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>Populus euphratica

...... NLKFENYITYTYLNGKCLVQQGKLFHTCSVNKIDYPIEXLIXWFKFIARY XCY
RFSSSFSFYFFPTREKHIVLYNKNKKHDLKDPXTEQSSDSPPKSSGSCSRSSFSS
PCPVPEHEIRWAVFPEIENTYLSFAYDLAKNAINFTRSNESPTIHVMCRKDNNX
IDXSIPXISPLFFYHIRMHQI......YTESFIPFLSSLFSHCQNSPVLACSRSHVGLPL
SAHLPENWRLLHSLPTYRLTGGSLSKRALRSKRFIKTRPIPIRXIPGTKIFFFFFS
ARSPGCMDSYTNTTVOQNKCRKQXPNHPHCEPLTRTHPHFVSCHVSRQSGKE




(1) iz HWeblab ff]Pepstats T. E.15 3| & R 4H 1 1) A B

PEPSTATS of from 1 to 405

Molecular weight = 47345, 12 Fezidues = 405
Average Residue Weaight = 11&. 902 Charge = 386.0
Izoelectric Foint = 9. 9100

AZB0 Molar Extinction Coefficient = 36270

AZB0 Extinction Coefficient l=mg/=l = 0.77

Improbebility of expreszsion in inclusion bodiez = 0. B14

Property Eezidues Number Moleh
Tiny (AHCHGH5T) 108 26. 667
Small (AFTBHCHDHGHNAPHS4THY) 182 24 938
Aliphatic (AFI+LHV) 84 20. 741
Aromatic (F+H+W+Y) 70 17. 284
Non—polar (AHCHFHGHIALAEPHYHIEY) 197 28 542
Folar (DHE+HAEANHHRA5+T L) 154 47. 901
Charged (B+D+E+H+E+E+Z) e 23. 210
Bazic (H+E+R) 70 17. 284

Acidie

(B+DHE+Z) 24



Protparam /- #fr 2 & R A5 2.
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Total mnomber of negatively charged residnes (A=p + Glu) : 24
Total mnumber of posfitively charged residnes (Arg + Ly=): 50

Aliphatic index: &9 .20

Grand average of hydropathicity (GRAVY) : —0.3229
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SignaIP 4.13&%} centerrol - SignalP 4.1 Server - prediction results

REIOLOGI
CALSEQU

== 1 N ENCEANA i i i
= ?ﬂj‘ 'Yrﬁ {y‘\[u Sl Technical University of Denmark

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

1.0 .

0.8 .

06 .

Score

04 | ]

0

Position

Measure Position Value Cutoff signal peptide?
max. C 1 . 000
max. Y 1 . 000
max. 5 1 . 000
mean 5 1-0 . 000
D 1-0 . 000 0.450 HO
ame=line SP="HO' D=0.000 D-cutoff=0.450 Networks=SignalP-noTM




(3) TMHMM ] 5 5 2 fie Fi

$# Length: 405

t HNumber of predicted TMH3: O

$ Exp number of ARAs in TMHs: 0.73691
% Exp number, first 60 ARs: 0.03847
t Total prob of N-in: 0.00751

TMHMMZ. 0 putside 1 405

TMHMM posterior probabilities for
12 I 1 1 I T 1 1 1

08 ¢

06 ¢

probalility

04+

02t

il 100 150 200 2ol 300 390 400

transmembrane —— inzide —— outside ——

ppmitogif: computing colormap... ppmtogif: 5 colors found




Tmpred 1.) Possible transmembrane helices

The sequence positions in brackets denominate the core region.

ijz j% Cnly scores above 500 are considered significant.
»
j‘jA Inaide to cutaide helices : 4 found
from to 3core center
fgf' 187 ( 1a87) 205 { 203) 22 145
& sla) £ & | s Lt
*}_’[“ 210 { 214) 233 { 233) 250 22
287 { 287) 308 { 308) 031 299
iEﬁE 355 { 358) 376 { 3748) £34 368
,Zr( Cutaide to inside helicea : 4 found
= from to 3core center
)( 91 { 51) 70 [ 70) 24 59
T 207 { 214) 233 [ 233) 318 224
igz 281 ( 286) 308 ( 302) 111 294
361 { 364) 383 ( 380) 1011 372

2.) Table of correspondences

Here is shown, which of the inside-=outside helices correspond to which of the outside-=inside helices.

Helices shown in brackets are considered insignificant.
AT+ -symbol indicates a preference of this orientation.
A"++"-symbol indicates a strong preference of this orientation.

ingide-»outaide | outaide->inside
I { 2l- 70 {20) 84 ++ )
(19) 2 [
[(24) S I
(22) 31 ++ [
(22) 34 I

0 ++ )

K ) 7y 318
{ ! ! ! 111
1011 ++




THpred output for unknown
2aan T T T T T T T —

1888 |- .
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UCL Department Of Computer Science

Psipredis & Tl

Bioinformatics Group

TM Helix Map
Feature predictions are colour coded onto the sequence according to the sequence feature key shown below.

iLD &L E&CEQHLETF Y IYIYLHWRCGECLYQQCGELTPFHTCSVTHETITDYUPFTIEZ ®XLTIZG®MWTE K SD
51 F I ARY ZCYERFS § §8F 8FYFFPTEEEU HITVLTYUHNIEU NNEIEHRTDLET DPZTE®QSSS5TDS S P P 100
i ¥ 58 5 ¢ 5 C 5% REE&F &S5 PCPVTPEUHRETILIE BRWAYTT FPETILIEUHWRTT YLZ EFATYTDULATEHNARATILIMNWRTETER 150
1515 H EsS PTIIVHCEREDHMNHNZZIDXSEIPZI &PLPFEFFEFYHIEBEHNHBAQIUPLTYTYYPQTEFXTFCSEHR 200
20T F M H F R ¢ H QY TEZ & FIUPT FLSESSLF FSHCQHNSESEPVYLACSESEERESHTGLPLSEAHBRTLPTFEFWNMW 25
23 E L LHSLPTTERLTOGGSULS KERALZEBRSESEKETERTPFTIEKTEREPTIFPIERTUEZIPOGTUETILITFTFTFTFTFSATE 300
iMsE P CCHD S Y THTTVYQHWNETCEREIEDQSXPMWHPHCEPLTE RTHPUHFEFYTSEC HEVTEERQSEGCETE R 350
mxexs LT c BB BERHEBEHEBBEDEHE RS RERR SRR REE R EER R EEEE @ w0
41 ¥ X X R B

Key Transmembrane Helix  Pore lining Helix Extracellular Region Cytoplasmic Region Disordered Dompred Boundary DomSSEA Boundary
Annotations [ B L x [z] B

Sequence Resubmission
Start Stop




MEMSAT-SVM Schematic

chadflcl-des7-49e0-92el-hfbfadZedadc . zeqjob
Lo 200 300 400

HEMSZAT-SYM

HEMSATS

kyte-Ooolittle

SWM HAL Raw

VA iLAol Raw

SWM RESIRE Raw

SWM SPAISP Raw

SWM PLAIPL Raw

. Zignal Peplide |:| Cytoplasmic |:| Extracellular

.Re—entrant Helix .Transmembrane Helix .F'l:ur*e—lining Helix



chadtlcl-de37-42e0-22el-bfbtadZedadc .seq job chadalol-des7-42e0-02el-bfbfadZedadc .zenjob

N-Terminal
357372 Pore-lining
/—E—Terminal
Extracellular Exztracellular
afe 361
387372 Pore-lining
21 %1

f 380

K:a]
Cutoplaszmic Cutoplasmic Kkhuhﬁ
#fﬂgﬁ/ C-Terminal

N-Terminal




MEMSAT-SVM Prediction

Summary of MEMSAT-SVM Topology Analysis

Signal peptide Not detected.
Signal score 0.072
Topology 357-372
Re-entrant helices Not detected.
Pore-lining helices 357-372
Helix count 1

MN-terminal in

Score 0.046522
Pore stoichiometry 5

MEMSAT3 Prediction

Summary of MEMSAT3 Topology Analysis

Number Type Direction Score
1 helix + 4,658
1 helix - 4.674

MEMSAT?2 Prediction

Segment Range
1 {out) 361-380 -5.07
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UCL Department Of Computer Science

Bioinformatics Group

Secondary Structure Map
Feature predictions are colour coded onto the sequence according to the sequence feature key shown below.

i1LD &§LE&ECGCGQDHNLEFHBYIYI YLHGEKEC CLYDOQCGELTFHTCECSTVYTHNEIDYPIEZHRLIIZEWFESD

51F I ARY L CYRPFS S 55FTFFTYFFVPTEEIEHTITYLTYHNIEWU ®NIETEUHDLIETDTPFU HXTETI QS SSEDS SPF F 100
i ¥ 8 s G 5 C &5 R & &F & 8 PCPVPEUHETIERWAYTFPETILIEMHNWNTTYLSESEFATYDILAEKMHNAINTETER 150
151 8 W E 5 PTIIVHCE EETDMNWNDNLZIDS SZXSETIUPHXISEPLEFTFTYTYTHTIEHMNIH ROQTIPLTYTYYZPQTFZXTFEFTCSEHR 200
2T F HHFHEGHQYTESGEFIIPIFLISE|LE|S8ECQNWNS PYLACSESHVYGLPLGEAHRTLPTFHW 25
231 R L LHSLPTYRLTGEGSL|GERAILRISERTFTIIEKETERPTIPIBRIAIIPGTIETILITFTFEFT FTFTFT S AER 300
il P GCHD S YTHR|TTIVOHNEICREQX PHWHHPHCEPLTERETIHP HAFVYSC HYSBEOSESGEEER 350
J51 K W £ s LTC I LETITIVPATTCPSEI S LI NFSESCTFEF S &LETILISLXS ST FIEEREHACIEREPPTATDETEKEZS STD Q 400
017V £ L R R
Key Helix Sheet Disordered Dompred Boundary DomSSEA Boundary

Annotations X L [z] B




cont : JINIIEENE-neRNENEREEnRREE-AnnnnEaaal]

Fred:

Pred: CCCCCCCCCEEEEEEEEECCEEEEECCCEEEEEECCI
Af: LDSLEGONLEENYIYIYLNCGECLVOOQGKLFHTCSVHNE

10 20 30

Conf : JingoneasREiE=Reln-nEilzaliNs=REn=nll
Pred: {77777 —

Fred: CCCCHHHHHHHHHCCCCCCCCCCEEEEEECCCCEEER
AR: PIEXLIXWFKFIARYKCYREFSSSFSEFYFFPTRERHIY

50 ad Ta

Eonf:}lllllllll

Fred:

Pred: CCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCOTCO
AR ENKEHDLEDPXTEQSSDSPFPESSG3CSRSSFSSECEY

=l ] 1ao 110D

T 1 s e[| | | [ ettt | | | [l
Pred: _

Fred: CEEEEECCCCCCCHHHHHHHHHHHHHCCCCCCOCCER
AR: EIRWAVEFEIENTYLSFAYDLAKNAINFTRSNESET.

130D 140 150

Conf: L[ EEpl] (S ) | )]

Pred:

Pred: ECCCCCCCCCCCCCLCCCEEEEEECCCCCCCCCTCLL
Af: CREDNNXIDXSIFXISPFLFEFYHIRMHDIFLVYFQFE XE

170 130 13D

T = ] 1] | |- [ampspm1| | [l
Pred: > (N —— —

Pred: CCEEECCCCCCCHHHHHHHHHHHHCCCCCEEEEECCK
TEMHEFHGHQYTESF IFF LESLF SHCQNSEVLACSRSE

21D 220 230

nm
Fir

conf : JannaBllEn-on-snElniNan il NN RREa

Preds T —

Fred: CCCCCCCCCEEECCCCCCEEECCCCCHHHHHHHC OO
AR: PLEAHLFFHWRLLHELF TYRLTGGSLESKRALRSKRE

250 2a0 270

cent : JINNNENENINnERENEnsnR RN nEERnEnneEnsnanalt
Pred: —_—

Fred: CCCCCCCCCCEEEEEEEECCCCCCCCCCCCHHHHHHHHCC
Lh: PIPIRKIPGTEIFFFEE SARSEGCHMOSYTHTTVONECREED

220 3a0 310 320

cont : JNINNNNRNEREznRNn=nRNRnnmnnanm AR s nnEnn!

Pred:

Fred: CCCCCCCCCCCCCCCCEEEEEEECCCCCCCCCCCCEEEEE
ALf: XPHMHPHCEFLTRTHPHEVSCHVSROSCEKERENXSLTCILE
' i ' '

330 240 350 360

cent : JNznlEIlEsmnomnsmnaelnlsnssnnn ANNENNNRNER!

Pred:

Fred: EECCCCCCHHHHCCCCCCCCCCCCCCCCCCCCOCCCCCCO
Lb: ITPATCPESISLINECESLEIXSFERFEHCIRPE TADEESDD

ERay a0 390 400

Conf: Jlllll[

Pred:

Pred: CCCCC
Ah: VEXRR

Lagandr

- -

= strand Fredr predicted secondary structurs

= coil Afr target s=gqusnce

I::I = h=lix Confr 3=;|III[ = confidence of prediction
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centerrol - TargetP 1.1 Server - prediction results
REBIOLOGI

CALSEQU

“NCEANAT Technical University of Denmark
LYSIS CBS

### targetp v1.1 prediction results #{FFFFFFFAFRERERARAAAAARAARRARARRAR
Humber of gquoery sequences: 1
Cleavage =site predictions not included.
O=zing PLANT networks.

0.000 O.000 O.000 O.O0O0O0




(6)SMART Tl l] £ #4) 15§

DIL domain

This is a SMART DIL domain (full annotation).

w0 o
Position: 9 to 201
E-value: 35762.1093236584 (HMMERZ)
SMARTACC: SMO01132
Description: The domain has no known function.
DIL domain sequence (193 aa):
| Submit to BLAST | | Align with the SMART alignment | | Copy to clipboard |

LEFNY 1Y I Y LN GE LV K LFH I CSVHE I DY PIEX LI XWFEF IARYXCYRFS55FSFYF

FPTREKHIVLYNENEEHDLEDFXTEQSSDSPPES353C5RS5FSSPCEVEEHEIEWAVEER

EIENTYLSFAYDLAKNATNFTRSNESPT I TVMCREDNNEXIDE ST PXISFLFFYHIRMHQI
PLVYPQFXFCSHT




SMART Tl 45 #2) 3k

L] o0 00 Y300 400

Selected feature details = B

ZnF_TAZ domain

This i1s a SMART ZnF_TAZ domain (full annotation).

InF TAZ

Position: 308 to 382
E-value: 1356.44547998844 (HMMERZ2)
SMARTACC: SMO00551

Definition: TAZ zinc finger, present in p300 and CBP
Description:

Zinc finger (Znf) domains are relatively small protein motifs which contain
multiple finger-like protrusions that make tandem contacts with their target
molecule. Some of these domains bind zinc, but ___(full abstract)

Inte rpro abstract
(IPR0O00197):

GO process: regulation of transcription, DNA-dependent (GO:0006355)

GO component: nucleus (GO:0005634)

histone acetyltransferase activity (GO:0004402), transcription cofactor activity

LA THLE (GO-0003712), zinc ion binding (GO-0008270)

k




YN N
Ly ge T
(L)ENCBI L7178 | By 4 blast 7)1t

Distribution of 2 Blast Hits on the Query Sequence &

Mouse over to see the defline, click to show alignments

Color key for alignment scores
40-50 50-B0 820-200

auer ] | ] |
1 400 600 500




(2) LE X 1052540 e I nac S K w11 £ (i 7 41 e 4525 K
E%m%ﬁﬁﬂ%mﬂﬁ?ﬂ P T RIS 08 R

NELIE ) — 2574

I rnaclE H

trlQ9FFX5|Q9FFX5 ARATH

53
52 01154

0.5564

trla9FGATAFGAT ARATH

01042 0.7153

trl29MB44|Q9ME44 ARATH

0.5951

0.3835

3 0,533

0.2713

trla95HE1|Q95HE1 ARATH
trlA9FKA42|Q9FK42 ARATH

0.3324

triB2CUT4|B2CUT4 ARATH

83

1.2819

0.0366

Populus euphratica

0.8260

Frotein Sequences

SoeciessAbbrv

o | | e L]

1. tr|B:zCUOT4 |B2CUT4 ARRTH N&Q-

2. Populus euphratica

T
= HEER B:==




EMEL-EEI

arch | Training About us

@, Expression Atlas

Home Release MNotes DAS APT Help FAQ About Expression Atlas

NACI Arabidopsis thaliana

MNAC1, NAC domain containing protein 1 [Source:TAIR_LOCUS;Acc:AT1G56010], is differentially expressed in 200 experiments: 74 organism parts: root, shoot, ... (72 more); 2 diseases: powdery
mildew infected, uninfected; 5 cell types, 21 compound treatments, 2 RNAis and 14 other conditions.

Synonyms ANACO22, anac021

Gene Ontology Term embryo development, DNA binding, regulation of transcription, DNA-dependent, intracellular, molecular_function, biological_process, reproduction, nucleus, multicellular
organismal development, cellular_component, signal transduction, sequence-specific DNA binding transcription factor activity, cell, anatomical structure development, primary
shoot apical meristem specification, lateral root development, auxin mediated signaling pathway, nucleic acid binding transcription factor activity, carpel, LP.04 four leaves
visible stage, pollen, sepal, inflorescence meristem, stem, vascular leaf, 4 anthesis stage, hypocotyl, root, organelle

UniProt Accession QB84TER, B2CUT4
InterPro Term No apical meristem (NAM) protein
Search EB-eye AT1G56010

Show more properties

Expression Profiles

1 experiment showing differential expression in "environmental_stress”

E-MEXP-1863: Transcription profiling of Arabidopsis wild type and abiltd mutant plants stressed
by ozone or drought to better understand ABA signalling PubMed 19705149 &

Experimental Factors

M drought + 0.011
M czone | 0.036
\_ M control ~ 0.661

4

Show expression profile / experiment details &



(3)FUFE FrNacl & A IR AE B

« NAC1 (Unreviewed)

» Arabidopsis thaliana

 NACI1, NAC domain containing protein 1
[Source:TAIR_LOCUS;Acc:AT1G56010], is differentially expressed in 200
experiments: 74 organism parts: root, shoot, ... (72 more); 2 diseases: powdery
mildew infected, uninfected; 5 cell types, 21 compound treatments, 2 RNAis and 14
other conditions.

e Synonyms ANAC022, anac021

« Gene Ontology Term embryo development, DNA binding, regulation of
transcription, DNA-dependent, intracellular, molecular_function,

biological_process, reproduction, nucleus, multicellular organlsmal development,

cellular_component, signal transduction, sequence-specific DNA binding




(4) R BETR 2 5 2 SR = [R] 45 1)

Summary: e
.1

Domain annotation: [ interPro] »

Colors: Quer'_-,rl 5eqmm::e-| Struc:tureal Meodels | Diomains |

Models:

Mo Models found.

Experimental Structures:

Mo experimental structures found with sequence identity =90%.
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