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PeanutBase provides peanut researchers and breeders with trait, genetic
and genomic data for Arachis and provides means for connecting peanut data
to closely related plants with more developed datasets, for example, soybean

and common bean.

PeanutBase is being developed in collaboration with the Legume Information

System (LIS; http://legumeinfo.org)
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Funded by The Peanut Foundation for the Peanut Genomics Initiative. Additional support from USDA-ARS.
Database developed and hosted by the USDA-ARS SoyBase and Legume Clade Database group at Ames, |A,
with NCGR and other participants.

Sequence Search

Gene Sequences

» Click for more on PeanutBase and the Peanut Genomics Initiative ...

Note: PeanutBase will generally be updated on the first Tuesday of every month.

A. ipaenensis

Community External Resources

NEWS
Browse

e (Nov 2014) Diploid gene
models in genome browser,
new sequence search utility,

reorganization of site and
Keyword more QTL data ... ... ...
Search « (Oct 2014) Oil quality,
nematode and rust resistance
traits have been added to
Genome & Marker Assisted Selection

list.

e (Sep 2014) The BLAST
sequence search tool has
been refined at PeanutBase.

e (Sep 2014) A prototype
Marker Assisted Selection
(MAS) page.

More News

This resource is being developed for U.S. and international peanut researchers and breeders, with support
from The Peanut Foundation and the many contributors that have made the Peanut Genomics Initiative

ANNOUNCEMENTS

AAGB-2014

7th International Conference on
Advances in Arachis through
Genomics and Biotechnology

November 11-14, 2014.
Savannah, GA
More details ...

Species

Marker Assisted Selection (MAS)

MAS pages are being created with help from experts in the
community on particular traits of interest. Each page combines
information and data pertaining to a particular trait.

Browse & Search | Traits & Maps Download | Submit Data

Community External Resources

Help

Markers associated with this trait

QTL Overview
Submitted by sdash on Fri, 09/19/2014 - 1° QTL Search
Trait: Ty 1y Marker Assisted Selecti
Rust, Puccinig MeterAsisedssectn
Maps Overview
Trait Symbol: Leaf Rust e S
Page Contributors: PeanutBase (Jugpreet Singh)
Major Information Sources:

¢ IPAHM103 ¢ GM1536 ¢ GM2301 ¢ GM2079

¢ TE360 ¢ TE 498

¢ SSR_GO340445 ¢ SSR_HO115759

Varshney, RajeevK., Pandey, ManishK., Janila, Pasupuleti, Nigam, ShyamN.,Sudini, Harikishan, Gowda, M.V.C.,

sssss Mondal, Hande et al., 2013

TE 360 TE498

Repeat AhMITE1-2

quard GGATATGATGCCCATAGCTGA
primer

Reverse TGCTGACTACTTGCAATGCC
primer

Size (bp) of
resistant approximately 450
parent allele

RPSPRBSB M RPSPRBSB

ATGACTTACATGTAGCAATTG

TGAAAGGAGTCAAAGGTCATG

Size (bp) of
suceptible
parent allele

approximately 200

Genotypes  Accession (ICRISAT) Susceptibility
VG 8514 Resistant
TGS2' X Spanish R h
TAG 24 Suceptible panis esearc!

'TGE1' Bunch Center,

Traits, Maps and Markers

PeanutBase curators are developing a consistent trait vocabulary and
collecting map, marker, and QTL data from the literature.
Direct contributions from the community are welcome!

Traits and QTL maps - TSWV example

A reference genome assembly for Arachis hypogea

Because of the complexity of the tetrapolid A. hypogea, its likely diploid
progenitor species, A. duranensis and A ipaensis were sequenced and
assembled first. Although the two species diverged ~ 3 mya, they still
maintain significant synteny, although some large rearrangements have

OCCUI"I"%ﬁ‘e two progenitor diploid genomes are

remarkably similar....

..but there have been some significant
rearrangements as well.
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QTL Overview QTL Overview Reference
QTL Details QTL Name TSWV 2-20 Peanut
. TT_Tifrunner_x _GT=C20_a
Map Positions
Measurements Trait Information @
Trait Tomato Spotted Wilt Virus (TSWV) reaction
Alignments Reaction of the plant or plant part to infection by Tomato Spotted Wilt Virus (TSWV). tgz
Reatonships Via BEGED
S 2 —— . .
ynonyms A -3 RN3SH04-1500
— TERY 2-20
Org Arachis hypogaea (peanut) ¥ TCSD06-210
_ TT_Tifrunner_x_GT-C20_a [CMap] (linkage group: LGT9 [CMap &) GH2450-300
o L& fffmoss-zon
- ; = B +
ARST765-260
Publication Information ARS756-214
W= GH2359-300
Publication QTL Symbol qF5TSWV4 Ny —
Publication Trait Name Tomato spotted wilt virus resistance == ARS706=240
) o . ) ) : A ARS7S2-300
Publication Trait Description The severity of Tomato spotted wilt virus (TSWV) infection was scored using a 0-5 scale, in —
which 0= no infection and 5= 100% infection. Visual determination was based on viral ¥ ARS7S59~-1200
symptoms and the stunting of growth. _/RRS?S? 350
L LEs / GH2792-300
QTL Overview Map Positions o —
QTL Details - i _P,#QRS?S 1-26S5
Map Position 1 — e TC1D02-280
Measurements LGTS [CMap ] ¥ _\RRS?42- 100
omLPeak | eraT=aR0
Alignments _E Posith 0 T T—-GM2584-1000
Relationships _ Position 18.39 Aty
Synonyms ] 0-55.20 <M
Mapping Population TT_Tifrunner_x_GT-C20_a
Tifrunner
GT-C20

Interval Calculation Method

cM from experiment markers

We welcome corrections to this record. Please provide contact information and include QTL name and publication in your note.
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Gene models have been created for both A. duranensis and A. ipaensis using

Both genome assemblies can be explored by genome browser and are available as FASTA downloads.

two methods, MAKER-P and GLEAN and are available as genome browser

tracks.

Arachis gene models can be compared to Glycine max (soybean) and Phaseolus vulgaris (common bean) gene

models to find likely gene function.

Sequence Search

BLAST and BLAT are available for searching and aligning sequence against the
reference assemblies and gene models. Both show the alignments on the

reference sequence browsers.
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partial lipoxygenase Glyma15g03040
2 partial lipoxygenase Glyma15g03040
3 partial lipoxygenase Glyma15g03040

Alignment

HSP 1

Aradu.A08 2.92e-69 A 4
Aradu.A05 4.66e-42 A 4
Aradu.A09 3.65e-39 -~

Phvul.006G048500.1

PROTEIN REGULATOR OF CYTOKINESIS 1 PRC1-RELATED...(

Aradu. A0l
10M 20M 30M 40M SOM 60M 70M 80M S0OM 100
2800k 2900k
o]
1 kbp }
2812k T 1 1 1 (28%% | | | | 1 | | |28%8 name Phvul.006G048500.1 Btk | | | | 2817k ||
==72a2lie.] - — a— | LOCatiON  Aradu.A01:2813022..2816743 L
PANTHER PTHR19321 (PROTEIN REGULATOR OF |
- o ul - CYTOKINESIS 1 PRC1-RELATED) -
b (5] » ycine max 2.0 gene modeis i - i i
Glyma.1 4g018300.1 KOG Cluster KOG4302 (Microtubule as_socnated prot'em
- S S E— essential for anaphase spindle elongation) | s s—
PROTEIN REGULATOR OF CYTOKIN Pfam PF03999 ()
Glyma.02g2951 00.1 Best
- - S E— -
PROTEIN REGULATOR OF CYTOKII Arsbidopsis  ATSG55230-1 3
TAIR10 hit

Glyma.149018500.1 Actions
PROTEIN REGULATOR OF CYTOKIR . x!ew assemg:y Q08 it 1k
Glyma.089322200.1 . ; iew assembly sequence wit
- o o | anking T
PROTEIN REGULATOR OF CYTOKIN 3

*B H Phaseolus vulgaris gene models B

— R S —
click for more)

Identity= 161/198 (81.31%), Positive= 161/198 (81.31%) Query Matches 451 to 648 Hit Matches = 7359963 to 7359766

Query: 451 ATTATAATGCAGACATATCTTCCAAGCGAGACACCGGCTCCACTTGTCAAGTACAGAGAA 511
e e rrerrr et rrrrnetd U I 1 Lorrrrernnld
- -
t: 7359963 | - -
e Peanutbase - Arachis duranensis 1.0
Query: = Browser| Select Tracks Snapshots Custom Tracks Preferences
: H Search
Hit: 7360024 °
Landmark or Region: Find BLAT Alignment 3+ | Configure... |
Query: 572 ' | Aradu.AO1 (via BLAT Aligni| Search | Save Snapshot | Load Snapshot |
. , |Data Source .
ik 760088 Peanutbase - Arachis duranensis 1.0 % Scroll/Zoom: S 8 Show 3.767 kbp 7 i I Flip
Query: 632 «
The following 26 regions match your request.
Hit: 7360144 (
a
Y )
—~ Y o M+ 330000 N\
$* ¢
HSP 2 *
Identity= 188/241 (78.01% .
* *
U Goo &
¢ s
\_J \_/ \_/ \_J e \_J \_/
radu.A01 Aradu.A02 Aradu.A03 Aradu.A04 Aradu.A05 Aradu.A06 Aradu.A0B  Aradu.A09 Aradu.A10
ame Type Description Position Match Score
Alignment1 BLAT Aradu.A08:23296925..23300691 99.27
Alignment2 BLAT Aradu.A08:23276843..23280231 91.15
Alignment3 BLAT Aradu.A06:4806755..4810412 47.50
Alignment4 BLAT Aradu.A09:13569732..13624751 45.45
Alignment5 BLAT Aradu.A09:13562172..13758665 41.01
Alignment6 BLAT Aradu.A09:7356180..7360291 40.42
Alignment7 BLAT Aradu.A08:23269238..23271605 39.21
Allmmnnnd 1] Bl AT Avadas AND4NCAONN4 44 4N00ONNNORO N0 EN

Genome Assembly

International Peanut
Genome Initiative
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