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SAan
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2 RERSED Wi AR

B EEE . i = AR = maE - WRh « Feis = PR =
-] if Fu | 1 537 527 81.00% 1de67 67.35% B12

8 B Ful=Anthocyanin regulaiory T mays 527 527 &1.00% T.4dGa2eq7 67.35% 610

] Hi Ful=T faci ABRA T AFMa Arabidiopsis thaliana 408 408 5 5 1006e-40 52 2% BT

] H; Ful=T Tacior E 1 Aiitdame Arabidiopsis thallana 387 157 &2 0% 1 20 p-46 40.03% I
-] I I | 3 Arabsdiopesis thaliana M3 My 1.5 159 44 8% 18

] H |21 | I K ! A IEir 1 Prmum safvum a w3 6. 7062 P-4 44 3% [i5ar) =1,

=] N Fu viad b [ [ i [ Prsum safm a4 14 300 1 7307 a-24 44 For% ] Eds

= if Fu I facl 1 L T Achinidia chimenses yar chanenss, s L] 4.00 42 5P (i°. 1]

A

B

doprais thaliana 1141 i8] 80 00% 1.579848.33 41.7T% 534 SEW2F1.1

opss Thalana 142 15 5.4221Ted 34 B ol

] Rl

B H Fu : Iacior MY G5 Althame Arabidopsis thaliana 136 136 T1.00% 1. 4634509 34 56% )

] N Ful=T Tacior b 1o =L Solamium IwCoparsicum 151 151 1.2607 Ta-11 32.33% 65

] N Eul=T tacior MY 1oil=SIM SeaniLm IWCopersicum 1501 150 55.00% 1 867548.11 13.06% BX AIADGDRCYDY 1

<] F ] Arabadopes thaliana i T2 3 M4084g-12 623 1704

] i jf 3 & L Oryza salva Japonica Group 138 i3a a7 .00% 6.36114a.10 32 54% [}

=2 I Fu iacior ABA-IN BLE Arabadiopsis thaliana 128 126 1. rkite-i A

] H Fu | { opss thalana 113 113 L DO e ] M

=2 Hi Fu facior MY L4 S Al Arabidiopsis thaliana 145 145 [ 8 ie-11 M DO e

-] H ! | M Ealanum heoopersicum 13 113 0 O T |

= } j 1 Solaniiim hoopersicum 134 134 59 009 3.0527ha9 2013% 613 i

bidopeis Thaliana 000115530 24 45% A&7

Tools: Uniprot &7
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Percent Identity Matrix

[ % sp| AOA3Q7HRZ6|MYC2_SOLLC 2259% 28.21% 26.76% 24.62% 2641% 25.94% 27.01%

[ % sp|Q8W2F1|BHO12_ARATH 2259% 36.32% 3002% 39.15% 39.62% 33.61% 41.04% BrKiEEN S EXEEET—E T
61.11%, EMEEZFHNRFEIFHESIIE
() % sp|E3SXUS|BHLHM_PEA 2821% 36.32%

BEMEISHI R —HIEA
[ % sp|AOA2R6QE26|BHL42 ACTCC 26.76% 30.02% O 35.03% 35.83% 28.17% 40.61% 66.67%, ;uﬁﬁﬁ%ﬁﬂgrgyu_ﬂlti_%i—
78.52%, M TWFHEY bHLHZRIR

A P | .
[ % sp|Q9FN6Q|GL3_ARATH 24.62% 39.15% 36.36% 35.03% 34.24% 50.00% Hgﬂlﬂj1%vll.$'

N c | SRR SE R EFI—
1 L] EF28%, BEFSHEERSHRISE.

36.36% 37.67% 34.00% 41.42%

[J % sp|Q9CADO|EGL1_ARATH 2641% 39.62%

[ % sp|P13027|ARRS_MAIZE 25.94% 33.61% 34.00% 28.17% 34.24% 36.22% 61.11%

] tr|AOAOPOWDK6|ADAOPOWDKGS_ORYS) 27.01% 41.04% 41.42% 40.61% 50.00% 4651% (61.11%

Tools: CNCB #|oOm
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QYFNG69|Arabidopsis
100

100 Q9CADO|Arabidopsis

Q8W2F1|Arabidopsis
100

P13027|Zea

100

AOAOPOWDKE|Oryza

E3SXU5|Pisum

100

AOA2REQEZ26|Actinidia

AOA3Q7HRZ6|Solanum

Tools: MEGA

WX (NJ)

99

100

QIFN69|Arabidopsis

88

Q9CADQO|Arabidopsis

Q8W2F1|Arabidopsis

P13027|Zea

100

AOAOPOWDKS6|Oryza

E3SXU5|Pisum

100

AOA2R6QE26|Actinidia

AOA3Q7HRZ6|Solanum
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Number of amino acids: 180
Theoretical pl: 5. 80

Molecular weight: 20260. 64 ® LEAERTFIEKE, BRI, §
Extinction coefficients: ?lj\ﬁ?%EE , iZEEN ﬁﬁﬁgﬁii%mﬁ"ﬁb

1 at 280 nm measured in water. ﬁﬁﬁ

Extinction coefficients are in units of Mt em™l,
Ext. coefficient 46660
Abs 0.1% (=1 g/1) 2.303, assuming all pairs of Cys residues form cystines

Ext. coefficient 46410 .j{l "Z:*,%EEE" ' ?Eiﬁ!IJEET:E{ZISGVI‘E

Abs 0.1% (=1 g/1) 2.291, assuming all Cys residues are reduced Bﬂﬁg
¥ o

Estimated half-1ife:

The N-terminal of the sequence considered is M (Met).

The estimated half—1ife is: 30 hours (mammalian reticulocytes, in vitro).
>20 hours (veast, in vivo).

>10 hours (Escherichia coli, in vivo). ‘EE%W{E%ZK' E%iga:Zk*Eﬁtﬁo
Instability index:

The instability index (II) is computed to be 60. 47
This classifies the protein as unstable.

Aliphatic index: 75.39
Grand average of hydropathicity (GRAVY) :—0. 401

Tools: Expasy-Protparam, Expasy-ProtScale ®g12 @
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ProtScale output for useriequence
2 r ‘ ‘ r 1.5

ProtScale output for user.equence

Hydropath. / Kyte Doolittle

Hyd ropa'th. / Ky'te Doolittle
1.5 +
1+
1+
05 | : 0.5 |
0t
o 0T
0.5 o
@
a1k 0.5 t
1.5 1+
2 |
-1.5 +
2.5
-3 L n n L L i n L -2 1
0 20 40 60 80 100 120 140 160 18 0 20

Position

Tools: Expasy-Protparam, Expasy-ProtScale
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160
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Score
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ENRKXEE, BiERERKE,

ProtScale output for usercequence
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Transcription factor GLABRA 3

AF-Q9FN69-F1-v6 « Google Deepmind dataset B

Tell us what you think of the new look | Share your feedback I
Summary and Model Confidence Domains Annotations Similar Proteins
Protein Transcription factor GLABRA 3
Gene GL3
Source organism Arabidopsis thaliana (Mouse-ear cress) go to search o
UniProt Q9FN69 goto UniProt
Biological function Transcription activator, when associated with MYB75/PAP1,

MYB90/PAP2 or TT2. Involved in epidermal cell fate specification.
Negatively regulates stomata formation, but, in association with
TTG1 and MYBO/GL1, promotes trichome formation, branching
and endoreplication. Also regulates trichome cell wall maturation.
Together with MYB66/WER, promotes the formation of non-hair
cells in root epidermis cells in the N position. Whereas together
with CPC, promotes the formation of hair cells in root epidermis
cells in the H position by inhibiting non-hair cell formation. Also
seems to play a role in the activation of anthocyanin biosynthesis,
probably together with MYB75/PAP1. Activates the transcription
of GL2. Show less go to UniProt &

Tools: sopma

Experimental structures
Average pLDDT ®
pLDDT distribution
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Download files - |

1 structure in PDB for Q9FN69 gdo to PDBe-KB &
63.34 (Low)
B 26.2% Very high

20.7% High

9.3% Low

43.8% Very low

o1

15
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— _n
- :;‘llp}.na helix (Hh) : 62 is 34 44%
310 helix [GEVE 0is  0.00%
Fi helix (1i) : 04is 0.00%
Beta bridge EBb% H 0is 0.00%
Extended strand (Ee) : 24 is  13.33%
10 20 30 40 50 60 70 Beta H}n rran (Tt) : 04is 0.00%
| | | | | | | Bend regi_un (5=) : 0 ?5 0. 00%
NASAPPVOEEALOPGTNHFRSRLAAAYRST SWSYTIFWSTSTSLPGYVLTWNDGF YHGEVETRET SNLEDL ﬁ;?gﬁoizlimtes((qi ‘ 9401; 5%2398%
2 hhhhhhhihhhbhh EEEEEEE eeEe Other states T ois oo
TADQLVLERSEQLSELYY SLLSGECDHRAREPVAAL SPEDT ADTEWY TVVCNT T AFRPGOGLPGRST ASH
{5lglelslgialalalelslglalelallslglslelsl hhh {glalelglglalglalslglgist eee
REVWLCHAOSADSETLSTCALSEERVY SDNCLHPLHEWR A Hm” HH ||| HH H H‘
dglalglglglalglelslglglalelst
s seceee {1 [l Il
Sequence length : 180 20 a0 60 80 100 120 140 160 180
SOPMA
&lpha helix (Hh) : 62 iz 34, 44% gﬁliz o
3yg helix (Gg) : 0is  0.00% Tyrm
Pi helix (Ii) :  0is  0.00% 9"
Beta bridge (Bb) : 0 is  0.00% ) A AN
Extended strand (Ee) : 24 i 13.33% " N "\V!‘ v \ A
Beta turn (Tt) : 0is  0.00% A WA AT I
Bend reglon (5=) 0is  0.00% =N } ‘\.-’f A AT \
Random coil () I 54 1 B5Z.22% AR D SV, \
Ambiguous states (7)) 0is 0.00% ~f WA
Other states : 0is  0.00% 20 40 g0 80 100 120 140 160 180
Parameters :
¥indow width o 17
Similarity threshold : 8
I Il (i e
H H|H ||H |H H” H H| Prediction result file (text): [SOPMA]
Intermediate result files (text): [PSI-BLAST on UniProtKB 50% identity] [KALIGN MSA in CLUSTAL W format]
20 40 60 g0 100 120 140 160 180 Last modification time : Fri Jan 2 14:11:20 2026. Current time : Fri Jan 2 14:11:20 2026. User : public@114.246.37.230.

REE_RENLL WRIEEAGH + P o WK s, B- FESHET, SHETRSR

Tools: sopma 516 &
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None available in the PDB

72.5 (High)

Il 20% Very high ~ Very high (pLDDT > 90)
23.3% High High (90 > pLDDT > 70)
13.9% Low Low (70 > pLDDT > 50)

22.8% Very low Very low (pLDDT < 50)

0s04g0557500 protein, Sequence length 180 Copy sequence

1 11 21 31 41 51 6l 71 81 91 101 111 121 131 141 151
MASAPPVQEEALQPGTNHFRSRLAAAVRSISWSYTIFWSTSTSLPGVLTWNDGFYNGEVETRKI SNLEDLTADQLVLRRSEQLSELYYSLLSGECDHRARKPVAALSPEDIADTEWY YVVCMT YAFRPGQGLPGRSYASNRSVWLCNAQSADSK
TLSTCALSEERVYSDNCLHELHEWRA

RREGEEERS
Very high/High BSE, ¥ KALA4 BbHLH #Z%0&1atd (o- 185 + HLH K, RIEERK)
Low/Very low E{E[E, ¥Ri28] SOPMA Fillgy “FTMEM" , BREMRRER

Tools: AlphaFold H17 @
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Aligned residue

120

on
' 0 20 40 60 80 100 120 140 160 18

Scored residue

0 5 10 15 20 25 30

Expected position error (Angstréms)

f:\é REPRAESRREREE, RIBERZOCKEIEBENMERIEE, H—PiE 7 & OSEkT
I,
EPhZaXBEERIZITER, £ KALA4 {7 bHLH 2EREFRIZCINEELR.

Tools: AlphaFold 5 18 ™
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AOAOPOWDKG6 (AOAOPOWD KG_O RYSJ) Oryza sativa subsp japonica (Rice)

0s04g0557500 protein # UniProtkBE InterPro® STRING®
180 aa; Sequence (Fasta)

@

A RS

10 20 30 40 50 G0 70 80 90 100 120 140 180 1€ )
AGAOPOWDKE SWISS-MODEL based on 7fdo.1.A, SMTL Version 2025-08-20; Trg-Tpl Seq Id 48.72%. "Crystal structure of transcription factor CPC in complex with EGL3"
InterPro Q9CADO
e A\rerage Model Confidence (QMEANDISCO)@*OOT, Local Confidence A
menemer 5171 B AR TG DDA P
1.0
It is possible new templates exist for this target since these models were =
created. 82
S
5
S ©
. 2E
Available Structures ~ %5
1 SWISS-MODEL model Residue Number
. Oligo- | QMEAN P . Trg-Tpl
Template + state ¥ DisCo % Range #% Ligands # Seqid (%) +
_ 7fdo1A  monomer 063 | ] 4872
@ Download &, Modei report [ Compare[_] Structure Assessment ™
Alignments
Model based on 7fdo.1.A Transcription factor EGL1
£ WOCELTHHFRSRLAAAVRSISYSYTIFWSTSTSLPGVLTVNDGFYNGEVE @0
Pfdo. 1. A LAVEVRENIOWSTCIFWSY 8L SUPGVLEWCDG Y YNGD (K 47 K s
WODEL TREISNLEDLTADOLVLRESEOLSELYYSLLSGECD HRA *
Tfdo. 1LATRE DOLCLERSEQLEELTESL E 52
NODEL RKPVAAL SEEDIADTEW 7Y VVCHTYAFRPGOGLPGRSYASNRSYY 1%
Tfdo. LARAS S AALSPEDL TDTEWTYLVCH 7 VFIIGEG PG ¥ o137
YODEL LCNAQSADSETLSTCALSE ERVYSDNC 1
7ido. 1 ALCNAF TADSE L v 169 2 | Catoona | @a | p

swiss-model & 19
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Model Results o Orderby:  GMQE v

Model 01

Compare [

Download files & Display files

Oligo-State @ GMQE @

Monomer 0.73
Template v
ADA446LCKS5.1.A UniProtkB entry unknown, most  Seq Identity
likely obsolete 72.15%
AlphaFold DB model of AOA446LGCKS (gene: unknown, Coverage

organism: unknown}
Model-Template Alignment v

FAAOA446LCK5.1.A7915HR (kKB AlphaFold DB RYFilliREY) , BiREHSRIRIFTI—
%’l&%ﬁi 72.15% (iER/mFZRItRER) 48.72%) FrIRLERS, REREESE T

Tools: swiss-model & 00 Th
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=K

- Q3Vv826_ORYSJ

, SEAREERVE number of nodes: 11 expected number of edges: 12
number of edges: 27 PPl enrichment p-value: 0.0002
average node degree: 4.91
avg. local clustering coefficient: 0.913
Q0JBZ2_ORYSJ
QB0F24_ORYSJ AOAOPOWUA3
/ AN AOAOPOWDK6/
AOAO0YC23 \__——I"g
- 2\ N W (60:0009957  Epidermal cell fate specification 20f9 295 1.86 0.00042
SW), R\ W~ (60:0090558  Plant epidermis development 30f170 1.85 1.45 0.001
A (60:0009624  Response to nematode 20f28 245 142 0.0024
(60:0010026  Trichome differentiation 20f56 215 112 0.0079
60:0030154  Cell differentiation 30f 565 132 0.7 002% @

AOAOPOVSD3

KALA4 {55 bHLH ¥EF, Eid5 10 M NEEXBAEREE, % US5EYMREAS. BREEHE (bHLH RikE
HINEE) , RAIEIRE “MEBR. AREAET FIiE, ZTIEREMEIOASER.

Tools: spring & 00 T
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G13A- IS -HIFXR. EH=. =&
&

G13B-RE:#LHIIE, EREBCEIE
VaLiy

G13C-FE&I5: PPTiCIR

G13D-ZFE: PPTHI(E
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