TASKS

* Map a cloned rice blast
resistance gene to its
putative location in the rice
genome

« Compare its position to that
of other mapped resistance
genes

What do we already know ?

* The rice disease resistance
gene Pi-ta

» Genetically mapped to
chromosome 12 Rybka et al. (1997;

* It has also been sequenced
Bryan et al. (1997).
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A Single Amino Acid Difference Distinguishes Resistant and
Susceptible Alleles of the Rice Blast Resistance Gene Pi-ta
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The rice blast r tnoe(R)g e Pi-ta mediates gene-for-gen: tnoe against strains of the fungus Magnaporthe
gnsealht pr rulent alleles of AVR-Pita. Using a apb cII ing strategy, we cloned Pi-ta, which is linked
to the tromere fch romosome 12. Pi-ta encodes a predicted 928-amino acid cytoplasmic re ptorwnh a centrally
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Source
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Abstract

Cross-reference

URLs

Gramene Literature

Literature search

Search for publications: Bryan GT search

[ 8.9 Wessler SR | rice genome | Rice Genetics Mewsletter |

Search result
355
tA single amino acid difference distinguishes resistant and susceptible alleles of the rice blast resistance gene Pita
The Plant cell , 2000, 12, pp.2033-2046
Bryan-G-T, Wu-k-3, Farrall-L, Jia-¥, Hershey-H-P, McAdams-3-A, Faulk-K-N, Donaldson-G-K, Tarchini-R, “alent-B
The rice blast resistance (R) gene Pi-ta mediates gene-for-gene resistance against strains of the fungus
Magnaporthe grisea that express avirulent alleles of AVR-Pita. Using a map-based cloning strategy, we cloned Pi-
ta, which is linked to the centromere of chromosome 12, Pi-ta encodes a predicted 928-amino acid cytoplasmic
receptor with a centrally localized nucleotide binding site. A single-copy gene, Pi-ta shows low constitutive
expression in both resistant and susceptible rice. Susceptible rice varieties contain pi-tai-) alleles encoding
predicted proteins that share a single amino acid difference relative to the Pi-ta resistance protein: serine instead of
alanine at pasition 918. Transient expression in rice cells of a Pi-ta(+) R gene together with AWR-Pital+) induces a
resistance response. Mo resistance response is induced in transient assays that use a naturally occurring pi-tal)
allele differing only by the serine at position 913, Rice varieties reported to have the linked Pi-tal’) gene contain Fi-
ta plus at least ane ather R gene, potentially explaining the broadened resistance spectrum of Pi-ta(2) relative to Pi-
ta. Molecular claning of the AWR-Pita and Pi-ta genes will aid in deplayment of R genes for effective genetic contral
of rice blast disease.
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View Gramene record for Pita gene from rice

Summary for Rice Gene: Magnaporthe grisea resistance-ta (GR:0060627)

Gene Name Magnapoarthe grisea resistance-ta
Gene Symbol Fita
Gene Synonym EMy1b, Pida, PitaZ
Phenotypic Description Resistant to rice blast disease.
[Top]
Allele AMWg1B.1 (Pita, Pida), RMg1B.2 (Pita 2), RMg16.3 (Pita n)
Germplasm B, Makei 212, Pi Mo, 1, Pi Mo, 4, Tadukan-1, ¥ashiro-rmochi
[ Top ]
GenBank accession AF2078420 [NCEBI] ), AY 196754 [MCEI] [Gramene Genomes] )
Gene Product QE4LUBT, Q9AY2E

Map Position

|:| Map Set Name | Linkage group | Start Position | Stop Position
[1] Rice-Morph 2000 | 12 | 16.00 ch | 26.00 ch
[2] Rice-Cormell RFLP 2001 | 12 | 33.20 chd | 53.50 ch
[3] Rice- RGP RFLP 2000 | 12 | 32 .60 ch | 63.20 ch
[4] Rice-CMHZAL ZheS7 AWoy2 QTL 2004 | 12 | 540 chf | £9.00 chf
[Top]
Associated Feature { Evidence Code: TAS TAGP) ‘
Trait leaf blast disease resistance (TO:0000465)
O TEedimy SR 00704 T OatiteT stage (SR O:0007049), 04-stern elongation stage (GRO:0007043),
Growth Stage 05-boaoting stage (GRO:0007143), 05- headmg stage (GRO:0007044), OF-milk stage (GRO:00070465), 05-
dough stage (GRO:0007042), 03-mature grain stage (GRO:0007045)
PPlant Structure inflorescence (PO:0009043), leaf (PO:0009025), node (PO:0020141), stern (PO:0009047)

[Biological Process response to fungi (50:0009620)




Trait Ontology Browser

sSummary for TO Term: leaf blast disease resistance (TO:0000468)

Term Name leaf blast disease resistance

Synonym Bl, LFELRZ.

Aspect Trait

Definition Causal agent: Magnaporthe grisea (Pyricularia aryzae - the imperfectfanamarphic stage name).
External .

References GH:pj IRRLZES

Derivation

» trait ontology (TO:0000387) #105675 &
< [i] stress trait (TO:0000164) #7459 &3
n [i] biotic stress trait (TO:0000179) #5547 &
n [i] crop damagqe resistance trait (T0:0000236) #5471 &3
= [i] microbial damage resistance (TO:0000242) #354 &
n [i] disease resistance trait (TO:0000112) #354 &
n [i] fungal disease resistance (TO:0000439) #7250 &
n [i] blast disease (TO:0000074) #7209 &
m [i] leaf blast disease resistance (TO:0000468) =127

Parent Term (1)
» [i] blast disease (TC:000007 4}

Total Number

of Annotations:
gene: 44 oryza genes
QTL: 03 oryza sativa CITL

127 ohjects, 127 associations



View Gramene record for Pita gene from rice

Summary for Rice Gene: Magnaporthe grisea resistance-ta (GR:0060627)

Gene Name

Gene Symbol

Gene Synonym
Phenotypic Description

Allele
Germplasm

GenBank accession
Gene Product

Magnapoarthe grisea resistance-ta
Fita

RMalk, Pida, PitaZ

Resistant to rice blast disease.

[Top]
FMB.1 (Pita, Pida), RMg16.2 (Pita 2, RW18.3 (Pita n)
B, Makei 212, Pi Mo, 1, Pi Mo, 4, Tadukan-1, ¥ashiro-rmochi

[Top]

Y 1967541 [MNCBI] [Gramene Genomes] )
QE4UET, Q9AYZE

Map Position

|:| Map Set Name | Linkage group | Start Position | Stop Position
[1] Rice-Morph 2000 | 12 | 16.00 ch | 26.00 ch
[2] Rice-Cormell RFLP 2001 | 12 | 33.20 chd | 53.50 ch
[3] Rice- RGP RFLP 2000 | 12 | 32 .60 ch | 63.20 ch
[4] Rice-CMHZAL ZheS7 AWoy2 QTL 2004 | 12 | 540 chf | £9.00 chf
[Top]

|Associated Feature

{ Evidence Code: TAS TAGFE)

Trait

leaf blast disease resistance (TO:0000465)

Growth Stage

o-booting stage (GRO:0007148), 06-heading stage (GRO:0007044), 07-milk stage (GRO:000704E), 03-

Fz-seedling (GRO:0007047), 03-tillering stage (GRO:0007049), 04-stem elongation stage (GRO:0007048),
dough stage (GRO:0007042), 03-mature grain stage (GRO:0007045)

PPlant Structure

inflorescence (PO:0009043), leaf (PO:0009025), node (PO:0020141), stern (PO:0009047)

[Biological Process

response to fungi (50:0009620)




Pita gene product record

EY General Information | Associations | Similarity to Other Proteins | Features | References Used for Curatigh | FASTA Sequence

General Information about G84UB1

Name Fi-ta protein
Symbol Pi-ta
Synonym(s) Mot available
E.C. Number(s) Mot available
Gene Nameis) Fi-TA

Best hits to TIGR rice

Click here to generate a BLASTF query
gene models

Accession Numbers GenBank TREMBL
280451781 CE4UE1
Organismis) Species Cultivar
Oneza sativa Japonica cultivar-groun) Tsuyake (GRIN | RIS
Phenotype Fita (Magnaporthe grisea resistance-ta)

Protein does not confer resistance to M. grisea. Has serine at residue 918. Resistant allele is protein accession

R Q9AYZE, which has alanine at residue 918,

Associations
Term Type Term Evidence Evidence Code
Molecular Function ATP binding (G0:0005524) InterFro  IPROO2Z152 [EA,
Biological Process apaptosis (GO:0006215) InterPro  IPRODZ1E2 [EA,
defense response (GO:0006952) gramene. literature 385 WP
InterPro  IPROOOYEY IEA
Cellular Component plastid (500009536} gramene. literature 7047 IS5

Keywords Mot available



Gramene Blast Search

Enter the Queny Sequence

Either Paste sequences (max 10) in FASTA ar plain text:

<

>or| Q34UB1| Q54TUE]1 ORY3L Pi-ta protein - Oryza sativa ijapﬂ

MaPavaAs OV INRSL TSELDSLLLOPPEPPPPAQPSSLREGEREKILLLRGDLEHL

YYLLVEPPSDTAPPPD S TALACWAKEVRELSYDVDDFLDELTTOLLHHRGGGDGASTLA

KI-IISSHIARLRGELNRRRHIADEHTLFSARHKEAIRRQESYHLGRRTSSSRPREEEE)ILl
4

HHI-I'-.-'LIIF IFI Or Upload a file containing one ar mare FASTA sequences

MAFFGOVECHES
ERIQGLOHLOTLEAD AF!.LTA VLLD IVHTC
MNNLEILNTAVHOT: )
APC

| Browse. .

Cr Enter an existing ticket 10
| Fetrieve |

MTFVEGAMPIVORLNLRFNANEFKOQYDSEETGLE
EVESALETATIREHPTFITLMVD IQWMVDWIFGAEGRDL
OGLLSFFLALPULLALFSMHLOPDL YTV

 dna gueries
= peptide gueries

Select the databases to search against

select species

Use 'ctrl' key to select multiple specie .
Rice_alta

[

el ] [= SeqUence

=

&+ peptide database Peptides (TIGR gene models)

[

Select the Search Tool

{ configurep ' RUNM




BLAST Search Results

id Alignment Locations wa. Kansatype (click arow to hide]

— =N — LI
-
O
L
b
L = L = L) - = = =
1 Z 3 4 g o 7 g 10 11 1z
ey (%100 A0 - 50
3] Alignment Lacations va. Queny (click arrow ta wview]
[¥] Alignment Summary (click arow to hide)
Select rows to include intable, and type of sort refresh
[Use the "etrl' key to selact multiples) -
Cluery Subject Chrarmoso e Clone Sort By
_off_ i’ off - off -
MName Mame <E-val =
- - - Start x| =E-val =]
Links Cluery Subject Chrormo=sarnne Stat=s
Stat End O, =it Emd OF Naae Start Emd o Socom E-ual %l Lemgih
[A] [5] [G] [C] 21 928 + I_OC_0512g1E|35|:|,2 g 028 + Chr 12 10606425 10610433 - 6731 0. 0458 248
[A] [5] [G] [C] 21 296 + — 202 + Chr 12 10606358 10610433 - G461 0. 95.59 216
[A] [5] [G] [C] 201 747 + I_OC_OsljSQ.'lEHSI:H 174 723 + Chra 23395933 23307778 - 2121 9.0e-204 51.51 562
+ 215 + Chr11 27137406 27130699 - 2051 2.5e-210 4083 576

[AI[ST[GT[C] 197 747 LOC Os11g45750.1 263



Ensembl protein report

Tigr_gene Protein Report

Ensembl Protein Report page, which provides information
about the identity, description, and structure of the protein.

Peptide ” LOC_0s12918360.2 (misr_LoCus 1Dy

Tigr_gene Translation

o LOC_0s12918360.2

This peptide is a product of g
[ Transcript Information ] [ E

ne LOC_Ds12g18360 I

ol L e S =t Tt |

Tigr_gene Translation

‘ Description ” MNB-ARC domain, putative |

‘ Prediction Method HThis gene was annotated by TIGR through a process of automatic and manual curation. |

The following GO terms have heen mapped to this entry via InterProScan:
G0:0002524 [ATF binding] IEA

GO G0:0006915 [apoptosis] IEA
G0:000E952Z [defense response] IEA
00042829 [defense response to pathogen] TEA
IPROD2182 MB-ARC - [Wiew other genes with this domain]
InterPro

IPRODOYEY Dizease resistance protein - [Wiew other genes with this domain]

SUPERFAMILY SRR SSFRZ05E
i -,
APOES DISEASERSIST
PFam Dnmainl NE—BRE
Protein Features Low complexity
Peptide
SHPs '. .
Scale (aal [ L 160 240 320 400 450 560 Bt 720 a00 A2
SNP legend Sunorurous W Hon-Sunorumeus

Export Data

| Export peptide data in EMBL, GenBank or FASTA




Ensembl Gene Report

/ Gene Model id
TIGR gene Id /| Location of Pi-ta gene

Gene LOC_(Os12g18360 (TER_LDEUS ) / on the rice genome

Ensembl Gene ID LOC_0s12418360 /

y =

T EI e T View gene in genomic Iocatm: 10605262 - 10610820 bp (10.6 Mb) on chromosome 12

This gene is located in sequence: AL772419

Description MB-ARC domain, putative

Prediction Method This gene was annotated by TIGR through a process of automatic and manual coration.
Sequence Markup Yiew genomic sequence for this gene with exons highlighted

Export Data Export gene data in EMBL, GenBank or FASTA

SNP information “iew infarmation about variations on this gene.

1: LOC _0s12g18360.1 (Loc_osizgiszso.1y [Transcript information] [Exon information] [Protein information]
2: LOC 0s12918360.2 (Loc_os1zg1eze0.z [Transcript information] [Exon information] [Protein information)

Features v |
Transcript Structure

ﬁ: p_— Ensembl Gene Report
T —n———— page provides information
tiar_asne . .

about the identity, base

LOC_0=s12g1536 0.2 . )
tor e pair location on the

chromosome, description,
and structure.




Genome Browser Overview

Red window on
chromosome
indicates region
shown in
“Overview”.

E Chromosame 12

Red window on
“Overview” indicates
region shown in
“Detailed View”.

Nearest rice
marker.

Chr. 12 | AL
[=] Overview
. |
maize sunteny 10 UNKHOHN >
Chr. 1Z band I ALE3 1501 I AL772421 ALF7241% I AL&3 1795 [ AL75 1576 I
10.40 HE 10.50 Hb 10,60 Hb 10.70 HE 10.50 He

OMACClone)

Rice_Markers

efodel TIGR

Gene legend

R327BE Co3024
R3I2T6L CE3024

C55024
Co3nzd
Co3024
Co302d
CoE024
Co5024
CE3024
CEE024
Co3024
Co3024
IIII HEIN I NI BN I-I-IIIII-.IIII (L} IIII-I-II Al EEDN NEN 1 Hm
[

12915020 LLOC 051291518000 0512915 1HL0C_0s12518500LL0C_051251537 hLOC 0512515480000 _051221561hL0C_ 051241
Lo _ns12915050 Lo 012915130 LLOC_ 051221824000 _0s1291530000_05 129154 0FLOC_051291552000_0s 1291565000 _0x

LLoc_os12a1s040 LLoc 012315140 LLOC_ 051291522 L0C_ 051291535000 0512918424000 051221554 #LOC_ 051291566010
LLoc_ns12a15050 LLOC 012915150 LOC_ 0512915250 LLOC 0512918360000 _051291545400C_0s129155E000_0s 129186710
LLac_ns12a1s060 LLoc_ 012915168000 _0s12915270 LLOC 05129 183HLO0C_0s 12915490000 _0s 129186201 LOC_0512]
LLoc_ns12a15070 LLOC_0s129151HL0C_0512915280 LLOC_0s129183HL0C_051291851 0 LOC_05129156400C_0s1
LLoc_ns1zalsosn LLoC 012915180000 _0s12915290 LLoc osizals4benc 05129158530  LLOC_0s129186&0
LLoc_osizaisoan LLoc_0sizaisz b0 _Os12915310 LLoc_os12918453hL00_0s12918550 LLOC 051291569
LLoc_os1za1s100 LLoc_os12a18240 LLoc_os12a1s44n LLOC 051231857 0LL0C_ 05125157
LLoc nsizaisiin LLoc nsizai1s2s0 LLoc_ns1291546hL0C_ 012918550 Lioc |

LLoc_ns1zq13260 LLoc_ns12a1547bLOC_0s12918600

LLoc_os12a18320 LLoC 05125185 HLOC 05123156350
Lo _0s12915330 LLoc_0s12318590

mmmm FHCEHEL PREDICTED GENWES CHHOMH?




Genome Browser Detailed View

Choose additional
tracks from the
popup menu.

Transcription units
from TIGR gene
models.

~Features ¥ ESTs¥ GSSs¥ FSTs¥ Markers¥ Arays¥ Decorations ¥ Exporty Jump tow Width ¥ Help ¥
[m— o m— mm— mm— m— m— m— mm— m— m— m— m— m—
10606000 10607000 10,605 -000 10609000 10-610-000
Length -t 5.56 Kb -
ONACC1ane

LOC_0=1291&36 0.1

O GeneModel TIGE *Iigr‘-sene

LOC_0s12al&560.2
— tigr_gene

. N T =
5 [Fee 25T L -
[ o

I T N
HEEEN 1

I N |

= Rice_MarkerRFLP

]
E RiceJaponica_cONA_KOME BN~ 0 |
| |
Length - 5.56 kb .
10 606 000 10,607 000 10,605 000 106 08000 10610000

There are currently 57 tracks switched offr use the merus abouve the image to turn these on.

Ensembl Oryza_sativa 12010605262-1061 0520 Hed Jawm 11 20:36:15% 2006




Pi-ta Gene Neighborhood

[=] Detailed view

Jurnp ta region: |12

=42 Mb - 1 Mb

bp [10558042 1o [10658040

* Zoom

I = - -
Window 1 M

Featuresw ESTs¥ GS5:¥ FSTsw Markersw Arraysw Decorations v Expot ¥ Jump tow  Width w

Length

] Genefodel TIGR

DMACClone)

= Genefodel TIGR

g Fice_COS

= Rice_EST

= Rice_MarkerRFLP

[ Ricelaponica_cONA_KOME

= RiceNivara_BACend_0MAP

]
LOG_Dsi2al5550.1

i0.60 HE  10.61 Hb  10.62 Hb i0.63 Hb  10.64 Hb
100,00 Kb

&
LG 0512315350, 1

Liar_aene

||
LOC_ 051291537041
Liar_aene

I |
LOC_0s12915360.1
tigr_gene

(. a
LOC_0512915360.2
Liar_gene

U Marker: AUOG3103

Gramene Marker
Wiewy all hits
Wiewy all hits
Wiewy alignment

Genes mapped
to + strand.

Genes mapped
to — strand.

Putative Pi-ta gene
models

Click to get the
popup menu. Click
“‘Gramene Marker”
to go to marker
database.




Marker Database

Search results for all markers matching "AU063103."

Marker Marne: MWarker Type: Species:
Click to view ALI63103 | —Any— || —Any-
. Search | Clear
marker details. [Search | [Goer]
E.g., "AGOZ20731 AGOZ20732", "rm™, Oat RFLP markers like "CDO™ ar view help.
| Marker ID 12780 \ ‘ Markers 1 to 2 of 2
| Marker Name c53024
AUOE3103 \E:Iarker Name| Marker Synonyms | Species tMarker Type
Synonyms (4) 530245 53024 [MUDB3103, AUOBS774, CEI0245, C53024_1A[Oryza sativa RFLP
| Type RFLP l&U0B3103 7219947 AUDEI03.1, AUDK3103.2 [Oryza sativa (japonica coltivar-groop) [EST
| Species |Oryza sativa (Rice) | [ Download Data |
| Germplasm Unknown
| Description |
. Map .
Species Type Map Set Map |[Name | Start Stop CMap Links
Ovza  oonetic RGP RFLP 2000 12 |csazs| 504 Vviewon | Featurs . .
sativa ' ET Detalls Click to view
Oryza . A1 FRPC 2002 Wiew on Featurs
st Fhysical (OBSOLETE] ctg255 (0530245 551 BES Map Details marker on map.
Oryza . l-kap (FPC) Wiew on Featurs
s ativa Fhysical [OBSOLETE] ctg2ss (0530245 BA1 BES Map Details
; Oryza LRGP Mipfkas F2 OTL Wiew on Feature
Mappings (8) o LTL 5000 12 530245 A0.4 A0.4 Map Ditails
Oryza R TIGR Assm IRGSP [Chr. Wiew on Feature
s ativa Sequence Seq 2005 12 53024 10605 312 [10 506 G07 Map Details
Oryza SR TIGR Assm IRGSP [Chr. Wiew on Feature
G SEfuence Seq 2005 12 Co3024 10,605 312 10 BOG 607 Map Details
Oryza SR TIGR Assm IRGSP [Chr. Wiew an Feature
G SEfuence Seq 2005 12 C53024 10,605 555 (10 BOG 663 Map Details
Oryza R TIGR Assm IRGSP [Chr. Wiew an Feature
G SEfuence Seq 2005 12 C53024 10,605 555 (10 BOG 663 Map Details




CMap Comparative Map Viewer

Rice
JRGF Mipponbare/Kasalath RFLF 2000
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Feature Types:
0 Centromere
$ Interpolated Gene

$Low LOD marker
—Marker

Menu Symbols:

Map Set Info

Map Details
Matrix Yiew

[LlLimit to One Map
Delete Map Set
Dele‘te Map
[F|Flip Map
[UF|Unflip Map

NE'UJ Map View

CMap w0.15




Map Set Info

Map Set Info "JRGP RFLP 2000"

[ Show All Map Sets ]
ltems 1to 1 of 1.

Map Set Name:
Ahbreviated Name:
Accession 1D:

JRGP Nipponbare/Kasalath RFLP 2000
JRGP RFLF 2000
Jrigp-ilp-2000

[ Show Oinly This Set ]
[ Download Map Set Data ]
[ Wiew Map Set In Matrix ]

Species: Oryza sativa (Rice) [ Wiew Species Info ]
Map Type: Genetic [ %iew Map Type Info ]
Map Units: chd

Published On:
Description:

Parental Germplasm:
Parental Germplasm:

23 October, 2002

This is an updated version of the map reported by Kurata et al. (1994) and Harushima et al.
{(1993). It uses an F, population of 186 plants from a cross between the cultivars Nipponbare

(japonica) and Kasalath (indica). A total of 3267 markers were located covering 1530.4 ch.
Marker names ending with the letter '3' indicate that the 3" UTR of a cDNA fragment was used
a5 a probe rather than the whale insert. The centromere position of chromaosaome 10 has been

updated ta reflect the new estimate given by Cheng et al. 2001).

Mipponbare
Kasalath

Maps: 1 [ Map “Wiewer ] [ Map Details ] [ Matrix Wiewer ] [ Download Map Data ]
2 [ Map Yiewer ] [ Map Details | [ Matrix Wiewer ] [ Download Map Data ]
3 [ Map Yiewer ] [ Map Details ] [ Matrix Wiewer ] [ Download Map Data ]
4 [ Map “iewer ] [ Wlap Details ] [ Matrix “iewer ] [ Download hap Data ]
5 [ Map Yiewer ] [ Map Details ] [ Matrix Wiewer ] [ Download Map Data ]
b [ Map Yiewer ] [ Map Details | [ Matrix Wiewer ] [ Download Map Data ]
7 [ Map Yiewer ] [ Map Details ] [ Matrix Wiewer ] [ Download Map Data ]
& [ Map “iewer ] [ Wlap Details ] [ Matrix “iewer ] [ Download hap Data ]
5 [ Map Yiewer ] [ Map Details ] [ Matrix Wiewer ] [ Download Map Data ]
10 [ Map Yiewer ] [ Map Details | [ Matrix Wiewer ] [ Download Map Data ]
11 [ Map Yiewer ] [ Map Details ] [ Matrix Wiewer ] [ Download Map Data ]
12 [ Map “iewer ] [ Wlap Details ] [ Matrix “iewer ] [ Download hap Data ]



CMap — Add comparative maps

=& Hide Comparison Menu Fedraw Map | Feset |
Ref Map Start: |
Ref Map End: |

Current Map Sets: Rice-JRGP RFLP 2000 (Ref)
bin. Mo, Correspondences for Left Slot: ||:|

Wlin. Mo, Correspondences for right Slot: ||:|

Min. Mo, Carrespondences for the menu: |

Comparative Maps (Left):

Comparative Maps (Right):
| Genetic: Rice - Comell RFLP 2001 [33] | |OTL: Rice - CIRAD IRG4/Azu DH OTL 2003 [32] =
== ALL== == ALL==
11[2.2 2[2.2]
4[2.2]
10[2.2]

11[2.2

Format: Mame [Total carrespondences to slot, Max correspondences to single map]
hint: Ta save tirme, select the desired options before redrawing the map.

Fedraw Map | Feset |{Hi{|& Comparison Menu)




Rice
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Feature "BLRS"”

Feature Name: BLRS

Aliases: Blast disease resistance [ iew Alias Details |
Accession 1D: AQCTOOS
Feature Type: QTL [ “iew Feature Type Info ]

Map: Rice-CIEAD IRE4/Azucena DH RFLP QTL 200312 [ Wiew Map Details ]
Start: 44 30 cM
Stop:44.30 cM
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QTL Details

QTL Detail "AQCTO008"

QTL Accession ID A0CTOOZ

Species Rice (GR_tax:013651)

Trait Symbol ELRS

I
I
| Published Symbol [Fi-31t)
I
I

Trait Name |last disease resistance

Trait Ontology Accession: TO:000007 4

blast field resistance
hlast resistance

Trait Synonym(s)

Trait Category [Biotic stress

Map Position [Rice-CIRAD IRE4/Azu DH QTL 2003-12 (44.30-44.30 ch) [ View On Map |

Comments This locus conferring resistance to blast isolates, PHES and CDBES, was mapped at chromosomal locations
here several resistance genes to blast, Pi-Bi), Pi-157, Pi-ta, and Pi-ta2, had been reported previously.
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