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SignalP-HH prediction (euk networks): PBE731 CEAMS HUMAH

= Bk ( SignalP )73+

SignalP-HHH prediction (euk modelsdy: PBEF31 CEAMI HUMAN
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C =zcore Cleavage probh, ——
- - 1-8 - -
¥ score h-region prob, ——
- 1 sB.8p g
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- 6.2 B
I
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MESPSAPPHRWCIPUORLLLTASLLTF HHPRTTAKLTIESTPFHYAEGKEYLLLYHHLPQHLFGYSHYK HESPSAPPHRHCIPHQRLLLTASLLTFHUHPPTTAKLTIESTPFHVYAEGKEYLLLYHNLPQHLFGYSHYK
1 1 | | | | | | | | | |
2] 18 28 38 48 58 &8 7a 1] 1@ 28 38 48 58 &8 78
Fosition Fosition
>P0O67T31 CEAMS HUMAN length = 70
# Measure Position Value Cutoff =signal peptide?
max. C S 0. 723 0. 32 YES
max. ¥ S 0.6599 .33 YES
max. 5 21 0.857 0 .87 YES
mean 5 1-34 0. 723 0 .48 YES
D 1-34 0. 71] .43 YES
# Mo=st likely cleavage site between pos. 34 and 35: TTA-EL
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The sequence positions in brackets denominate the core region.

e Only scores above 500 are considered significant.

Las0 Inside to outside helices : 3 found.
seg M SAPPHR WCIPWQRLLL TASLLTFWNFP PTTAKL TPFB 50 fl'o]l'[ to seore cenler
rred CCOOOOCCCOC COCOCOCCCOC COOOOCCOOC COCOOCOOo0 COoOoCooo0 N 1 1 ( lr’) 34 { 34] 762 34_
seq NLPQ HLEGYSWYKG GNRQII GYVIGIQQAT PGPAYS 100 615 ( G'IT) 669 ( 663) ;10 655

pred OOCOOCOCO0 COCOOCOOO0 COCOOCOOCD COCOOCOO0D COOOOO0O00 1000

683 ( 683) 702 ( 702) 1858 692

seq NIIQNDTGFY T, IKSDLV GQFRV YPELPRPSIS 50
pred OCCOOCCCOO OCCOOCOCO0 CCCOOCOCCO COCOOCCOCO COCOOOCOCO . .

seqg 5 "VEDK DAVAFTCEFE TQDATYLWWV NNQSLFVSPR LQL RTL z00 Outside to inside helices : 2 found
pred 0OOCOOCOCOD OCCOOCOCO0 OOCOOCOCCO COCOOCOOCO COCOO00000 _so0 from ta senre center.

13 (17 36 ( 36) 294 it

seqg TLFNVTRNDT ASYKCETQNP VSARRSDSVI LNVLYGPDAP TISPLNTSYR 250
pred OOCOOCOGO0 COCO0COCO0 COGOOCCOCD COCOOCCOCO COCO000C000 —aoz0 G685 ( 685) 702 ( T02) 2208 693

atois) {1247) 2 T02 225 A
seq 5 SCH RASNPPAQYS WEVNGTFQQRS TQELFIPNIT VN ¥TCQ 300
pred OOCOOCOCO0 COCOOCOOO0 COCOOCOOCD COCOOCOO0D COOOOOO00 -saso L L L L L L L

o 100 200 200 - = = = -

seqg AHNSDTGLNR TIVITITVYA EPPKPFITSN NSNPVEDEDA VALICEPEIQ 350 N é,j:
pred OCOOOOOCO0O OCCOOCOCO0 COCOOCOCCO COCOOCCOCO COCOO0CO0O0 TMpTEd OUtpUtE(]%m{lj\“ oA

seq MNTTYLWWVNN QSLEVSPRLQ LSNDNRTLTL LSVIRNDVGE YE! LS 200
pred OOCOOCOGO0 COCO0COCO0 COGOOCCOCD COCOOCCOCO COCO000C000

sedq VDHSDFVILN VLYGPDDPTII SPSYIYYRPG W 450
pred COCOOCCOOO COGOOCOC00 COCO0CCOOO "DAS" TM-segment prediction
-
.
HMMTOPTIl] £ 51
TMHMM posterior prababilties for Sequence w4

probability

# Sequence Length: 702.

# Sequence Number of predicted TMHs: 0.

# Sequence Exp number of AAs in TMHs: 13.64783.
# Sequence Exp number, first 60 AAs: 0.0229.

# Sequence Total prob of N-in: 0. 00150.
Sequence TMHMMZ. O outside 1 702,

21005 a7T30xd ,S¥da

o
0 100 200 300 400 500 5§00 700 800
0 100 200 300 400 500 600 700
Query sequence
fransmembrane inside outside loose cutoff ____

strict cutoff

y | 2E
TMHMM Tl &5 5 DASTi £
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Hame: PO06731 CEAM5 HUMAN Length: 702

MESPSAPPHRNCIPHORLLL TASLL TFWHPPTTAEKL TTES TPFRAVAE GEEVLLLYHHLP QHLF GY SWYKGEBVD GHRQIT a0
CYVIGTOQATPGRAY SGREITYPHASLLIQHITIQHD TGFY TLHY IKSDLYHEEATGOFRVYPELPEP SIS SHHSEPVEDE 160
DAVAFTCEPET(QDATYLWHWVHH) SLEVSPRL QL SHGHRTL TLERY TRHD TASYECET QHPV SARBSD SWILHVL Y GPDAF 240
TISPLHTSYRSGEHLHL 5CHAASHPPANY SHEVHGTFOQSTQELF IPHITVHHSGSYTCQAHNSD TGLHRT TV TTITVYA 320
EFPEPFITSHHSHPVEDEDAVAL TCEPEIQHT TYLYWYHH] SLEVSPRL QLSHDHRIL TLL SV TRHDYGPYECGIQHELS 400
YDHSDPYILHVLYGPDDPTISPSYTYYRP GVHLSL SCHAASHPPAQY SHLIDGHIQQHT QELF ISHITEERSGLY T C QAN 480
HSASGHSRTTVET ITVSAELPEP ST S SHHSEPYEDEDAVAF TCEPEAQHT TYLYHVHGQ SLPVSPRLQLSHGHRTLTLFH 560
YTRHDARAYVCGI QHSVSAHRSDPVYTLDVLYGPD TPITISPPDSSYL SGAHLHL SCHSASHP SPQYSWRIHGIP QQHT WL 640
FIARTITPHHHGTYACFYSHLAT GRHHS IVKS I TV SASGTSP GLSAGATYGIMI GVLYGVAL I
................................................................................ g0
....................... fooooooooooliiooooococooooocoocooooooooooooooooooooooliooooooaa 160
..................... lloooooooooooooolJoooooolfooolfocoooooooooooooononoo00o0000000000 240
..... Hooooooooolfooooonooooooooocoalfocooooooooooaldocofooonooooooooooonaifoocooonoooons 320
......... ifoooooooooooooooooooaloococooooooooooooooooooolidoooooooooooooooooooooooaa 400
............................... ooooooooooooooooooooooooooooonoooaoldonooooooonooona 480
................................................ Hoooooooooooooooooooooooldoooooall 560
................................................... fooooooooooooooooooooococoooao 640
......... lffooooooooooo0o0000000000000000000000000000000000000000 120
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6. SMARTZE M T B T

| | | Confidently predicted domains, repeats, motifs and features

; P ; ;D\ P\ § Name Begin End E-value
@K@ @@ @ @ @ IG_like 40 1416.35e+00
15 152 234 237e-03

_ & ryY Y VY Ge2 230 306 6.69e-09
@ \@ @ @ @ ﬂ% IG_like 294 395 6.1%e-01
15 330 412 264e-03

Ge 428 484 3.56e-09

G 508 590 -i.HEi-e-[Id,

low complexty 593 604
GC2 606 662 9.49e-05
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