PP2C 16 ( HAB1 )

The bioinformatic analysis of PP2C 16 HAB1
in Arabidopsis thaliana
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A phosphoprotein + H,0 = a protein + phosphate
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A protein + phosphate=a phosphoprotein + H,0
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FEFSTATS of FEC16_ARATH from 1 to SII

Molecular weight = 5574387 Reziduesz = 511

Average Hesidue Weight = 109 088 Charge = -26.5
Izeelectric Foint = 4. 4730

AZE0 Molar Extinction Cosfficient = 3T410

AZED Bxtinction Coefficient lmgfal = 0.B7

Frobability of expression in inclusion bodiez = 0.701

Eesidue Hamber Holel DayhoffStat
A= Ala & 7,632 0. 857
B = Asx 0 0, Q0o 0, Qe
C = Cys 12 2,348 0. 810
b= Asp 36 T. 045 1.281
E = Glu 45 8. 806 1. 468
F = Fhe ™ 2,544 0. 707
G = Gy a8 T. 435 0. g85
H = His 11 2.153 1. 076
I=1ls 28 5. 473 1. 218
Js =— 0 0. 000 0. (e0ad
E=Lys 23 4. 501 0. 682
L = Lau & g, 611 1. 164
M= Met & 3. 131 1. 842
H = Azn 20 3. 914 0. 810
0=-— 0 0, 000G 0, 000
F = Fre 17 3 32T 0. &40
B = &ln 14 2.740 0. To2
E = Arg 26 5. 083 1.038
= = Ser 44 g, 611 1,230
T= Th -l 4.892 0.802
U= - | 0. 000 0. ol
V= Val 3B 9,333 1,423
#=Trp 5 0. a7a 0. 733
¥ = Xaa ] 0. 0o 0. (el
¥ = Tyr ) 1,370 0, 03
T = Glw ] 0, D00 [, O
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Froperty Residues Humb er Mole®

Tiny (A+CH+GAHS4T) 153 30. 920
Small (A+E+CHI+GHHEP+S+T+V) 279 54.599

Aliphatic [(R+I+L+V) 159 31,115

Aromatiec  (FHHEW4Y) 35 T.045

Worn—polar (A+CHF+GHT+LAMFPHVHEHT) 287 52. 250

Folar (D+E+H+E+H+Q+R+S+T+Z) 244 47.750

Charged (B+D+E+H+E+R+Z) 141 27.593
Basiec (H+E+R) B0 11. 742

Acidie (B+D+E+Z) g1 15. 851
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Frotfcale output for user sequence
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dotmatcher 43 #4555

Dotrmatcher: fastane98300:FP2CT16-ARATH vs fasta:6983300:P. ..

(windowsize = 10, thresheld = 23.00 11/01,/14)
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NetPhos 2.0 Server - prediction results

i Technical University of Denmark
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Blastp &5 : BTPP2CERIBRIE
GEBERENERNFT, (BREEERMKEFT.

Putative conserved domains have been detected, click on the image below for detailed results.
1 5 150 225 ann 375 450 511
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4 9 Active site i b b L

Specific hits
Superfanilies PP2Cc superfamily

Hulti=-donains

Distribution of 102 Blast Hits on the Query Sequence &
#P 002890233 predicted protein [Arabidopsis lyrata subsp. lyrata] S=622 E=0 |

Color key for alignment scores
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TatF 1.8 prediction (tat networksa: sp QBEﬁJB FEC1& ARATH

1.8 C score a
¥ score
a.2 .
B.6 [ .
E a.4 n
a.2 .
@@ T TETRIRTERAININERIRARERARENIA
IEENF¥WﬁﬂLﬂJﬁHTHEEE%EITQ$NVHHNMLSDE}ﬂﬁtHHHEﬂﬂEMEEIEWﬁnHJKTLQMRHEENNTEDDHE%EI&T
a 1; E; 3; 4; 5; 6; 7; 8; 9; 1@a
Fosition
Ep QRCATO P2C16 ARAT length = 100
TatP 1.0 Server # Measure Position WValue Cutoff Tat signal
max., 3T 0. 331 0. 51 Hi
max. 1T 10 0. 090 0. 35 Hi
Tl Signal peptide 1 -2 22 max, 5 1 0,177 0.75 M0
[  Chain 23 — 11 459 mear 5 1-59 0,064 0,30 HO
max. [ 1-4 0. aTT 0. 36 Hi

# Uzed regex: RR. [FGAVML] [LITMVF]




U=zing PLANT networks.

HName Len oTP mTF 5F other Loc RC
sp Q9CAJO P2C16 ARAT 511 0.284 0.034 0.366 0.532 . L
ontoff o.000 O.000 O.000 O.000

TargetP 1.1 Server

subcellular location Cyvtoplazm. Mucleus. Note: Mainlvy cytoplazmic.
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Domains within Arabidopsis thaliana protein P2C16_ARATH (Q9CAJ0)  Domains within Arabidopsis thaliana protein P2C16_ARATH (Q9CAJ0)
Frotein phosphatase 2C 16 Frotein phosphatase 2C 16

\l PP2C_SIG j PP2Cc

Infarmation | Architecture  Interactions  Qrholagy Information | Architecture | Interactions | Grthology

Length 511 aa Length 511 a3

Source database UniProt Source database UniProt
I

Identifiers 3702AT1GT2770.1-P AT1GT2770.4-F, P2C16_ARATH, 28CAI0 ldentifiers 3702AT1GT2T70.1-F AT1GT2770.1-F, P2C16_ARATH, Q49CAID

|

Confidently predicted domains, repeats, motifs and features:

MHarme Start & End E-value
FRICE 179 499 1e-104 | FEAHOJSE
PP2C_SIG 223 A01 0.136

SMAR Tz /TRt o] gl s5HimE PP2CcRY A iaEE A T Fe, fuT
179-4994 55, J*EHJPPEG@%EE{E{HILE% F’F’1 PP2A, PP2BZf:
ﬂiﬁfﬁ* R EREEEE AR, ZHHE{ME .
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@_ SWISS-MODEL

Workunit: PO00004 pp2c - Overview

51

Model Summary 7]

Model information:
Modelled residue range: 180 to 510

Based on template: [3rt0A]w (2.11 A)
Sequence ldentity [%]: 98.79

Evalue: 0.00e-1

(Quality information: [details]w
QMEAN Z-Score: -1.85 |

logs: [Templates]w [Alignment]s [Modeling]»
display model: as [pdb]» - as [DeepView project]» - in [Astex\Viewer]w
download model: as [pdb]s - as [Deepview project]s - as [text]s

(Quaternary structure informat
Template (3rt0): HETERO DIMEF
Model built -:SINGLE CHAIN

Ligand information:
Ligands in the template: MG: 1.
Ligands in the model: MG: 1



PYL10-HAB1 complex

A:3rt0 A(180-512) B: FEIELEE (180-510 &
C:fit (0.061i&)




3kb3_B(186-506) fit(3.7i%)




PYL2-ABA-PP2C =& &k (&

A Gate-Latch-Lock Mechanism

Nature. 2009 December 3: 462(7273): 602—608. do1:10.1038/nature08613.



Nature. 2009 December 3: 462(7273): 602—608. do1:10.1038/nature08613.
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