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Location: Xp22
Sequence: Chromosome: X; NC_000023.10 (12924739..12941288)
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### targetp vl.1l prediction results #F#FFFFFFFFFFFFFRFFFRAFARAFARAAARES
Number of query sequences: 1

Cleavage site predictions not included.

Using NON-PLANT networks.

Name Len mTP SP other Loc RC
Seguence 1041 0.017 0.%526 0.113 S 1
cutoff 0.000 0.000 o0.000
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Sequence Length: 1041

Sequence Number of predicted TMHs: 1
Sequence Exp number of AAs in TMHs: 23.13784
Sequence Exp number, first 60 AAs: 0.04149

M M e e e

Sequence Total probk of N-in: 0.00310
Sequence TMHMM2 .0 outside 1 825
Sequence TMHMM2 .0 TMhelix 826 848
Sequence TMHMM2 .0 inside 849 1041

TMHMM posterior probabilities for Sequence

1.2 Ll T T T T

g8 r

086

probability

04

0 Il . . Il 1
) 200 400 600 800 1000

transmembrane inside outside

TMHMMTY 5 R i . A — 5 i g



Asn-Xaa-Ser/Thr sequons in the sequence output below are highlighted in blue.
Asparagines predicted to be N-glycosylated are highlighted in red.

Name: gi 20302168 ref NP 619542.1 Length: 1041
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ITKEGISRLINLKNLYLAWNCYFNKVCEKTNIEDGVFETLTNLELLSLSFNSLSHVPPKLPSSLRKLFLSNTQIKYISEE
DFKGLINLTLLDLSGNCPRCFNAPFPCVPCDGGASINIDRFAFONLTQLRYLNLSSTSLRKINAAWFKNMPHLKVLDLEF
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Domains within Homo sapiens protein TLR8_HUMAN (Q9NR97)

Toll-like receptor 8
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Name Begin End E-value
LRR 66 85 3.55e+01
LRR_TYP 124 147 3.83e-02
LRR_TYP 200 223 2.05e-02
LRR 224 244 1.76e+02

1
1

100 200
q F DG
T 2 &2
i 2

0

R
oY

LRR 286 309 7.79e+00 SM ART Q:E I Hb
LRR 310 334 268e+01 oo I | A Hb
LRR 336 360 1.58e+02

LRR 366 389 1.76e+02 i > Vﬁ \‘I_“

LRR 393 416 1.19e+01 E TJ\{)\

LRR 417 440 4.58e+01

LRR 583 605 1.45e+01

LRR_TYP 638 661 6.42e-04

LRR 687 710 3.65e+01

LRR 711 734 526e+00

LRR 735 758 4.97e+00

LRRCT 772 823 4.15¢-08

transmembrane 826 848 =
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LRR
Svecies/Abbrv
1. tell-like receptor 8 Homo sapiens
2. toll-like receptor 8 Ponge pygmaeus
3. toll-like receptor 8 Macaca mulatta
4. toll-like receptor 8 Sus scrofa
5. toll-like receptor 8 Felis catus
€. toll-like receptor 8 Capra hircus
7. toll-like receptor 8 Equus caballus
8. toll-like receptor 8 Bos taurus
9. tell-like receptor 8 Rattus norvegicus
10. tell-like receptor 8 Ovis aries
1l. toll-like receptor 8 Takifugu rubripes
12. tell-like receptor 8 Pan troglodytes
13. tell-like receptor 8 Mus musculus
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