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1. KANADIZ — ki F FH F,
DNA % A
KANAw A~ 525 Trt R B

2. AWM #E ST, KANLZ — K2 F4 BT, 4%

R,

s 75 Myb-like GARP
1z Xae P IKAN1. KAN2. KAN3.
FMegEE . (2-3)
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Entry Entryname  Status - Protein names Urganism Lengt
QUIWU9  KANT ARATH Transcription repressor KANY Arabidapsis thaana (Mouse-earcress) ik
QOFV5  KANS ARATH Probable transcription factor KAN4 ~ Avabidapsis thaliana (Vouse-ear cress| 2Th
(9C616  KAN2 ARATH Probable transcription factor KAN2 Avabidopsis thaliana (Mouse-aar cress) 3
Q94112 KAN3 ARATH Probable transcription factor KAN3 Avabidopsis hahana( 0lge- Egmggg) 322
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> B 6% G 6 KA T 7 ENCBI T #A7 bt FH 2 A

Max Total
score  score
35 315
157 157
158 158
135 135
124 124
84.0 84.0
74.3 74.3

Description
RecH Full=Transcri f i 1; AliN Full=Pragtein i1
R Full=Pr ription f; - Al : Full=Protein |
- Fyli=Pr npli RLG: - Full=Protein B
Rechame: Full=Frobabie transcription factor KANS, Athame: Full=Protain KANADI 3
RecName: Full=Probabie transcnption factor KAN4, AltName: Full=Protein ABERRANT TESTA SHAPE. Althame: Full=Protein K
RecName: Full=Putative Myb family transcription factor At1g14600
RecMame: Full=Froten PHR1-LIKE 1. Althame: Full=hMyb-ike transcnobon tacion 1
93
56
96
a3
82

Query E

cover value

93%
29%
28%
63%
25%
20%
2%

de-127
de-43
Te-42
1e-35
6e-32
Ge-18
Te-14

Ident

79%
84%
88%
44%
9%
64%
h5%

Bra > H AR

KAN1
Japanese rice
KAN2
KAN3
KAN4

ZReing o

Accession

thale cress .
g-l T 248 T~

thale cress

Selesl Used

o
PS5l | buikd
blast | PSSM

F

F

=l =1 =1 = =



A= SC -3

KAN15 k@ 3-KAN1eY cds/F 3 e .

Pairwise Alignment Result

SCORE IDENTITY CIMILARITY
1235 31965 7631235 (61.8%) 7631235 (61.8%) 3821235 (30.9%)
> R ILBE Fp 7 Lt

Pairwise Alignment Result

LENGTH SCORE IDENTITY SIMILARITY

409 8440 224]409 (54.8%) 242409 (59.2%) 124/409 (30.3%)

155 HNHHHHGMIRSRFLEFEMETERSMBRAFRMEWT LHARFVHAVELI HER 244

trrreerrrerrrerrrerernrrrrrr-neereerrrrrrrnrrrnl

186 ——-HHHGMIRSRFLEFEMETERSMBAFRMRWE CHARFVHAVELI HER 232

245 ATEFRCSVLEIMDVEDLTLAOVESHLOMYRTVETTINEFALSSD EEEM 2949
IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII T R

233 ATPFRSVLEIMDVEDLT LAHVESHLOMYRTVET THEFALSSVERIETT R 282
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JH EXPASy ¥ #9ProtParam 4 #x:

MACWL6G_BRARP& & 49 4-F232839.2Da, % w5 410.68, 1# %
# %% A61.83, ¥ -F¥)#KHg %-0.633

> MAProtscal ez #rsk R tE

FrotScale output for u=er =2 HquUueEnce
3 T T
Hphok. ~» KEgtese % Doolittle
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1 —
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» FAPEPSTATSZ5 4t R AN BR LB X

PEPSTATS of KAN1 from 1 to 291

Molecular weight = 32839.11 Residues = 291
Average Rezsidue Weight = 112. 849 Charge = 2890
Isoelectrie Point = 11. 2578

AZ280 Molar Extinction Coefficient = 14650

A280 Extinction Coefficient lmg/ml = 0. 45

Improbability of expression i1in inclusion bodies = 0. 946
Property Residues Number Mole%
Tiny (A+C+G+5+T) 77 26. 460
Small (A+B+C+D+G+N+P+S5+T+V) 145 19. 828
Aliphatic (A+I+L+V) 70 24. 055
Aromatic (F+H+W+Y) 41 14. 089
Non—polar (A+C+F+G+I+L+M+P+V+W+Y) 132 45. 361
Polar (D+E+H+EK4AN+Q+R+5+4T+Z) 159 54. 639
Charged (B+D+E+H+K+R+7Z) 78 26. 804
Basic (H+K+R) 60 20. 619

Acidic (B+D+E+Z) 18 6.

186



Bra(CB613

»>CFSSPay — B £E#) 69 F B F B )5 5| 5 47

(http://www.biogem.org/tool/chou-fasman/)

0

Dottup: fasta::699039:Bra008613 vs fasta::699040:Bra0086...

Sun 12 Jan 2G14 21:45:07

29
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Dotmatcher: fasta::699049:Bra008613.1 vs fasta::699050:E,

(windowsize = 10, threshold = 23.00 12/01/14)

| ; /
/2.
TV B
o /7 7
T o // o




I el LY

» TMHMM = 47 25 A& e
http://www.cbs.dtu.dk/services/TMHMM/

# WEEBSEQUENCE Length: 291

# WEBSEQUENCE INuamber of predicted TMH=: O

# WEBSEQUENCE Exp ramber of Abs in TMH=: 0.0077TH

# WEBSEQUENCE Exp rumber, first 60 ft=: 0

# WEBSEQUEMNCE Total prob of N—in: 0. o090
WEESEQUENCE TMHMMZ. O out=zide 1 291

TMHMM posterior probabilities for WEBSEQUENCE
1.2
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# SignalP-4.1 euk prediccions

=>ECATA
SignalP-4 1 prediction (eulk networks): AN
EERECND o t——
1.0 | S score
Yoscore e
0.8 -
0.8 F -
[ ]
=
G 04 b §
0.2 -
MESY FLEKPES®MNTT LFDLSLHNISLPDIT SKEHYRRFPSOT DMHNMRESHNFELSLSHHHRMPSSHMNPFTTHRI THS PO
] 10 20 30 20 50 S0 T
FPosition
# Measure Position Value Eutoft signal peptide?
max. 30 0.117
max. Y 49 0: k08
max. 5 49 0.148
mean S 1 48 0.100
D 1-48 0.104 0.450 NO

Name=KAN1 SP="NO' D=0.104 D-cutoff=0.450 Networks=5ignalP-noTM

EARTIK, TARLES



> IE. @8 it 52 131

http://www.cbs.dtu.dk/services/TargetP/)

TargetP 1.1 Server - prediction results

- CBS

Technical University of Denmark

##3#d targetp vl. 1 prediction results #dddddddddddddddddddddadddddd

Humber of guery sequences: 1

Cleavage =ite predictions not included.

Using PLANT networks.

Hame Len cIP mIP 5P other
;;;BE;;I;?;__ 291 D-EE;__D.DTD 0.008 O.836
;;;;;; _______ D-DEE__D.DDD 0.000 O.000
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> A B RL1E-S-Fa

MetHESE 1.1 Fredicted HES =signhnals in BragdazZelz. 1

HFMM M
HMEZS Score
Thre=hold

[ 1)
[
2 1 —
(2]
. I
=) }HXL 1 1 ! 1 1 1
5] SAa 188 15@ Eeaa 25a
Sednaencssas Pasdi+dom
EAN]1 — MetMES 1.1 prediction
H=e=+tHES 1. 1:= Fredicted HES =igrhal= in EAHL
1 1 1 1 1 1 1 1
E =5 e
HRMM
HES Score
Thre=hold
LT
f
2 01 —
[
= T 1 T T T 1 T T

= SEa 188 158 SHEA 25| ZEA =25a
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» FADNAMANZt 17 = /& 3 g

AN

XP 002533735.1
NP 001175589.1
gi]|29837235
EPS7T2669.1
XP_004244407.1
XP_004136400.1
Consensus

EAM1
XP_002533735.1
NP_001175589.1
gi|29837235
EPS72669.1
XP_004244407.1
XP_004136400.1
Consensus

EANL
XP_002533735.1
NP _001175589.1
gi|29837235
EPST2669.1

XP 0D04244407.1
XP_ 004136400.1
Consensus=s

EAM1

XP 002533735.1
NP _001175589.1
gi|29837235
EPS572669.1
XP_004244407.1
XP_004136400.1
Consensus

---MEGVFLEEPESHITLPDLSEIHNISLPDEIT. ... .- - - cccccucamnmnnma= SEEHYR
MERNEGGIFYCGECSLNGIPDLSLHISLPNSAPSS. . . .o a v i nna s ICIGTHNCALLSSFEF
.......... MASATSTTIPODLSLHISLPSGGAAVGEGTITAPPCGLGNGGAVGGAGCGCGKARAGGEG
.......... MASATSTIPDLSLHISLPSGGRAAVGITAPPGLGNGGAVGEGAGGGEKARGGEG

------------------------------------------------------------

------------------------------------------------------------

RESQICHNNRSSNEFELSLSHHHNPSSHEFITRIIHSPE. .. ... - . DEPRHL . <« « c s 2 s s = s a =
HGWHEL DL DD EVEVGLESHSESSIEVGSNICPVDDDIELSLANEPTST . - - e v c 2 o = = = =
CFWRRLLGSIASTELSLSTPFCCCCEGSTISAACVLEFWELRQPFIAARAARSVEVILFIIFHMLGS
CEFWRRLLGSTASTELSLSTPFQCCCEGSTSAACVLEFWELERQPFTAARASVEVILFTIIFHMEGS

NLPHHQHYNNPF. .. .. ILNGGSLHGRVNGSDINSIHE . PIRGIPFVYQNRSFFFHQQTISLP
ALEAESPHENRRISHNFEFASLGRRANCSEELCCQARCRNLLSRANNNGISVEEVSGEFESIEKGIPVY
ARAARAPIRGVEVYSGGGGCGGHPFLGGGEGEGDHRHNRLYNPYHSTANWFSSSLCSTSPARPARP
AARARAPIRGVPVYSGGCGGGECGHFFLGGEGEELHRHANRLYNPYHSTAWPSSSLCSTSPAPAPRP

------------------------------------------------------------

------------------------------------------------------------

SLGEGGGOLEQISILHNSSSGYN. .NAYRSLOSSPRLRGVPLHHHHHNHYGVVES . . . .TLS
SIGEIMLDPREFCEFNCMAYSSSCTEYPSTECNCSEFPAFRIGISYHHHHQYASGRAGGGEGE. .GGA
FFFPFARLCFITSSLLSFPFSAYHRMLSSTGRLHGVLALTLRGYAGARAVAGSIGYGSARARDR
FFFPARLCPITSSLLSPSAYHRMLSSTGRLHGVLADTLRGYAGAAAVAGSIGYGSARARAL

-----------------------------------------------------------

------------------------------------------------------------

IFHHNTPPPSSSLLPIFPPSFPGCINGL D LGFLRPIRGIFVIHQTNNEFSVGIGHNGGVWVIES

34
a7
S50
50

26

T4
95
110
110

69

iz28
155
170
170

124

ig2
213
230
230

184



KAN1

XP 002533735.1
NP 001175589.1
gi|29837235
EP572669.1
XP 004244407.1
XP _004136400.1
CD"'.I.S&"LS us

EAN1

XP 002533735.1
NP 001175589.1
gi|29837T235
EP5726659.1

XP 004244407.1
XP 004136400.1
Consensus

KAN1
XP_002533735.1
NP 001175589.1
gi|29837235
EPS572669.1
XP_004244407.1
XP_004136400.1
Consensus

KAN1

XP 002533735.1
NP 001175589.1
gi|29837235
EPS72669.1

XP 004244407.1
XP_004136400.1
Consensus
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ILELMCVELLTLAR: " HLCMYRTVE oE . . . GHSDGSGELCLCMSTVG. ..
VLELMDOVE :-_,"-.JHLQHYHT?: DR SAV G..QSEVFCNVSSGENS.
TPESVLELMDVE \HVESHLCHMYRTVE N . . . G..QSCLYENASSGDTSN
tpksvlelndvkdltla“vkshlqny:tvk o] aa =
T 5 1
..... ITCNSSHEFLNPFTRGEVSLENDLCDNNVGYPPSTLHSHNEBSR. . . . . s cccceenens
..... LLAGL. . .GRQATSSGACACRRMSFTEHRSSSEGAASHAG........GGGCGEC
..... LLAGL. . .GRCATSSGACACRRMSFTEHRSSSEGAASHAG. . . . . . . .GGGLEGEC
......... SGGCGLROFIGSFFRLSLCANFCSSTPP.TLWSNSSSGRLGWLCMNGG. . .. .
.CCLLLEIEN. . . SHESELSVCCGRONMYNCEEKDLYGGLNSNSSRESWHMHGELGLYPGNL
IECIIFCICKPTIGRONENS ICCTSRONPHQLCEKDYHALWNSNSSEN. . . . . .. . & CVLEES
SSSAVNSLTIRARSNSPSVOSSPRLEI . ¢ c e« s s s s s s s a5 ss3ss
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SNNERLSEISS...... SIDIICG.VINNNPLEPNLEFILGRPI.

287
317
345
345

97
100
290

291
356
389
389
142
156
341

291
356
416
425
142
201
378



> £5 49 33 55T M) —-SMART

- ETE B = -

'o ' 100 ' '200

Confidently predicted domains, repeats, motifs and features:

Mame Start & End E-value

low complexity 49 63 MIA it

low complexity 130 137 MIA

low complexity 167 173 A& L
Features NOT shown in the diagram: §)

MName Start & End E-value Reason

1510 threshold




HLH Domain

HLH domain
Thisis a SMART HLH domain (full annotation).
EILH
Position: 204 to 261
E-value: 1509.32657597445 (HMMERZ2)

SMART ACC: SMOO0353

Definition: helix loop helix domain
Description:

Interpro A number of eukaryotic proteins, which probably are sequence specific DMA- binding
abstract proteins that act as transcription factors, share a conserved domain of 40 to 50 amino
(IPRO11598):  acid residues. It has been proposed __(full abstract)

GO function: protein dimerization activity (GO:0046983)

HLH domain sequence (58 aa):
| Submit to BLAST | | Align with the SMART alignment | | Copy to clipboard |
EMEAFEMEN RS LHARF VHAVEL L -HERAT FESVLELMOVEDLTLAHYESHLOMYET

KAN1& & #9204-261aa % Myb DNA-binding 25 #y 3% :
APRMRWRSSLHARFVHAVELLGGHERATPKSVLELMDVKDLTLAHVKSHLQ
MY




> ASwiss Model k2 &9 BTJal JRA4L3E

Workunit: P000004 KAN1 - Overview

29
Print/Save this page as T
Model Summary [
Model information: Quaternary structure information: [details]s
Modelled residue range: 204 to 264 Template (1irz): MONOMER
Based on template: [1irzA]» (99.9 A) Model built: SINGLE CHAIN
% Sequence |dentity [%]: 44 26
s Evalue: 3 80e-26 Ligand information: [details]w
Ligands in the template: none.
Quality information: [details]w Ligands in the model: none.

QMEAN Z-Score: -0.76 |
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