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1. 51K JE (primer length) 15-30 bp/A ok F-38

2. G SRR A B G A A e, JOH A3 dm AR AL
B, SN BRI 3° im I3 AN LA 1 EE 4
BAE, WIGGGHLCCC, tHax{fifiizsl KL

3. ¥ Tm{E (melting temperature)

fn: Tm=4 (G+C)+2 (A+T)

4, G+C&= (composition)  40-60 %

5. 51¥) " RAK K ke g5k (duplex formation and hairpin)

6. WEGAE T Y3 v AR A
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¥ Primer Premier

o
Primer:

Po=s: 01377 ‘

- 1
o =i _Edit
EE' ‘ Search ‘EResults ‘ Mmers| | (g (1376)
g. GeneTa
Direct Select: s
Function:
3" TECEETETCETCETEETTTCACETT 5°
FECEECETEErr et
! _ ' ATTECATCACRACATCACTTAATTITAGTICTCCTTACECCACAECACCACCARARCTECARMARCCTECTATTCGTICTITTIATT 2°
rlme IIIIIIIIIIIIIIIIII|||||||||||||||||||||||||||||||||||||||||||||||||||
JRE——— ! 10 ! 20 30 40 50 &0 70 g0
I 2 § H I 5§ - F 5 5 P ¥ 2T 2 2 F ECEMHNTULTLTLTFF ¥ F
|E<Enzj,rms ] | i
Rating Seq No Length Tm GC% AG Activity Degeneracy Ta Opt
[*C] [kealsimol] | [ug/OD] [*cl
| 5 SeqH Sense &5 1 25 56.8 280 -41.2 30.9 1 -
Anti-zense | 60 59 25 744 5G.0 -52.0 35.6 1 —
241 Product 23 - 59 fa.s (424 - - - 47.0
501 —
- Hairpin Dimer False Cross Most 5table Hairpin:
1021 Priming Dimer AG=1T7 [kealsimol] (3" Hairpin)
4
ACACTACETTA 5°
1081 || Sense Found |Fuund |Fuund Found [ Vo
1141 CATCACTTAATTTA 2"
1201 || Anti-=ense || Egynd |Fuund |Fnund . | ,
1281 =
1521 GICTTETGAR CCTTTCRETS GATATATTITA TTRATATTGR TASTTTGCAE STTCTS E‘
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20 RN

-

=[O |

Renumbers the bases of the sequence starting from 5' end Pos: M377

Jg Primer Premier £3 g TR T
Primer: ;
—_ | 6 _Edit %8 - -
Search Fesults rimers| | iy (1278) |f'“ Sense i~ Anti-sense [+ Pairs |
Direct Select: t 1237 | 100 pairs found.
5" CECTCATCTITCACTERCTACTT 3°
[EEEETEE et el
3' TACCACGAAAGAAGAAGAGCECEAGTAGAAGTGACTGATGARGAGAGAGACETTARAGETAACARCTTCTTCCTCTCTCCAR 5° #  |Rating| '™ | Product]iTa Opt)l yppry
|||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| [E] Sile m]
340 350 3e0 370 380 330 400 410
c ¢ Fr L L L &2 L I F T 0O ¥ F 5§85 L © H F H Cc - B B B E W n
EX | = 2 76 T | 900 54.2 r
51T
Rating Seq No Length Tm GCY% AG Activity Degeneracy Ta Opt 541
Fc [hcalsimel] | [ua/OD] Fcl 3 75 Fi7 |©08 53.0 L
Sense &2 356 22 541 455 -37.3 34.6 1 = 4 74 g;g 803 533 r
Anti-sense | 100 1237 22 56.7 |455 -39.2 3.0 1 - 5.1
Product a1 - 882 3.4 (474 - - - 531 g 4 bb.T s E— u
Hairpin Dimer False Cross Most Stable Site: All
Priming Dimer AG = 11,7  [kcalsimel]; Product =0 TTC
3" TTICATCAGTCACTICTACTCEC 5°' TER
sense || None ||| None ||[Found ||[Found | s L
5' (990) TACTCCATGAACARCATEACER (1011) | I8
Anti-sense | None I | None I | Hone I ‘ | , CER
| T2E
TZ0I  TIGAGARGIE GEICAGITCI CACLUCITGI BAACIASAICE IGIIGEACEL CIBACITGSIT
1261 AGTEECTTAS GCITCCTITTS TCATESCCATE ATGETETGGA ATATSTATTC AGTACTTIGE
1321 GTICTTETGAR CCTTTCAGTE GATATATTTA TTAATATTGEA TASTTTECAC GSTTCIG E‘
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& Primer Premier
-

Primer:

W |Q> =earch

Direct Select:

3" TRCGACGERRRGH

& % Search Results = || = 2R
ER | | Edit 35 = P =
esults Mmers o (1375) | Sense Anti-sense + Pairs
t 1237 | 100 pairs found.

¥ Primer Database

=1 | patabase

[ 52 =) Calss]ef] e (B] (2] L

= [0 ] Tm Produ-:;1|
Size

Ta'[%ridl Mark

I_I_I_ITI_I_I_ITI_F
340
C C F L
x1
Rating
Sense 52
Anti-sense | 100
Product &
Hairpi
Sense No

Anti-z=ense No

HEH

Primers :

#

Name

Seq o

1

PHD2-AS 1237

-
-

54.1
Fr= o ceoonserms SR
T 54T |9 53.3 r
-

Current Primer Pair:

Sequence -~
J 58.7 | ggp 54.2
3' CAGGAGTGGGGAACATTGATTT &' 57.7

51.6

571
EET 852 53.6 - |

A lmport

Seq No

Primer Sequence

356

5 CGCTCATCTTCACTGACTACTT 3

1237

B TTTAGTTACAAGGGGTGAGGAC 3

2013/1/22



g Primer Premier - -

File Function Window Help

% Synthesis Order Form

Synthesis Order Form

Shipping Address:

Billing Address:

Phone: Phone:
Fanx: Fax:
E-mail: E-miail:
PO
Oligonucleotides:

# Oligo Hame | Oligo Sequence

Oligo Purification | Scale({pm) Modification
Length

1. PHD2-5 5| CGCTCATCTTCACTGACTACT

T

:'r

22 |Hone | |15 | 5' Hone

3' Hone

Special Instructions:




Primer-BLAST

» NCEI/ Primer-ELAST: Finding primers specific to your PCR template (using Primer3 and BLAST). more..  Tips for finding specific primers
Reset page  Save search parameters  Retrieve recent results
PCR Template
Enter accession, gi, or FASTA sequence (A refseq record is preferred) & Range
Clear

From To

>GmWRKYS -~ Forward primer 1 36
B & Clear

GTTCCTGCATCTTACACAACTGAGCCATCTTCTAGCATGAGCTTCAACATGAGAA
ACAGTTCAACTATGGGTCAACATGGAAACAAGGAGGAAGAGAGAAACTACTCT Reverse primer 1400 |13”5|
GACCACTCTTTCCAAACAAAAGCAAACCACGTGCCTCTCTITCAATCTTCCACAA
GCATATTTCAAGTGCACATGGGGGTGAGACGGTTTCTIGTTCAATCTGCTTCTCTT ~

m | »

< |

Or, upload FASTA file e

Primer Parameters

Use my own forward a9 Clear
primer (5'-=3" on plus - -
strand) @ Clear
Use my own reverse primer - —
(5°->3" on minus strand) Min Max
PCR product size 600 2000
# of primers to return 4
Min Opt Max Max Tw difference
Primer I"I'IEltng 570 B50.0 632.0 3 &.

temperatures (Tm)

Exon/intron selection A refseq mRMA sequence as PCR template input is required for options in the section &

Y. = L

2013/1/22



Z B E

¥ Advanced parameters Mote: Parameter values that differ from the default are highligh
Primer Pair Specificity Checking Parameters
Elast max number of hit 50000 - &
sequences
Blast expect (E) value 30000 : L]
Blast word size T ~ &
Max primer pairs to screen 1000 - &

Primer Parameters

Min Opt Max
PCR Product Tm 60

Min Opt Max
Primer Size 20 22 24

Min Max
Primer GC content (%) 45 55
GC clamp 0 @
Max Poly-X 5 g
Max self complementarity: 800 @
Max 3’ end

00 e

complementarity: 300/
SNP handling [C] Primer binding site may not contain known SNP &)
Repeat filter Lutomatic ~ &

Avoid repeat region for primer selection by filtering with repeat database

2013/1/22
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= H ——
20 RN

Input PCR template GmWREKYS
Range 1- 1805
Specificity of primers Primer pairs are specific to input template as no other targets were found in selected database: NCEI Transcript Reference Sequences (Organism limit
Homo sapiens)

» Graphical view of primer pairs
¥ Detailed primer reports

Primer pair 1

Sequence (5°->37) Strand on template Length Start Stop Tm GC%
Forward primer CCTGCATCTTACACAACTGAGCCA Plus 24 4 27 57.18 50.00%
Reverse primer ACAATGCCCAACTCTTGTGAAGCT Minus 24 1729 1706 57.26 45.83%

Product length 1726
Primer pair 2

Sequence (5'->37) Strand on template Length Start Stop Tm GC%
Forward primer  TCCTGCATCTTACACAACTGAGCCA Plus 25 3 27 5817 48.00%
Reverse primer ACAATGCCCAACTCTTGTGAAGCTT Minus 25 1729 1705 57.60 44.00%

Product length 1727
Primer pair 3

Sequence (5'->3") Strand on template Length Start Stop Tm GC%
Forward primer  TTCCTGCATCTTACACAACTGAGCC Plus 25 2 26 57.29 48.00%
Reverse primer AACAATGCCCAACTCTTGTGAAGCT Minus 25 1730 1706 57.60 44.00%

Product length 1729

2013/1/22



example

*  >Homo sapiens hemoglobin
CATAAACCCTGGCGCGCTCGCGGGCCGGCACTCTTCTGGTCCCCACAGACTCAGAGAGAACCCACCATGG
TGCTGTCTCCTGCCGACAAGACCAACGTCAAGGCCGCCTGGGGTAAGGTCGGCGCGCACGCTGGCGAGTA
TGGTGCGGAGGCCCTGGAGAGGATGTTCCTGTCCTTCCCCACCACCAAGACCTACTTCCCGCACTTCGAC
CTGAGCCACGGCTCTGCCCAGGTTAAGGGCCACGGCAAGAAGGTGGCCGACGCGCTGACCAACGCCGTGG
CGCACGTGGACGACATGCCCAACGCGCTGTCCGCCCTGAGCGACCTGCACGCGCACAAGCTTCGGGTGGA
CCCGGTCAACTTCAAGCTCCTAAGCCACTGCCTGCTGGTGACCCTGGCCGCCCACCTCCCCGCCGAGTTC
ACCCCTGCGGTGCACGCCTCCCTGGACAAGTTCCTGGCTTCTGTGAGCACCGTGCTGACCTCCAAATACC
GTTAAGCTGGAGCCTCGGTAGCCGTTCCTCCTGCCCGCTGGGCCTCCCAACGGGCCCTCCTCCCCTCCTT
GCACCGGCCCTTCCTGGTCTTTGAATAAAGTCTGAGTGGGCAGCAAAAAAAAAAAAAAAAAA

2013/1/22
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o Center for Bioinformatics, Peking University, China

Blast Result

Color key for alignment score

< 40 40 - DO 2 200

188 2688 3aa 488 a6a 688 FLiLi] Fifcl]

Query:

TaeBB5772
TaeBB4922
TaeBB4677
TaeB135961
TaeBB4885
TaeBB4840
TaeBB3967
TaeB13225
TaeB17743
TaeBB4315
TaeBB3831
TaeBB3691
TaeBB9861
TaeB12979
TaeBB 7854
TaeBB6E39
TaeBB7976
TaeBB8935
TarARAARTA

f:\ Plant Transcription Factor Database

v2.0

Previous version

(eg: SPL2)

o TER—EE, MR RE & ERFEREL K

BLASTZM T 5 /N3 Tae005772 AL 5 =5

¥



W_¥~==<_ Plant Transcription Factor Database
PlantTFDB v2.0

Center for Bioinformatics, Peking University, China Previous version
Home | Blast | Search | Download | WebService | Help | About | Links [ scac] (eg: sPL2).
Transcription Factor Information

Basic Information | Signature Domain | Sequence
Protein Features | Gene Ontology | 3D Structure | Expression |

Species Triticum aestivum
TFID Tae005772
Family ERF
Protein Properties Length: 296aa MW: 31791 Da PI: 4.2632
Gene Model ID T So Codi
Gene Model ne L "rce : ing Sequence
gnl|UG|Ta#529895629 PU_ref Unigene View CDS
IEI Iﬁﬂ i.I.EIEI i.I.EEI iEEIEI iEﬁEI
e
AP2
No. Domain Score E-value Start End HMM Start HMM End
1 AP2 54.6 2.7e-17 76 125 2 54




(

Tae0057723%= KINCBILL T &z AL 4 23 #r

Home = RecentResulis = Help [Sign In]

Phylogenetic Tree  Edit and Resubmit Back to Blast Besults ¥ Download

Download alignment

Fasta plus gaps  Clustal  Phylip  Mexus  ASHK.

Multiple Alignment Results - Tae005772 - Cobalt RID DSRK80J1212 (8 seqs)

r Descriptions V] Select Al CREENGAD b Alignment parareters

Legend for links to other resaurces: M uniene 3 6e0 [ Gene B Strusture [ Map iewer
Accession Description Links

#P 0039586591 PREDICTEL: ethylene-responsive franscription factar RAP2-12-like [Brachypodiom distachyan] E

WP 0011475291 ethwlene-responsive element hinding protein 2 [Zea mavs] =ab|ACG2T333.1| ethylene-respansive element hinding EE

WP 0035814741 Ethiylene responsive transcription factar 2b Medicano truncatula] =gb|AESE1T26.1] Ethylene responsive transcripti EE

WP 0017433831 ethylene-responsive transcription factar RAPZ-3-like [Glycine ma] =gh|AEQA5265 1| ethylene-responsive transcripr EE

#P 0036374181 Ethwlene-responsive transcription factor Medicago truncatula] =gb)AET01895.1] Ethylene-responsive transcription 1 EE

MP 1882941 ethylene-responsive franscription factor RAPZ-3 [Arabidopsis thaliana] =sp|P42736.2|RAP 23_ARATH RecMame: Fi EEIII

MP 001117587 1 ethylene-responsive transcription factar ERFOT3 [Arabidopsis thaliana] =gh|AEE34312.1| ethylene-responsive tran: EII

#P 0023205961 APERF domain-containing franscription factor [Populus trichacarpa) =gh|EEEA9311.1| APZERF domain-containil EEII



Frotein Sequences

gpecies/ibbry [TTTTTTTTTTT BT ol L el el b [l Tefebebeelelefe e[ T el Bl Befefel Tl TT BBl T [ [ Bl TTTTTTTTTTTTTTTT
l. Brachypodium distachyon |[CRRGEE-CREP CQTRG RERPWEEW EIRD GURBUWLGTFRES[LE LD CIRGPR KN PPEEEESR N/ .ZLETRE
Z. Zea mays EQRSRRR PDOQQYRGREBRRPWMCEW ERL GURVWLGT [P ELE i3 L'H EH BGPR K MIiPEEE.5 G.P.---8RE
2. Medicago truncatula - EEQR----EN EC BRQRPWCEW ETRDPREGVRVWLGTINTLE b DEE BRE RGEK 'E/'N PNEDDEYT-------—----
1. Glycine max LeGR RBR----EN EC BRQRPWCEW ETRDPHEGVRVWLGZTIPTALE Q LD BIRGDE KM P .TT &5 -—-—-=—-=—=-—---
5. Medicago truncatulaiz) DEERER----ENQTREGIRQRPWEEW EIRDFPREGVREVWLGT NT L E E LOERR RGNE E' M PEE P SSKERILEENFPE
L. Arabidopsis thaliana CERRER----EN EC BRERPWCEW ETRDPREGVRVWLGTINTLE L EQ BRGDE F MIP--—-—-—--=-—-—-==—=—-——-—--—
7. Arabidopsis thalianal L CEEEQ----S53RYEG BRERPWCRW ETRDPIEGVRVWLGTINT LE b L E KR RG K 'E/N PHNESSGCERK E-------
2. Populus trichocarpa N EBRQJR----EN EC BRQRPWCEW ETRDPREGVRVWLGTINTLE b DRE REIRGEE F M PNEDDH TEOQNSNTETP
9. Taedds77:z G—===== GERPOETRG RERPWEEW EIRDP EGUVRVWLGT E H LD BB N RBIM PEEETES P----—-=—-—----
o I—|
&7 Arabidopsis thaliana

Medicago truncatula(2)

Arabpidopsis thallanas
Tael05772
- Brachypodium distachyon

e

70 Zea mays

—

o
L

(4]

5 % Kethylene-responsive element binding protein 2 [Zea mays]tH
UL B =



Tree method Max Seq Difference Distance

Neighbor Joining v G 0.8 3 Grishin (protein) "
rectangle | slanted radial force & Show distance Mouse over an internal node for a subtree or alignment

@ PREDICTED: ethene responsive fanscrption factor ra P2 12-like [Brachvpodiom distechwarn

AP2 domain frenscipfion factor Ba P23, putefive [Ricinus communis]

2 prediched profein [Physcomifrella patens subsp. patens]

@ Tap0 5772

I monocots | & leases

@ prediched profein [Physcomitrella patens subsp. patens]

wudicats | & leaves

|IZI.1 |

in Nexus Format = g

Hide Color Map

Sequence Label Sequence Title [if available)

Collapse Mode Elast Name » G

Blast names color map

B monocars

eudicots

AR mos e
[ (R

FRJEE e, 450 B /RTae005772% R 5 B T MY EZ < R i, KIET

MFRRIAHSE, 5 A [F] BRI

2013/1/22
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. FE X EL R BLAST S B o

Gene El Search
@
\ tair Home  Help Contact AboutlUs Login/Register
Search Browse Tools Portals Download Submit Hews ABRC Stocks
Home > Tools > BLAST
TAIR BLAST2.28
Please note that this form uses NCBI BLAST2.2.8, and NOT WU-BLASTZ2.0.
Blast
BLAST™ program BLASTM: NT query, NT db E|
Datasets: TAIR10 Transcripts (-introns, +UTRs) (DMA) -]
Input: »Tas005772 i
@ guery sequence =
locus name MCGGAILAEL MPSAPFPRSVI AVHLLPERQR VDDFEVLAFEER
(At1g01030) FDEDPEEEEE VRQCAGFEFG
LRGQPLARRG GGRFAKYRGV RERPWGEWAL EIRDEVEGVER -
Upload a file . ..

Raw, FASTA GCG and RSF formats accepted.
Filter query

Advanced BLAST™ Parameter Options

Results Return Options



e e - el L

¥
| & Home  Help Contact AboutUs Login/Register
\7 tair
Search Browse Tools Portals Download Submit HNews ABRC
Stocks
Locus: AT3G16770
Date last
modified 2010-08-30
TAIR Accession Locus: 2039368
Representative
Gene Model © AT3IG16770.1
Gene Hodel rotein_codin
Type protein_toding

Other names: ATEBF, EBP, ERF72, ETHYLEME RESPONSE FACTOR 72, ETHYLENE-RESPONSIVE ELEMENT BINDING PROTEIN,
RAPZ 3 RELATED TOAPZ 3

Description (7] Encodes a member of the ERE)ethylene response factor) subfamily B-2 of the plant specific ERFIAPZ transcription
actor family a0 rotein contains one APZ2 domain. There are 5 members in this subfamily including RAPZ.2
AMND RAP2 121t is localized to the nucleus and acts as a transcriptional activator through the GCC-box. It has been
identified as a suppressor of Bax-induced cell death by functional screening in yeast and can also suppress Bax-
induced cell death in tobacco plants. Overexpression ofthis gene in tobacco BY-Z cells confers resistance to H20Z and
heat stresses. Overexpression in Arabidopsis causes upregulation of PDF1.2 and GSTE. It is part of the ethylene
signaling pathway and is predicted to act downstream of EINZ2 and CTR1, but not under EIMN3.

Map Detail ' ' | H70Bk ' ' ' ' ' ' ' ' T sk

Image Protein Coding Gene Hodels
AT3G16Y70.1 (EBP,ATEBP,.ERF7Z,.RAPZ.32
o
Annotations @  category relationship type @ keyword @
G0 Biological involved in cell death, ethylene mediated signaling pathway, positive regulation of
Process transcription, DMNA-dependent, regulation of transcription, DMNA-dependent,

response to cytokinin stimulus, response to ethylene stimulus, response to
jasmonic acid stimulus, response to other organism, response to stress

ST RIAT3G16 770 AL e s, T8I 1 AR b I PRI e A7) 20 70 0. 248 i Az



Arabidopsis eFP Browser

e
BAR E Arabidopsis eFP Browser
SRR

ot Bouroe wmode ] 1 Primary Cens 1D Booondary Gens 1D @ignal Thre chaold 7]

?

Tisee Specmne ¥ arcolve w amgisito ACmZr3«0 E==as [==]
= For ATH1 O3k, K= prode selmeaches | madmum expession lewl Eaession poknial) of 18572.8 In he Rootdat scurce.
= sreT g
°oo—* ‘ B | ot w::l.‘ SecoNeT
e ® P teamean g 2 ’
poah. ARG, - gl Ses L e
r utoronto.ca

Arabidopsis eF P Browser at ba
Winler et ar . 2007. PLoS > 2(

Vinler et oS One 2(8). e7 1t
Root Cells Types Microgametogenesis Embryo Development Xylem and Cork
(Polien Development)

In the Xylem and cork express the highest amount

2013/1/22



Abiotic stress

%.%%% fas:

Can endure high
temperature

Wou dmg

A‘T”%‘TT’%‘ R
R AR AR

2013/1/22




AVERAGE STRUCTURE

vnload PDE file

The structure was published by Allen, M.D., Yamasaki, K., Ohme-Takagi, M., Tateno, M., and Suzuki, M., in 1998 in a paper entitled "A novel mode
of DA recagnition by & beta-sheet revealed by the solution structure of the GCC-bax binding damain in complex with DRA" (ahstract.

Similar structures

The structure was determined using NMR spectroscopy and deposited in 1998,
The experimental data on which the structure is based was also deposited.

This PDB entry containg a complex of 3 hiomacromalecules, namely DNA (8-DETPAP*GP*CP*CRGP*CP*CP*AP*GP*C)-37, DMA (5-D
(FGP*CP*TP*GP*GP*CP*GP*GP*CP*TR*A)- 37, and ETHYLENE RESFOMNSIVE ELEMENT BINDIMNG FACTOR 1.

The molecule mast likely forms heterotrimers.

The following tables show cross-reference information to other databases (to obtain a list of all FDB entries sharing the same property ar
clagsification, click on the maagnifying alass icam):

EWIE B2 M Tae005772 %4

PDB entry 1gcc

A

Chain Name UniProt Mame of _suurce %% of UniErnt sequence| Residues inthe | % of residues
organism present inthe sample | sample molecules | obhserved
ETHYLEME RESPOMSIVE : )
020337 (146-208) Arahidopsis
A 1ELEMENT BIMDIMG FACTOR EF100 ARATHIG thaliang = 0% 63 100%
Thig entry contains 1 unigque UniProt protein:
UniProt accession Hame Organism PDB

Related PDB sequences

080337 (146 - 208) | ETHYLEME RESPOMSIE ELEMENT BINDING FACTOR 1 | Arabidopsis thaliana

Iﬂ'ﬂ’.‘ PDB e

FDBs IQM

G CATH domains @ %

+ 1 copy of domain 2.30.730.10 (GCC-hoy Binding Domain)
is shown in (Explore all PDE entries with this CATH
damain).

« Search for PDB entries with similar 30 structure,

H H 5 F I ¥ Ethylene Responsive Element Bingding Factor 1FHALL



1gcc

{1179 7 Ethylene Responsive Element Bingding Factor 1
[¥)3D45 )

1gcc

PDBe tgoc

PDBe



Protein Interaction

HEIRINIG
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Your Input:

@ ATEEP

ATEBP (ETHYLEME-RESPOMNSIVE ELEMENT BINDING PROTEIN); DMNA binding / protein binding /
transcription activatory transcription factor; Encodes a member of the ERF {ethylene response factar)
subfamily B-Z of the plant specific ERF/APZ transcription factor family (RAPZ.3). The protein contains one
&PZ domain, There are & members in this subfamily including RAPZ.2 AMND RAPZ.12.It s localized to the
nucleus and acts as a transcriptional activator through the SCC-box, It has been identified as a

= i 1]
suppressor of Bax-induced cell death by functional screening in yeast and can also suppress Bax-ind [...] EE E ég
(245 aa) EE = v g
(Arabidopsis thakana) % oL
=C oa o
Predicted Functional Partners: 26554
: fFrrfrs
ACBPZ ACBPZ (ACYL-COA BINDING PROTEIM ACBP 2); acyl-Cod binding / lead ion binding; Encodes acyl-Cod- [L..] (354 aa) .
CBEF4 TGA4 (TGACG MOTIF-BINDING FACTCOR 4); DMNA binding / calmodulin binding / transcription factor; E [L..] (364 aa) .
ACBP4 ACBP4 (ACYL-COA BINDING PROTEIN 4); acyl-Cod binding; Acyl-Cod binding protein with high affini [...] {669 aa) .
& ATPS RCD1 (RADICAL-INDIUCED CELL DEATHL); protein binding; Encodes a protein belonging to the (A0P-ri [...] (589 aa) .
ATSE56910 unknown proteing INWOLVED IN- biological_process unknown; EXPRESSED IM- 22 plant structures; Ex [...] (224 aa) .
2 ATSG56380 F-box family protein; F-box farmily protein; FUMCTIONS IM- molecolar_function unknown; INWOLVYED [L..] (439 aa) .
ATSGES55790 unknown protein; unknown protein; FUMCTIONS IM- molecular_function unknown; INYOLYED IM- biolog [...] {191 aa) .
® ATSG45500 unknown protein; unknown proteing FUNCTIONS IMN- molecular_function unknown; INWVOLVYED IM- biolog [L..] (771 aa) .
2 ATSG27990 unknown protein; unknown protein; FURCTIONS IN- molecular_function unknown; INYOLVED IM- biolog [L..] (184 aa) .
ATSG05750 DMAIT heat shock N-terminal domain-containing protein; DAY heat shocl: M-terminal domain-contain [L..] (294 aa) .
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Putative conserved domains have been detected, click on the image helow for detailed results.
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Locus: AT2G373840

Update History
7]

Date last
modified

TAIR
ACCcession
Representative
Gene Model &
Gene Model
Type

Other names:
Description @

Other Gene
Models @

Map Detail
Image

Annotations @
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Stocks

ATZGE3TE40 replaces AT2GE3TES0 on 2003-10-24
2003-05-02

Locus: 2065680

AT2G37840.1

protein_coding

Protein kinase superfamily protein; FURCTIORS IMN: protein serinefthreonine kinase activity, protein kinase activity,
kinase activity, ATF hinding; IKNWYOLWED 1M protein amino acid phosphorylation; EXFRESSED IM: 24 plant structures;
EXPRESSED DURIMG: 158 growth stages; TORTAIMNS InterFro DOMAINSS: Protein kinase, ATP binding site
(InterFProlPRO1 74417, Serinefthreonine-protein kinase domain (dnterFrolPFRO0DZ290)0, Serinefthreonine-protein kinase,
putative (InterProlPROZ0G655), Serinefihreonine-protein Kinase-like domain (InterFrolPRO1 7442, Serinefthreonine-
protein kinase, active site {InterProIPROOS27 1), Protein kinase-like domain {nterFrolPRO110059), Protein kinase,
catalytic domain {nterPro:lPROOOT 19, Tyrosine-protein kinase, catalytic daormain dnterPro IPROZOG63457,
Calciurmfcalmodulin-dependent protein kinase-like {(nterProlPROZ0636); BEST Arabidopsis thaliana protein match is:
Frotein kinase supermamily protein (TAIR:ATIGES52930.2; Has 132994 Blast hits to 1289738 proteins in 4259 species:
Archae - 150; Bacteria - 1521 2; Metazoa - 48728, Fundi- 12428, Flants - 32505; Yiruses - 940, Other Eukaryotes -
22031 {source: MBI BLink).

AT2G3T840.2

(splice variant)

1 1 1 1 1
15552k, 15553k, 15554k, 15855k 15556k,

FProtein Coding Gene Hodels
ATZ2GE378d40 .1 C(TZ2_Cd_Starils

ATEGS7Ed0 .2 (T2 _cd_Staril

categony relationship type @ Keyword @

S0 Biological invalved in glucuronoxylan metabolic process, plant-type cell wall hiogenesis, protein
Frocess phosphorylation, xwlan biosynthetic process

S0 Cellular located in cyioplasm

mormnnnent



Arabidopsis eFP Browser

Data Source

Secondary Gene ID Signal Threshold []

|[a1z7 1 [Ge)

Mode = Primary Gene 1D

(?) Abiotic Stress At-TAX

+ Absolute « AT2G37840

+ For ATH1 data, this probe set reaches its maximum expression level (expression potential) of 1058.6 in the Root data source.
+ For ATH1 data, note the maximum signal value has decreased to 141.27 from 304.58. Use the Signal Threshold option to keep it constant 3t 304.58, or enter a value in the Signal

Threshold box, such as 1058.6. The same colour scheme will then be applied across all views.

A2 g37840 266080_a
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Stocks
Locus: AT2G17033
Date last modified 2007-04-17
TAIR Accession Locus:a0a006249
Representative
Gene Model © AT2G17033.2
Gene Model Type  protein_cading
Other names:
Description (7] pentatricopeptide (FPR) repeat-containing protein; COMTAINS InterPro DOMAINS: Pentatricopeptide repeat
{InterPro: lPRO02E284), Smr proteiniiuts? C-terminal {InterProlPRO0ZE25), BEST Arabidopsis thaliana protein
match is: Pentatricopeptide repeat (FPR) superfarmily protein (TAIRATAG48730.1); Has 2363 Blasthitsto 1770
proteing in 90 species: Archae - O; Bacteria - 0; Metazoa - 2; Fungi- 0; Plants - 2346; Viruses - 0 Other Eukanmtes -
14 (source: MCHI BLink).
Other Gene AT2G17033.1
Models @
Map Detail Image
Annotations @ category relationship type @ keyword @
G0 Binlogical invaled in aromatic amino acid family hiosynthetic process, iron-sualfur cluster
Frocess assembly
GO Cellular lacated in mitachandrion
Component
Growth and expressed during 4 anthesis stage, 4 leaf senescence stage, C globular stage, D bilateral
Developrmental stage, E expanded cotyledan stage, F mature ermbryo stage, L mature
Stages paollen stage, LP.02 two leaves visible stage, LP.04 four leaves visihle
stage, LP.0G six leaves visible stage, LP.02 eight leaves visible stage,
LFP 10ten leaves visible stage, LP.12 twelve leaves visible stage, petal
differentiation and expansion stage
Flant structure expressadin carpel, cauling leaf, collective leaf structure, cotyledon, floveer, hypacotyl,

inflarescence meristern, leaf apex, leaf lamina hase, pedicel, petal,
petiole, plant embryo, plant sperm cell, pollen, root, seed, sepal, shoot
apex, shoot systemn, stamen, stern, vascular leaf

Annotation Detail
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+ For ATH1 data, this probe set reaches its maximum expression level (expression potential) of 1219.92 in the Root data source.
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Stocks
Locus: AT4G24190
Date last
modified 2012-09-17
TAIR Accession Locus:21352387
Representatve
Gene Model @
Gene Model
Type
Other names: ATHSFPA0-7, ATHSPY0.7, HEAT SHOZK PROTEIM 90-7, HEAT SHOCZK PROTEIR 90.7, HSPY0. 7, SHD, SHEFHERD

Description (7] encodes an artholog of GRFP34, an ER-resident HEFP30-like protein and is invalved in regulation of meristerm size and
arganization. Single and double mutant analyses suggest that SHD may be required for the correct folding andfar
complex farmation of LYW proteins. Lines carrying recessive mutations in this locus exhibits expanded shoot
meristermns, dizorganized root meristerms, and defective pallen tube elongation. Transcript is detected in all tissues
examined and is not induced by heat. Endoplasmin supports the protein secretory pathway and has a role in
praliferating tissues.

AT4G24190.1

protein_coding

Other Gene ATAEZ24190.2
Models © isplice variant)
} } } }
) 12552k 12553k 12554k 12555k
Map Detail Protein Coding Gene Hodels
Image AT4G24190 .1 CSHO L. HSPO0 .7 AtHsp90—7 . AtHspo0 72

AT4GZ4190 .2 C3HD, AtHsp9O0-7  AtHspS0 .72

Annotations @  categony relationship type @ keyword @
G0 Biological invalved in Golgi organization, M-terminal protein myvristoylation, gluconeogenesis,
Frocess dlvcolysis, hvperosmotic response, protein folding, protein secretion,

regulation of meristern growth, regulation of meristern structural
organization, response to cadmium ion, response to cold, response to
endoplasmic reticulum stress, response to heat, response to high light
intensity, response to hwdrogen peroxide, response to salt stress, response
to stress, response to temperature stimulus, response to water deprivation,
weater transport

GO Cellular located in apoplast, chloroplast, endoplasmic reticulum, membrane, mitochondrion,
Component nucleus, plasma membrane, plasmodesima, vacuolar membrane, vacuole
G Cellular not located in Golgi apparatus, cytosol
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UV B [15 minutes UV-B light field consisting of six fluorescent tubes filtered through transmission cutoff filters)
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(punctuation of the leaves by 3 consecutive applications of a custom made pin-tool consisting of 16 needles)
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Swiss Institute of
Bioinformatics

Modelling
myorkspace
Automated Mode
Alignment Mode

Froject Mode

Tools

Template ldentification
DCrarmain Annotation
Structure Assessment

Termplate Library

Repositorny

Search by Sequence

‘BIDZENTRUM

Universitat Basel
Tha Center for Molecular Life Sciences

SWISS-MODEL is a fully automated protein
structure homology-modeling server, accessible
wia the ExFASy web server, or frorm the program
Deepview (Swiss Pdb-Viewsr). The purpose of this
server is to make Protein Modelling accessible to
all hiochemists and molecular biologists
weorldwide.

Ywhat"s new?

= Find more news on SWISS_-MODEL Blog
= .. faster news on Twitter
= Follow us on Facehook

@_ SWISS-MODEL

SVYWISS5-MODEL Team

Torsten Schwede: Froject Leader

Flarian Kiefer: SvWISS5-MODEL Repositary

Lorenza Bordoli: mMethod Developrment and user
support

Konstantin Arnold: SWISS-MODEL WYWorkspace

References:
“Ywhen yvou publish or report results using SWYWISS-
MODEL, please cite the relevant publications:

= Arnold K., Bordoli L., Kopp Jd., and Schwede
T. (2006). The SYWISS-MODEL Workspace:
Aowweb-based environment for protein
structure homology modelling.
Bioinformatics, 22,195-201.

= Kiefer F, Arnold K, KOnzli M, Bordoli L,
Schwede T (2009). The SWWISS5-MODEL
Repositary and associated resaurces.
rMucleic Acids Research. 37, D387-0 392
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