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Table 1 The potential function of 05ZIP members
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UniProtKB - Q52653 (ZIP10_ORYSJ)

; B Help vid = Al .
DISF}'E}* elp video % BLAST Jor BlFormat @ Add to basket  (® History
En

A Pmteinl Zinc transporter 10
Publications Gene ZIP10
Feature viewer Organism | Oryza sativa subsp. japonica (Rice)

Feature table I ﬁ . |
Status | %@ Reviewed - Annotation score: ®@@CO - protein inferred from homology®
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rice (taxid:4530), maize (taxid:4577), Arabidopsis thaliana (taxid:3702), Triticodae
(tax1d:1648038), Hordeum vulgare (taxid:4513)
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70
99
68
99
95
94
N 96
99
95
68
61
59
73
89

zinc transporter 10 isoform X2 Oryza sativa Japonica Group

zinc transporter 10 isoform X1 Oryza sativa Japonica Group

zinc transporter 10 isoform X3 Oryza sativa Japonica Group
uncharacterized protein LOC100281339 isoform X1 Zea mays
uncharacterized protein LOC100281339 Zea mays

zinc transporter 10-like Triticum dicoccoides(2)(2)

zinc transporter 10-like Triticum dicoccoides

zinc transporter 10 isoform X1 Aegilops tauschii subsp. strangulata
zinc transporter 10 isoform X2 Aegilops tauschii subsp. strangulata
zinc transporter 10-like Aegilops tauschii subsp. tauschii

zinc transporter 10-like Aegilops tauschii subsp. strangulata

zinc transporter 10-like isoform X1 Triticum dicoccoides

zinc transporter 10-like isoform X2 Triticum dicoccoides

zinc transporter 10-like Triticum dicoccoides(2)

zinc transporter 10 isoform X3 Aegilops tauschii subsp. strangulata
zinc transporter 10 isoform X1 Aegilops tauschii subsp. strangulata(2)
zinc transporter 10 isoform X2 Aegilops tauschii subsp. strangulata(2)
zinc transporter 10 isoform X3 Aegilops tauschii subsp. strangulata(2)
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A phylogeny of diploid grass species

— Goat Grass

Tall Fescue

Asian Rice

Teosinte
—— Eastern Gammagrass
Sorghum

Fountain Grass

22 Hk: Figure 1. A phylogeny of diploid grass species.

Adapted from Gaut BS, Le Thierry D'Ennequin M, Peek AS, and Sawkins MC (2000) Maize as a model
for the evolution of plant nuclear genomes. PNAS 97: 7008—7015.
http://dx.doi.org/10.1073/pnas.97.13.7008.



IKTES%

AYS

JHIT

100

oF

51
100
100
100
17
89

100

RARG KA

Zinc transporter &

fe(2+) transport protein 1
fe(2+) transport protein 2
zZinc transporter 3

Zinc transporter 4
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ProtScale output for user _sequence
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Download the data used to generate the domain graphic in JSON format.
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sp|Q52653|ZIP10_ORYSJ
sp|Q5Z653|ZIP10_0RYSJ
sp|Q52653 | ZIP10_0RYSJ
sp|Q52653|ZIP10_ORYSJ
sp|Q52653|ZIP10_ORYSJ

HoH KW HR

sp|Q52653|ZIP10_0RYSJ
sp|Q52653|ZIP10_ORYSJ
sp|Q52653|ZIP10_0RYSJ
sp|Q52653|ZIP10_0RYSJ
sp|Q52653|ZIP10_0RYSJ
sp|Q52653|ZIP10_0RYSJ
sp|Q52653|ZIP10_0RYSJ
sp|Q52653|ZIP1@_0RYSJ
sp|Q52653|ZIP10_ORYSJ
sp|Q52653|ZIP10_0RYSJ
sp|Q52653|ZIP1@_0RYSJ
sp|Q52653|ZIP10_ORYSJ
sp|Q52653|ZIP10_0RYSJ

1.2 r

sp|Q52653 | ZIP10_ORYSJ

Length: 404

Number of predicted TMHs:
Exp number of AAs in TMHs:
Exp number, first 60 AAs:

Total prob of N-in:

POSSIBLE N-term signal sequence

TMHMM2. @
TMHMM2. @
TMHMM2. @
TMHMM2. @
TMHMM2. @
TMHMM2. @
TMHMM2. @
TMHMM2. @
TMHMM2. @
TMHMM2. @
TMHMM2. @
TMHMM2. @
TMHMM2. @

outside
TMhelix
inside

TMhelix
outside
TMhelix
inside

TMhelix
outside
TMhelix
inside

TMhelix
outside

6
131.20936
11.22899
0.01752

1 49
50 69
70 87
88 110
111 129
130 152
153 310
311 333
334 352
353 372
373 383
384 403
404 404

TMHMM posterior probabilities for sp|Q5Z653|ZIP10_ORYSJ
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Confidently predicted domains, repeats, motifs and features:

Name Start a End E-value
transmembrane region 28 47 N/A
transmembrane region 66 88 N/A
transmembrane region 108 130 N/A
low complexity 140 155 N/A
low complexity 163 176 N/A
low complexity 177 221 N/A
transmembrane region 289 311 N/A
transmembrane region 331 350 N/A

transmembrane region 362 381 N/A
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Model (left) based on template c5tsaA

Top template information

PDB header:metal binding protein

Chain: A: PDB Molecule:membrane protein;

PDBTitle: crystal structure of the zrt-/irt-like protein from
bordetella2 bronchiseptica with bound zn2+

Confidence and coverage

Confidence: 100.0° Coverage:

229 residues ( 60% of your sequenes) have been modelled
with 100.0% confidence by the single righest scoring
template.
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Predicted Secondary structure

Query Sequence EAAALRLKMVAVAAI LI AGAAGVAI PLVGRRRRGGGGGGGGGASSGGLFVLAKAFAAGVI

Template Sequence NRVHVGYAVL GGAAGFAATALGALMALGLRAL SHGGNGNGNGEGEGEGN R QDAMLGFAAGMM
Template Known Secondary structure [ SR T T T T T TG T TR T T TN e RAUNRARURURRARAARA

Template Predicted Secondary structure RAARARARARRAARRARRRARRRRNNARE——— RAARARRRANARRAARNA
I T e T s ) IR R e P e T Ty R
- 1 1 . Ot o '
| Predicted Secondary structure X G AARMRRRARRRARRRARAARARARRARRANA ——
Query Sequence L AT GF VHMLHDAEHALSNPCLPHSPWRRFPFPGFVAMLAALATLVVDFVGTHFYERKHRQ
Template Sequence LAASAFSLI LPGLDAAGT I GGNGEGEGEGEGN V'GP GPAAAAVVALGLGLGVLLMLGLDYFTV
Template Known Secondary structure %88y g 8Tt e T AT —S5 S AMAAARAARAAAAANRANANANANAN—
Template Predicted Secondary structure RARRRRAARARARRAARN—. . . . . . ... .. ARARARARARRRRARARRAAARRARARARARNRNA —
WpEEeo o oo o s s R e e e oo o L L e e e s e e e S e e
I e g ey e AN N N
3548z BN EX,

Query Sequence EEAAAAAEEAAAALLEDGGALPVGDGEGRDGRGGKRDAMHI VGI HAHAAAHRHSHAHVHG

== AL = sy
Template Sequence [ | =] Q % v (141_228)
Template Known Secondary StruCiiure [ = E' ’E' Eﬁ °
Template Predicted Secondary structure [h. . . . . . . . . . L L L e e e e Amino acid composition:

165

Ala (A) 20 22.7%
00 . . . .. . . . L2W . . . L. . . . .ZIO .. . L. . ..M. . . .. . . . LzAD. . . ... . . . .79 . . Ar— R 6 6-896
Predicted Secondary structure SAMMAAAAGRRARRRRARRRARARAARARARRARARRAARARARAAR — .. 8% Asﬁ EN% 0 0.0%
Query Sequence ACHGGAVNDAHAHGHGHGHEEGPSARHVVVSQ LSLGVSOESPCT :
Template Sequence MA| GVSFATGDLRI Asp (D) 5 5.7%
AAARAARARAARARRARRARAAARRAT TT—AAAR Cys (C) 1 1.1%
Template Predicted Secondary structure AARAARAARRAARARAAARARARRAARARAR —AARAR Gln (Q) 1 1.1%
B s I e | | sy . | e G.LU (E} 7 8-@95
Gly (6) 13 14.8%
L 7 . O [+ =
I I AMAAMAAAAAAAAARAAAAAAAAL — AAAARARAAAAAALAAAAARAAARAAL [His (A) 11— 12.5%]
Query Sequence| | KPLVAALSFHQFFEGFALGGCI SEAQLKNFSAFLMAFFFAI TTPAGI TVGAAVASFYNP Ile (I) 2 2.3%
Template Sequence GLPLTSAI Al QDVPEGLAVALALRAVGLP!I GRAVLVAVASGLMEPLGALMGVG!I SSGFAL Leu (L) 5 5.7%
MWWTT——WTTWSSSTT Lys (K) 2 2.3%
Template Predicted Secondary structure RARKKKARARAALAAVAAAAAARAARANR — ANRAARAARARAAARAAR AR — AR Met (M) 1 1.15%
Y e o e e e e s gl e e s e e g e e s e e e s oy
Phe (F) 2 2.3%
3 RO - 1 U | | | | .| O - | I 5 | /= Y Pro (P} 1 1-196
AAMAMAMGAAVAVAVAAVAVAVAAV AV AAVAAAMBAAMAAAAAAAAA —AAAAAARAARAAAARARAAARR Ser (s) 1 1.1%
Query Sequence NSPRALVVEGIILDSMSAGI LI'YMALVDLI AADFLSRKMSCNPRLQVGSYI ALFLGAMAMA Thr (T) 2 2.3%
Template Sequence [N Y ° | sMGLAAGAMI FYWSHEVHET GG © ' VGLMAGFALMM Trp (W) @ 0. 0%
....... AARAAARAARAARRAARATT —AR . . . . - .. . ....... ALALAALARRARNAA P :
Template Predicted Secondary structure . . . . . . . AARAAAAAAARRAARARAAARRAAAR . . . . . .. . .. .. ... AARARRRRRARRARA Tyr (Y) 1 1.1%
TR, | G S 1| e R ] s | e Val(V} 7 8-096
Pyl (0) © 0.0%
Sec (U) (7} 0.0%

377 . . 3BD .
RRRAN
Query Sequence AL AL W

Template Sequence FLDT A
Template Known Secondary structure LT
Template Predicted Secondary structure AW WAS

303 .,



Thank you for your
attention!
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