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Overview

* WmB82.a2.v1 genome sequence

e Fast Neutron-induced indels and
Transposable Element insertions

» SOySNP50K haplotypes

« SoyMap2 genome browser

e Improved QTL names

» SoyBase and community-provided tutorials

« GWAS QTL
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Glycine max genome (assembly version 2.0): 52.39 Mbp from Gm04:1..52,389,146

Browser |Select Tracks Snapshots Custom Tracks Preferences

Design PCR primers i E_'__f_nnﬁgurc... |
Save Snapshat | Lead Snapshot |

— T

L
GnB4: 52,39 Hbp

| I | I
o 1018 ) 40m S0k
* B EE -2 B Gene models - Wm82.a1.v1.1
W 1 T DA |
* B B E - Gene models - Wm82.a2.v1
L LI 1OAN [T BRI LTI R | | NI R N IR LT TN RR |
+ B R -2 E Assembly 1.0-2.0 comparison (stringant)
fntd - e e—— F7%  » Ol b e — = -
4 2 I-r. -y | E | [ 1 'P_-I-I‘ - S - b

Gno3 *Ill G1g !

New Wm82 genome assembly from JGI
- corrects known problems with the v1 assembly
- Incorporates additional transcript data resulting in improved gene predictions
- revised gene model and annotation nomenclature
locus. Glyma.01g000100
transcript: Glyma.01g000100

for annotation version Wm82.a2.v1
locus ID: Glyma.01g000100.Wm82.a2.v1
transcript 1D: Glyma.01g000100. 1.Wm82.a2.v1
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Landmark or Region :

Gml1&:1..62,308,140 Search
Examples : Gmd2, Gm20:43000001.. 44000000, Satt320.
Data Source << <
Glycine max genome (assembly version 1.01) {restricted) ScrolliZoom:

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

Design PCR primers - Configure...
Save Snapshot Load Snapshot

Show 62.31 Mbp ~ > % I Flip

ﬁnlﬁ
ali L1
+ B E B H|EH centromere (approx)

+ B E B H|E H pericentromere (approx)

of
B Details [E—]
Gnl8: 62,31 Hbp 20 Mbp |

ot 10M 200 ) ) 50
+* B EHEHEH Glymal.i ?ene models hzoom <= 2 Mbp for detail)

+ B BERHEH Assembly 1.0-2.0 comparlsnn [strin%em.]
Guls ™ 1 | R - b | - LB EE J3I00E BT 1 SN S >
- - LYl - | I ) 1 L ERE LR Y T ]| )
> |I 1 » 4 [} III ] Il 2

| LAl
Gmz0 i Gmid .l ¥ \ GmOS

The current sequence browser now has atrack showing synteny
between the v1 and v2 assemblies.

The vl and v2 synteny tracks are reciprocal for shared regions.
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Landmark or Region :

Gm04:1..52,389,146 Search |
Examples : Gm02, Gm20:43000001..44000000, Satt320.
Data Source

Glycine max genome (assembly version 2.0)

j Configure... | Go |

Save Snapshot | Load Snapshot I

SerolliZoom: «L |Show 52.39 Mbp v 2|2 [ Fiip

Design PCR primers

of

ol
B Details [——]
20 Mbp |

GnB4; 52,39 nbp

of 104
+* B E B H EBH soybean (map version 4.0}
(N 1 T N O e A A |
[ (I VR T I 1w | | | |
[T 11 | |||
I | |
| |
| |
*EEBERHEBEWmMS2_potential_SSR
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+ B EEHH EH Assembly 1.0-2.0 comparison (stringent)
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%’,%ﬁ - I I 1 7% »
[ - Ivlv. [ rl -
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+ B E B - EH Gene models - Wmi2.a2.v1

* B B H EH Gene models - Wm2.a1.v1.1

Wm82.al.v1.1 gene models and markers mapped onto new assembly when possible.
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Markers and gene models with different chromosomal |ocations or DNA strand
between the two assemblies are indicated in red.
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FandmaroyREplon: Design PCR primers j Configure... Co

Cmd4:24,596,055..25,406,054 Search N
Examples : Gm02, Gm20:43000001 44000000, Sa320. Save Snapshot | _Load Snapshot

Data Source «| ¢ 3 5 ~
Glycing max genome (assembly version 2.0) ScrolliZoom: Show 810 kbp = _! Flip

:
20m 4on

22n 24 26n

200 kbp | |

24,6 24,7 24 .61 24,50 25111 25,3

* B EE - & B Gene models - Wm82.a1.v1.1
Glumaddg25800.1 Glumalzgl?7in.l Glymaldgzz150
1 n ]

]
Glymal2g17721.1 Glymaldgz2150.3
" Glymal2gli?30.1 Ei]glua‘.ﬂgZZlDO 2
- ' la

L

G lumal8gza1so
]
\a10g22170.1

*BEE - & H Gene models - Wm82.a2.v1
HSlyrla S04G142500 Glyma 04012800

ARDL HOMOLOG A, M-ACETYLTRANSFERASE...(click for more) g
Gluyma . 04G142400 ’
o E;_l}gna SO4G14 2000
Glyma 040142500
i
(description unavallable)...(click For mored
Gluma 040612600
[
Eil_'}dma‘()qﬁidETO()
H=B0X TRENSCRIFTION FACTOR-RELATED...Cclick for mare)

*BERE -G As bly 1.0-2.0 ison (stringent)
I —

U United States Departmant OF Agricultura

S
= —— Agricultural Research Service
=




[=]
Glycine max genome (assembly version 2.0): 100 kbp from Gm04:48,560,000..48,659,999
Browser | Select Tracks Snapshots Custom Tracks Preferences

Search

Landmark or Region : N N _
Design PCR primers - Caonfigure... | Co
|CmU4:43.560.0DD..48.6 59.999 Search I I J —I

Examples : Gm02, Gm20:43000001..44000000, Satt320.

Data Source .
Glycine max genome (assembly version 2.0) SerolliZoom: SRS I Show 100 kbp LI > | Fiip

Save Snapshot I Load Snapshot |

3001

Region

1 1 1 i 1 1 1 1 1
45200k 48300k 48400k : : 4aE00k 48700k L 4Bavok 45300k 43000k
Details [

45560k 48570k 48560k, 48600k, 48610k, 45620k 48630k, 48640k, 45650k 48660k

E HEH E A Gene models - WmB2.a1.v1.1
.2 Glymandg3olgn.1 Glumagdg3oz1o .2 Glumandg39zzl ¢ Glymaodg3gzdn .3 Glumaddg3ozhn .1 Glymaddg39z70.2 Glumandg3azan . 1
e - R & amimeme s | - - -

Glymatdg3azo0 .1 Glumaddganzsl .z Glumandg3ozdn .2 Glyna0dg3gz60 .1 Glumatdgaaza0..2
- L & amEmems b | - -
Glunandganzel 5
Glumandganzel &
Glunaddganzel .1
Glumaddg39230.1
-

* B EHH EH Gene models - Wm82.a2.v1
Glyma.0dG214 000 Glyma 046214500
[l “—ora

Plant invertaze/pectin methylesterase inhibitor...dclick for mored tdescription uhavailakled, .. tclick For mored
-ansferase Glyma 046214100 Glyma.0dG21d 700
- el

?2?:,_) STEROL REGULATORY ELEMEWT-BIWDIMNG PROTEIM...(click for mare) Wi motif

L g =
unavailabled...(click For mored Gluma 046214200 Glyma.0dGZ14E00
Gluma 046214200

Glyma . 0dG213900

Al Hi H [s] A Fi %——-ﬂ
COHOL DEHYDROGEMWASE RELATED...Cclick for mored
WD REPEAT DOMAIM 44...(click for mored

Zinc finger C-xf-C-x0-C-x3-H tupe Cand similard...dclick for morel
Gluma 046214300
“u
Gluma . 0d621d4d00

GLYCOGEMIM. ..Cclick for more)
Glyma 046214600

(dezcription unavailabled...dclick for more)
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Report for Sequence Feature Glyma.04g143000

Gr04 125612504 .25, . 25646715375
i | |
25620k, 25630k, 25640k

Feature Type: gene_madel Gene nodels - Hn82,a2,wl
Chromosome: Gm04 St telason
Start: 25618725
stop: 25643608
Source: JGI
Version: GIymaEO Gene nodels - Hn82.al.vwl,1

High confidence: yes Blumalsg2z256 .2
Glumaldgz2zhe.l
R
Glumaldgz220a.3
T —
GlumalBg2zens .4
T —

DIACYLGLYCEROL KINASE...Cclick for morel

A previous version of this gene model can be found here: (see previous version )

Annotations for Glyma.04g143000

Annotation Annotation Match Evidence
Database ID Type Annotation Description Source Score Code

AT2G18730.1 AT diacylglycerol kinase 3 JGI N/A IEA
AT4G30340.1 AT diacylglycerol kinase 7 JGI N/A IEA
AT5G57690.1 AT diacylglycerol kinase 4 JGI N/A IEA
G0:0004143 GO diacylglycerol kinase activity JGI N/A IEA

GO:0007205 GO protein kinase C-activating G-protein coupled receptor JGI N/A IEA
signaling pathway

KOG1169 KOG Diacylglycerol kinase JGI N/A IEA
PTHR11255 Panther DIACYLGLYCEROL KINASE JGI N/A IEA
PTHR11255:5F32 Panther DIACYLGLYCEROL KINASE BETA JGI N/A IEA
PF0O0609 PFAM  Diacylglycerol kinase accessory domain JGI N/A IEA
PF0O0781 PFAM  Diacylglycerol kinase catalytic domain JGI N/A IEA

Gene model name correspondences to Glyma.04g143000 Gene Call Version Glyma2.0
Corresponding Name Annotation Version Evidence Comments
Glyma18g22256 Glyma 1.1 IGC As supplied by JGI
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Gm04: 49,24 Mbp
] oM
fast neutron mutants (Showing 2 of 2 subtracks)
| — | 1} [ __]

*EERHRA Glyma1.1 gene models (zoom <= Z Mbp) H

L]
GmO5: 41.54 Mbp

onf 10N
* B H fast neutron mutants (Showing 2 of 2 subtracks)
Deletions [ =1 T T

I
|
Duplicatio

|
* B - Glymal.1 gene models (zoom <= 2 Mbp)

Newly identif ed Fast Neutron-induced deletions and duplications
placed on genome seguence.

http://www.soybase.org/mutants/index.php
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Sample Information
Mutant Name
Genus species
Cultivar
Seed Availability
Experiment ID
Laboratory
Mutagen
Mutagenesis Date

Genomic Analysis

il

A
GnlS Gna3 Gnls 613 Gnl9

FN0110332

Glycine max

M92-220

Unknown

FN1.09

USDA-ARS & UMN: Bolon/Vance
fast neutron

9/2008

GRBS  Gnb2 Gn2e Ghld GH1l GHO4

Click Here To View All InDels For This Mutant

Phenotype and Seed Composition
M2 Name
S5D Generation
Plant Description

Photo(s)

U United States Departmant OF Agricultura
ﬁ Agricultural Research Service

FN0110332
M2
spindly

Ie Type: whole_plant
Filename: 1R03C32CMNO9NSFBY_1.jpg

Value Method

5.65

Ghl7




=l Details ———]
Gm1l5: 50.94 Mbp omep b

onF Tom

*B - fast neutron mutants {Showmg 1 of2 5ubrrac.ir5] H
Deletions| o E=

*B - transposable element insertions (Showing 2 of 2 subtracks)
TGM| T91200354 T91200350

T9120037

T91200331 4 T91200418
Fy

TO1200319
F
mPing| MP1]KGAQ209.B.02.03.47.

i-ﬂPl_
*BEEBHE Glyma1.1 gene models (zoom <= 2 Mbp) H
IININIIIMHIIIMHHIMHHIIIﬂﬂHIHHIHIHHMHH| MO L i TN 0 ORI T
* B HE soybean markers (map version 4.0) B &
O T AT T L T T N 1 I I [ T I I T Y VT R I 1 A M1
|II|I||||||||||I| [ Ill III [/ HIIII |||| [ I 1l I | I I (R (I V]

Transposable Element insertions and Fast Neutron-induced
Indels displayed in genome browser.

.ar.,h Service
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SoyBase and the Soybean Breeder's Toolbox

Integrating Genetics and Molecular Biology for Soybean Researchers

Genome

About the Sequence Map SoyBase Browser Transposable Elements Soybean at Phytozome (JGI) &* PlantGDB Browser @ Download Data

SoyBase Soybean Sequence Map Resources

SoyBase browser

Choose a Chromosome

Chromosome
Number 1 2 3 4 5 6 7 8 9 10 11 12 13 14 15 16 17 18 19 20

Linkage D1a Di1b N C1 A1 C2 M A2 K O B1 H F B2 E J D2 G L |
Group

View the JGI Gma1.01 WGS soybean genomic sequence, as pseudomolecules, integrating features from the soybean
composite genetic and physical maps with the genomic sequence. Links from GBrowse features (BACs, markers) to
locations in the SoyBase genetic and physical maps are available from a contextual menu. The preliminary 7x assembly
is still available here.

View or download a list of markers or other sequence map features by chromosomes here.

Download gene call sequences from the Williams 82 genomic sequence.

Search for Sequence Features and Annotations

SoyBase Search

Perform searches of our entire data set. :/

See haplotype data for 19,652 cultivars analyzed with the SoySNP50K r.hi%!P

View or download a list of genetic markers or other features by linkage group.

US United States Departmant OF Agricultura
ﬁ Agricultural Research Service




SoySNP50K iSelect BeadChip

An lllumina Infinium BeadChip containing over 50,000 SNPs from soybean (Glycine max L. Merr.)
has been developed (Song et al. 2013). A total of 498,921,777 reads 35-45 bp in length were
obtained from DNA sequence 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 sequence and 209,903 SNPs were
identified. After applying several filters, a total of 146,161 SNPs were determined to be candidates
for lllumina Infinium 1l BeadChip design. To equalize the distance between selected SNPs,
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 SNPs 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, 99 SNPs were
targeted to unanchored sequence scaffolds. Of the 60,800 SNPs, a total of 52,041 passed
lllumina's manufacturing phase to produce the SoySNP50K iSelect BeadChip. Validation of the
SoySNPS50K chip with 96 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 SNPs (86%:) had minor allele frequencies >10% among the
landraces, elite cultivars and the wild soybean 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 SoySNP50K 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. soja accessions genotyped with
52,041 SNPs is available here (approx. 170 Mb compressed with GZIP) .

SoySNP50K haplotypes for a user-selected subset of the genotyped cultivars can be downloaded
from this page.

US United States Departmant OF Agricultura
ﬁ Agricultural Research Service




Download SoySNP50K haplotypes for a subset of the cultivars

Paste a list of cultivar names, one per line, into the box below or use the Browse button to navigate
to a plain text file on your computer that contains a list of cultivar names.

The submit button will initiate a download to your computer of the SoySNPS0K haplotypes for the
cultivars you provide.

PIO
FID
FI2
P12

Load Examp-

Or use our shopping cart tool to select cultivars of interest from the complete list of cultivars
haplotyped by Song et al.

Readme Text:
(Included in download)

Including this READ ME there are four files returned for a cultivar-haplotype search. All data are in
plain text files with tab delimiters between columns.

NOTE:

We have observed that on some computers opening these files directly in Excel results in each line
being placed in a single cell rather than 1 cell per tab-separated column. This can be solved by
opening the file in Word or another text editor and using copy/paste to put the data into Excel.

Downloaded Data Files:

cultivar _snps

This is a 2 column tab-delimitted file, 1 line per cultivar.

Cultivar Name Cultivar Haplotype
P1442007B TAATTAACTAAAGTAGTAAATAACCCAGGA.......

snp id and position

This file contains what amounts to the column header information for 'cultivar_snps'. It is provided
as a separate file so that the haplotype data in 'cultivar_snps' doesn't need to have tabs between
each SNP allele value.

SNP Mame 55715578401 55715578402 55715578403 55715578404 55715578405
Chromosome GmO01 GmO1 Gmo1 GmO01 GmO01
Position 10015701 10052330 1006696 10074809 1009248

snp id position and value

This is a more human readable version that includes both the haplotype data and the SNP
descriptions. The order of SNP lines is the same as the order of SNP allele values in
'cultivar_snps'.

SNP ID Chromosome Position Pl442007B P1365426 PI587703A P1228064
$s715578401 Gmo1 10015701 A A A A
55715578402 GmO1 10052330 C C C C

Unikes = A g
U,_S.’.QA Agric Jltural F{c—sea ch Service
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Glycine max genome (assembly version 1.01): 55.92 Mbp from Gm01:1..55,915,535
Browser |Select Tracks Snapshots Custom Tracks Preferences

Lancmerk or Reglon : Design PCR primers | Configure...
Gm01:1..55,915,595 Search

Examples : Gm02, Gm20:43000001.44000000, Satt320.
Data Source

Glycine max genome (assembly version 1.01)

xample views: Markers | Affy Probe

Save Snapshot Load Snapshot

ScrolliZoom: K< Show 55.92 Mbp -
Sets | ESTs | Transposable Elements | Physical Map | Gene Expression | Synteny
IGrB1
off i
*BEE H.I— H centromere (approx)

* B E B =& B pericentromere (approx)
!
O!.

A
Gho1: 55.92 Hbp 20 Mbp |

Go

35 o

Flip

! |
of 10m 201
& B 5 F - P2 E SoySNP50K

11T T L T

* B EE - soybean (map version 4.0)
I IR T T v I | I Il
| (| | 11 | | | [
| | |

* B EE - EEGlymal.l gene models (zoom <= 2 Mbp for detail)

LT Il

ity

11T DR TR
L1 T N T T RV
wrmevrem o
[ N I |
11
l

SoySNP50K data currently only on genome assembly
Wm82.al.v1.1 (Wm82.a2.v1 coming soon).

United States Departmant OF Agricultura
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Browser | Select Tracks Snapshots Custom Tracks Preferences

Landmark or Region -

|C|n02:43‘026‘9?3 43,126,972 Search I
Examples : Gm02, Gm20:43000001.. 44000000, Sat320.
Data Source

IDe5|gn PCR primers | configure... | Go |

Save Snapshot I Load Snapshot

Glycine max genome {assembly version 1.01) (restricted)

ScrolliZoom:

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

GnB2
Or

Show 100 kbp ~| biP2s

+ B EH B HE B centromere (approx)
+ B B HE H pericentromere (approx)
Region

y
42700k

y : y 7
42800k 42900k 43000k 43100k

y
43200k

Details

[ Fovvesr|
20 kbp |

y y
43300k 43400k

|
k 43050k

| | | |
43080k 43050k 43060k 43070k 43080k

|
43080k

y
43500k

25715582515

i
12345

33718582517
]|
12345
=2710582518

d |||
12345

23715582522
T

is715582523

12345
=2715582524

|||
12345

25715552510

2719582316

ot used in BARC germplasm surve:

33715582514 23715582520
B [}

33715582521
T
G

+ B EH B HE BGlymal.1 gene models (zoom <= 2 Mbp for detail)
Glumanzg 37670 Glyma0Zg377o0
FRMILY WOT NAMED...{click for mored CLATHRIM COAT ASSEMBLY PROTEIN...(click far morel

GlumanzZg37es0
U =

Glyna02g37710

20 =

UMé%%%%%E%U%ZSUEFHHILY NOT MAMED. . .(click for more)
Glyna02ga77z0

23715552525
T

| |
43100k 43110k

==716682528

d

12345
=2710582530

1
12345
=3715682527

]|
12345

2718582526

|||
12345

==715552531

o] ||
12345

32715582529
c

==715582532
G
T

Glumanzg 37759
TR -
SUBFAMILY NOT NAMED...cclick for mored
Clumanzg3vyro
i
PELOTH

BASIC HELIX-LOOP-HELIX CEHLH)» FAMILY PROTEIM...cclick for morel

Glyna02g37740
)

Coescription unavailabled...(click for more)

United States Departmant OF Agricultura
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|
43120k

23715582533
T

Glumanzg37a00
CHE T

(desr)

on unavailaky




=
Glycine max genome (assembly version 1.01): 33 kbp from Gm01:7,341,000..7,373,999
Browser |Select Tracks Snapshots Custom Tracks Preferences

Search
Landmark or Region:
m01:7,341,000..7,373,999 | Search | 5
Examples : Gm02, Gm20:43000001. 44000000, Saft320. Save Shapshot | Load Snapshot
Data Source | ¢
Glycine max genome (assembly version 1.01) ScrollZoom:

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

= Overview

Design PCR primers  ~| Cenfigure... | Go |

[hawssken =] o' 2 22| Orip

o I
+ B E @ -2 A centromere (approx)

* B B R - &  pericentromere [ap;J rox)
I

Region

7260k 7270k 7280k 7290k 7300k 7Ok 73z0k 7330k 7340 7350k i y 730k 7390k 7400k 7410k 7420k 7430k 7440k
Details

10 kbp |

} }
7340k, 7350k

* B E - & SoySNP50K (Showing 2 of 2 subtracks)
used in BARC germplasm surve
£5715580792 £5715580793

s1 sl
12345 12345
not used in BARC germplasm surve k

Name 55715680792 FF x|
Type SNP
+ B 6 R = 2 A soybean (map version 4.0) Location Gm01: 7346410 7346410
SNPs on an [llumina Infinium BeadChip containing over 50,000 SNPs
Note from soybean {Glycine max L. Merr.}. See hitp:isoybase. orgisnps for
additional information.

* B R k-2 H Glyma1.1 gene models (zoom <{ A¢liens
Glymad1 806870
T —_—
E1a0LECEETS S =———n——am——]

* Show all information in SoyBase on this SNP
» \iew assembly sequence with 60b flanking

i
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Report for ss715578909

Locus type: SNP
Organism: Glycine max
dbSNP name: ss715578909
Altername name: BARC_1.01_Gm01_29091115 A G

Genomic sequence information

Chromosome: GmQ1
SNP position: 29091115
SNP alleles: A/G
Location in gene: intergenic
Genomic context: Start: 20091055
End: 29091175
GTCCEAGATCGTAGTTTTACTGGAACARGTTTTGEAGAGGAAGAMGGGAGARATGARTTTE
[A/G]GAGGAAGARGAGGGTGTACARACATAACATATCTTARATGTARMACATGGACCTAR
Sequence: arer
Select All

Genome Assembly Version: Glymai.0

Allele frequency

. . Minor Allele
Population Minor Allele Frequency

96 G. max landraces G 0.427

96 G. max elite cultivars 0.431

Gmax192 G. max landrace + elite 0.429

96 G. soja accessions 0.219

ALL288 G. max landrace + elite cultivars + G. soja 0.359

G
G
G
G

Allele distribution

Accession Allele
Wma2 A

The allelic composition for the 19,652 cultivars and accessions
used in the BARC Germplasm Survey can be downloaded here.

Data source

Data provided by: Cregan, Perry and Song, Qijian
Reference: Song et al. 2013a
Assay Information: lllumina Infinium BeadChip
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SoyMap2 Diversity Browser

soybean,

G — ,_ http://soybase.org/soymap?2
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oM’

B Region
35M
B Details [ ——]

200 kbp |

| | |
37.4M 37,5M 37,61
*BEBRH G. dolichocarpa (relaxed filtering) B 2]

*EERH G. cyrtoloba (relaxed filtering) B =
1 1
[} 1 b

*BEEBRH G. tomentella D3 (relaxed filtering) B 7]
1 1 L] 1

IE

G. syndetika (relaxed_filtering) B
(]
1

wEERH G. stenophita (relaxed filtering) B
1 1
1 Ik

1 1
]

*BERH G. falcata (relaxed filtering) B
1 1 1 1 (AR 1

*BERH G. canescens (relaxed filtering) B
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Regicen
350
Details |

37.4M 37.5M
*BEERH G. dolichocarpa (relaxed filtering) B

i

| G. delichocarpa (relaxed filtering)

Track ID=diversity_dolichocarpa_alignments_relaxed_filtering
Downlead ALL DATA for this track

Click here to display in new window...

Cality-timmed BAC end reads from the file Gdolichocarpa_BES. clipped were alignad with LASTZ 1.02.34 using "--chain —gapped --ambiguous=n" and filterad thus:
» IMinimum 50% coverage and 75% identity: if more than two alignments for a read satisfied this criteria, all alignments for the read were discarded unless at least cne
alignmiant was within 1,00 Obp of a mate’s alignmant.

*HEBRH G. cyrtoloba (relaxed filtering) B
1 |

Figure legend:

=| BESs that are unpaired in the display may assume the follewing shapes:

« diamond: * the mate was mapped.

e bax: | the mate was not mapped.
BESs and connectors between mate pairs are colored thus:
» Maon-unique placement (red):
e (BES) 1 The BES had marae than ons alignment that satisfied the 75% idenfity and 50% coverage cutoffs.

*BERH G. tomentella D3 (relaxed filtering) o (connector) 1 Bath mate-pair BESs are linkad in mare than one lacation in the ganome.
|' ! l * Unique placemant (blua): 1

! L o (BES)} 1 The read had only one alignment that satisfied the 75% identity and 50% coverage cutoffs.
@ (connector) ) Both mate-pair BESs are linked only in this location.

Mate pairs are visually connected by a line if and only if the resulting BAC insert spans a region batween 5.000bp and 1,000,000bp, and there is only one such pairing possible for
each mate. If beth mates mapped to the "+" strand. the connector has right amows:
; 1
Elss if both mates mapped to the °-" strand, the connector has left arrows:

*BEERH G. syndetika (relaxed _filtering) B I 1

1 L
i i 1 11 Elza if the leftmost mate mapped to the "-" strand, and the rightmost mate mapped to the "+" strand, the connector has an "X" in the middle:
PR

1t ———

Else if the region spanned by the mates is cutside 3 standard deviations from the BAC library's average inseri size, the connecior is dashed {for far apart mates):

or bowed (for close-together mates):
| |

If none of the above conditions hold, the connector is a solid line:

Alignment Statistics
Total Reads 262,738
Aligned Reads 206,328
Aligned Reads (after filtering: minimum 50% coverage & 75% identity) B2 127
Aligned Reads (after filtering: minimum 50% coverage & 75% identity,
then discard reads having both = 2 alignments AND no alignments 71,147 {102,832 alignments)
within a 1,000,000bp window of a mate’s alignment)

*BEEH G. stenophita (relaxed filtering) B
1 1

i
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Comparison of BAC Sizes Among Representative Glycines

Distribution of average BAC size on Gm08-Gm10 across several species
GmoO08 Gm09 Gm10
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Improved QTL Names

Asian Soybean Rust

Asian Soybean Rust

Branching Branching

BSR BSR

Cnpy ht Canopy height

Cnpy wdth Canopy width

CID Carbon isotope discrimination
CWP Cdlwall polysacch composition
CES Chlorimuron sensitivity
CCwW Common cutworm

CEW Corn earworm

Lf t chlorophyll Leaf Et chlorophyll

Lf Igth Leaf Et length

Specif cIft N Leaf Bt N, specif C

Lf Phos Leaf Et P

Lf t shape L eaf kt shape

TRG(DW) Leaf Et trigonelline, dry
TRG(FW) Leaf Et trigonelline, fresh
Lf wdth Leaf Bt width

NitR7 Seed N at R7

Sd num Seed number

QOil Seed ail

Sd wit/plant Seed weight per plant
Sdyld Seed yield

Y Id/Ht Seed yield/Plant height
YId/'SW Seed yield/Seed weight
R5 Seed, beginning
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SoyBase and the Soybean Breeder's Toolbox

Integrating Genetics and Molecular Biology for Soybean Researchers

Resources

Search Data Toeols SoyCyc Legume Research Programs Soybean Breeders Workshop Download Data Submit Your Data Contact Us

Community Resources and Communications
Tutorials

SoyBase Video Tutorials

+ SoyBase Genetic Map Tutorials
+ SpoyBase Sequence Map Tutorials
s SoyBase Database Searching Tutorials

YouTube Videos

s Soybean Growth and Development
+ Soybean Diseases

+ Soybean Pests

+ Methods and Protocols

Making Crosses with Soybean
Harvesting Research Plots
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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

move tracks in the SoyB e er
Mb MP4)
mation on trac e quUENCE viewer
) MP4)
tl

SoyBase Searching Tutorials

BLAST against the so

a trait value

n
, 120 Mb MP4)
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Trait Associated Markers Shown on the Genome Sequence

Crverview

|:|[-J:
*E |

*EEEH)

Region
Details

10M
* B - Genome Wide Association QTL (Showing 4 of 4 subtracks)
Eeed composition and 2l d

|
*EERAHA Glymal.1 gene models (zoom <= 2 Mbp) B

.ar.,h Service




1 1 | |
45M A6M A7M 48N
*EERH Genome Wide Association QTL (Showing 4 of 4 subtracks) H &

seed _composition_and_yield
Days from flowering to maturity 1-g2 Days from flowering to maturity 1-g3
I

I

Days to maturity 1.g95
I

Days to flowering 1-g5
|

Seed oil 1-g4

disease_and_stress
Iron deficiency chlorosis 1-g5

plant_architecture
Seed thickness 1-g11 Seed width 1-g5

Drought tolerance 1-g3
|

Glymal.1 gene models (zoom <= 2 Mbp) H L

1 ] 1
46200k 46300k 45400k

* B EHH Genome Wide Association QTL (Showing 4 of 4 subtracks) H &
seed_composition_and_yield
Days from flowering to maturity 1-92

IDa;.ts to maturity 1.95
IDays to flowering 1-g5
ISeed oil 1-g4

disease and stress|

plant_architecture
Seed width 1-g5

Drought tolerance 1-g3
|

=
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Trait Associated Markers Shown on the Genetic Map

Al balerance 1-311 ——+

I

Days to waturity 1-513
Days from Flowsking to maturity 1-510>~
Days to Flousring 1-17

Seed weight 1-31

Seed weight 1-32
Seed weight 1-33
Seed yield 1-a1

SON pace 1 1-33

Iron deficiency chlorosis 1-32

Iron defaioncy chlorosis 190 % Gass $rom Plouering to maburity 311 ——

Iron deficiency chlorosis 1-34
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'Base User Survey

Tools Used at SoyBase

Please take the SoyBase survey

and Trait Omnic

http://soybase.org/survey

Also linked from SoyBase
home page

General Opinion of SoyBase
nd has the tools and data I need.)
d data I need but I have o search for them.y

is hard to un nd.)

What is the best or most useful part of SoyBase?
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Questions?

http://soybase.org
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=
Glycine max genome (assembly version 1.01): 33 kbp from Gm01:7,341,000..7,373,999
Browser | Select Tracks Snapshots Custom Tracks Preferences

Landmark or Region -
GmO1:7,341,000..7,373,999 Search N
Examples : Gm02, Gm20:43000001. 44000000, Sait320. Save Snapshot | Load Snapshot
Data Source &L L

Glycine max genome (assembly version 1.01) SecrolliZoem: ™

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

Design PCR primers | Configure... Go

Show 33 kbp  ~ 2 ! Flip

GrRB1

ot 1
* B E E = E B centromere (approx)

+* B E E - E B pericentromere Iap;}rmch
{

T2e0k 7270k 72e0k 7290k 7300k FAlOk 7320k 7adok 734 S0l ) 730k 7390k 7400k 7410k 7420k 7440k

10 kbp |

7ad0k

i | \
7340k 7350k 7360k
+* B E R -2 A SoySNPS0K (Showing 2 of 2 subtracks)

used in BARC germplasm surve

£5715500792

not used in BARC germplasm surve!

+ B E R =2 H soybean (map version 4.0)

+*BEER =FEHAGlymal.1 gene models (zoom <= 2 Mbp for detail)
Glymal g06E70 Glumadlg06Ea0

- - T —

E}l-l‘ll 1”{5328;3% [ e ———

gmAl ZINC FINCER PROTEIM
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Conceptual Haplotype Viewer Using A Condensed Graphical Form

Hap viewer

Download files: output file input file Short URL: hatp=/bit ly/16tEu

11234 » 12 45367890 12 6 TEY :
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