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NAM and NAC domains and TAR in a NAC family protein.
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Crystal structure of the NAC domain
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ly_' Alignment - Tree - Annotation - Job information

Annotation

Entry  Entry name

[] A2YMRO NAC10_ORYSI

[ Q8H434 NAC10_ORYSJ

[ ADSPJ3 NAM2_HORVD

[] Q9ZNU2 NAC18_ARATH

[ ADSPJ6 NAMB2_TRIDB

[ D2SMN4 NAMB1_HORVS

[] Q53NF7 NACT1_ORYSJ

[] Q52QH4 NACGS_ORYSJ

[] A0SPJ3 NAMA1_TRIDB

[ 049255
[] Q9C598
[ A0SPJ8

NAC29_ARATH
NACS1_ARATH
NAM1_HORVD

[ ADSPJ4 NAMB1_TRIDC

[] Q8H115 NA102_ARATH

Protein names

NAC transcription factor
ONAC010

NAC transcription factor
ONACO10

NAC transcription factor NAM-2

NAC domain-containing protein
18

NAC transcription factor NAM-
B2

NAC transcription factor NAM-
B1

NAC domain-containing protein
T

NAC domain-containing protein
68

NAC transcription factor NAM-
A1

NAC transcription factor 29
Protein ATAF2
NAC transcription factor NAM-1

NAC transcription factor NAM-
B1

NAC domain-containing protein
102

Organism

Oryza sativa subsp. indica (Rice)

Oryza sativa subsp. japonica (Rice)
Hordeum vulgare var. distichum (Two-rowed barley)

Arabidopsis thaliana (Mouse-ear cress)

Triticum durum (Durum wheat) (Triticum turgidum subsp. durum)

Hordeum vulgare subsp. spontaneum (Wild barley) (Hordeum
spontaneum)

Oryza sativa subsp. japonica (Rice)
Oryza sativa subsp. japonica (Rice)

Triticum durum (Durum wheat) (Triticum turgidum subsp. durum)

Arabidopsis thaliana (Mouse-gar crass)
Arabidopsis thaliana (Mouse-gar cress)
Hordeum vulgare var. distichum (Two-rowed barley)

Triticum dicoccoides (Wild emmer) (Triticum turgidum subsp.
dicoccoides)

Arabidopsis thaliana (Mouse-ear cress)

Gene names

ONACO10 Osl_20514

ONAC010 Os0790566500 LOC_0s07937920 0J1092_A07.104
QU1773_H01.126 Os)_247T7

NAM-2
NACO18 NAM At1g52880 F14G24.15

NAM-B2 GPC-B2
NAM-B1

NACT1 NACS 051190184900 LOC_0s11g08210

NACG8 NAC4 Os01g0816100 LOC_0s01g60020 B1148012.1
0SJNBal08sD07.44

NAM-A1

NAC029 ANACDZ9 NAC29 NAP At1969430 F10D13.14
NACO81 ATAF2 Athg08790 T2K12.140
NAM-1

NAM-B1 GPC-B1

NAC102 Atbg63730 MBK5.27
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InterProScan (version: 4.8)
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Length: 460

CRCG4: EOCEFABEEARSCHR

InterPro Match

Query Sequence
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cNLS Mapper Result

Predicted NLSs in query sequence

MKEARMRITMLELLFVSKSCWLTIEKFMVLRPNKDSDVSTLPSSTFLATTN
LETSRVTREVADMEAAEETPSCGCGCDDEKVKY PVGFRFKPTLOELVEFYLL
PKLLDNPTVPNDAVIEADAYECDPEILTKRYEARGADENWYFLSPRSRRY
PGGDRPTRERTADNRGRWKPSTGQSKPGKDAAACGHSKAKKVLKKNLSVGAY
EFTENTLAYYVGDPRENETKTKWLMHELTVPD PEKEKDLD S PTAEKPRDHM
LILNKYVMCRIYKSPLEKKWKELENEECGCGTSSASACDEEVPTSSQSGPAPEG
SGEASALTPLSSKCAGKRPAAEQPTSEQANAPNKRASQHTMRAPEPVGVGA
ACYYDYREVPAQLPPLMOWPPATYSSMQGEVKMORRPPLMNAHNGQPEVQ
GPEPVLELY PPHRAAATVPNSLCRTVMMRPPNLAAGPPVRPPSFPRPPPEQ
QOOMEDMMME

Predicted monopartite NLS

Pos. Sequence Score

50

100
150
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Predicted bipartite NLS

Pos. Sequence Score

30 FEPNFDSDVSILPSSIFLATITNLETSREVTERER
55 EVTREVADMEAAEETPSGGGDDERKVEY PVG 5
75 DDERKVEKYPVGFRFEKPTLOELVEFYLLPKLLDNE
158 | RRTADNRGRWKPSTGQSKPGKDAAMAGHSKAKKW
158 | RRTADNRGEWHKPSTGQOSKPGFDAAAGHSKAKF VLK
16d | RGEWKFPSTGOSKPGEKDAARAGHSKAKK VLK

312 | SKCAGKRPAAEQPTSEQANAPNKRAS

312 | SHKCAGKRPAAREQPTSEQANAPNKRASQHT

313 | KCAGKRPAAREQPTSEQANAPNKERAS

313 | KCAGKRPAAEQPTSEQANAPNEKRASQHTMER

313 | KCAGKRPAAREQPTSEQANAPNKRASQHTMRAFE

332 | PFNEFRASQHTMRAPPVGVGAAGY YDYREVE 3
379 | GEVEKMORRPPLMNAHNGOPPVQGPEFVLRLYFE 4

W
ek

W Wik OmWe W
~HORMBNKED

B EMESFF: RGRWKPSTGQSKPGKDAAAGHSKAKKVLK (6.2,160-
190AA) KCAGKRPAAEQPTSEQANAPNKRAS (7.8, >310AA)
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PuORT features and traditional PSORTII prediction

id
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14 Nearest Neighbors

site|distance 1dentity comment s

chla

A13214250, 1 jnucl
FPOL_ARATH nucl
A11=216060, 1 nucl
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cyVTo

At1e2bd380. 1 jnucl

CB23_POLND
Fat_CUCNHE

CAP1_MESCE
E13E_TOBAC
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232,
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245,
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262,
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10% [niprot] SWISS-PROT4%:Chloroplast.

14% |[Arath]

14% |[Arath] [Uniprot] SWISS-PROT45:Muclear. Evidence:IDA Pubmed:9772246
14

11910k E0 2I9nment JSS-PROT4S: Cytoplasmic.

13% | [Arath]

15% [[Tniprot] SWISS-PROT45:Chloroplast thylakoid membrane.

13% [Uniprot] SWISS-PROT4%:Chloroplast.

13% [niprot] SWISS-PROT4%:Cytoplasmic.

13%  [Uniprot] SWISS-PROT45:Extracellular.

14% [Uniprot] SWISS-PROT4%:Cytoplasmic.

14% [niprot] SWISS-PROT4%:Chloroplast.

12% [Arath] [Uniprot] SWISS-PROT45:Chloroplast. Evidence:IDA Pubmed: 7766905
12% |[Arath]
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Al3g17730 257063_at  amack57 Arabidopsis eFP Browser at bar utoronto_ca
Winter et al., 2007. PLoS One 2(8). 718




L FE TFAT3G177304H 4V T ik

anasoy aanelabap

o/m 0T 2bels spass

sanbl|is o/m g abels spaas
sanbi|is o/m g abeis spass

sanbi|is o/m [ abeis spass
sanbi|is o/m g abels spaas
sanbi|is /m G abels spasg
sanbi|is /m 1 abe)s spasg
sanbi|is /m € abels spass
uajjod a.mep
apouwlaju| puz ‘wals
annejabap ‘xady jooys
uopisuel] ‘xady looys
2duadsalolu] ‘xady Jooys
Jea bupsauasg

71 jea7 anasoy

0T jed7 213950y

g Jea anyasoy
g Jea] apyasoy
¥ Jea] anyasoy
Z Jea amasoy
jooy
1A1020dAH

J|EH [ewixold ‘/ e
JIeH |e3sig ‘L Jea
3|0133d ‘L 4831

¢+ Tie=n
s|@2ipad ‘ST abeis siamol4

uawels ‘GT ahels Jamo|
sjedas ‘g1 abejs Jamo|4
s|elad ‘GT =2bels Jamo|4
sjadie) ‘g1 abeis samo|4
sjedas ‘z1 abejs Jamo|4
s|e1ad ‘Z1 2beis Jamo|4
sjadied ‘g1 abels 1amo|4
GT abels Jamol4

Z1 2bels uamol4

TT/0T 2beis Jamojy

6 2bejs 1amold
Buliamol4 03 uoisueld] 193y 3139S0Y U]
jooy
uopa|f100

suawels ‘zT abeys Jamol4
SPON IST

Y #Z 'Pa93s paqiqu|

o
™~

(02

o

LN (@] N
— —

B>g '00T=191) [eubis uoissaldxs SOD9



i PL Bt m] 45

1: 5/KFG. AR IFE8 41 bhost BARAG 45 /3 _E iR ST A A
(H b e 280, n DIAENNZE v g G#H i Dige, H
(SRR

2: MG 1ZIEH [F VR M5 E IIAT3G1 7730 Arabidopsis eFP
Browser>K&, %R B S EFRITENLE R, LAHEE
WK KT, Bk, w7 CLs vt AN B SE5ehn LSS UE ;

3: ZIEREANACK My dal, [RIBbHENNZIL N 7] e 5 H1 2.
M Th F WA 5 W2, ] BLi vHAE N B SEg6 i BASSIE




B

A L

WS ZIM BRI HF
R /N R R B3R RIZS 7

@

Y T3 %



