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Biyoinformatik;

= cesitli biyoloji veri bankalarindan

gelen bilginin anlasilir ve organize hale
getirilmesi igin informatik tekniklerin

kullanimi




Biyoinformatik (Bilgi Akisi)

1. Nikleik asit

dizilemesi ve analizi 5. Bilgi aglarinin kurulmasi
(dizilerin kargilastiriimasi, (Metabolik yollarin aydinlanmasi amagli)
genlerin belirlenmesi) l

6. Gen anlatimi iiriinleri ve protein

2. Proteinlerin analizi (Dizi bilgisi) i Rl
l (EST, DNA microarray)

3. Molekiiler yapi tayini (3-boyutlu modelleme)
7 .Varyasyon
l (SNP)

4. Molekiiler iligkiler (protein-protein iligkileri)



Sequences {millions)

Gen Bankalarindaki Bilgi Artigi

mm Eaose Pairs
—_—— S ELUEnCES

1998

28000

26000

24000

22000

20000

18000

16000

14000

12000

10000

BOO0

SO0

G000

2000

2002

Base Pairs of DNA [millions)



a GOLD: Genomes OnLine Database Homepage - Microsoft Internet Explorer
File  Edit iew Fawaorites Tools Help ‘ Q
& Back ~ = - & |4 ﬁ-| D Search Gl Favortes G Media £ | NS e @

Links @'.ﬁ.ctivity | Address WEiUEHpIDrer vlgnldgenume j IGDDQIE j @\Search %Links | EMDEMNEE ﬁEDDkS @Fnrum %Literature

GOLD™
Genomes OnlLine Database

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

Search GOLD: 708 genome projects -

125 348 235
Fublished Complete Genomes Eukaryotic Ongoing Genomes

including 2 chromosomes including 8 chromosomes

GOLD: Genomes Online Database, 1s a World Wide Web resource for comprehensive access to mformation regarding
complete and ongoing genome projects around the world.

Description

GOLD provides the largest availabhle and most detailed monitoring of genome sequencing projects. il

|&] Done I_ I_ l_ | Intemet
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{#) The TIGR Rice Annotation and Informatics - Netscape
File Edit Wiew Go Bookmarks

Toolz “Window Help

O O @ Q hittp: A tigr orgtdb/e2k] Aozal Aannaotation. shtml | [Gl. Search ] C-\-ga I
+ B, [=EMal 4 Home 5 Radio Metscape ©l, Search (@] Shop | EJBookmarks %5 VisualRoute Se.. %% SWISS-MODEL %3 My bioinformati.. %3 Ebé: methods »
é [ %4 plant genomics resources on the...I %+ Rice GD ][ 3 TMRI T The TIGR Rice &nnotation and ... ][EQ IRGSP ] B
e
THE INSTITLTE FOR GENOMIC RESEARCH rice genome
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 Infarmatics at TIGR. Please
Rice follow the links to get more detailed information for each project.
Publications
gg?ﬁiige Rice Distributed Annotation System {DAS)
All annotated rice BACs can now be wiewed through our DAS viewer. Click here to read
how the use the TIGR CGl based DAS wiewer {In development).
Sequencing and
In SII"_:O Mapping Whole Automated Rice Genome Annotation Database
Rice BAC This database contains all rice BAC/PAL sequences in GenBank. These sequences
Seguencing wera processed through an automated annatation pipeline. Annotated sequences can
Genetic Markers be searched on a BLAST server, searched by gene name, and are displayed based on
to BAC Ends their map position.
Erf?rsss TIGR Curated Rice Annotation Database
Genetic Markers This database contains every sequence derived from the TIGR rice genome sequencing
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
Page TIGR Plant Orthelog Database
Maize Markers Ag part of our Rice Genome Program, we are identifying putative orthologs and
to Rice BACS & paralogs in our rice sequences. Click here to see the first release of the TIGR Plant —
ImH Bl P B | | |
@& H & E) | Dore == e |



) GlimmerM /A/R server - Netscape
.| File Edt View Go Bookmarks Toole Window Help

| [CL Search ]

O O @ O http:f".v'www.tigl.l:nrgthb!glimmetmf’glmr_farm.html

I 0, | [EMal 48 Home G Radio Metzcape Q. Search :E-;EI Shop | E3Bookmarks %5 VisualFoute Se.. % SWISS-MODEL %% My bicinformati.. %% EW&: methods

|

é-l [ s plant genomics resources on the...I %y IRGSP

][ % hmmptam-search-Fri Nov 14 17:... Iﬁ OMLamp.com: [2003 15, Movemn... ][ Glimmertd 24/F zerver

Contents
The Jerver

Climmerhd's page
Contact

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 vour sequence by cut-and-pasting
mto the sequence window or enter a filename to uplead. Input sequences may be n FASTA format or sunple DIA sequences.

 Arabidopsis thaliana
' Brugia malayi
Organisms: Entamoeba histolytica
" Plastnodinm falcipamim (malaria)

" Schistosoma manson

e-Mail results
& WMo, Il wait

0S| pemdied

C Aspergilus fardzate

C Cryptococous neoformans
& Oryza sativa (rice)

© Plastnodinm yoeli

" Theileria parva

© Yes, to:I

%N

D H S

== o |2



L_'E-"_Zl plant genomics rezources on the web - Metscape

. File Edit “iew Go Bookmarks Tools ‘Window Help

Q @ @ @ “Q} http: Ay, plantgenome. uga.edu/llink s htm#Gene-findingzoftware

| [ Search | ‘ & @

*j E,\ [l 4% Home Gg Fadio [My] Metscape @y, Search :@ Shop | C3Bookmarks 5% VisualRoute Se..
& | % plant genomics resources on the web M

% SWISS-MODEL %% My biginformat...

% BV methods

M

# the Plant Genome
= Mapping Laboratory
e

PLANT GENOMICS LINKS

Projects
Services

i Arabidopsis
Publications A

= Maize
Posters = RiCe
Personnel = Cotton

= Sorghum

Economic Impact

= Sequence Databases
Mews Archive
= Germplasm Databases & Repositories

= Genomics Centers & Institutes

Calendar = Bioinformatics

135 Monagement # Comparative Mapping

# Genomics Tools
Plant Genomics Links i
= Computational Resources

Current Protocols Online

icroarrays
Dligo Database = Proteomics
Yisitors' Information # Physical Mapping

i Journals fTechniques fArticles

Employment
= Web Software

UGA Links # Genetic and Physical Mapping Databases

= Motif and pattern finding
Partner Programs: # Phylogeny & Taxonomy

# Gene-finding software

Genes for Georgia

www . plantgenome.uga.edu/links.htm

CEMNUE’ TOr dppiieq geneuc Lecrnnoiogies . .

unNersicy or georgia

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

4-29-2003: UGA geneticist
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
Nature is reported in
Astrobiology magazine.
[more]

3-27-2003: PGML reveals
that entire genomes of
flowering plants duplicated
80 and 200 million years ago.
[more]

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

UGA's Genes for Georgia.
[more]

5-3-2002: PGML finding

=2l

uma.tl.v_r;gd.\l.f.Ts_m.\mnﬂnu

Fu =2 [P



@_ﬁ___'l SDSC Biology Workbench - Netscape = ER
.| File Edit “ew Go Bookmarks Toolz Window Help

@Q @Q @ O |Q} http:/fworkbench. sdsc. edu/ | [Cl. Search ] c_iga @
»

I B, | =Mal 4% Home G2 Fadio Metzcape Q. Search :f":;‘\,l Shop | CJBookmarks %% WisualPoute Se.. S SWISS-MODEL % My bicinformati.. % EVi: methods
=) [ % SDSC Biology Workbench | 2 IRGSP | & The GlimmerM Home Page | Bl Eukaryotic Praiects - The... | “ The Gibbs Matif Sampler .. | % MEME - Intoduction | [
e

| — ‘ | —— SAN DIEGO SUPERCOMPUTER CENTER
A National Laboratory for Computational Science and Engineering

[=T] !@ SC at the University of California San Diego

Biology WorkBench

The Biology WorkBench iz a web-based tool for biclogists. The WorkBench allows biologists to search many popular protein and nucleic acid sequence
databases. Databaze searching i integrated with access to a wide variety of analysis and modeling tools, all within a point and click mterface that eliminates file format ||
compatibility problems.

If vou encounter any problems or find any bugs in the Biclogy Workbench, and are unable to send a bug report from within the software, please send a report to
bwhhelpi@adsc. edu

Enter the Biology Workbench 3.2 h"""p . //Wor'kbenCh . SdSC . edU/

oet up a free account (required, but painless)

Suggested Web Browser: we suggest that people use MNetscape Commumicator or MNavigator, preferably the latest version that can be obtammed (any 4.z version
should worle well). Microsoft Internet Explorer (especially older versions) can be unpredictable when loading the Biology Workbench, In addiion, because we are
unable to force Internet 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.

Some people notice browser-related problems that go away when one clears the disk cache, and turming off the disk cache altogether when using the Biology
Workbench might be a good idea. Also, vour memory cache should be set as lugh as comfortable, as some of our pages can take up quite a bit of space in your =

=l B G5 B | Done I o 0




Biyologlarin bilmesi gereken bes WEB sitesi

NCBI ("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 Biology Server - Microsoft Intemet .Eltpll][ﬂ.l' - |&2] x|
J Doza  Ouzen  Gordndm Sk Eullanlanlar  Araglar Yardim ﬁ
= :
R 4] fa) ‘ Q £ Eel 3 ‘ = .
Gen |l Dhur Yenile Ginig Ara Sik Kullamila... Ortam Gegmig Yazdir Diizen
J Adres I@ http: 4 /au expasy. arg/ j
J Y_’ é_:?vI | Search Web |-.- | IE- Pop-Up Blocker HSign In |v | [~ Mail = 'LE| Games - ¥ Yahoo! - 5P Personals - @ by v ahool S LAUMCH -
| Site MMap | Search ExPASy ‘ Contact us |

|Hosted by APAF Austraha |Il.1irror sites: |Bo]ivia |Canada |Chjna |Korea |Switzerland |Taiwan |USA

Searchlﬂwiss—PrDWrEMElL j forl EI Cleatr |

ExPASy Molecular Biology Server EXPASy celebrates 10

vears of continuing
service!

{ The ExP A5y (Expert Protein Analysis System) proteomics server of the Swass Institute of What do you like heston

Bicinformatics (SIB) 15 dedicated to the analysis of protemn sequences and structures as well as 2-D ExPAS ‘L]::t':" u like

PAGE (Disclaimer f Eeferences). 2

[Announcemenis] [Job opening] [Mirror Sites]

¢ Swiss-Prot and TrEMBEL - Protein knowledgebase + Proteomics and sequence analysis tools
+ PROSITE - Protein families and domains o Protectnics [Peptldent, Peptideldass, ]
s SWISS-2DPAGE - Two-dimensional polyacrylarmde gel electrophoresis o DA -= Protein [Translate]
s ENZYME - Enzyme nomenclature o Similanty searches [BLAST]
o SWISS-3DIMAGE - 2D images of proteins and other biological o Pattern and profile searches [ScanProsite]
macromolecules o Post-translational modification and topology prediction
o SWISS-MODEL Bepository - Automatically generated protein models o Primary structure analysis [ProtParam, pIDJIW, Prot3cale]
« CD40Lbase - CD40 lgand defects o Secondary and terfiary structure prediction [SWISS-MODEL, Swiss
+ SegAnalBef - Zequence analysiz bibliographic references PdbViewer
o Alpgnment [T-COFFEE, SIL]

+ Linlks to many other molecular hiology databases o Biolomeal text analysis

s DMelanie 4 - Zoftware for 2-D PAGE analysis

o T s b ) s S e Ve Do s bl Db igsa =~

& L [ ntemet
i || Baslat”] 2 4] Eﬁ H i H @EHF‘»&S}I Mu:ulec:ularBiu:qu:ug_l,l...”Hicmsuft PowerPoint.. | 10:50




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

f.
<3 NCBI

Fubhed Entrez

Thic site map is alse a guide to NCBT resaurces. BEach Iink leads to a brief descriptian of the resource on this page, then (o the resource itself. A Quick
Links table is also available. It provides only an alphabetical list of the major resources with direct Iinks io those resources, bhvpassing the descriptions.

RESOURCE CATEGORIES

About NCBI
programs and services, what's new, NCE|
Mews, postdoctoral fellowiships,
organizational structure, contact information,
a-mail lists

GenBank
overview, submit sequences, submit
Qenomes, sample record, GenBank
divisions, statistics, release notes,
international collaboration, FTE GenBank

Molecular Databases
nuclectides, proteins, structures, taxonomy

Literature Databases
Pubtded, PubtedCentral, O, Boolks,
Citation Matcher

Genomes and Maps
Entrez Genomes, Map Viewer, human,
mouse, rat, cow, Zebrafish, Drosoaohiia,
nematode, plant genomes, yeast, malaria,
microbial genomes, wiruses, viroids,
plasmids, eukaryotic organelles

Tools

Coffee BEreak

COGs

ChAINA

Taxonomy

Structure

ALPHABETICAL INDEX
WITH LINKS TO RESOURCE DESCRIPTIONS
{To bypass descripfions, use the Quick inks fahle )

Computational Biolagy

GenBank sample record

Plant Genomes Hew

izenehap'99
Genaes and Disease

Genomes and Maps
GED
HTGs

HomoloGene

Human Genome
BEesources

Human Genome
Segquencing

Human-kMouse Homology
Maps

| aTaTNT=1 T a1P

FProteins Sequences
EROW

Pubhded

Fubhied Central

Eef=eq
Eesearch at NCEI

FEetroviruses

SAGEmMap
Seminars

er‘ulin




* Map Viewer: NCBl'da bulunan genomlara genel bakis

&%

Senome

NCBI Map Viewer

Taxonaomy

Entrez BLAST Help

Search | Zelect Organism

Other ¥ertebrates
(&) Danio rerio (zebrafish)

Click the (5] to BLAST a genome
Click the organism to view the
genome.

Invertebrates

) Aropheles gambize (mosquite])

(&) Caenorhabditis efegans (nematoda)
& prosophila melanogaster (fruit fly)

Fungi
(O Saccharompees cerevisize (baker's yeast)
) Schizosaccharomypces pombe (fission yeast)

Protozoa
G plasmodiam Falciparam

jfur |

Mammals

(3 Homo sapiens (human)
(B Mus muscufus (mouse)
& Rattus norvegicus (rat)

Plants

O Arabidopsis thatiara (thale cress)
) Avernz sativa (oat)
(3 Hordeam vulgare (badey)
(&) Orpza sativa (rice)
(3 Triticam aestivam (wheat)
Zea mays (com)
Glycine max (soybean)

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




« GenBank: NCB/I'in nukleotid dizileri veri tabani




* Ozgun Gen (“UniGene”)




* EST ("Expressed Sequence Tags”’=cDNA) Bolumu
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6zgiin cDNA klonlari



* Locus Link: Genin bulundugu lokus hakkinda bilgi

r

- NCBI LocusLink é——"

FubMed Entrez BLAST MM Taxonomy  Structure
Search | LocusLink x| Display | Brie =1 Crganism: ZYNG -

Clear |

ABCDEFGHI JKLMNOPOQRSTUYWXY 7

Locuslink Home
| Introduction

LocusLink provides a single query interface to curated sequence
and descriptive information about genetic loci. It presents
information on official nomenclature, aliases, sequence
accessions, phenotypes, EC numbers, Mk numbers, UniGene
clusters, homology, map locations, and related web sites.

Sequence accessions include a subset of GenBank accessions
for a locus, as well as a new type, the NCEI Reference Sequence
(RefSeq). RefSeq records are built according to the process
detailed here. See the About and EAQ pages for more
information.

Data can be accessed by clicking one of the letters above to
browse loci sorted by symbols, or by entering a query 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 alegans, cow, Truit fhy,
human, human immunodeficiency virus type 1, mouse, rat, and
Zebrafish.




* GEO (“Gene Expression Omnibus”): Gen anlatim bilgileri

Gene Expression Omnibus ge.

SAGEmap FubMec UniGene LocusLink
Public gene expression data Query: | 9
Faper | FAQ | T In order to support the public use and dissemination of gene expression data,
MCEl has launched the Gene Expression Omnibus. GEO is a gene expression
Feedhack and hybridization array data repository, as well as an online resource for the

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

Repository contents
Platforms 176 (160 Mb)
Samples 35899 (2452 Mb)

a direct deposit Series 126
ccount Sun Feb 23 04:30:30 2003 EOT
Brief infi
-ne. ::]}':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 mechanisms 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 (HDAY, microarray
and antibody array have been deprecated (retired). The platform types of
commercial nucleotide, commercial antibody, commercial  tissue, non-
cammercial nucleotide, non-commercial antibody, non-commercial tissue and
other are their replacerments. This change was made in order to increase clarity




Entrez PopSet:
Populasyon calismalari
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AFSO015Z20
AFSO015Z]1
AFSO15ZEZ
AFSO0I1SES
AFSO015Z24
AFSO015ES
AFSO015Z25E
AFSO01SZET
AFSO15Z28
AFPSO01SZED
AFS01530
AFS01531
AFSO01532
AFSO01533
AFS01534
AFSO1535
AFS01515

A N "

Display Settings...

190
I : | . | . | . |

200
I

=



) oo i 2 X8
NCBI C NS ) STaxonomy
ELENIED Mucleatice Protein Genome Structure Pl Taxonamy Cahlb

Search |Texonomy | for | Ga| Clear |

Limits Fresviewindex History Clipboard Details

Ahout Entrez

The NCBI Entrez Taxonomy Homepage

Hel

ur-nt;:.:u_lt tutarial The NCEBI 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:

LELEUBIVESIEEIRER T Arabidopsis thaliana ™ Hepatitis C virus " Pneumocystis carinii
™ Bos taurus ™ Homo sapiens ™ Ratius norvesicus
T Caenorhabditiz elegans C Masnaporthe srisea ™ Saccharomvces cerevisiae
I BIVERLEC — Chlamydomonas reinhardtii  Mus musculus ™ Schizosaccharomyces pombe
[T Danio rerio {(zebrafizh) C Myvcoplasma pnemmoniae ™ Takifugu rubripes
R [ Dictyostelium discoideum ™ Neurospora crassa I~ Xenopus laevis
AR — Drosophila melanogaster ™ Oryza sativa M Zea mays
™ Escherichia coli ™ Plasmodium falciparum

How to reference



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

OMIM ot
NCB[ : : . : 2 Hopking
: Online Mendelian Imheritance in Man S University
Pubhied Mucleatide Pratein Gename Structure PhAC Taxonomy CahdIhd
Search | OMIM ~| for| Gol Clear |
Limits Frey) evlindesx History Clipboard Details

« Enter one or more gearch 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™

new OMIM is now incorporated into NCBI's Entrez system and can be queried using the same

approach as the other Entrez databases such as PubMed and GenBank. The previous OMIM pages
are still available here.

Welcome to OMIM, 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
ONIM help document provides additional information and examples of basic and advanced searches.




23 NCBI BLAST - Microzoft Internet Explorer

J Diogpa  Duzen  Gorunum  Sik Kullanilanlar — Araglar ardim |
. =
= s 0 o Q E3 @ 4 = i
Gern [Eri Diur renile Ging Ara Sik Kullanila... Ortam Gegmig razdir Diuzen
| Adhes [{&] hitp:/ /wan.ncbi nim.rih gov/BLAST/ =
J Y_, c_ZvI ISearu:hW'eb |v|v Fop-Up Elocker HSignIn |v|E Mal - LE] Games = %P Yahoo! = %7 Personal: - @ kY shool T LAUMCH -
Pubhed Entrez BLAST kAl Taxanarmy Structure
Info HER 15 November 2003 The BLAST databases in FASTA format will move from Zto gz
cnmpressiun. FEead more...
Nucleotide Protein
ef & Discontiguous regablast s Protein-protein BLAST (blastp) —<mmmm—
dits o Megahlast o PHI- and PSI-BLAST
Educati + Mucleotide-nuclectide BLAST (blastn) A o oy short, neatly exact matches
CUCATION
S e Search for shart, nearly exact matches e Search the conserved domain database
* Search trace archives with megahblast or {rpsblast)
discontiguous regablast + Search by domain architecture (cdart)
Translated Genomes
& Translated guery vs. protein database (blast:) & Hurnan, rmouse, rat
o Protein guery vs, translated databasze (thlastn) o Fugu rubripes, zebrafish
& Translated query vs. translated databasze & [hzects, nematodes, plants, yeasts, malatia
{thlastx] + Microbial genomes, other eukaryotic genomes
Special Meta
+ Align two sequences (bl2seq) + Retrieve results by RID
e Screen for wector contamination (WecScreen) o (Get this page with javascript-free links
« Irnrnunodlobin BLAST (IgBlast)
Disclaimer |

I_I_I_lﬂ Internet
ﬂ Ba;latl“ # @ @ g ) 2 “ @NEEI Sequence Viewer - .. | Miu:romfl F'u:uwerF'Dint-[tne...l @E:-:F'AS_I.J MolecularEiqug}l...ll@ MCBI BLAST - Micros. .. ‘ 10:56




/23 MCEI Blast - Microsoft Intermnet Explorer
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A RID=1074675297-13259-129226525381.BLASTQ3. - Microsoft Internet Explorer
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Sequences producing sighificant alignments: (bhits) Walue

€

gi| 30693456 | ref | NN 1145583.2] Arsbidopsis thaliana naringeni... 2879 0.0 [ﬂ
gi|16604532 | gb| AYO058886.1| Arabidopsis thaliana AT3g51240/F... 2623 0.0 [D
gi| 16226799 | b | AF425335. 1| AF4255335 Arabidopsis thalians AT3... 2537 0.0 I:!I
il 21406297 | gl | AYOS7559.1] Arabidopsis thaliana clone 36653... 2389 0.0 [ﬂ
gi|21436026| gb|AY116957.1| Arabidopsis thaliana AT3g51240/F... 2135 0.0 [ﬂ
gi|=288106 emb| E7YE5594. 1| MIFHT M.incana mBENA for flavanone 3-... 1140 0.0

i) 6752245 | embo | AL132950.3| ATFZ24M12  Arabidopsis thalians DMNA... 1128 0.0

gi| 3790547 | gh| AFO064064. 1| AFO64064 Arabidopsis thaliana cult... 1003 o.o l:
gi| 30905478 | gh| A¥YZ2680290.1 Lrabidopsis thaliana flawvanone 3... Eri=] o.o

gi| 3790549 | ghb| AFOG54065. 1| AFO064065 Arsbidopsis thaliana cult... s05 0.0

gi| 1002802 | gb| 0339321 | ATO33932  Arabidopsis thaliana flawvan... S06 0.0

gi| 12578952 | exnb | AJ295606. 1| ATHZ9E5606 Arabidopsis thaliana p.. 856 0.0

gi| 12575950 | exbo | AJE95605. 1| ATHZ95605 Arakbidopsis thaliana p.. 558 0.0
gi|24740475 | exb | AJ493151. 1| ATH493151 Arakidopsis thaliana p.. 858 o.o
gi]|24740472 | ewlb | AJ493150. 1| ATH493150 Arabidopsis thaliana p.. 858 0.0
gi|24740466 | exb | 47493149, 1| ATH493149  Arakbidopsis thaliana p.. 856 0.0
gi|2474046]1 | exnb | 87493143, 1| ATH4931458 Arabidopsis thaliana p.. 856 0.0
gi|24740456 | exmbo | AJ493147, 1| ATH495147 Arakbidopsis thaliana p.. 558 0.0
gi|2474045]1 | ewb| AJ493146. 1| ATH493146 Arakbidopsis thaliana p.. 858 o.o

gi]| 12578945 | exb | AJ295604. 1| ATHZ295604 Arabidopsis thaliana p.. 545 0.0

gi]| 24740505 | exb | AJ493156. 1| ATH493156 Arakbidopsis thaliana p.. 245 0.0

gi| 24740500 exd | AJ493155. 1| ATH493155 Arabidopsis thaliana p.. 545 0.0
gi|24740455 | exb | AJ493153. 1| ATH493153 Arabidopsis thaliana p.. 545 0.0
gi|24740455 | emb | AJ493152. 1| ATH495152 Arakbidopsis thaliana p.. 545 o.o
gi]|2474036%7 | ewb | AJ493129, 1| ATH493129  Arabidopsis thaliana p.. 545 0.0
gi|24740510] exlo | AJ493157. 1| ATH493157 Arabidopsis thaliana p.. 541 0.0

gi| 12578946 | exnb | AJ29E5603. 1| ATH2Z95603 Arabidopsis thaliana p.. 817 0.0

gi| 12578944 | exnb | AJ29E5602. 1| ATHZ95602 Arabidopsis thaliana p.. a317 0.0

A LA ER0A47 | cvela | AT2AEENY 11 ATH2OEEMA frahidrmeices thaliarna W =247 n N ;I

’_ I_ I_ | Internet

ﬂ Baslatl“ ‘# @ @ H P H @NCBI Sequence ‘\-fiewer...l Mic:ru:mu:uft F'u:uwerF'cuint-[t...l @EHP.&S_I.J MolecularBioIn...l @NEEI Ela$t-Microsoft|n...”@ RID=1074675297-1 . || 10:59




* NCBI, Google gibi WEB sayfasi aramasi i¢in kullanilabilir.
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Display lHDme Page\fiewj 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 disease prowides short descriptions of mherited disorders. Tt iz hosted by the National Center for Biotechnology Information
(MCEI, a division of the National Library of Medicine (LM at the Mational Instiotes of Health (WIH).

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

Cancer Related sites
Genes and disease provides short descriptions of inherited disorders. Ttis hosted by the MNational Center for Biotechnology
Information (FCEBD, 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 fsrarw nokd nim nih gow/diseasel |

Collaborative Cancer Research Related sites
MNational Center for Biotechnology Information About WCBI MNCEI at a Glance A Science Primer Databases and Tools Human Genome
Eesources Model Orgamsms Guide Outreach and Education News About FCBI ite Map Felated Genomic Eesources Literature
Databases Entrez Databases Mucleotide Databases Genotne spe...

Category: product-sermce information. suide
[ View all 28 results from hitpdfwwwe ik nlim b, gowlAbouti
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Pubkded Entrez BLAST b [t Books TaxBrowser Structure
Search |Nucleotide j forl GDl

MBI
b What is bioinformatics?
SITE MAP
Eininformatics 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
biclogical insights as well as to create a global perspective from
which unifying principles in biology can be discerned. There are
three important sub-disciplines within bicinformatics:
b the development of new algorithms and statistics with which to
assess relationships amaong members of large data sets;
b the analysis and interpretation of various types of data
including nuclectide and aming acid sequences, protein
domains, and protein structures; and
ny Of terms b the development and implementation of tools that enable
efficient access and management of different types of
information. More..

‘ching

b Information and tutorials at NCBI

Inforrmation Mucleatide FPubrmed

and tutorials tutorial tutarial
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Primer dizayn programlari

 Macvector

e Seqlab

 Prime (GCGQG)

* Primer3 (ucretsiz)

* Primerquest (ucretsiz)
+ OligoAnalyser

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



a Primer3 Input [primer3_www_ coi ¥ 0.2] - Microzoft Internet Explorer

File  Edit “iew Favortez Toolz  Help |

B

v I v
Dick Dick Pick
left hybridization right
primer probe pritrier
ar {internal of
uge oligo) use
left or right
primer uge pritrier
below. oligo below

below, (5'-

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

Fick Primers | Feszet Form |
segquence Id: I A string to identify your output.
E g 50,2 requires primers to surround the 2 bases at positions 50 and 51, Or mark the source sequence with [ and ] e g
Targets: |

L ATCT[CCCOITCAT. . means that prirners must flank the central CCCC

= Back - = - @ il | @Search [Z] Favorites @Media ®| %v = &;{] > .
Links **| Addressz w Bioexplarer vl j IGu:uogle j @\Search % Linkz | EMDEMNEE ﬁBu:u:uk.s @Furum @Literature Maorton Antivires E -
g disclaimer source code
rimer = =
pick primers from a DIA sequence (seg Mew cautions old interface
Paste source sequence below (5'-=3', string of ACG T acgtn -- other letters treated as M -- numbers and blanks ignored). FASTA format ol Please M-out
undesirable sequence (vector, ALTTs, LINEs, etc.) or use a Mispriming Library (repeat library): INONE j | |

=l
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/3 Webcutter 2.0 - Microsoft Internet Explorer
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Welcome to Webcutter 2.00 This new version of Webcutter 15 a complete rewrite. Along with cleaner and more mamtanable code, T am pleased to mtroduce the
following new features:

+ Rainhow cutters Highlight your favorte enzymes in color or boldface for easy at-a-glance 1dentification

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

+ Sequence uploads Input sequences directly into Webcutter from a file on your hard drive without needing to cut-and-paste

s Degenerate sequences Analyze restriction maps of sequences contating ambiguous nuclestides ke M, ¥, and E.

» Circular sequences Choose whether to treat your sequence as linear or circular

s Enzyme info Click into the wealth of references and ordenng information at New England BioLabs' EEBASE, directly from vour restiction map results

Flus all of the features Webcutter has always had, from automatic sequence search-and-entry from MCBET's GenBank to its easy customizable interface and clean
simple results format. For a mini-manual on how Webcutter 2.0 works, how to get the most from it, and some of its known kmitations, please click here.

New!
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3 Webcutter 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

Please indicate how you would like the restriction sites displayed

¥ Map of restriction sites
¥ Tahle of sites, sorted alphabetically hy enzyme name
[T Table of sites, sorted sequentially by hase pair numher

P1ease indicate which enzymes to include in the display

& All enzymes

" Enzymes not cutting

" Enzymes cutting once

" Enzymes cutting exactly I_ times

" Enzymes cutting at least I_ times, and at most I_ times

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

Please indicate which enzymes to include in the analysis
 All enzymes in the datahase
% Omly enzymes with recognition sites equal to or greater than I'a hases long

¢ Only the following enzymes: |Acc65l =]
Uise the commuand, caniral, or shift key to select muliiple entries

|@ Bitti . ’_ I_ I_ |@ Internet
i Baslatl“ ﬂ @ @ g ) o H @NEBI Sequence Yiewer - ... |h-1icmsuft F'l:uwerF'aint-[tne...”@wehcutte[ 2.0 - Micr__. | 11:06




* 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/Plant
List.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




