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USDA

SoyBase and the Soybean Breeder's Toolbox

Integrating Genetics and Molecular Biology for Soybean Researchers

Sign Up Here To Receive SoyBase Update Emails

SoyBase Toolbox

SoyBase Search HELP Advanced Search—|

I I Search |

Examples: BARC-013845-01256 Satt531
Qil Glyma12g10780

Download SoyBean Data

SoyBean Data Download Page

Select OQutput Format Select BLAST
NCEBI BLAST report v | blastn +|
Enter sequence below in FASTA format.

Or load it from disk | Browse... | No file selected.
Or load an Example Sequence.

Search | Clear Sequence

SoyBean Breeder's Toolbox Quick Jump HELP
Genetic Map Genome Sequence
Viewer -OR- Viewer
Linkage Group Chromosome

-SELECT- | -SELECT- |

SoyCyc Search HELP

| Search |
Examples: inosine ethanol gibberellin

Site Map
View SoyBase Site Map
SoyBase Tutorials

Browse SoyBase Tutorials

SoyBase Home Help & Tutorials Genetic Map Sequence Map Expression Mutants Tools Communi

Take our quick six question survey today.

Read about the new genome nomenclature.

Quick Wm82 Genome BLAST HELP Full BLAST—

SoyBase News

Gene name correspondence lookup tool August 28 2014

SoyBase has added a tool to convert gene names between
Glyma.Wmé&2.a1.v1.1 (genome assembly 1 annotation version 1.1) and
Glyma.Wmg2.a2.v1{genome assembly 2 annotation version 1). It can be
accessed from the Ge...

‘Read Maore

Upcoming Meetings
Soybean Breeders Workshop Date: 2-16-2015 TO 2-18-2015
*Read More

World Soybean Research Conference 10
-Read More Date: 9-10-2017 TO 9-16-2017

Advanced Metabolism Search—

View Meeting Archive...
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SoyBase and the Soybean Breeder's Toolbox

Integrating Genetics and Molecular Biology for Soybean Researchers

SoyBase Home Help & Tutorials Maps Expression Mutants Tools Communi Site Map

Table of Contents

« SoyBase Home Page and Toolbox
» Genetic and Physical Map Resources

» Sequence Map Resources

« Anaylsis Tools
Community Resources
SoySeq Expression Atlas
Mutant Populations
Download SoyBase Data
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Genetic and Physical Map Resources

ncluding molecular markers (RFLPs
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Video Tutorials: Using SoyBase and Community How-Tos

Integrating Genetics and Molecular Biology for Soybean Researchers

JJSoyBase and the Soybean Breeder's Toolbox

SoyBase Home Help & Tutorials Genetic Map  Sequence Map Expression Mutants Tools Communi

YouTube and MP4 Tutorals

Table of Contents

Clicking on the table of contents below will take you to the YouTube and MP4 links. Click the title to view a YouTube video
or click the "MP4" to download an MP4 version of the YouTube video. Mousing over the title will produce a thumbnail of the
video and an expanded description.

« SoyBase Tutorials
o SoyBase Genetic Map Tutorials
o SoyBase Sequence Map Tutorials
o SoyBase Database Searching Tutorials

« YouTube Videos of Note
o Soybean Growth and Development Videos
o Soybean Disease Videos
o Soybean Pest Videos
o Methods and Protocol Videos
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SoyBase Genetic Map Tutorials

« How to zoom into a region on the genetic map
(3:10, 118 Mb MP4)

« How to flip genetic maps to resalve corresponding marker positions
(1:44, 57 Mb MP4)

« Turning QTL classes offlon
(3:08, 78 Mb MP4)

« Removing and adding genetic maps
(4:27, 115 Mb MP4)

« How to quickly bring up a genetic or sequence map at SoyBase
(1:18, 28 Mb MP4)

« How do | find markers on a genetic map that are not visible
(2:00, 57 Mb MP4)

« How do | compare the genetic marker order to the sequence marker order
(3:45, 113 Mb MP4)

SoyBase Sequence Map Tutorials

« How to move tracks in the SoyBase sequence viewer
(0:56, 31 Mb MP4)
« How to find information on tracks in the SoyBase sequence viewer
(2:01, 35 Mb MP4)
« Modifying tracks on the SoyBase sequence viewer
(1:12, 41 Mb MP4)
« Zooming into a region on the SoyBase sequence map
(2:04, 44 Mb MP4)
« How to visualize the approximate genetic pasition of a gene call on the genetic map
(2:19, 62 Mb MP4)

SoyBase Searching Tutorials

« How to do a quick BLAST against the soybean genome sequence
(1:45, 46 Mb MP4)
« Advanced BLAST analysis at SoyBase
(4:07, 95 Mb MP4)
« How to perform a quick search of SoyBase
(3:17, 79 Mb MP4)
« How to perform a SoyCyc quick search
(2:01, 44 Mb MP4)
« How to quickly get a list of all loci at SoyBase
(2:10, 80 Mb MP4)
« How do | get a list of all QTL in SoyBase
(3:08, 79 Mb MP4)
« How to search the Fast Neutron Mutant collection using a trait value
(1:51, 44 Mb MP4)
« Explanation of a Fast Neutron search report
(4:07, 120 Mb MP4)
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YouTube Videos of Note

Soybean Growth and Development Videos

« Soybean Full Seed (R6) Growth Stage

= Soybean Stages, Development, and Management

« Understanding Soybean Emergence

Soybean Emergence and Germination Common Issues
Soybean Yellowing at V2 growth

R5 Soybean Hail Damage

R4 Soybean Hail Damage

Later Season Soybean Growth Stages

Potassium Deficiency in Soybean

Potassium Deficient Corn and Soybean During Drought
Determining Soybean Growth Stages - Tennessee Soybeans
Early Drought Stress on Timely Planted Soybean

Row spacing effect on yeild

Planting date and water stress effect on soybean

Soybean Pest Videos

Scouting Soybean Aphids in Wisconsin

Soybean Aphid Natural Enemies

Soybean Aphid Speed Scouting -- How To

When to Speed Scout for soybean aphids

Spider Mites in Soybean

Soybean Insect Pest Management - Japanese Beetle and Soybean Aphid
Soybean Cyst Nematode Identification and Management
Soybean Cyst Nematode Fertilization

Japanese beetle management in corn and soybean
Soybean Cyst Nematode infestation management
Scouting for Soybean Cyst Nematode Infestation
Sampling soil for Soybean Cyst Nematode Infestation

Soybean Disease Videos

Identifying Common Soybean Diseases

Sudden death syndrome of soybean

White Mold in Soybean

Soybean Leaf Diseases

Uncovering the root of soybean cyst nematode resistance

Soybean Vein Necrosis Virus Research at IPFW

Soybean Vein Necrosis Virus

Soybean Vein Necrosis Disease (SVND)

Soybean rust monitoring cuts SC farm losses

Soybean Diseases Management and Fungicide Application Recommendations

Methods and Protocol Videos

« Estimating Soybean Yields - Simplified
« How to Take a Soybean Leaf Sample
« How to pollenate soybean

« How to use a two row harvester
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SoyBase Toolbox

SoyBase Search HELP

Examples:

Download SoyBean Data

an Data Download

Quick Wm82 Genome BLAST HELP Full BLAST—

Select Qutput Format Select BLAST

NCEI BLAST report blasthn -

Enter seguence below in FASTA format.

Or load it fr
Or load an

Search | C

SoyBean Breeder's Toolbox Quick Jump HELP
Genetic Map Genome Sequence

er -OR- A r
Linkage Group

-SELECT- -

SoyCyc Search HELP

Chromosome

-SELECT- -

Examples: ett
Site Map
Site Map
SoyBase Tutorials

e Tutorials

Advanced Search—

Advanced Metabolism Search—|

Sear ch all of SoyBase for a specif citem or ageneral term. All
itemsrelated to search term will bereturned.

Toolsfor extracting and downloading all or subsets of the data
in SoyBase.

BLAST sequence similarity search against the Wm82.a2
genome sequence. The Full BLAST link allows sequence
similarity searches against more than 30 selected subsets of
soybean sequences.

Jump directly to viewer for a specif ¢ Linkage Group (genetic
map) or Chromosome (genome sequence).

Sear ch the SoyBase SoyCyc metabolism database.

Comprehensive overview of the data, map and sequence
browsers, and analysis and reporting tools at SoyBase.

Short video tutorials on using SoyBase.
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Integrating Genetics and Molecular Biology for Soybean Researchers

7 J SoyBase and the Soybean Breeder's Toolbox

SoyBase Home Help & Tutorials Genetic Map Sequence Map Expression Mutants Tools Communi
Sign Up Hs

Genetic Maps

Compare Genetic Order & Sequence Order
Sequence Map Viewer

Lists of Genetic Map Objects

SoyBase puc gased Physical Maps Take our quick six question survey today.

Soybean Nomenclature Rules

e LY Search all of SoyBase Read about the new genome nomenclature.

Download Genetic Data
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Many QTL were identified only by ANOVA associations at the marker loci. In these cases the QTL in SoyBase was defined to be 2 ¢M wide centered on the linked marker.

NOTE: this means the gene(s) conditioning the QTL are very likely not contained in the 2 cM QTL region but are only known to be genetically linked to the marker and conversely, genes covered only by a 2 cM QTL are likely not
responsible for the QTL.

Please contact the The SoyBase Staff with any questions.
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Parent 1: Charleston

Parent 2: Dongnong 594
Population size: 154
Num loci tested: 164

Interval length: 13.88
Interval LOD score: 2.98
Percent Variation Explained: 7.71
Trait name: Seed weight

Controlled vocabulary terms associated with the QTL
Source Accession Number
Plant Trait Ontology TO:0000181 &
Plant Ontology PO:0009010

Other related QTL's
Seed weight 25-1
Seed weight 25-3
Seed weight 25-4
Seed weight 25-5
Seed weight 25-6
Seed weight 25-7
Seed weight 25-8

Other names for the QTL
Qsswph 6
Sd wt 25-2

References for the QTL

Chen et al. 2007 QTL Analysis of Major Agronomic Traits in Soybean
Ag. Sci. in China 2007, 6(4):399-405

Loci positively associated with the QTL
Satt197 LOD_score 2.98

Satt197 Parent_2 22.4¢g

Satt197 Parent_1 156 g

Satt197 Additive_effect 0.85

Maps containing Seed weight 25-2
Map LG Start End
GmComposite2003_B1 B1 32.50 46.38 See this QTL region in Sequence Browser

Population types used in identification of the QTL
F2:10 RIL

Parent trait values associated with the QTL
Parent Trait

Charleston None given
Dongnong 594 None given

Other QTLs studied
Branching

Leaf Length

Leaf width

Node number

Qil content

Plant Height

Pod Maturity date

Pod number

Protein content

Seed oil plus protein content
Seed weight per plant

Loci associated with the QTL
Satt197
Satt509

Methods used to identify the QTL
Mapmaker/EXP 3.0
QTL Cartographer 2.0

Comments about the QTL
Parent_1 is Charleston, Parent_2 is Dongnong 594
Seed weight was measured as the weight of 100 seeds per plant using two replications

USDA SoyBase: integrating soybean genetics and genomics
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Motice:

Most of the QTL reported in soybean were identified by ANOVA at the markers, not by using interval mapping.
Typically the authors only report the tested marker with the highest correlation to the measured phenotype while the
flanking markers with lower correlations were not reported. Because of these inexact data, the authors actually only
know that the underlying gene is (perhaps only loosely) linked to the reported marker.

To accommodate these inexact data and to avoid showing the QTL as a point in the SoyBase genetic maps, we
arbitrarily made the QTL ends equal to the marker position +/- 1 cM. Very importantly, since the gene underlying
the QTL may be only loosely linked to the marker tested it could be anywhere +/- 0-30 cM in either direction
from the QTL position shown on the genetic map.

Given this uncertainty, QTL in SoyBase are shown only on the genetic maps as the genetic position is all that was
reported. However, since it is often useful to be able to identify the corresponding region in the genome sequence,
we have developed a tool that presents the VERY APPROXIMATE region of the genome that is near the QTL. This
tool works by finding the closest flanking genetic markers to the QTL that are also on the sequence map and
identifying them in the SoyBase genome browser.

This QTL-related genomic region should be considered VERY APPROXIMATE as

+» the gene underlying the QTL may not lie between the nearest flanking markers

« recombination is not uniform across the chromosome and hot/cold spots of recombination expand/contract the
two representations of the genome relative to each other

» the genetic map SoyBase presents is a hand-constructed composite of many different published maps; among
other things this means the exact order of closely linked markers in the genetic map is not necessarily correct

» the current Wm82 genome sequence assembly is known to have a number of both large and small scale
errors; see the sequence <= genetic map comparisons at hitp:// soybase.org/Sequencelntro.php -> Genetic
and Sequence Maps Comparison

Mearest seguence-based genetic marker 3' to Seed weight 25-2
name: San197
position: Gm11:8879429
Click Here To View Approximate
Mearest sequence-based genetic marker 5' to Seed weight 25-2 Region Around Seed weight 25-2 In the
name: Satta09 SoyBase Genome Sequence Browser
position: Gm11:6206850

USDA SoyBase: integrating soybean genetics and genomics
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Data Source

Glycine max genome assembly version Glyma.Wm#82.a2 (Gmax2.0)
bl Overview

on

oM
——

Slvii

ScrolliZoom:

Show 3.039 Mbp ~ > »

200

*EHERHA

*BEBHE

Gene models - Glyma.Wmé2.a2.v1 H

published genes H
1 1

*BEBHA soybean (map version 4.0) B
ARC-028147-05777

BARC-026093-05256
I EARC-042989-08451
BARC-054259-12411
BARC-017087-02199
l BARC-900941-00954
IBAF{C—OIGIE?—OSZZZQI
lBAF{C-044285-08658
I Satt509
0

USDA
2obA

|
Satt251

BARC-030313-06852

BARC-020109-04468

|
Satt638
|
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BARC-040851-07854
BARC-016539-02087
|
EARC-044037-08588

BARC-024219-04806 BARC-031375-070856 BARC-021617

| | |
BARC-015313-02278 BARC-050091-09377 BAR(
|
BARC-042837-08435

|
Sattl97  Sat
| |
BARC-027372-06560 BARC-010249-00568

| |
EARC-051681-11201 BARC-031547-07108
| |

BARC-025873-05130

BARC-061085-17035
BARC-038623-10188
|
BARC-046118-10282
|




This tool will generate a downloadable text file of names and sequence coordinates for
gene models ("Glymas") or markers located in a user-defined chromosomal region.

Markers can be retrieved for either the Wm82.a1 or WmB2.a2 genome assemblies.
Gene models are available for the Wm82.a1.v1, Wm82.a1.v1.1 or Wm82.a2 .v1
genome annotations.

Enter Search Parameters
Enter Search Parameters
Select Feature Type

Markers - .SE ect Feature .Tﬁ,-'pe
iGene Models | ~
Select Genome Assembly Version and Annotation _ _
Wmaza? - Select Genome Assembly Version and Annotation
Wmaz.azvl (Glyma 2.0) -

Select Chromosome

Gm0l - Select Chromosome

Gm0l ~
Start Position in Base Pairs (bp)

| Start Position in Base Pairs (bp)

End Position in Base Pairs (bp)
| End Position in Base Pairs (bp)

Select all on chromosome GmO1.

Select all on chromosome GmO1.

Submit Reset |

Submit Reset |

USDA SoyBase: integrating soybean genetics and genomics
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Gene models on Genome build Wm82.a2.v1
Chromosome Gm11 from 6216988 to 8899050 bp

GeneModd Start Stop

Glyma.11g082800 6221273 6229354
Glyma.11g082900 6232129 6233067
Glyma.11g083000 6237429 6238491
Glyma.11g083100 6239967 6242268
Glyma.11g083200 6245591 6246466
Glyma.11g083300 6254033 6254848
Glyma.11g083400 6256998 6257711
Glyma.11g083500 6260432 6261499
Glyma.11g083600 6265374 6277820
Glyma.11g083700 6279503 6280405
Glyma.11g083800 6285020 6295194
Glyma.11g083900 6304911 6305972
Glyma.11g084000 6306788 6310937
Glyma.11g084100 6320131 6325155
Glyma.11g084200 6327560 6337749
Glyma.11g084300 6340163 6340882
Glyma.11g084400 6342649 6344632
Glyma.11g084500 6349265 6352603
Glyma.11g084600 6358863 6365321
Glyma.11g084700 6367696 6374677
Glyma.11g084800 6379315 6381377
Glyma.11g084900 6393085 6394280

Glyma.11g085000 6397113 6399993

SoyBase: integrating soybean genetics and genomics
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SoyBase Genome Annotation Report Page

This tool will return the complete set of SoyBase annotations for either the entire list of the JGI Williams 82 gene calls or for
a user-submitted list. This list can be provided either by pasting into the text box or uploaded via a text file.

Annotations for either the most recent Wm82.a2.v1 (Glyma 2.0) or Wm82.a1.v1.1 (Glyma 1.1) gene calls are available
using the drop down menu below.

Select perferred Annotation Source version here:

WmB2.a2.v1 (Glyma 2.0) |

Enter the name of a text file containing a list of Gene Calls here:

Browse... | No file selected. |

Or paste a list of Gene Calls here:

Load Exampla

View Selected Gene Annotations | Download 5elected Gene Annotations |

Download annotations for all gene calls from the selected Annotation Source as a tab-delimited file:

Download All Genome Annotations |

USDA SoyBase: integrating soybean genetics and genomics
= | http://soybase.org



Feature

Glyma.11g082800
Glyma.11g082800
Glyma.11g082800
Glyma.11g082800
Glyma.11g082800
Glyma.11g082900
Glyma.11g082900
Glyma.11g083000
Glyma.11g083000
Glyma.11g083100
Glyma.11g083100
Glyma.11g083200
Glyma.11g083200
Glyma.11g083300
Glyma.11g083300
Glyma.11g083300
Glyma.11g083400
Glyma.11g083400
Glyma.11g083500
Glyma.11g083500
Glyma 119083600
Glyma.11g083600
Glyma.11g083600
Glyma.11g083600
Glyma.11g083600
Glyma.11g083600
Glyma 119083600

Source
KOG
PFAM
Panther
Panther
AT
PFAM
AT
PFAM
AT
PFAM
AT
PFAM
AT
KOG
PFAM
AT
PFAM
AT
PFAM
AT

GO
GO
GO
PFAM
PFAM
PFAM
Panther

Annotation 1D
KOG2473
PF09734
PTHR13230
PTHR13230:SF5
AT3G49410.1
PF03087
AT4G35690.1
PF03087
AT4G35690.1
PF03087
AT4G35690.1
PF03087
ATA4G35690.1
KOG4473
PF01988
AT3G43660.1
PF03087
AT4G35690.1
PF03087
ATA4G35680.1
GO:0003677
GO:0006306
G0:0008168
PF00145
PF00385
PF01426
PTHR10629

Annotation Text

RNA polymerase |11 transcription factor (TF)I11C subunit
RNA polymerase 11 transcription factor (TF)I11C subunit
GENERAL TRANSCRIPTION FACTOR I1IC, POLYPEPTIDE 5
GENERAL TRANSCRIPTION FACTOR 3C POLY PEPTIDE 5
Transcription factor 111C, subunit 5

Arabidopsis protein of unknown function

Arabidopsis protein of unknown function (DUF241)
Arabidopsis protein of unknown function

Arabidopsis protein of unknown function (DUF241)
Arabidopsis protein of unknown function

Arabidopsis protein of unknown function (DUF241)
Arabidopsis protein of unknown function

Arabidopsis protein of unknown function (DUF241)
Uncharacterized membrane protein

VIT family

Vacuolar iron transporter (VIT) family protein
Arabidopsis protein of unknown function

Arabidopsis protein of unknown function (DUF241)
Arabidopsis protein of unknown function

Arabidopsis protein of unknown function (DUF241)
DNA binding

DNA methylation

methyltransferase activity

C-5 cytosine-specif t DNA methylase

Chromo (CHRromatin Organisation MOdif er) domain
BAH domain

CYTOSINE-SPECIFIC METHY LTRANSFERASE

SoyBase: integrating soybean genetics and genomics
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Landmark or Regio

Examples:

Data Source

xample

=l Orvarview

=
views: Markers | Genes | Glycine max Intraspecific Synteny | Glycineae Inte
q MName
Gm1l i Type
Uf'-'1:' I 10M Location
Pfam
Best Arabidopsis AT
8500k TAIRA0 hit pre
Actions

]

8540k 8550k
*E H Gene models - Glyma.Wm82.a2.v1

YLTR

* Show all information in SoyBase on this gene
model
Y. El_d

Glyma.1lgl 12300

SoyBase: integrating soybean genetics and genomics
http://soybase.org
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Landmark or Regio

Examples:
Data So

Name

Type

Location

Pfam

Best Arabidopsis /
8500k TAIRAD hit

Actions

* Show all Informatln in SoyBase on this gene

model

8540k 8550k
*E H Gene models - Glyma.Wm82.a2.v1

ith 1kb flanking

/ma.llgl12300

YLTR

SoyBase: integrating soybean genetics and genomics
http://soybase.org




Report for Sequence Feature Glyma.11g112300

Gm11:8564054.5.,8567401.25
8565k 8566k 8567k

Feature Type: gene_model
Chromosome: Gm11 Gene models - Glymawma2.a2.vl

Start: 8564663 Glymallgll2200
MULTIDRUG RESISTANCE PROTEIM...(click for mare)

stop: 8567097 Glyma,11g112300
Source: JGI CR51 / ¥hhbY (CRM) domain...(click for maore)
Version: Glyma2.0

High confidence: yes Gene models - GlymawmBg2.alvl.l
g y Glymallgll9s0
-

Glymallgl2000

A previous version of this gene model can be found here:  see Previous Version

Annotations for Glyma.11g112300
Annotation Annotation Match Evidence
Database ID Type Annotation Description Source Score Code

AT2G21350.1 AT RNA-binding CRS1 / YhbY (CRM) domain protein JGI N/A IEA
G0O:0003723 GO RNA binding JGI N/A IEA
PF01585 PFAM  CRS1/YhbY (CRM) domain JGI N/A IEA

D NG Structural information for Glyma.11g112300

View a gene family containing related genes from other legumes at LIS

View Gene Family
Sub

Gene families from Phytozome (example) displayed using the PhyloTree viewer developed by LIS. Sub Feature
Feature Feature Name Feature MName Chromosome Start Stop

Annotation data from JGI Version Glyma2.0

Gene model name correspondences to Glyma.11g112300 Gi GENE Glyma.11g112300 Gmi1 8564663 8567097

Corresponding Name Annotation Version Evi TI'EI"ISCI'ip‘lS Of Glyl‘l‘lﬂ 11911 2300
G|y‘ma1‘] gl 2000 Glyma 11 |l Show Sequence | BLAST Sequence at SoyBase | BLAST Sequence against GenBank NT | ¥ Limit Te All Plant Sequences

Coding sequences of Glyma.11g112300

Show Sequence | BLAST Sequence at SoyBase | BLAST Sequence against GenBank NT | L Limit To All Plant Seguences

Predicted protein sequences of Glyma.11g112300

Show Sequence | BLAST Sequence at SoyBase | BLAST Sequence against GenBank NR | [0/ Limit To All Blant Seguences

USDA SoyBase: integrating soybean genetics and genomics
= | http://soybase.org



Phylogram

phytozome_10_2.58227630: RNA-binding CRS1 / YhoY (CAM) domain pratein IPROO1830 (RNA-binding, CRM domain), IPRO16024 (Armadille-type fold) GO:0003723 (ANA binding), GO:0005488 (binding) *-=
AT2G213501

Gene Family Help

USDA

{0 prupe.ppab0IBIEM

@ alyma Glyma.11G112300.1

Q
O Oc‘ajca.f_:.ca,ar- 32870
O Omavu.F’hvul.DTl6040430.‘

S @ vigra Vradidzgnanzo i
{araduAradu.DJCTA

o! (DecicarCa_15416
) medir Mectrag071330.1

aradu. fradu JWI 01
araipAraip EYEEE.1
(D arath.AT2G21350.1
{O)arath ATAG39040.1
(Dsclly.Solyc01g110270.2.1

Oa'nbtr.evm_ 27.model.AmTr_v1.0_scaffcld00001.211
(Ovitvi.GSVIVTO1024200001

() arath AT5G34581 1

{Oory=a LOC_0=10g36860.1
{)zeama GRMZM2G181506_FO1

SoyBase: integrating soybean genetics and genomics
http://soybase.org

Legend

A ool rode

ntarnal node

\ aradu (Arachis duranensis, Arachis duranensis / wild peanuty
araip (Arachis ipaensis, Arachis ipaenais ¢ wild peanuf)
cEca (Cajanus cajan, pigeonpea)
cigar [Cicer ariatinum, chickpeas)
glyrrsa (Ghycing max, soybean)
medtr [Madicage truncatula, barral madic)
phavu [Phaseclus vulgaris, common bean)
wigra [Vigna radiata, mungbear)
ambtr [Amisorela richopoda, Amboralia tichopoda)

v arath [Arabidopsis thakana, MoLse-aar crass)

v ory=a (Oryza sativa, rice)
prupe [Prurus persica, paach)

v solly [Solanum lycopersicum, bormats)
vitvi (Vitis vinifera, wine grape)

zeama (Lea mays, maize)




Land k or Regi " "
ST Download Sequence File j Configure...

Examples:
Data Source
xample views: Markers | Genes | Glycine max Intraspecific Synteny | Glycineae Ints
=l Ovarview Name
Gm1l Type
Uf'-'1:' Location
Pfam
Best Arabidopsis /
8500k TAIRA0 hit

Actions
=l Details e

8540k 85
*E H Gene models - Glyma.Wm82.a2.v1

YLTR

SoyBase: integrating soybean genetics and genomics
http://soybase.org




E1l
L1331

BARC- 11855302951

BARG- 02353306211 ™|

Bnnc-uazsss-131ua:§§k——
BES 163008 —

BARG- 04 1581- 03045 ~
Sat_272

BARC- 153451-11681

BARG- 115578 10401 [l
BARG- 0187 13-03241
BARG- 14 2453 - 05267
BARG- 11805302516
BARC-120109- 04463
Sat_411
Satt50g )
BARC- 14428505658 J
BARC- 026 083 05256 [
BARG- 01708702159
Sab_261
BARC- 15425512411
BARC- 11615702291
SattIsi
SattBEE
BARC- 11551302278
BARC- 01024500563
BARG- 0242 15 04806
BARC- 02737306560

B

1

L2651

==

Far—-BES 0BG 05
\BHRC- N25EE-06211
(1]

T CER2009_1

[ Sat_272
ASEE_1
Sat_270
EARC-014611-01551
Sathd2E
EARC-013379-004a1
EBARC- 01424 39- 05267
BARC-015099-02516
BARC-015713-03241
oot
Sat_411
Eatt509
Sat_261
BARC-016137-02291
EBARC-017087-021539
EBARC- 026 083- 05256
EBARC- 0144255 05655
= Catt251

EARC- 044 053705553
EBARC-025573-05130
EBARC-0165539- 02057
EARC-061055-17 035

BARC- 15154707103

BARC- 05003108377 E
Sat_247 —____|
Sat_128

EBARC- 044 037 - 05555
EBARC- 027378065610
BARC-0165539- 02057

Sat_149 ——_
BARC-032517-09052
EBARC- 02525905514
EBARC-022125- 04257

Satt519
EARC-061408-17191
EARC-04 03 08-07711

Sat_345

USDA

EARC-031547-07 108
EARC-025573-05130

Seed wield to weisht ratic 2-1

Pod maturity 24-6

Pod maturity 17-1
Seed yield 22-1

Pod maturity B-2

First §lower 11-1

Pod matueity 17-2

- —Flooding wield index 1-3

Pod matueity 15-2

Seed number 3-3

D5 13-

Al tolerance 1-2

Al tolerance
Fe effic 9-1

Seclera 3-3

Al tolerance

‘h\“"-ﬂl tolerance

Al tolerance

Flocd tolerance -4
SCH 26-1

SCH 2-1
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Branchina 1-2
Hode number 3-4
Flant height 24-4
Branchina 1-1
Pod nurber 3-1
Hodule number 1-1
Pod wall width 1-5
Lodgaina 10-1
Hode rumber 3-3
Hode rumber 3-%
EBranching 1-3
Flant height 24-5

o ———Eranchina -3

| ——FPlart height 26-&

—Fod nurber $-2

1 | ———Fod wall width 1-&

Plant height 24-6
Fod rurber 1-%
Hode rumber J-&
Flower number 1-5
Flant height 26-7

Flant height 20-1




Some Traits Analyzed by GWAS

Al tolerance
Chlorophyll content

Chlorophyll f Lorescence ABSRC
Chlorophyll f Liorescence ETo/ABS
Chlorophyll f Lliorescence ETo/TR
Chlorophyll f Liorescence Fv/Fm

Chlorophyll f Liorescence Piabs

Days from f bwering to maturity

Daysto f bwering

Days to maturity
Drought tolerance

Iron def tiency chlorosis
Pod weight, fresh

Pods per plant

SCNrace 1l

SCN race 3

Seed free amino acids

Seed length

Seed length to thickness ratio
Seed length to width ratio
Seed all

Seed protein

Seed sucrose

Seed thickness

Seed weight

Seed weight, fresh

Seed width

Seed width to thicknessratio
Seed yield

Seeds per plant

Soybean mosaic virus

SoyBase: integrating soybean genetics and genomics
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View GWASQTL in Context of Genetic Map

T

Seed 0il Z-36 ————+

Saad 2il 1-g2
Sead il 2—;7.1§.
Seed ail 2—;7.27"

Seed il 2-37.5

Pod weighbr fresh 1-38 —+

55715601598
25715601603

557156 02540 ———

SattlE7
25715602582
557156 0250%
25715602587

Satt 158 ——

BRRC- 122567 - 14318 —
£att525

BRRC- 143 157 05511 ——

55715602242 ——

0328- 10556

3

0

1

7
3920917467
E1701-07215
5
a
2

5670~ 15936

ids
57200 16748
05243-00047

4519905903

11635-00314
- 025511~ 15055

61506622
7714

10500125

19743- 14389

—i15857-01257
15053-03511
3514507458

7
e

ALETED
HRE-155349-07163
P27
ARE-022567-043 19
atisas
355
2E719-050 15
14453-0131
1F001-00417

¥
S 15877E-1757)

13215-0045 0
= 39225-17470

415 1
1478505525
5

at_

at 577
ARC-014537-01652
SRE270_1

Eat55E —

1
19- 05227
1- 04656

085- 02564

$———Fcd nunber 5-2

Seed oil 24-1

Seed
—
—
e

Linslenic &1
————Fad nunber 1-4

——Fod maburity 22-1

ail 1-1
ail G0-3

oil 34-1
2il 16-1

Falmitic -1

Linaleic 6-2

palmitic S-1
sleic B-2

oil plus protein 1-1
ail #-4

Linalenic 7-2

Fod dehiscence #-1

Pod maturityr beainning 1-3
Pod, beginning 1-3
——Pod netueity 13-1
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USDA

View GWASQTL in Context of Genome Sequence

il
1GM
centromere (approx) B 2

pericentromere (approx) B | =

E } } }
9800k 10000k 10100k

9300k 9400k 9500k
|

50 kbp |

96?0|=( 968CI|=( 9690|=( Q?OOIIQ 971 OII( 9?20|=( 9?40|=( 9750l=( 9?60|=( 9?7CI|=(
o)

BEEH SoySNP50K (Showing 2 of 2 subtracks) H
used in BARC germplasm survey]
55/ 12602890 55715602891 55715602895 ss715602895 55713602897 55715602898
| | | |

| |
55715602882

55715602893
|
557156028594

not used in BARC germplasm survey]

BEBH Genome Wide Association QTL (Showing 4 of 4 subtracks) B =

eed_composition_and_yield

Seed protein 2-g6.2
Seed oil 2-g7.3

Seed protein 2-g6.1
Seed oil 2-g7.1
Seed oil 2-g7.2

plant_architecture

)
Glymal8gl3280 Glyma08gl3320
y g y 9

-
UDP-GLUC OSYLTRANSFERASE...(click for more)  SERINE-THREONINE PROTEIM KINASE...(click for mare) NLI interacting factordike phosphatase..(click f

Glyma0Bgl3260 Glyma08gl3330

D..{click for more) BlymEB8gH 32803 TE0, i ReCEPTOR-UIKE PROTEIN KINASE...(click for more) R-BON TRANSE Ré?;oa“ég’;\ggz%mm

Glyma08gl3240 =
8|§mg8§§1§338£ = . RMA SPLICING PROTEIN
LEUCINE ZIPPER-EF-HAND CONTAINING TRANSMEMBRAME PROTEIN...(click for more)
S_I;rm alBgl3271 GlymaD8gl3290
Acetolactate synthase, small subunit,..(click for more)
Glyma08gl3300

§ PEEEE
glﬁé’igsgéi%g%g%ﬁI:&«(El_'E’IZ;-DISSOCIL\TIOI‘\.I INHIBITOR...(click for more)

Glyma08gl3310
8'%”%385815%18% TRAMNSCRIPTIOMNAL REPRESSOR PROTEIN YY...(click for

Glyma1.1 gene models (zoom <= 2 Mbp for detail) B
Glyma08gl3230
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SoyBase and the Soybean Breeder's Toolbox

Integrating Genetics and Molecular Biology for Soybean Researchers

Base Home Help & Tutorials Genetic Map Seguence Map Expression Mutants Tools Community Site Map

. ) Sequence Map Viewer
Sign Up Here To Rece Compare Genetic Map Order & Sequence Map Order

Transposable Elements

SoyBase TooIbOX conrai of sorpace O uick six question survey today.

Download Sequence Data
SoyBase Search HELP Ravanc

Read about the new genome nomenclature.

Search

SoyBase: integrating soybean genetics and genomics

http://soybase.org



Genome Browser Available for Both Wm82.al and Wm82.a2

Browser | Select Tracks Snapshots Custom Tracks Preferences
=l Search
Landmark or Region:

- _ Design PCR primers -
CGml15:1..51,756,343 Search
Examples: Gmi2, Gm20:43000001. 44000000, Satt321, drought.

Save Snapshot
Data Source

Configure...
Load Snapshot

i Clycine max genome assembly version Glyma.Wm82.a2 (Gmax2.0) |

P ScrolliZoom: «< Show 51.76 Mbp - > >

Glycine max genome assembly version Glyma.Wm&2.al (Cmax1.01)
Glycine max genome assembly version Glyma.Wma82.a2 (Gmax2.0)

on

onl
| Fovsroro|
Gmls: 51.76 Mbp 20 Mbp |

onf

10M 2014 301 SOM
*BERHE soybean (map version 4.0) & 7]
||||| TUI 00T L T "I I “u| 1

|
Il
|
*EHERHA Gene models - Glyma.Wm82.a2.vi H &

*BERAHRA published genes H 17}
i
1 (R

1
1
i
Select Tracks | Clear highlighting

USDA
2obA

SoyBase: integrating soybean genetics and genomics
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Browser

Select Tracks | Snapshots Custom Tracks

Preferences

= Back to Browser
Tracks
General soybean features

Show Active Tracks Only

Al on

Show Favorites Only

Clear All Favorites

All off {asser percantigs,

B Genes ) apon @ 4
Glymat.0 gene modals

Glyma1.0 gene models {transposon-like) [7]
B Genome structure ) 44,
Assembly 1.0-2.0 comparison (relaxed) [7]

Assembly 1.0-2.0 comparison (stringent) [
B Mutants
A

il on

ANl off

fast neutron [?] [showing 2/2 subtracks]

B Naturally cccurring sequence variants o
SoySNPSOK {zoom <= 2 Mbp) [

B BAC clones Allon

Wm&2 FPC contigs

WmB2 sequenced BACs [?]

B Expression - microarray ) 4y,

() anof

Adfy SoyChip [7]
BIMarkers ) ayon @ At
Phasaolus vulgaris (comman bean} [7]

Conssrved Orthologeus Sequence [Doug Caok] [7]

Pigeonpea SSR markers [7]
B RNA-Seq B
BIRNASeq 3 gyon [ Aloff
Prima 2000 [?] [showing 3/3 subfracks]
B as4E
BH

| eary response to

alignments [Cannan, Bhattacharyya, Sandhu et al. 2010] (7] [showing 55

B lllumina B
Bl Seed development [Bolon, Joseph etal 2010] — a5,
franscript count by tissue [7]

B Soy atlas [Severin etal. 2010] [ 4

] Al off

transcript density [?] [showing T
B Repetitive sequence A A off

TE1 LTR V2 (all} [7

TE1 LTR V2 (Helitran_uknj [7]

TE1 LTR W2 [LINE_ukn} [?]
B socyMap2 Diversity Browser B
B Alignments B2
BAC End Sequence (| ayon [ ANof (G. cansscens (7], G. f
BAC End Sequenca (abnormally long insert size)

BAC End Sequence (relaxed filtering)

B Transcripts &
B Dana Farber Cancer Institute

ClAnen
il on All off
Glycing max [7]
BLICVE [ 4y on
Arachis hypogaea [?]
Arachis stenosperma [?]

G

lycine max [7]
Glycine soja [7]

B various sources All on

Cajanus cajan v.1 [Varshney &t al.] [7]
Cajanus cajan v.1 primers [Varshney et al] [2]

BIOverview — ayon Al off

USDA

sojae [Cannon, Bhattacharyya, Sandhu et al. 2010]

A All off (G, canescens [7], G.

off (G. canescens (7, G. fai

{appros)

Glymal | exan density [7] NEBI Glycine max annatation [7]

Glymal.1 gene models [?] published genes [?]

«old duplication blocks (soy-soy 58 Mya) [7]

synteny blocks (with Cajanus) [¥]

recent duplication blocks {soy-soy 13 Mya) [7] synteny blocks {with Medicaga) [?]

Phasealus vulgari

WméZ2 BACs [7]

{common bean) [7] Wma2 BACs (minimum tiing path) [7]

soybean (map version 3 0) 7] Wm82_potential_SSR [7]
soybean (map version 4.0} [?]

Willisms 82 x PI479752 [Hyten 20101 [7]

Altan [ AN off

acks] transcript count by tissue [7]

transcript density [7] [showing 88 subtracks]

TE1LTRVZ(LTR) [?] telomeric repeats [7]
TE1 LTR V2 (TIR) [7]

TE1 LTR V2 densily (all) [7]

7, 6. syndetika

omentella D3 (2], G. dolichocarpa (2], G. ster

G. cyitolaba (7], G. sofa (7], G. fomentella D3 (7],

phil

hocarpa (7], G. stenophita (7))

(7], G. dolichacarpa (7],

Lotus japanicus [7]

Lotus japanicus [?] Vigna unguiculata [7]

Phazeoluz coccinsus [7] Lupinus albus transcripts [JCVI] [?]
Phaseclus vulgaris [7]

Pisum sativum [7]

Cajanus cajan v.2 [Varshney et al] [7] Chamaecrisia fascicuiata - clean [Singer et al. 2010] 7

Cajanus cajan v.2 primers [Varshney et al] [?] Phasealus vulgaris [Phil McClean] [7]

pericentromers {apprax) [?

SoyBase: integrating soybean genetics and genomics
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Browser | Select Tracks | Snapshots Custom Tracks Preferences

<< Back to Browser Show Active Tracks Only Show Favorites Only [- Clear All Favorites
Tracks B

B General aron [Janof

centromeric repeats [7] pericentromera (approx) [7]
BGenes [ 4500 #anar

Gene models - Glyma WmB2.a1.+1.1 [7] Gene models - NCBI RefSeq [7]
Gene models - Glyma.Wmi2.a2.v1 [7] published genss [7]

B Genome structure “Aton [ AN off

Assembly 1.0-2.0 comparison {relaxed) [#] synteny (Glycine recent duplication) [7] synteny (with Cajfanus 1.0) [?]

Assembly 1.0-2.0 comparison [stringant) synteny {with Arachiz duranensis 1.0} [?] synteny {with Medicago 4.0) [?]

synteny {Glycine old duplication) [¥] synteny {with Arachiz ipaensis 1.0) [?] synteny {with Phaseolus 1.0) [7]
B Markers " Alon M Al off

Essex « Williams 82 [Cregan et al. 2012] [7] SoyENPLOK [?] [showing 2/2 subfracks] WmB2_potential_SSR [7]

soybean (map version 4.0) [7] Williams 82 x PI478752 [Cregan et al. 2012] [7]
B SoyMap2 Diversity Browser B
B Alignments B

B BAC End Sequence (relaxed filtering) ¥ an Al off

G. canescens (relaxed filtering) [7] . falcata (relaxed filtaring) [7] G. tomentella D3 [relaxed filtering) [7]
5. cprtoloba (relaxed filtering) [7] G. stenophita (relaxed fittering) []

G. dolichocarpa (relaxed filtering) [7] . ayndefika (relaxed filtering) [7]
B Transcripts &
B Dana Farber Cancer Institute Alion [ ANoff

Glycine max [7] Medicago truncatula [7] Vigna unguictlata [7]
Lotus japonicus [7] Phazeolus vuigans (zoom == 2 Mbp) [7]
B overview Won [ Allaff

pericentromera (approx) [?]
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Insert Gene List:

{One per lime)

Instructions

Enter a list of gene model names into
this box, one name per line.
Alternatively a pre-made list can be

loaded by clicking on the green "Click to
Load From File™ text below.

Click to Load From File

Submit

Click for Example Data

The Phytozome Annolation Group has released an updated assembly for the
Williams 82 Genomic Sequence.

The genome sequence and gene models have been substantially improved in
the latest release, and are now the defaults used at SoyBase. However, one
consequence of this is that the new gene models are sometimes substantially
different from the cognates in previous annotations. To differentiate the various
genome assemblies and annotations a new nomenclature has been adopted
and the genes annotated to the new genome assembly have been named
using this style.

In short, the new nomenclature makes these changes:

A dot (i.e. period character) now separates the GenusSpecies prefix from the
rest of the name.

The number of digits after the 'g' is now 6 and steps between genes are now
100.

Assembly and annotation info are now included in ID names.

For example, for Williams 82 assembly version 2 annotation version 1
Locus: Glyma.01g000100
Locus ID:  Glyma.01g000100.WmB2.a2.v1

Transcript:  Glyma.01g000100.1
Transcript ID:  Glyma.01g000100.1.Wm82.a2.v1

Although the names have changed to reflect the new nomenclature, 48606 of
the 56044 Wm82.a2.v1 gene models can be unambiguously matched to
those in the previous Glyma1l.1 annotation. This page provides a tool that
accepts a list of gene names and returns a table of correspondences as
provided by JGI.

To use this tool, paste a list of gene model names into the text box or upload
the list and click the Submit button. A file will be prepared ready for download
to your computer.

Alternately you may download the full correspondence files.

Download complete Glymal.1==Wm82.v2.a1 correspondence list

USDA SoyBase: integrating soybean genetics and genomics
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Instances where there is no reported correspondence between genome assemblies are indicated.

Download Correspondence Report

Gene Model Name Correspondence

Submitted
Feature Wms2.a1.v1 Wmasi.al.v1.1 Wms2.a2.v1

lyma01g26650 lyma.01g107500
lyma01g41630 yma.01g207800
lyma02g02990 lyma.02g025900
lyma02g15220 yma.02g134600
lyma03g13886 lyma03g13840 |Glyma03g1388 yma.03g079500
lyma05g25840 yma.05g128300
lyma06g06460 yma.06g061300
lyma06g 18800 yma.06g178300
lyma07g04930 yma.07g044100
lyma07g06270 lyma.07g056900
lyma07g09800 yma.07g089000
lyma07g16080 lyma.07g134100
lyma11g00640 yma.11g004100
lyma11g10140  |Glyma11g10140 [Glyma11g10140|Glyma.11g095700
lyma12g05450 yma.12g050600
lyma12g06910 Glyma12g06910|Glyma.12g064000
lyma12g36150 yma.12g232900
lyma13g42560 yma.13g349600
lyma13g43730 yma.13g360600
lyma15g40120 yma.15g250700
lyma17g35423 lyma.17g236100
lyma20g28230 yma.20g144300

lymai15g39924 lyma15g39920 |Glymal5g39924Ino correspondence

lymai15g20740 lyma0021s00400

lymai13g00700 lyma0021s00400
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Table of Contents

Element Ontology

“View TE family relationships and download TE data by structural classifications
Element Map Data

“Visualize TEs in the context of the

“Visualize TEs in the context of the
Element Search and Retrieval

*Retrieve TE information based on a TE name

*Download TE information based on proximity to a gene or genomic sequence coordinate
Bulk Download

Download all TE sequences in FASTA format

*Download a summary of the TE information as tab delimited text

S0yDean EIEI"lEt C map
S50 an genomic sequence

be
be

Browse Repetitive Elements

Click on a green value to retrieve the records for TEs in that category.

« Class |
o Subclass |
= Order LINE
= Superfamily L1
= Family GmI1
= Superfamily Ukn
= Family Gml2
= Family Gml3
= Family Gml4
= Family Gml5
= Order LTR
= Superfamily Gypsy
= Family click here to see the list
= Superfamily Copia
= Family click here to see the list
« Class i
o Subclass |
= Order TIR

USDA SoyBase: integrating soybean genetics and genomics
= | http://soybase.org



Data Source << <
Glycine max genome assembly version Glyma.Wm82.al (Cmax1.01) - ScrolliZoom: Show 39.17 Mbp

Example views: Markers | Affy Probe Sets | ESTs | Transposable Elements | Physical Map | Gene Expression | Synteny

b=l Overview

*BERH

*EESH|

ol
| Fovrveon|
Gm1l: 38.17 Mbp 10 Mbp |

onf 10M 20M 30M

*EERHE TE1 LTR V2 density (all) B &
*EEAHE TE1 LTR V2 (all) B &

IO O OO RO OO0 OO 00 R 0O OO 0O 00 0000 00 OO0 00 0000 00000000 000000 00 0 0 0 O OO O OO OO0 AT 0T

mon RIN! I O R
A AR I A

T EIINC TUHITERT T o Il
II ||||I||||||| I 1 men |I Il

Data Source << <
Glycine max genome assembly version Glyma.Wm&2.al (Cmax1.01) - ScrolliZoom: Show 740 kbp =

Example views: Markers | Affy Probe Sets | ESTs | Transposable Elements | Physical Map | Gene Expression | Synteny
=l Overview

Gmll

oM
*BEHBH centromere (approx) H

*EBHEBH pericentromere (approx) H

f f
281 311

[ Fosevee]
200 kbp |

28.1M 28.2M 28.3M 28.7M 78.8M

*EERAHR TE1LTR V2 (all) B
[ [ .. H Bl HIEHE-1 B 1 i B H I HEH H |EEI] HN N
[ | Ii-" nm 1 . | - 1 0 1.

*EEBHER Glyma1.1 gene models (zoom <= 2 Mbp) H =
/mallg27920 Glymallg2s040 Glymallg28430
Endonuclease/Exonuclease/phosphatase family Glymallg28435
Glymallg28160 Kinesin|motor dom ain...(click for more) Bz
REGULATOR OF CHROMOSOME COMDEMNSATION-RELATED...(click for mora) Glymallg28440
(_flym allg28190 TREHALOSE-6-PHO SPHATE SYNTHASE..(click for more)
MN-TERMINAL ACETYLTRANSFERASE.. . (click for more)
SPHATASE..(click for more) Glymallg28420

W DOMAIN-BIND ING PROTEIN 2)....(click for more) " Predicted integral membrane protein...(click for more)
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SoySNP50K iSelect BeadChip

An lllumina Infinium BeadChip containing over 50,000 SMNPs from soybean (Glycine max L. Mermr.) has been developed {Song et al.
2013). A total of 498,921,777 reads 35-45 bp in length were obtained from DMA seguence analysis of reduced representation
libraries from several soybean accessions which included six cultivated and two wild soybean (G. soja Sieb. et Zucc.) genotypes.
These reads were mapped to the soybean whole genome seguence and 209,903 SNPs were identified. After applying several
filters, a total of 146,161 SNPs were determined to be candidates for llumina Infinium Il BeadChip design. To equalize the distance
between selected SMPs, increase assay success rate, and minimize the number of SNPs with low minor allele frequency, an
iteration algorithm based on a selection index was developed and used to select 60,800 SMPs for Infinium BeadChip design. Of the
60,800 SNPs. 50,701 were targeted to euchromatic regions and 10,000 to heterochromatic regions of the 20 soybean
chromosomes. In addition, 29 SNPs were targeted to unanchored seguence scaffolds. Of the 60,800 SMPs, a total of 32,041
passed lllumina's manufacturing phase to produce the SoySNPS0K iSelect BeadChip. Validation of the SoySMNPS0K chip with 98
landrace genotypes, 96 elite cultivars and 96 wild soybean accessions showed that 47 337 SNPs were polymorphic and generated
successful SNP allele calls. In addition, 40,841 of the 47,337 SMPs (86%) had minor allele freguencies =10% among the landraces,
glite cultivars and the wild sovbean accessions.

Search SoyBase for a specific SoySNP50K SNP

| Search |

Examples: ss715578909 or BARC_1.01_Gm01_29091115_A_G

Note: Searches covering the original BARC SNPs can be done on this page.

View SoySNP50K SNPs in SoyBase Genome Browser

- Select a Chromosome - - | Go |

Download SNP Data

The SoySMNP50K iSelect BeadChip has been used to genotype the USDA Soybean Germplasm Collection (Song et al. in
preparation) and the data generously provided by the authors before publication. The complete data set for 19,652 G. max and G.
s0ja accessions genotyped with 52,509 SNPs is available here (approx. 120 Mb compressed with GZIF).

SoySNPS0K haplotypes for a user-selected subset of the genotyped cultivars can be downloaded from this page.

SoyBase: integrating soybean genetics and genomics
http://soybase.org



SoySNP50K SNPsin Genome Browser

Data Source << <
Glycine max genaome assembly version Glyma.Wmé&2.al (Cmax1.01) ~ SerolliZoom:

Example views: Markers | Affy Probe Sets | ESTs | Transposable Elements | Physical Map | Gene Expression | Synteny

=l Overview

Show 70 kbp =

Gmoz2
onf 10M 30M
*BERAHA centromere (approx) B

*EEAH pericentromere (approx) B

42700k 42800k 42900k 43100k 43200k
]
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click for more) GLUCOSE-5-PHOSPHATE ISOMERASE.. . (click for more) ASPARTYL PROTEASES...(click for more]
’ Glymal2g37600 Glymad2g37620
T S SRS ,
malsg3/600. Universal stress protein family..(click fo
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1
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Markersin Genome Browser

Landmark or Region:

IGmDS:S.SB?.SU1..5.93?.600 Search |

Examples: Gmi2, Gm20:43000001.. 44000000, Satt320, drought.
Data Source
I Glycine max genome assembly version Glyma. Wm82.a1 {Gmax1.01) d

IDownlnad Seguence Filcd Configure... | Go |

Save Snapshot I Load Snapshot I

K< IShow:!S:I kop |

2022 Cewp

ScrolliZoom:

xample views: Markers | Affy Probe Sets | ESTs | Transposable Elements | Physical Map | Gene Expression | Glycine max Intraspecific Synteny | Wm82.a1 vs WmB2.a2 Genome Assemi

=l Ovarview

Gmo3

on
*EEAHE

10M

centromere |{pprox) @ B

* EEHEH pericentrome:re j[apprax} H &

30M

SM

= Details oo

.05 Mbp

100 kbp |

5.6M
*EERHE
niversal 5

1
57M
oybean markers (zoom <= 2 Mbp) (Showing 5 of 5 subtracks) H &

BARC-016199-02307

I
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BARC-016199-02307

|
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Satt530
I
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I
rsl22657034

I I I
rsl22652529 rsl122653691
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|
rsl 22653057

rsl 22654569

557155868B7T

SoySNPEK Illumina Infinium BeadChip|
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[SoySNPS0K lllumina infinlum BeadChip ISS?]- 5586868

rsl 22650882 rgl 22651203 rs290415880
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I I
rsl22652894 rs389164745
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I
rsl22652180
55715586875

|
rsl122653123
557155868B7T

|
rs393398781
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| | |
rs3903991580 rs390221758 rs392188166

55715586863
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I

I
rs1 22652346 rsl 22653385

USDA
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|
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RNA-seq Expression Data on the Genome Sequence

Browser | Select Tracks Snapshots Custom Tracks Preferences

Landmark or Reglon : Design PCR primers j Configure... | CoI

|cm15:2,107,505..2,157,504 Search |
Examples : Gm02, Gm20:43000001..44000000, Sata20. Save Snapshot | _Load Snapshot |

Data Source
ScrolliZoom: «l< |Show 50kbp x| il ] Fiip

Glycine max genome (assembly version 1.01)

Example views: Markers | Affy Probe Sets | ESTs | Transposable Elements | Physical Map | Gene Expression | Synteny

o : 10m
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T
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+ B BERH DA Glymal.l gene models (zoom <= 2 Mbp for detail)
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= ]
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= m unavailabled. .. (click for morel LIPORYGENASE .. . Cclick for more) TIMZS...(click for mo
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L cclick far more) LIPORYGENASE. .. (click For mored
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Show L ar ge-scale Genome Structur e Relationships

Data Source

Clycine max genome assembly version Glyma.Wm&2.a2 (Cmax2.0)

=l Overview

o

on
ovsroroess
GmO04: 52,39 Mbp

- ScrolllZoom:

20 Mbp |

S

Show 52.39 Mbp ~

3153 G

1
ont 10M

*EEEHR
Gml3 |
Gm0d - - ]

[ [ 4 4 4

Gmo3 Al
n

*BEBRHE
GG
]
Gmol
*BEBRH synteny (Glycine old duplication) H
Gmilz 4 Gm2o | Gmo7 B
Gmo8 |
1
Gm1l I Gmoz 4
1 1

Gmos
Gm 17 < 1 110
Lo B |
Gmld

Gmol |1

USDA
2obA

synteny (Glycine recent duplication) B
1 -

SoyBase

1
201

Assembly 1.0-2.0 comparison [stringent) H L]

GmoT 4

L L »
-"I

=
-+ . |

Gmod Gmll 1
=

http://soybase.org

: integrating soybean genetics and genomics




Transposable Element Insertions and Fast Neutron-induced Indels
Displayed in Genome Browser

=l Details ———]
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oM Tom
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This shows the primary entry to the Fast Neutron Mutant Population page. From here
mutants can be selected by sample name, gene model, locus name or indel name’,
pedigree’, visual or biochemical phenotype, or sequence similarity to a query sequence .

Mutant Searc:h Gene Search Locus Search About M92-220

Mutant Browsers

Browse By Sample Name or Trait Browse By Image 0 By Phenotype

3

Mutant Searchsack i wp Mutant Descrip”..on Search

Find a specific Sample: Plant Description:

Gene Search sack o op Locus Search saciio0p

Find Mutants by Gene List Find Mutants by Locus List L

Orlo

Mutant BLAST Lo

5 Enter your sequenci i The BLAST target da s made up of

= genomic seque : fas on-i ced s. This tool can be used to quickly determine
whethe rite gene is covered by one of the in
The Ex g tain a gene that is covered by an

of BLAST utilities

Or load it from dis
Sequence is

tegrating soybean genetics and genomics
http://soybase.org




Mutant Searchl Gene Searchl Locus Searchl About M92-220

Mutant Browsers

Browse By Sample Name or Trait Browse By Image Browse By Phenotype

A list of geneor locus
Mutant Searchsack o op M:::\;:::;:::llon Search n am eS Can be Slj b m I tt m

e Search | ( Clear

. = S, & ] -
Load Example [ Search Clear Wiew Full Term List
- - Or enter a Plant Ontology or Trait Ontology term.

Find all Samples derived from a single M2 plant: Find an Indel by Name

o D (o I covered by an inddl.

=

Find a specific Sample:

Find all Samples with specific Trait values: View Full List
Trait: Bis(> 4
ll search )( Reset |

Use the + bution to add additional search criteria. A range-limited
search, {lLe. 2 < x < 4), can be accomplished by using the same trait
twice where the first uses the > operator and the second uses
the < one.

Gene Search sk o o0 Locus Search sactio 0 Mutants Containing Mutations in Selected Genes

Find Mutants by Gene List 10ad Fxampl Find Mutants by Locus List 1sad Exampl Mutant Gene Name Indel ID

Gena List Genome View
FNO190108 | Glyma06925590 | RN03.3. | RN03.3
FN0111996 Glymai1g32140 VP03.1 VPD3.1
FNO185658 Glymal7g21540 VP0B.1 VPDB.1

Or load it from disk ;[;ro'.\usc.. Or load it from disk ;[;rowse .

Clear List Search Clear List Search

Genes Not Covered By An Indel
Gene Name Supplied
Mutant BLAST  Load Exampie GIU maO‘l g‘l 01 02

Enter your sequence(s) in FASTA farmat into the text box. The BLAST target database is made up of
genomic sequences of all of the fast neutron-induced indels. This tool can be used to quickly determine
whether your favorite gene is covered by one of the indels.

The Example Data contain a gene that is covered by an indel and one that is not.

(See this page for our full suite of BLAST utilities and options)

Or load it from disk Browse...
Seguence is: @ DNA O Protein Expect: [ 1e-20 5]

Clear sequence : BLAST

USDA SoyBase: integrating soybean genetics and genomics
= http://soybase.org



Mutant Searchl Gene Searchl Locus Searchl

Mutant Browsers

Browse By Sample Name or Trait

About M92-220

Browse By Image Browse By Phenotype

Mutant Searchsack o op

Find a specific Sample:

Mutant Description Search

Plant Description:

=

Load Example ( Search ) ( Clear |

ol Search Clear

View Full Term List
Or enter a Plant Ontelogy or Trait Ontology term.

Find an Indel by Name

Find all Samples derived from a single M2 plant:

[xs]
Load Example ( Search ) ( Clear

Find all Samples with specific Trait values:

i@ “search | [ Clear

View Full List

Trait: His (> 4
;I “search ) Reset

Oneor more FASTA
seguences can be
BLASTed against the
Indel sequencesto
determineif any are
covered by an inddl.

Use the + button to add additional search criteria. A range-limited
search, (i.e. 2 < x < 4), can be accomplished by using the same trait
twice where the first uses the > operator and the second uses
the < one.

Gene Search sack o top Locus Search sacx o 10p

Find Mutants by Gene List Leoad Exampls Find Mutants by Locus List  Lead Example

Database: FN Mutants InDels20111228
128 sequences; 30,003,088 total letters

Searching

Or load it from disk
'C\ear LISl‘.

Or load it from disk Browse...

“Clear List

“Browse...
Search “search
E

Sequences producing significant alignments: (bits) value

Mutant BLAST  Load Example

RN03.4 Gm06:25505707-27093872 RO1IMOSDMN1ONSFBV 8895 0.0

Enter your sequence(s) in FASTA format into the text box. The BLAST target database is made up of
genomic sequences of all of the fast neutron-induced indels. This tool can be used ta quickly determine
whether your favorite gene is covered by one of the indels.

The Example Data contain a gene that is covered by an indel and one that is not.

>RN03.4 Gm06:25505707-27093872 RO1MOBDMN1ONSFBV

Length = 1588166

Score = B895 bits (4487), Expect = 0.0
Identities = 4551/4583 (99%)
Strand = Plus / Plus

for our full suite of BLAST utilities and options)
10 class=Sequence pos 03:36736202
TTTTTTTGAA T GG T ATRGA.
TTTCACTTTG TTTTT
GAGTATGGGA ARRACAN
TGCTAGGATG TTTTTCTAMG
TCTTTGGTGG AGGTTTGTGT
ATGGRRATTT TGTTCTGGCT

ARDRAGGTR
ATTCARD
'TATTAARNG
TTTAGTTTG
TATARGTCTCT
TGAGATTCAG

Query: 157

TGTACTTATG
TTGATTCAGA
TGCGTTTTTT

Or load it from disk
Sequence is: @ DNA

.Clcar seque ncc. IBLASTIK

acaacccactctccatcaaatatcaatcaatcaatcaaagaaagagocagcgagaaaatg 216
FECEUCCEERE TR PP e e e e T ey
acaacccactctcecatcaaatatcaatcaatcaatcaaagaaagagccagegagaaaatg 372

CTGTTTCTGA
A CCAATTTGGG

TTCGGTTATC
TGTTTTTATC

GACATGAGGA 313

Sbject:
Browse...

Protein EEQEEL sl Query: 217 aaaattcgtggtggaatcatcatagactgaagagnnnnnnnggttgttgtgecactgtecat 276

SoyBase: integrating soybean genetics and genomics
http://soybase.org
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Genes Covered by an Indel

Genes Covered By A Chromosome Alteration VP05.4
D ne List D n A Format
Gene Name Gene Annotation
Ataxin-2 C-terminal region PFAM
Gly FAMILY NOT NAMED

h poly(A)-binding pi

CRIPTION FAGTOR NF-Y ALPHA- Panther
RELATED LTS

PHD-finger PFAM
PHD/F-BOX CONTAINING PROTEIN Panther

rized PHD Zn-finger KOG

gb def: heavy-metal transporting atp

‘ Panther ‘ PTHR11

Pyridoxal-phosphate dependent enzyme

PYRIDOXAL-5-PHOSPHATE DEPENDENT
BETA FAMI

1, thrC; threonine s
0G0498 ] [GO

Activity=threonine synthase;
Pathwa reonine bios

Activity=threonine synthase;
Pathway=iscleucine biosynthesis |

Activity=threonine synthase:
Pathway=aspartate superpathway

SoyBase: integrating soybean genetics and genomics
http://soybase.org




Selected Examples of Data Sets and

e BLAST
e GO Enrichment Tool

e Data Downloads

« Searching SoyBase

SoyBase: integrating soybean genetics and genomics

http://soybase.org
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Full BLAST Search

BLAST query sequences against G. max and G. soja EST, GSS and CoreNucleotide sequences

®View in Whole Genome Viewer
O View standard BLAST report
Choose program to use and database to search:

Program | blastn (nucleotide=>nucleatide) '+

Williams 82 Genomic Sequence

|7P.vailable Databases

Enter sequence below in FASTA format

»lipoxygenase GlymalSg03040

TTTCETATGA GATTARAATE TETEAAATTT TGTTTGATAG GACATGGGAR
AGEAAARGTT GGARAGGCTA CAAATTTAMG

AEEACARGTE TCGETTACCAR CCTTGEEGEAGC TGECEAAGAT GCATACGATGE
TTCATTTTGA ATGEGACAGT GACTTCGEGAR

TTCCCGETEC ATTTTACATT AAGAARCTTCA TGCAAGTTGA GTTCTATCTC
AMGTCTCTAR CTCTCGAAGR CATTCCAARNC

Or load it from disk [ Browse... )
Or load an Example Sequence

HSP Collapse: sooo |4

I N Y
[ Clear sequence | [ Search )

The SoyBase Whole Genome Viewer provides a way to see all of the results of a BLAST search

simultaneously on the 20 soybean chromosomes.

The HSP collapse value is the size of a region in which all HSPs
will be considered to be to the same entity. The default value of
5000 is usually sufficient to collapse all HSPs in a gene (i.e. all
exons found by BLASTing with a cDNA) into a single hit. Color
coding is used in the genome viewer to differentiate each guery in a
multiple FASTA submission.

One example of how this view of the BLAST search results could
be used is to determine if a group of co-expressed genes were
physically clustered in the genome.

The query sequence is filtered for low complexity regions by default.

Filter ™ Low complexity ™ Mask for lookup table only

Expect| 1e-20 |&

MNote: other Expect values can be entered in the Other advanced options window

|7(E;:,ﬂ.::i*k.rram:::ed Options

SoyBase: integrating soybean genetics and genomics
http://soybase.org



BLAST Targetsat SoyBase

BLAST options at SoyBase

able of Contents

Williams 82 Genome Sequencing Project Nucleic Acid Sequences

Williams 82 Genome Sequencing Project Protein Seq
- N X Protei

Wil :

GenBank Nucleic Acid Sequences (Sept. 2014)
ank Sequ

Sequences (Sept. 2014)

qu

Transposable Elements
Williams e

Mutated Sequences
F eutron InD olon et a

Gene Family Consensus Sequences
Phy mily Co e

SoyBase: integrating soybean genetics and genomics
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BLAST Results

Query= Glyma.l15g026400.1 lipoxygenase
(2981 letters)

Distribution of 209 Blast Hits on the Query Sequence

Mouse-over to show defline and scores. Click to show alignments E

Color Key for Alignment Scores

<40 40-50 50-80 Los0-200  [s=R00l

1000 1500 2000 2500

Score E
Sequences producing significant alignments: (bits) Value

Glyma.l5G026400.
Glyma.l5G026400.
Glyma.l13G347800.
Glyma.l5G026500.
Glyma.l3G347700.
Glyma.04G105900.
Glyma.08G189800.
Glyma.04G105500.
Glyma.08G189600.

polypeptide=Glyma.15G02640...
polypeptide=Glyma.15G02640...
polypeptide=Glyma.13G34780...
polypeptide=Glyma.15G02650...
polypeptide=Glyma.13G34770...
polypeptide=Glyma.04G10590...
polypeptide=Glyma.08G18980...
polypeptide=Glyma.04G10550...
polypeptide=Glyma.08G18960...

[
HFOoOOoOOoDOoDOoOoOOoOo

P Poocoocoooo

SoyBase: integrating soybean genetics and genomics
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View BLAST Alignments

>Glyma.15G026400.1 polypeptide=Glyma.l15G026400.1.p locus=Glyma.l5G026400
ID=Glyma.l1l5G026400.1.WmB2.a2.v]1l annot-versicn=WmB2.a2.vl
Length = 2571

Score = 5097 bits (2571), Expect =
Identities = 2571/2571 (100%)
Strand = Plus / Plus

Query: 49 ggaaacaagggtcacaagataaaggggaacttggtgattatg

Sbjct: 1 tggaatcateggaggaaacaagggtcacaagataaaggggaacttggtgattatg

Query: accagtgttaagggtgtcatcggaaccgge

Sbijct: cgaaagaatgtgttggatatcaacagecattaccagtgttaagggtgtecateggaacegge

Query:

Sbict: tggcgtoccacatcotocate

Query: cagctcattagtgecaccaaggectgatggacatgggaaaggaaaagttggaaaggetaca

gg
[ELTEEEEEEEET TR TP e f

Sbict: tcattagtgcoccaccaaggectgatggacatgggaaaggaaaagttggaaaggctaca

Query: gttaccaaccttgggagctggcgaagatgcatacgatgtt

Sbict: agaggaca gttaccaaccttgggagctggecgaagatgecatacgatgtt

Query: cattttgaatgggacagtgacttcggaattccecggtgecattttacattaagaactteoatg

USDA SoyBase: integrating soybean genetics and genomics
= | http://soybase.org



View BLAST Hit in Genome Browser

andmark or Reglon: - o
Download Sequence File v| Configure... | Go |
IGm15:2,124_5611_.2,'114,564 Search |

Save Snapshot I Load Snapshot I

|Snow20 kop ~| il Flip

Example views: Markers | Genes | Glycine max Intraspecific Synteny | Glycineae Interspecific Synteny | WmB2.a2 vs WmB2.a1 Genome Assembly

=l Overview

Examples: Gm02, Gm20:43000001..44000000, Satt321, drought.
Data Source << <

| Glycine max genome assembly version Glyma, Wm82.a2 (Gmax2.0] | ScrollZoom:

Gmls |
1
oM ; 10M
*EEBH | pericentromere {approx) H

«EERH soybean (map version 4.0) H
ARC-010541-00707 BARC-025493-06513

|
BARC-010543-00709
!
BARC-030851-06979
|

wEHERH Gene models - Glyma.wWm&2.a2.v1 H

Glyma. 159026400 Glyma.l5g026500
O —— -
N, (el for more) —===z=uz=c=. TPory GENASE T

Glyma.15g026300
LIPOXYGENASE...(click for more)

«EHERH Gene models - Glyma.Wmg2.al.vi.1 B &
GlymalSg03030 GlymalSg03040 Glymal5g03050
T - - - - - .
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View All BLAST Hitsfor Whole Genome
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GO Term Enrichment T ool

.. SoyBase and the Soybean Breeder's Toolbox

"™ Integrating Genetics and Molecular Biology for Soybean Researchers

Search Mews Meetings Job Postings Soybean Ontologles SoyCyc Data Resources Community Resources  Mutant Populations

SoyBase Gene Model Data Mining and Analysis

SoyBase contains considerable information about the WmB2 gene models.

__Insert Gene List: While much of this is available from the individual text report pages, it is often

tone par line) the case where collecting such information using a one-by-one approach is not

_ aoptimal, for example when a list of genes identified in an expression study

Instructions needs to be compared. To address this we have developed a number of tools

Enter a list of gene model names into that accept a list of gene model names (i.e. Glyma03g09120) and return
this box, cne name per line. analyses based on the entire list.

Alternatively a pre-made list can be
lcaded using the Search button.

Clyma0023s00410 ]
Clyma0028s00210
Clyma0041s00260
GlymallglO670
GlymalDlglo730
Glyma0lgl0840
Glyma0lgl 1000
Glyma0lgl1060
Glyma0lgll260
GlymaDlgl1340
Glymallgll370
Glyma0Dlgll400
GlymaDlgll480
Glyma0Dlgl1510 £
GlymaDlgl1590 v

GlymaDlgl1750
Clumafilnfl 780 _A
Click to Load From File

Submit

Click for Example Data
Morales et al. (2013) Func. Plant Biol., in
press, Table 51
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USDA
2obA

GO Ontologies Distribution The charts below exclude genes that do not have GO Annotation.
Click on [Full Report] below to view graphics depicting results of list as submitted.

Click For Full Report

Biological Process

Click For Full Report

Cellular Component

Click For Full Report

Photosynthesis

=~

Molecular Function

-

>
A
;/
<
b

Cytosol

Cell Growth

Response To Abiotic
Stimulus

Response To Biotic
Stimulus

Flower Development
Cellular Process

Ribosome
Plasma Membrane
Cytoskeleton
Nucleoplasm
Golgi Apparatus

Nuclear Envelope

Embryo Development

Post-embryonic
Development

Cellular Metabolic
Process

Cellular Protein Metabolic
Process

Cell Differentiation

Developmental Process

Lipid Metabolic Process

Nucleus

Extracellular Region

Extracellular Space

Cell Wall

Intracellular
Membrane
Endoplasmic Reticulum

Nuclease Activity
Nucleic Acid Binding

Sequence-specific DNA
Binding Transcription
Factor Activity
Nucleotide Binding
RNA Binding
Catalytic Activity
Kinase Activity
Translation Factor
Activity, Nucleic Acid
Binding

Peroxisome

Vacuole

Hydrolase Activity, Acting
On Ester Bonds

Endosome

Nucleolus

Recnnnes Tn Ktroce

Cytoplasm

Hydrolase Activity

Transferase Activity

Lipid Binding

Strnetnral Maolsenls
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Whole Genome View | view Full Report |
(Preview: Some Portions of Scaffolds are Hidden. Click [View Full Report] for more details)

mitl IUI‘ IIII I- I II - . I I - ! L] . !: ! ! ! ! ! | | I Il- I l LIILL‘J‘M

.pkﬂl-u_!_ﬂ l!.= T T ; .|.J|||IJIJ|I.|.|uII

wosillodly 41 yyym T S T T B I N B B VR N TN TTY | ..II.I.I.I-I“I.I'..I.IJ

u..I.IILJ dluge, Lopoan, o 1 s T 1 = 11 m mn L!!!Q
ollialiley o et s lyuembiad |l
Ll hh“"'d“m"l- e, . o LI S A N Y ::é'::::!!l_-J!

T N T T
II!JI.HJLIIJ.IJ.I. .II.. .II..JILJ... o TR 1IN (AT

| L!!_ = IIIII 1 IIIJIJI‘I“I&}*

Yy A

qILI-IIIII".I.I-.I-I-. ....-. “= ,-, ”.
sl mlhu.l.l.h..lu....l. TR
.lllJ T A P |

!.IJ

L Some Siortions of sealfolds vhay be Biddbs at this mhenificadon= Heli 1 Fall Repastlia view the full report.)

R L 1 1w !!Llé! albida il EL
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Text Report

Feature
Details

Start End

Chromosome Position Position

Annotations

10 Annotations
Glyma0023s00410 scaffold_23 476541 479148 Clickto-ShowiLigt)

12 Annotations
Glyma0028s00210 scaffold_28 233808 247417 G AR S THE D)

11 Annotations
(Click to Hide List)

EC 1.14.99.7
Tair AT1G58440
GO:0004506
GO:0009414

Glyma0041s00260 scaffold_41
GO Enrichment Data

Glyma01g00670 387856 391000 G0:0006412 [C"Ci'mG;:‘jj jist) [Underrepresented| 1 87148001488704e-10 translation

GO:0006412

| #84 (100%)
Glyma01g00730 425500 427881 21 (2.13%)

. 207 Genes L
uO.DD10200| 401 (Click to show list] -6 28080865837962e-10 response to chitin

Glyma01g00840 505342 508280 ‘['co:0010200

401 (100%)
207 (51.62%)

18 G ,
Glyma01g01000 652295 658333 60100313471 51 (Click o gl list) -1 32777329972562e-06|  regulation of defense response

G0:0031347
51 (100%)
48 (94.12%)

73 Genes
(Click to hide)
Glyma01g01370
Glyma01g06110
Glyma01g36750
Glyma01g38750
Glyma01g40810
Glyma01g42360
Glyma01g43630
Glyma02g06830
Glyma02g16000
Glyma02g45190
Glyma02g47960
Glyma03g14780
Glyma03g27380

ChomafN2~27aR0
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Data Downloads

Table of Contents

Download Data
SoyBase Data
Genetic Map
‘Download genetic map coordinates for selected features
‘Download sequences for genetic loc
Genome Sequence
‘Download sequences from SoyBase BLAST target databases
Glyma 1.1 to GlymaZ2.0 Correspondence Lookup
‘Download genome sequence coordinates for selected features
‘Download genome sequence coordinates for selected features by chromosome
‘Download a list of names and sequence coordinates for gene models or markers in a chromosomal region
‘Download genome or predicted protein sequence for gene calls
‘Download annotations for selected gene calls
‘Download gene model flanking seguence
‘Download gene model 3' and 5" UTRH sequences
Download SoySNPS0K Data
External Data Sources

USDA SoyBase: integrating soybean genetics and genomics
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Sear ch All of SoyBase for Cadmium

SoyBase Toolbox
SoyBase Search HELP
cadmium

Examples: BAR

Qil Gl

Download SoyBean Data
SoyBean Data Download Page

Quick Wm82 Genome BLAST HeLP Full BLAST—|

Select Ouiput Format Select BLAST

NCEI BLAST report I blastn I

Enter sequence below in FASTA format.

Or load it from di ) No file selected.
Or load an Example §

Search |C

SoyBean Breeder's Toolbox Quick Jump HELP
Genelic Map Genome Sequence
Viewer -OR- Viewer
Linkage Group Chromosome

_ -SELECT- =
-SELECT- =

SoyCyc Search HELP

Examples:

SoyBase: integrating soybean genetics and genomics
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Summary of Search Results

Search| Query |Genetic|Genomic|Details Annotation Expression| Mutant
Domain| Term | Maps | Maps |Pages Data Populations

Lu ::us c‘adm;um

ot fpagmon] 2 [ [ o] o [ [
o for] |7

| Gene [cadmium

O Open In New Tabs

This table summarizes the results of the search. The number in each column indicates the number of records of each data type that
relate to the search term. Clicking on the number opens a page with additional details about these results.
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Integrating Genetics and Molecular Biology for Soybean Researchers

JSoyBase and the Soybean Breeder's Toolbox

SoyBase Home Help & Tutorials Genetic Map Sequence Map Expression Mutants Tools Communi

Sign Up Here To Receive SoyBase Update Emails
Use this form to contact the SoyBase Curators when
- you have data you would like included in SoyBase
- have found an error on our site
- have a suggestion about improving SoyBase

We'll get back to you as soon as possible.

From: | (Type your name here)

Email: |fT\,r|Je your email address here)

Subject: |

Comment:

Data Submission Templates and Instructions
Data Types

{Be sure to include the URL of the page if you are reporting an error)

Bi-allelic QTL Data
Excel spreadsheet for data entry

Genome Wide Association QTL Data
Contact us for instructions

Re-sequencing Data (SNPs, CNV, etc.)
Contact us for instructions

Expression or Transcriptomic Data (RMA-seq, GeneChip, custom chips, ete.)
Contact us for instructions

USDA SoyBase: integrating soybean genetics and genomics
= | http://soybase.org



Questions?

We value your opinion!!

Please take our quick six question survey using thelink on
the SoyBase home page or at http://www.soybase.or g/survey/

SoyBase: integrating soybean genetics and genomics

http://soybase.org
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