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GenomeName SeqNumber ForAssembly
MH63-Test 13 L 0
Soybean_ref Jack_zjc 20 4 0
Soybean_hifiasm_czj 3096 L 1
Soybean_canu_czj 3901 & 1

mGenome—New Genome H{ESEE FH S5HEER
489 fastaSZi4.

4B =M H EFREX BUcontigiJia 4 /9
assemblySeqs, FLAE 1 assemblySeq{ENERSH]
intt—"assemblyCtg, FZpk—MEZAVIRNZERE.

Create a new collection

Upload

X, Click to upload

Option

Assign chromosome number based on sequence name Manual

assignment for sequences on unknown chromosomes is required after

uploading.

Split gapped sequences
Enable this genome to be reassembled with GPM
Enable this genome to be used as a reference

Description

Genome

Sequence
Sequence

Sequence
Sequence

oo (D

AssemblySeq

AssemblyCtg
AssemblyCtg

AssemblyCtg
AssemblyCtg
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Sequence

Aligment Engine
B & N

Alignments

Reference sequence

soybean_jack_czj v

NG9108_Isy ~ Vv Create a new assembly
NG9108-hifiasm-Isy

NG9108-hifiasmJ-syl

AutoCheck New Sequences:

NG9108-mecat2-Isy

NG9108-nextdenovo-lsy

NG9108-canu.lsy

NG9108_lsy-hifiasm

NG9108-wtdbg2-Isy

NG9108-flye-Isy

ef MHB3RS3-Isy

KMmice-whk v
soybean_cy 2 v
soybean_TNxAIP... v

WHK_KMmice_TT v

11 A

* Assembly Name :

» Reference Genome:

Extra Genome:

Description:

MH63-Test
Soybean_canu_czj
Soybean_nextdenovo_czj
NG9108-flye-lsy
NG9108-wtdbg2-lIsy
NG9108_lsy-hifiasm
Mice_ref GRCm39-1
YM33_5030_1A
soybean_jack_hyc_cy
soybean-TNxAIP2-hifiasm-hap1-cy
KMmice_whk_flye
KMmice_whk_flye
Jjack_ref

hap_jack_canu

o I

View Genome Msg

* Query Genome

TAIR_hifiasm

* Subject Genome

TAIR_10.1

* Engine

blast

Threads

16

Alignment Settings

Email a notificatic

A soybean jack czj ¥

NG9108-hifiasm-Isy

NG9108-hifiasm)-syl

NG9108-mecat2-Isy

NG9108-nextdenovo-lsy

NG9108-canu.lsy

Minimum Qverlap

1000 bp)

»

Edit this Assembly

embly Tools »

Copy this Assembly

Minimum Identity

Contig List [ Stats

Run Assembly / /
Alignment ti New Alignment

Assign Ctg To Chromosome

Delete

Load Alignment in Tabular

ctal

=

C
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& Assembly Tool

NG9108-hifiasm-Isy
Edit this Assembly
NG9108-hifiasmJ-syl
Copy this Assembly,
NG9108-mecat2-Isy Run Assembly
Alignment
NG9108-nextdenovo-lsy

NG9108-canu.lsy Delete

Assign Ctg To Chromosome

tigs)

ctr

BHE

Run Assembly

With All S

AssemblySeq

Alignment Coverage Perc

Alignn

[O)
m

Alignment Settings

End-to-End Merge

Minimum Overlap

Minimum |dentity

Auto-Orient Sequences: (@) Yes

w

Renumber Contigs: (@)
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assmeblyCtgA

v NG9108_hifiasm)_syl

Chromosome 1 (2 Contigs) - 2 Seqs 44,086,576bp

Chromosome 2 (1 Contigs) - 1 Seqs 36,499,651bp

Chromosome 3 (1 Contigs) - 1 Seqs 37,903,698bp
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assemblySeq 1

Assgin Ctg to Chromosome X
—_—

[ checcn [l Uncheck

y Please check ctgs for assigning chromosome number:

assemblySeq2 NN I
ctgl ct ctg3 ctgd ctg5 ctgb
ctg? ctg8 ctg9 ctg10 ctg11 ctg12 ° ?&ﬁ %)tl ){%R%E’\J
) T ctg13 ctg14 ctg15 ctgl16 ctgl17 — =
!3 M | | ctg18 ctg19 ctg20 ctg21 ctg22 Ctgng}J:z:tU O1597|_é@12"‘
1 g2 cg24 g25 tg26 g2 J: ’ Z:@_Lyﬂﬂu B;%If\ )\ij
ctg28 ctg29 ctg30 ctg31 ctg32 == kv
ctg33 ctg34 ctg35 ctg36 ctg37 HEEE'TE{EH% °
ctg3s ctg39 ctg40 ctgd1 ctg42 * T;E{’E: Assembl \
| ctg43 ctgd4 ctg45 ctg46 ctgd7 T00|S_Assg in Ctg to
\ ctg48 ctg49 ctg50 ctg51 ctg52 Chr
! ctg53 ctgh4 ctg55 ctg56 ctg57
! ctg58 ctg59 ctgb0 ctgb1 ctgb2
I ctgb3 ctgb4 ctgb5 ctgbb ctgb7
| ctgb8 ctgb9 ctg70 ctg71 ctg72
| - ctg/3 ctg/4 ctg/5 ctg/6 ctg/7
I ctg78 ctg79 ctg80 ctg81 ctg82
IS ctg83 ctg84 ctg85 ctg86 ctg87
ctg88 ctg89 ctg90 ctg91 ctg92

0 —

ctg85ctg10LLITRES TR e (K
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reference genome

assmeblyCtg

reference genome

assmeblyCtg

View Genome Msg: Chromosome 8 X

Alignment Length: 100 kb Pixel Unit: 5000 bp/pi... Companion Assembly: ~ None Color: .

Edit Contig

Filp Contig

Gap Filler
View Genome Msg: Chromosome 8 X Conmment

Alignment Length: 100 kb Pixel Unit: | 5000 bp/pi... Companion Assembly: =~ None Color: .
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SilAssembly Id
FEECompanion AssemblyRIBTEV I ANEIER View Sequence x
aEAEEET e

Companion Assembly:  TAIR_NextD...

Seq Name: contig_54

assmeblyCtgC
I

weee)

b T T T ] AssemblySeq Id: 97916 ="

other-assembly

Assembly: ctg10-NG9108

reference genome

main-assembly

assmeblyCtgA assmeblyCtgB
! ! GPM AssemblyCtg Editor:ctg7
assmeblyCtgC Ctg Id: 98047
]
other-assembly f h 5
romosome: 1

Hihctg1-Edit contig

reference genome

. Estimated Position: -1066666
main-assembly

Sequences:
assmeblyCtgA assmeblyCtgB 000112¢
Insert Sequence: | 97916 /
Options: Append to ctg7

Flip the selected contig

Cance‘ n
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reference genome

a
assmeblyCtgl [N s assmeblyCtg2
y-ig | Y-8
assmeblySeql  assmeblySeq2
combine
reference genome . e
b
assmeblyCtgl [ R
_—
assmeblySeql assmeblySeq2
! ! overlap removed
reference genome ...
C
assmeblyCtzl [N
|
assmeblySeql assmeblySeq2

Sequence _ X
Aligment Engine -
Alignments
Sequence
View Genome Msg X
Alignment Length: 100 kb Color: .

| T T T T T T T T
am

Filp Sequence
Hide/Show
Edit Sequence

Break Contig

Delete Seq '/

S  Alignment Checker 1

T
'
'
'
'
'
'
'
'
'
| Move Seq
'
'
'
'
'
'
'
'
'
|

View Details
I I I
3,500K
GPM AssemblyCtg Editor:ctg2 X
Sequence-1: 98095 /
Sequence-2: 97056 —
L
~
Minimum Qverlap: 1000 ) /
: Smart Redundancy Fiter

Minimum Identity

Alignment Settings:

99 |

Hide Alignment

Speedy Mode

Check End Match View A|Igﬂmer1t
Megablast

Move Seq

e it

Cancel B
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Vv Isy-nextdenovo

Contig List Stats Check New Sequences About

Chromosome 1 (1 Contigs) - 1Seqs 43,448,084bp
Ctg Pseudonmolecules

Chr Pseudonmolecules
ctg1
43,448,084 bp

Chromosome 2 (2 Contigs) - 2 Seqs 36,158,314bp download

ctgb ctg7
1,855,814 bp 34,302,500 bp
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1 Assembly(50) & Contig List [ Stats 3 Check New Sequences 2 About
GPM AssemblyCtg Editor:ctg70 X E—
Assignment Number of Contigs Length (bp) Component Seqs
CtgId: 98091 Chromosome 1 1 43,448,084 1
Chromosome 2 2 36,158,314 2
Chromosome: 4
Chromosome 3 2 37,602,934 2
. " r Chromosome 4 1 14,542,112 1
Estimated Position: 21622399
Chromosome 5 2 30,099,219 2
Sequences: Chromosome 6 6 12,392,977 6
ctgh
Chromosome 7 1 29,680,954 1
000156F Chromosome 8 2 22,001,615 2
Chromosome 9 4 22,889,243 4
Insert Sequence:
Options: Append to ctg70

Flip the selected contig
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