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ChbIbpKAHUE

® KakBo ca OMoJIOrHYHM 0a3U TaHHU?

* KakBo coabpxkar?

® 3a KaKBO ce U3MmoJ3Bar?

* 3a KaKBO ce U3M0J3BaT?

¢ Eana or mbpBHUTE 0a3M JaHHHU

¢ Kak pa0dorsaT 0asure 1aHHu?

» KakBo npaBu Bcsika eaHa pyukuus Ha “UCKA”?
o Unentudukarop

* UneHTH(PUKAIMOHECH KO/

¢ KakBa e pasjmkara MexK1y uaeHTupukaropa u
UACHTH(PUKANMOHUA KOI?




Kakso ca 6uMonornyHu 6asm gaHHu?

BuonornyHute 6a3m AaHHM ca MHOXeCcTBO bnbamnoTeku

Ha MHGOPMALMA 3@ HAYKMTE 33 }KMBOTA, KOMUTO Ca CbOpaHu
OT HaY4YHU eKCNepuMeEHTH, NybanKyBaHa NUTEpPaTypa,
BMCOKO NpOnycKaTeHa eKnepumMeHTHa
TEXHOOMUA U U3YUCTUTENTHMN aHANTN3N.




KakBo coabpKar?

e Te chabpxaT MHPOpPMALIM OT U3CIEA0BATEIICKH 00JIacTH,
BKJIIOUMTEIHO FT€HOMHUKA,
IPOTEOMHKA,METa00IOMHUKA, MUKPOIbUaBa I'€HHA
eKCIIpecHs U (PUIOTCHETHKA.

NMuadopmanusaTa, CbabprKaiia ce€ B OMOJOTMYHUTE 0a3u
JaHHU BKJIIOYBA:

reH( YK, CTPYKTYpa, JOKaIu3auus (KJICThYHA U
XPOMO3MHA), KIMHUYHHA €(PEKTH HA MyTalldM, & ChIIO
Taka v MPUIMKA Ha OMOJIOTMYHUTE CEKBEHIIAM 1 |

CTPYKTYDH.




3a KaKBO ce N3Mo0JI3BarT?

BuonornyHmnTe 6a3m AaHHU ca BarKEH MHCTPYMEHT,
KOWTO NOMara Ha yyeHuTe Aa pa3bepat u ga
06ACHAT MHOXXeCTBOTO OMO/IOTMYHM ABNEHUSA,

OT CTPYKTYpaTa Ha bMomoneKkynmtTe n TAXHOTO

B3aMMOAENCTBUE A0 Lenmat metaboamsbm Ha
OpraHnU3MuTe 1 pasburpaHeTo Ha eBOIIOLMATA Ha
Bnaosete.To3n metoa nomara aa ce ynecHm bopbata
cpelty bonectnte, pa3paboTBaHETO Ha NEKAPCTBE
OTMKPVBAHETO Ha OCHOBHUTE B3aMMOOTHOLLE e
MeXK Yy BUAOBETE B UCTOPUATA Ha KMUBOTA.




Eana or mbpBuTE 0a3M JaHHHU

 EnnHa oT mbpBUTE MOCHEAOBATSIIHA OMOJIOTMYHH 0a3u
JAHHU € KHUTraTa "'ATiac Ha IPOTEMHOBUTE CCKBECHIIUU
u cTpykTypu'" oT Mapraper Jlaixod.Ts e nyOankyBaHa
3a bPBU BT IIpe3 1965 roguna.Chabpxa MPOTEUHOBU
IIOCJICIOBATEIHOCTH, KOUTO Ca OIPEeACICHU 110 TOBA
BpeMe.Knurara e ooHopsiBana 10 1970 roauHa, ciaen ToBa
TS C€ IPEBpbIIa B OCHOBA 3a 0azara JanHu Ha PIR.
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Frotein Information Resource

INTEGRATED PROTEIN INFORMATICS RESOURCE FOR
GENOMIC, PROTEOMIC AND SYSTEMS BIOLOGY RESEARCH

ey The Universal Protein Resource (UniProt) provides the scientific community with a single,
p l : centralized, authoritative resource for protein sequences and functional information.
o® UniProtKE | UniRef | UniParc u Current relense: 201203

PRO iProClass iProLINK

Protein Ontology Integrated Protein Knowledgebase Literature Information & Knowledge

" Representation of protein " Value-added reports for " Source for text mining and
objects with descriptions UniProtkB and unigque ontology dewvelopment
and relationships UniParc proteins * RLIMS-P text mining tool,

" Browse PRO " Functional analysis and BioThesaurus

protein ID mapping P )
Bibliography mapping

" Annotate with RACE-PRO

*Sample PRO report™® *Sample protein report® *Sample Biblio. report™
Eoig BRECCOo0 iaT A EEE e
O OTHER RESOURCE P PEPTIDE SEARCH T TEXTSEARCH  ?|]
DATABASE: UniProtkB DATABASE: iProClass

" Representative Proteomes - -
Use single letter amino

" PIR Grid-Enablement: Data :
node on NCI's caBLG acid code ] I @

m * PIR is hosting the Fifth International Biocuration Conference April 2-4, 2012

* Bioinformatics & Computational Biology Graduate Programs:
MS program at Georgetown University
MS, PSM and Graduate Certificate programs at University of Delaware

= Now recruiting new students for Fall of 2012
= Scholarships available

Home | About PIR | Databases | Search/Analysis | Download | Support SITE MAP | TERMS OF USE

©2009 Protein Information Resource

etown University Medical Center

University of Delaware
15 Innow /, Suite 205 Whitehaven Street, N Suite 1200
MNewark, DE 19711, USA Washington, DC 20007, USA




Kak pa0orar 0azure 1aHHU?

buonornuynuTte 0a3u JaHHU ca Ch3JaJCHU Ha
npuHnuna “MCKA”, uimm Umnoprtupane, CiuBane,
Knacupunupane 1 Anoranusa.”MCKA” 0OMKHOBEHO
ce mpuJjara 3a BCU4Ky 0a3u JaHHHU U3KJIIOYECHUE Ha
aHOTAIMATA, KOSITO CE Mpujara B OMOJOTHYHUTE 0a3u
naHHU. ToBa € TEPMUH YPE3 KOUTO CE IIPUKAYBA
OuonornyHa pyHKaIUsl HA MUKPO MOJIEKYJIH.




KakBo npaBu Besika eqfHa pyHkuus Ha “UCKA”?

MMIOpTUPAHETO € KOJISKIUS OT HH(pOpMaIUs OT
pecypcurte.CauBaHEeTO € IIpaBUIHA Ioipeada Ha 0a3u
nanHuTe B (aita Ha Excell unm ¢ momonnra Ha apyr Bua
KOMIIOTHPHU cpeacTBa.Kimacudukamusara ce M3moJjis3pa 3a
3aJlaBaHe HAa KPUTEPHUH, C TIOMOIITAa HA KOUTO CJIE] TOBA
Ce ThpCHU B 0a3u JaHHUTE. AHOTALMATA, KAaKTO
CIIOMEHaxXMe IIpeay MaJIKo, CE€ U3II0JI3Ba CaMo B
OMJIOTrMHYHUTE 0a3M JaHHU 3a IIpUKaYBaHE Ha
OMOJOTrMYHU (PYHKIHH.




buosornunure HaHHHU CC IIPCAJIArdT B MHOZKCCTBO

dopmatu.Te3u hopmaTu BKIKOUYBAT TEKCT,
IIOCJICAOBATCIIHU JAHHH, IIPOTCUHOBHU CTPYKTYPH U
BpBb3KU.Bcsika OT TSIX MOKE Ja C€ HaMepH OT ONPEJICIICHU
M3TOYHUILIM, HAIIPUMED !

TexcroBu hopmatu ca ocurypenu ot PubMed u OMIM

[locnenoBarennu naHHu ce npeaoctaBiaT ot GenBank mo
otHomeHue Ha JIHK, u UniProt, mo oTHolIeHUE Ha
OCATHYMHU

[IpoTenHOBU CTpyKTYpH ca ocurypenu ot PDB, SCOP
CATH
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PubMed

PubMed comprises more than 21 million citations for biomedical literature from MEDLINE, life science journals, and

onling books. Citations may include links to full-text content from PubMed Central and publisher web sites.

Using PubMed
PubMed Quick Start Guide

Full Text Articles
PubMed FAQSs
PubMed Tutorials

Mew and Motewarthy R

PubMed Tools
PubMed Mobile

More Resources
MeSH Database

Single Citation Matcher Journals in MCBI Databases

Batch Citation Matcher Clinical Trials
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Clinical Queries
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“ou are here: NCBI = Literature = PubMed Write to the Help Desk

GETTING STARTED RESOURCES POPULAR FEATURED HCBI INFORMATION

NCBI Education Chemicals & Bioassays PubMed GenBank About NCBI

NCBI Help Manual Data & Software Nucleotide Reference Sequences Research at NCBI

NCBI Handbook DMA & RMA BLAST Map Viewer NCBI Mewsletter

Training & Tutorials

Copyright | Disclaimer | Privacy | Accessibility | Contact

Domains & Structures PubMed Central NCBI FTP Site:

NCBl on Facebook

Genome Projects

Genes & Expression Gene Human Genome

Genetics & Medicine Bookshelf Mouse Genome NCBl on Twitter
Genomes & Maps Protein Influenza Virus NCBIl on YouTube
Homology ORI Primer-BLAST

Literature Genome Sequence Read Archive

Proteins SNP

Sequence Analysis Structure

Taxonomy
Training & Tutorials
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NCBI Home Welcome to NCBI
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The Mational Center for Biotechnology Information advances science and health by providing access to biomedical PubMed
All Resources and genomic information. Bookshelf
Chemicals & Bioassays About the MCBI | Mission | Organization | Research | RSS Feeds PubMed Central
Data & Software PubMed Health
DNA & RNA BLAST
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Domains & Structures )
: « Tools: Analyze data using NCBI software Genome
Genes & Expression + Downloads: Get NCBI data or software SNP
Genetics & Medicine + How-To's: Learn how to accomplish specific tasks at NCBI E
+ Submissions: Submit data to GenBank or other NCBI databases Gene
Genomes & Maps )
Protein
Homology PubChem
Literature
: Genomic Structural Variatio
Proteins
Sequence Analysis dbVar archives large scale genomic NCBI Announcements
T variation data and associates defined BLAST+ v.2.2.76 is now available__

variants with phenotypic information. 08 Mar 2012
The new BLAST+ release contains a
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MIHMCBI launches the Genetic Testing
Registry (GTR)

The GTR is a new resource for finding
information about genetic tests and test
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February 21-22, 2012 @ the NIH: !
is still available in the 2-dav Discoverv
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Downloads - Contact - Documentation/Help

Search Blast Align Retrieve

Search in Query
Protein Knowledgebase (UniProtkB) E

THE FIRST 10 YEARS OF UNIPROT

Saturday 8 September 2012, Basel, Switzerland

Celebrate UniProt’'s 10th anniversary with us! Renowned speakers from the
fields of interactions & protein modelling, proteomics, protein structure &
function, and genome analysis & annotation will highlight how protein
databases are underpinning life sciences.

Submit abstracts for talks and posters to abstractsUP12@isb-sib.ch

WELCOME

The mission of UniProt is to provide the scientific community with a
comprehensive, high-quality and freely accessible resource of protein sequence
and functional information.

What we provide

UniProtkB Protein knowledgebase, consists of two sections:
T Swiss-Prot. which is manually annotated and
reviewed.

TrEMBL, which is automatically annotated and is
not reviewed.

Includes complete and reference proteome sets.

UniRef Sequence clusters, used to speed up sequence similarity
searches.
UniParc Sequence archive, used to keep track of sequences and

their identifiers.

Supporting data | Literature citations, taxonomy, keywords, subcellular
locations, cross-referenced databases and more.

Getting started

e Text search
# Seguence similarity searches (BLAST)

e Sequence alignments

p—

ID Mapping

[ Search ] [Advanced Search » ] [ Clear]

-
NEWS =

UniProt release 2012_03 - Mar 21, 2012
The importance of being manual | Cross-references to DMNASLU

» Statistics for UniProtkB:
Swiss-Prot - T'TEMBL

» Forthcoming changes
» News archives
M Follow @uniprot - 258 followers

SITE TOUR

Learn how to make best use of the tools and data on this site.

PROTEIN SPOTLIGHT

the ends of our fingers
March 2012
Fingertips are hugely sensitive. And, besides the fairly recent

maobile phones that rely on them entirely, we put their
sensitivity to use constantly...
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Access the PDB FTP:
RCSB PDB PDBe PDBj
Archive Download

Chemical Component
Dictionary

Deposit Data to the PDB:
RCSB PDB PDBe
PDBj BMRB
Search for Structures:
RCSB PDB PDBe
PDBj BMRB
PDB Archive Snapshots:
RCSB PDB PDBj

Instructions to Journals

Deocumentation

Remediation

Validation Reports
Workshops and Task Forces
X-ray Validation
NMR Validation
EM Validation
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wwPDB Agreement | Statistics | FAQ

The Worldwide Protein Data Bank (wwPDB) consists of organizations that act as deposition,
data processing and distribution centers for PDB data.’ Members are: RCSB PDB (USA),
PDBe (Europe) and PDBj (Japan), and BMRB (USA). The wwPDB's mission is to maintain a
single PDB archive of macromolecular structural data that is freely and publicly available to the
global community.

wwPDB Statement on Retraction of PDB Entries

Xoven Contes

Xoten Plaza P: = Koten GALA:

16-March-2012

wwPDB Milestones: 80,000 Entries Released, PDE40 Meeting Report
Published

The Archive Grows
With the March 13, 2012 update, 80,041 PDB entries became available in the archive. The
PDB hit the 70,000 mark in December 2010.

In 2011, 8865 entries were deposited and annotated, while 8107 were released.
wwPDB deposition and download statistics are updated regularly.

Meeting Report
A review of the PDB40 meeting has been published:

The Protein Data Bank at 40: Reflecting on the Past to Prepare for the Future Helen M.
Berman, Gerard J. Kleywegt, Haruki MNakamura, John L. Markley Structure (2012) 20: 391 -
396

Selected presentations and related details from the meeting are also available from
http:/fwww.wwpdb.org/PDB40.html.

6-March-2012

EM Data Bank joins the PDB archive

The EM Data Bank (EMDB), the primary archive for experimentally-
determined maps obtained using three-dimensional electron
microscopy methods, has joined the PDB archive
(ftp:fiftp.wwpdb.org), as announced previously. MORE

&-February-2012

A vision for validation of 3DEM maps and map-derived

models

m
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PROTEIN STRUCTURE CLASSIFICATION | Home |Search |Documentation |Tools |Download

Clear

Home
Welcome to CATH New in CATH v3.4 New in Gene3D 10.2
CATH is a manually curated classification of protein CATH v3.4 is built from 104,238 PDB chains. We have Gene3D 10.2 (released Sep 2011) uses CATH domains to
domain structures. Each protein has been chopped into added the following data since v3.3: provide 16,118,154 structural annotations for 14,963,305
structural domains and assigned into homologous protein sequences. The latest release also offers a number
superfamilies (groups of domains that are related by « 49 folds (total 1,282) of new features:
evolution). This classification procedure uses a + 163 superfamilies (total 2,549)
combination of automated and manual techniques which + 1,311 sequence families (total 11,330) + Interaction Network Data
include computational algorithms, empirical and + 24 232 domains (total 152,920) + |Interactive Graphical Representations
statistical evidence, literature review and expert analysis. + Genome Comparisons
Using CATH CATH Tools About CATH
Search Find My Sequence Release Statistics
Browse Find My Structure Glossary
Download CATHEDRAL Structure Scan CATH Team
Tutorials Structure Comparison Server References
Introduction to CATH Linking to CATH

FAQ
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MHoro 0a3u naHHu B ononHgpopmatukata (SWISS-Prot,
EMBL, GenBank, Pfam),ce uznomnssa cucrema, npu

KOATO CIAHUH 3alIMC MOKC J1d 6’5,[[6 HaAMCPCH IIO ABa

pa3/IM4YH HAYMHA.

 HWpentudukarop

e HMneHTuduKamoOHEH KO




Unenrudukarop

Npentndukatopa (“locus” 8 GenBank n “entry name”
B SWISS-PROT) e HaHU3 oT AyMmU U UMPpn, KOUTO
KaTO UANO Ca UHTEPNPETUPAHUN MO HAKAKbB CMUCNEH
HAa4YMH 33 YOBEKA, HAaNpPMmMep KaTo No3HaTo
CbKpalleHne Ha AymaTta NPOTENH UM TEH.




SWISS-PROT wuznonssa cucrema, mpu KOATO UMETO Ha
3anuca (entry name) c€ CbCTOM OT ABE YaCTH:

IbpBaTa 0003HAYaBa IIPOTEHMHA U BTOpaTa
yacT 0003HayaBa BHJa, B KOWTO € HAMEPEH

Hampumep:
KRAF HUMAN e umero Ha 3anunca 3a Raf-
1 oncogene oTX0MO CaltMeHC.




N neHTr(hUKaTOPUTE ITIOHAKOTa MOXKE A CE
npoMeHsaT. Hampumep:

AJMHUHHUCTPATOPUTE Ha 0a3ara JaHHU MOTaT Jia
pelar, 4e€ uJICHTU(UKATOPHT 3a BIIMCBAHE BEYEC HE €

nmoaxosul.l Torapa ce 3aaBa HOB M CTaBa IO TPYIHO
3a HAMUPAHETO HA JaJIcH 3anuc. ToBa € U MUHYyCa Ha
UJICHTU(PHUKATOpA.




UaeHTH(PUKANMOHECH KO/

N aeHTH(UKAMOHMAT KOJI € YHUCJI0, KOETO O YHUKAJICH
HAa4YMH ChOTBETCTBA C TOYHO OIIPEJIECIICH 3aIllucC B 0a3u
JTAaHHUTE.

Hampumep:

Nneatudgukanmonnus Homep 3a KRAUF HUMAN B
SWISS-PROT ¢ P04049




B cny4an, ye aBa 3anuca ce CbUAUHAT B €1UH, TOU
1ojiydyaBa JiBaTa UACHTU(UKAIIMOHHU KOJa Ha
MPEIUIITHATE 3alIUCU KATO €AUHUS CTaBa OCHOBEH, a
IPYyryus BTOPOCTEIIEHEH. FIMa ciiydyau, B KOUTO €I1H 3aITnC

ce pasjieiisd Ha ABa.B To3u ciaydau U JBara 3amnuca
[OJIy4YaBaT Mo €WH HOB KOJI, HO M 3aI1a3BaT CTAPUTE CH
UJICHTU(PUKAIMOHHU KOJIa KATO BTOPOCTEINCHHH.




KakBa e pasiukara Mexkay uaentudgukaropa
1 HAeHTU(PUKANHOHUS KO ?

Paznukara Mexay UaeHTU(PHUKATOpa U
UJICHTU(PUKAITMOHUS KOJI € ,9€ KOJBT CE 3a/1aBa BEJHBXK U
CH OCTaBa 3aBHMHArW JOPH M CJE] rojsMa IIpoMsHa Ha

MH(pOopMalMATa Ha JIaJICH 3aluc B 0a3u JJaHHUTE, a KaKTO
CIIOMEHaxXMe€ Ipeay MaJIKO UACHTU(PHKAaTOpa OnBa

CMECHSIH CJIEJ MpOMsIHA HAa MH(pOpMaLusITa Ha JaJCH
3aIucC.
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N3noa3Bany N3TOYHUIHA

1. http://en.wikipedia.org/wiki/Biological database#Working of Database

2. http://www.avatar.se/strbio2001/databases/acc.html

3. http://www.nbu.bg/PUBLIC/IMAGES/File/departamenti/medikobiologich
ni/Bio.Aktivni.pdf



http://en.wikipedia.org/wiki/Biological_database
http://www.avatar.se/strbio2001/databases/acc.html
http://www.nbu.bg/PUBLIC/IMAGES/File/departamenti/medikobiologichni/Bio.Aktivni.pdf
http://www.nbu.bg/PUBLIC/IMAGES/File/departamenti/medikobiologichni/Bio.Aktivni.pdf
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