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l (EST, DNA microarray)

3. Molekiiler yapi tayini (3-boyutlu modelleme)
7 .Varyasyon
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4. Molekiiler iligkiler (protein-protein iligkileri)
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"3 GOLD: Genomes OnLine Database Homepage - Microsoft Internet Explorer

File. Edit “iew Favortes Tools  Help |.r

= Back » = - l@ @ 3 | =ﬂ5&arch [3] Faworites ?@‘Media gﬂ | '_=—é]. = @"] 7 %

! Links e.-’-'«ctivity ”i Agdressi w Bioexplorer = ]EIC'|'2I gEnome Li !Gu:u:ugle j @\Search % Links | EMUIEiDINet @Euuks @Fnrum {4 Literature

Genomes OnLine Database

Contact: Last Update: Location T
GOLD March 3, 2003 www.genomesonline.org

Search GOLD: 708 genome projects _

125 348 235
Fublished Complete Genomes Frakansotic Ongoing Genomes Eukaryotic Ongoing Genomes

including 2 chromosomes including 8 chromosomes

GOLD: Genomes Online Database, is a World Wide Web resource for comprehensive access to information regarding

Diveratian complete and ongning genome projects around the world.

GOLD provides the largest available and most detailed monitoring of genome sequencing projects. I

[ 1 1 .i.ﬂ_lrjl.t'emé't.
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@) The TIGR Rice Annotation and Informatics -

Metscape
. Fle Edt Wiew Go Bookmarks

O O @ Q http:Ha’www.tigr.arg!tdb!ﬂk'la"l:nsa'la"annatation.shtml

Toolz “Window Help

| [Q. SEa[ch,l_‘]

+  H, [EHMal 48 Home G Fadio Metscape Sl Search (B Shop | EJBookmarks % VisualRoute Se. % SWISS-MODEL %5 My bioinformati.. % EMA&: methods 3|
= [fé pd-aﬂtﬁ'n;'nomim:resmiaés‘ah.EHE—.!.-T:}% Fice GD NR} THRI Tm The TIGR Rice Annotation and ... ]FE@JF!E’SF’-- j 3
bt
THE INSTITUTE FOR GENOMIC RESEARCH Ace gehome
TIGR Home TIGR Database Genome Home Introduction Related Links Help
Rice Genome Facts  The TIGR Rice Annotation and Informatics
Rice GenBank
Entries Listed below is a collection of information on Rice Annotation and Informatics at TIGR. Please
Rice follow the links to get more detailed information for each project.
Fublications
g'i[;teis?iige & Rice Distributed Annotation System {DAS) .
All annatated rice BACs can now be viewed through our DAS viewer. Click here to read
how the use the TIGR CGl based DAS viewer {In development).
Sequencing and
h S'h'.:o Wapping e Whole Automated Rice Genome Annctation Database
Rice BA[_: This database contains all ice BAC/PALC sequences in GenBank. These sequences
Seguencing were processed through an autornated annatation pipeline. Annotated sequences can
Ganatic Markers be searched on a BLAST server, searched by gene name, and are displayed based on
to BAC Ends their map position.
Erfg?repsg TIGR Curated Rice Annotation Database
Gianatic Markers Thi_s database contains every sequence derived from the TIGR_ rice genarme SequUencing
to BACS project. Annotated sequences will be displayed based on their map position, can be
searched on a blast server, and can be searched by gene name.
Tos17 Search
Rage TIGR Plant Orthelog Database
Maize Markers Ag part of our Rice Genore Program, we are identifying putative orthologs and
to Rice BACS & paralags i m nur rice sequences. Click here to see the first release of the TIGR Plant B
ImH Bl PP P |
5 5 oy | Done = =] e



& GlimmerM/A/R server - Netscape
. File Edit Yiew Go Bookmark:s Toolz “Window Help

i [C-k -SBart:h.j

G O @ O http:H.f'www.tigl.Drg.v'tdh.v'glimmelmf‘glml_farm.html

. Bl EMal 48 Home §3 FAadio Metecape Sl Seach (@] Shop | EdBookmarks 55 VisualPoute Se.. 5 SWISS-MODEL S5 My bicinformati.. S5 EVa: methods

|
SN |

) f’}f&ﬁ-p{amwm:rg@mm'«sh:ms.;.:'T‘&;; IRGSP

Contents
The Server

Glmmerhl's page
Contact

][‘Q}. WWMSEEMIPNMM‘!?F& ﬂNmeEEﬂD%?E,N&mi[ B Glimmertd /875 server €
b

GlimmerM Web Interface

http://www.tigr.org/tdb/glimmerm/glmr_form.html

In order to use the gene finder, please select the organism for which you are doing the prediction, then input your sequence by cut-and-pasting
nte the sequence window or enter a filename to upload: Input sequences may be n FASTA format or sunple DA sequences.

 Arabidopsis thaliana
' Bruma malayi
Organisms: O Entamoeba histolytica
" Plasmodmm faleip arum (malana)

" Schistosoma manson

e-Mail results
& Mo, I wait

0S| condaad

 Aepergillus fiurmzats

" Cryptecoccus neoformans
@ Oryza sativa (rice)

" Plasmodmm yoel

" Theileria patva

C Yes, to: |

)

I8 & D

EERSIERW



UE-I plant genomics rezources on the web - Metscape

. File Edit ¥iew Go Bookmarks Tools Window Help

|

Q @ @ @ “% hittp:d Ay, plantgenome. uga.edudlink s htm#Gene-indingzoftware

.,j E;I'-\_ EMEA 4 Home G Radio @'I:ﬂe'tlscape

'ék 5§ plant geriomics resources on the web

ag Search ﬁﬂhﬂp Eﬁuukmarks Q&-Vmuaﬂfimleﬁb % W‘TSSMUD?EL Q{lM I bivinformat... @PE\M methods »

# the Plant Genome
=< Mapping Lahoratory

Projects

Services
Publications
Posters
Personnel
Economic Impact

Mewrs Archive

Calendar

Lab Management

Plant Genomics Links
Current Protocols Online
Dlige Database

¥isitors' Information
Employment

UGA Links

Partner Programs:

Genes for Georgia

PLANT GENOMICS LINKS

= Arabidopsis

= Malze

i RIce

@ Cotton

= Sorghum

= Sequence Databases

s Germplasm Databases & Repositories
# Genomics Centers & Institutes

= Bioinformatics

# Comparative Mapping

s Genomics Tools

# Computational Resources

s Microarrays

& Proteomics

i Physical Mapping

= Journals fTechniquesf Articles

i Web Software

= Genetic and Physical Mapping Databases
= Motif and pattern finding

“ Phylogeny & Tadonomy

= Gene-finding software

www .plantgenome.uga.edu/links.htm

CENLE TOr dppied geneuc LECHnNIOOgES © < Univensity On geonrdid

6-25-2003: Updated
BACHMan databases of
comparative BAC
hybridization data are now
on line! [more]

4-29-2003: UGA genelicist
Andrew Paterson has found
that blocks of genes in
plants have duplicated
themselves over ime,
showing redundancy as a
factor in evolution. A study
published in the journal
Mature is reported in

Astrobislogy magazine.
[more]

3-27-2003: PGML reveals
that entire genomes of

fowering plants duplicated
20 and 200 million years ago.

[more]

7-15-2002: National Science
Foundation avrards grant to

UGA's Genas for Georgia.
[mora]

5-3-2002: PGML finding =4

EE=Na=

. ing :
' | P =8



) SDSC Biology Workbench - Hetscape | _ 5]

. File Edit %iew Go Bookmarks Tools “Window Help

il Q Q @ O |Q} hittp: £ dwork bench, sdec.edu’? | [Q. Search,._] c:?:ga rg
X

B, EMal 48 Home 3 Radio Metscape ©h Search @] Shop | EJBookmarks S5 VisuslFoute Se. % Si/I55-MODEL S5 My bicinformati.. e EVA; methods

3

&t | S SDSE Biology Workbench r_.ﬁt}.lF}GSF!: ‘]['W_Theﬁ'hmmedﬂh}erumﬁage-'f Eﬁka{yeﬁé-PtlﬁMh Ther S Th’e:ﬁli'lj]j%;i.l‘-dbﬂf-.:samPiéf-.»..'T:ﬁi& MEME - Introduction 1 B¢
e

— |_" [ == SAN DIEGO SUPERCOMPUTER CENTER
A National Laboratory for Computational Science and Engineering

| [=]] ; ‘_% S C at the University of California San Diego

Biology WorkBench

The Biology WorkBench iz a web-based tool for biologists. The WorkBench allows biologists to search many popular protein and micleic acid sequence

databases. Database searching is integrated with access to a wide vanety of analysis and modeling tools, all within a point and click interface that elimmates file format ||

compatibility problems.

If you encounter any problems or find any bugs i the Biclogy Workbench, and are unable to send a bug report from within the software, please send areport to
bwhbhelpf@sdsc.edu

Enter the Biology Workbench 3.2 h'l""p . //WOr‘kbenCh . SdSC . edU/

Setup afree account (required, but painless)

Suggested Web Browser: we suggest that people use MNetscape Commumcator or MNawigator, preferably the latest version that can be obtammed {any 4.z version
should wotle well). Wicrosoft Internet Explorer (especially older versions) can be unpredictable when loading the Biology Workbench, In addition, because we are
unable to force Tnternet Explorer to open seconary windows with our software, showing database records and reading help pages can be a bit clumsy. Monetheless,
most Biology Workbench operations *should™ wortle within Internet Explorer,

Zome people notice browser-related problems that go away when one clears the disk cache, and turning off the disk cache altogether when using the Biology

]

-]

Wotkbench might be a good idea Also, your memory cache should be set as high as comfortable, as some of our pages can take up quite a bit of space i your

o B SF B | Done i [



Biyologlarin bilmesi gereken bes WEB sitesi

* NCBT ("The National Center for Biotechnology
Information”)

- http://www.ncbi.nlm.nih.gov/

+ SwissProt/ExPASy ("Swiss Bioinformatics Resource")
- http://expasy.cbr.nrc.ca/sprot/

EBI ("The European Bioinformatics Institute"")
- http://www.ebi.ac.uk/

- "The Canadian Bioinformatics Resource”

- http://www.cbr.nrc.ca/

- PDB ("The Protein Databank")
- http://www.rcsb.org/PDB/




3 ExPASy Molecular Bislogy Server - Microsolt Intemet Exploter =18 x|
J Bosga  Buzer  Gomindry Sk fullanlanisr  Araplar - Yadm |-

[ -2 © B & |@a m @ 3| a3 @ .

Ger 1= Diur Yenile Gitig Ara Sik Kullarila... Ortarn Gecmiz Yazdi Diizen
J Adres i@ http:/fau.expasy. ongd LI
I Yf & I ‘ Searchweb |-| =+ Poplp Blocker | ISign In |v I FdMal ~ [ Games + WP Yahoo! » 577 Pesonals » @9 MyYahoo! %5 LAUNCH -
| Site Mag' | search ExPASy | Contact us |

|Hosted by APAF Australa ilt.rﬁrror sites::|Bo]ima |Canada !Chjna |Korea |Switzerland iTaiwan |USA

Search | Swiss-ProyTrEMBL =] for | Go| Ciear |

ExPASy Molecular Biology Server ExPASy celebrates 10

years of continuing
service!
The ExPASy (Expert Protein Analysis System) protecmics server of the Swiss Institute of What do you like heston /308 gh
Bioinformatics (5IB) 15 dedicated to the analysis of protemn sequences and structures as well as 2-D ExPAS ‘;reh::t“]’n ulike 7, ¥

PAGE (Thsclawner / Beferences). <

Announcements] [Job opening] [Mirror Sites]

s Swiss-Prot and TrEMBL - Protein knowledgebaze s Proteomics and sequence analyvsis tools
« PROSITE - Protein families and domains o Proteomics [Peptldent, Peptideldass, ]
s SWISS-2DPAGE - Two-dimensional polyacrylarmde gel electrophoresis) o DIA -= Protem [Translate]
s ENZYME - Enzyme nomenclature o Simnilanty searches [BLAST]
o SWISS-3DIMAGE - 5D mmages of protems and other biological o Pattern and profile searches [ScanProsite]
macromolecules o Post-translational modification and topolosy prediction
« SWISS-MODEL Repository - Automatically generated protem models o Primary stucture analysis [ProtParam pLDIW, Prot3cale]
s CDd0Lbase - CD40 hgand defects o Zecondary and terflary structure prediction [SWISS-IODEL, Swiss
s SegAnalBef - Sequence analysis bibliographic references PdbViewer
o Ahonment [T-COFFEE, 3I1]
+ Links to many other molecular hiology databases o Biolomcal text analysis
s Melanie 4 - Zoftware for 2-D PAGE analysis :
e T S A i A et e D i ol Db =

|fé:| l_l_f_lﬂ Intermet _
= | Baﬂall“ & 5 Eﬁ H = H & ExPASY Molecular B.iD|Dg}'..." Microsolt PowerPoint. .. ||_1EI:5EI




The National Center for
Biotechnology Information (NCBI) Home Page
http://www.ncbi.nim.nih.gov

f.
<3 NCBI

FPubMed

Site Map ﬁ’f

Entrez O

Taxonomy Structure

This site map is also a guide to NCBT resousrces. Hach Bnk lsads to a brief description of the resaurce an this page, then o the resource itself. A Quick
Links table is also available. I provides anly an alphabetical st af the major rescurces with direct finks to those resources, bvpassing the descriptions.

RESOURCE CATEGORIES ALPHABETICAL INDEX
About NCBI | | WITH LINKS TO RESOURCE DESCRIPTIONS
programs and services, what's newvs, NCEI (To bypass descrinfions, use the Quick Links fabie.)
Mews, postdoctoral fellowships,
organizational structure, contact information, Bankit zenBank sample record Plant Genomes Hew
e-mail lists .
= ELAST Genetdap'ay Proteins Sequences
GenBank : .
overview, submit sequences, submit Books new Genes and Disease EROW
genomes, sample record, GenBank
divisions, statistics, release notes, CCAP Cenomes and Maps Pubived
international collaboration, FTE GenBanls [ SED Pubhied Central
Molecular Databases
nuclectides, proteins, structures, taxonomy _ - e
Literature Databases Clones HomoloGene Research at NCEI
Pubided, PubiMedCentral, Ok, Ecoks,
Citation Watcher Cnab Eg;ﬂoaurhieanome Eetroviruses
Genomes and Maps ———
Entrer Genomes, Map Viewer, human, Coffee Break Human Genome SAGEmar
mouse, rat, cow, Zebrafish, Drosophila, N Sedquencing
nematode, plant genomes, yeast, malaria,
microbial genomes, ¥iruses, viroids, COGs e o e L Seminars

plasmids, eukaryotic arganelles L
Tools Computational Biology | menel ink Sz




* Map Viewer: NCBI'da bulunan genomlara genel baki

NCBI Map Viewer

Taxonaomy Entrez BLAST Help

j for | Go!

Henarme

Search | 2elect Organism

Other ¥ertebrates Mammrals

Click the (3) to BLAST a genome
Click the organism to view the
gen one.

(& Danpio rerio (zebrafish)

3 Homo sapiens (human)
3B Mus muscafus (mouse)

& Rattus norvegicus (rat)

Invertebrates

) Aropheles gambize (mosquite]

(B3 Caenorhabditis afegans (nematode)
(3 Drosophila melanogaster (fruit fly)

Fung¥
O Saccharompees cerevisize (baker's yeast)
) Schizosaccharomyces pombe (fission yeast)

Plants

D Arabidopsis thaliara (thale cress)
) Avernz sativa (oat)
(3 Hordewm valgare (hadey)
) Orpza sativa (rce)
(3 Triticam zestivam (wheat)
Zeaz mays (com)
Glycine max (soybean)

Protozoa
() plasmodiam Falciparaom

See more about ) Bacteriz, ) Organelles, () Virases

S



e GenBank: NCBI'in nukleotid dizileri veri tabani




® Ozgin Gen (“UniGene”)




* EST ("Expressed Sequence Tags’=cDNA) Bolumu

3'

AN 6zgiin

A ("unique”)
klonlarin
izolasyonu

cDNA

kiitiphanesi # kiftiphanede 80-100,000
6zgiin cDNA klonlari



e | ocus Link: Genin bulundu

r

<3 NCBI

P
LocusLink ST

FPubMed Entrez BLAST QMM Taxonomy  Structure

Search |LocusLink | Display | Brie ~|  Organism: [EYMGEG -

Locuslink Home

Clear |

ABCDEFGHI JKLMNOPOQRSTUYWRY 7

I Introduction

Locusl_ink provides a single query interface to curated seguence

and descriptive information about genetic loci. It presents
information on official nomenclature, aliases, seguence
accessions, phenotypes, EC numbers, Mk numbers, Unizene
clusters, homology, map locations, and related web sites.

Sequence accessions include a subset of GenBank accessions
for alocus, aswell as a new type, the NCEBI Reference Sequence
(RefSeq) RefSeqrecords are built according to the process
detailed here. Sees the About and FAQ pages for mare
information.

Data can be accessed by clicking one of the letters above to
browse loci sorted by symbols, or by entering a queny into the
search form. Use of wild cards (*) is supported. Additional
information and guery tips are provided in the Help
documentation.

The current scope is Caenorhabdifis elegans, cow, fruit fly,
hurman, human immunodeficiency virls type 1, mouse, rat, and
zebrafish.

gu lokus hakkinda bilgi



* GEO (“Gene Expression Omnibus™): Gen anlatim bilgiler |

Gene Expression Omnibus ge.

SAGEMmMap Fubhed UniGGene LocusLink
Public gene expression data Query: | s
Faper | FAC | News In order to support the public use and dissemination of gene expression data,
MCEl has launched the Gene Expression Omnibus. GEOQ is a gene expression
Feedback and hybridization array data repository, as well as an online resource for the

retrieval of gene expression data from any organism or arificial source.

Repository contents
Platforms 176 (160 Mb)

Samples 3399 (2452 Mb)
a direct deposit EOIES 128
coount Sun Feb 23 07:30:30 2003 EOT

Brief inf
-"E. :tr]}':uj:uldi":; Many types of gene expression data from platform types such as nucleotide,

antibody and tissue arrays and serial analysis of gene expression (SAGE) data,
will be accepted, accessioned, and archived as public data sets.

"Briefs" of the various data retrieval and data deposit mechanizms as well as
repository design are a good place to start for the new user.

Recent news

May 2, 2002

The platform types of filter, high density oligonucleatide array (HDA), microarray
and antibody array have been deprecated iretired). The platfarm types of
commercial nucleotide, commercial  antibody, commercial  tissue, non-
commercial nucleotide, non-commercial antibody, non-commercial tissue and
B e other are their replacements. This change was made in order to increase clarity




Entrez PopSet:
Populasyon calismalari

|| Display Settines...
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Pubhded

Search I Taxonomy

s oliBg 2 X¥&5
NCBI o STaxonomy
Muclectide Frotein GEnome Structure Pl Taxonomy Ol
~| for| EI Clearl
Limits Fresiewindesx History Clipboard Details

Ahout Entrez

Hely
Linkout tutarial

Taxonomy Statistics

Taxonormy FTP site

axonomy FAQS

How to reference

The NCBI Entrez Taxonomy Homepage

The NCBI taxonomy database contains the names of all organisms that are represented in
the genetic databases with at least one nucleotide or protein sequence. Click on the tree if
you want to browse the taxonomic structure or retrieve sequence data for a particular
group of organisms.

These are direct links to some of the organisms commonly used in molecular

research projects:

™ Arabidopgis thaliana

" Bos taurus

™ Caenorhabditis elezans

™ Chlamvdomonas reinhardti
™ Danio rerio {zebrafish)

™ Dictyostelium discoideum
™ Drosophila melanozaster

™ Escherichia coli

I B B B

Hepatitis C virug

Homo sapiens
Masnaporthe srisea

Mus musculus
Wyvcoplasma pneumoniae
Neurospora crassa

Oryza sativa
Plazsmodium falciparum

™ Pneumocystis carinii

™ Rattus norvegicus

™ Saccharomvyces cerevisiae

™ Schizosaccharomyces pombe
™ Takifugu rubripes

™ Xenopus laevis

Ir Zea mays




OMIM (*On-line Mendelian Inheritance in Man”): Insan
genleri ve genetik hastaliklari

OMIM B .
NCBI et Hopkins
g Online Mendelian Inheritance in Man g University
Pubhed Mucledtide Protein Genome Structure PhAC Taxonomy Ol
= fOI'I Gul Clear |
Limits Fresyiewiflndex Histony Clipboard Details

» Enter one or more search terms.

o Use Limits to restrict your search by search field, chromosome, and other criteria.
o Use Index to browse terms found in OMIM records.

» Use History to retrieve records from previous searches, or to combine searches.

OMIM™ - Online Mendelian Inheritance
in Man™

vew OMIM is now incorporated into NCBI's Entrez system and can be queried uging the same
approach as the other Entrez databases such as PubMed and GenBank. The previous OMIM pages
are still available here,

Welcome to OMINM, Online Mendelian Inheritance in Man. This database is a catalog of human genes and genetic
disorders authored and edited by Dr. Victor A. McKusick and his colleagues at Johns Hopkins and elsewhere,
and developed for the World Wide Web by NCBI, the National Center for Biotechnology Information. The
database contains textual information and references. It also contains copious links to MEDLINE and sequence
records in the Entrez system, and links to additional related resources at NCBI and elsewhere.

You can do a search by entering one or more terms in the text box above. Advanced search options are
accessible via the Limits, Preview/Index, History, and Clipboard options in the grey bar beneath the text box. The
OMIN help document provides additional information and examples of basic and advanced searches.




23 NCBI BLAST - Microsoft Internet Explorer

| Dosya Diizen  Giinum Sk Kullanlanlar  &raglar  Yardim
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|-53arci'1-Weh|v=| =)+ Poplip Blocker H-.S:ignih |'IE Mail - Games ~ XP'Yshoo! = K7 Personals ~ @ bl ¥ &bl $b LAUNCH ~

-
S NCBI

FPubhed Entrez BLAST

Ol

BLAST

Taronormy Structure

Infa Hew 15 November 2003 The BLAST databases in FASTA format will move from Zto .0z

compression. Bead more.
Nucleotide

e Discontiguous megablast
s Mezgablast

s Search for short, nearly exact matches

s Search trace archives with megablast or
discontiguous megablast

Translated

. Tutlerl
= LIRL AP guide

s Translated guery vs. protein database (blast)
e Protein guery vs, translated database (thlastn)

s Translated guery vs. translated database
ithlast:)

Special
s Align two sequences (bi2seq)

e Screen for vector contamination (WecScreen)
s Irnrmunoglobin BLAST (IgBlast)

Protein

+ Protein-protein BLAST (blastp) G
s PHI- and PSI-BLAST

¢ Mucleotide-nucleotide BLAST (hlastn) e, Coorch for shiort, nearly exact matches

s Seatch the conserved domain database

(rpshlast)

& Search by domain architecture (odart)

Genomes

Meta

Hurman, mouse, rat

Frigu rubripes, zebrafish

Insects, nematodes, plants, yeasts, malatia
Microbial genomes, other eukaryotic genomes

+ Retrieve results by RID
e Get this page with javascript-free links

Oisclaimer

:! Ea;lat”] @ @ @ E ) H @NEEl S-;aquenc;e Wiewer - .

I_I_I_lﬂ.-lntemel

| Mictn&dFtP'wverPDinE - [tne,..l @E:-:P,-’-‘iﬁy.MDJeculaf Eiu’:ulogy,..."@h][fﬂl BLAST - Micios._.

| 10:56



2 NCEI Blast - Microsoft Internet Explorer
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=3 BLAST I
- N C B [ nucleotide—nucleotide b
Mucleotide Pratein MCBI home pange SEHIE Retrieve results for an RID
—
Search
Set subsequence me:l TD:I |
Choose database [nr -
il BLAST! B
“
—
Options for advanced blasting
Limit by esntr -
eieez | arse1ectfmm:|AII organisms 4
Choose filter W Low complexity [T Human repeats [T Iask for lookup table onty [ Mask lower case
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[ 2] hitp:Atwnanes nebi plr ik g, I_ ’_ I_ |4 Intemet

E- | Ba;latl“ & 3) A > “ & TNCBI Sequence V]“e-wer...l -Mi'-:rosnft‘-—F'nwerFa'ujinl.-.[‘c:..l 42 ExPASY Molecular Etitulo,:.H.@N[':BI:Btést-— Micros | 1100




A RID=1074675297-13259-129226525381.BLASTQ 3. - Microsoft Internet Explorer
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=
Score E
Sequences producing sighificant aligmments: (bitzs) WValue
gi| 30693456 | ref |NHM 114983.2] Arabidopsis thaliana naringeni... 22879 o.o [ﬂ
gi|16604532 |gh| AY0S588686.1| Arabidopsis thaliana AT3g51240/F... 2629 0.0 [ﬂ
gi| 16226799 | gh | AF428335. 1| AF425335 Arahidopsis thalians AT3I... 2537 a.o I:!I
gi| 21406297 | gh| A¥OB7559.1| Arsbidopsis thaliana clone 36653... 2389 0.0 [D
gi| 21436026 | gh| A¥116957.1| Arabidopsis thaliana AT3gS51Z40/F... 2135 o.o [ﬂ
gi| 2858106 emb | X72592. 1 | MIFHT M.incansa wBPNA for flavanone 3-... 1140 0.0
gi| 6782245 | ewb | AL13Z2980.3 | ATF24M1Z2 Arahidopsis thalians DNA... 1128 0.0
gi| 3790547 | gh| AFD&4064.1| AFOE4064 Arsbidopsis thaliana cult... 1003 0.0 l:
gi| 30905475 | gh| A¥2 68090, 1 Arabidopsis thaliana flawvanone 3... 928 o.o
gi| 3790549 | gb| AFOG4065.1| AFO64065 Arasbhidopsis thaliana culc. .. 908 a.o
gi|1002802 | gb| U33932.1|ATU339532 Arsbidopsiz thaliana flavan. .. j=]u] 3] 0.0
gi| 12578952 |emb | AJZ95606. 1| ATH295606 Arabidopsis thaliana p.. 856 0.0
gi| 12578950 | end | AJZ95605, 1| ATHZ295605 Arabidopsis thaliana p.. 856 o.o
gi| 24740475 | ewk | AJ493151. 1| ATH493151 Arabidopsis thaliana p.. 856 0.0
gi| 24740472 | ewk | AJ493150. 1| ATH493150 Arabidopsis thaliana p.. 856 0.0
gi|24740466 | ewd | AJ493149, 1| ATH4931459 Arabidopsis thaliana p.. 856 a.o
gi|24740461 |emb | AJ493145. 1| ATH493145 Arabidopsis thaliana p.. 856 0.0
gi|24740456 | end | AJ493147, 1| ATH493147 Arabidopsis thaliana p.. 856 o.o
gi|2474045]1 | ewk | AJ493146, 1| ATH493146 Arabidopsis thaliana p.. 856 0.0
gi| 125789458 | ewk | AJZ295604 ., 1| ATH295604 Arabidopsis thaliana p.. 548 0.0
gi| 24740505 ewd | AJ493156. 1| ATH49315F Arabidopsis thaliana p.. 845 a.o
gi| 24740500 ewd | AJ493155. 1| ATH493155 Arabidopsis thaliana p.. 848 0.0
gi| 24740455 | emb | AJ493155. 1| ATH493153F Arabidopsis thaliana p.. 845 0.0
gi| 24740453 |emb | AJ493152, 1| ATH49315:2 Arabidopsis thaliana p.. 545 0.0
gi| 24740367 | ewk | AJ493129, 1| ATH4931258 Arabidopsis thaliana p.. 548 0.0
gi| 24740510 ewd | AT493157. 1| ATH493157 Arabidopsis thaliana p.. g41 a.o
gi| 12578946 | enb | AJZ95605 . 1| ATH295603 Arabidopsis thaliana p.. 817 0.0
gi|12578944 | emb | AJZ295602 . 1| ATH295602 Arabidopsis thaliana p.. 817 0.0
A |12 ERR0A7 | cvela | 3. T*PaAEEMN1 11 aTH2OQE AN frahidnreis thaliara w =17 mn n ;I
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* NCBI, Google gibi WEB sayfasi aramasi icin kullanila  bilir .

~=> NCB N\221= Qlls OIzEl\Lll
FubMed Mucleotide Frotein Genome Structure Fopset Taxonomy
SearcthCEllWeb Sitej for ||:an|:er chl C|EE‘W|
Limits Fresyisnfindes: Histony Clipboard Details

Display IHDme PageViewj Send to ITe;d vl

Searched for : cancer - .
View all 265 results

265 matches under 37 home pages

Genes and disease Related sites
Genes and dizease provides short descriptions of mhertted disorders. It is hosted by the National Center for Biotechnology Information
(ITCEID, a division of the National Library of Medicine (LM at the MNational Institotes of Health (NIH).

Category: product-service. information puide|product-service home page

Cancer Related sites
Genes and disease prowvides short descriptions of mhented disorders. Tt is hosted by the Mational Center for Biotechnology
Information (MCBD, a division of the Mational Library of Medicine (ITLID at the Mational Institutes of Health (I91H).

Category: product-service information article

[ View all 19 results from hitp dwwwr ncbintm nih gow/diseaszel |

Collaborative Cancer Research Related sites
National Center for Biotechnology Information About NOBI MCET at a Glance A Science Primer Diatabases and Tools Human Genome
Eesources Model Organtams Guide Outreach and Education News About WMCEI Site Map Eelated Genotic Eesources Literature
Databases Entrez Databases Mucleotide Dratabases Genome spe.

Category product-service information puide
[ View all 28 results from hitpdwww ncbi nlm nih gow/Aboutd ]
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Pubded Entrez BLAST Ot Books TaxBrowser Structure
Search | Mucleotide j forl GDl

MBI
P What is bicinformatics?
SITE WAP
Bininformatics is the field of science inwhich biology, computer
science, and information technology merge into a single discipline.
The ultimate goal of the field is to enable the discovery of new
biological insights as well as to create a global perspective from
wihich unifying principles in biology can be discerned. There are
three important sub-disciplines within biginformatics:
b the development of new algorithms and statistics with which to
assess relationships among members of large data sets;
b the analysis and interpretation of various types of data
including nuclectide and amino acid seguences, protein
domains, and protein structures; and
b the development and implementation of tools that enable
efficient access and management of different types of
EnCes information. More. .

b Information and tutorials at NCBI

Infarmation Mucleatide FPubrmed

and tutorials tutorial tutarial

.\% : 1; Publffed
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“" Basic Neurochemistry, Molecular, Cellular, and Medical Aspects. 6th

ed.

Siegel, George J.; Agranoff, Bernard W, Albers, F. Wayne, Fisher, Stephen K.
Uhler, Iichael D, editors

Philadelphia, Petnsylvania; Lippine ott, Willames & Willdng, c1999.

[SBI 0 397 51820 X

C. elegans II.

Fiddle, Donald L.; Blumenthal, Thotmas, Meyer, Barbara I, Priess, James B,
editors.

Plaitwview (MY Cold Zpring Harbor Laboratory Press; c1997

Cancer Medicine. 5th ed.

Bast, Robert C.; Kufe, Donald W, Polloclk;, Raphael E.;, Weichselbaum, Ralph F..,

Holland, Jammes F_;, Frei, Emil, editors.
Canada: BC Decker Inc; c2000.

The Cell - A Molecular Approach. 2nd ed.

Cooper, Genffrey I

Sundetland, Massachusetts: Sinauer Associates, Tne.; c2000.
[SBI O &7803 106 6

Developmental Biology. 6th ed.

Gilbert, Scott F.

Sunderland, Massachusetts: Sinauer Associates, Inc.; c2000.
[SBIN O &7803 2437

Immunobiology. 5th ed.
Janeway, Charles A, Travers, Paul, Walport, Mlarls, Shiomchils, hWarl,
Mew York and Londorn: Garland Publishing, c2001.

Introduction to Genetic Analysis. 7th ed.

Griffiths, Anthony 1.F . Wiiller, Jeffrey H.; Suzila, Dawid T.; Lewontin, Fichard
C., Gelhart, Williatn Wi

Mew Yorke W H Freetnan & Co; c1999.

Genes and disease.

Mational Institutes of Health

MCBI, Mot under copyright.

The Human ATP-Binding Cassette (ABC) Transporter
Superfamily.

% Dean, Michael

Monograph
Bethesda (0DY: HCBI, Mational Library of WMedicine (T3, 2002 MNov.

Kitaplar

The Human ATP-Binding Cassette (ABC) Transporter
Superfamily.

Dean, Michael

Monograph

Bethesda (MDY MCBI, Mational Library of Medicine (T15); 2002 MNov.
Medical Microbiology. 4th ed.

Baton, Satmel, editor

Galveston: University of Texas Medical Branch; c1996.

IZBM 0 9631 1721 1

Modern Genetic Analysis.

8 Griffiths, Anthony JF ., Gelbart, William B, DMiller, JTeffrey H ; Lewontin, Richard

C.

Mew York: W H Freeman & Co;, c1999.

Molecular Biology of the Cell. 3rd ed.

Albertz, Bruce;, Bray, Dennis, Lewis, Julian; Raff, Martin, Roberts, Keith; Watson,
James D,

Mew York and London: Garland Publishing, c1994,

Molecular Cell Biology. 4th ed.

Lodish, Harvey, Berk, Arnold, Zipursley, 5. Lawrence; Matsudaira, Paul; Baltimore,

8 David, Darnell, Jatnes E.

MNew York: W H Freeman & Co; c1998.

The NCBI Handbook. -
Bethesda (VD)

MCBI, Mational Library of Medicine (TI3); 2002 Now.
Retroviruses.

Coffin, John I, Hughes, Stephen H., Warmmus, Harold E.
Plaitviews (IY): Cold Spring Harbor Laboratory Press; c1997.

Surgical Treatient - Evidence Based and Problem-Oriented.

. Holzheimer, Fene G.; Mannick, John 4, editors;

Wunich: Zuckschwerdt Publishers, c2001.
ISBM 07216 7443 7

Chapter 6, Smallpox and Vaccinia.
From: Vaccines. Strd ed.

Flotlkin, Stanley A ; Orenstein, Walter &, editors.
Philadelplua: W. B, Saunders Company, 1999,




Primer d izayn programlari

Macvector

Seqlab

 Prime (GCG)

* Primer3 (lUcretsiz)

* Primerquest (licretsiz)
OligoAnalyser

* Primer dizayn edilirken; primer uzunlugu, GC igerigi, Tm
degeri, ¢ogaltilacak dizinin konumu gibi kriterlerde istenen
degisiklikler yapilabilir.



a Primer3 Input [primer3d_www.coi ¥ 0.2] - Microzoft Internet Explorer

File: Edit Miew Favortes Tools  Help |

= Back » = - @ 7] 734 | Qi Search [ Favoites St Media % | - Sh ﬂ] > @
Links ** Agdress|WEioerlnrer vl j |E|:u:|g_|e ;I Q{Search %Links | gMDEiDlNEt ﬁﬂooks @Forum @Literature ‘Nmtonﬂntl\-"irus E -

PI‘III]GI':S disclaimer source code

pick primers from a DEA sequence (see HEW cautions cld mterface

Paste source sequence below (5'->3' string of ACGTHNacgtn -- other letters treated as I -- numbers and blanks ignored). FASTA format ok Please I-out
undesirable sequence (vector, ALTTs, LINEs, etc.) or use a Mispriming Library (repeat library): I MNOME j ||

[~

iv | | Iv
Pick Pick Pick
left hybridization right
pritner probe primer
or {internal of
use oligo] e
1eft ar right
pritner use primer
below. oligo below

below, (5=

http://www-genome.wi.mit.edu/cgi-
‘bin/primer/primer3.cgi/primer3_www.cgi

Fick Prirmers | Reset Form |
segquence Id: I A string to identify your output.
_ E g 50,2 requires primers to surround the 2 bages at positions 50 and 51, Or mark the source sequence with [ and ] ez
Targets: |

CATCTCCCCITCAT.. means that primers must flank the central CCCC, -]
|&] Done [ [ |4 Intemet




/3 Webcutter 2.0 - Microsolt Internet Explorer
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¢ .0 . @ B 4| @4 &G @ 3| J 60
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Geri 1= Diur Yenile Giirig bra Stk Kullarila. . Crtam G ecmig ‘Yazdi Diizen
I Adres |@ hittp: A firstmark et com/cutter/cut2. himl ;!
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Welcome to Webcutter 2.0! This new version of Webcutter 15 a complete rewrite. Along with cleaner and more maintamable code, I am pleased to mtroduce the
following new features:

+ Rainhow cutters Highlight vour favornte enzymes in color or boldface for easy at-a-glance identification

« Silent cutters Find sites which may be introduced by silent rutagenesiz of vour coding sequence

Sequence uploads Input sequences directly mto Webcutter from a file on vour hard dnwve without needing to cut-and-paste

Degenerate sequences &Analyze restriction maps of sequences containing ambiguous micleotides likke M, Y, and E.

Circular sequences Choose whether to treat vour sequence as inear or circular

Enzyme info Click mto the wealth of references and ordering information at Mew England BioLabs' EEBASE, directly from your restriction map results

FPlus all of the features Webcutter has always had, from automatic sequence search-and-entry from MCEI's GenBank to its easy customizable interface and clean
simple results format. For a muni-matmal on how Webcutter 2.0 worles, how to get the most from it, and some of its kenown limmitations, please click here.

New!

| ¥
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3 Wehcutter 2.0 - Microsoft Internet Explorer
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Piease select the type of analysis you would like

&% Linear sequence analysis

" Circular sequence analysis

" Find sites which may be introduced by silent mutagenesis

P1ease indicate how you would like the restriction sites displayed
¥ Map of restriction sites

¥ Tabhle of sites, sorted alphahetically hy enzyme name

[T Tabhle of sites, sorted sequentially by hase pair numher

P1ease indicate which enzymes to include in the display

& All enzymes

T Enzymes not cutting

" Enzymes cutting once

" Enzymes cutting exactly I_ times

¢ Enzymes cutting at least i_ times, and at most [_ times

W [Rainbow ] highlights for enzymes from the [Standard =] polylinker

Please indicate which enzymes to include in the analysis
© All enzymes in the datahase

% Only enzymes with recognition sites equal to or greater than |5_ hases long

T Only the following enzymes:
Use the command, contral, ar shift key to select multiple entries

[&] Bini

:m Baslall“ &= @J Eﬁ g B H @NEBl Sequence Yiewer - ... I Ml’cms.u'ﬂ F'DwerF'Dl'nt-[tne...”@\l}éhcuuer 210 - Micr._.
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* http://elegans.imbb.forth.gr/GOLD

* http://www.tigr.org/tdb/glimmerm/glmr_form
.html

» www.plantgenome.uga.edu/links.htm

» www.ncbi.nlm.nih.gov/genomes/PLANTS/PlantL
ist.html

» http://workbench.sdsc.edu/
* http://expasy.ch
* http://www-genome.wi.mit.edu/cqi-

bin/primer/primer3.cgi/primer3 www.cgi
* http://www.firstmarket.com/cutter.cut2. html




