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AK227601.1 CHELT
AK317729.1 CHLT
199 ] BT006442.1 CHLF
NM 128222.5 €]
AK227601.1 CHELT
NM 0012810811 ( %

(NKT4) FJ23:

150 —— X86021.1 (H 5%
100 NM 001247329.2 ( &F)
100 | X96390.1 CH2 B 7N 2 50D

0.05
100 Solanum lycopersicum Q9LEG6
100 I: Solanum tuberosum 024382
NKT4
Daucus carota Q62XS4
Arabidopsis thaliana Q38998(AKT1)
Lilium longiflorum A3RG92
Vitis vinifera DOR6Q1
Ricinus communis B9STQ4
100 Populus euphratica D2KPG6
100 Populus euphratica D2KPG5
Vitis vinifera E3PZ09
P

0.05
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Solanum lycopersicum QILEGE
Solanum tuberosum 024382
Vitis vinifera DORGQT

Daucus carota QBIK54

Ricinus communis B35TQ4
Arabidopsis thaliana Q38995(AKT1)
Populus euphratica D2KPGB
Fopulus euphratica D2KPGA
Lilium longiflorum A3RG92

Vitis vinifera E3PZ09
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TGYAND-DFLRASLATRY VT SIYHSTT
IGAzMD-TIF LR SLATRYTTST ST
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TGASTT-IFFEMRSLATRY VTSI THSTT
TGN LGIHFLERSLATRY VTSI TSI
TGNy A-HFLEESLAMRTYTSMTHETT
IGAAMLGINFLERGINIRT VTSI THSIT
TG LGIHFLES LA RRY VTSI ST
IGAZME-TIFHERSLAVRTYTSMTHSTT
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ProtScale output for user segquence

Humber of amino acids: 5972 Aphob. 7 Kute & Deslittiz
Holecular weight: 100340.9 = ] [)
Theoretical pl: 6. 64 / \}h \ \
it . L | (|
Amino acid composition: I ’v
Ala (&) 5B 6. 3% 1 F
Argz (RY A0 6. TH @ t -
Asn (M) 49 5. 5% @ / )I | W [F
b=p (D) &BE 5. 8% E
Cys (C) 15 1. 7% . | ] | .
Gln (@) 30 3. 4% H } rf ] ! f [
Glu (E} 48 5. 4% J J
Glw [z} B3 T.1% A
His (H) 22 2. 5% - r IL
Ile (I} 4@ 5. 2% &
Len (L} 107 12, 0% /
Lw= (K} 3@ 4. 0% -3
M=t (M) 17 1. 9%
FPhe (F) 4@ 5. 2%
Pro (P} 33 3.TH —a
Ser (S) GR Al T a 1@a zaa @8 4@a Saa@ @ Faa Zaa@
Thr (T} 50 5. 6% Fosition
Trp (Wy 11 1. 2% MIN: -3.233, MA¥: 2. 956
Twr (T2 285 2. 8%
Val (V) A9 T.TH Scale: Hydropathicitwy,
Fwl (0} ] 0. 0%
Sec (1) 0 0. 0% Window =zize: 9
Scale not normalized.

(B ] 0. 0% Eelative weight for window edges: 100 %

[z ] 0. 0% Weight wariation model: linear

0 ] 0. 0%




EFaR =&

Secondary Structure Map

Feature predictions are colour coded onto the
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Residue number
THpred ocutput for unknown
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b3t — ok the models differ in the number of TH-helices | %
2eea -1
1 [ [ ————- > STRONGLY prefered model: N-terminus inside
1880 | B ' 4 6 strong transmembrane helices, total score : 7862
; ’ . . # from to length score orientation
o . |1 71 91 1) 159 i-o
T . 2 104 122 (19) 1539 o-i
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TMHMM posterior probabilities for WEBSEQUENCE

1.2

1

08 r

06 t

probability

04 t

02t

0 100 200 300 400 500 600 700 800

transmembrane outside

This amino acid sequence is of a MEMBRANE PROTEIN

which have 3 transmembrane helices.

inside

No. || terminal| transmembrane region ([ terminal tvpe length
TZ FLYALVVY TAWVSPFEFGFLEEFP 94 SECONDAEY| 25
102 DNVVNGFFAIDIVLTFFVAYLDR 124 FEINAEY 23
203 CARLVCVTLFAVHCAGCFYYLIA 225 SECONDAEY| 23
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1 2 3 4 H 6 f
Tmap 68—89 99-127 137-163 197-225 283-311 564-592
Tmpred 71-91 104-122 140-158 206-225 249-269 283-305
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SOSUT 72-94 102-124 203-225
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.28 fie €4 941 (TARGETP 1.1SERVER)
1% 5 Bk 7 M (SIGNALP 4.1SERVER)

### targetp vl.1 prediction resultz FFFEEEEFRSEEIRRERRR SRR TEL

Humber of query sequence=s: 1
Cleavage =ite predictions included.
Ozing PLANT networks.

Hame Len cTP alIP SF other Loc EC TPlen
Sequence g92 0.072 0.213 0.016 0.570 _ 4 -
cutoff 0.000 O.000 O.000 O.0O0O0

SignalP-4 1 prediction (euk networks): Sequence

" Cscore
S-score
Y-score

——a N N

T TR

MGDVRRNNNFGVLGVSMCGAAQE | EQLSRDSSHYSLSTGILPSLGARSNRRVKLQRFI ISPYDRHYRSWE

0 10 20 30 40 50 60 70
Position

max. C 22
max. ¥ 11
max. S 20

| # Measure Position Value Cutoff signal peptide?

0.116
0.138
0.200

nean 5 1-10 0. 162
D 1-10 0.151 0.450 NO

1 HName=Sequence

SP="NO" D=0. 151 D-cutoff=0.450 Networks=SignalP-noTl
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