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R J 4% Vitis vinifera L.
W\EgT: R J4g: Arabidopsis thaliana (Mouse-ear cress)

PAE10 At5g26670, F21E10.11 Arabidopsis thaliana (Mouse-ear cress)

PAE4 At3g09405, F3L24.30
PAE6 At3g62060, T17J13.20
PAES At4g19420

PAE2 Atlg57590, T8L23.6
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Arabidopsis thaliana (Mouse-ear cress)

Arabidopsis thaliana (Mouse-ear cress)

Arabidopsis thaliana (Mouse-ear cress)

Arabidopsis thaliana (Mouse-ear cress)

Arabidopsis thaliana (Mouse-ear cress)

Arabidopsis thaliana (Mouse-ear cress)

Arabidopsis thaliana (Mouse-ear cress)

Vitis vinifera (Grape)
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Stopped because requested number of motifs (3) found.

MOTIF LOCATIONS

® Only Motif Sites O Motif Sites+Scanned Sites [2] O all Seguences | Download PDF | ‘ Download SVG |

Name p-value Motif Locations
1. sp|Q9SR23|PAE4_ARATH 1.83e-134 — —
2. sp|Q9SR22|PAES_ARATH 4.60e-148 I I
3. tr|AOA438HSES|AOA438HSES_VITVI 3.74e-122 —
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(£ Rk EHprotparam )

Number Molecular .
subunit accession |of amino woight Theoretical pl | Asp+Glu | Arg+Lys | instability index | GRAVY
acids
PAE4 ARATH| (Q9SR23 409 | 45749.12 6.31 44 40 41.26 -0.174
PAE5S_ARATH| (Q9SR22 427 | 47637 .42 6.81 43 42 42.74 -0.137
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AI5654830/

TER

AT4G25260

AT4G13030

(R K BSTRING)

AT2G25210

Predicted Functional Partners: 23388&
® AT4G13030 P-loop containing nucleoside triphosphate hydrolases superfamily protein; Has 75 Blast hits to 75 proteins in 36 spe...

© RWA2 N-acetylneuraminate 9-o-acetyltransferase; Probable O-acetyltransferase involved in the acetylation of cell wall poly..
© GAUT4 Alpha-1,4-galacturonosyltransferase; Probable galacturonosyltransferase 4; Encodes a protein with putative galactur...
® CSLG3 Arabidopsis thaliana cellulose synthase-like g3; Cellulose synthase-like protein G3; Thought to be a Golgi-localized be...
© TBR Plant protein of unknown function (DUF828); Encodes a member of the TBL (TRICHOME BIREFRINGENCE-LIKE) gene...

@ AT2G25210 Ribosomal protein L39 family protein; Its function is described as structural constituent of ribosorne; Involved in tran...
@ AT5G64830 Programmed cell death 2 C-terminal domain-containing protein; Its function is described as molecular_function unkn..
@ BGLU42 Beta-glucosidase 42; Involved in the secretion of root-derived phenolics upon iron ions (Fe) depletion. Promotes dise.
® SAG20 Arabidopsis thaliana wound-induced protein 12; A senescence-associated gene whose expression is induced in resp...
@ AT4G25260 Plant invertase/pectin methylesterase inhibitor superfamily protein; Pectin methylesterase (PME) inhibitor that can t...
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AT2G25210

BGLU42

AT5G64830

AT3G09410

SAG20

AT3G17940
C Predicted Functional Partners:

@ AT4G13030 P-loop containing nucleoside triphosphate hydrolases superfamily protein; Has 75 Blast hits to 75 proteins in 36 spe...

- -
3 53388
203838443

(R K BSTRING)

@ TBR Plant protein of unknown function (DUF828); Encodes a member of the TBL (TRICHOME BIREFRINGENCE-LIKE) gene...

© AT2G25210 Ribosomal protein L39 family protein; Its function is described as structural constituent of ribosome; Involved in tran...

@ AT5G64830 Programmed cell death 2 C-terminal domain-containing protein; Its function is described as molecular_function unkn...

© SAG20 Arabidopsis thaliana wound-induced protein 12; A senescence-associated gene whose expression is induced in resp...

@ BGLU42 Beta-glucosidase 42; Involved in the secretion of root-derived phenolics upon iron ions (Fe) depletion. Promotes dise...

@ AT3G17940 Galactose mutarotase-like superfamily protein; Converts alpha-aldose to the beta-anomer

@ AT1G18280 Bifunctional inhibitor/lipid-transfer protein/seed storage 2S albumin superfamily protein; Contains the following Inter... °
® STV1 Ribosomal protein I24e family protein; RPL24B encodes ribosomal protein L24, homolog of cytosolic RPL24, found in..

@ AT3G02190 Ribosomal protein L39 family protein; Its function is described as structural constituent of ribosome; Involved in tran...
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