Filgeng

eeeeeeeeeeeeeeeeeeeeeeee

Genome Assemblies
TF—ADEIF

MW IRASHE S\ AAALD TANT 4D REB
(biosupport@filgen.jp)



[ZUSIC Filgeng

biosciences & nanosciences

SNP & Variation Suitel#fRS" ) LG EIRU . ZIBFENTERIIHE
5 ) LBEFNT—ADFASTATI7 A BLUA TSI TEIGF 7 /72327 5D
GTF (F@EGFF) J7AIHAETY,

CCCld. EnsemblPlants (http://plants.ensembl.org/) &DESUL.
lecme max v2.1 (Jul 2018) OFJLBINT—AEELRTFT /73327 —
g@ﬂf%ﬁ/f&%n) N




74050 >0-R

Dioscorea rotundata FASTAR FASTA#
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File [Toc-ls] Download Resources  Help
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Global Product Options
Current Project's Options
Proxy Settings...

View Project Log

Go To Node...

Manage Genome Assemblies

Manage Data Sou rcesl

£

v gll|efe

v B N

Manage Marker Maps

Run Python Script
Open Python Editor
Open Python Shell

New GenomeBrowse Window
Open Folder

Pre-Study Power Calculation
SNP Consensus and Concordance

Find Spreadsheet Node

Build Sample Collated Spreadsheet
Compare Variants Across Several Spreadsheets
Perform Meta-Analysis

ot ar Marge Several Spreadshosts

Ctrl+G
Ctrl+T
Ctrl+M

Ctrl+E
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Data Source Library
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Include Sub-Folders on

Export.. Ltilitieg Diowunload

1.

2.

+ - Locations 4 [ User Annotations G
[ | Browse ] Filter: * l(Hny type) v] IHomo sapiens (Human), GRCha? the v] Current Plot Data 4
[ & L ] Name . Type -

v (£ Local [] == 1kG Phase3 - CNVs and Large Variants 5b, GHI Interval 1

|- User Annotations B |||||||| 1kG Phase3 - Variant Frequencies 5a with Genotype Counts, GHI Variant 1
- Assessment Catalogs [} -= CIViC - Region Clinical Evidence Summaries 2019-04-01, WUSTL Interval
~ & Public Annotations [} |||||||| CIViC - Variant Clinical Evidence Summaries 2019-04-01, WUSTL Variant
B mbly B I|I||||| clinvar 2019-04-01, NCBI Variant
(B OV and Large Variants [ [l Clinvar Assessments 2019-04-01, NCBI Variant
and Large Varian
[ [jlflj Clinvar Haplotypes 2019-03-01, NCBI Variant
[ Genes and Reqgulation _
i [} @ Conservation Scores Exonic, GHI Value
D Microarray Probe Map-- [} -= COSMIC Cancer Gene Census, GHI Interval
[ Targeted Panels [l COSMIC Mutations 87, GHI Variant
[ Variation and Function | | ) B COSMIC Transcript Counts 87, GHI Interval -
» @ Secure Annotations 4 ! C
» @ Example Samples = Information shawing (38/74), 0 selected (0 bytes) | Clear
B yser Annotations I
Type Local 2
Url C:/Users/OzawalAppDatallocal/Golden Heli/Common DatafAnnotations

SNP & Variation SuiteZz#£&)L. XZ1—®NTools -> Manage Data Sourcesz/')Jv/

Data Source LibrarylE[E&LD. Convertz7)y’
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r Convert Source Wizard l‘_‘ﬂ‘ﬂ‘

Convert Data Source

Select Files:
(@ Define Input

'&ﬁ Glycine_max.Glycine_max_v2.1.dna.toplevel.fa.gz fdd
@ Scan Input —

_RE

@ Change Options LG

@ Convert

Select one or more files
to Convert.

Files must be of the
=zame tvpe to be
converted together.

Advanced Options

L

< Back Next >
y

3. @ Define InputEIE CAddZIUvIU. T74)L:EIREE TI71 )51 TZFASTA Files(C(3EEUIZSX T,

7 ) L\EEH T —ADFASTAT 71 )L &38R

4. NextzJUyJd3ET7AIVDAFV O NRIRESN DT, AT h%& T UleBNextz 7 vws
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[ convert Source Wizard

@ Define Input
@ Scan Input

@ Convert

Select an existing
genome assemblybuild
that matches vour data.

When converting a
reference sequence, vou
can also define a new
assembly using the
detected chromozome
(seement) in the source

Advanced Optiong

Convert Data Source

@ Change Options

Genome Assembly (Build) [<Create Mew> v]

Mew Gename Azzembly/Build
Species: Glycine max -
Gommaon Mame: Soybean Taxonomy I
Build Mame: Glycine_max_v2.1 » GenBank I
Build Date 2018-07-11 x Fefbeg Id: =
Detine Segments:

Use Source Renamed Segment Length Aliases Type Visibility i
18 dnachrae= 18 18 58018742 Autosome Always U
1 dnachrame= 1 1 56831624 Autosome Always

4 dnachrom: == 4 4 52389146 Autosome Always

16 dnachrae= 15 15 51756343 Autosome Always

10 dnachro=- 10 10 51566898 Autosome Always

6 dnachrom: == 6 6 51416486 Autosome Always

19 dnachro- 19 19 50746916 Autosome Always

9 dnachrom: = 9 E 50189764 Autosome Always

14 dnachraes 14 14 49042192 Autosome Always

2 drachrom: - 2 2 48577505 Autosome Always

20 dnachrass 20 20 47904181 Autosome Always

8 dnachrame= 8 8 47837940 Autosome Always

13 dnachro--- 13 13 45874162 Autosome Always

3 dnachrom: = 3 3 45779781 8 . Autosome Always 9 | 12
Rename segments by'I (#) dnal ¥} — ¥1 I Im‘ @

I < Back ] I Next > ] [ Gancel ]

b

MEBE(HU T, Genome AssemblyDEYDFEIBER " BuildEHR/AEE AT
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FASTAD7M JUCEFNBECH 22 R BAES(CRET D128, Rename segmentzl RegExp |EFETEU.
1DBDOANAR=RIZ[(*) dna(.*)]. 22BI(C¥1]1EA T

RenamedJ(—JLRT, BEIBRHREAES(CIEUHRESN TS, Set Segment to RenamedzJJy

JUT. REFSR%ZSegmentT/1—)L RCIREES
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[ Convert Source Wizard

)

Convert Data Source

. Mirror gettings from TSF file
(@ Define Input

Brawse Reset

Fields

Note: Chaneing the name of fields may break the ability of a
gource to be plotted as a specialized track tvpe.

@ Scan Input
. Source Definition
@ Change Options MName: Reference Sequence Glveine_max_v2.1, Ensembl
@ Convert Curated Date: 2019-04-17 5:34 PM -
Provide documentation CECEC 2 File=n. Inc
7 b eres Series Mame:  ReferenceSequence -
Wersion: 21
Description | Gredit | Motes | Meta |

Orient  Type Name

1 Locus Data

Filgen

biosciences & nanosciences
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[ Convert Source Wizard

Convert Data Source

@ Define Input
@ Scan Input
@ Change Options

@ Convert Ready to convert "Reference Sequence Glycine_max_v2.1, Ensembl"

{Advanced) Specify the

output fils path for the
converted fils.

HTML description of source:

Advanced Options

“You may also choose
specific fislds o index
0 they are searchable
through the .
S;"D”EB'DWSE locatian) * Input: Glycine_max.Glycine_max_v2.1.dna.toplevel.fa.gz
* Total size: 274M

* Number of Fields: 1

* Detected track type: Allele Sequence

* Assembly: Glycine_max_v2.1,Chromosome,Glycine max

* Coverage Computation: SequenceCoverage

Source fssembly

Gilycine max (Soybean), Glycine max v2.1 (7 201

Liftover variants tor

Don't liftover -

File Mame: ReferenceSequenceGlycine_max_ v2.1-Enzembl Glycine_max v 2.1 Glycine_max tef

8.

9.

10. Converth%& T UIz5Finishz ' ws

Path:

[] Add Path to Library

Advanced Options

<Back || Gomvert |[ Gancel

® Change OptionsEIH T, HE(CSUTT—IDFHIEHRZ A

@ ConvertBE T, J71 LA PRFLREZESAUIZE Convertz7Uw)
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Select Genome Assembly...

B IEN

Cireate Genome Azzembly

From Marker Mapped Spreadsheet .| |From Marker Map File...] [Download from Golden Helix

Gename Azzemblies

Species

Gallus gallus (Chicken)
Gallus gallus (Chicken)
Gallus gallus (Chicken)

Build &
ICGC4.0 (11 2011)

ICGCS (1 2016)

I1CGC2.1 (5 2006) 1

Glycine max (Soybean

Glycine_max_v2.1 (7 2018) | L

)
Glycine max (Soybean)
Glycine max (Soybean)
Glycine max (Soybean)
Glycine max (Soybean)

Gossvpium hirsutum (Cotton)

J1GI1.1 (12 2010)
WmB2.a2.v1 (1 2014)

biosciences & nanosciences

JGI1.0 (12

-
Add Data Sources
Glycine_ma

= | B ) |

AD1 (9 201 + -

q o Locations 4 - Uzer Annotations (2}
Uzer Genome Aesemblios Folder] ’ | Browse ] Filter: * { By vl Glyzine max (Sovbean), vl Current Plot Data 4
:OK ’ & i ] Name ) Type
) ] ’ P Project ] g %ﬂ Reference Sequence Glycine_max_v2.1, Ensembl Allele Sequence I
¥ [&5 Local

- User Annotations

Pl Assessment Catalogs
» & Public Annotations
» @ Secure Annotations

» &b Example Samples

1 | 1

k

w Inhformation

i User Annotations

Type Local

Url C:Users/OzawalAppDatal/LocaliGolden

Export... Utilities ¥ Dovnload Plot & Cloge Plot

showing (1/71), 0 selected (0 bytes) | Clear

L | »

11. Converth& 793¢, Genome Assembly CEERUIET ) LWRIBIRTERLI(TRD,
F/zData Source Library®User Annotations|(C. 1 >i—~Uies ) ARSI 3w Ih

REIND
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1.

2.

r
[F5 Convert Source Wizard

Convert Data Source

@ Define Input
@ Scan Input

@ Change Options
@ Convert

Select one ar more files
to Gonver t

Files must be of the
same type to be
converted together

Select Files:
—

I-W\I Glycine_max.Glycine_max_v2.1.43.gtf.gz I

NextzIUw I 23ET7AINDAF PO HNRIESNAD T AF v MR T UIEBNextz Iy,

Filgen
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FASTAL >—MERARIC. Convert Source WizardD@ Define InputiEHEH CAddZzIUvIL. T71 )&
IREIE TIPAIIATZGTF Files((3EEULSZXT. B F7 /73327 —FIDGTFI A )L 7Z#IR
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[3] Convert Source Wizard 3

Convert Data Source

@ Define Input Desired Plat Type: [(F\utomatica\ly Detect)
@ Scan Input Detected Plot Type: rﬁ'” Gene
Edit Output Fields:
@ Change Options
Use Input Name Type Orient ol
@i Gene Name Gene Name - Locus
YYou can rename, drop, Transcript Na---  Transcript Name - Locus
;;gfedgg edlchareslae CDS Start DS Start -(mt  ~|iocus
Mote that when data fails CEBSER) DS Stop M Locus £
tsopggifci::;rtc;::da ir\]tt?vvﬁl i Exon Starts Exon Starts A S
set as missing. Exon Stops Exon Stops - 5
Strand Strand - Locus A
Source Source - Locus
exon_id exon_id - Locus
exon_number  exon_rumber - Locus
gene_biotype gene_hiotype + |String w | Locus i
Preview: 1000 features read into preview (Read More)
Chr Start Stop Gene Mame  Transcript Name  CDS Start CDS Stop Exon Starts ol
1 2448 40082 GLYMA_18G0--- KRGS7315 2716 39647 2447,3738,38--- 2?|7|
2 18 47154 49570 GLYMA_18G0--- KRG97319 47470 48505 47153 49
3 18 47471 48505 GLYMA_18G0--- KRGO7316 47470 48505 47470 48
4 18 47471 48305 GLYMA_18G0--- KRGS7317 47470 48305 47470 48
5 18 47471 48505 GLYMA_18G0--- KRG97318 47470 48505 47470 48
6 18 520321 55023 GLYMA_18G0--- KRG97320 52162 55306 52030,52393,--- 52
7 18 58631 61226 GLYMA_18G0--- KRGS7321 58760 61129 58630,59535,-- 59
8 18 83396 88423 GLYMA_18G0--- KRGS7322 83980 88225 83395,87987 86
9 18 99110 101506 GLYMA_18G0--- KRG97323 99474 101151 99109,99870,--- 99
10 18 103443 105905 GLYMA_18G0--- KRGO7324 104066 105458 103442 10
11 18 106361 110715 GLYMA 18G0--- KRGS7325 106892 110289 106360,1077--- 10~
Advanced Options < ! | r

< Back “ Mext » ][ Gancel

3. AFrINMERTIBE. TPAIUTEENTVST — I —ILRRENTRRENDD T, REZHEERL T
Nextz ')y’
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Convert Source Wizard

Convert Data Source

@ Define Input

@ Scan Input

@ Change Options
@ Convert

Select an existing
genome assembly/build
that matches your data.

When converting a
reference sequence, you
can alzo define a new
azzembly uzing the
detected chromozome
(zegment) in the source.

fdvanced Options

Genome Azzembly (Build):
Build: Glycine_max_2.1)

1
(matched) Glycine max (Sovbean), Glycine_maz_ w21 (7 2018) I

romosomeGlcing max

Species: Glyzing max
Gommon Name: |Sovbean Taxonomy Id: e
Build Mame: Gilvcine_max_ w21 GienBank Id: Lo
Build Date 2018-07-01 Ret3eq Id 2
Source to Segment Mappine:
Use Source Renamed Segment Length Aliases Type Visibility |
18 18 18 58018742 Autosome Always -
1 1 1 56831624 Autosome Always
4 4 4 52389146 Autosome Always
15 15 15 51756343 Autosome Always
10 10 10 51566898 Autosome Always
6 6 6 51416486 Autosome Always
19 19 19 50746916 Autosome Always
9 9 9 50189764 Autosome Always
14 14 14 49042192 Autosome Always
2 2 2 48577505 Autosome Always
20 20 20 47904181 Autosome Always
8 8 8 47837940 Autosome Always
13 13 13 45874162 Autosome Always
3 3 3 45779781 Autosome Always a
Rename seements by: —_—

[ < Back ][ Next > ][ Gancel ]

Filgen

biosciences & nanosciences

4. SE(CFASTATFAILHSA > i— KU THULEGenome Assembly|&#kH. Genome Assembly (Build)
TEIRSNTVBILZ2MEERL T Nextz 7y
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Filgen

[F5d Convert Source Wizard

(B

Convert Data Source

@ Define Input

@ Scan Input

@ Change Options
@ Convert

Provide documentation
for this source.

Advanced Options

Mirror settines from TSF file

Bramse Reset

Fields

Note: Chaneing the name of fislds may bresk the ability of a

zource to be plotted as 5 specialized track type

Source Definition

Mame: Ensembl Genes, EnsemblPlant]

Gurated Date:  2019-04-15 11:25 AM -
Gurated By:  Filgen, Inc

Series Name:  EnsemblCenes -
Mersion: 2019-04-18

Description | Credit | Motes | Meta |

Orient
1 Locus
2
3 Locus
4
5 Locus
6 Locus
7 Locus
8

Type

Pl ——

Name

Gene Mame

-~

biosciences & nanosciences

=

|5l Convert Source Wizard

@ Define Input

@ Scan Input

® Change Options
@ Convert

(Advanced) Specity the

HTML description of source:

output file path for the
converted fils.

You may also choose
specific fields to index
s0 they are searchable
through the
GenomeBrowse location
bar.

Advanced Options

Convert Data Source

Ready to convert "Ensembl Genes, EnsemblPlant"

* Input: Glycine_max. Glycine_max_v2.1.43 gtf gz

* Total size: 14M

* Number of Fields: 16

¢ Detected track type: Gene

* Assembly: Glycine_max_v2.1,Chromosome,Glycine max

File Name: EnsemblGenes-EnsembFlant_2019-04-18 Glycine_max_v2.1_Glvcine_max tef

[7] Add Path ta Library

Field Indexing

String fields may be indexed to enable quick
lookups through the search bar

Gene Name
Transcript Name
[C] Strand

[[] Source

[[] exon_id

[[] exon_number

[] gene_biotype

[ gene_source

[ protein_id

[[] score

[[] transcript_biotype
[[] transcript_source

Source Assembly

Glycine max (Soybean), Glycine max w2.1 (7 201

Liftover variants to

Dan't liftover

[ «Back |[ convert || concel |

5. (@ Change OptionsEIHE T, E(SUTT —A05FlIEEREZ A

6. @ ConvertBEIHT. J7M1 I & MRFHEREZHESZUIZ4Z Convertz)' v/

7. Converth%& 7 UleBFinishz7Uw)

12
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Add Data Sources SRR

g - Locations 4 [ User Annotations G

[ [} Browsze ] Filter: *_ { By v] lGchine max (Soybean], C v] Current Plot Data 4
[ aui o : | Type 8. Converthf® T 93¢, Data Source Library
[ Fid Froject [ ity Genes_v3 Glycine_max_v2.1-Ensembl Gene H - S 42 ==

- E’ Local Eléﬁ Reference Sequence Glycine_max_v2.1, Ensembl Allele Sequence @USGI‘ An nOtatlonS(L N ,r//-k FUEE{E?

|- User Annotations }7}7—__:/3\/ hawab“ﬁﬁéné

Bl Assessment Catalogs 5 m

D
» & Public Annotations

_ w Information showing (2/72), 0 selected (0 bytes) | Clear 9 . 'j"/bﬂagu FiW’]&:iﬁ‘f??/j—'—‘}H\/ |\5“J0
: ﬁ ZXE:::::Z::F:SS i User Annotations @ﬁﬁtﬁi@tp(:’r\/ﬂ%— Féntb\ﬂ(i‘\ ﬁﬁ |\
- o 90T ) WIS —(CRRNTED

Url C:/Users/OzawalAppDatalLocal/Golden

Lm] »

=

Export.. Ltilities Download Flot & Cloze Elot

{.qp Plot -*- @) - 1 26,648,308 - 26,648,407 E] = @ Q [Blyine max (Soybean), Glycine_max w21 (7 2018) - ®
Plot Tree &2 x

v Reference uence Glycine_max_ - [

!éﬁ Sea 4 - - 4 1: 26.648419 1: 26,648,439 1: 26,648,459

1l Genes_v3 Glydine_max_v2.1-Ense-- I . L . . !

Reference Sequence Glycine_max_v2.1, Ensembl
GJAIGIG

Console g X Genes_v3 Glycine_max_v2.1-Ensembl
1 History n

2 = i

KRHT75488

Chr1: 26,648,109 - 26,654,378
Gene Name ?
LELEETIE N KRHT75488
Strand Forward

Coding yes

13
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Filgen

1.

-
Data Source Library

Lo | E ]|

+ - Locations

1

[ ) Browse

)

[ @ Ll

)

* [ Local

Pl User Annotations
Pl Assessment Catalogs
« @ Public Annotations
[ Assembly
[ cnv and Large Variants
[ Genes and Regulation
[ Microarray Probe Mappings
[ Targeted Panels
[ variation and Function
4 @ Secure Annotations
» @ Example Samples

Bl User Annotations (2%
Filter: * {Ary type) vl Homa sapiens (Human), GRCh37 (he 1! vl Gurrent Plot Data 4
Name : Type Size *
(=] -= 1kG Phase3 - CNVs and Large Variants 5b, GHI Interval 2.2
[ [llll kG Phase3 - Variant Frequencies Sa with Genotype Counts, GHI Variant 31
= -= CIViC - Region Clinical Evidence Summaries 2019-04-01, WUSTL Interval 264
[} |||||||| CIViC - Variant Clinical Evidence Summaries 2019-04-01, WUSTL Variant 288
= (lllly Clinvar 2018-04-01, NCBI Variant 25M
[l Clinvar Assessments 2019-04-01, NCBI Variant 34
= illly Clinvar Haplotypes 2019-03-01, NCBI Variant 192
(& m Conservation Scores Exonic, GHI Value 1.4
] -= COSMIC Cancer Gene Census, GHI Interval 152
=l COSMIC Mutations 87, GHI Variant 141 _
o | r
w Thfarmation chowing (83472, 1 selected (0 bytes) | Clear
-
B y<er Annotations F
Local
C:Users/OzawalAppDatallocal/Golden Heli'Common DatafAnnotations
Mn b
Dovnload ’ Cloze ] [ Help ]

Export... Utilities «
Col

nvert GFF Files to Annotation Track I
Convert NCBI GFF Files to Annotation Track

Data Source LibraryEHE LD, Utilities -> Convert GFF Files to Annotation Trackz%Uw%

biosciences & nanosciences

14
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Filgen
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F B
[F5i GFF Conversion m

il R
[ GFF Conversion (L2
| Basic | Advanced |

fnnotation Track Mame: Ensembl Genes, EnzemblPlant|
Curated Date: 2019-4-14
Ciurated By: Fileen, Inc
Series Mame: Ensembl Genes
Wersion: 2019-04-1%
Species:
I Glycine max {Soybean), Glycine_man 2.1 (7 2018) I -
Thput fileslz): Add Files
I Glycine_max.Glycine_max_v2.1.43.gff3.gz I Add Directory
Ciotivert ] [ Cancel ] [ Help

| Basic Advanced

[ Override “Gene Mame” atribute: Gietie Mame

] Owerride " Transcript Mame” attribute: Transcript Mame

[7] Exclude attribute(s): 10 Parent

[ Include attributels):

Tranzcript features defined at: I ) GEME @ MRMA I
[ Correert ] [ Cancel ] ’ Help

[Species: |(CT. FEICFASTAT7AILHSA > ik— MU THELzGenome AssemblyZiEiRU. [Input
files(s): IICGFFI7A )L, E5(CHE(IEU TT - DsF Ml EHRZ A S

Ensemblt®Phytozome (https://phytozome.jgi.doe.gov/pz/)&DA7>0—RUIEGFF3J71 LMD
i5&. Advanced¥J DI Transcript features defined at: ITIMRNA |%ZiZRU. Convertz/' v/

15
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. Y
Add Data Sources b .

+ = Locations 4 [ User Annotations o
[ [ Browse ] Filter: * { sy vl [Glycine mazx (Sovbean), Glycine vl Current Plat Data 4
[ & Ll ] Mame : Type Size
[ Fi Project 1|71 |1 Ensembl Genes, EnsemblPlant | Gene 7.1M
- D Local B [l |'|“"|| Genes_v3 Glycine_max_v2.1-Ensembl Gene 7.1M
|- User Annotations | = %ﬁ Reference Sequence Glycine_max_v2.1, Ensembl Allele Sequence 274M
Bl Assessment Catalogs

+ @ Public Annotations
[ ) Assembly
[ CNV and Large Variants 3
[ Genes and Regulation ol I | k
D Microarray Probe Mappings w Information showing (373, 0 selected (0 bytes) | Clear
(5 Targeted Fanels L User Annotations f
[ Vvariation and Function 3

2 @ Secure Annctaticns | Local
r 4 Example Samples = 9:.-'ll.ls”ers.u'('_?zﬁwa.-'.-ﬁ.ppData.-'Local.-'GaIden Helix'Common i

Export... Utilities * Dovenload Flot & Close Flot

4. Converth%& 793, Data Source Library®User Annotations(c. 4 >R—NUSBEF7/)T—23>
NWIHMRFENS
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TEL: 052-624-4388 (9:00~18: 00)
FAX: 052-624-4389
E-mail: biosupport@filgen.jp
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