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COMTACT US | HELP | PRINT PAGE

a MEMBER oF THE & F

An Information Portal to Biological Macromolecular Struc
As of Tuesday Jan 08, 2003 Bl there are 48235 Structures @ | PDBE Statis

© FOBID or kevword @ Authar _ M | Ldvanced Search

|Hume.] Search| Shucture| Results

Queries

- B Home
- W Getting Started
b Download Files
b Deposit and Yalidate
b Structural Genomics
b Dictionaries & File Formats
b Software Tools
b General Education
b Site Tutorials
- W BioSync
General Information
= W About the PDB
- B Citing the PDB

- W Mews & Publications

= W Related External Links

G B0 clonowledgements

i~ W Frequently Asked Questions

Are you missing data updates? The PDB archive has moved to ftp://ftp.wwpdb.orqg.

For more information click here.

Welcome to the RCSB PDB

The RCSE PDB provides a variety of tools and resources for studying the
structures of biological macromolecules and their relationships to sequence,
function, and disease,

The RCSE is a member of the wwPDB whose mission is to ensure that the POBE
archive remains an international resource with uniform data,

This site offers tools for browsing, searching, and reporting that utilize the
data resulting fram ongoing efforts ta create a mare consistent and
comprehensive archive,

Infarmation about compatible browsers can be found here,

4 narrated tutorial €2 ilustrates how to search, navigate, browse, generate
reports and wvisualize structures using this new site. [This requires the Macremedia Flash

player download.]

Comments? info@rcsb.org

Molecule of the Month: Circadian Clock Proteins

o

B Complete News
B Newsletter
B Discussion For
® Job Listings

08-lanuary-2008
sf-convert: A& Form

Conversion Tool fol
Structure Factor Fi

The command-line
program sf-convert
easily translate data
various formats to th
mmCIF format for us
ADIT validation and
deposition software,
sf convert can also
translate structure f
already released in t
POB fram mmd | dp s
different formats.




a memeer orf THE S IPDEB

An Information Portal to Biological Macromolecular Structures
As of Tuesday Jan 03, 2005 B there are 48235 Structures @ | PDBE Statistics @@

PDB Statistics

+ Content Distnbution

o

L e I =

Summary Table of Released Entries
Status of Unreleased Entries

Proteins solved by multiple experimental methods
Redundancy based on sequence similarity
By Function

By Resolution

By Space Group

By Nature Source Organism

By Engineered Source Organism

By Top 100 Journals

By Structural Genomics Centers

By Structure Molecular Weight

By Enzyme Classification



blood and lymph diseases =
11

|the nervous system = 21 |

cancers =110

the heart and bload vessels =
2

|the digestive system = 4

diseases of the eye = 7 |

|skin and connective tissue

]
o

diseases of the immune
system =4

||'E5|:|iratnr'g.r iiseases

Il
=

ear, nose, and throat = 6 |

nutritional and metabalic
diseases = 14

—i female-specific diseases = 5|

_!_,-| glands and hormones = 5|
‘muscle and bone = 1 |

Ineonatal diseases = 4 |




¢ Content Growth

o Growth of Released Structures Per Year

o [srowth of Released Structures Per Year by Expenmental Method
B A-ray
B NYR
B Electron Microscopy

o [srowth of Heleased Structures Per Year By Molecular Type
B Protein Only
B DNA Only
B RNA Only
B Protein Nucleic Acid Complexes

¢ Growth Of Unigue Protein Clagsfications Per Year
® As Folds Defined By SCOP
B As Topologies Defined By CATH
B As Superfamilies Defined By SCOP
B As Superfamilies Defined By CATH



Yearly Growth of Total Structures

number of structures can be viewed by hovering mouse over the bar

Mumber
0 5,000 10,000 15,000 20,000 25,000 30,000 35,000 40,000 45,000 50,000

mTotal mYearly
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Molecule of the Month: Circadian Clock Proteins

Cur cells contam tiny molecular clocks
that measure out a 24-hour circadian
rhythrm, This clock decides when we get
hungry and when we get sleepy, This clock
can sense when the days are getting
longer and shorter, and then trigger
seasonal changes, Our major clock 15
housed in a small region of the brain,
called the suprachiasmic nuclern, It acts as
our central pacemaker, checking the
cycles of light and dark outside, and then
sending signals to synchronize clocks
throughout the rest of the body,

H More ...

B Previous Features



Complete Mews
MNewsletter

Discussion Forum

Job Listings

O3 -January-2005
sf-convert: A Faormat

Conversion Tooal for
Structure Factor Files

The caommand-line
program sf-conwvert can
easily translate data in
warious formats to the :
mmCIF format for use with | 00 0 ) O U
A0IT wvalidation and bR L

deposition software.

=f conwvert can also L . - - T . .
translate structure factors ' '

already released in the %= ~
FPOB from mmcCIF to _
different formats. [ D =] =

m Full article ...



Getting Started

> What do | need to begin?
> How do | navigate the site?
> Where can | get help?

The following topics may also help you to get started:

Introduction to RoboHelp
How to Java Enable your Browser

How to Search the Archive
How to Deposit a Structure
How to Browse the Archive
PDB Frequently Asked Questions




narrated tutorial illustrates

FRCSA Protein Date Bak - Mesllla Flrefox

Be [ Yew (G Qoolmaks Jook Helo

@ - -F D B[ hawpdborg

E Welcome to the RCSB PDB

: RS e The RCEB POR provides a variety of toals and resources for
f Getting Started studying the structurés of baological macromolecules and
their relationships to sequence, function, and disease.

[~ W Depbsi/vatidata Date The RCSE is @ member of the wwPDE whose méssion is to
ansure that the PODB archive remans an mternational
rasource with unifarm data,

26-July-2005

Announcing o beta FTP
This beta site offers tools for browssng, searching, and site organized by

reporting that utiize the consistent and l:nmpﬂhlﬂmu data experimental ty
pa
| from the PDB uniformity project. The RCSE is intraducing a

new fip site designed to
address the increasng
number and diversity of
structure entnes, Entnes
within Apc/Rpbitacrcsh oig

[~ = Asknowledgemants Communts? belafpedbackiSresh pig
(=R epon BugsiCommants

Summary of fixes to the beta site

are organized by the
mathod of structure
nzyrne BNA determination.
pelymerass performs the
delicste task of unwinding m Full Stoey
T e ot
Irl;:mﬁ:m?mud of 19-July-2005
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Enter PDB IDis:
Ahhb, Taew, 1o

Download Files

[] pDB Format o Uncompressed
mmCIF Format ® gzipped

: [0 PDBML/XML Format

Structure Factors

F Biological Unit
FASTA

Cownload Complete

Browse... CADocuments and Settingsthonokun' S m& |

Done

Structures to download: 1AW, 1CI1W, 4HHE



Deposit and Yalidate

_ B eposit services

B YValidation server

@) Deposit®Yalidate Help

data deposition tools

> Prepare: of
ADIT

> Validate: at PDB or PDBj

> Deposit: at PDB or at

PDBj or at MSD-EBI.



alidation Server

Validation Tutorial | File Format Information | Possible Format Problems
Validation Server at PDBj

The ADIT validation Server allows the user to check the format consistency of coordinates (PRECHECK) and to create walidation reparts about a str
before deposition WALIDATION). These checks can be done independently by the user.

To start a new validation session, select the experimental method (X-ray or NMR) from the pull-down menus below, and press the BEGIN button.

Method: eray v |

Cluestions, comments, and suggestions should be sent to help@deposit.rosbh.org.

Enter coordinate Al ) Select file tvpe: CPDB
file name: Compress (.gz or.Z files) first. P OmTr

O mmCIF
Select file type: Otz

O0ther ASCIT

Fnter structure . . . ‘
factor file name: Compress (.gz or.Z files) first.

Choose Operation:  OPrecheck OValidate




Structural Genoemics
Worldwide Initiatives and TargetDB Summary Reports

~ PSI  Protein Structure Initiative Centers

Accelerated Technologies Center for Gene to 3D Structure (ATCG3D) — PSI-2

The Berkeley Structural Genomics Center (BSGC) — PSI-1
Reports: Targets | Status | Organisms | PDE | Redundancy

Theae Cantar for Eukaryotic Structural Genomics (CESG) — PSI1-2
Reports: Targets | Status | Organisms | PDE | Redundancy

Center for High-Throughput Structural Biclogy {CHTSB) — PSI-2
Reports: Targets | Status | Organisms | PDEB | Redundancy

Center for Structure of Membrane Proteins (CSMP) — PSI-2
Reports: Targets | Status | Organisms | PDE | Redundancy

The Joint Center for Structural Genomics (JCSG) — PSI-2
Reports: Targets | Status | Organisms | PDE | Redundancy

The Integrated Center for Structure and Function Innovation{ISFIl) — PSI-2
Reports: Targets | Status | Organisms | PDE | Redundancy

The Midwest Center for Structural Genomics (MCSG) — PSI1-2
Reports: Targets | Status | Organisms | PDE | Redundancy

The NMorthEast Structural Genomics Consortium (MESG) — PsSI-2
Reports: Targets | Status | Organisms | FDEB | Redundancy

Mew York Consortium on Membrane Protein Structure (NYCOMPS)— PSI-2

The New York Structural Genomics Research Consortium (MY SGXRC) — PSI-2
Reports: Targets | Status | Organisms | PDE | Redundancy

The Southeast Collaboratory for Structural Genomics (SECSG) — PSI-1
Reports: Targets | Status | Organisms | PDEB | Redundancy

Structural Genomics of Pathogenic Protozoa Consortium {SGPP) — PSI1-1
Reports: Targets | Status | Organisms | PDE | Redundancy

Mycobacterium tuberculosis Structural Genomics Consortium {(TBSGC) — PSI-1
Reports: Targets | Status | Organisms | PDE | Redundancy




PSi Protein Structure lnitiative Centers

[ e

Accelerated Technologies Center for Gene to 30D Structure (ATCGID) — PSI-2

The Berkeley Structural Genomics CTenter (ESGC) — FSI1-1
Reports: Targets | Status | Organisms | PDEB | Redundancy

The Center for Eukaryotic Structural Genomics (CESG) — PSI1-2
Reports: Targets | Status | Organisms | PDEB | Redundancy

Center for High-Throughput Structural Biclogy (CHTSEBE) — PSI-2
Reports: Targets | Status | Organisms | PDEB | Redundancy

Center Tor structure of Membrane Froteins (CSMP) — FPSI-2
Reports: Targets | Status | Organisms | POB | Redundancy

The Joint Center for Structural Genomics (JCSG) — PSI-2
Reports: Targets | Status | Organisms | POB | Redundancy

The Integrated Center for Structure and Function Innowvation{IsFI} — PSI-2
Reports: Targets | Status | Organisms | POEB | Redundancy

The Midwest Center for Structural Genomics (MCSG) — PSI-2
Reports: Targets | Status | Organisms | PDEB | Redundancy

The MorthEast Structural Genomics Consortium {MESG) — PSI1-2
Reports: Targets | Status | Organisms | PDEB | Redundancy

HMew York Consortium on Membrane Protein Structure (NYCOMPS)— PSI-2

The Mew York Structural Genomics Research Consortium (MY SGXRC) — PSI-2
Reports: Targets | Status | Organisms | POB | Redundancy

The Southeast Collaboratory for structural Genomics (SECSG) — PSI-1
Reports: Targets | Status | Organisms | POB | Redundancy

sStructural Genomics of Pathogenic Protozoa Consortium {SGFPFP) — PSI-1
Reports: Targets | Status | Organisms | POEB | Redundancy

Mycobacterium tuberculosis Structural Genomics Consortium (TBSGC) — PSI-1
Reports: Targets | Status | Organisms | PDEB | Redundancy

Structural Genomics projects in North America

Montreal-Kingston Bacterial Structural Genomics Initiative, Canada (ESGI)
Reports: Targets | Status | Organisms | PDEB | Redundancy

sStructure 2 Function Project, USA (S2F)
Reports: Targets | Status | Organisms | PDEB | Redundancy

Structural Genomics projects in Asia

RIKEN Structural Genomics Initiative, Japan {(RSGI)
Reports: Targets | Status | Organisms | PDEB | Redundancy




Dictionaries & Elles Formats
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Software Tools

Data Extraction and Deposition
Preparation Tools

Data Format Conversion Tools
Data Validation Tools
Data Parsing Tools

Dictionany and Data Management Tools



General Education

What is a Gene?
A basic introduction to genes
Audience: Elementany students

How Do Proteins Fold?

hethods being applied to crack the protein falding
mystery. Requires RealPlayer

Audience: Undergraduate

Biology as Literature: Learning to Read the
Molecular Book of Life

Heading the blueprint for living systems that is built an
the molecular language contained within cells.,
Requires RealPlayer

Audience: Undergraduate

Beginner's Guide to Molecular Biology
Introductory course matenal on molecular biology
Audience: Undergraduate

An Introduction to Nucleic Acids

Introduction to the chemistry and structure of nucleic
acids

Aundience: Underqgraduate

What are Proteins and Nucleic Acids?

Molecule of the Month

A series of short articles by David Goodsell on
selected molecules

Audience: Genaral

The Structures of Life {also available as a
PDF)

(General infarmation fram MNIGM= on structural bialogy's
insights into health and disease, including brief
descriptions of prateing, -ray crystallography, NMR,
and structure-based drug design

Audience; High SchooiUndergraduate

5-5tar Consortium

Bioinformatics courses and lectures by the S-Star
consartium

Audience: Undergraduate

Mucleic Acid Structure and Recognition
Interactive site to compliment the boolk by the same
name; uses the free Chime plug-in to visualize and
examine structure concepts

Audience. Graduate



How PDB structures are
determined

> Origins and limitations of 3D structural
data

> X-Ray crystallography
> Soelution nuclear magnetic resonance



Site Tutorials

E W L e
I RCSH Protein Data Bank - Mozilla Finefoy m

30 Bookmarks Took Hek

¥ I. [ PTRTN P R E R riglpadalid gl n,  ob 7 pr——a g m iy i e, e

Jnel

Harmse Cimwrch| S I|.|rr-I LRumna =

TAEW
wownioad Filos
Display Files
Display Mo'ecule
Strsctural Beports
Structure Analysis

Help

ol SCript compbatad

Click and drag structure to rotate. Te zoom, hold the ALT button, click and drag up or down.



General Information

Databases

ABG: Directory of 3D structures of
antibodies

AfCS-Nature Signaling Gateway
Comprehensive resource for information on cell
signaling, including facts about the proteins involved in
that process

BIMND

Biomolecular Interaction Metwork Database
BrMCD

Biological Macromolecule Crystallization
Biolmage

Multidimensional Biolagical Images (EWM)

BrMEB

EioMagHesBank (MME)

BREMDA

The Comprehensive Enzyme Information System
CAZY

Carbohydrate-Active eni¥mes

cchDcC

Cambridge Crystallographic Data Centre (small
molecules)

Database of Macromolecular Movements
EMIYME

Enzyme Momenclature

Entrez

MCEIl databases

ExPASY

Molecular Biology server

GeneCards

Database on human genes, proteins and diseases
GDOBA

Lipid Data Bank

A convenient gateway to the world of lipids and related
materials

FMacromolecular Structure Database
t=D-EBI database and search tools

Fembrane Protein Data Bank

A relational database with select structural and
functional infarmation on membrane proteins and
peptides

MEROPS

Feptidase Database

Metalloprotein Database and Browser
ModBase

A database of comparative protein structure models
NDB

Mucleic Acid Database

OCA

A browser-database for structureffunctian

PDB at a Glance

Classification of the structures in the PDB

PDBj

Frotein Data Bank Japan database and search tools
PDBLite

Simple PDE search for students and educators
PDBOBS

Archive of obsolete PDE entries

PIR

Frotein Information Resource

PROMISE

The Prosthetic groups and Metal lons in Protein Active
Sites Datahase
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ATP-phosphoribosyltransterase
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ATP-PRTIHPDB IDZ£1H3D

© PDBID or keyword .ﬁ«uthnr_ Site Searc

@ | Advanced Search

Are you missing data updates? The PDB archive has moved to ftp://ftp.wwpdb.org.
For more information click here.

Help| Structure Summary| Biclogy & Chemistry| Materials & Methods| Sequence Details| Geometry

1h3d m % v DOT 10.2210/pdh1h3d/pdh

> aid s wlE Ak i L 2 H3D i pdbis =T
FeailfE 5, ia) Bl swiss-pdbviewer
XY HNLA AN AT T o




> Structure summary.

> Biology & Chemistry

> Materials $ Methods
>Seguence Details

> Geometry

> |mages and Visualization



Images and Visualization Images and Visualization

Biological Molecule | =5 <! | Asymmetric Unit
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> Structure summery page

STREUCTUEE OF THE ECOLI ATP-PHOSPHORIBOSYLTEANSFER ASE

Title

Authors

Primary Citation

History

Experimental
Method

Parameters

Unit Cell

Molecular
Descripiion
Asymmeiric Unit

Classification

Source

Ligand Chemical
Component

Lohtkamp, B., Mcdermott, &, Coggins, TR | Lapthorn, A T

Lohkamp, B., McDermott, G., Campbell, 5.A., Co
E=cherichia coli ATP-phosphonbosyvltransferasze: identi
nhibition. JMol Bicl 336: 131-144

[ Abstract ]

ins, J.R.. Lapthorn, A.J. (2004) The structure of
tion of substrate binding =zites and mode of ANMEP

Deposition 2002-08-27 Releaze 2003-10-03

Typs X-RAY DIFFRACTION Datz M/A

Ee=olution[ 4] % R-Value R-Frze Space Group

270 0.226 (obs.) 0.277 H32

Length [4] a 13363 b 133.65 c 11412
Angles [7] alpha 0000 beta 0000 Eatnima 120.00
Polymer: 1 Mdolecule: ATP-PHOSPHORIBOSYLTREANSFERASE Chains: A ECno.: 24217 EQ)

Transferase

Polymer: 1 Scientific Mame: Escherichia coli =) Expression svstem: Escherichia coli

Identifier Mame Formula ]S::Imuﬁarir_:;
AMNP ADENOSINE MONOPHOSPHATE CionH1jaMs O+ P [



Lohkamp, B., McDermott, ., Campbell, 5.A. Coggins, JE. Lapthorn, A.J. (2004) The structure of
Eszcherichia coli ATP-phosphonbosvltransferasze: iden tion of substrate binding =ites and mode of ADNEP
inhibition. JMol Bicl 3360 131-144

[ Abstract ]

Primary Citation

Article Title

The structure of Escherichia coli ATP-phosphoribosyltransferase: identification of substrate binding sites and mode of AMP inhibition.

Abstract

ATP-phosphoribosyltransferase (ATP-PRT), the first en=yme of the histidine pathway. is 2 complex allosterically regulated enzyme, which controls the flow of intermediates through this biosynthetic
pathway. The crystal structures of Escherichia coli ATP-PRT have been solved in complex with the inhibitor AMP at 2.7A and with product PR-ATP at 2.94 (the ribosyl-triphosphate could fiot be
tesolved). On the basis of binding of AMP and PR-ATP and comparison with type I PRTs, the PRPP and parts of the ATP-binding site are identified. These structures clearly identify the AMP as binding
in the 3-phosphoribosyl-alpha-1-pyrophosphate (PRPP)-binding site, with the adenosine ning occupying the ATP-binding site. Comparison with the recently solved Mycobacterium tuberculosis ATP-PR
structures indicates that histidine 1= solely responsible for the large conformational changes observed between the hexameric forms of the enzyme. The role of oligomerization in inhibition and the structural
basis for the synerpistic inhibition by histidine and AMP are discussed.

Keywords

ATP Phosphoribosyliransferase, Adenosine Mcrnnphc-sfgil;[e: Amino Acid 3equence, Binding Sites, Catalytic Domain, Escherichia coli, Escherichia coli Proteins, Histidine, Models, Molecular, Molecular

Sequence Data, Molecular Structurs, Protein Structure, ternary, Protein Structurs, Tertiary, Sequence Alignment

Related Structures
Primary Citation of 1H3D 1QI1K

Authors
Lehkamp, B., McDermott, G., Campbell, 5.4 | Coggins, JR., Lapthorn, AJ.

Organizational Affiliation
Divizion of Biochemistry and Molecular Biology, Institute of Biomedical and Life Sciences, University of Glasgow, Glasgow, G12 80, Scotland, UK.

Journal
J Mol Biol. v336 pp. 131-44, 2004

Pubmed ID
14741209

Click on abstract words and keywords to add them fo the search box.
Histidine Submit Query
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@ @ CHEY-BINDING DOMAIN OF CHEA IN COMPLEX WITH CHEY

Feleaze Date: 30-Dac-1998 Exp. Method: X Ray Diffaction
Fesolution: 2.85 4

Chemotaxis

A

Polymer: | Molecule: CHEY Chains: A CEG
Polymer: 2 Molecule: CHEA  Fragment: CHEA 124-257 Chains: BDFH ECno:2.73.-
Welch, M., Chinardet, N., Mourey, L., Birck, C., Samama, J.P.

Compound

Authors

¥ @ TI4CMUTANT OF AZOTOBACTER VINELANDII FDI

Feleaze Date: 27-Mzy-1998 Exp. Method: X Fay Diffaction
Resolution: 2.10 4

Classiffration  Electron Transport
Compound Polymer: 1 Molscule: FEREEDOXIN  Mutation: T14C  Chains: A
Authors Gao-Sheridan, H.3., Kemper, M.A., Khayat, R., Tilley, G.J., Armstrong, F.A., Sridhar, V., Prasad, G.5., Stout, C.D., Burgess, BK.

@ @ THE CRYSTAL STRUCTURE OF THE E2 DNA-BINDING DOMAIN FROM HUMAN PAPILLOMAVIRUS AT 2.4 ANGSTROMS

Feleaze Date: 27-Apr-1999 Exp. Method: X Ray Diffaction

Characteristics
Resolution: 240 4
Classiffiration  Transcription Regulation
Compound Polymer: 1 MMolscole: REGULATORY PROTEIN E2  Fragment: DNA-BINDING DOMAIN  Chains: E
Authars Bussiere, D.E., Kong, X., Egan, D.A., Walter, K., Holzman, T.F., Lindh, F., Robins, T., Giranda, V.L.

@ @ CRYSTAL STRUCTURE OF THE SPLICEOQSOMAL U2B"-U2A' PROTEIN COMPLEX BOUND TO A FRAGMENT OF U2 SMALL NUCLEAR ENA

Feleaze Date: 23-52p-1008 Exp. Method: X Fay Difaction
Besolution: 238 A

RNA Binding Protein/rna

Classificat
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http://www.rcsb.org/pdb/explore/biologyAndChemistry.do?structureId=1H3D##
http://www.uniprot.org/
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http://www.rcsb.org/pdb/explore/remediatedSequence.do?structureId=1H3D

Seguence Details

Description ATP-PHOSPHORIBOSYLTRANSFERASE
Chain Type polypeptide(L)
UniProt ref PBOTST

iFrot reterence [zhow thiz 2equence below]
Length 299 residues

SCOP domain assignment d1h3dat1 ATF phosphoribosyltransferase (ATP-PRTase, HisG), cataltic domain: 220 residues @
Ll o S - TF phosphoribosyltransferase (ATP-PRTase, HisG), regulatory C-terminal domain: 68 residues [#
DS5P secondary structure 1% helical (11 helices; 85 residues)
[hide] [reference] 25% beta sheet (16 strands; 77 residues)
More annotations

Select v

SCOP dlh3dal

DSSP ——) — MA, — ‘—M
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DSSP 'V\- —ﬂm—ﬂ—— —/
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SCOP dlh3dal

s [ - N\ /| —mmmp— P\

FOE SLMGKEIATSYPHLLERY LDQEGISFESCLLNGSVEVAPRAGLADATICDLYSTGATLEAN
POE 121 130 ' 140 ' 150 ' 160 ' 170 180
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[ | Allow text to be edited
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KEYWDS 2 TRAMSFERASE, GLYCOSYLTRAMSFERASE

EXPDTA X-RAY DIFFRACTION

AUTHOR B.LOHKAMP .GMCDERMOTT JR.COGGIMNS AJ.LAPTHORN
REMARK 2 RESOLUTION. 2.70 ANGSTROMS.

SITE
SITE
SITE
SITE
SITE
SITE

1AMP 10ARGA 16 CYSA104 GLUA156 ASP A169
2ZAMP 10 LEUA1T0 SERA172 THRA173 GLYA 174
JAMP 10ALAATYS THRATTE

1TL1 BALAA 26 ARGA 27 GLYA 29 PHEA 274
2TL1T 6 TRPA2TS LYS A 296

1TL2 2TYRA 93 THR A 95

CAPTION for Kinemage #1:
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| WebMol: Results/Status

Yelecome to WebMaol
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|=:) WebMol — Distance Natrix Plot: 1h3d

Mowe or drag the mouse pointer inside the map and views the structure!
| = coan n-‘:-::ti'-.-'itg,-' gap

=X

DMat/DMOSAT
Distance Matrix
Plot based on
Calpha
distance range
= 0.0A(red) -
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% WebMol — Ramachandran Plot: 1h3d M=)

Type: red w | Undo | Frint | Close |

= Gy Select residuels) by mouse clicking
or dragging either here orin the structure

Fhi
200167 [ -63 -36

Feferance map: heuristic Ramachandran map
with colorscale according to lagiM)
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|£| PDB ProteinWorkshop 1.50 {powered by the EBT)}: 1H3D

Shortcuts || Options || Help and Credits

entering

what wou want the tool to =

Atoms and Bond Ribbons

Chs the tool' s options, if ne
Badius of Atoms: |Small |»

Indicate Bond Orders:
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Fesidue:

Chain: A TRLRIAMQRSGRLSDDSRELLARCGIKINLHT QRLIAMAENMPIDILA
DIFGLVMDGVWWDOLGIGENVLEEELLNRRAQGEDFRYF TLRRLDFCG
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