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BLASTP

E] selectall 17sequences selected GenPept Graphics Distance tree of results Multiple alignment
TEE Score Sore| Cove vatue lamt | ASC%SS0"
RecMame: Full=Regulatory protein NPR1: AltName: Full=BTB/POZ domain-containing protein NPR1: AltName: Full=Non-inducible immunit 1208 1208 100% 0.0 100.00% P93002.1
RecName: Full=Regulatory protein NPR2: AltName: Full=BTB/POZ domain-containing protein NPR2 [Arabidopsis thaliana] 698 698 98% 0.0 6229% QISZ131
RecMame: Ful=BTB/POZ domain and ankyrin repeat-containing protein NPR1: Shori=0sNPR1: AliName: Full=MPR1 homolog 1; Shori=0: 457 457 92% de-154 4637% Q5DOWSE1
RecName: Full=BTB/POZ domain and ankyrin repeat-containing protein NPR1: Short=0sNPR1: AltName: Full=NPR1 homolog 1: Short=0: 457 457 92% 5e-154 4584% Q9FDY4.1
RecMame: Full=Regulatory protein NPR3: AltName: Full=BTB/POZ domain-containing protein NPR3 [Arabidopsis thaliana] 360 360 B7% 3e-116 39.07% QB8LT465.1
RecName: Full=Regulatory protein NPR4: AltName: Full=BTB/POZ domain-containing protein NPR4 [Arabidopsis thaliana] 358 358 83% 9e-116 3399% QLICLSA
RecName: Full=BTB/POZ domain and ankyrin repeat-containing protein NPR1: Short=MhNPR1; AltName: Ful=NPR1 homolog [Malus hup: 358 358 84% 3e-115 40938% E/BQV0.2
RecName: Full=BTB/POZ domain and ankyrin repeat-containing protein NPR3: Short=0sNPR3 [Oryza sativa Japonica Group] 350 350 &87% Ze-112 4015% Q75HAGA
RecName: Full=BTB/POZ domain and ankyrin repeat-containing protein NPR2; Short=0sNPR2: AltName: Full=NPR1 homolog 2; Short=0s 347 347 86% 1e-110 3937% Q0JJ01.1
RecMame: Full=Regulatory protein NPRG: AltName: Full=BTE/POZ domain-containing protein NPRE: AltName: Full=Protein BLADE-OM-PE 146 146 59% 8e-37 2972% Q3IM1I7.1
RecName: Full=Requlatory protein NPR5; AltName: Full=BTB/POZ domain-containing protein NPR5: AliName: Full=Protein BLADE ON PE 131 131  56% 2e-31 2865% Q9ZVC21
RecMame: Full=ETB/POZ domain and ankyrin repeat-containing protein NOOT2: AltMame: Full=FProtein NODULE ROQT 2; Shori=MiNOOT 130 130 55% 3Je-31 28.65% ADAQNTZVIMS.1
RecMame: Full=ETB/POZ domain and ankyrin repeat-containing protein NOOT1: AltMame: Full=Protein NODULE ROQT 1: Short=MtNOOT 130 130 55% de-31 29.09% Q2ZHWS6.1
RecMame: Full=BTE/POZ domain and ankyrin repeat-containing protein COCH: AltName: Full=Protein COCHLEATA [Pisum sativum)] 129 129 55% 5e-31  29.09% GBGTNT.1
RecName: Full=BTE/POZ domain and ankyrin repeat-containing protein NPR5; Short=0sNPR5 [Oryza sativa Japonica Group] 125 125 55% 2e-29 2887% A2CIR7.1
RecName: Full=BTB/POZ domain and ankyrin repeat-containing protein NH5 2 [Oryza sativa Japonica Group] 122 122 55% 2e-28 2760% Q2QX721
id RecMName: Full=BTB/POZ domain and ankyrin repeat-containing protein NH5.1 [Oryza sativa Japonica Group] 121 121 55% 3Je-28 2842% Q2RAQS51
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i @ Putative conserved domains have been detected, click on the image below for detailed results.
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C521 & C529 are crucial for SA binding

ATNPR1

OsNPR1B

ATNPR1

ATHNPR4
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ATNPRE

4532 APFRILEEHQSRLKALSKTVELGKRFFPRCSAVLDQINNCEDLTQLACKE
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C82 & C216 are crucial for oligomerization

Amino acid modifications

Feature key Position(s) | Description Actions Gmphlcalwew

Modified residue! 11 Phosphoserine # 1 publication ~
: et 15 _Phosphoserine # 1 pyblication — I
I Disulfide bond* g2 Interchain (with C-216); in linked form | ]_l
Modified residus? 156 S-nitrosocysteine # 1 Publication « | 1

I Disulfide bond? 216 Interchain (with C-82); in linked form |
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197 WIEDTLVILKLANICGKACMKLLDRCKEIIVESNVDMVSLEESLPEELY

188 TLVENVLPILMVAFNC--HLTQLLDQCEERVARSDLYRFCIEEKEVPPEVA

t@ SNSFESVFDSPDDFYSDAKLVL-SDGREVSFHR FFESALAAA

39 SSNLEQLLTNPDCDYTDAEIIIEEEANPVSVHR FF---LDLF
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A bipartite NLS in C-terminus

Motif

Feature key Position(s) |Description
Motif: 537 — 554 Nuclear localization signal 4 Sequence analysis @& Add %% BLAST
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TGA family & NIMIN family & WRKY family
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Length: 89
Identity:
Similarity:
Gaps:
Score: 43.5

e E E E E E E EEE R

TGAL ARATH
NIMI1_ARATH
TGAL1 ARATH

NIMI1_ARATH

Aligned sequences: 2
1: TGA1 ARATH

2: NIMI1 ARATH
Matrix: EBLOSUMG2
Gap penalty: 18.8
Extend_penalty: ©.5

16/89 (18.8%)
35/89 (39.3%)
18/89 (11.2%)

16 MSKDENVESKETIRVDKRVEEDEEEEEEKKI---------- DTFFKLIKH

121 EQELDRﬂHQQGFYVGNGIDTMSLGFSETHNPGI&&FEME 159

56 YQEARKHHREELAENSGVVHRKSNGGEHSGIUUP&FQPE o4

128

55



Aligned sequences: 2
1: TGAL

2: WRKYS3

Matrix: EBLOSUMG2
Gap_penalty: 16.@
Extend penalty: 8.5

HoH B HHH B H R H R T

Length: 18
Identity: 7/18 (38.9%)
Similarity: 11/18 (61.1%)
Gaps: 8/18 ( 8.8%)
Score: 34.8
TGA1 236 RPSDLLEVLLPHFDVLTD

WREYS3 245 KPKDILESLKSNLTVRTD



Structure Prediction by Phyre?

Summary

1 ) I r— ‘ IS Wed Jan 1 15:04:06 GMT 2020
\ { \ VTR R ) 26547dde30b4d1fe

| [ ] / { e =TS MDTTIDGFAD ... Download FASTA

) ' normal

Job Expiry

Download zip of
‘ all results

Sequence analysis

Top model

Model (left) based on template c4cj9A

Top template information

PDB header:transcription
Chain: A: PDB Molecule:burrh;
PDBTitle: burrh dna-binding protein from burkholderia rhizoxinica in2 its apo form

Confidence and coverage
Confidence: 100.0% Coverage:

390 residues ( 66% of your sequence) have been modelled with 100.0% confidence by the single highest scoring
template.

You may wish to submit your sequence to Phyrealarm. This will automatically scan your sequence every week for
new potential templates as they appear in the Phyre2 library.

Interactive 3D view in JSmol
For other options to view your downloaded structure offline see the FAQ

JSmol

Colour by Secondary Structure Colour Rainbow N->C

Close JSmol

View PSl-Blast Pseudo-Multiple Sequence Alignment Download FASTA version

Crmmmdmin: mbriimbiien mmd dicacdac meadicdiaem [Claas]

Residue 11-420



Domains and Repeats

Feature key Position(s) | Description Actions Graphlcal view Length

Domain? 65 — 144 BTB # PROSITE-ProRule annotation - W Add % BLAST
Repeat! 265 — 2905 ANK 1 W Add % BLAST | 31
Repeat! 297 - 324 ANK 2 @ Add % BLAST | | 28

Repeati 328 - 357 ANK 3 @& Add % BLAST | 30



Structure predicted by Phyre?2
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Template: A TAL Effector
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BTB domain from human promyelocytic leukemia zinc finger protein



Ankyrin repeat from 4060, an artificial ankyrin repeat protein



Fitting TALE repeat & ankyrin repeat  Fitting TALE repeat & BTB domain



Structure Prediction by Swissprot

NPR1 created: today at 16:27
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Nucleus

-SA

+SA
C529
C521
BTB/POZ » BTB/POZ
Dimer 13_51 3 Dimer
Dimer

>

SA Salicylic Acid

or repulsion.
Metallic lon

Wu et al., Cell Reports, 2012

C529
C521

\ SA’ A513

- Dimer

In the presence of SA, the interaction
between the BTB/POZ and A513 is
disrupted due to steric hindrance

Or esreroz
Dimer

L~

+SA SA
cszs’p C529 ‘p
c521 c521
A513 » BTB/POZ
Dimer Dimer A513
Dimer

In the presence of SA, the
interaction between the
BTB/POZ and A513 is disrupted
by SA-induced conformation
changes.
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