\
BP-145 45 14
| 2 DIRE 7T #T

a” - itl_i%j\ /—FI': @/LR

v \ N
4§, A .
I\ '

Hin: FRES IR
AL AR/

_ 4



u
njib]l
Ji

63

Y3

\/
|

ggib]

A

7

Al

H

l
Q
AT

He

T

)4




AAFF3

0 F4YSPO [UnParc], FASTA 145 15,689

Last modified June 28, 2011. Version 1.
Checksum: CB9EATBDF44FA952

10 20 30 40 50 )
MNSLIFVLLV VCAAATRADE QTNAMVAFAF NRCREEFPIS DDEIGGVRER TTIPESHNAR

10 30 30 100 110 120
CIMACMLREG FMLEDGRYEE ENALIMADVL NKDDPASADE ARQLVETCAG RVGTDAGGIE

130 140
CEFAYRMAVC ARFEARELGV RPPDF




Fi

=
S S n 1
2 40 =T ]
SR N
Fe
T [~ ™ T T
L=
- - P I 1
200 400 [={w’a]
Sequence
FS
| —
k=3
I
200 Elals] [=1m ]
Sequence
R
T T
=
1 1
200 400 =i
Saquenca
R2
T
=
L
233 et v B

Sequence

B3




SHOWOERFEF of

1

F1 1
51

F1i T
121

F1i 27
1=1

F1 47T
241

F1 5T
Sal

F1 =y
551

F1i 107
421

F1 127
451

F1 147
541

F1 1
S0l

F1i 21
551

F1i 3
=

F1 4

GdTT022 from 1 to THS

i F = I L H oo F L 4= I T = r.N L. 2
—————————————————— | == | | |
gaatccacaagczgztta tgaactcactcattoccocgtgttgsttgstzgtttzczctzct
E =5 T M =5 L I P At L L W W iz o N

£ T E & I E = T WM & M WV A& K A F N K C K
E E F F I = jn I E I = = W K E E T T I F
E = H N & K C L M A Z M L E E = K M L K
I > K T E E E M & L I M A I w L N K D I
F A 5 a In E &8 K 1 L wOE T a > K O OW & T

I L iz D E i E F &4 F K M & WO a 08 E E

gocamaagaagcttggsagtoscgtoctoccagacttofagstaccaaaatttocaattgtattasa
o K K L = i o F F I F F K F (. L K E

tTacaccaccatocgacttogocacaccaaatttocaggocattocctogtoctocttgsatooccacca
N T T T I F b H ol T s = T F F L L. T F F

E 3 s H ¥ H I % N L EK F F I 5 ¥ N #*+= I F

aatacatattatgstaaatctsstgsgtaattsctzsgsttocacsaaaaaataaaactocctac
M T N T W M L W W I o = F T K K e i) = W

aasttacaaasasaasaaaaaaaaaaaaaaaaaaaana | o6&
i) W K K K K K K K K K K 15

(=1

120

26

150
45

240
55

SO
S5

S50
105

420
125

450
145

B4

S0

2

S50

20
5




\

e 3T

/

5 IR UR

Tmap

Sl SR

|_
&
L
-
==
—
e _
—
- F
-
r
"
=
oy
-
EE i
#
-
£
-
L
o
-
Il|.|.1.H_.
am=
-
-y
e
-
—m
e
oL
-
-
IH.|5
"=
.
.-..ﬁ*
\\\\\
-
STl
i, T
am="
-
-
-
S = g
-
=
T
my
[Py
-
3
-
"
__.II\I1||.1|.!L
T T,
e o
-
.-l-..r'.r
k=
==
p——
-
......l.llll
—————
-
=
-
b =
=
b
-
-
-
-.-r.i.r.rl.r
-
-———
-
———
-
I E
-
L
ey
-
-
4
-
r
.|I.-_..
-

60 80 100 120 140

Fesidue number

40

20
-




Hydropathy

0

ARt

Kyte—Doolittle Plot

\B C\_

20 40 60 80 100 120 140
0BP-1,2012,02,12




BLASTHEEBEBESKEFE

|3

AN

nomy reports] [Distance tree of results] [Multiple alignment]

Distribution of 48 Blast Hits on the Query Sequence &

|I"u'1|:|use—|:|'-.fert|:| show defline and scores, click to show alignments |

Color key for alignment scores

<40 40-50 50-80 80-200 >=200
G u ey
I I I I | I I I
1 20 40 &0 20 100 120 140

AT FITR R R




ey

.
-
=4

E

S AEAAIIN-OBP1S

BEEHMEHROBPHZ

N

A

EEC=Lad

HEEEE 0
EEEER | EEEES
by b ) b = b B B
(N - O O O O
S W s
bl B S B AR B HH R
1 A O
- EEE - R - R
SHAMAAd M 2 EHH A
bhblH AR
o I <
£ I I - O I A
[ [ HHHHEEEEEH
AAHAAAAdHAdRAAAAA
1000 0 R 0 0
0 - IR - - O O O O
T . 7l 5l e
1 O I D 6

I 6 RO R O
] | EEEEEE
i ol ol IR o o R
1 O O
I O O 5
bl b ] o
1556 5 - O

EEEEEEE | TEE | E
ot o e i e
M - - o
g a2 2
el el ] R
HEEER - NEEE
P EEEE
[HIH HHEEEEEE
L0 e

E

=
I.
T

. T T kE5F W s

M
b
]
H
i
il
]
]
K
4
EE
5
H
i
B
b
b
d
| ]
]
b
_
_
_
_
_
_
_
_
_
_
|

MR ————————1 | STl PSR oE R = e R aew BT BT

Y — — - ElsvEv v EA
- —— — — —AEHNEEL. . . v 2 e R

MMEcEEE: Bl vEE«BrE.cov[E

|

)

)
|

H

)
I

H

5
L

H

b

H

H

By

|

|
W

b

|

|

|

|

|

|

|

|

|

- — — — —mEEE v 2. H= Lv-:r_.av-

- — — - — — = M------LVLVULVELV-AV-A

|
H
i
]
a
]
]
I
]
b
K
i
d
b
H
a
L]
k
a
]
[ ]
A
_
_
_
_
_
|

————— —— —mMmEE - B s s B
_____—————M....IIL‘:}'AIELL-AA

- — —— — — —m -

Soecices sl e

1. OoOBEZE

=
AT
- DEDS DROME

. oBRSsD DROME
=S OoOBSasih DROME

i
i
m

MOEMS
EETEO

HETRT
HET.AN T

A

coRPZ
15 . PBEES  SOLSIT 777777777M--Fv]:.-:|:FIFA!vAFA-ffa---

1a. s soxy -F——— — —— ——wmBBrsvLBzrzraBvaraB- — =~ HEB

4. OBl oSk DROME
a3 _ CDRE1 MOANS

=. oBD=

5. OBEZE
= OBEPEZ

g
By
i
a
o

1s5. OEPI1

i
|
L

=

—wrn =8B
|- et | | ERTY |
BEElEE-EEE <

ERTES N [ERrd |

— v Bl

= N EA EwS

-y | || EN OEN

A | | PERRH |

rHEE =
rHEEE - . N

T EEEERE
nun

HEE N - - -
AR AR e R ]
LB | R

R B OEREE |

HEHRHEADRAAE
1 O O v N 0

L | Bl E]
Bl H R

el W [ b | EMC| | [ [ FAEN | BYY RSN PoRat | | PN | |
BrrroveBvrzacalvve.cHERB- - - - — — — — — —— — — ——

vvilracrBrlvEBal22Bz2B- -B Bz B2 HBERE - - -
. HE-.DEEEE:-B~7~~B-- - - - - - - - - - -~ __

vvilrza2rBrBvEB2aBcBz 2B - -Byrrau B2 HERE - - -

&
u
Iy
u
o
&l
&
k4
e
&

HAHEHH A
HHHHHHN

UEECuE
4 A S CEEE < - - EE |

1 0 - O 1 e O

HE - EENEE N
b I OO s OO R S = - - -

LDuAELLHEEE UL OD
0 O I O
mim vl ulE q N




Y

Alin-OBP15HAh M E
TR RAERKBEWN

100 ——— Hpic-OBFP1
E1 — Pdiv-0OBP1
48 Alin-OBP4
5a Lmig-OBP1
Dmel-05-E
100 b—m Dsim-05-E
Rpad-OBP10
100 — Apis-0BP10
Bl L— Mper-OBP10
Mlug-OBP3
Dmel
AL Tcas-0OBP15
25 ———— Alin-0BP1
Lmig-OBP2c
15 Amel-ASP2
g — Apis-0OBPS

30— Msex-GOBPZ2 |

EE-=L

yu

| haal
AN

44

a0




o

R T
conf: JIoENNNNNENEENEEn--ANENNNNENEEN N EnnnNNNE

Pred: €] )

Pred: CHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHHCCCC
AA: MNSLIPVLLVVCAAATRADEQOTHNAMVARKAFNECREEFPIS

I E —y amy i~y iy
1S 2 U 3'-\_; 4'-_;

cont: {IHIHNanEzEERREEEE o REE RN nsanocEEnnnlt
Pred: [} ) £y ) S

Pred: HHHHHHHHHCCCCCCCCCCCHHHHHHHHHCCCCCCCCCCH
Ahd: DDEIGGVREKTTIPESHNAKCLMACMLREGEMLEDGEYEK
1 1 1 1

50 60 70 80
conf: ]ENNINENNEENENEn NN ENREE NN s oo ENNNNNERE
Pred: —£] ) )

Pred: HHHHHHHHHHCCCCHHHHHHHHHHHHHHHCCCCCCCCCCH
An: ENALITMADVLNEKDDPASADKAKQLVETCAGEVGTDAGGDE
1 1 1 1

90 100 110 120
conf: ]NIHNENEENEREEnnE oo ENERNENE
Pred: ) B—
¥ egend:

Pred: HHHHHHHHHHHHHHHHHCCCCCCCC v ) = helix  Conf: ]::Illl[ = confidence of prediction

Abh: CEFAYEMAVCAAEREEAKEKELGVRPPDFE

1
3 (i 3 L
130 140 —_—
= coil AA: target seguence

= strand Pred: predicted secondary structure

_



£ 5 T

>G477022 1 79 - 513 Adelphocoris lineclatus cdeorant-binding protein 1 mEBNA, complete cds.

SignalP-4.08 prediction {euk networks): GO477822_1

T T L] T ¥ T
C=score ———

S=score
1.8 1 Y=-score ——— |
,-—'f\
8.8 Iy _
Y
8.6 - ||| .
'\
@ il
[
& |
8.4 L".-II II| L
— il
A= % 1
e — 1=k ey LI L
= _
o2 gk ~— -
‘ Hll.lr. gl h T ..--H_\-"'-__ I
oo LT TR
HHSLIPYLLYVYCAARTRADEQGTHAHYAKAFNKCREEFPISDDEIGGYREKETTIPESHNAKCLHACHLREG
1 1 '] 1 I 1
a ia 28 38 48 58 [t 7a
Position
# Measure Position Value Cutoff signal peptide?
max. © 15 0.563
max. Y 15 0.647
max. 5 g 0.860
mean 5 1-18 0.734
| 1] 1-18 U.6354 0.450 YES |

Name=GQ477022 1 SP='YES5' Cleavage site between pos. 18 and 19: TRA-DE D=0.694 D-cutoff=0.450 Networks=5ignalPF-noTM




T Swiss-modlef)FE B S TN




SWISS-MODEL
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Model Summary:
Model information:
Modelled residue range: 211to 143 Guaternary structure information:
Based on template: 2wcjA (1.40 A) Template (2wcj): MONOMER
Sequence Identity [%]: 76 Model built: SINGLE CHAIN
Evalue: 2 6E-20
Ligand information:
Quality information: Ligands in the template: M21: 1, MG: 1.
QMEAN Z-Score: -2 522 Ligands in the model: none.
Global Model Quality Estimation:
QMEAN4 global scores: Local scores:
QOME ANscored- Estimatad :_1I:}§olute Score components: Colm_‘ing by residue Res.idue error
model quality: eror: plot:
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