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MFEBRNENERSIREXAGEEERMBRLIN, SHE L ARRNIKkiZ
MRS ER, EEFINRAVAENKRINS, LUENRRRIEESEG. NEEREER.
EMENZEZ. BZ b NEFEREALINESRUTIEERITNFAER.
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2 mEEREEEE

BEE KELEINHER B5T007 LOLPR IRI3 254
Lolium perenne Ice recrystallization
(Perennial inhibition protein-like
ryegrass) protein
S b FREH 082438 DAUCA AFP 332
Daucus carota AFP protein
(Wild carrot)
KEERIHIER2 Q56B89 WHEAT N/A 409
Ice recrystallization
I©ZNE inhibition protein 2
Triticum aestivum
(Wheat) IKELRIHIERT Q56B90_WHEAT N/A 280

Ice recrystallization
inhibition protein 1
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HALILLER

Daucus carota

Festuca pratensis
,7Triticum aestivum 2

0.4

L Lolium perenne IRI1
— Deschampsia antarctica IRIP1

0.53 0.76

L Lolium perenne IRI3

0.45

Hordeum vulgare subsp. vulgare
Triticum aestivum 1

0.44

0.74

{Triticum dicoccoides
0.97 Triticum urartu

Aegilops cylindrica IRI2

0.97

Aegilops triuncialis

0.94

Aegilops cylindrica IRI1

0.72

0.73

Aegilops longissima

DR ARG HAN

0.29

Secale cereale

0.25 Aegilops umbellulata

Elymus nodosus subsp. caespitosus IRI2

S

&

BUR TOR MES ZAN PIA GEL Lower
u Lower Upper Eocene oLl Miocene Pliocene Pleistocene
Cretaceous Paleogene Neogene
I I I I I I I I I I
161 128 64 32 16 8 4 2 1 0

Timetree¥)Fi BB} 8] 434k

http://www.timetree.org/

Daucus carota
Arabidopsis thaliana
Elymus libanoticus
Secale cereale
Hordeum vulgare
Triticum dicoccoides
Triticum aestivum
Triticum urartu
Aegilops umbellulata
Aegilops longissima
Aegilops cylindrica
Aegilops triuncialis

Festuca pratensis

Deschampsia antarctica

Middle I Ages

Epochs

Periods Geologic Timescale

Time (MYA)



Name Motif Locations

tr|Q56B90|Q56B90 WHEAT

p-value

tr|Q56B89|Q56B89 WHEAT
tr|082438|082438_DAUCA

tr[B5T007|B5T007_LOLPR

Motif Symbol Motif Consenst Logo (7]
; s WSGASCCDWEGV ‘
[ ] MAFTNMPLYVKR ]ws CCDW V c s R LR
3. [ GPIPSWIGZLDH1 Jv DA§ % EL g D X Y é WI-'Q

—r-*-"w'-~“—a=:¢-|.s-='~* ....

..................................................

""""""".-QEI.SLFLV,-..nﬁ ﬂﬂﬂﬂﬂ

https.//meme—su|te.org/meme/

E-value?| sites!?] width[Z] ™

1.2e-024 4 27
6.7e-027 3 49
1.9e-020 4 29
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O = tr]082438|082438. DAUCA MN | ESSFCP I
(J = tr|Q56B89|Q56B89 WHEAT - - - - MAKSWL!
O = trlQ56B90|Q56B90 WHEAT - - - - MAKCG L]
(J © tr|B5T007|B5T007LOLPR - - - - MAKC L M}
B5T007:Domain
O = trjos2438/082438.0aucAa DIGIG GWD LM EC SNR [ & Domain 293-67
O = tr1Q56B891Qs6889 WHEAT SIBE DWE GM G C GBR Ul L M)
O = tr/Q56B90|Q56B90. WHEAT SICC VW E GV N C ,' R L | 0 Description
0 trB5T007|B5T007.101PR SICEC DWE GV GC G| " - LRRNT 2

B5T007:Domain

https://beta.uniprot.org/align

1-1of1entry matchinngamo — v EEIS JEU% EEF_5U(LRR)/_~E%_L}_‘_§UE
Fr, FETIFZEEARIIEE R
BHNEARY, EaSaRUESR
ERMZEE SR ERAVEE., %5
WEERUTESRaRIERESF

PF08263 LRRNT_2 Pfam ﬁUEIJ N EE-lﬁlﬁo '5%11:[3 EJ—_ELHE*E%

https://www.ebi.ac.uk/interpro/
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BEZENHRERFSEref-proteinZiE i TBlasttlys, ZFERAUT:

Download v

Sequences producing significant alignments

select all 100 sequences selected

Description
b

phytosylfokine-alpha receptor 2 [Arabidopsis thaliana]

LRR receptor-like serine/threonine-protein kinase FEI 1 precursor [Zea mays]

LRR receptor-like serine/threonine-protein kinase FEI 1 precursor [Zea mays]

receptor-like kinase [Arabidopsis thaliana]

Probable L RR receptor-like serine/threonine-protein kinase At4g37250 [Zea mays]

S0 00

Leucine-rich repeat protein kinase family protein [Arabidopsis thalianal]

IPR032675 LRR_dom_sf InterPro

IPR013210 LRR_N_plant-typ InterPro

GenPept Graphics

Distance tree of results

Select columns v

Show

100Y | @

Multiple alignment MSA Viewer

Max

Scientific Name

v

Arabidopsis thali...

Zea mays

Zea mays

Arabidopsis thali...

Zea mays

Arabidopsis thali...

100

100

v

72.0
56.6
55.5
55.5
55.1
53.9

Total
v
72.0
56.6
55.5
55.5
97.0
53.9

Query
Score Score Cover

v
51%
34%
34%
34%
34%
22%

value
v

3e-13
4e-08
9e-08
1e-07
1e-07
3e-07

Per.
Ident

v

39.10%
37.00%
37.00%
42.05%
38.00%
42.68%

Acc.

Len
w

1036
594
594
751
819
627

Accession

NP_200200.1

NP_001146833.1

NP_001147917.2

NP_201529.1

NP_001169585.1

NP_186938.1

https://blast.ncbi.nlm.nih.gov/Blast.cgi
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Number of amino acids: 254

Molecular weight: 26248. 00 6.1 Composition in percent for the complete database 'a' Side ‘b' Side
] XXNXVXGXXNXVXSG
Theoretical pl: 7.11
Amino acid composition: [JEGNE Ala (A) 8.25 Gln () 3.93 Leu (L) 9.65 Ser (3) 6.64 - DEQPNITIESIGCGSNNTVHES G
‘;‘ll,; % ﬂ Z'g;f Arg (R) 5.53 Glu (E) 6.72 Lys (K) 5.80 Thr (T) 5.35 SKNIVIPTAGNDNTVES G
i:g Eg; fé 12: gi Asn (N) 4.06 Gly (G) 7.07 Met (M) 2.41 Trp (W) 1.10 DNNSVSGSNNTVVSG
e 58 : P Asp (D) 5.46 His (H) 2.27 Phe (F) 3.86 Tyr (V) 2.92 NDNTVTGSNHVYV -SG
Glu (E) 4 1. 6% _ I L - TNHI VTDNNNNYV-SG
Gly () 31 19, 9% Cys (C) 1.38 TIle (I) 5.91 Pro (P) 4.74 Val (V) 6.86
His (H) 9 3. 5% NDNNVSGSFHTV-SG
Ile (I) 6 2. 4%
Lew U) 2¢  0.4% https://web.expasy.org/docs/relnotes/re GHNTVSGSNNTV - SG
em 1 o at.html SNHVVSGSNKVVTDA -118
Phe (F) 4 1. 6% . .
Pro () 7 2. 8% ZEHERALE R (122%) . 5=k (9.8
Ser (8) 31 12. 2% - —
Thr (T) 18 7. 1% %) . 27 (12.2%) . r=EE (7.1%) ,
r . — Ve ;7] f= = = PRSI
W T om MRS ESEEANTER, RPEEEHX
o s e BEMOFKERE. BUEROKSRESEAE
Sec @) 0 0. 0% MbmE, FEAIREXXNXVXGC' S EHR/KER
EB% 0 0. 0% 9@ %Buéﬁ)ﬁ/ﬁ@?{ (V) j‘ﬂ»ﬁ%éﬁé 'l\_;‘o
) 0 0. 0% )
® o 0. 0% (Adam J. Middleton, 2012)

https://web.expasy.org/protparam/
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ProtScale output for BSTO07 LOLPR

b K TR 524 :
ﬂgkiubxm&w
HENRE, BNGR
IKMERTEUENIE, 2B
SN B SRR
PG,

NIN: -2.722, NAX: 2.844

Sequence: BST007 (BST007_LOLPR) from 1 to 254.

Scale: Hydropathicity.

Vindow size: 9
Scale not normalized.

Relative weight for window edges: 100 %

Veight variation model: linear

Score

Hphob. / Kyte & Doolittle

F 11aa 2.844

|
|

|
mi b M |
Jmmf M} M\vl \\A\ “ ﬂ(\’\{\P‘\\
ARTa

-
\

w

e S 135aa -2.7

50 100 150 200
Position

https://web.expasy.org/protparam/

250




LpIBPEZEEII/MEBFINER
Asn/HisBTEARRIT iz SR
;;él;‘):&—/l\/J\H’\Jib’ﬁJJ(*Z'L‘};E
"oAE o

HeEmx, BeENER, A8NER. XIEE
BR{AE7R 7 LpIBPLEHIAYIBS (ice binding
surface) FERKDFHMUE. KREFIFEIIE
FER T EIBS EAMNZES FRIME.

(Adam J. Middleton, 2012)
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