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CRK20 CRK6 and CRK7
CRK20 modulates host responses CRK6 and CRK7 protect
to Pseudomonas syringae infection. against apoplastic oxidative

A stress. A ‘
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CRK13 CRK45
CRK13 Enhances resistance to CRKA45 functions in the responses
Pseudomonas syringae. to abscisic acid and abiotic stresses.

CRKs ZEME VK. . dETSdEPEER.

Acharya et al., Plant Journal for Cell & Molecular Biology, 2010
Ederli et al., Journal of Plant Physiology, 2011
Zhang et al., Plant Physiology & Biochemistry, 2013
Idédnheimo et al., Biochemical & Biophysical ResearchCommunications, 2014
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44 CRK Genes in Arabidopsis thaliana

3043 Mb Forvard strand me
SHb 10Mb 15Mb 20Mb 25Mb 30Mb
ICRKI ICRKZ 3 /I\
Chr 1 ICRKB
trand SMb 10Mb ;gAl; b 20Mb: 25Mb 30Mb
There are currently 6 tracks tumed off.
Ensembl Plants Arabidopsis thaliana version 92.11 (TAIR10) Chromosome 1: 1- 30,427,671
2346 b Forward strand
2Mb 4Mb EMb BMb 10Mb 12Mb 14Mb 16l | BMb 20Mb 22Mb
CRK4 /\
Chr3 2Mb 4Mb &Mb BMb 10Mb 12Mb 14Mb 16Mb 18Mb 20Mb 22Mb 1 I
strand 23.46 Mb |
There are currently 6 tracks turned off.
Ensembl Plants Arabidopsis thaliana version 92.11 (TAIR10) Chromosome 3: 1 - 23,459,830
18.55 Mb For
SNb D — TOMb TeMb 18Mb
Icnx-u ICRKZ‘E:RKZS Icm(au Icm(z
CRK37 Icmc:n.
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strand 18.5% Mb
There are currently 6 tracks turned off.
Ensembl Plants Arabidopsis thaliana version 92.11 (TAIR10) Chromesome 4: 1 - 18,585,056
26,96 Mb Forward strand pee
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Chr 5 e 114
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There are currently 6 tracks tumed off.
Ensembl Plants Arabidopsis thaliana version 92.11 (TAIR10) Chromosome 5: 1 - 26,975,502
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PhyML 3.0: new algorithms, methods and utilities

Please cite:

"New Algorithms and Methods to Estimate Maximum-Likelihood Phylogenies: Assessing the Performance of PhyML 3.0.
Guindon S., Dufayard 1.F., Lefort V., Anisimova M., Hordijk W., Gascuel O.

Systematic Biology, 59(3):307-21, 2010.
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Gene ID

AT1G19090

AT1G70520

AT1G70530

AT5G40380

ATA4G28670

5 MNCRK [ A HAN[F] B 24K

Gene Name

CRK1,RKF2

CRK2

CRK3

CRK42

CRK43

Location

Chromosome 1

Chromosome 1

Chromosome 1

Chromosome 5

Chromosome 4

Transcripts
ID

AT1G19090.1

AT1G70520.1
AT1G70530.3
AT1G70530.2
AT1G70530.1
AT5G40380.1
AT5G40380.2
AT5G40380.3

ATA4G28670.1

Transcripts
Length(bp)

2509
2403
2720
2699
2697
2694
2569
1820

1878

Protein
Length(aa)

NA
649
488
538
646
651
556
480

625

Biotype

Nontranslating
CDS

Protein coding
Protein coding
Protein coding
Protein coding
Protein coding
Protein coding
Protein coding

Protein coding

Ensembl
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HT 45 1) T

S - — G CRK1 615aa
1t

- - G -5 — @A - CRK2 649aa

_E.E_l_r_gégg__. CRK3 646aa

e’ e (e Pinase s— CRK42 65laa

o f—— 5 (—Tkin1sca— CRK43 625aa

Pfam
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CRK2&CRK421Z 5 ik T

SignalP-4.1 prediction (euk networks): sp_Q9CAL3_CRK2_ARATH

T T
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MKKEPVH | LPLYLPGLLMFLLSSLRQITGDARARAVKVTCS PLLEHNET A¥VPNFVAT MEKI STQVQT 5G
0 10 20 30 40 50 60 70
Position

Measure FPoszition Value Cutoff zignal peptide?
max, © 30 0. 295
max. ¥ 30 0. 4&1
max. S5 1 0. 907
mean 5 1-29 0. 800

D 1-29 0.653  0.450

CRK2

1.0

08 |

06

@
=
[=]
o
w
0.2
0.0
Measure
max. C
max. Y
max. 5
mean 5
D

04 t

SignalP-4 .1 prediction (euk networks): sp_Q9FNE1_CRK42_ARATH

" Cscore’
S-score
Y-score

MRCLTKTREFHYV | IFYSFFFLPFLSSSSDDORTTVEGL FCGGREKESADPNY | PT FWEDMHE LS LKLTT]

0 10 20 30 40 50 60 70
Position

Position Value Cutoff  signal peptide?
38 8.243
38 @.412
a5 @.848
1-29 8.673
1-29 8.553 @.458

CRKA42

PIM NG 1E Z R X, (HERUIK.

SignalP
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HUErY
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Extracellular

267
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289 e

Cytoplasmic \\\\mﬁ
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1-21 Signal peptid

N-Terminal \

Extracellular

Cytoplasmic

CRI

GUEFY

izgiL BER T

1-23 Signal peptide

N-Terminal

Extracellular

Cytoplazmic

267

.

CRK1

280 Membrane

C-Terminal

tide

27 |

ahe
kC—TEr‘minal

'RK42

1-16 Signal peptide
H-Terminal

Extracellular

25¢

Cytoplasmic

C-Terminal

CRK43

Phyre2
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Protein

CRK43
CRK2
CRK3
CRK1
CRKA42

Precision

100%
100%
100%
100%
100%

3D%E 4

Coverage

43%
39%
40%
39%
39%

Top
Template

PDB ID

2FO0
2FO0
SEBZ
2FO0
2FO0

Template
binding
small
molecules

Yes
Yes
Yes
Yes
Yes

Phyre2
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CRK1 CRK2 CRK3 CRK42
CRK1 CRK2 CRK3 CRK42 | CRK43
CRK1 -
CRK2 2.62 -
CRK3 5.15 3.69 -
CRK42 | 3.05 1.53 4.02 -
CRK43 | 3.73 2.56 453 3.38 -

CRKA43

Phyre2


http://www.shangwuppt.com/

. Preliminary results eooeo

CRK2 HAEER H 7T

AT4G28400

Biological Process (GO)

patfway 10 patiway description count in gene set false discovery rate
GO:0006470  protein dephosphorylation ] 183e-08 @
GO:0006796  phosphate-containing compound metabolic process 9 22807 @
GO:0006464  cellular protein modification process 7 0.000903
GO:2001295  malonyl-Cod biosynthetic process 2 0.000993 ()
GO0:0048367  shoot system development 4 0.0108 feh
(more...)

String
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CRKA42H AR E A 4 HT

AT5G66080

AT5G66720

AT5G57820

Biological Process (GO)

patiway 10 pathway description countingene set  false discovery rate
GO:0006796  phosphate-containing compound metabelic process 8 24305 @
GO:0006470  protein dephosphorylation 4 0.000221 @
G0:2001255  malonyl-CoA biosynthetic process 2 0.00141
G0:0042455  ribonucleoside biosynthetic process 3 000318 ()
G0:0009260  ribonuclectide biosynthetic process 3 000334 @@
(more...)

String
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