. 2% 89. 4%
BUSCO fr ag. 1. 0% 1. 0%
BUSCO mi ss. 2.6% 2.5%

BUSCO 5. 4.3 (euk_genone_net,

met aeuk) / Lineage:

eudi cot s_odb10 (genones: 31, BUSCCs: 2326)




H C contact map of curated assenbly

col I apsed [ LI NK]


https://www.genoscope.cns.fr/lbgb/bge/ddAndSaus6_hr.pretext.map

K-nmer spectra of curated assenbly
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Post - curation contam nati on screeni ng
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Data profile

Dat a

PACBI O Hifi

Omi c

Cover age

97

44

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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