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-~ ExPASy Proteomics Server

Ther Exi ASy (Expirt Probsin SAnakySis Sysbem) probeomics Servar of the Sed s insniute of Biginformatcs (SIE) is dedica
I R Anabyses of proldEin SSaquancass and Siruciurss as wall as 2-0 PAGSE [(Disclaimesr S Rafarsncas)

[Fnmsnncomisnia] [Joeb apaning w1 SiEon]
Databnses Tools and soffvware packages
1 = LiniFrot Knowledpgesbaase (Swise-Frot and TrEMNME - = Froteomice and ssquence anabyais toocla
_"'"Tlti?ln b Crve e Ol e e e S = ldeification and charactenration (Alderds, Findiad, Popitam,
= |FROSITE - Frotean famihes and dommaen Priemnys, pblie, FrotParsr. . )
« SWISS-ZDPAGE - Two-dimansional pobyacrylamicdea gal & DR - Faalaan
alactrophoreaesis o Similay searches [BLAST. )
= EMNZIYME - EnSame Nnormanclaturs @ FPattaers and prafilea searc s (ScanPaoasiae )
= SWISS-MODEL R&Iﬁ'ﬂ"“ﬂ'w - .I"'-u[l;lr'l'l-ﬂl:ll:-:'l“'hl' |_'_|.;|r-||_;.|'£|l|.g.d Eratain o Foawl mrvelsticmnal rmodific sbion and Espoloqy predicison
rmcclalks O PGy SIFuclure anelysss
& Secondary and tefiary atructiure iasls (Sweas-FPdbisanr )
= Lifnks to mare othad meslecular Baabocny datalages o Algnmant and Phylogensic analysis

w limadgeMasias © Melanle - Software for 20 PAGE anelyars
MSilghi - Mass Speciremelny Irmiager
& j i

PROSITE consists of documentation entries descnbing protein domains, families and functional sites as well as associated pattens 2
orofiles to identify them [More details # References f Disclaimer f Commercial users]

PROSITE 15 complementad by ProRule, a collection of rules based on profiles and pattems, which increasas the discnminatony povwer
brofiles and patterns by providing additional information about functionally andfor structurally critical amino acids [More details)
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SBasic-leucine zipper (bZIP) domain signature and profile

Descriplion:
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Eukaryota - 2027

Hatazoa - 961

Chordata - 766
Craniata - 736
Mus mpusculus (Mouse) - 162
Homs sapiens (Human) - 117
Danio rerio (febrafish) (Brachydanic reric) - 7B
Tetraodon nigroviridis (Greem puffer) - 55
Fattus norvegicus (Rat) - 53

.?l.'viafus laevis (Africen clawed frog) - 48 Emr,'nlrm ™ —— an l'l'ﬂl!ill'l'll
7IP i , ncae COTB ACAZ,  ATFICRER activater 2 (Chromosome stabilty  Saccheromyces
ﬂH 1T T #EI -:é % a J’E ‘ﬁ‘ A Fl HAT t’: ﬁ)] j} 'E‘I:ﬁ- A L2 YERST Fass ¥iLOBI protein C5TE) cerenisiae [Baker's yeast)
Fagu rubripes fJapaﬁe.sn pufferfish) (Takifugu rubripes) - 21 VAP Klngveromyces lactis

Pongo pygmasus (Orangutan) - 13 APl KLULA  PS60%S ) AP-1-like transcription factor [Yeast) (Candida

Oviz aries (Shesp) = 10 - KLLAQAO1760g sphasrica)

Sus scrofe (Fighl - 10 g :

Oncorhynchus mykiss (Rainbow trout) (Salmo gairdneri) - @ AP SCHPO COMBR3 p&pi.taﬁ. AP-1-ike transcription factor (Cafieine Sthizosaccharormyces

Ctenopharyngodon idella (Grass carp) - 5 - SPACIT8307e  resistance protein 3) pombe (Fission yeast)
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FOS_HUMAN  (FO1100) MOL e 1, MOLECULE DN.F-. 5-D

JUH_RUNAN  (FOS412)  ("TR TP "GP GE"AP AP AP AR TR TR TP "GP TR TP TF" il
NFACZ_HURANIQI3469)  peTPeAP*G).3'), CHAIN. A, ENGINEERED: YES, MOL_ID: 2 Cyclic AMP-dependent transcription factor
MOLECULE: DMA (5. D Pa1Ra A 1 (At i y
(AP AP*CP TR AP TP GP* AP* AP*AP*CF* AP AP AP*TF ATF1_MOUSE  PE1Z64 :"Ir.FF11 {Activating ranscription factor 1) (TCR-  Mus musculus (Mouse]
P TP"CP™C)-2') CHAIN: B; ENGINEERED: YE'S; MOL_ID: )
MOLECULE: MUCLEAR FACTOR OF ACTIVATED T CELL atft, gad7 mist,

CHAIN: N: SYNONYM: NFAT, ENGINEERED: YES; MOL_IDIl 1 crvp  pan) cscl Transcription factor atff (Transcripion factor  Schizosaccharomyces
~ MOLECULE AP-1 FRAGMENT FOS. CHAIN: F. FRAGME nitetbl il el mts1) (Protein sss1) pombe {Fission yeast}

MUTATION: YE SPEC2685.01
IM: 0
C vz aaxxamuz i S W oo s B Tt oo

GCNA_YEAST (P03069) MOL_ID: 1; MOLECULE: PROTEIN (GCMN4), CHAIN: A; MO:
MOLECULE: DNA (5-D
TR GP'GP AP*GP* AP TP GP"AP"CP*GP* TP CP* AP TH
P*CP"C)-3) CHAIM: B, ENGINEERED: YES [3.00 A] {15-
cREB1_MOUSE MOL_ID: 1; MOLECULE: TRANSCRIPTION FACTOR CREE; CHAIN. A
(01157 FRAGMENT: RESIDUES 201-255, ENGINEERED: YES; MOL_ID: 2;
MOLECULE: DA (5-D
FCP R TP TR G G CP TR P AP CP G TR CR AP G CP"
*APTG)3), CHAIN: B, D ENGINEERED: YES [3.00 A) (27-NOV-99)

FOS_MUMAN  (#01100) MOL_ID: 1, MOLECULE: P55-C-FOS PROTQ-ONCOGENE
IMLERUN  (POE412) CHNN E. G SYNDWM CELLLILAR OMCOGEME C-FOS,
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pomibe (Fission yeast)




qQuichk scan

(Crutput includes graphical view and feature defactsn)
 ® *

Erita your sequance of 8 UniFrotkE (Svass-Prot or TrEMEL) 1D or

EANEREONAE I REEER T

AC [ help |

TOETIT

Claar |

[+ axclude pattems wath a hi

HODBDINDY Of GCCLUMEnCe

- ScanProsite Results Viewer

PROSITE tools
Scan a sequence against PROSITE patterns and proflles -

« ScanProsite - advanced Scan

+« PRATT - allows (o interacively generate conservad pe

from a senes of unaligned proteins

« MyDomalns - Image Creator ™
domaan figuras
*

hits by profiles: [G hits (by 1 profile) on 1 sequenca]

Hits by PSR G LIKE fg-ihe domain peolids

= allows to generate

POETT i ) . — 1
G —— S PGS GG

Carcimoembrysnic antigenaelsted cell adhesion malecule 5 precmsa {Carcinsembryonic amigen) (CEA) (Mecanium antigen 1080 (CI6G

antlgen). Homo sapens [Human)

s on POE 30 stnaciure: [1ED7-4)
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EFEIREALH scoie = 9337
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418 - 495: score = 13021
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Pradicted loaturs:

DISULFID 437 477 By similarty
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e T S 1 T DT TGP TORE | TP LIS L D] P S TTLr I B B A
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RO TENPYRGTT O T LF [FME TV TTO DRSS ToLRE TTVTT I TYTAD PR F I TR
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LT SR Y LA TR R T FETTTTR VELAL S0 AL b b PR 0L 10N 1 CORTOIL
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501 . SHE: score = 10372
b FEFSISEnN3KFVEDEDAVAF TCEFE A==~ TTYLHHVHG= = === ===
SNONRTLTLFNUTRNDARAYVCGIONaVEANRIDFUTLE
Prodiciod foature:

DISLULFID 523 571 By similarty

593 . 6TS: wscore = 12 B04
FETPIISpPDE3TLEGANLNLICHIAS-NFIPOYSWRING[-———————
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ExXPASy Proteomics Server

The ExPAZY (Expert Protein Analysis System) proteomics server of the Swiss Institute of Bioinformatics (SIE) is dedicated
to the analysis of protein sequences and structures as well as 2-D PAGE (Disclaimer f References).

[Announcements] [Job opening] [Mirror Sites]

Databases

UniProt Knowledgebase (Swiss-Prot and TrEMBL) -
Protein knowledgebase

PROSITE - Frotein families and domains
SWISS-2DPAGE - Two-dimensional polyacrylamide gel
electrophoresis

ENZYME - Enzyme nomenclature

SWISS-MODEL Repository - Automatically generated protej

models

Links to many other molecular biology databas

Tools and software packages

« Proteomics and sequence analysis tools
o |dentification and characterization (Aldente, Findhod, Popitam,

HELTEMEELER D

UL I3 x
Fattern and profile searches (ScanProsite.)
Fost-translational modification and topology prediction
Frimary structure analysis
mecondary and teriary structure tools (Swiss-Pdbiewer, )
Alignment and Phylogenetic analysis

+ ImageMaster / Melanie - Software for 2-D PAGE analysis

s [Sight - Mass Spectrometry Imager

s Roche Applied Science’s Biochemical Pathwa




S ExPASy Life Science Directory

(formetly known as Amos' WWW links page)

1at we reserve the right to choose the lnks we want to

Protein related databases

Protein 3D structure related databases
Proteomics databases and links
Nucleotide and related databases
Carboehydrates resources

Species speciific databases (Human/Vertebrates/
Mitechondrion and chleroplast/
Insects/Invertebrates/Plants/Fungi/Bacterias\Vir
Uses and phages/

Human mutation datalbases/reseurces---)
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TGO CCATC LA GO ASATEAAGCCCOATEC CTAGTAGTOICGATTOORACC AGTOTTTARCOCAT

R T A A AT T ST TR TCT T oL TT TAGC AATT TC T T TR AGEEAGCCTOTA
T T AT T TG TG AT G A A T T T T TT TR TTC T TG TCATTATATAGC TACTCARTAARGE

TREDGTTCT T R ARG R B
Ciutput formiat |'\."i-|h-:|:n ("Wat", "Stop®, spaces babwaen r&slduu]d

Pleass aner a DMNA of RMA Sequence in the bo balaw (numbers and blanks are u;TI'a-nS late Tool

G LT TG AR TAC G TC G AGAT G A AC TTC GG TG AC GGG TTC GORC TECTTOLGAC GATC AL
A R e T SR TR AT TR R O T G R A TG AAGR ARG C TGO A GOCC TR C AT

G O A T T G AAGGOC GGG LAGG TCAC COTERAGEGAGACCAC GC TC RAGAGGCTGSGORIC A

Fgl| LEZAEZ052 |ref |HAE ODL1114956.1]

Ragat &




r'ﬂisai - Intelligent algorithms for DNA “JF;.'has
Yol St R F Fo ik A F 54

The Wizel form compares & profein sequence 10 a genomic DNA sequente, allpwing forinfrons and
rameshiting emars,

Wise :

The model parameters which have been chosen foryou ane a5 follows:

o Human nene pararnetess
v« Local startfend in the probein
» £33 Algonithm

This is the simple Wise2 form, 1o change these parameters you need 1o use the advanced fmm,
Qﬂumdﬂml Softwae

Qutput for alignments
vl Pratty aligneer

four Email Resulis

interactve ¥ [¥] Pasameters

Dutputior gene predictions

[ Transtation (] cOMa [ EMBL feeahure table fomat

(P 2 S EORE
N R il L Fr
GG T A

Gene stuchure

T5E.-

Sequence 1: paste a Protein Sequence in FASTA format OR upload afile: Help |
»PF31946| 14336 _HUMAN 14-3-3 protein beta/alpha - Howo sapiens (Human) ﬂ
MTMDESELVOKAKLAEQAERYDDHAAANEAVTEQGHELSNEERNL L SVAYENVVGARRSS
WEVISSIECKTERNEKEQOMGEEYREEIEAELOD ICHNDVLELLDEYLIFPNATOPESEVF Y
LEMEGDYFRYLSEVASGDNEQTTVEN I QOAYOEAFE ISKEEMOQP THP IRL GLALNF3VF Y
YEILNGPEEACSLAKTAFDEATAELD TLNEES TEDSTLIMQLLRDNLTLWTSENQGDEGD

LAGEGEN

. .. |

Sequence 2: paste a OMA Sequence in FASTA farmat OR upload afile:

Seq. 1 Upload afile:

[
Help |

=i 2791551 | enb | ALOOSY25.1] Huwan DML sequence from clone RP1-148EZZ2 ﬂ
GATCACGCTATTGCACCCCAGC CTGGCAARAGAGCGAGLC TCCATC TCALALLACACACACACARLCAL

L

BALCARACCACALGAGCATTTCALLTACTTTTGC TAALLTC AACAGCTCTTCCCTTAGGTATCCCACLG

T

ACTGGACTACTC TCATTTCC TTCAGACC TCTTC TCAAATGTCAGC TACTC AGCGATACCCTGACCACCE

T

ATCCALAATAGTAGCTC TCATGCCCCAMCCCCCATTCTCTTGTC TCTTCTCTTACTGC TTGTCATALTT

L

TGTAAATTTTTTG TGO TAGALC AAATGC TTC ATGAGAGC AGGGGCTGTGTCTGTTTTGTACACTGC TG ﬂ

Seq. 2 Upload a file:



- A

om0 RE A EQUEROME T
l'le-Iliifil'ﬂ | | .Ff: * .

Pratein Stat

All.‘em ate Input:

— Upload [ i
. p - ! 4 :
Protsin P4 lelp | About Us | Contact Ug MI
2° Stnucture P 'H'_ ﬁ il % ’“‘"#fr HEMGL INSHITALPHAHGELPT &

] HVLIFADETHVEAANGRYGAHL
GEYTGAEALERNFLIFPTTETYF FHFILSH
GEROVEGHGEEY AD AL THAVAHVD DHFHA :l

T DNA © RNA * Protein

Wiinw Struciure |
od: 60653657 Viegfoeg 286 Ze-TH
- ) protparam |
@d: 4504345 3e-TH
8101647 " GeTE Wiew NCBI Paga |
g : E::E:I t:" 1.? -'-'- } . ‘Sﬂ-?ﬁ F'rnmin ﬁalﬂ I
£2898345 v g 285 le-75 Protein Pattern |
LRSI . 5 W 1r . 1 T
pd 27574244 - pdbad 101N View Seg le-15 Dipole Momend I

Q56200 - pdbid 107D Vi Seq .75 2001, 1ﬂ15|]]
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Protein
Sequence Input
Enter a protein

ITLEVERSDTIENVEL clearin nut
STLHLVLELRGE
format
or a db
db: 10

FisAbma b Motil Scan Results '

Matif scanning means finding all known motifs that acour in 2 solE AN
pratein sequence, select the callections of matifs ta scan far, a
documentation is available about the Prosite and Pfam collect)
deals with the interpretation of the match scores. You shauld cr
ExPASy, Pfam and InterPro for additional infarmation,

st alidin ol |
rupd e AR

The scan might take a few minutes, thus if your prots
sequence databases (see list), the Query by Protein form is
provides a collection of toals that you might find useful,

Origing mapa  pef fog ped gl

Malches mapg
-y

List of matchas 7

37.5% ddentEity in OO0 aa over lap
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The Eukaryotic Linear Motif resource for
I I Functional Sites in Proteins

LUV Er Browes limks

Funclond) $Me prodicton

SETFRELLNTEA FYFREFHATELE
VORNGELSAD DS ELEDRASELER ::r ] i ; RILMKGFALFVER
FLATFEVERD VA IVTEVLEEDLFL FTEH A - EREFPLOGL
ELFTREALLHRH
CERRPT CTESFAFROGLERHETVE =]

LeEKSFFSEYDLAKHNTVHT CERPTE

[ 8T ]

= Filbiding suminsary

B i asipeplied callulas bacaties.
Lhuri stipplied 1asan: Flemo sapien

pack of e ELM databasa {Dac 2007} conk

CEy—
Fowhorn  watan
Mimiasg

Fim T

o et e (FE S

Baiats A LEPAEY S Tual TS iy
arkiria BRripRor i By v By Cprag Fraduted
ackeer. e v
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ChloroP 1.1 Server

WP( ChloroP M43 {558 A Y TR

A elaled <=

j
pepldes

chiloreplast

P & SInQR SRARSCE O Sirivill SOGRancirs 40 FAZ T Rormial oo B Bl Daiow: tranSIt

*P46844 | AATI_ARATH Aspartate sainotransferass, chloroplast - ~ )
Arabadopriz thalisna (Moure-sar crezz). e tldes
W TTHE S5 S SDRR TG AL L REL R 3G S0 30N S L TSP T - 166 5VF SHLVAFET P T i p p

e (CliP)

SUEMISSION

St & ke o FAZTE fowrmad airecitly foum pour B0 5l oisk

Clear flelds

CENTERFO _ . .
SENIERES ChloroP 1.1 Server - prediction results

CALSEQU

sNCEANAD Technical University of Denmark
LYSIS CBS

#H## chlorop wl.1 prediction results HESHSSHESSHESHESSHEHHRETHES

Nuwkher of dquery sedquences: 1

Name Length Socore TP C3- cTP—
SCare length



MITOPROT:
Prediction of mitochondrial targeting sequences
. s P = = %
MITOPROT 2R {AH:& K15 5 B T
Enker your query sequence;
(Spaces, numbers, non-alphabetic characters will be &

METTHFSSSESSDRRIGALLRHLNS GEDSDNLSSLYASPTSGGTGGEVH

VOWRPEDPI

WTHDFEMLHLGWWEEGKFLWQQLIHDRTHIInput sequence length @ 449 as
EFNKLSAKLILGADSPAIRENRITTVECLSGTGSLRVGGEFLAKHYHOKTI

QPTWGN

g;g]lﬂlg‘n&wﬂ'fﬂﬁE-PATHGLNFQGLLEDLWMGQWH&WP VALUES OF CONPUTED PARAMETERS
OWEQIRKLMPEKGLMPFFD SV GFASGELOTOAKPIRMPGADGEECL

Seguence name (optional): Net charge crf QUETY SEQUEnCE : #11
Analysed region 1 |

[(Submét | [Clear ] : . ] : :
Number of basic residuss in targsting sequence @ 4
Mumber of acidic residues in targeting sequence @1 1

leavage site : 24
lesved sequence : BETTHFSSSSSSDRRIGALLRH

HYDEOPROEIC SCALE USED

GES KD GVHL ECS
HLT : 1. 406 1. 324 0122 0. 565
Nescl : -0, 366 0.460  0.29%2 0. 207
Nubd_075 - 21. 654 10. ET4 5. 981 4. 317
Nukd_035 - 26, Bb2 13, 411 7. 097 b. 515
Rukd_100 - 29,312 .3TE [ 7. 30
Mufld 105 H 30,297 21,562 7. 434 9,028
Hmax_075 - 13, 300 10, 150 1.941 3. 68T
Hmax_035 : 7. 438 10, 0O 2. 485 3. 560
Hmax_100 13,700 13,900 2. 762 4. 820
Hmax_105 H 1. 700 11. 900 0, 578 4. 060

PROBABILITY



SignalP 3.0 Server

gnalP 3, 0 gerver predicts the presence and locat . .
di fferent organisms! Grasrpositive prokaryo i TN = | - S
predictlon of clesvage sites and 5 algmal ﬁl l]_ﬂlP Hj:l—" “ﬁ ﬁ]]’ﬁﬂl]i. |
artificial reural metworks amd hidden Bark E H "L
Wlew the version history of this server. ALL the prevd 1
B
Hew paper sbout using Signalf and other protein subcellular local d s T
Lecating proteing in the cell wing TargetP, SignalP, and re
laf Emsrnieleeon, S8Een Brumak, Gunnar ven Heline, Heseik Nielsen Bk .
Nrture Prafocals 3, 953=9T1 (2007). 1
) - =i Ta L S
Eﬁ?ﬁ?égiﬂnﬂﬂ end meolementary information here. llll.T'Iuriii‘II‘I'I.]ll!I'.m.tl'm.hii.'.‘l !lillrll.!ir.1ﬁsPTiGETGGIvr?-LvQﬁPIIP:LGTHvﬁ-nr
[ i 1] an ap e T @
Paete & single seguence or several seguencer fn FASTA Former fngo ohe Poaidloen
1PA664d | AATI_ARATH Aspartate smanotrensferase; chloreplast - o] I dars
Arabidspsis thaltana (House—aar cress).
B TTHF 3555550 REIGALLFEL HSGEDSIRL 55U YASP T 566 TRGEVF SHLWAFEDP T L SIAEEET LTS ADATE Lasgth = 70
L] lﬂ-lun-'e :P';nu-:ln Velus Turofi wignal pepoide’
Tubei ¢ @ f51e im FASTA format directly Ffrom pour Jocad Jisk: A, 30 0,258 0,3 R
max. T i L] D.0fd D33 [
.. ) max. 5 7 0.331  0.87 N
) mEEn 1-I9 0., 09% .40 MEF
ETE'I_T .I:lrlh:“lal nat . ot %L.:Hﬁr [ETT bl-ll-l.li.ll Fiieda .:H1:| BEaTH ]
Ofraznegative bacterla O HEdden Narkor models e i e il -
Crreaepositive bacteria #HBath B Lt
W0 F =
Truncation
Outpat £ ) Trurcat h ae fo max, (10 9% -
& Standard ate &ac Pasnse " .
{Full 3
. We recompend that only the N=terp & 4 .
E.I:I 1
< t {no graphics!) Bnter O (zera) to disable truncat
w2 | :
Submat Clear fialds
#.a
AET THF A dEEEIGAL LEHLAdGE BdSPLAEL YR EF TG G TOGEYF A HL Y P L BFELGYTYA YHE!]
o ;1 :; :Illr lll 1I1- q..m 7
Famifian

igna
Eigna

*PHEEAY LATI LELTH
Fredicticrn: Hon~-a9<retocy protein

I paptide proebability: O.00Z
I afEhdr pEdbEaii lLESE O.OHIT



TargetP 1.1 Server

TargetP 1.1 peadicts the subcalbular location of eulg
chiofoolast Fansit pestide TP mitochondrial tEe
SUEMISSION

TargetP ¢ 20 B A F B 7R 0

»PA65ad | AATI_ARATH Aspartate sminotransferase, chloroplast = A |
Arabidepsiz thaliana (Mouse-sar cress), |
METTHF 3555550 RRIGALL RHL NG S0EDNL S50 YASP T 300 TG SVF SHLYQAPEDF [ ~|

Swbmi & e in FASTA Saemat cheachly frien your iCaS aisk

[P ]
i ganksm grop Prediction scope
' Moerplant [+ | Perform cleavage she pradich; - L
® pran ceerror TargetP 1.1 Server - prediction results
Cutells CALSEQU
® no cutofs; winner-takes-all (defaulf SHLEANAT Technical Unive rsﬂ.}' of Denmark
) specificity 0,95 (predefined set of culoffs that yielded this spec LY515 CBS

) specificiy »0.90 (predefined sel of cutofs that yielded tis spec
() define your own culoffs (0.00- 1.000: ¢TP: 0.00 mTp 0.0

| Submit || Clearbelds |

. 1F HHE targetp v1.1 predicrtion results BEFRRNREHREERRARRRNRERRRHRANRRERAE
REllablllw ClESS urber of query sequences: 1

" I leavage site predictions included.
IDcallza tIDn U=ing PLANT necworks.

prESE':lUEI-IEE |Ength Len cTP mIF SP other Loc RC TPlen

P46644 AAT3 ARATH 4% 0.345 0.310 0.036 0.149 C 4 64



HetMES 1.1 Server

HeE B 1 1 wenve predaiy mecres-ac b ratienr seped sgasin NS @ eyl profee o b eambaraleon of e rarlsorien ined Pedaen oy madeh

— _C NetNES SRR E 4 7 M 1 544 TR,

Fph i L S (4 SRR R

EENEWL LI LG, aSF THL PO, VLD W L DAY LR D i I THE
1152 D TS T T BT B T T S TP AL TS T | A G W

Beguenos FoFltion

L . iZeg-Pos-Residus NN HMN HEZ Predictsd
L J o i e B e i
] erp—— Sequence-1-H 0.124 0. 000 0. OO0y -
— | Segquance-2-H 0.101 0.0z4 0. DD -
chnrrtot NetNES 1.1 Server - prediction results seauence-s-r 0.100 ©0.024 0.000 -
;'_. 11 ; .":-.F _j III Eequence-4-F f.095 0.0z4 0. GehiD -
E 1T Fequence-5-U 0.108 0.024 0. D0 =
- '.-I:"Eri‘-:': B Technical University of Denmark Saquence-6-V 0.129 0.05%  D.000 B
Zegquence-7-L 0.148 0.104 0.000 -
Segquance-H-L 0. 160 0.10% i -
Sequense-9=N 0.239 0. 107 0. 300 =
Sequence=10=3 0.116 0.03% 0. DD =
*Fequence = NetHES 1.1 prediccion Sequence-11-Y 0.2585 0.08% 0. ey =
HefHES 1,11 Pradicted HES signals in Seguence Jequence-12-L 0.433 0.034 0.354 -
! i i j | FEQuenoe=-13-L Q.373 o.07e Q. 000 -
# - Srquence-14-C d.2049 0.00a% 0 . i -
- Fequense-15-G 0.133 0.005 0.0 =
Sequeance=16=L 0.317 0.00% 0. D0 =
Eequence-17-A 0.208 0. 0 0. e -
ﬂill-r: =17- -
E Seguence-2T0-R 0,07 0.267 D.103 =
L P T Y 4
Saguence=2T73<E 0.113 0,002 0. 000 -
| Sequence=-274=-5 o, 127 0.002 0.000 =
q i J I| | | A JI Sagquence-275-0 0. 08& .00z 0. 000 -
. _&d1 - e st | et b s e +_-f_jl- o e . Sequence-276-F 0.150 0,002 0.000 -
. 200 490 - - 180 L Sequence=277=F .07 0.0z =00 -

0.0

Saguance-278-F 0,095 0,002 0.00

”; a3 Sequence-279-T 0.078 0.000 0.00

-']'IH |Il” ] F = -” i l Sequence-280-V 0.072 0.000 0.00
A Zequence-281-P 0.074 0.000 0.00

Sequence=-282=V 0.084 0.000 0.00

Sequence-2083-5 0.07% 0.000 o

- i




8 Hilp Dy

0 Chgemant il iy
1 Freals
Jel o]

s [l 3frin

o R gy

¢ Fadar FHelp

- mm T LN Lot r

Radar

FADAE Llindy S Bipsd Aytiendbs

wfed AAUEORE URile. Fadir B Uiig b5 i
rapials, i dariies shon cormposon Blaced ot el an pap
i e & rwilving My Silfesenl pas of Iepaats in y0ur QR SR &

Endis of Pasle & Prolidn SSquenc e in any format

EEEYFLIRIECHPAYTLIHNT AV THIREF TG IED TEGVE GRN IHHT SR BL GFRELLAFODLECERAL
IFFELFEEEN T  PAV N SEEVEFTACI S EEL IS TVE STFNC S ISSETRECHINT THED
AL LGEVLDHCS TR TR FARE T F R EOREF R AFATES EVD T L EDG TR VRETEIR ANTNEPF F
Y YR TS ATCRVEER Y ERCF 2N P IV TT TECKHTELEF ENT IHF BFECTRF ITPVFLSPFOATFLPES
PR ISR TS L AN OL DR A LG R R T C LG D ECL LD L RFITL IKENTE

Uipaced b Bl

Radar Results

(51

Radar Results
raciar-200801 11-07410935375062 output

I

KNo. of RepeacziTotal Jcore|lengch |Diagonall| BW-Frem| EW-Tol  Lewvel
Zl 47. 57| 141 181 481 64l 1

48- 63 (21.24/24.41) S5SLGPMELLgPQDLE
307- 320 (26.33/13.97) SEMLGDEGLL..QDLN



;.-1.; Humber of aminoe acids: 449

Pmtpﬂram tﬂﬂl Molecular weight: 45954.3
spretical pI: 2.34
ol Pl"}tPﬂl‘H l“ % é ﬁﬁ _E\.Eﬂj 1.-5 :E;lu“ ﬁ-ﬁ ﬁ,-:'—t_d-' NI 5 ition: [ C5Y format ]
O, 3070 20 COMPETAT ST —— A 37 8.2%
"h'li"cﬂinr,-ll-ﬂ' W (Cvscame) Arg (R) 24 5.3%
A=zn (M) 15 J3.3%
Asp (D) 20 4, 5%
Please nol thatvou may ool il oot one of e iolowing fields at 8 tme Cys (C} 4 0.9%
Gln () 15 3. 3%
Eer & Swess-ProfTrEMEL acossann number [AC) [for sxamps POSANY) or 2 sequence identifer D) for sxampie KPC1_DROVE G 1u (E) 18 4.0%
Ely (5} 39 3.7%
= His (H) 13 2. 9%
LY 00 (30 DR2508 VOLIT W SEUEnCe 1N e Ddo: Deskow Ile (I) . 6.2%
E-m_-:m.mm;nr_rrm-:-:mm:m::-rm-mmmmmﬂ P Leu (L) 45 10. D%
; —_— _— Lo e Lys (K) 25 5. 6%
GRS T e Lo L LV R e T B TV N L FEL T NE R L E
1 - Het (M) 12 2. 7%
TR TR L FEAL R TR TR IR CRGTRF T TSLAP AV ST ETEL TRITIT Phe (F) 15 3.3%
& Pro (BE) 22 4, 9%
SR TG RETVREL 1D L TRAGNTERY Ser (8) 39 8. 7%
i The (T) 29 5.5%
Trp (W) ! 0. 3%

RESET | Corpuls plrtirs

Total number of negatively charged residues (Rsp + Glu): 36
Total number of positively charged residues (Arg + Lys): 48

f'I?ﬁ‘“ﬂi]h H:Il % % E]:I iﬁﬁ%&lé‘ AMomic composition:

Eq :r:l "' I‘H: jfi':* ", ﬂ Carbon c 2163
J""' e A = KEydrogen H 3482
I%i Hitcogen H al&
Oxygen Q 639

Fl AL gulfur 8 16

Formiala: C H

& VB3 31&3"W5ﬂ539 § L]
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http://hpdb.hbu.cn/thesis/2005/ypb/index.asp
http://hpdb.hbu.cn/thesis/2005/lsp/index.asp
http://hpdb.hbu.cn/thesis/2005/tlf/index.asp
http://hpdb.hbu.cn/thesis/2005/cr/index.asp

SWISS-VIODELA

e

= VB2l

(NG BV Rl aR e %E%’?E'F 25 CUll
PDB,SWISS-PROT=). , 152527l sz 1 ClElYi)A7
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MENU S i E TR E R

+ SwissModel First Approach Mode

Modeling requests:

irst Approach rode
P ———

- Project {optimize ) mode

Please fill these fields:

. oligomer madelin anr Emlall | {ML=T be corract!)
« GPCR_mode =oress:
- Your Name :

Will be added to the

Request fitle @ | results header,

Intaractive tools

» DeepView - Swiss-PdbViewer,
& tool for viewing snd I

ipulating protei . '
L?f,j‘;’,j'r:s"_;?,fmnd'g.s_ Provide 2 sequence or & SWISS-PROT AC code:

i IZE AL DT
 Lockup the ExPDE template ﬂzjﬁﬁlﬁééi\é/l\g)j .

- sembive g T SWISS-MODEL /725 7%
B || PORIARS NN R

— S| R REELRTS)) SRR .spd bﬂ% =t ﬂé‘z
Freguently Asked Questions, - ﬁ*ﬁﬁ%ﬂ I‘lﬂ %ﬂ*ﬁﬁ o) ;[X

Wisualising 30 models,

Reliability of modsls. MOTES: A SWISS-PROT AC code looks ke this: PO4406 i A SW I S S
How SWISS-MODEL works., Seguences can be provided in ether R&W, SWISS-PROT, FASTA or GCG ) i ‘I/ o

S . MOBEL: LA lispalbvi:

. Define the lower BLAST P{N) limit for template ﬁ : i‘z%**ﬁﬁm‘ w\}zﬁ

selection :

] Swiss-PDBViewer i/

0. ooooooooni

0. 0ooooool

« Define the tenl; oooon: ish to use for this TTJ:I: 9 m WJFEEFE%%XHL

request:

ZiAc i (e

In some cases you mav wish to define a set of template structures to
be used for a modellinc attempt. As an exanple, modelling a serpin
[Serine esterase inhibitar similar to the plasminogen activataor inhibitor,
antithrombin III, etch will generally fail, since these proteins have two
distinct structures in the database:

1. the activated form of all true serpins
2. thco procursor form as found in tho sorpin-analoguc Owvalbumin,

It is thus best to chose the correct templatedsy wou wish to base your
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