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Signal Peptide Prediction
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Conserved Site Analysis

CLUSTAL multiple sequence alignment by MUSCLE (3.3)
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Motif Prediction

Domain families on selected sequences
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Prediction Secondary Structure
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Predicted localization for the Eukarya domain: Secreted (GO term ID: GO:0005576) Prediction confidence 91



Model Building

Sequences producing significant alighments Download ~ [ Select columns ~ Show 12
() selectall 12 sequences selected GenPept Graphics Distance tree of results  Multiple alignment [EgMSA Viewer
peesiia SORAUMCNGITe | /1o Soome | Gower. valuo | Idont | Lon | AccoSSon
v v b v v v
Gypsy Moth Pheromone-binding_protein 1 (LdisPBEP1) NMR Structure at pH 4.5 [Lymantria dispar] Lymantria dispar 167 167 81% 3e-53 52.86% 143 6UMO_A
Crystal Structure of B-form Bombyx mori Pheromone Binding_Protein [Bombyx mori] Bombyx mori 213 213 81% 1e-71 6957% 142 2BEJY_A
A Form of the Pheromone-Binding_Protein from Bombyx mori [Bombyx mori] Bombyx mori 213 213 81% 2e-71 6957% 142 1GMO_A
NMR Structure of AtraPBP1 at pH 4.5 [Amyelois transitella) Amyelois fransitella 201 201 81% 1e-66 64.49% 142 2KPH_A
Solution structure of Antheraea polyphemus pheromone binding_protein (ApolPBP) [Antheraea polyphemus] Antheraea polyphemus 199 199 81% Ge-66 6522% 142 1QWW_ A
Crystal Structure of Epiphyas postvittana Pheromone Binding Protein 3 [Epiphyas postvittana) Epiphyas postvittana 154 154 81% 5e-48 50.00% 159 6VQ5_A
Structure of Pheromone-binding_protein 1 in complex with (117,137 )-hexadecadienal [Amyelois transitella) Amyelois fransitella 199 199 80% be-66 64.23% 140 4INW_A
Bombyx Mori Pheromone Binding_ Protein [Bombyx mori] Bombyx mori 206 206 78% 4e-69 69.40% 137 1DQE A
Structure of BMori GOBP2 (General Odorant Binding Protein 2) [Bombyx mori] Bombyx mori 971 971 78% 9e-26 33.08% 142 2WC5 A
Structure of BMori GOBP2 (General Odorant Binding Protein 2) with bombykol and water to Arg_110 [Bombyx mori] Bombyx mori 971 971 78% 9e-26 33.08% 141 2WCE A
Bombyx mori pheromone binding_protein bound to bell pepper odorant [Bombyx mori] Bombyx mori 200 200 75% 1e-66 69.77% 132 2P70_A
Solution structure of the Bombyx mor pheromone-binding_protein fragment BmPBP(1-128) at pH 6.5 [Bombyx m... Bombyx morni 191 191 72% 4e-63 69.35% 128 1XFR_A

17



a BIDZENTRUM

Lec [

Start a New Modelling Project &

Target Sequence(s):
(Format must be FASTA,
Clustal,

plain string, or a valid
UniProtkKB AC)

_SWISS-MODEL

Modelling

Repositon

e oo T B S T N R R B L G B T M T B TS TR L. T D E SR L H N R A R e SRS A DESIMAGOL T DT T HNCE NS TEaNED SOt 11D
Tarrer VLAVAKCEEVEIHELNNTSOHDNYVESUERESS

1az

Add Hetero Target > Reset

Project Title: EbolPBP4

Email: fengshuiy@163.com

Search For Templates Build Model

By using the SWISS-MODEL server, you agree to comply with the following ferms of use and fo cite the corresponding articles

Project Data ~

Summary Templates 22 Models

Olige-

Found

Seq - eq L
Template Identity state QSQE Method Resolution Similarity Coverage Description
Template Results o 1dge A 6838 "M% 058 MHblts Xeray  1.80A 053 0.6 PHEROMONE-BINDING
dimer PROTEIN
Templates Quaternary Structure Sequence Similarity Alignment More ~ 4inw1.A  62.86 monomer -  HHblits Xeray 1.14A 0.51 0.99 Pheromone-t;mding protein
1tsort #Coverage *GMQE  $QSQE  #Identity #Method #0ligo State #Ligands 1dge.1.B  68.38 Z?::f 0.58 HHblits Xray  1.80A 0.53 0.96 PHERO;\"R(())NI_EE]?JND‘NG
1dge 1.A PHEROMONE-BINDING PROTEIN _bindi "
BNV MOR! PHEROMONE BIDING PROTEI 4inw1A 6423  monomer -  BLAST Xeray  1.14A 0.51 0gp  Pheromene-binding protein
v I 076 0.58 68.38 X-ray, 1.8A homo-dimer A 2xBoME 20y 1.A 68.09  monomer - HHblits ~ X-ray 2.30A 0.52 0.99 Pheromone-binding protein
g 2fjy.1.A 69.57 monomer - BLAST X-ray 2.30A 0.53 0.97 Pheromone-binding protein
v 4inw.1.A Pheromone-binding protein 1 . . P N
Structure of Pheromene-binding protein 1 in complex with (11Z,13Z)-hexadecadienal 2];30.1 A 63.38 monomer - HHblits | NMR NA 0.50 1.00 P:;Esg:ﬂz':g’gﬁ‘gﬁzn
e 075 B 62.86 X-ray, 1.1A monomer v 1x 1EYE 1gm0.1.A  ©68.09 ~monomer -  HHblits NMR NA 0.52 0.99 PROTE-IN
1dqe 1.8 PHEROMONE.BINDING PROTEIN 2jpo.1. A 65622 monomer -  BLAST NMR NA 0.51 0.97  Pheromone-binding protein
BOMEYX MORI PHEROMONE EINDING PROTEIN 1gm01A 6957 monomer - BLAST NMR  NA 053 0g7  PHERCHONEBINDING
A - A
I o4 058 T e homo-dimer 4\ BmEeNE 1s8.1A 6809 monomer -  HHbits NMR  NA 052 099  pheromone binding protein
Zinw.1 A Pheromone-binding protein 1 2kph.1.A  62.68 monomer - HHblits  NMR NA 0.51 1.00 Pheromone binding protein
Structure of Pheromone-binding protein 1 in complex with (11Z,13Z)-hexadecadienal 11s8.1.A 69.57  monomer - BLAST NMR NA 0.53 0.97 pheromone binding protein
[ ] 0.74 _ 64.23 X-ray, 1.1A monomer v 1x 1EYE 2kph.1.A 6449  monomer - BLAST NMR NA 0.52 0.97 Pheromone binding protein
: Pheromone binding protein
B e p—— 6um8.1.A 5214  monomer - HHblits  NMR NA 047 0.99 1
Crystal Structure of B-form Bombyx mori Pheromone Binding Protein R :
_ 6umg1A 5324 monomer - BLAST NMR  NA 048 ngs  Pheramone binding protein
v ] 0.71 - 68.09 Xeray, 2.3A monomer None 1
1gwv.1.A  63.38 monomer - HHblits  NMR NA 0.50 1.00 Pheromone-binding protein
2fly.1.A Pheromone-binding protein ) Bvq5.1.A 4859 monomer -  HHblits X-ray = 2.60A 045 1.00  Pheromome Binding Protein
Crystal Structore of B-ferm Bombyx mor Feromons Binding Protein 6vg5.1A 5000 monomer -  BLAST Xray  2.60A 046 0.97  Pheromome Binding Protein
v [ 0.71 - 69.57  Xeray 23A menomer None 1two.l.A 6338 monomer -  HHblits NMR NA 0.50 1.00  Pheromone-binding protein
3ipo 1 A Pheromone.binding protein 1gwv.1.A 6522 monomer - BLAST NMR NA 0.51 0.97 Pheromone-bmding protein
18 1two.1.A 6522 monomer - BLAST NMR NA 0.51 0.97 Pheromone-binding protein



Model 02 ~

Structure
Assessment

=0

Model 01 «

Lirodel 010

Oligo-State © Ligands @
Monomer None

Global Quality Estimate

avean IIRET T (T M 050
ce HEET | [TH-oo
alaom I Tl o3s
solvation-:::. 0.96
orsion R 1 Tl o080

Template
4inw.1.A  62.86%

Seq Identity Coverage

Model-Template Alignment

Oligo-State @
Monomer (matching None
prediction)

Ligands @

Global Quality Estimate

aratom I | (TH oe2
sclvation-::Z]. 0.60
torsion [, . | | ll-0.94

Template
1dge.1.A  68.38%

Seq Identity Coverage

I

Model-Template Alignment

GMQE®© QMEAN @
0.73 0501

Local Quality Estimate Comparison A~

Residue Numbar Protein Size (Residuss)

Description
Pheromone-binding protein 1 v
Structure of Pheromone-binding protein 1 in complex with (11Z,13Z)-

hexadecadienal

.Y

Ho 2 ESENEDE YN EWE » DY EHO HEETCOMEH T B 80
- BESTCR- EDOE -DSINEDEY- 5 E 80
CENge £ PEMDMVUCEVEE - 142

- PNMEEVVCEWEA - 140

GMQE @ QMEAN @
0.71 -0.551%

Comparison A

Protin Sizs (Resicuss)

Local Quality Estimate

Residue Mumber

Description
PHEROMONE-BINDING PROTEIN v
BOMBYX MORI PHEROMONE BINDING PROTEIN

Oligo-State © Ligands @ GMQE @ QMEAN @
Mcnomer None 0.65 16415
Global Quality Estimate Local Quality Estimate Comparison lad

avean BIRET ] | 164
ce HEET | THou

Araom T T T 7 115 M -

Model 10 =
e soivation [RLL . |l 0.14
Bt Residue Number Protein Size (Residues)
nssessment IRCIECUNN NN N RO
=0 : -
Template  Seq ldentity Coverage Description
1gm0.1.A 69.57% | PHEROMONE-BINDING PROTEIN v
A Form of the Pheromone-Binding Protein from Bombyx mori
Model-Template Alignment -~
f¥Model 100 80
1gm0.1.A[- - - 80
Model 10 142
lgm0.1.3 141
Oligo-State © Ligands @ GMQE® QMEAN @
Monomer None 0.69 0531
Global Quality Estimate Local Quality Estimate Comparison ~

avean IR T (17 M o053
ce T [ Mo
Alaom IS T [ 029

Model 05 -
o <ovaion BT [ 050
Residue Number Protein Size (Residues)
Assessment torsion -:::l::. -0.65
=0 : o
Template  Seq ldentity Coverage Description
2fy.1.A  68.09% BN  Pheromone-binding protein v
Crystal Structure of B-form Bombyx mori Pheromone Binding Protein
Model-Template Alignment -~
80
80
142

142



SAVES v6.0
New Job l

job #692582: model_02.pdb [job link] [3D Viewer]

Complete

ERRAT

Time taken: 2s

Overall Quality Factor

100

Verify3D

‘Complete

Time taken: 10s
90.00% of the residues have
averaged 3D-1D score >= 0.2

Pass

At least 80% of the amino acids
have scored >= 0.2 in the 3D/1D

PROVE

Complete
Time taken: 4s

Buried outlier protein atoms total
from 1 Model: 3.3%

profile. New Job
Full Results s —J
Full Results job #692580: model_01.pdb [job link] [3D Viewer]
WHATCHECK hslerlEes ERRAT Verify3D PROVE
Complete Complete Data Bank
Time taken: 3s Time taken: 42s unit cell sir | Complete Complete Complete
... .. CRYST1 1t | Time taken: 1s Time taken: 10s Time taken: 3s
Out of 8 evaluations standalone 100.00% of the residues have
. 18 19 20 options Overall Quality Factor averaged 3D-1D score >= 0.2 Buried outlier protein atoms total
- Errors: 0 - Pass from 1 Model: 3.2%
.. .. 26 27 . « Warning: 3
. . 34 . . . - Passid 98 '4252 At least 80% of the amino acids m
39 @) 4 @) a4 45 40 have scored >= 0.2 in the 3D/1D
- Full Results profile.
Full Results Full Results |
Full Raaulte |
Full Results l
WHATCHECK PROCHECK . CRYST
Da‘lﬁ New Job l
Complete Complete ]

unit

Time taken: 3s

Time taken: 40s

cFjob #692584: model_05.pdb [job link] [3D Viewer]

SAVES v6.0
Job 692684 has been created

New Job l

job #692684: model_10.pdb [job link] [3D Viewer]

ERRAT Complete VERIFY Complete
100.00% of the residues have
averaged 3D-1D score >= 0.2

Pass

PROVE Complete

Buried outlier protein atoms total
from 1 Model: 4.0%

Overall Quality Factor

98.4615

At least 80% of the amino acids
have scored >= 0.2 in the 3D/1D

profile. Results '
Results l
Results '
WHATCHECK complete = PROCHECK complete

Out of 8 evaluations Almost ready, check back

Out of 8 evaluations tar
opti
« Erors: 0 ERRAT
« Warning: 5
« Pass: 3

Complete
Time taken: 1s

Full Results l

Overall Quality Factor

95.3125

Full Results

Verify3D

Complete

Time taken: 13s
100.00% of the residues have
averaged 3D-1D score >= 0.2

Pass

At least 80% of the amino acids
have scored >= 0.2 in the 3D/1D

. Errors: 5 soon

212 B 24 25 26 27 (28 29 . Warning: 0
... 34 35 36.. . Pass: 3
39 .. 45 45. Results'

Results '

PROVE

Complete
Time taken: 3s

Buried outlier protein atom
from 1 Model: 2.7%

@s910m

D) 24 25 26 27 [28

[ ] ] =l 1]

Full Results l
20

[] ]
"BEEBRB® »
a2

@443 44 45 46

Out of 8 evaluations
« Errors: 1

+ Warning: 4
« Pass: 3

Full Results l

profile.
Full Results | Full Results ]
Full Results |
WHATCHECK PROCHECK CRYST
This program searches the Protein
Complete Complete Data Bank for entries that have a
Time taken: 2s Time taken: 41s unit cell similar to your input file.

CRYST1 record required. Use the
standalone CRYST server for more

options
Start)



PROCHECK

Psi (degrees)

Ramachandran Plot
Saves

R

~b

~b

4590
Phi (degrees)
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Residues in most favoured regions [A,B,L] 121
Residues in additional allowed regions [a,b,1,p] 4
Residues in generously allowed regions [~a,~b,~l,~p] 0
Residues in disallowed regions 0
Number of non-glycine and non-proline residues 125
Number of end-residues (excl. Gly and Pro) 2
Number of glycine residues (shown as triangles) 8
Number of proline residues 5
Total number of residues 140

Based on an analysis of 118 structures of resolution of at least 2.0 Angstroms
and R-factor no greater than 20%, a good quality model would be expected
to have over 90% in the most favoured regions.
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Residues in disallowed regions 0
Number of non-glycine and non-proline residues 121
Number of end-residues (excl. Gly and Pro) 2
Number of glycine residues (shown as triangles) 8
Number of proline residues 5
Total number of residues 136

Based on an analysis of 118 structures of resolution of at least 2.0 Angstroms
and R-factor no greater than 20%, a good quality model would be expected
to have over 90% in the most favoured regions.
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Residues in disallowed regions 0
Number of non-glycine and non-proline residues 121
Number of end-residues (excl. Gly and Pro) 2
Number of glycine residues (shown as triangles) 8
Number of proline residues 5
Total number of residues 136

Based on an analysis of 118 structures of resolution of at least 2.0 Angstroms
and R-factor no greater than 20%, a good quality model would be expected
to have over 90% in the most favoured regions.
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Based on an analysis of 118 structures of resolution of at least 2.0 Angstroms
and R-factor no greater than 20%, a good quality model would be expected
10 have over 90% in the most favoured regions.
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Thanks for listening !

Welcome to criticize and correct
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