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UniProtkB - QOLV87 (PEP1_ARATH) sp|Q9LVAT |PEF1_ARATH

D|Sp|ay D3 Help video  \ BLAST &) Format @ Add to basket @® History E]. i ':i t-l:lr pepti dE ].
o tor | Encibor peptide 1 U5=Arabidopsis thallana
me v (3702 GN<PEP1 PE=L V<1
eature viewer Organism | Arabidopsis thaliana (Mouse-ear cress
Feature table Status Reviewed - Annotation score: @@@@® - Ext HEE SDRRSEESHLWI FLQ:LDQTLREI LH

N b CLOLFHADSPTTSaPGT SEOPKERKEDVT

NEKEEVVVT SRATEVEAKURGKEEVSSGR
PGOHN




‘Analyzed by NCBI

BLASTP programs search protein di
Enter Query Sequence

Enter accession number(s), gi(s), or FASTA sequence(s) © clear Query subrangeg

OX=3702 GN=PEP1 PE=1 SV=1 a
MEKSDRRSEESHLWIPLQCLDQTLRAILKCLGLFHQDSPTTSSPGTSKQPK
EEKEDVTME

KEEVVVTSRATKVKAKQRGKEKYSSGRPGQHN| A To | |

Or, upload file R | SRS (2]
Job Title

From | |

v

| sp|Q9LVE7|PEP1_ARATH Elicitor peptide 1 OS=Arabidopsis... |
Enter a descriptive title for your BLAST search (2]
D Align two or more sequences @

Choose Search Set

Database ‘ Reference proteins (refseq protein) v | (7]

Organism — 0 :

Optional | plants (taxid:3193) | exclude
Enter organism common name, binomial, or tax id. Only 20 top taxa will be shown. e

Exclude

D Models (XM/XP) [:] Non-redundant RefSeq proteins (\WP) D Uncultured/environmental sample sequ
Optional




Analyzed by NCBI

Description Scientific Name:

Max Total Query E Per.  Acc.

Score Score Cover value Ident  Len Accession

precursor of peptide 1 thaliana] 152 152 100% 4e-50 100.00% 92 NP_569001.1

elicitor peptide 1 [Eutrema salsugineum] Eutrema salsugineum 968 96.8 100% 2e-27 58.65% 127 XP_006394100.2
Lj PREDICTED: elicitor peptide 1-like [Camelina sativa] Camelina sativa 944 944 100% 2e-26 65.38% 103 XP_010444447.1
fj PREDICTED: elicitor peptide 1-like [Camelina sativa] Camelina sativa 90.2 90.2 100% 8e-25 69.00% 98 XP_010484288.1
[j PREDICTED: elicitor peptide 1-like [Camelina sativa] Camelina sativa 884 884 100% 5e-24 66.99% 102 XP_010462607.1
elicitor peptide 1 [Capsella rubella] Capsella ella 844 844 100% 2e-22 57.76% 116 XP_006281339.1
elicitor peptide 1 [Brassica rapa] Brassica rapa 834 834 100% 5e-22 4537% 108 XP_009150567.1
elicitor peptide 2 precursor thaliana] Arabidopsis thaliana 805 805 100% 9e-21  54.17% 109 NP_569000.1

D PREDICTED: elicitor peptide 1-like [Brassica oleracea var. oleracea] Brassica oleracea var. oleracea 80.0 80.0 100% 1e-20 44.34% 106 XP_013626305.1
elicitor peptide 1-like [Brassica napus] Brassica napus 794 794 100% 2020 4259% 108 XP_013647069.1
L] PREDICTED: elicitor peptide 1-like [Raphanus sativus] Raphanus sativus 786 786 100% 5e-20 44.44% 108 XP_018488921.1
[j PREDICTED: elicitor peptide 1-like [Raphanus sativus] Raphanus sativus 781 781 100% 8e-20 50.48% 109 XP_018439357.1
() PREDICTED: elicitor peptide 1-like [Brassica oleracea var. oleracea] 773 773 100% 1e-19 43.40% 106 XP_013622601.1
[j PREDICTED: LOW QUALITY PROTEIN: elicitor peptide 2-like [Camelina sativa] Camelina sativa 736 736 100% 6e-18 51.06% 114 XP_019094246.1
[j PREDICTED: r peptide 2-like [Camelina sativa] Camelina sativa 70.0 700 100% 2e-16  48.94% 113 XP_010444446.1
elicitor peptide 2 [Arabidopsis lyrata subsp. lyrata] Arabidopsis lyrata subsp. lyrata 68.7 687 100% 6e-16 53.76% 112 XP_002866300.1
C[ PREDICTED: protein LOC104763670 [Camelina sativa] Camelina sativa 69.7 697 98% 1e-15 4839% 233 XP_010485316.1
() PREDICTED: elicitor peptide 1-like [Brassica oleracea var. oleracea] s: 2 ler: 63.1 631 100% 1e-13 49.07% 112 XP_013619427.1
elicitor peptide 1-like [Brassica napus] Brassica napus 616 616 100% 5e-13 49.07% 112 XP_013675421.1

(2] Putative conserved domains have been detected, click on the image below for detailed results.

1 i 3 3 W B M 7 & ry
Query seq,  MEKSDRRSEESHLWIPLOQCLDQTLRAILKCLGLFHQDSPTTSSPGTSKQPKEEKEDVTHEKEEVYYVTSRATKYKAKQRGKEKYSSGRPGRHN

specific hits
Superfanilies DUF5306 superfamily

Distribution of the top 8 Blast Hits on subject sequences

uel
i ] I I | Qe ] I I I
1 10 20 30 40 50 60 70 80 90




Analyzed by MEGA

[ M7: Sequence Data Explorer - [m] X
Data Display Search Groups Highlight Statistics Help
H o 2 2[m][m [c] v eil[s |0 24| [specia~ || & | 84
Name
1. NP 568001.1 precursor of peptide 1 Arabidopsis thaliana -MEKSDRRSEES -HLWI -PLQCLDQTLRAILKTCLSEG
2. XP 006394100.2 elicitor peptide 1 Eutrema salsugineum SMEKLDKRSEEETYLWY -PFQFLDQTLRAIFRCLSG
3. XP 006281338.1 elicitor peptide 1 Capsella rubella -MEKSDRQSEEATY LWI -PLQYLDQTLKAILRTCLSGEG
4. XP 009150567 .1 elicitor peptide 1 Brassica rapa -MEKVERQSEEASY LWL -PFHFLNQTIKAILRCLSGEG
5. NP 569000.1 elicitor peptide 2 precursor Arabidopsis thaliana -MEKLDKRREEETYLWI -PVOQFLDQALI AVLKTCIG
6. XP 013647069.1 elicitor peptide 1-like Brassica napus -MEKVERQSEEASY LWL -PFHFLNQTIKAILRCLGEG
7. XP 002866300.1 elicitor peptide 2 Arabidopsis lyratasubsp.lyrata - M E K LD R R S EEETY LW I - S FQFLDQTLI AIFKCLG®G
[W]8. XP 013675421.1 elicitor peptide 1-like Brassica napus -MEKYERLSEEETYWWMI PFKFLDQTLKAIFKCLG®G
< >
1/161 Conserved: 25/161 Data
[ M7: Sequence Data Explorer - O X
Data Display Search Groups Highlight Statistics Help
B 238 " v|[pi]['s [0 [2][4]| [speciat - || 84 | 8
Name
‘1. NP 5568001.1 precursor of peptide 1 Arabidopsis thaliana - - - - - VVVTSRATKVKAKQRGKEKYSSGRPGOQQHN -
2. XP 006394100.2 elicitor peptide 1 Eutrema salsugineum GGKDGVVVSSRGI KVRAKKKGKERWVSSGRPGQHH -
3. XP 006281339.1 elicitor peptide 1 Capsella rubella GLNRGVVVKSRATKVQAQAKSRGKETWYSRGRRGQQHH -
4. XP 009150567.1 elicitor peptide 1 Brassica rapa GSKNGI I I TSRGTKVNAKRKEKAKWYSSGRPGIKHH -
5. NP 568000.1 elicitor peptide 2 precursor Arabidopsis thaliana - - - - -VVVLLRDNKAKSKKRDKEKPSSGRPGOQTHNS
6. XP 013647068.1 elicitor peptide 1-like Brassica napus ATKNGI I I TSRGTKVNAKRKEEKAKYSSGRPGKHH -
7. XP 002866300.1 elicitor peptide 2 Arabidopsis lyratasubsp.lyrata - - - - - VV L S TRGKKPKAKKRDEKENTSKGRPGOQTHNK
8. XP 013675421.1 elicitor peptide 1-like Brassica napus GSK--TLATSRG - VKAKTKKEKEQKSSGRPGOQHHK
< >
1/161 Conserved: 25/161 Data




‘Analyzed by MEGA

100

90

a9

MNP 5690001 elicitor peptide 2 precursor Arabidopsis thaliana
X P 0028663001 elicitor peptide 2 Arabidopsis Iyrata subsp. lyrata
XP 0063941002 elicitor peptide 1 Eutrema salsugineum

97

MNP 5690011 precursor of peptide 1 Arabidopsis thaliana
#P 0062813391 elicitor peptide 1 Capsella rubella

100

#P 009150567 1 elicitor peptide 1 Brassica rapa
#P 0136470691 elicitor peptide 1-like Brassica napus
#P 0136754211 elicitor peptide 1-like Brassica napus



‘Analyzed by NEBcutter

&.\l W ENGLAND
BioLabs..

NEB homepage]

This tool will take a DNA sequence and find the large, non-overlapping open reading frames using the E.coli genetic code and the sites for all Type Il and commercially available Type lil restriction
enzymes that cut the sequence just once. By default, only enzymes available from NEB are used, but other sets may be chosen. Just enter your sequence and "submit”. Further options will appear with

NEBcutter V2.0

the output. The maximum size of the input file is 1 MByte, and the maximum sequence length is 300 KBases.

What's new in V2.0 Citing NEBcutter

Local sequence file:| ¢ | FEERERDIME Standard sequences:
GenBank number: Browse GenBank] # Plasmid vectors ¥
or paste in your DNA sequence: (plain or FASTA format) # Viral + phage ¥
Submit

A
+ NEB enzymes More opfions
All commercially available specificities
® Linear Enzymes to use: Al specificities
Circular " All + defined cligonucleotide sequences
Only defined oligonucleotide sequences
define oligos]

Minimum ORF length to display: 100 a.a.

Set colors
The sequence is:

Name of sequence: (optional)
Earlier projects:
Note: Your earlier projects will be deleted 2 days after they were last accessed,

You need to have cookies enabled in your browser for this faature to work. Delete projects
Disable NEBcutter cookies




‘Analyzed by NEBcutter

HC_003076, 8:25937T075-25938176 PROPEF1 [oxganism=Arabidopsis thalianal

[GeneID=R36613] [chromosome=h]+

GATTTATGAL AN TGTATTTTATAGTALTANAGAGTC ACACCC LATACCGASTTAGCCCACTATAALAGS
A ANGATCTC TCTCTECGC AATCAC TC ACATATALA B A ACAGCTTIC ACTCCTCTC ACC AR LT TAATC AL
TTAATALLAGTTTTOC TCTETCTTATC AGATC TC AL TRGAGLAL TCAGATAGACGAAGCGALGALMGTC Ae!
CCTATCGAT T T T T AGTGCC T GAC C AL ACCC T AGAGC TATC TTGALL TGCCTTGETC TTTTTC AT
AT T GAC AL G T T T GGAAC T T GAL AT AGCCGETAAGC TTTGCALGAGTATATTTTG
GACTAN AT AGATTA T TALTTTA TG TC TG TTC T TATACACTATAMAGCGETTATGCATGGAATTTTT A
LA TEGAL T TTTALTCTCT TAT T TGALCACCALANAA LA TCAANA G, TCTTALLGATTTGETAST
A AT AT AN T A T TG TATATAMATATAT T T TCC AL TACTTTTCGAGTTAGC TAGGATATGAT
A TATTTAGC TAT TT T TACT T TG AGTTAATCC TETTAAL AL TATC AL A TTACGTTTAGATGAGALT A
AT G TAL T TATAT T T TGGT T T TAAN A G T AT TAGC AL TG T T T TAGGLATATTATATALCATGALT
A A ATATETAC A TG TGT I TATAATTGCAGLAGGAGGALL A AEANGACGTTACC ATCGAL L AGGASG
AGGTCOETTGTGACGAGTAGAGCCAC A AAGETC ALGECAALGT AL ARGEGEAMGEAGALACTTAGC TCAGG
oG TG C A A T A L TTAGGC A TTTALGTTAC ATTGT T TAGTC TAATTATTTGCAGTCGAALTG TG
A TTTAATATCAC TG T T T TACT T TT TTAT TATATC AMC AL TC TACAGAC L ARCANAR TTTC ATTARSTH
TG A TAT A G AT T T T T e TC TTTAT T T ATGCATTTTT T TTTTCCCGTATTTGATGTGATAT
TTGEGTTCALCAALASTA AL TATCTTCGACCATCATALGTTCATALCC A

Gene: PROPEP1L
RMA title: mRNA-precursor of peptide 1
Protein title: precursor of peptide 1
Protein comment: precursor of peptide 1 (PROPEP1); BEST Arabidopsis thaliana
protein match is: elicitor peptide 2 precursor
(TAIR:AT5G64890.1); 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: NCBI BLink).
Merged features: NM_125888.4 and NP_569001.1
Location: 25,937,078..25,938,176
[Length]
Span on NC_0032076.8: 1,099 nt
Aligned length: 691 nt
CDS length: 279 nt
Protein length: 92 az
[N 1258884
Intron: 1 of 1
mRNA sequence: AACTTCGAAACAGCCGL... JAAGGAGGAAAAAGA
[NP_S569001.1]
Protein sequence: HQDSPTTSSPGTSKQP]... JKEEKEDVTMEKEEV

Download FASTA: NP_569001.1
MM 125888.4
NM 125888.4 exons



Analyzed by NEBcutter

isplay: - NEB single cutter restriction enzymes

- Main non-overlapping, min. 100 aa ORFs
GC=33%, AT=67%

Cleavage code

I | blunt end cut
Tu | 5 extension
| 3 extension

T | cuts 1 strand

Enzyme hame cocde
Available from NEB
Haz other supplier
Mot commercially available

#: cleavage affected by CpG meth.
#: cleavage affected by other meth.

(enz.namel: ambiguous site

1l L 1 L 1 I 1 L 1 1 L 1 1 L 1 L 1 L 1 L 1099
Il [ [ARLl Il [l [ 11 Il |
#Hhal Earl #AciT #Bell NenT #MarT Sfcl ool < —e——
*#Fzpl Acul BstZ171 Bfal Btgl #Eael " HpuCHAITI
Bg1I1 Aoz *Acll BhsI Bgll
Bsty1 HindITID M=pl MwoT
#HinP1I #BsrF1 Pcil BstNI
B=mAl *#BgtBI AFLILT FHEFIT
EcoDl #Ncil Rzal #PspiGI
—_—p  Hlul PEIFI Cwidl Bpul0l
Plel Tthilll BarGl *Boefl
B=zaxl S=zpl
BsrOI

New DNA All commercial 2 cutters

Custom digest

All 3 cutters

Zoom in
More...

0 cutters
1 cutters

View sequence

All sites

ORF summary

e Minimum ORF length to display: | 100

aa| QK

| Save all sites
Flanking enzymes

Print




Analyzed by Primer Premier

MNew > DMNA Sequence
Open > Protein Sequence
Preferences Ctrl+R

Degenerate bases

Quit
1 CAUsers\Administrator\Desktop\primer S\G44{i: =5 {ix: f2A\Primer Premier S\data\DemoTNF.ALN
2 Di\primer SY\64{ix: TR\ Gair f2RF\Primer Premier S\data\DemoTNF.ALN

3 CASIF\primerS\6MIFRFAT =032 \Primer Premier S\data\DemoTNF.ALN
4 CAUsers\ADMINI~\AppDatailoca\Tempi\Rar$ EXa0.2 12\ 64T EeAR =092\ Primer Premier S\data\DemoTNFEALN

2
‘Primer: P 1
S Ednl 1
EE | Searchl |$Resuhsl ‘ﬁnmers o (1098)
Direct Select: t 25 Search Criteria =
3"CTARATACTTTTACATARRATATCA 5° Search For:
TECEEEEREEE T e =
GATTTATCARAATETATTTTATACTAATARACACTCACACCCAATACCEACTTACCCCACTATARARCECARAGATETCICT 2° + PCRPrimers  ( Sequencing Primers " Hybridization Probes
1 T25 P34 Tio Tco T&o [ T2o
DL -Kc¢CILS---R7YTZPNTETLTB AZHTYET RO QRTCTLS Search Type:
. ﬂ " Sense Primer " Compatible with Sense Primer
H 7 Anti- Primer " Compatible with Anti-sense Primer
Rating Seq No Length Tm GC% AG Activity Degeneracy Ta Opt ¢ Both {*' Pail
rel frealsimol] | [ug/0D] rel o el
Sense 66 1 25 485 |16.0 =381 30.2 1 - Search Ranges: Primer Length:
Anti sense | 67 25 26 485|160 384 298 1 = Sense Primer:
Product |15 - 2 557 |160 |- - - 8.5 to 2 El bp
Hairpin Dimer False Cross Most Stable Hair Anti Primer:
i Dimer AG=-13  [kealsimol] nd NEK(I Em dsDH . Search Mode:
CTARRACTATTIAC §' -
SEITE | Found ||| Found I Found I Found I [ T PCR Product Size: ‘ i+ Automatic " Manual
AL 51 IAGARTA AGRATCAGET
Anti-sense .
|Fuund Found I Found I < | b | [RTTATR TRRCATGRAT bp to hp Search Parameters
=—|AGARGA CGTTACCATG
781 GACGAGTAGA GCCACARAGE TCARGGCARR GCRAAGGERE ¢ I ‘& | |? |
841 CCGTCCTGGC CARCATAATT AGGCACTTTA AGTTACATTG Ok ancel Help
501 TCGARRTGTG TTAATTTART ATCACTGITT TACTITITIA
961 CARACRARAT TTCATTARGT TCTTGTTCAC TATACGACGTT

1021 ATTTITITIITT TCCCCGIATIT GATGTGATAT TTGGCITGAR CARRRCTAAR TATCTTCCAC
1081 CATCATRAGT TCATRRCCR

£l




Analyzed by Primer Premier

T Primer Premier X0 - = e

‘Primer: n
- = Anti »
_: o) Sense Anfecnse [ P
Direct Select: t o 194 anti-sense primers found.

5° AGAGIGAGAGCGAATAGCGAS 3
LR R RN

3' TATCATTATT TATGECT TTT GACTGTATA §' ¢ [ratingl 1 T aced markc
T T T T T T T T
L o e i 7 — == e s
- --R®RYTPWTEILAHNYEKRQRCLSAQGSLT?Y 1 100 [ |21 579524,—i‘
2 (10 [so4 |2 545 [476 | [
e | d
| 5 3 w0 e |2 566|524 | |
Rating | SeqNo | Length | Tm | GC% | AG Activity | Degeneracy | Ta Opt
rcl [kealsimol] | [ug/OD] Fa 4 100 | 828 Fil 620 (476 | [
Original DNA =
Sense 100 3 21 565 |524 |37 30.4 1 - gg N I N (- Gl =0
Anti-sense | 100 834 21 565 |46 | 404 370 1 - 2o u
Product |94 - B4 [sa1 [m2 |- - - ) T [0 s |21 |44 [m3| T

Hairpin | Dimer False. Cross || No Hairpins Found
Pri imer

Antisense

paten] 5] 4] [seona (4| [

IAGAATA AGARTCAGGT RATTATATIT TGGTTTTAAZ
[ATTATA TAACATGART CCAACAGATA TGTACATGIG
[ACAAGA CETTACCATC GAAAAGGAGE AGGTCGTTCT
781  GACGAGTAG! TCAAGGCARA TTAGCTCAGE
841 CCGICCTGEC CRACATAATT AGGCACITTA RGITACATIG ITTAGICIAR TTATTIGCAG
S01 TCGRARTGTG TTARTTTRAT ATCACTGTIT TACTTTITIA ITATATCAAC ARTCTACAGA
S€1  CARACARRAT TICATTARGT TCTTGTICAC TATACGAGTT ITITCCICTT TATTICATGC
1021  ATTITTITIT TCCCGTATTT GATGTCATAT TTGCGTIGAA CAAAACTAAA TATGTTICGAC _{

1081 CATCATAAGT TCATAACCA

Pos: 01100 ‘

Direct Select: | Lo

3' TTCCCCCTTCCTCTTTCRATC §°
FEEEEEEEEEEEEr e
5' TCRALGECARRGCCARRACCEECAREEAGARRCTTACCTCACECCETCCTEECCARCATARTTACCCACTTTARACTTACATTETT 3"

210 240 aa0
Q & E A E & E &#E 5§ - L B P §8 W?PT - L & T UL 5 ¥ I ¥

Direct Select: | Lo

5' RERGTCACACCCRRTRCCGRE 3°
FEETEEEEEEE el
3" TATCATTATTICTICAGTETGEETTATGECTCARTCEGGTGATATTTICCGTTTCTACAGAGAGACCCETTAGIGAGTCTATA 5°

|||||||||||||||||||||l|3||||||||||D||||||||||||||||||'|?|D||||||||||||||||||||||||||||

100
- - - R ¥ T P N T E L A H ¥ E R Q R C L 5 2B 0 5 L T ¥

ol v




Analyzed by ProtParam

Hoamber of amine acide. 52 Total number of negatively charged residues (Asp + Glu): 14
Total nomber of positively charged residoes (Arg + Lys): 17

Molecolar weight: 103535, 76

Theoretical pI: 2. .00

Amine acid composition: CSW format

Atomic composition:

Aa (A 5 3.5%

fr= ERg & gy Carbon C 442

Asn (H 1 1.1%

Azp (D) 4 4. 3% ]'[]I,rdr-:ugen H .35

Cys (C} 2 2.2% Hitrozen H 136

o (0 & & B%

Gla (E} 10 10. 5% €— Dxwzen 0 145

Gl (30 5 5. 4%

Wie (M) 3 3. 3% Sul fur 2 4

Il= (I z 2. 2%

Leu (L} T T.ER

L= (mﬁg 11 12. 0% 4¢——

M=t = 22% » - _
Phe (F) 1 1 1% Hombexr of smine acids: 97
Frao [F) [ . A%

Zer (S} 10 10. 9% 4¢———

Thr (T} 7 T.E% -

Trp (47 1 1.1% Molecular weight: 10335 75
Ty (¥ u] 0. 0% - :
Yal (W) & 5. 5%

Pyl (O} u] 0. 0%

see QU0 o Theoretical pI: 9. .00

(B2 u] 0. 0%

(2 u] 0. 0%

(9] o] 0. 0%




‘Analyzed by Protscale

ProtScale output for user_sequence

Hphob. / Kyte & Doolittle
SEQUENCE LENGTH: 92
2 | h 1
) . o . . ')
Using the scale Hphob. / Kyte & Doolittle, the individual values for the 20 amino acids are: fJ |
1t . :
Ala: 1.800 Arg: —4.500 Asn: —3.500 Asp: —-3.500 Cys: 2.500 Gln: —3.500 .‘f '\‘ : ﬂ W,
Glu: -3.500 Gly: -0.400 His: —-3.200 Tle: 4.500 Leu: 3.800 Lys: —3.900 ‘\( | il ‘|‘ 1
Met: 1.900 Phe: 2.800 Pro: —1.600 Ser: —0.800 Thr: —0.700 Trp: —0.900 ot | \‘J \f 1A — “ i
Tyr: -1.300 Val: 4.200 : -3.500 : -3.500 : -0.490 g f N Y "\ P
O / \ / A
X5 -1 f"‘ L‘\ i\ i \ g
Weights for window positions 1,..,9, using linear weight variation model: ! \ i\ ’\’ L -
\ \ \ P |
1 2 3 4 5 & 71 8 9 5| ;’ T U ot WA
100 1.00 1.00 1.00 1.00 100 1.00 1.00 1.00 L TN
edge center edge \ / "\ { \
3| ‘!u J \ ﬁ\ I |
4 A H

10 20 30 40 50 60 70 80 S0
Position




‘ Analyzed by TMHMM

TMHMM posterior probabilities for sp|Q8LV87|PEP1_ARATH

1.2
1
# sp|QILVST|PEP1 ARATH Length: 92 .. 08
# sp|QILVST|PEP1 ARATH Number of predicted TMHs: 0 =
# sp|QILVS7 | PEP1_ARATH Exp number of Ads in TVHs: 0.002 § 06
# sp|QILVS7|PEP1_ARATH Exp number, first 60 AAs: 0.002 a
# sp|QILVS7 PEP1 _ARATH Total prob of N-in: 0. 54285 04
sp|QILVST PEP1 ARATH  TMHMM2.0 inside 1 92 02
0 . . . . . . . . .
10 20 30 40 50 60 70 80 90
transmembrane inside outside




Analyzed by SOPMA

SOPMASECONDARY STRUCTUEFE
[Abstract] [NPS@ help] [Original server]

Sequence name (optional) :

Paste a protein sequence below : help

MEKSDR ESHLWIPLOCLDOTLRAILKCLGLFHODSPTISSPGTSKOP
KEEKEDWVTME KEEVVVWTSRATKVKAKOQORGKEKWSSGRPGOQHMN

Output width | 70

SUBMIT || CLEAR
=]

Parameters
Number of conformational states :| 4 (Helix. Sheet, Turn, Coil} ¥
Similarity threshold : |8
Window width : |17
1a 28 38 4

58

MEKSDRRSEESHLWIPLQCLDQTLRAILKCLGLFHQDSPTTS5PGTSKQPKEEKEDVTMEKE EVVWTSRA

hhhh theeec chhhhhhhhhhhhhhhte
TEVKAKQRGKEKVSSGRPGOHN

T T T T T T
H\HIW H|H‘H‘ ‘H‘H“|MIHIHIH\HIHII‘H‘“|”‘H|HIHIHIHIH\HIHIHIHI
18 28 38 48 58 68 78
. . . . . . . .
18 28 38 48 58 68 70
SOPMA

Alpha helix (Hh) 26 is 28.26%
1@ helix {agl @ is a.ea%
6@ 78 Pi helix (Ti) @ is @.90%
| | Beta bridge (Bb) a is a.aek
Extended strand (Ee) 11 is 11.96%
Beta turn (Tt) 4 is 4.35%
hhhhhheectteseee Bend region (5=) @ is a.aa%
Random coil { b, 51 is 55.43%
Ambiguocus states (7)) @ is a.eaX
Other states a is a.eeX




Analyzed by Predictprotein

Predicted localization for the Eukarya domain: Nucleus (GO term ID: GO:0005634) Prediction confidence 52




TR E A 22

Predictive Mechanism




‘Analyzed by NCBI

earch Set
‘ UniProtKB/Swiss-Prot(swissprot) v ‘9
| plants (taxid:3193) ‘D exclude

Enter organism common name, binomial, or tax id. Only 20 top taxa will be shown. 9

E] Models (XM/XP)D Non-redundant RefSeq proteins (WP)D Uncultured/environmental sample sequences

Selection
@ blastp (protein-protein BLAST)

Sequences producing significant alignments Download ~ [ Select columns ~ Show e
select all 3 sequences selected GenPept Graphics Distance tree of results  Multiple alignment [ZEMSA Viewer

- ) Max Total Query E Per. Acc.

Description Scientific Name i
7 Score Score Cover value Ident  Len Accession
v

RecName: Full=Elicitor peptide 1; Flags: Precursor [Arabidopsis thaliana] Arabidopsis thali... 152 152 100% 2e-52 100.00% 92 Q9LV87.1
RecName: Full=Elicitor peptide 2; Flags: Precursor [Arabidopsis thaliana] Arabidopsis thali... 80.5 805 100% 6e-23 54.17% 109 Q9LV8ES.1
RecName: Full=Mediator of RNA polymerase |l transcription subunit 14; AltName: Full=Protein STRUWWELPETE ... Arabidopsis thali... 31.6 316 25% 0016 53.85% 1703 Q9SRO02.1




Analyzed by NCBI

precursor of peptide 1 [Arabidopsis thaliana] Arabidopsis thaliana 162 152 100% 4e-50 100.00% 92 NP_569001.1
elicitor peptide 1 [Eufrema salsugineum] Eutrema salsugineum 96.8 96.8 100% 2e-27 58.65% 127 XP_006394100.2
PREDICTED: elicitor peptide 1-like [Camelina sativa] Camelina sativa 944 944 100% 2e-26 65.38% 103 XP_010444447.1
PREDICTED: elicitor peptide 1-like [Camelina sativa] Camelina sativa 90.2 902 100% 8e-26 69.00% 98 XP_010484288.1
PREDICTED: elicitor peptide 1-like [Camelina sativa] Camelina sativa 884 884 100% DSe-24 66.99% 102 XP_010462607.1
Capsella rubella 844 844 100% 2e-22 57.76% 116 XP_006281339.1
Brassica rapa 834 834 100% 5e-22 45.37% 108 XP_009150567.1
Arabidopsis thaliana 80.5 805 100% 9e-21 54.17% 109 NP_569000.1
Brassica oleracea var. oleracea 80.0 80.0 100% 1e-20 44.34% 106 XP_013626305.1
Brassica napus 794 794 100% 2e-20 42.59% 108 XP_013647069.1
PREDICTED: elicitor peptide 1-like [Raphanus sativus] Raphanus sativus 786 786 100% 5e-20 44.44% 108 XP_018488921.1
PREDICTED: elicitor peptide 1-like [Raphanus sativus] Raphanus sativus 781 781 100% 8e-20 50.48% 109 XP_018439357.1
PREDICTED: elicitor peptide 1-like [Brassica oleracea var. oleracea] Brassica oleracea var. oleracea 773 773 100% 1e-19 43.40% 106 XP_013622601.1 R f p t
PREDICTED: LOW QUALITY PROTEIN: elicitor peptide 2-like [Camelina sativa] Camelina sativa 736 73.6 100% ©Ge-18 51.06% 114 XP_019094246.1 e e re n Ce ro e | n S
PREDICTED: elicitor peptide 2-like [Camelina sativa] Camelina sativa 700 700 100% 2e-16 48.94% 113 XP_010444446.1 ( f t H )
rata] Arabidopsis lyrata subsp. lyrata 687 687 100% 6e-16 53.76% 112 XP_002866300.1 re S e q p ro e | n

< A< AN EEE <N B<B<B<N<N<N<NEE-REAEEEANEEE-NEN N N NEREEEN N

PREDICTED: elicitor peptide 1-like [Brassica oleracea var. oleracea] Brassica oleracea var. oleracea 631 631 100% 1e-13 49.07% 112 XP_013619427.1
Brassica napus 616 616 100% b5e-13 498.07% 112 XP_013675421.1
Brassica napus 613 613 100% 6e-13 46.79% 113 XP_013675440.1
Brassica napus 600 600 100% 2e-12 4245% 106 XP_013669821.1
Capsella rubella 600 600 100% 2e-12 46.00% 114 XP_006281346.1
Arabidopsis lyrata subsp. lyrata 553 553 100% 2e-10 54.64% 110 XP_002864928.1
Brassica rapa 456 456 100% 1e-06 36.96% 78 XP_018511041.1
Brassica napus 385 385 100% 8e-04 33.70% 78 XP_022549490.1
Brassica napus 385 385 100% 8e-04 36.96% 78 XP_022548784.1
Camelina sativa 69.7 697 98% 1e-15 48.39% 233 XP_010485316.1
Arabidopsis thaliana 366 356 89% 0.011 35.37% 82 NP_001318523.1
PREDICTED: elicitor peptide 1 [Raphanus sativus] Raphanus sativus 46.1 461 88% 7e-07 35.80% 77 XP_018487962.1
elicitor peptide 2 [Eufrema salsugineum] Eutrema salsugineum 39.3 393 88% 4e-04 38.27% 81 XP_024012535.1
PREDICTED: elicitor peptide 1-like [Tarenaya hassleriana] Tarenaya hassleriana 39.8 398 84% 3e-04 30.38% 105 XP_010519955.1
elicitor peptide 1-like [Brassica napus] Brassica napus 458 458 83%  8e-07 35.06% 78 XP_022565499.1
PREDICTED: elicitor peptide 1-like [Tarenaya hassleriana] Tarenaya hassleriana 427 427 81%  2e-05 29.33% 87 XP_010546386.1
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‘ Analyzed by STRING

® PEPR1

® PEPR2
EFR

® BAKT

® PROPEPS

® PROPEP3

@ BIK1

@ BRI1

@ RLP23

® PSKR1

Leucine-rich repeat receptor-like protein kinase PEPR1; Acts as a receptor for PEP defense peptides. Unlike typical imm...
Encodes PEPRZ, a plasma membrane leucine-rich repeat receptor kinase functioning as a receptor for the Pep1 and Pe...
LRR receptor-like serine/threonine-protein kinase EFR; Constitutes the pattern-recognition receptor (PPR) that determin...
BRASSINOSTEROID INSENSITIVE 1-associated receptor kinase 1; Dual specificity kinase acting on both serine/threonin...

Elicitor peptide 5 precursor; Elicitor of plant defense
Elicitor peptide 3 precursor; Elicitor of plant defense

Serine/threonine-protein kinase BIK1, Plays a central role in immune responses. Required to activate the resistance res...
Leucine-rich receptor-like protein kinase family protein; Encodes a plasma membrane localized leucine-rich repeat rece...
Putative disease resistance protein; Receptor like protein 23 (RLP23); Its function is described as kinase activity; Involyv...
Phytosulfokine receptor 1, Phytosulfokine receptor with both a serine/threonine- protein kinase activity and a guanylate...

0.999
0.955
0.838
0.837
0.837
0.801
0.772
0.739
0.735
0.699




Analyzed by STRING

PSKR1
Information .
Phytosulfokine receptor 1; Phytosulfokine receptor ..i I E |
with both a serine/threonine- protein kinase activity !
|
I

and a guanylate cyclase activity. Regulates, in

response to phytosulfokine binding, a signaling 30 6%9
cascade involved in plant cell differentiation,

organogenesis, somatic embryogenesis, cellular \

proliferation and plant growth. Involved in plant
immunity, with antagonistic effects on bacterial and
fungal resistances. Not involved in PSY perception.
CNGC17 and AHAs form a functional cation-
translocating unit that is activated by PSKR1/BAK1
and possibly other BAK1/RLK complexes

Identifier: AT2G02220.1, PSKR1
Organism: Arabidopsis thaliana

! ¥fee —RefSeq (i UnProt

« show protein sequence 4 102 P

+ homologs among STRING organisms _ [ homology model (Q9ZVRY / 4z63A)
‘ identity: 100%
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