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No. TN T gE e Hix
QC-1 myb-like, DNA-binding domain containing protein 1 PYLCRISPR/Cas9-MH
QC-2 Defensin and Defensin-like DEFL family 1 BGKO3
QC-3 B12D protein 1 BGKO3
QC-45,713 expressed protein 4 BGKO3
QC-6,11 DUFlike domain containing protein 2 BGKO3
QC-8 KUN1 - Kunitz-type trypsin inhibitor precursor 1 BGKO3
QC-10 KiFREER 1 BGK03
QC-12 2-aminoethanethiol dioxygenase 1 BGK03
QC-14 no apical meristem protein 1 BGKO3
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Nitrate regulatory gene2 protein
Protein ALTERED PHOSPHATE STARVATION RESPONSE 1
Protein ROLLING AND ERECT LEAF 2

<. Download

# Columns
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EHRZL AT,

1to30of 3 Show| 25

Protei

NRG2_ARATH ‘

# Q93YUS8 Nitrate

protein

Protein ALTERED
PHOSPHATE
STARVATIO...

# AOA178VBI0O APSR1_ARATH !i

@ Q9AQW1 REL2_ORYS] Ei Protein ROLLING
- AND ERECT LEAF

2

NRG2 At3g60320,

regulatory gene2 F27H5_110

APSR1 At3g51290,

F24M12.330

REL2
LOC_0s10g41310,
051090562700,
0Os]_32472,
OSINBb0O089A17.4

Arabidopsis
thaliana
(Mouse-ear
cress)

Arabidopsis 640
thaliana
(Mouse-ear

cress)

Oryza sativa 767
subsp.

japonica

(Rice)

Annotation

score:
@@®@®0O

Annotation
score:
@@@0O0O

Annotation

score:
@@®00

NP_191591.2,
NM_115896.3

NP_001327368.1,
NM_001339498.1

XP_015612957.1,
XM_015757471.1
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Organism: Japanese rice (taxid:39947), Arabidopsis thaliana (taxid:3702), Zea mays (taxid:4577), Setaria
italica (taxid:4555), Indian rice (taxid:39946), Sorghum bicolor (taxid:4558), soybean (taxid:3847)

Database: Reference proteins

RefSeq
XP_015611001.1
XP_004973959.1
XP_020402201.1
XP_015637808.1
XP_003545492.2
XP_004979657.1
XP_004984549.1
XP_006593606.1
XP_002460592.1
XP_020396809.1
XP_003522575.1
XP_015610617.1
NP_195689.2
NP_191591.2
NP_001327368.1

XP_015612957.1

Protein

OsEnS11

nitrate regulatory gene2 protein

protein ROLLING AND ERECT LEAF 2

nitrate regulatory gene2 protein

protein ALTERED PHOSPHATE STARVATION RESPONSE 1
nitrate regulatory gene2 protein

nitrate regulatory gene2 protein

protein ROLLING AND ERECT LEAF 2

MICOS complex subunit MIC60

nitrate regulatory gene2 protein

protein ROLLING AND ERECT LEAF 2

nitrate regulatory gene2 protein

bZIP transcription factor, putative

bZIP domain class transcription factor

protein ALTERED PHOSPHATE STARVATION RESPONSE

nitrate regulatory gene2 protein

Organism

Oryza sativa Japonica Group
Setaria italica

Zea mays

Oryza sativa Japonica Group
Glycine max

Setaria italica

Setaria italica

Glycine max

Sorghum bicolor

Zea mays

Glycine max

Oryza sativa Japonica Group
Arabidopsis thaliana
Arabidopsis thaliana
Arabidopsis thaliana

Oryza sativa Japonica Group
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XP 015637808.1 nitrate regulatory gene2 protein Oryza sativa Japonica Group

XP 0049798571 nitrate regulatory gene2 protein Setaria talica

NP 195689.2 bZIP transcription factor putative (DUFE30 and DUF632) Arabidopsis thaliana

P 015611001.1 OsEnS11 Oryza sativa Japonica Group

a2

100

100

100

98

100

100

XP 004984549 1 nitrate regulatory gene2 protein Setaria italica

XF 003545492.2 protein ALTERED PHOSPHATE STARVATION RESPONSE 1 Glycine max

XP 006593606.1 protein ROLLING AND ERECT LEAF 2 Glycine max

XP 004973959.1 nitrate regulatory gene2 protein Setaria italica

XP 020402201.1 protein ROLLING AND ERECT LEAF 2 Zea mays

XP 002460592 1 MICOS complex subunit MIC60 Sorghum bicolor

XP 020396809.1 nitrate regulatory gene2 protein Zea mays

XP 015610817.1 nitrate regulatory gene2 protein Oryza sativa Japonica Group

NP 001327368.1 protein ALTERED PHOSPHATE STARVATION RESPONSE 1 Arabidopsis thaliana

100

NP 191591.2 bZIP domain class transcription factor Arabidopsis thaliana

P 0156129571 nitrate regulatory gene2 protein Oryza sativa Japonica Group

P 003522575.1 protein ROLLING AND ERECT LEAF 2 Glycine max
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Name p-value
XP_015611001.1  2.77e-189
XP_004973959.1  1.92e-219
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XP_020402201.1 3.11e-216

XP_015637808.1  1.44e-210

XP_003545492.2  3.24e-243

XP_004979657.1  5.48e-227
XP_004984549.1  8.37e-218

XP_006593606.1  1.57e-233

XP_002460592.1 0.00e+0
XP_020396809.1 0.00e+0

XP_003522575.1  1.62e-205
XP_015610617.1 0.00e+0
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NP_191591.2 3.18e-196
NP_001327368.1  7.70e-200 =
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Image coloured by rainbow N — C terminus
Model dimensions (R&): X:86.274 Y:53.854 Z:30.673

1§ e

Top template information
PDB header:membrane protein
Chain: A: PDB Molecule:vacuolar atp
synthase catalytic subunit a;
PDBTitle: saccharomyces cerevisiae v-atpase
stvl-vlvo state 3
PDB Entry: PDBe RCSB PDBj

Confidence and coverage
Confidence:  ELEL/S Coverage:
208 residues ( 30% of your sequence) have

been modelled with 94.5% confidence by the
single highest scoring template.

R

Phyre

alarm
You may wish to submit your sequence to
Phyrealarm. This will automatically scan your
sequence every week for new potential
templates as they appear in the Phyre2 library.
Warning: 52% of your sequence is predicted
disordered. Disordered regions cannot be
meaningfully predicted.
Interactive 3D view in JSmol
For other options to view your downloaded
structure offline see the FAQ
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