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Databases Survey

A special LinkResource covering various DataBases

BIOINFORMATICS R 6 6 © @ &

and Drug Research US English  BioInfo  Audience  Research Infos llews

Databases in the WWW

MNetResources in Bioinformatics DataBase Links are given with brief description
of content
Databases

o TIGE Database (TOB) - The Institute for Genomic Hesearch
The TIGR Databases are a collection of curated databases = amiing DNA and protein sequence, gene expression, cellular role,
pratein family, and taxonomic data for microbes, plants~and humans.
¢ Human Genome Database (DoubleTwist)
Subscriber-based Hurman genome Database
e Human Unidentified Gene-Encoded Large Proteins
HUGE - A Database of Human Unidentified Gene-Encoded Large Proteins
¢ Human BAC Ends
=equences from the ends of bacterial artificial chromosome (BAC) clones provide highly specific markers
s The Phytophthora Genome Initiative
Phytophthora comprise a group of plant pathogenic organisms (Domycetes) that attack an extremely broad range of agranomically
impartant species, affecting many major crops worldwide. Their cumulative global damage is estimated at hillions of dollars annually.
e Saccharomyces Genome Database
20T is a scientific database of the molecular biology and genetics of the yeast Zaccharomyces cerevisiae, which is commanly
known as baker's or budding yeast.
s ‘Yeast Intron DataBase
The Yeast Intran DataBase (YIDB) cantains currently available infarmation about all introns encoded in the nuclear and mitochandrial
genomes of the yeast Saccharomyces cerevisiae.
o [Database of Arabidopsis thaliana Annotation
All annotated Coding sequences from Arabidopsis Genomic DMNA Sequencing are in this Database.
¢ ZmDB: Maize Genome Database

o [RIPLES DataBase

database of TRansposon-Insertion Phenotypes, Localization, and Expression in Saccharomyces
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Databases Survey

There are many Types of DataBases

e Just some examples ...
e Organisms
Eukaryotes, Prokaryotes
Animals, Plants
Viruses
e Organelles
Mitochondria, Chloroplasts
e Molecular Classes
MRNA
tRNA etc.
e Special Sequences
Promotors, Attenuators, Enhancers, Introns etc.
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Databases Survey

Examples of DataBanks covering Organisms — Whole Genomes

e Human Genome
TIGR Site
e Bacteria
Escherichia coli
Helicobacter pylori
e Plants
Maize
Rice
e Fungi
Saccharomyces cerevisiae
Dictyostelium
e Viruses
Adenoviruses
HIV
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Databases Survey

Comprehensive
Microbial Resource

Unfinished
Microbial Genomes

Eukaryotic Resources
Gene Indices
Parasites Databases

TIGRFAMS

Fungal Databases

Human Sequencing
Projects

Always a good Site to start with

11 TG

What's New

About TIGR

TIGR

N THEINSTITUTE FOR GENOMIC RESEARCH

Contact Us

Genome Projects

TIGR's Genome Projects are a collection of curated databases containing DA and
protein sequence, gene expression, cellular role, pratein family, and taxonamic data far
microbes, plants and humans. Anonymous FTP access to sequence data is alsa
provided. Please read the disclaimer regarding use of data. The TIGR clone distribotion

policy is available for viewing.

£ I Comprehensive Microbial Resource

{CME}

Containing analkysis an world-wide

completed microbial genorme segquencing,

including all TIGR's published organisms:

Archaeogiohus fulgidila
Borralia burgdorer!
Caliobacter crescentus
Chiamydia phelmohliae
Chliahnydla nuridarim
Denococcis radiodurans
Haermophiius Infilens ze
Helicobactar piiak
Methanococo s fannasc il
Miycobactarium tbercioss
Mycopizama genitalium
Nelsseta meningiticls
Stteptococclls prelmoniae
Thermotogs mantima
Traponema paliicum

¥ ibrio chojeras

Klaus P. Schaefer - Bioinformatics and Drug Researech - biv105 - 26 May 2003
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_.:_’.'J Eukaryotic Projects

Cantaining analysis on TIGR's
Eukaryotic Projects.

The TIGR Arabidopsis
thaliana Database

Provides access to genomic sequence
data and annotation generated at TIGR
and assembhlies of Arabidopsis ESTs
frorm warld-wide sequencing projects.

'E'ﬁ* The TIGR Theileria parva
gencme database

Sponsored by TIGR and the
International Livestock Research
Institute in Mairobi, Kenya.

-

#4"  The TIGR Rice Database

FAQ

WebSite Info - Genome
Projects

TIGR's Genome Projects are
a collection of curated
databases containing DNA
and protein sequence, gene
expression, cellular role,
protein family, and
taxonomic data for microbes,
plants and humans.
Anonymous FTP access to
sequence data is also
provided.

e E
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Databases Survey

The Human Genome DataBase is still evolving ...

i

TIGR has been awarded a grant from the NHGRI to sequence the short arm of chromosome 16, TIGR will shatgun
sequence clones fram the Caltech BAC Library.

Human Chromosome Genomic Sequencing Status

This project is a collaboration between TIGR, Caltech, and Los Alamos National Laboratary. A summary of the status
of the map can be found at the CalTech chromosome 16 page

TIGR has completed, annotated, and submitted to GenBank 11,789 414 bp of human genomic seguence.

| | Total Clones | Size {bp)
| Completed Clones | 82 | 11,789,414
| Clones in Progress | 9 | 1,126,000
| Clones in Preparation | 40 | 5,080,000

Completed Clones Clones in Progress Clones in Preparation Clones in Other Chromosomes

Chromosome 16 Sequencing Project

WebSite Info - Human Chromosome Genomic Sequencing Status
: gfﬂrge';ﬁdpggffss TIGR has been awarded a grant from the NHGRI to sequence the short
+ Clones in Library Preparation arm of chromosome 16. TIGR will shotgun sequence clones from the
Caltech BAC Library. This project is a collaboration between TIGR,

Other Sequencing Projects

Caltech, and Los Alamos National Laboratory. A summary of the
status of the map can be found at the CalTech chromosome 16 page.
TIGR has completed, annotated, and submitted to GenBank 11,789,414
Search BAC End Sequence Database bp of human genomic sequence.

Human Gene Name Search
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Databases Survey

A Specialized DataBase for long Human Proteins

HUGE

A Database of Human Unidentified Gene-Encoded Large Proteins Analyzed by Kazusa cDNA
Project

Thank you for your interest in our HUGE Protein Database

The HUGE protein database has been created to publicize the fruits of our Human cDMA project at the Kazusa DNA
Research Institute. In this project, we plan to sequence and analyze long (=4 kb) hurman cONAs and to establish methods
by using the sequence data how to predict the primary structure of prateins of various biological activities. Currently, we
focus on the analysis of cDMNA clones encoding particularly large proteins (=50 kDa). The bagic concept underlying our
project and the strategies employed have been described elsewhere [Oharz et af, 7997). Our HUGE protein database
contains various types of information derived fram the predicted primary structure data of newly identified human proteins.

The HUGE protein database are expected to cover various sets of large human proteins of hitherto unidentified functions.
They are likely to be invaolved in cellular structure/matility (such as cytoskeleton, membrane skeleton, and motar proteins),
gene expression and nucleic acid metabolism, cell signaling/communication (such as cellular adhesion, signal transduction,
channels, and receptars), and so0 an.

REFEREMCES

¢ Kikuno R, Magase T., Waki M. et al., HUGE: a database for human large proteins identified in the Kazusa cOMNA,
sequencing project. NMucheic Aclids Res. 30, 166-168, (2002

« Ohara, 0., Magase, T., Ishikawa, K.-I. et al., Construction and characterization of hurnan brain cONA libraries suitable
for analysis of cOMNA clones encoding relatively large proteins. DA Res., 4, 53-09, (1997

WebSite Info - The HUGE protein database has

been created to publicize the fruits of our Human
E cDNA project at the Kazusa DNA Research Institute.
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One of the Yeast Genome Sites

@ Saccharomyces Genome Database

[5G0 Home]
SGD Full Search

search yeast data :
! Search SGD: Full Search | GenelSeq Besources | Help

I G':'l Gene Registry | Maps | BLAST | EASTA

Sequence Analysis & Fathatch | Primers | G0 Home
Tools

search, display, anahze
SEQUENCES

Website Info - SGDTM is a

SGD™i antific datab fip lecular biol ; S scientific database of the
M 15 a sclentific data ase o the malecular biology an genetics Ellt e molecular biology and
Waps yeast Saccharomyices cerewisize, which is commonly known as baker's ar .
yeast chromosome budding yeast genetics of the yeast

maps Saccharomyces cerevisiae,

which is commonly known
LiIEIt"ﬂtlfll'e 5 Items of Interest as baker's or budding yeast
YEJSTFeTlerence gquiae

4 Large-scale localization analyses used for Gene

Gene Reqistry ,
st ayesstgons  Ontol00Y (G0) annotation |5 hito:/qenome-viww stanford.edu/Saccharomyces |

Diinload Bats We have associated 294 Genes with C_EIII__llar Component G0 terms
ETP et Tk tatilis based on the large-scale protein localization analyses of Kumar A
: ' et al. (2002} Genes Dev 16(6):707-19. Proteins that had similar
localization patterns in two independent experiments were
associated with GO terms (thanks to Anuj Kumar and Mike Snyder
for providing the data). You can view the list of the new localization
information here. As always, please contact us if yvou find any
problemns; including a published reference is especially helpful. For

Yeast Community
Information
colleagues, meetings

Help moare about the GO project, see the GO home page and the 2E0
S50 help resources help page for GO, (Posted May 8, 2002)
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The Maize Genome DataBase
N ZmDB

A Maize Genome Database
ZmDB First Time User? See Our Site Description
Questions? Email zmdb@iastate.edu

| Search ZmDB
mDB How-To
Download/FTP

HEW! Plant Genome Database!

P

| Order Materials
ESTs
Microarrays
RMu Libraries

YWelcome to the ZmDB (Zea mays DataBase) wehsite,
home of the NSF project Maize Gene Discovery, DMA
Sequencing, and Phenotypic Analysis (P Virginia
Walbot), The project involves collabarative efforts of
ten laboratories. The goals of the project are [1] to
discover maize genes using EST seguencing and
engineered My (Bescuedl) tagging, and [2] to develop
new tools to facilitate gene mapping and phenotypic
analysis.

Protocols
Publications
Team Members
Job Openings
Other Projects
Web Resources

ZmODB is a repository and analysis tool for sequence,
expression, and phenotype data generated in this
project, The site also provides online ordering of the
materials generated in this project, including EST
clones, seeds of mutant plants, and microarrays of
arnplified EST and genomic DMNA sequences.

Feedback Contact Us | Site Map | Site Statistics

Having problems viewing the site?

o 0

i w
[7:]

=

2
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=)

m

=)
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Branch Out
| —EST Index— =]
|- Microarray Index — i
|- Rescuehu Index— -

|— Database Shortcuts —_v_-]

Whats New?

+ Current announcenment

+ Total EST count: 156,293

+ Total G55 count: 100,849

+ Total TUC count: 18,260

+ Total TUS count: 15,370

+ April 16 Microarray unigenel 2
and 606.02 data have bheen added.
+ Aprit 08 Blant Genome Dalafase
+ More. ..

WebSite Info -
ZmDB is a
repository and
analysis tool for
sequence,
expression, and
phenotype data
generated in
this project. The
site also
provides online
ordering of the
materials
generated in
this project,
including EST
clones, seeds of
mutant plants,
and microarrays
of amplified

EST and
genomic DNA
sequences.
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The Rice Genome DataBase

INE 7% o

INE, pronounced [i-ne], is the Japanese word for rice plant. It is used here as an
abbreviation for INtegrated rice genome Explorer - a database integrating the genetic
map, physical map and sequencing information of rice genome. This database is written
in JAVA language.

INE needs Netscape NawigmorTM 4.0 or Netscape Communicator™™ 4.0 and later.

The integrated maps are presented for each chromosome. Alternatively search marker
directly leads to available data on specific DNA clones.

DDA NN YNNI AN,

Choose Chromosome I Chrl = I
9]

search |

Search Keyword |

DL,
webrnaster@ataff o jn
last updated 200012 20

Capyright (C) Rice Genome Research Program (RGP, 1999 All rights reserved.
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WebSite Info - INE is the Japanese
word for rice plant. It is used here as
an abbreviation for INtegrated rice
genome Explorer - a database
integrating the genetic map, physical
map and sequencing information of
rice genome.

The integrated maps are presented
for each chromosome. Alternatively
search marker directly leads to
available data on specific DNA
clones.
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Adenovirus Sequence Sites

A% The Adenovirus 5 E1A Page A

About this Page Introduction to Adenovirus: #1 #2 #3

Introduction to E1A Ad5 E1A Review Articles
E1A Sequence Information E1A Reagents
Database of E1A Mutations Database of E1A Associated Proteins

E1A White Pages Other Links of Potential Interest

WebSite Info - Early Region 1A (E1A) products of human
Adenovirus 5 (Ad5). The proteins encoded by Ad5 E1A have
proven useful as tools for dissecting the mechanisms of complex

l 1576 cellular processes such as the regulation of gene expression, cell
You are visitor number - : growth and differentiation. This site contains information on E1A
¥¥auld you like to gign ar yiew the, guesthank? mutations and their phenotypes, cellular proteins targeted by E1A,

general data on E1A, etc.

Thia page maintaned by Jos Mymnds with healo fram W
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One of many Resources on HIV

WebSite Info - Internet
information resources for
HIV/AIDS are numerous
and easily accessible
through the World Wide
Web. Like other subject
areas, this vast amount of
information has not been
adequately organized. For
my attempt, | have
grouped all the HIV/AIDS
sites that we have located
into several general
categories. These are not
exclusive and some sites
may appear in more than
one area.

=

washington.edu/HIV
sites.html

Mullins ﬂ%lﬂfﬂi‘ﬂfﬂf
Retrovirology Lab

HIV and Other Retrovirus Sites

HIV/AIDS Sites

#® & & & & # * & * & & * F F 2 F & @

A0S Weh Pages-Garry Lah

CDC Divisions of HEAIDS Prevention

Answers to "Fregquently Asked Guestions" from the COC-Division of HA-AIDS Prevention
CODC Mational Center for HIY, STD, and T Prevention News Update [

Epitdatriz MHC-Binding Prediction

Frequently Asked Cluestions from sci.med:aids

Gangbang's HomePage

HIY InSite (from LCSF)

HIY Sequence Database (from Los Alamos Mat'l Lab)

HIY Database Search Tool ifram Los Alamos Natl Lab)

JARA - HIY Site

Medscape HMWAAIDS

MIH MIAID AIDS Beagent Program

MIH Centers for AIDS Besearch

Betroviruses in GenBank

TBMHM Besearch Laboratory

University of Washington Center for A0S and Sexually Transmitted Diseases (LWYCEASTDN
WA Sirtual Library: AIDS

Related Sites

* # % R

All the Wirglagy onthe WA This up to date index site is maintained by David Sander at Tulane University
hedical School in Mew Orleans, and seekstolink and catalog virology, microbiology and related pages world-wide.
CDC Haome Page

Emerging Infections Metwork (EIM) of the Infectious Diseases Society of America (IDSA)

Ered Hutchinson Cancer Research Center

Institute of Maolecular-Virology: U, Wisc,

MIAID Home Page

Online Virology Tutorials

Klaus P. Schaefer - Bioinformatics and Drug Researech - biv105 - 26 May 2003 12
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Retroviral Resource

4P HIV Databases %P

The HMY databases contain data on HIY genetic segquences, immunological epitopes, drug resistance-

be used to analyze these data. This project is funded by the Division of AIDS of the Mational Institute of

links below to access a database.

WebSite Info

DB Search does a straightforward search on a large Sequence Database |
number of database fields.

Ouput comes in the form og Genbank-style sequences.
This interface does allow searches by subtype, and Immunology Database |
country, and accession number or sequence name, and
can produce output file sin Genbank, Fasta, and
Intelligenetics format.

Resistance Database J

Vaccine Trials Database |

News

& e have new search interfaces for the Immunology and Sequence Databases. The Immunalogy

think about therm. March s, 2002,

The CTL and Helper databases have been updated for 2001. March &, 2002.

5, 2002

& e have an interim version of our HM S Waccine Trials Database available. We are currently
designing a new vaccine trials database which will also include human trials. December 3, 2001,

Old News

associated mutations, and vaccine trials. The website also gives access to a large number of tools that can

Allergy and Infectious Diseases (MIAID), a part of the Mational Institutes of Health (MIH). Click on any of the

Database also has new search capabilities. Please try out the new interfaces and let us know what you

The Barcelona meeting is upcoming in July. Check out aur meetings page for moare information. March

Cluestions or comments? Contact us at

ya T m,%

Operated by the University of Califormia for the U5 Department of BEnergy g@

S
a LOS A]amoE Copyrght @ 2001 UG | DisclaimerPrivacy

Klaus P. Schaefer - Bioinformatics and Drug Researech - biv105 - 26 May 2003
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The Helicobacter Genome DataBase

_I _I‘rl GR WebSite Info - Helicobacter

_I THE INSTITUTE FOR GENOMIC RESEARCH comprehensive microbial resource pylori is a micro-aerophilic,
Gram-negative, slow-growing,
spiral-shaped and flagellated
organism. Its most characteristic
enzyme is a potent multisubunit
urease that is crucial for its
Helicobacter pylori 26695 survival at acidic pH and for its
successful colonization of the

YWelcome to the Helicobacter pyior 26695 genome page. Listed below are some general properties and a chromosomal display of : : H
Helicobacter pidor 26685, Use the Genome tabs on the menu above to view more information and analyses on this genome. gastrlc environment, a site that

CMR Home Genomes CMR Blast Align Genomes Related Links Help
Genome Home Overview Analyses List By Category Searches Related Links

few other microbes can colonize.
H. pylori is probably the most

General Information on Helficobacter pylori 266%5: Chromosomal Display: common chronic bacterial
Below is a schematic representation of the infection of humans’ present in
Sequencing Center: IGR i C @
: ; 3 Helicobacter pylori 26695 chromosome. Choose a almost half of the world
Funding Center: TIGR DNA molecule from the Select DNA Molecule menu population. The presence of the
Publication: PubMed Abstract helow to get a larger, more detailed view.

bacterium in the gastric mucosa
is associated with chronic active
gastritis and is implicated in
more severe gastric diseases,

Sequence &
Annotation CWMR Batch Download
Acquisition:

CMR Gene Attribute

Download including chronic atrophic
Genbank FTP gastritis (a precursor of gastric
TIGR ETP carcinomas), peptic ulceration

and mucosa-associated lymphoid

Completed Genome: Yes X
tissue lymphomas.

Other: Background Infermation

=

Taxonomy of Helicobacter pylori 26695:

scripts/CMR2/GenomePa
e3.spl?database=gh

Kingdom: Bacteria

Klaus P. Schaefer - Bioinformatics and Drug Researech - biv105 - 26 May 2003 14
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The TIGR Genome Sites offer more than just a Sequence

Helicobacter pylori 26695

« Genome QOverview

+ DNA molecule Information: Frovides detailed information an each of the DNA molecules found in the arganism (chromosames,
plasmids) including the topalogy (linear or circular), length, %A, T, G, C and number of genes.

s Condensed Genome Display: Shows all of the genes on a DMA malecule as different colored stars. The colors represent differant
functional roles.

s Codon Usage Chart: Shows the codon usage for all genes in the genaome aor for each role category.

s BRole Category Graph: Shows the number and percentage of genes in the genome assigned to each of the rale categories.

+ Download TIGR Genomes: Retrieve this TIGE genome using ftp.

« Genome Analyses

¢ GC Plot: Shows the %GC for a set "window” of nucleotides across the entire DMNA molecule. The user has the option to change
the size of the %G window.,

o COGTIGEFAM/PEAM Comparison: Shows the percentage of genes in the genome assigned a COG, a TIGRFAM, a PFAM ar
any caombination of the three. Links to a listing of genes in each category are also included.

o 2D gel: Shows a computer model of a 2-Dimensional gel for the genome.

All of the proteins in the CMR are routinely hlasted against one another. We call these the "All v's All" searches. When
a new genome is added to the database the all v's all searches are re-run. The following programs display the data
from the all w's all searches in different graphs. The user is given the option to view the data hased on either "Total
Protein Hits” or "Best Protein Hits.” The programs that use "Total Protein Hits" display all of the blast results for each

protein in the graph. The programs the use "Best Protein Hits” only display the single "best” hlast result for each
protein. The best hlast result is the hlast result with the hest P value.

s Genome v's All Organisms "Total Protein Hits™ This page shows the number of "Total Protein Hits" Helicobacter pylor 26605
has in comman with all of the genomes in the CMRE (not including itself), based on all w's all searches. Each protein in Helicobacter
pylor 26695 may have mare than one blast hit and consequently the number of "Tatal Protein Hits" for twao organisms may be
higher than the total number of genes in either organism.

+ Genome v's All Organisms "Best Protein Hits™ This page shows the number of "Best Protein Hits" Heficobacter pidor 26695
has in comman with all of the genomes in the CMRE (hot including itself), based on all w's all searches. The "Best Pratein Hit" far

el LA lm sl s s s v el DEEIE cemd i s Ambmvenim sl b bl memb s Fememn b s Blmmd s e I blomd lmm dlem bmmd T mliin Dmmmiims el

Klaus P. Schaefer - Bioinformatics and Drug Researech - bivi05 - 26 May 2003 15



Databases Survey

The Mitochondrial DataBase
MITOMAP

A human mitochondrial genome database

| (7 g meno
L SELECTION

A compendium of polymorphisms and mutations of the human
mitachondrial DA,

WebSite Info - A human
Search MITOMAP for information an: I Fertarrn search | Clear | mitochondrial genome

; . database.
Gene, disease, enzyme names may be abbreviated, truncated, etc. A compendium of

polymorphisms and mutations
of the human mitochondrial
DNA

Examples of searchwords: KD, KDY, NARF, LHOR, 11778, 3243, Leu, Lys, etc.

Mew citations added weekly. Ifthere are publications not yet cited in Mitomap thatyou wish added, please email the full
reference including authors, title, journal, year, volume, page number, relevant nucleotidesidisease, ete. to
mitocite@oen.emory. edu. We would also appreciate a pdffile of the publication, it availahle. Complete data sets from articles
that are either 'in-press' ar already in publication are welcome wia email submission. Unpablished lab data may be

submmitted to Mitomap using the unpublished polmorphismes form.

The Hurnan Mitochondrial Sequence Nlustrations

-Mitachondrial DMA Map

-Eleven pathological mutations in tRHaLEUUR
-Mitochandrial energetics

-Diabetes metabolism & the mitochondria
Mitochondrial Human Genome Beport “yorld migrations

Newl hitodnalyzer Tool (MIET)

Armino Acid Translation Tables

hWlitochondrial References (A-7) (1 ME)
or view only authors A-L or authors b-£
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The rRNA DataBase

LM

CENTER FOR €@ Home Page
@HI{HGBHAL €@ Announcements @ Online Analyses & Citation
ECOLOGY @ Download Area @ Documentation @ Contacts

m Welcome to the Ribosomal Database Project online help
RDP Tutorial!

02182002, 12:39 The Ribosomal Database Project (RDF) provides ribosome
prm related data services to the scientific community, including
Hugenholtz online data analysis, rRNA derived phylogenetic trees, and
alignment now aligned and annotated rRMA sequences. National
available. Science
[mare] Foundation
LIS,

11/19/2001, 02:36 Departimetit
B Of Encrgy
Japanese mirrar site ; MICHIGAN STATE
S Have you tried the new RDP B
[mare] Tutorial? m
02232001, 12:10 Japan
prm
Analysis tools @ samional nstine
UICIIjEITES. ol Geneties
[more]
07/03/2001 1248 WebSite Info - The Ribosomal Database Project (RDP) provides
prm ribosome related data services to the scientific community,
The Phylip Interface including online data analysis, rRNA derived phylogenetic trees,
program has been .
uGHsted and aligned and annotated rRNA sequences.
[more]

[Home | Mews | Download Area | Online Analyses | Documentation | Citation | Contacts |
Clueshions? Mail thern to BOP-I Web Supeart, [¥eb Server Statistics]
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The 5S rRNA DataBase

5S ribosomal RNA Homepage

Welcome to the 55 ribosomal EMA database home page.

hWacie] Szymanski, Miroslawa £ Barciszewska , Wolker A Erdmann and

Jan Barciszewski, "S55 ribosomal ENA database” (2002} Mucleic Acids
Res 30: 176178,

The seguences in 55 rRMNA Database can be accessed using the
alphabetical list of organisms for Frokarvota (Archaea and Eubacteria)
and Eukaryota or the taxonomic 55 RMA sequence browser.

Sequence Alignments

Comments and suggestions are welcome:

@ Send us an e-mail

Last updated: September, 2001

Klaus P. Schaefer - Bioinformatics and Drug Researech - biv105 - 26 May 2003

WebSite Info - The
sequences in 5S rRNA
Database can be
accessed using the
alphabetical list of
organisms for
Prokaryota (Archaea and
Eubacteria) and
Eukaryota or the
taxonomic 5S RNA
sequence browser.
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An Exon-Intron DataBase

S C—

The Exon-Intron Database WebsSite Info - The Exon-

An exhaustive database of protein-coding intron-containing genes Intron Database

An exhaustive database of
Serge Saxonov, Iraj Daizadeh, Alexei Fedorow, and Walter Gilbert protein-coding intron-

containing genes

Mucleic Acids Res. 2000 Jan 1;28(13:185-130.

Unix gzip-ed YWindows zip-ed Uncompressed size
tTthE dearlt;LeagLsSt.rihutinn. Includes taals, makers and all MBmb I08mh S00mhb
All the protein sequences (58 130 15mb 16mh IGmb
All the DMA sequences (58,130): 57mh 52rb 195mmh
Headers for all the sequences il IMmb 215 mb

Genes that, based on the header information, were experimentally determined (a subset of the above):

Fratein sequences (25,130):

Smb Smb 13mb

DMA sequences (25,1300 18mb 1Bmb 53rmb
Genes with matches to mREMNAS

Fratein sequences (13 021): 2rmb S b

DMA sequences (13 0213 1Emb 17rmb 5 b
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A Yeast Intron DataBase

The Séraphin Group left EMBL Heidelberg

The information on this page is not maintained at the EMBL any longer.
the hompeage address (as of April 2002} is hitpAAveaew. cirs-gif fr/cgmiepissage/equipe_seraphin.himl

For your information we provide the old content below, Regards, webrmastenZembl-heidelbery. de.

Welcome to

YIDB: the Yeast Intron DataBase

By Pascal J. Lopez and Bertrand Séraphin

WebSite Info - The Yeast Intron DataBase (YIDB) contains currently available information about all introns
encoded in the nuclear and mitochondrial genomes of the yeast Saccharomyces cerevisiae. Introns are divided
according to their mechanisms of excision as: pre-mRNA introns, tRNA introns, the HAC1 intron, group | introns,

group Il introns.

Information about the host genome, the type of RNA in which they are inserted and their primary structure are
provided together with references. For nuclear pre-mRNA introns transcription frequencies, as determined by
microarray experiments, have also been included.
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A DataBase on Non-Coding RNAs

Database of hon-coding RNAs

Volker A, Erdmann. Mireslawa 7. Barciszewska. Maciej Szymanski, Abraham Hochberg. Nathan de Groot, and
Jan Barciszewski "The non-coding BRMAs as riberequlators”™ (2001} Nucleic Acids Res. 29: 189-193.

| mist; rox, PAT | H19 | CMPD | DGCRS | 590 | gadd £ adapt / vseap | His-1 | IPVY | BC200 | BCY |
| WM7HG | 18 | gash | sra | hsromega | ENOD40 | CE20 | GUTIS | mei | oxyS | aepH | csiB | dseé | Lbi |

xist/rox /PaT [

| RNA ‘ Size ‘ Af-::g;:gﬁl:fs:::er ‘ Notes References
\Homo sapiens xist | 1B5kb | W97 163 I = Rer
iBr:Is Faurus wist sy i AF 1043906 | partial sequence (Sl et
\Mus musculus xist | 147 kb | LO45651 | I Ret
!Eguus cabalius xist | e | LIS0511 | partial sequence | Ref,
iOnfch'aGus clnicuis st = n.d.™ ! LI50310 |_ partial sequence | Ref
Eb._roso;:lh.ffa melanogaster roi] | 3749 nt | 155980 | SRR
|\ Drosophits melsnogaster rix2 | 1293 nt | Laa%a1 | | Ref
IHz-1 virus PAT-1 - [ 2aEFat [ UDD4E8 | | Ref.

'} nadl. - not determined

WebSite Info - In last few years much data has accumulated on various non-translatable RNA transcripts
that are synthesised in different cells. They are lacking in protein coding capacity and it seems that they

work mainly or exclusively at the RNA level. All known non-coding RNA transcripts are collected in the
database:
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A Protein Domain Library

DATABASE Welcome to
INFO

2 The SBASE 9.0
[

protein domain library

| hege are the well known structural and nctional domain Wpes. 1t has no

zequential overlap with any other domain group. This database produced by H - H
talistins WebSite Infos - SBASE entries
are currently grouped by Standard

@Erowse the list of. names (SN groups) that designate

L @SBASE-A The consolidated domain collection. various functlona_l and structural
Links @SEASE-B: Miscellansous experimental domain groups. domains of protein sequences.
SBASE article

&

@ Statistical protein domain prediction.
i experimental server based on nearest neighbour statistics, probabilistic scoring and adificial neural

network prediction

@Zimple similarity search on SBASE.
@ELAST 149
@ELAST 20
QPSILELAST.

@[iomain prediction in @ protein sequence (tabulated and graphic output).
@E| AST Search on Swiss-Frot+PIR for SEASE domain similarities.
@E| AST Search on PIE for Proffam similarities.
QB AST Search on SEASE (experimental).

@Search and optimization motifs on SBASE.
@Find and optimize a known molif in your sequence by FHEFPSEBLAST.
FEOSITE / Your own red. axpr,
@Find all Prosite motifs inyour seguence.
@Find a motifin all SEASE sequences.
FROSITE ff Your own red. expr.
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A 2D DataBase

Nucleic Acids Research OXFORD

Journals online
Howe | HELR | FEEDRBACK | supscriPTIONS | ARCHIVE | SEARCH | TABLE OF COMTENTS

Institution: Agent: Schnetztor - Verlag Kunde: Byk Gulden Lomberg Chemische Fabrik GmbH || Sign In as Personal Subscriber ||
Contact Subscription Administrataor at your institution || EAG

Mucleic Acids Research, 2000, Vol 28, Mo, 1 286-288

® 2000 Oyford University Press b Full Text of this Article
F Reprint (PDFY Yersion of this Aricle

The 1999 SWISS-2DPAGE database update e A B Ol
Pubhed

. b Pubhed Citation
e a1 ) ar ) 2 e 22 S EEEEEE——
Christine Hoogland": , Jean-Charles Sanchez®, Luisa Tonella®, b Search Medline for articles by

Pierre-Alain Binz"23, Amos Bairoch?, Denis F. Hochstrasser? and Hoogland, C. || Appel B D,
Ron D. A|1|Je|1 b Alert me when:

hewy articles cite this aricle
b Dowwnload to Citation Manager

1Swizs Institute of Bininformatics, 1 rue Michel-Servet, CH-1211 Genéve 4, Switzerland,
iCentral Clinical Chemistry Laboratory, Geneva University Hospital, Geneva, Switzerland
and *Department of Medical Biochemistry, University of Geneva, Geneva, Switzerland

SWS5-20PAGE (http:dfwenene expasy. chichZdf ) is an annotated two-dimensional palyacrylamide gel electraphoresis (2-DE)
database established in 1993, The current release contains 24 reference maps fram human and mouse biological samples,
az well as from Saccharomyces cereviaige, Eacherichia coli and Dichyostehum discoidewr origin. These reference maps
have now 2824 identified spots, corresponding to B14 separate pratein entries in the database, in addition to virtual entries for
each =WW|S5-PROT sequence or any user-entered amino acids sequence. Last year improvements in the SWISS-2DPAGE
database are as follows: three new maps have been created and several others have been updated, cross-references to

newly built federated 2-DE databases have been added; new functions to i
ExPASy prateamics server.

WebSite Info - SWISS-2DPAGE ( ) is an annotated two-dimensional polyacrylamide

gel electro-phoresis (2-DE) database established in 1993.
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The SWISSPROT 2DPAGE Resource

| ExPASy Home page | Site Map | Search ExPASy | Contact us
Hosted by NCSC US |Mirr0r sites: |[Australia [Canada [China |Korea [Switzerland [Taiwan

SWISS-2DPAGE
SWwIS jage Two-dimensional polyacrylamide gel

~ electrophoresis database E

WebSite Info -

SWISS2DPAGE containg data an prateins identified on various 2-D PAGE and SD3-PAGE reference maps. You can locate SWISS-2DPAGE -
these proteins on the 2-0 PAGE raps or display the region of a 2-00 PAGE map where one might expect to find a protein

frorm SWISS-PROT [More details / References / Disclaimer]. Two-dlmens_lonal
polyacrylamide gel
Release 15.2, November 2001 and updates up to 22-May-2002 (contains 861 entries in 33 reference maps from electrophoresis

human, mouse, Arabidopsis thaliana, Dictyostelium discoideum, Escherichia coli and Saccharomyces cerevisiae). database. SWISS

2DPAGE contains

data on proteins
[Search][Documents][Services][Software][Related servers][Other databases][Job openings] identified on various

2-D PAGE reference

maps
« by description (any word in the DE, OS5, OG, GN and « User manual
1D lines) + Release notes (Novemnber 12, 2001)
+ by accession number (AC lines)
« by clicking on a spot: select one of our 2-0 PAGE or + Protocols:
3D3-PAGE reference maps, click on a spot and then o Technical information about 2-0 PAGE (IPG's,
get the corresponding information from the SWISS- silver staining, protocols, etc)
2DPAGE database. o High perfarmance 2-0 gel comparison
+ by author (RA lines)
* by spot serial number (2D and 10 lines) « Figure captions of SWISS2DPAGE maps
+ by full text search available from publications:
o Human CSF, ELC, HEPG2, HEPG2SF,
+« SRS, searching in SWISS-2DPAGE using the LIWER LYMPHOMA PLASHA PLATELET
Sequence Retrieval System RBC, U337, CEC, KIDNEY,
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A Resource of Gene Regulatory Sequences

GRESA Gene REgulatory Sequence Analysis

=

Frojact

FunSite Compiuter System

Ciassificalion afahase

Classification Database

MIfch

Matcly matrix searcl!

Databases on transcriptional
regufation

TRRD database

Laboratory of Molecular Genetic Systems

Institute of Cytology and Genetics SB RAS

o0 Mf‘&é COMPEL

Database on composite regulatory elements affecting gene
transcription in eukaryotes

About composite requlatery elements

Documentation: status of the COMPEL and field description
How to cite COMPEL

Download release 2.4

Browse release 3.0

PATTERN_SEARCH

Frogram for searching potential composite elements similar to the
COMPEL collection

WebSite Info - Composite regulatory elements: structure, function and
classification. Composite regulatory elements contain two closely situated

binding sites for distinct transcription factors, and actually are minimal
functional units providing combinatorial transcriptional regulation.
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