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Accessing the ImPort MHC Sequence Feature Structure Viewer
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About ImmPort CIATA SOURCES IMMPORT DATABASE [MMPORT TOOLS Sign In
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Visualize gene structures and the relative position of i o v
g SHPlocations in the human genome. g =t
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Selecting the Structure of Interest

Reference Data / MHC Sequence Feature Structure Viewer @

Home | Genes | Proteins | MHC Alisles | MHC Sequence Feature | Pathways | Protein Networks | SNPs | ImmPort Gene Lists - | Data History - | Reference Advanced
Structure Viewer Search

ImmPort's MHC Sequence Feature Structure Viewer highligts the locations of sequence feature on crystal structures of classical class | and class Il MHC molecules.
Features of the ImmPort MHC Sequence Feature Structure Viewer include:

b Selection/highlighting of any defined sequence feature on a reference structure for each locus
¥ Selection/highlighting of other residues of interest on the MHC molecule, peptide or associated receptor
b Various display modes, including ball and stick, space fill and ribbons
¢ Coloring by charge, residue, structure type, temperature factor or composition
Zoom and spin

Sel ect the species, |ocus and
structure of interest. Note
only Honp sapiens is
currently supported.

Vi sual i zation of nore crysta
structures for each locus is
under devel opnent.

[
p Jmol command line for use of advanced Jmol features
b Image saving (.jpeg)

b Save/Restore of the image viewer (zoom, highlighting, orientation, etc)

To run the Jmol viewer, you must first select a Locus and then a PDB ID for that locus

Fields marked with an asterisk * are required.

Species ‘Homo sapiens  § — S ee——————————
Locus * HLA-A ¢
PDB ID * IH9S s
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Accessing the ImPort MHC Sequence Feature Structure Viewer

Reference Data / Sequence Feature Detailed Report @

Home | Genes | Proteine | MHC Alieles | MHC Seguence Feature | Pathways | Protein Metworks | SNPs | ImmPort Gene Lists - | Data History - | Reference Advanced

Structure Viewer Search
Back To Feature Search Results
Hsa HLA DRB1
SF128
Locus Name: HLA-DRB1 / )
Sequence Feature Names: Hsa_HLA-DRB1_T cell receptor binding As an alternate point of access,

Hsa_HLA-DRB1_mature protein_T cell receptor binding fromthe Sequence Feature
Hsa_HLA-DRB1_beta 1 domain_T cell receptor binding Det ai | ed Report page sel ect the
Hsa_HLA-DRB1_full-length protein_T cell receptor bind . ’

o = s = P |'ink under “MHC Sequence Feature

Paositions: &0, 64..67, €9..71, 73, 76..78, B0..82, B4..85 ) N . .
Viewer”. This will take the
Allele Alignment: B .
. user directly to the Sequence
Sequence Feature Types: Functional X
Feature Viewer for the sel ected

Structural_Functional Co
MHC Sequence Structure Viewer;  1FYT IMHC protein with the indicated

SF highlighted in red.
Allele Grouping

I 4 | Paga Tofd | b Wl | &

No of Alleles

627 Variant Type Variant Motif

{All Alleles for Locus) Hsa_HLA-DRB1_SF128_VT1 . YQRDLEQRADTYRHNGY

82 Hsa_HLA-DRBI_SF128 VT1 | ==—===——meemmeeee m
7 Hsa_HLA-DRB1_SF128_VT2 | mmmmmmmmmmaaaaas A '
58 Hsa_HLA-DRB1_SF128_VT3 | ~m=—I-DB-—mmeeaaa s
5 Hsa_HLA-DRB1_SF128_VT4 | mmmmm——— Moo mmm Iv
5 Hsa HLA-DRB1_SF12B VTS I =) YAl
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Accessing the ImPort MHC Sequence Feature Structure Viewer

Collapse 4l: =] Expand all: [

ce Features L=
Highlight sequence features

The MHC Sequence Feature
feature typeis) from a list. T

Structure Vi ewer

wi ||
All Types automatically highlight the
Structural sequence feature fromthe
Functional Sequence Feature Detailed Report
Sequence 4

page in red
g ST crural - Secondary structure moth
Structural - Cleaved peptide region
Sequence Alteration - Single amino ag
Sequence Alteration - Insertions and
Display selected featureg
Clear selected features
feature table

Selected ftems: Hsa_HLA-DRB1_SF128

gltable into PDB protein structure

PDB protein structure and seguence

Page 1ioft7 | » Ml | & Displaying 1 - 10 of 168
Sequence Feature Number . >~ | Sequence F... Sequence F... Positions
[F] Hsa_HLA-DRB1_SF2 Hsa_HL#A- Structural - -28..237
DRB1_fulk Complete
length protein protein
| Reset View | | Save View As Image ‘ =
I”| Hsa_ HLA-DRB1_SF4 Hsa_HLA- Structural - 1.:23T
DRB1_mature Complete
protein protein
Protein (PDB): [F] Hsa HLA-DRB1_SF5 Hea_ HLA- Structural 1.85
Description: CRYSTAL STRUCTURE OF A COMPLEX OF A HUMAN DRB1_beta1  Domain
Al PHA/RFTA-T CFLL_RECFPTOR INFLLIFKNT A He ANTIGEN

domain
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IMHC Sequence Feature Structure Viewer

[ Reset View | [Save View As image |

(Information — g
[Allele to POBMapping 1 g
[SaveRestore m g
[ imol Command Line = g

Jmol 15 an open-source Java viewer for chemical structures in 30

Bl ocks of visualization
tool s can be expanded
or collapsed as

preferred.

Collapse All: [ Expand
All: ]
quence Features I ]
[ Highlight/Label Features 1

D splay Options

|ﬂese't\|‘|ew| |Qave\|‘|ew.!slmuge|

Information =
Protein (FDB):

Description: THE COMPLEX BETWEEN TCR As AND HUMAN CLASS |

MHC HLA-A2 WITH THE BOUND TEL1P PEPTIDE

PDB Link: 3HIS

MHC Protein:  HLA-A2

Peptide:

Feature (ImmPort):

Locus Name:  HLA-A

Reference A2

Al

PDE Molecule Color Map:
Molecule Color

HLA CLASS | HISTOCOMPATIBILITY ANTIGEN, A-2 ALPHA
MHC CLASS | ANTIGEN A2

BETA-Z-MICROGLOBULIN

6 TCR ALPHA CHAIN

TREVS-5 PROTEIN
Allele to PDB 2] -]
You can view the locations of residues on the reference allele

A02010101 wsing IMGT/HLA coordinates onto the PDE st
above. Input IMGT/HLA coordinates (for example, 10-30,
on the allele and clidk Highlight in gold|:| to view the | of(s) on
the PDB st re. To clear the coordinates, click Clear. The table
below spedifies the mapping of the reference allele to POB structure
chain coordinates.

IHES

IMGT/HLA  PDB Chain

Coordinaste Coordinate POB Molecule

Interval 1

[-&2, -1] -- e

[ 1, £78] 1-875: HLA CLASS | HISTOCOMPATIBILITY

ANTIGEM, A-2 ALPHA
[E76, 241] -- s

| mPort MHC Sequence Feat ure
Structure Vi ewer

Collapse All: B Expand
N

These cptions control the general the general appearance of the protein
structure viewer,

Display i a o
Type: Ball & Stick - =
Zoom 100% -

Spin:

ight sequence
sequence feature type(s) from a
highlight,

. First select a
check the sequence features to

All Types ocad feature types into
Structural sequence feature table
Functional pelow

Sequence Alteration

Structural - Complete protein

Stru - Domain

Structural - Secondary structure motif

Structural - Cleaved peptide region

Sequence Alteration - Single aminc ac *
Sequence Alteration - Insertions and [¥

isplay selected features from table into PDB protein structure

Clear selected features from PDB protein structure and sequence
feature table

Page 1(cf28| & M | 2 Dispiaying 1 - 10 of 200
Sequence Fe... Sequence Fe... Positions
Hsa_HLA-A ... 24,241 %

!
Hsa_HLA-A ... Hsa HLA- 1.3
A_mature
protein
Hsa HLA-A .. Hsa HLA- ,
A_alpha 1
doman
Hsa HLA-A_... Hsa HLA-
A_alpha 2
domain
Hsa HLA-A_ .. Hsa HLA- 183274
Hsa HLA-A .. Structural - 275..284 +*
Domain v

These options color, highlight or label certain features of the stru
Color Structure By: -

$ =
Label: : @
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| nformati on Section P i nformation =
Vs Protein (PDB):
Description: THE COMPLEX BETWEEN TCR A& AND HLUMAN CLASS | MHC
HLA-A2 WITH THE BOUND TELSP PEPTIDE
‘iqge;i;ﬁrtmlttegnelal thegenenll PR Link: M
TeY Bl s MHLC Probein: HLA-AZ

/ m: 3
ol Peptide:
Feature {ImmPort):

Highlight sequence features on the structure
sequence feature type(s) from a list. Then che

R, - Locus Mame: HLA-A
¥pEs Lo
Snkiel 0 Reference Allele:  A*TX01

Sequence Alteration
Structural - Complete protein
Structural - Domain
Sructural - Scondaty stncture ot POE Molecule Color Map:
Structural - Cleaved peptide Pglor -
Sequence Alteration - Single aming a@®™® Mo I-E-E LF] IE

Sequence Alteration - Insertj ind LY

-

olor

[y 'siay sgipreestures omtab| - HLA CLASS | HISTOCOMPATIBILITY ANTIGEN, A-2 ALPHA L]
ClefPselected features from PDB p
pZ (] Beverim] e e BETA-2-MICROGLOBULIN [ ]
Protein (FDB): Page| 1|cf28| b W | &
Description:  THE COMPLEX BETWEEN TCR Ak AND HLIMAN CLASS | A% TCR ALPHA CHAIN -
MHC HLA-AZ WITH THE BOUND TEL1P PEFTIDE )| Bequence Fe...| Sequence Fe...  Sequa =
PoBLink: 3408 " tearAh. tearA  swe| TRBWE-S PROTEIN ]
MHC Protein:  HLA-A2 A_fli-bength Comp
Peptide: e Lkl
Feature (immPort): Hsa_HLA-A .. .:hiﬁ'll.:: "‘ﬂg‘: = — =
Locus Hame:  HLA-A Ll { ‘ e = ™
n'TIEflee"‘-’“‘—' Ao " Hsa_Higeh s HLA- Structural - 1..80
ele: - A_alpna 1 Doman
- domain H H H
PDOB Molecule Color Map: - ~ " Hsa HLAA_.. Hsa HLA- Structurat - o1.182 The information section
Molecule ator h T Aaipna2 Domain - 3 H H
HLA CLASS | HISTOCOMPATIBILITY ANTIGEN, A2, AP [ Lo A= - di s pl ays key i nformation
Hsa HLA-A .. Hsa HLA- Structural - 183,274
A S O b = = S B D e = about the structure,
BETA-2-MICROGLOBULIN g 1 doman - e X .
46 TCR ALPHALAAT® = C e, wea B Smowa.  asom |4 i ncluding the color map for
TREViga# PROTEIN [ ] L A_alpha 3 Domain v h def | e i d
domain-
—_— = = t he efault chaln view an
You can view the Iocatlars of residues on the reference allele H
A 03010101 g IWET/HL coomdinates onto the PO structure 3198 the link to the PDB page
above. Input IMGTSHLA coordinates (for example, 10-30, 50, 70-150) These options coler, highlight or label certain features of the structure.
on the allele and click Highlight in gold | | to view the location(s) on : f or t hat St r UCt ure.
the PDB structure. To cleair tl'ge omrgiratg, click Clear. In'e table Colr Struchie By: : &
below spedifies the mapping of the reference allele to POB structure Label: H o
«chain coordinates. -
Interval  Interval - ~
e e — -
: HLA CLASS | HISTOCOMPATIBILITY
B de 2751 1-815:8 ANTIGEM, A2 ALPHA
[2%6, 241] -- i
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Al'lele to PDB Mappi ng Subnmenw |prrmmms
/

|!lese't\‘|ew| r!veﬂewdslmel

Infarmaticn -]

Protein (FDB): {

Description: THE COMPLEX BETWEEN TCR A5 AND HUMAN CLASS |
MHC HLA-AZ 'WITH TYE BOUND TEL1P PEPTIDE

PDB Link: IHIS

MHC Protein:  HLA-A2 /

Peptide:

Feature (immPort): /

Locus Name: HLA .Q

Reference AP0
Allele:

PDE Molecule Mor Map:

Molecule Color

HLa cLass FHIsTOCOMPATIBILITY ANTIGEN, A-2 aLPHA [

MHC CLAS | ANTIGEN A2 —
L1

BETA-Z-MICROGLOBULIN

AadfTR ALPHA CHAIN B 2 7

REVE-5 FROTEIN

Allele to PDB 2] [-]
You can view the Iocatlars of residues on the refergnce allele
AT02010101 wsing IMGT/HLA coordinates onto th@®PDE structure IHES)
above. Input IMGTYHLA coordinates (for ex e, 10-30, 50, 70-150)
on the allele and clidk Highlight in gol to \1e'w the location(s) on
the PDB structure. To clear the coordisites, click Clear. The table

pping L= =
You can view the locations of residues on the reference allele A*0201 using
/ IMGT /HLA coordinates onto the POB structure 3H9% above. Input [MGT /HLA

/ i coordinates (for example, 10-30, 50, 70-150) on the allele and click Highlight
LoD S—— i gold |:| to view the location(s) on the PDB structure. To clear the
e coordinates, click Clear. The table below specifies the mapping of the
gl {2 | reference allele to PDB structure chain coordinates.
’ | maTrHLA

Sgin © POB Chain -
Coordinate Coordinate POBE Molecule
Highlightg@equence features on the structure in red m - lﬂﬂ . . .
sgﬂ;letc feature type(s) from a list. Then check the l =1 3 l ¥
highijght. i 3 -
i P R

ructural 5
Functional o [ l.- 2?5] 1-:75:4

Sequence Alteration
Structural - Complete protein
Structural - Domain [E?E " gﬂ] -
Structural - Secondary structure motif
Structural - Cleaved peptide region - H-
igh

Sequence Alteration - Single amino ac® i-.'lﬂ"ﬂ‘lﬂht

Sequence Alteration - Insertions and [¥

HLA CLASS | HISTOCOMPATIBILITY ANTIGEN, a2
ALPHA

the allele coordinates onto the FDB

Display selected features from table intq| struct
e s e o s protetn) . Clear ted allele coordinates from the PDB
structu

Pl_Lien Y RS IMGT/HLA Coords:

|71} Sequence Fe... | Sequence Fe... Sequence A

_ Hsa_HLA-A ... Hsa HLA- Structural -
A'_h:-‘-iengt"- Ccr'w‘_ } o —
protei x / = - -
Hea HLA-A .. g:":gi- P w_?fm _ -
| Hsa HLA-A ... Hsa H‘/ Structural - 1.80 =
m main
" tea Hy St~ 91,182 PDB Chain Coordinate Intervals indicate
Hsaw___ whi ch residues are represented in the
7 _ _ structure. In this exanple, residues -29
o Hoa HLAR U;e thls sect|pn to _ — 2 in the | MGT/ HLA Coordi nate System
hi ghl'i ght particul ar - cannot be highlighted because they are in

ighlight’ Lat resi dues of interest
These opticns colo

the HLA- A | eader peptide and are not part
sttty | Nt he |1 ndi cated HLA

of the mature protein that is displayed

bzl fies th f L ref llele to PDB structu Label: i i
e i i heavy chain in her e
IMGT/HLA  PDB Chaln ’ -
Coordinte e PDB Molecule yel | ow.
Interval  Int 2
(-t2, -1] - - -

: HLA CLASS | HISTOCOMPATIBILITY
et :;?(1—:75.3 ANTIGEN, A2 ALPHA - -
terefeal] - = -

— 2
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Di splay Options Subnenu
Click and drag the
cursor arrow in the
Jmol di splay box to
orient the structure as

Line, Stick, Spacefill, and Ball&Stick Views

d esi | ed . 3 These four display styles are basic views and use
the molecule coloring schema which means
different molecules have different colors: HLA

o (CLASS || HISTOCOMPATIBILITY ANTIGEN, DR, Alpha
Chain [] » HLA CLASS Il HISTOCOMPATIBILITY

88 ANTIGEN, DR-1, Beta Chain [l] , HEMAGGLUTININ
HA1 PEPTIDE CHAIN D » T-CELL RECEPTOR ALPHA
CHAIN . . T-CELL RECEPTOR BETA CHAIN . . The
ball&stick view is combo view from line/stick and

LS50 LD

. r : | spacefill
These options control the general '
viewer.
Display - L%
Type: + Ball & Stick 8y

12 Line
Loom:
. Stick L
Lpin: . Details
pace

[ Sequencs I_"::-rnpcrsit.i:un ot Protein, Water, Solvent, etc
Charge View

Primary Structure in Residue Colar
Primary Structure in Rainbow

Yecondary Structure in Cartoon
Secondary Structure in Rocket

Mouse over the
“Details” box for

i nformati on about the
meani ng of colors and
Choose from a vari ety Shapes used in the

of display options by sel ected display type
sel ecting a display

t ype.
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Sequence Features Subnenu

o

All Types
Structural
Functional
Sequence Alteration

Structural - Domain

Page
Sequence Feat...

Hsa_HLA-A_SF2

Hsa_HLA-A SF4

Haa_HLA-&_SFE

| Fesat Wiew | | Save Yiew As Image

T 1 Hea_HLA-A_SF6

Allele to POB Mapping = +] Hsa_HLA-A_SF7
(Savehestre B O
. Hes HLA-A_SFB
Jmal Command Line [+]
Jmal is an open-source Java viewer for chemical structures in 30

Hsa_HLA-4 SF11

Hsa HLA-& SF12

Structural - Complete protein

Structural - Secondary structure maotif
Structural - Cleaved peptide region

Lequence Alteration - Single amino acid var 4
Sequence Alteration - Irsertiors and Deletio ¥

Display selected features from table into PDB protein structure

Highlight sequence features an the structure in red
type(s) from a list. Then check the sequence features to highlight.

m Load feature types into

T ofZ8 F H

Sequence Feat...
Haza HLA-A_ full-
ength proten
Haa_HLA-
A_malure protein
Haa_HLA-A_alpha
1 domain

Hsa_ HLA-A_slipha
2 domain

Haa_HLA-A_alpha
3 domain

Haa HLA-& alpha
3 domain-
transmemorans
connecting
peptide

Hsa HLA-A beta-

56

below

Collapse All: =]

. First select a sequence fes

nd All: [F

| mPort MHC Sequence Feat ure
Structure Vi ewer

Sequence Feat...

Structural -
Complete protein

Siructur,
Dioma
Simuciural -
Domain
Structural -
Diomain

Structural -
Diomain

Structural -
Secondary
structure motif

Sinusciural -

Clear selected features from PDB protein structure and sequence
feature table

Cisplaying 1 - 10 of 280

Positions
=24, 34

1.

1..50

Bi..182

183..274

2T 284

~
1
f
!
!
!
f
!

-

Sel ect the sequence
feature type you are
interested in

di spl ayi ng, and hit
“Load” to see a |ist
of these feature
types in the table
bel ow
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Sequence Features Subnenu

1

Collapse All: =] Expand All: [+

[Hsplay Op

Highlight sequence features on the structure in red ). First select a sequence feature

typels) from a list. Then check the sequence features bo highlight.

All Types Load feature types into

Structural m sequence feature table

Functional below

Secyinice Alsevaiicly Choose one or nore
Structural - Complete protein

Structural - Domain sequence features to

Structural - Secondary structure motif visuali ze on the
Structural - Cleaved peptide region

Sequence Alteration - Single a.rnln:-acld var & crystal structure,
Sequence Alteration - Inserti pmmem—— o hit “Display” to
Dl SISy SelECted Teatures from table into PDB protein struct see them hi ghl i ght ed

flear | Clear selected features from PDOB protein structure andga inred. Ht “Clear”

feature table to renove all red
Lelected items: Hsa HLA-A_SF220 . . .
hi ghl i ghti ng

Page 1 of2 mm—rEETE | -

Sequence FetfT Bedence Fea1 Sequence Feal... Postons

£ _peplide antigen  Siruciural Func...
binding; Hsa HLA- Combination
A _mature
protein_peptide
antigen banding;
| Reset Wiew | | Save View As Image | Hea, HLAA, fub-
fength
| rfiormaton | protein_peptide
antigen banding
Hsa HLA-A _SF.. Hsa HLA-A Tcell Functional; 5T..58; 6162, ..
receplor binding;  Structural Func...
| save Restore 0O Hea_HLA- Comisination
A_mature
protein_ T cell
receplor Dinding;
Jmol is an open-source Java viewer for chemical structures in 3D Haz HLA-A_ful-
engin protein T
cell receptor
binding

Hsa HLA-A_SF.. Hsa_HLA-
A_peplide antigen

4| Hsa HLAA SF.. Hsa HLA- Functional; E 7.9 7 0 m

| Allele to PDB Mappirg 2 [

Jmaol Command Line B

8
k':-
e
I
-
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Hi ghl i ght/ Label

In order to highlight
backbone or sidechain

- portions of the structure’s
[ Aliete 1 . .
. conponent am no acids or
— particular chains in the
structure, select
“Mol ecul €” under the
Hi ghl i ght/Label Features
menu.

HE FUTURE OF IMMUNOLOGY

| mPort MHC Sequence Feat ure
Structure Vi ewer

Feat ures Subnmenu

Collapse ll: 5] Expand ail: (¥
Isplay Op +
| Sequence Featwres 1 0]
hiigl abel Features =
These op ™ R * L certain features of the structure.
Color
el ( Molecule | @
ﬁ?"hl_ , Amino Acid Residue
ighli :
ingP‘inE Structure Type o)
5 Temperature Factor
Label: e

I;Savum“ L

sel ect ed,
box will

the desired portion of the
structure to highlight
| f particular
have been sel ected for
in red,
will
using this feature.

/’E;ce “Mbl ecul e” has been
a second sel ection
choose

appear. Here,

the red highlighting

not change to pink when

Collapse All: [=]

 (Label Features

Thises
Color
Structu)

By:
Highligh
in Pink

Label:
| Save kel
| Jmol Cd

|Reset‘l‘19w | | Save View As Image |

Imformation

Allele to PDB Mapping [

Jmol is an open-source Java viewer for chemical structures in 30

+]
+]

ons color, highlight or lab

Backbane

4 Sidechain

HLA CLASS | HISTOCOMPATIBILITY ANTIGEN, A-2 ALPHA
MHC CLASS | ANTIGEN A*2

BETA-Z-MICROGLOBULIN

Ab TCR ALPHA CHAIN

TREVE-5 PROTEIN

Expand All: [
|

ertain features of the structure.

i n pink.
sequence features
di spl ay

| &3
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| i ght/ Label Features Subnenu

Collapse All: =] Expand all: B
+

%

These options color, highlight o Molecule Fstructure.

Color Structure By: + Amino Acid Residue @
Highlight in Pink []: Structure Type | @
Label: Temperature Factor | @

Save Restore

4

Jmal Cor  d Line

To visualize the use of
particul ar am no acids and
amno acid types in a
structure, under “Col or
Structure By:” select “Am no

Aci d Resi due”.

| Reset Wiew | | Sa\e'\"lew.\!slmagel

i

+|

Allele to PDB Mapping [

Jmal is an open-source Java viewer for chemical structures in 3D

| mPort MHC Sequence Feat ure
Structure Vi ewer

Use the second sel ecti on box

to highlight particular
resi dues or residue types

Co

These ofljigns colar, highlight o

Color Stru : Hydrophobic Residues
Highlight in Rlmtk _ Polar Residues
Label: Pas. Charged Residues
Meg. Charged Residues
Proline
Giyaing
Histidine

in

pse All: (5] Expand All: [#]

-

ructure.

66 @

l!
=)
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Hi ghl i ght/Label Features Subnenu

Collapse all: 5] Expand All: :E_'_

| Display Optiops O

| Sequence Features =1 | I + |

Malecule

hiight/Lab Aming Acid Resie .
These options color, highlight | Structure Type e structure.

Color Structure By: + Temperature Factor &

Label: L4 B ()]

51

+]

O her types of feature
hi ghl i ghting incl ude
coloring of resides by
structure type or
tenperature factor.

| Reset View | | Save Wew A5 Image |

Information

&

Allele to PDB Mapping L=

Jmaol is an open-source Java viewer for chemical structures in 3D




$& IMMPORT

BIOINFORMATICS FOR THE FUTURE OF IMMUNOLOGY

Hi ghl i ght/Label Features Subnenu

Use the | abel option in the
Hi ghlight/Label Feature
Menu to | abel all am no
acids in the structure by

chain, three letter residue
name or residue nunber.
This option is best
utilized at high zoom

Iinformation o+
Allele to PDB Mapping [ [+]

Jmol is an open-source Java viewer for chemical structures in 3D

| mmPort MHC Sequence Feature
Structure Vi ewer

Cullaiiﬁdl:a Exiand All: [+]
Ersn Oothons

These options control the general the general appearance of the protein
structure viewer.

Display Stick

Type: v D)

Loom BOO% s :

Spin: = Details

These options color, highlight or label certain features of the structure.

Color

Structure = Molecule & &

By:

Highlight

o _ | )

-t Chain

ELUHE v Residue Name &)
Residue Number

Save Resid ¥

Jmal Command Line
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Save Restore Subnenu

Save View:

Restore View:

Spin: a8

later when you are ready.

Zoom: 100%

Orientation

These options control the general the general appearance of the protein
structure viewer.

Display  gail & stick
Type:

.

@ o

Collapse All: (=] Expand All: [#]

&

| mPort MHC Sequence Feat ure

Structure Vi ewer

sel ection or

orientation
saved).

structure viewer.
Display 3

econdary Structure  §
Type: = .
Zoom: 100% e

Spin: B

| SequenceFeatures T2 O
[Highight/Label Fearres o]
[saveRestore ©2 oI
The state of the viewer (highlighting, zooming, etc) can be saved at any time
and then retrieved later. Choose the view you want to save, then restore it
later when you are ready.

Save View:

Restore View:

o o

structure viewer.
Display
Type:

Zoom: 100%

Save View:

Reset View ‘Save View As Image

Secondary Structure

Restore View: | Orientation

1) Save the state,

orientation of the

Vi ewner . (Here, the

2) Alter the orientation
and any other view of the
mol ecul e. (Here, the
orientation and displ ay
type are altered.)

Display Optio
These options control the general the general ap)

Col

The state of the viewer (highlighting, zooming, etc) c3
and then retrieved later. Choose the view you want
later when you are ready.

f’;) Sel ect “Restore

View. Orientation”
and the orientation
that was saved in
step one, but not

t he new di spl ay
type, is restored
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Jnol Command Li ne Subnenu

Jmal Command Line

Advanced users can enter a Jmol command directly using Jmol Interactive
Script

pe [+]
High light/Label Features [+]
[+
H

background lightgrey|

Jnol commands can be

executed here to further

personal i ze the MHC Sequence
Jmol Feature Structure Viewer

Reset View | | Save View As Image |
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Reset View and Save View As | mage Buttons

Collapse All: (=] Expand Al: [+

the protein

Cick on the “Reset View' button
to return all of the

vi sual i zation settings to
default (i.e. the display type,
zoom sequence feature

sel ection, etc that was on
display in this browser w ndow
bef ore user mani pul ati on).

felect a sequence
to highlight

m Load feature

types into
{‘,om lete protein seguence
Domgln : feature table

below

- Secondary 5truc ture mntlf

1

" structural - Cleav

Click on the “Save
Vi ew As | nage”
button to save a
.jpeg file of the
current state of
the viewer to your
| ocal hard drive.

Sequence Alte

o PDB protein structure

n structure and sequence

Reset View | | Save View A Image |




