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NCBI&[ti5: XM _947650.1, #:[H 4K 945bp.

Uniprot&:x5: Q8WPHS8, Zmid314 12 IR
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PEPSTATS of QEWFHS_THEANW from 1 to 314

Molecular weight = 35449 97 Besidues = 314

Average Residue Weight = 112395 Charge = -1T7.5
Isoelectric Foint = 4. 4314

AZ80 Molar Extinction Coefficient = 29570

A780 Extinction Coefficient Img/ml = 0.54

Frobability of expresszion in ineclusion bodies = 0.TB4

Be=zidue Humber Male% DaxhoffStat
A= Mla z0 f. 369 0. 741
B = A=z 1 0. 0oo 0. 000
L =Cys 11 3.503 1.208
= h=p b T_O0R 1 274
E=0Glu 25 T.98Z 1.327
F = Fhe 23 T.325 Z2.035
= Gly 10 3,185 0.379
H = His a 2. BBE 1.433
I=1Ile 11 3,503 0775
IJ=-— 1] 0. 00a 0. 000
K= lLy= 1T G414 0. 820
I = Len a0 9 554 1 291
M= Mt 3 0. 955 0.5z
H = h=n g 1.592 0. 370
n=-— 1 0. 0oo 0. 000
F = Fro 30 Q. 554 1.837
A= Glon 15 4777 1. 225
E = bz g 2,548 0.520
3 = Ser 2B a.2a0 1.183
T = Thy 18 5. 132 0,940
Ir=-— 1 0. 0oo 0. 000
¥ = ¥al 15 5. 732 0. 5649
¥ = Trp 3 0.955 0.735
¥ = Xaa 1 0. 0oo 0. 000
T = Tyr 10 3,185 0. 937
Z = Gl 1 0. 0oo 0. 000
Froperty Reszidues Humber Maolek

Tiny (AHCHGHSHT g5 27.070
Small (AHEHCHIHGHHPHSHTHY) 160 50. 955
Aliphatic [(RHT+LEV) 25,1549

hromatie  (FHHHWHT) 14.331

Honpolar (aHCHFHGHIHLHHEHYHIHT) 169 53. 527
Folar (HE+HAEHHHQRASHTHE) 145 46. 173
Charged (E+D+E+HtE+EAT) a1 £5. T96
Bazic (HE+E) 34 10. 525
heidie (E+D+E+Z) 47 14, 965

Pepstats&iit4h &

& N35449.97 ku,
25 5 N4.4314.
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FrotScale output for user sequence

Hphob. - Kyte & Doolittle
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REesidue totals: H:104
percent: H: 34.9 E:

E: 53¢ T: 97 (C: 59
13.1 T: 32,6 C: 19.8

Total sequences: 1
Total_hitcount: 77

o R G R R M T

Flgarnier /M HiH — 055K, 2 134.9%, BITE

518.1%,

B ¥ 1532.6%, JTLHINAEH 519.8%.



prob, i =
0.57
3 ——— ————————— = _ = N
88 CCEEEHRHHHHHHHCCCCOCCCCCOCCCCCCCCCCCCCCCCCOCCCCCCCCCCC o CCCCC CCCCOCCCCCCCCOCCOCCCCCCCCCCCOCCCCCCCCCCCCCCCCCCCCCCCoC oot
T T T T T T T T T T T T T
1 11 21 3 41 51 61 71 g1 a1 101 111
MEFFYLFYLFPILLKFCECGPFLPLOROLNPIDFDPMODOHPLDPDOL IDO IEPSEQPALCER IEPOOPTOPSTEPEELOPETYTVEYPERYT SEEPKESDOTEEQKHEEPEASPAPERY
Pl"ﬂh, 1 e e e e e e
N ."'r'd\'\
0.5 VT / \
0 R R ____f-r"""'h._-—-._ I
85 CCCCCCOCCCCCCCCCCCOCCCCOCCCCCCCCCCCCCCCCCOC CCCCCCCCCCCCCCCCOCCEECCC
1 I J 1 J 1 I 1 I I I I
121 131 141 151 161 171 161 191 201 211 221 231
CEPAYHATESTPTEASSSGDGARYCHGKHHDY DSDGRESKSDHDERPEDKKPF VP T SOCCGSYF TNSYKT TYAF DWWLCDKPWOY AL TLLALFGF SLLSPCLEAYREVLRAKAIRSF IF
‘.-"'. /1 AN
.'I I'L
VAN ~/
0 e~ N S
ss CHHHHHFHHHHHHHHHHHAHHHHHAHHA - O HHHHHHHHHHFHHHHHEHHCCCCCCCHHCCCCOCC
1 I 1 I 1

241 251 261 271 261 291 301 31513
DCFLTHLFLFLIAFCAYALDFLLMLYYHTRNYGYFFAY I TOY TVGYLYESLAYSTLRSHPARSSSFSRINEDC

Secondary Structure
H helix

C coil

Swiss model
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TMHMM posterior probabilities for WEBSEQUENCE

m | | il a

50 100 150 200 250 300

transmembrane inside outside
# WEEBSEQUENCE Length: 314
# WEBSEQUENCE Number of predicted TMHs: 3
# WEBSEQUENCE Exp number of ARs in TMHs: €7.72717
# WEBSEQUENCE Exp number, first 60 ARs: 2.7078
# WEBSEQUENCE Total prob of N-in: 0.12232
WEBSEQUENCE TMHMM] . O outside 1 203
WEBSEQUENCE TMHMMI1 . O TMhelix 204 226
WEBSEQUENCE TMHMM] . O inside 227 245
WEBSEQUENCE TMHMM] . O TMhelix 246 268
WEBSEQUENCE TMHMMI . O outside 269 271
WEBSEQUENCE TMHMMI . O TMhelix 272 2594
WEBSEQUENCE TMHMMI1 . O inside 295 314
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SignalP-4 1 prediction (euk networks): Sequence
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### targetp v1.1l prediction results ##i#i#EEHEEEE G
Number of query sequences: 1

Cleavage site predictions included.

Using NON-PLANT networks.

Name Len mTP SP other Loc RC TPlen
Sequence 314 0.018 0.963 0.069 5 1 19
cutoff 0.000 0.000 0.000
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® %K 4K 945bp, ZRiG314 N IR .
® /) 1= N35449.97 ku, 255 N4.4314.,
OlZiE 534.9%, BITE H18.1%, B #f532.6%,
%%MU% 519.8%.
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http://www.cbs.dtu.dk/services/SignalP/)分析其信号肽序列，位于1-18
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