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http: iy expasy . org/swissmod!SWISS-MODEL html

SWISS-MODEL SEVEr i v expasy.ciswissmod/SWISS-MODEL hirrl
WHAT IF Program  hitp:fesenee.crmbi kun nlfwhatiff
WMODELLER Frogram  hitp #guitar rockefeller eduimodellermodeller html
Insightll Frogram  http iy accelrys.comiaboutmsi html
SDSC Server  hitp:/fcl sdsc eduhm html
BredictPratein ST http:#cubic bioc.columbia edupredictprotein/

http:#hickbug life nthu edu twipredi ctproteing

Q SWISS-MODEL
|

http://www.expasy.org/swissmod/SWISS-MODEL.html
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HTERARE
fE(Mode) :

MENU

Modelling requests:

* First approach mode
» Optimise {project) mode

» Cligomer modellin
» GPCR mode

SWISS-MODEL

SWISS-MODEL S L HBRHomology Madelingety S s s e Bis i ibeli s » el — it O R AR 7

Fisrt Approach mode :
Optimise {Project) mode :

Oligomer modelling :

GPCR mode:

BRHEMAZRE AR - BT HMEIEE - FRUIREL R ist Approach mode % igE{H -

WAFT]  iEbAREEIEE 3§
5% - gEidEmalgEER

9% Fisrt Approach mode ASfEE - B
Swiss-PdbViewer(# 5 2= Hr# R iDL
R BIREHER - R EERI TRl
7 o

fR AL RIS 2 SenviEiR i F L E e
AR HFEHII SR o

HTRAMES EET (EHelay s s SRR
Hy5eRE(Receptor) » (RIS —77= » #37

&8 o

SwissModel First Approach Mode

Please fill thesa fields:

(MUST be correct!)

Will be added to the results header.

Provide 2 sequence or a SWISS-PROT AC code:

=

=

NOTES: A SWISS-PROT A

& this: PO4406.
S Pt |

Fr e

2

@ A (nput) :

B A ETFE£E(Your Email address)

1B A= 0our Name)
2R B R HERR(Reguast title)

PR E R SWISS-PORT ACHES
(Provide a sequence or a SWISS-PORT
AC code)

REEFRERESERESEE A - BRETHAHR=HE - HHlE

Welcome to_Swisshdodel
SwissiModel Tracelog-X0O
Swisstodel-Model-X0

IEHEM AR E R R
FrER Rt FrE ARt EAETE
HiEE BT SEEHERPDB file)

HEEENRR » RESEEf LT Lt Es
ISR TRRE SRR  BRE RO AT ERR
SRR ST AR SR AT TR S B

Sequence TG ET R
SWISS-PORT AC  SWISS-PORTE—{EFFIEVERHE » FTLEE
code I T MR AR MR RF 8,
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% 78 (Options)

Optians:

« Define the lower BLAST P(N) limit for template selection:
Lower BLAST kmit: 090K 'I
» Define the templates you wish to use for this request:

In £0Ma £3585 Oi M3y WIER 10 ABfinG 3 50T B tMRLTe SIUCTUNGS 10 b8 LSS ToF 3 MODRNING ALTAMP1, AS 30 7
moduling & sorom (Génne estérsse mhibitor swdar 10 the plasminogen aStvater shbator, antibroesten I, tc) wil
‘ganarally fail, Snce thase eotes have twd dHinct JtrUCtures in the database

1. the activated form of ail true sarins
2. the pracursor for a3 found in the serpin-analogue Cvalbumin

1Li5 thuis b5t 1 chose the Cerract tewglatels) vou wish 1o Bate vour model on,
To do 30 you may usa ExFOS tomplates, your own tersplates, o a cambination of both,

o Using ExPDB templates:

arch for suitable templates In the ExNRL-30 database,

2 Select the entries yuu (urw.ue( eppropriste from the hit list andfor check If their codes
exist In the ExPDB

3. List up to 5 entries m tM window below, separated by space

58 datalisa is daivad from the 508 Sutabiase Lach o
4785 tanna ity Tha 1SS0, vt sre B e the 0N cach

= Provide one ar more of your own templates:
Until further notice, modelling templates must comply with these guidelines:
« The format MUST be PDB.

« The flles MUST contaln only ONE chain.
= The files should contain no HETATM records,

Template fie 1 [ e
Temclate file 2 [ |y
Template file > [ ||
Template fled: [

Define the lower BLAST P(N) limit for template selection :

EfEfRIERIa bR PIN) & TRy B Efa - PN (ERA R IR RS REH(A o

Define the templates you wish to use for this request

EEER SRR » P ir ] LUEE AL e M S RS R TR I ES BisE R E MR - IFEEA
EMFT RS HoREER » FER\ BEDBES - IR 2R EE’.E??E’J*%HE{E’J a0 REEMEPDBAER . AHEERFH
(ONE chain)gy-FReR T 2E 0 s FEREHETATM)

« Results options: (The SWISS-MOCEL server will return all results via Email)

 Swiss- will reburm the finel model and the templates) s 3 Swiss-
PdbViewer mode  Pobviewer project file and a log file tracing all actions taken by
the s=rver

includes the final model co-cedinates file in BG& format and a log
file tracing all actiors taken by the server

© short mode hwill return only the final modal co-ordinates file

© Mormal mode

C Send the nesults as plain ASCII mail instead of emall attachment. m
£ Include a WhatChedk report of the final model.

+ The 5WIS5-MODEL server can forward your sequence to the following services:

o PHD Secondary structure prediction: at Columbia University
& 1. Do not forward the sequence
o 2. Forward the saquence only if no modelling templares can be found
@ 3. Forward the sequence in any case

+ Fold Recognition Server (30-pssm) of the ICRF.
® 1. Do not forward the sequarce
© 2. Forward the saquence enly if no modelling templates can be found
© 3. Forward the s=quence in any case
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Results options:

EEEFAREEER =18 -

Swiss-PdbViewer mode LIPdbViewerditeERa R » B STEHEERITEE
hormal mods LIPDEREER S ER « HETEHAEE
Shart mode LIEES SRR BRI EER

S EERARNEIE S BIE LS i ARG T 2LETImEE . B—EEESirraltEaR A What
i EEER R AT » eSS —H MR SRR AR ¢

The SWISS-MODEL server can forward your sequence to the following services:

A e S B YRR HE R AR S PRI -

PHD Secondary structure prediction e {TEH iR RThEE
Fold Recognition Server (3D-pssm) R LR old Recognitiondy 77k 78R = iR igiE

TERE PR EEY T E A5 AR

1.Do not forward the sequence SRR o

2. Forward the seguence only if no modelling g | B .
templates can be found HEHRRS - BT

3 Forward the sequence in any case RS {EE AT o

FIIH'] Swiss-PdbViewer [l 455 =

7552 SWISS-MODEL SERVIEER
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Homology modeling s+ # = i+

Homology modeling® 4 = & & : > p # % £ &3 & o

= 2 p #Homology modelling: (= - & &)
E $id 4 F|SWISS-MODEL Server > E‘_Ls;g Flrst Approach
mode » #-F-v FARFIBEL o THE PR ERA T TE
# $|Modeling=s % -

= £ %3 ZHomology modelling :
¥ 1241 * Swiss-Pdb viewerig {7 & 71 vt #6033 B 2 2 E (7 site-
directed mutagenesis 2. ¥ > £ ® # % ¥ 3|SWISS-MODEL
Server > i& {7 Homology modeling -

) FIF Swiss-PADY iewerE B 5 3 FEFF IS WISS-MODEL SERVER - Mogilla Firefox
BAEE ®EE WA ER@ FEE IRQD S8
[} Bioinformatics Course [} Bivinformatics Course 2 @ SWISE-MODEL [} FIFSwiss PAbYiewerd 352 (3 | -

HIFSwiss-Pdbviever FENARE = BT - )
#fTHomology modelling

TEEMAFIFH - #LIFAS antigen ligandS =48 » #37 Ehomology model:

EEmSwiss-Pdbviener » WEHE B ERFF (AFIEAFAS antigen ligand; SWISSPROT entry P41047 ) A
=lolx

File Edit felect Buid Tool Eit Display Color Ereferences | SwissModel Window Help

e F”— P —|r|F
. L;:JL =N ‘< ? [l - Ee L oen Folabit Alignment.
Mowe Al Seve FoldFit Alignment
Lensie Selectzd b during yodelling
Tse Seleoted A drming mndelling

Dy Besidves to Tgnore as

Setonmentlayerss rference
Ty taw sequence iy st
Bioye struchie dito g seguence

Lack Selected Residnes of Model
Tnlock Selected Residues of Model

Homo Multimer Mode
Einild Freliminery Model
Rave Optinize Model Job

<

Updste Theading Display Automatically;
Update Thuzeding Display How
v buntn Golor by Theesding Enerey

Fin) &ppropriste EXPAb Templates..
Subrmit Wodelling Request

CH == H Z
[% #aa-. €35 TFoo




i 3-v ‘?‘r}i}ljrﬁp\ B AcT

»>=pl|P41047 | TNFL6_MOUSE Tumor necrosis factor ligand superfamily member 6 (Fas antigen ligand) (Fas lizand) (CD178 antiz
HOOPHNYPCPOIFUVDSSATSSWAPPGEVFPCPSCGPRGPDORRPPPFPPPYSFLFPPS)
PLPLPPLTPLEKEDHNTNLWLPVYFFYYLY AL VGYGLGHYOLFHLOKEL AELREFTNQSL

KVSSFEKQ] ANPSTPSEKKEPRSVAHLTGNPHSRSIPLEWEDTYGTAL ISGVEYEEGGLY

IRETGLYFY T SK VT FRGOSCNN QPLNHE VTHRNSEYPEDLYLHEERRLNTCTTGQ I WAHS

SYLGAYFNLTSADHLYVNISOLSLINFEESKTFRGLYEL

) FIFISwiss-PdbYiewe i HE %5 FEHBISWISS-MODEL SERVER - Mozilla Firefox
BAEE ®EE WA ER@ FEE IRQD S8
[} Bioinformatics Course [} Bivinformatics Course 2 @ SWISE-MODEL [} FIFSwiss PAbYiewerd 352 (3 | -

AR I SWISS-MODEL {425 4% TwmplatepyPDB file
=101 x|
File Edit Zelct Build Took Fit Display Color Preferences | SwisModel Window Help

I:_| 158, |[6007 PR 7| [eer [0 [ Load Raw Sequence i Model
L:QJL::J & |—<< WA - @ "?"F sl B b st
2

Movve Al Save FoldFit dlignment:

Lenie felevted &k dusing modeling
Tse Seleoted ads during modelling
Dy Basidues to lgnore s ¥

Setourent layer asreference
Blove e sequence into structure
Move structur dnto raw ssquence

Lock Seleoted Resites of Model
Unlock Selected. Residues of Model!

Homo Multimer Mode
Build Preliminznr Model
Bave Optimize Model Tob

Update Tiueading Disploy Antomstically
Update Thieading Display Mo,

v binto Color by Theading Enerzy




) PIF Swiss-PAbYiewe i 2L HBISWISS-HODEL SERYER - Mozilla Firefox

BAEE ®EE WA ER@ FEE IRQD S8

| Bioinformatics Course [} Bivinformaties Course 2 (i SWISS-MODEL [ FIASwiss PabViewerdiersE .. (O
EHEE ER Template » TREGEEIEEM L ¢
k-1 omplats Sslsction - Microsoft Internst Explorsr N == %]
| xe #we SRn RSP LAW HAH ar
| Q== -©- ¥ & ] O== Joamee @ue &) (- L W -
| D) 8] vy ovismodeLoomess et bbb cas =] B2
| Google- [ Tl gpwear - Puoms EER 4 |-
SWISS-MODEL Template Selection 1

Select among these templates to submit a modelling request:

BxPIYE Sequences with high scorinas 1 JF e i L tr A2 tunA E5 a5

‘ download Blast g [Reso. Parent Description L a0, H’—T—f / je
ExPDB, ghoore PIB
‘,_ o |1e-13 Detail g;w ‘2,85 im %mfﬁkmmmmmmmmmwmmm
’: 1d0zA R@ g;(\[ 2.40 ﬁ CRYSTAL STRUCTURE OF DEATH RECEPICR 5 (DRS) BOUND TO APO2LTRAL
ST .
F 1d0gD  Te-13 Detail RAY 240 |1d0g |CRYSTALSTRUCTURECF DEATH REGEFTUR 5 [ORS) BOUND TO APOZLARAL
r |1d0gB  |7e-13 Detail ;(AY ‘2_&0 1d0g ‘c&vﬂummmnmmmsmm)anmmmmmm
‘l‘ ‘M Te-12 Detail SRcAY ‘2.2 1dud ‘CRYKTAL&'I’RIXZTU‘REOFTRAILSDRS
F‘M E@ éA‘Y ‘2.2 1dud ‘cam'm.mmwmn.—sms
F‘mnw E Thersit | |’}'} 1A ‘mv.rrm TRI KRR TR ANT-TRS =l

"

i
=

#; A Template PDB file ( EIRIRAI T&a9riEEE)
5

File Edit Select Build Tools Fit Display Color Preferences SwisshModel Window Help
FDE File... CtelO

pen mmeif File .. BhiftrCtl O
Open MOL File ..

Crpen TextFile ...
Fun Script ...
Tmport ...

COrpen Surface L3
COpen Electrostatic Potential L3
Crpen Electron Density bMap L3

Close CHlp
Cloze Al Layers Shiftr Tl 1A
Discard ... 4

Bave [n Original Orentation
Save 3
Save Remote Iob 3

Exit Cthi

C:ADocuments and Settings\Slime'sR E S how tructorewissP DBmanual 364 Tutorial2 TUNA pdb
C:ADocuments and Settings\Slime'sR EShow S tructorewissP DBmanual 364 Tutoriald THRA pdb
CrDocuments and SettingshSlime\ s EFLS tet

C:'Documents and Sett lime' R ShowStr issP DBspd bvMempt_merge_pdb
C:\Documents and SettingsSlime' R EEFRER \tucture_of spl01'2NAD pdb
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AR fRtemplate gf 1EVH-5[:E Falignment :

Window - alignment > 5 2tunA

Fit > Magic fit > @113~ [WSm i -
f,gﬂ[ll J1tnrA 1% reference > %ﬁ_ok

Fit > Generate structural alignment

RN m&n F4EL"These structure seems
Po be too badly..... %%#Ifasl sequence
layerfgiili» F|& {‘?structure alignment N
% "jfasl sequence load £ o

Target seq= template seq 3| F5Ef

SCATEE 1P AAIT SIER template XETTELEIAT + Fo/mt T SIEs

« "SwissModel"->"Update Threading Display Automatically” 7
"SwissModel'->"Auto Color by Threading Energy”

+ Update Threading Display Automatically

v Auto Color by Threading Energy |

¥R AL EF Rtemplate £ 1Talignment:
é « BfiEfasl->"Fit"->"Magic Fit"

ETFEIERE

+ "SwissModel"->"Update Threading Display now"
« BhmAlignment Windowd - fasIsSay [ &= AR
« JH%Mean force potential energyE4xE (ALEMRERE @ HFEAREEE)
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+

FoiERY - (BEFELERLD L - SR 2e B8t F0 " Backspace S FLF] A4S - AR R T
=i

vtz 7

+

FEsE M irEnyalignment {~& & Fv 2=f_ERYRIHE

+ "Select"->"aa making clash”
« "Tool"™->"Fix selected sicdechain”

o B F RIS - B39 5 TR sidechain
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o Bl fot B Tk 2 Dk G e Symbi S i
- e 18 o s .

Grarial...

Lusglung Footew...
Bl Tuum Dusplay...
Fochwd Foll..
Labeks...

Lolos...

Fibbons...

Syifees..

Blectuostabe Pobeatal ..
o Deasaty age...
i X
B bouds delecton Surdold...
Regpchanlimn.. z' Hodeling Server

g sissmodel expasy.orgdcgibindsm s bmibequest g

Template Server

hitp: / Fswissmodel expasy ora/caibindblasterpdb. cai

our Mame: Jackai

our E-Mail

[V Alert user when soms A4 are suta-excluded from the modeliing

2T S EISWISS-MODEL :
52 Decp¥iew / Swiss PdbYiewer 3.2 (5P) ol x|

Fil: Edit Select Build Tools Fit Display Color Preferences | SwissModel Window Help
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