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Analysis of gene AT5G36930, a member of TIR-NBS-LRR class
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gene-for- -gene hypothesis
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NBS: nucleotide binding site, BEFEZEYIRN
F2ZEEP, FTE2NTRATPHKEURBRRISS.
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LRR: Leucine-rich repeat, ESE=F[HREE, £
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(1) TIR-NBS-LRR XRIEE: NESS—TIR (
Toll and interleukin—-1 receptor) Z5#4,
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El Subscribe to news feed
The Arabidopsis Information Resource (TAIR) maintains a database of genetic and molecular .
biology data for the model higher plant Arabidopsis thaliana . Data available from TAIR includes [E] Follow our Twitter feed
the complete genome seguence along with gene structure, gene product information, §i Join our Facebook group
metabolism, gene expression, DMA and seed stocks, genome maps, genetic and physical )
markers, publications, and information about the Arabidopsis research community. Gene product ~ New Set of Confirmed T-DNA

function data is updated every two weeks from the latest published research literature and Lines Available

community data submissions. Gene siructures are updated 1-2 fimes per year using [November 28, 2012]
computational and manual methods as well as community submissions of new and updated The fourth one-allele set of
genes. TAIR also provides extensive linkouts from our data pages to other Arabidopsis confirmed T-DNA lines
resources. representing 3,263 new loci is
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Locus: AT5G36930

Date last

modified 2008-04-22
TAIR _
Accession Locus: 2167457
Representative

Gene Model @ ATHGEIHA30.2
Gene Model tein codin
Type P | g

Other names:

Description @ Disease resistance protein (TIR-NB3-LRR class) family; FUNCTIONS IM: transmembrane receptor activity, ATP
binding; INVOLWVED IM: signal transduction, defense response, apoptosis, innate immune response; LOCTATED [M:
intrinsic to membrane; EXPRESSED IM: 19 plant structures; EXPRESSED DURING: 13 growth stages; CONTAINSG
InterPro DOMAIMNSS: NB-ARC (InterPro:IPRO0Z2182), Toll-Interleukin receptor (InterPro:IPROO01EY), Disease resistance
protein (InterPro:lPRODOYEY ), BEST Arabidopsis thaliana protein match is: disease resistance protein (TIR-MB3-LRR
class), putative (TAIR:ATRGITEE0.1); Has 30201 Blast hits to 17322 proteins in 780 species: Archae - 12; Bacteria -
1396; Metazoa - 17338; Fungi - 3422; Plants - 5037; Viruses - 0; Other Eukaryotes - 2996 (source: MCBI BLink).

Other Gene AT5G36930.1
Models @
+—+—t+—+—+—+—+—+—+—+—+—+—+—+—+—+—++—+—+—+—++—t+—+—++—+—+—+—+—+—+——++—+—+—+—+—+—+—+——+—+
_ 14568k, 14569k 14570k, 14571k 14572k
Map Detail Protein Coding Gene Hodels
Image ATSG3E930.1 (Td_C3_Star))

ATEGIESI0 .2 (Td_C3_Starad

Annotations @  category relationship type @ keyword @

(=0 Biological involved in defense response, signal transduction
FProcess



Annotations @

category
=0 Biological
Process

GO Cellular
Component

=0 Molecular
Function

Growth and
Crevelopmental
Stages

Plant structure

oY/

relationship type @
involved in

located in
has

expressed during

expressedin

keyword @
defense response, signal transduction

cytoplasm, intracellular
ADP binding

4 anthesis stage, 4 leaf senescence stage, C globular stage, D bilateral
stage, E expanded cotyledon stage, F mature embryo stage, LP.02 two
leaves visible stage, LP.04 four leaves visible stage, LP.0G six leaves
visible stage, LP.03 eight leaves visible stage, LP.10 ten leaves visible
stage, LP.12 twelve leaves visible stage, petal differentiation and expansion
stage

cauline leaf, collective leaf structure, cotyledon, flower, hypocotyl,
inflorescence meristem, leaf apex, leaf lamina base, pedicel, petal, petiole,
plant embryo, seed, sepal, shoot apex, shoot system, stamen, stem,
vascular leaf

Annotation Detail

RNA Data

One-channel array element avg. signal avg. signal

Arrays name @ intensity (std. error) percentile (std. error)
249639 _AT B7.527 (1.353) 39.324 (0.497)

Associated type number associated 4 %i—

Transcripts @ - (14) AR ,:IL :E

Chromosome 5

Hucleotide .

Sequenceﬂ‘ full length COS full length genomic full length cOMNA

Protein Data @

name
ATHG36930.2

length{aa) molecular weight

1191 136030.0

isoelectric point  domains( # of domains)

Disease resistance proteinIPRODOTET(4)
Toll-Interleukin receptorIPRO0O157(4)
MB-ARCIPROOZ182(1

6.3881
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BLAST:

TAIR BLAST Results:

Summary of BLAST Results Help

The graph shows the highest hits per range.
Data have been omitted in the Summary Graphic: 8/100 hits displayed.

| Symbols: | Disease resistance protein (TIR-NBS-LRR class) family | chr5:14567771
Query 200 400 B0 G0 1000

ATAG36030 .2 0. 00

ATEG36950.1 0.0 ALl

AT1GZ7170.1 4.5e-127

ATAG1/630.1 7.59e-127 3/18

ATaG44510.1 6.1e-116
ATEGAL7E0.1 1.de-100

ATEG41750.2 1.,de-100
3780

AT1GZ71680.1 1.5e-99

Fud:® Revi& HNeg P Exponent: 1/3/2013



BLAST:

NCBI BLAST Results:

Putative conserved domains have been detected, click on the image below for detailed results.
1 126 250 378 500 825 750 875 100 125 1m

Query seq, :
Specific hits

Superfanilies #m.z super-famil -loop_NTPa

hulti-domains PLNO3210

Distribution of 158 BlastHits on the Query Sequence &

|I"u’||:|use—|:wer to show defline and scores, click to show alignments |

Color key for alignment scores

<40 40-50 80-200 »>=200

I I I | |
1 200 400 600 600 1000

Query
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Grape XP_002277500.2

104 -I— Grape XP_002276075.2
Grape AP _002276927 .2
AT1G 72540 TIR-MNBS-LRR
Soybean AP_003522058.1|

S0y bean AP_003548636.1

S0y bean XP_003539648.1
< AT5G36930 >
Maize LOC1003581533
Maize LOC100352456

algae

Mouse NP_001074827 .1
Rice 051290477100

Rice Os01g0260500

Rice Os01g0937300
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Proscale: Transmembrane tendency

AT5G36930.1



Proscale: SEHL/KIED 1T
(Hphob. / Kyte & Doolittle window size=19)

AT5G36930.1



TMHMM result

Length: 1591
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Pfam T 55 443,

Pfam domains

Thus image shows the arrangement of the Pfam domans that we found on this sequence, Chcking on

below gives the domain boundanes for each of the domains

veae TIR e, ~ NB-ARC

ym A IR
Pfam A NB-ARC
low complexity
transmembrane

transmembrane
low complexity
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Domains within Arabidopsis thaliana protein BINTT6_ARATH (BINTTS)
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Confidently predicted domains, repeats, motifs and features:

Start a




Workunit: POD0OD03 ATHGIE930.2 - Overview

TIR. domain
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