ba3bl AaHHbLIX B
NPOTeoOMUKe



Tunbl 6a3 gJaHHbIX

[lo xapakTepy 3anonHeHusa nigpopmaunen
*ApXUBHbIe (GeneBank & EMBL, PDB),
*Kypupyemble (swiss-Prot, KEGG, FlyBase, COG),
[lponsBoAHbIE (5COP, PFAM , GO, ProDom, AsMamDB),
*IHTerpnpoBaHHbIe (NCBI Entrez, Ecocyc ).



ApxuBHble 0a3bl [daHHbLIX MpPeacTaBnsalT coboun
Heyrnopsi0o4YeHHbIU WNNW  MaJsioyrnopsiOOYeHHbIU
MaccmB  MHQOpMaUUK,  KOTOpbiM  doOopMUMpPYETCH
cBOOOAHbIM 0Opa3oMm, TO eCTb fobon MNorb3oBaTesb
MOXET NOMECUTb CBOU OaHHble B Takme 0asbl. O4yeHb
4acTO B apXuBHbIX 0a3ax AaHHbIX MOXHO BCTPETUTL
owuboYHble OaHHble. [loaToMy K WHdOopMaLNW,
Nony4YeHHoOM U3 Takmx 6a3 gaHHbIX, HY>KHO OTHOCUTBLCS C
D6OSbLLION OCTOPOXKHOCTHLID N 0DA3aTeNbHO NnoaBepraThb
OOMnoNHUTeNbLHOU npoBepke. B KayecTtBe nNpumMepoB
apXnBHbIX ©a3 gaHHbIX, MOXXHO NPUBECTW CreayoLme:
GeneBank & EMBL (6a3a [OaHHbIX NEPBUYHbIX
HYKNeoTUAHbIX nocriegoBaTenbHocTen) u PDB (basa
OAHHBIX NPOCTPAHCTBEHHLIX CTPYKTYpP OENnKoB).



Protein Data Bank, PDB — OaHK NaHHbIX 3-D
CTPYKTYp OESIKOB N HYKNENHOBbIX KWUCIOT. NHdopmauuns,
nonyyeHHasa MeTo4aMW PEHTIEHOBCKOW
Kpuctannorpadpum nnn AMP-cnekTpockonmu, BHOCUTCA B 6Hasy
OaHHbIX buonioramu n BUoxmMmMmmkamm co BCEro Mmpa, U AocTynHa
becnnaTHo Yepe3 UHTEPHET.

PDB aBNAeTcA OAWH W3 BaXXHEWLLMX PECYPCOB A YYEHbIX,
paboTalLmx B 0brnactmn CTpykTypHon uosnornn. bonbLlLINMHCTBO
Hay4HbIX >XYpHarioB M HeKoTopble (OHAbl PMHAHCUPOBAHUSA
nccrnegosaHmn, Hanpumep, NIHB CLUA TpebywoT OT aBTOpPOB
cTtaTeM W nonydyartenenm rpaHToB, 4YTOObl BCE CTPYKTYPHbIE
AaHHble ObIn pasmelleHbl B PDB. Protein Data Bank cogepuT, B
OCHOBHOM, MNEPBUYHbIE [OaHHbIE O CTPYKTYpe OWOrornyeckmnx
MOJIEKYSI, B TO BPEMS KaK CYLLUECTBYIT COTHU Opyrux OGaHKoB
OAHHbIX, KaTeropusupyrowmx nepBUYHbIe  OdaHHble UK
BbIABMAKOLINE 3aKOHOMEPHOCTN MeXOy CTPOEHUEM MOJSIEKYI U
9BOSTIOLIMOHHbBIM POACTBOM.



CTpyKkTypa PDB
PDEBe

PROTEIN DATA BANK EUROPE

BMRB

BioMagResBank

RCSB

PD

PROTEIN DATA BANK

KRLDWIDE
SPDEB

PROTEIN DATA BANK

Protein Data Bank Japan



McTtopuna cosgaHnga PDB

Dr. Walter Hamilton Protein Data Bank 6bin1 co3gaH y4déHbiMW. B 1971
R rony, Yontep XemuntoH B  HauunoHanbHou
- nabopatopun  bpykxaBeHa (Brookhaven  National

Laboratory) co3pgan ©OaHK gaHHbiX Ana bpykxaBeHa.
[Tocne cmepTn XamuntoHa B 1973 roay, PDB ynpasnsn
Tom KayTn.

B aHBape 1994 roga rnaeson Protein Data Bank ctana
[xon CyccmaH.

B okTtabpe 1998 roga Protein Data Bank ©Obin
nepeHeceH B Research Collaboratory for Structural
Bioinformatics (RCSB); nepeHoc wuHdopmaumm 6Obin
3aKOHYEeH B WIOHe 1999 roga. HoBbIM OUPEKTOPOM
cTtana XerneH bepmaH 13 YHusepcuteta PyTtrepca.

B 2003 rogy, nocne obpasoBaHna wwPDB, Protein
Data Bank cTan MexayHapoaHou opraHu3auuen.




PDB NO COCTOAHUIO Ha

22.03.11

OKCIIEpUMEHTAIbHBIN Bertkn Hyknennossie | KoMIuiekcsl Tipyroe | Beero
METO.I KHUCJIOTHI oenox/HK Py
Judpakius
PEHTTE€HOBCKUX 58478 1262 2836 17 62593
ayyen
AMP 7694 943 169 7 8813
HICKTPOHHAS 249 22 91 0 362
MHUKPOCKOIHS
CMenraHHbINi 28 3 1 1 33
Ipyroe 132 4 5 13 154
Bcero 66581 2234 3102 38 71995




HakonneHue cTpykTyp B 6a3e AaHHbIX NO

rO.an Number
0 5,000 16,000 15,900 20,000 25,?00 38,000 35,900 40,?00 45,000 50,000 SS,?OO 60,000 65,900 70,000 75,60(

19929




OnpeaeneHo CTPYKTYP Y pa3nnUYHbIX
OpraHu3moB

Total Count (not null): 18844

3781

(=]

Thermus thermophilus
ESCHERICHIA COLI

Haloarcula marismortui

Bos taurus

Homo sapiens

Saccharomyces cerevisiae

Thermus thermophilus HBS

Mus musculus

Gallus gallus

Deinococcus radiodurans

Sus scrofa
Escherichia coli K-12

Oryctolagus cuniculus

Thermus thermophilus HB27

Thermosynechococcus elongatus

Rhodobacter sphaeroides

Triticum aestivum

Equus caballus

Canis familiaris

@) [@1) €1 @) @) €4 € [©Y) €4 [€F) €Y €4 @) €Y @) [@1) [€©Y) [€4) [©4) [©4)

Torpedo californica




PDB ID

Kaxgass cTpykTypa, onybnukoBaHHas B PDB nonyyvyaer 4yembIlpéx3HavyHbIU

udeHmughukamop (kombuHauus umdp n 6ykB natnHckoro andasuta). [JaHHbIA WNdp
HE MOXET CNYXUTb MOEHTUUKATOPOM DMOMOMEKYS, TaK Kak YaCTo pa3sHble CTPYKTYpbl
OOHOW N TOW e MOMeKynbl, HanpumMmep, B pasnuyHon cpene, MorytT UMeTb pasfnyHble

PDB ID.

~ 3CZH Crystal structure of CYP2R1 in complex with vitamin D2

b4 i f.u Authors:

Release
Date:

Experiment:

Compound:

Citation:

Strushkevich, N.V. /', Tempel, W.,’, Gilep, A.A. ), Loppnau, P./)’, Arrowsmith, C.
Bochkarev, A./’, Park, H.) ', Structural Genomics Consortium (SGC)
2008-08-05 Classification:

X-RAY DIFFRACTION with resolution of 2.30 &

1 Polymer [ Display Full Polymer Details | Display for All Results ]
4 Ligands [ Display Full Ligand Details | Display for All Results ]

Not Available.

~ 3DLO Crystal structure of CYP2R1 in complex with 1-alpha-hydroxy-vitamin D2

v B Authors:

Release
Date:

Experiment:

Compound:

Citation:

Strushkevich, N.V./’, Tempel, W./’, Gilep, A.A./’, Loppnau, P./’, Arrowsmith, C.
Bochkarev, A./’, Park, H./’, Structural Genomics Consortium (SGC)
2008-08-05 Classification:

X-RAY DIFFRACTION with resolution of 2.72 &

1 Polymer [ Display Full Polymer Details | Display for All Results ]
3 Ligands [ Display Full Ligand Details | Display for All Results ]

Not Available.

MaxkcumMabHO BO3MOXXHOE YUCIIO MOJIEKYJISIPHBIX CTPYKTYP, OHUCBIBAEMBIX YETBIPbMS
CHMBOJIAMHU 10 OTPEICIEHHBIM HA CETOHAIHUMN JICHb NMPABUIIAM:

10 - (26 +10) - (26 + 10) - (26 + 10) = 466560



dopma xpaHeHns nHpopmauun — PDB-
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OXIDOREDUCTASE 04-FEB-68  3C6G
CRYSTAL STRUCTURE OF CYP2R1 IN COMPLEX WITH UITAMIN D3
MOL_ID: 1;

MOLECULE: CYTOCHROME P450 2R1;

CHAIN: A, B;

FRAGMENT : RESIDUES 32-501;

SYNONYM: UITAMIN D 25-HYDROXYLASE;

EC: 1.14.14.-;

ENGINEERED: YES

MOL_ID: 1;

ORGANISHM_SCIENTIFIC: HOMO SAPIENS;

ORGANISH_COMMON: HUMAN;

ORGANISHM_TAXID: 9606;

GENE: CYP2R1;

EXPRESSION_SYSTEM: ESCHERICHIA COLI;
EXPRESSION_SYSTEM_TAXID: 562;
EXPRESSION_SYSTEM_STRAIN: JHM109;
EXPRESSION_SYSTEM_UECTOR_TYPE: PLASMID;
EXPRESSION_SYSTEM_PLASMID: PCY

CYTOCHROME P450, UVITAMIN D3, VITAMIN D 25-HYDROXYLASE, DRU

METABOLISM, STRUCTURAL GENOMICS, STRUCTURAL GENOMICS
CONSORTIUM, SGC, DISEASE MUTATION, ENDOPLASHIC RETICULUHM,
HEME, IRON, MEMBRANE, METAL-BINDING, MICROSOME,
MONOOXYGENASE, OXIDOREDUCTASE

X-RAY DIFFRACTION
N.U.STRUSHKEVICH,J.MIN,P .LOPPNAU,W.TEMPEL ,C.H.ARROWSHMITH,

A.M.EDWARDS ,M.SUNDSTROM,J .WEIGELT ,A.BOCHKAREV ,A.N.PLOTNIK
H.PARK,STRUCTURAL GENOMICS CONSORTIUM (SGC)

24-FEB-09 3C6G 1 UERSHN
81-JUL-68 3C66 1 JRNL
19-FEB-08 3C6G 5}

19-FEB-08 3C6G 20JD

AUTH N.STRUSHKEVICH,S.A.USANOV,A.N.PLOTNIKOV,G.JONES,
AUTH 2 H.W.PARK

TITL STRUCTURAL ANALYSIS OF CYP2R1 IN COMPLEX WITH
TITL 2 VITAMIN D3.

REF J.MOL.BIOL. u. 388 95 20668
REFN ISSN 8822-2836

PHID 185110670

DOI 16.1016/J.JHB.20068 .83 .065

RESOLUTION. 2.80 ANGSTROHMS.



Molecule of the Month Archive

2011
April
March
February
January

2010

| bécémber
November
October
September
August
July

June

May

April
March
February

January

2011 | 2010 | 2009 | 2008 | 2007 | 2006

Nanobodies
Integrase

Integrin

Nitric Oxide Synthase

Adenovirus

Inteins

Riboswitches

Isocitrate Dehydrogenase (¥ pDF 2.8 MB)
Interferons (5 PDF 2.3 MB)

Crystallins (¥ pDF 1.8 MB)

Epidermal Growth Factor (¥ pDF 2.1 MB)

Parvoviruses (¥ pDF 3.6 MB)

Concanavalin A and Circular Permutation (¥ pPDF 2.2 MB)
P-glycoprotein (¥ pDF 2.8 mB)

Enhanceosome (¥ pDF 2.1 MB)

70S Ribosomes (¥ pDF 2.9 MB)

12

Protein Synthesis Enzymes Health and Disease

&

Biological Energy Infrastruure and Biotechnology and
Communication Nanotechnology




Kypupyembie 6a3bl OaHHbIX obasatensuHo
KOHMpPOJIUPYyrOmMcsi opraHusaTtopamu NnNu

BnagenbyamMmm camta, MNOCTOAHHO  MOABEpPratoTCS
NPOBEPKE CO CTOPOHbLI KypaTOpPOB WM aHHOTaTOPOB.
NHpopmauums B Takmx  0Oaszax  otbupaetcs
cneunanbHbIMW SKCNepTaMmun N3 apxmBHbIX 0a3 JaHHbIX,
npeaBapuUTENIbHO  MPOBEPSIA €€ [OOCTOBEPHOCTD,
aKCnepuMeHTarbHbIE aqokKasaTenbcTBa " T.O.
[TonagaHne criy4yamHou wnHdopmaumn B Takue 0asbl
OAHHbIX NOYTU Uckn4deHo. K Hambonee M3BECTHbIM
KypupyemMmblM 0asamM [JaHHbIX OTHOCATCA: Swiss-Prot
(Hanbonee kayecTBeHHas 6as3a OaHHbIX, coaepKallas
aMUWHOKUCIOTHbIE NocrnegoBaTernbHOCTN 6enkoB), KEGG
(0a3za [OaHHbIX pasnMYHbIX MeTabdonMMueckux nyTen),
FlyBase (nocBsilleHa Drosophila), COG (6a3a AOaHHbIX



baHK naHHbIX Swiss-Prot

A

swissprot

Swiss-Prot — 6a3a 3HaHun o
OenkoBbIX NOcrieaoBaTeIbHOCTAX

« Kypupyemas 6asa gaHHbIX
« “3onoTton ctaHgapT’ aHHOTaLUuu

1986

http.//www.expasy.org/sprot/



baHK naHHbIX Swiss-Prot

. C 1987 nogaepxmBaeTca B COTPYAHNYECTBE MeXay

S[ﬁiSﬁ)ﬂ)t Swiss Institute of Bioinformatics (SIB)

European Bioinformatics Institute (EBI)

Amoc banpox

PykoBoguTtens rpynnbl Swiss-Prot B
LLiBenuapckom NHCcTnTyTE BrionHdgpopmatukm




Number of entries

250000

150000

100000

50000

baHK naHHbIX Swiss-Prot

Ctatucrtuka pocra
KorinyectBa AOKYMEHTOB

1986 .5E1

006

[\




baHK naHHbIX TrEMBL
TrEMBL

TRANSLATED ; fg ..1‘;&
EMBL 3

TrEMBL (Translated EMBL)

dopmarnbHaga TpaHCIALNA BCEX KOOAUPYHOLLMX
HYKNeoTUaOHbIX nocnegoBaTenbHOCcTEN U3 baHka EMBL

ABTOMaTM4ecKas knaccmdukayms 1 aHHoOTaUns

Penus 31.9 (24 anueapa 2006) cogepxuTt 2 586 884 foKymeHTa



TeHoeHUMsa obbeanHeHUs
2002

A TrEMBL

SUJiqulﬂ TRANSLATED i ;iim\

EMBL

“ I IR Protein Information Resource

-
UniProt




baHKk naHHbIX UniProt

U,,,T.!,f,,ﬁgt UniProt (Universal Protein Resource)

protein resource

UniProt Knowlegebase — SwissProt+TrEMBL
UniProt Archive — UniParc

UniProt Reference — UniRef
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DNA DATA BANK of JAPAN
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UniProt

theuniversal protein resource




COOTHOLLEeHne Yymncna 0enkos,
npencrtaBJi€HHbIX B PaA3HbIX DaHkax

O PDB

33321

B SwissProt
206 586

O UniRef100
3078 524

IociienoBareJIbHOCTEH BO MHOIO pa3 00JIbIlIe, YeM CTPYKTYP!

BOJIBIIMHCTBO MOCJIEI0BATEJILHOCTER HE AHHOTHPOBAHDI!



ID
AC
DT
DT
DT
DE
03
oC
(0):4

RP
RC
RA
RL
CcC
CcC
CcC
CcC
CcC
CcC
CcC
CcC
CcC
CcC
CcC
DR
DR
DR
DR
Ku
FT
30

;i

[lokymeHT DaHKa gaHHbIX Swiss-Prot

YSEA STACA STANDARD; PRT:; 165 Ak,

P47955; Onucanue JOKyYMEHTa: UACHTH(UKATOD,

01-FEB-1996 (Rel. 33, Created)

01-FEB-1996 (Rel. 33, Last sequence update) nMs, Jaara CoO34aHusA U MOJII/I(I)I/IKaHI/II/I

13-3EP-2005 (Rel. 48, Last annotation update)

Hypothetical protein in secld S'region (ORF1l) (Fracment).

Staphylococcus carnosus.

Bacteria; Firmicutes; Bacillales; Staphylococcus.

NCEI TaxID=1281;

[1]

NUCLEOTIDE SEQUENCE [GENOMIC DNA].

STRAIN=TM300;

Freudl R.:;

Submitted (JUN-1994) to the EMEL/GenBank/DDBJ databases.

—!— SIMILARITY: Belongs to the ribosomal protein 5304e family.

—!—= CAUTION: This is a conceptual translation.

—!— CAUTION: Ref.l sequence differs from that shown due to frameshifts
in positions 25 and 46.

—

This Swiss-Prot entry is copyright. It is produced through a collaboration
between the 3wiss Institute of Bioinformatics and the EMEL outstation -
the European Bioinformatics Institute. There are no restrictions on 1its
use as long as its content is in no way modified and this statement is not
removed.

EMBL; X79725; CAAS6161.1; ALT FRAME; Genomic DNA.

PIR; 547145; 35471483.

InterPro; IPRO03459; Ribosomal 330354.

Pfam; PF02482; Ribosomal S30ME; 1.

S—

Hypothetical protein.

NON_TER 1 1

SEQUENCE 165 AA; 19138 MW; EBFSCES1ADE194DDO CRCE4;

LERYFTNVPN VNAHVEKVKTY ANSSKIEVTI PLNDVTLRAE ERNDDIYAGI DKITNKLECQ
VREKYKTRVINR KKREKESEHEP FPATPETPPE TAVDHDKDDE IEIIRSKQFS LEKPMDSEELV
LOMDLLGTDF FIFNDRETDG TSIVYRRKDG KYGLIETVEK LICDI

\

AHHoTraims
IIOCJICAOBATEILHOCTHU

I[locnenoBarenLHOCTD



OCHOBHbIe NMong 3anncu

SwissProt

 |ID
o AC
e DE
e OS
e OC

M cama ITOCJICAOBATCIIbHOCTDb, KOHCYHO.



UniProt

C' O www.uniprot.org

Search Blast Align Retrieve

Searchin Query

ID Mapping

[Protein Knowledgebase (UniProtke) v | |

WELCOME

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

What we provide

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

TrEMBL, which is automatically annotated and is
not reviewed.

Includes Complete 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 and more.

Getting started

e Text search

e Sequence similarity searches (BLAST)
¢ Sequence alignments

e Batch retrieval

o Database identifier mapping (ID Mapping)

In Prot@':

Search| Clear | Advanced Search »

a

NEWS

UniProt release 2011_05 - May 3, 2011

Complete proteome sets for Homo sapiens and Mus musculus

> Statistics for UniProtkKB:
Swiss-Prot - TrEMBL

> Forthcoming changes

> Newvs archives

SITE TOUR

-

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

PROTEIN SPOTLIGHT

on the spur of a whim
March 2011

There are a number of biological molecules which are involved
in & bewildering amount of activities. Serotonin is one...



lMpounsBoagHble 0Oa3bl [JaHHbIX 00pas3ylTcd B
pesynsrate o00paboTKM [OaHHbLIX W3 apXUBHbLIX WU
Kypupyembix 6a3 gaHHbiX. Hanpumep, SCOP (b6asa
OAaHHBIX CTPYKTYPHOM Knaccudomkauunm Oenkos), PFAM
(cemencTBa benkos), GO (Gene Ontology)
(kmaccuukayma reHos, OOHOM W3 OCHOBHbLIX 3aaad
aTON Oa3bl ABNSAETCH ynopsagovynBaHne TePMMHOMIOrnU
Ha3BaHUN reHoB), ProDom (0a3a AaHHbIX MOCBSLLEHA
benkoBbiIM  OgomMeHaMm),  AsMamDB (6a3a no
ansTepHaTMBHOMY CMTANCUHTY MI1IEKONUTAIOLLUX).



SCOP
Structural Classification Of Proteins

C' O scop.mrc-imb.cam.ac.uk/:

Structural Classification of Profeins

=1

Welcome to SCOP: Structural Classification of Proteins.
1.75 release (June 2009)

38221 PDE Entties. 1 Literature Reference. 110800 Domains. (excluding nucleic acids and theoretical models).
Folds, superfamilies, and families statistics here.

New folds supetfamilies families.

List of obsolete entries and their replacements.

Authors. Alexey G. Mutzin, John-Marc Chandonia, Antonina Andreeva, Dave Howorth, Loredana Lo Conte, Bartlett G. Ailey, Steven E. Brenner, Tim J. P. Hubbard, and Cyrus Chothia. scop@mrec-lmb.cam.ac.uk

Reference: Muszin A. G, Brenner 3. E,, Hubbard T, Chothia C. (1995). SCOP: a structural classification of proteins database for the investigation of sequences and structures. J Mol. Biol. 247, 536-540. [FDF]

Recent changes are described in: Lo Conte L., Brenner 3. E, Hubbard TJ P, Chothia C,, Murzin A (2002). SCOP database in 2002: refinements accommodate structural genomics. Nuel. Acid Res. 30(1), 264-267. [PDF],

Andreeva &, Howorth D, Brenner S E., Hubbard T.JP,, Chothia C,, Murzin A G. (2004). SCOP database in 2004: refinements integrate structure and sequence family data. Nucl. Aeid Res. 32:D0226-D229. [PDF], and

Andreeva A, Howorth D, Chandonia J.-M., Brenner 3. E,, Hubbard T.J.P,, Chothia C,, Mutzin A G. (2007). Data growth and its impact on the SCOP database: new developments. Nucl. Acids Res. 2008 36: D419-D425; doi:10.1093/nar/gkm?93 [PDE].

Access methods

Enter sCOP at the top of the hierarchy

Keyword search of SCOP entries

SCOP parseable files

AlSCOP releases and reclassified entry history

pre-SCOP - preview of the next release

SCOP domain sequences and pdb-style coordinate files (ASTRAL)

Hidden Matkov Model library for SCOP supetfamilies (SUPERFAMILY)
Structural alignments for proteins with non-trivial relationships (SISYPHUS)

e o o 0 0 0 0 o

* Online resources of potential interest to SCOP users

SCOP mirrors around the wotld may speed your access.

News

* SCOP has been updated to include many PDB entries released before 23 February 2009. See folds, supetfamilies, and families statistics.
* This release no longer classifies all PDB structures released before a certain date. The process of classification of new entries has been changed. For more information please visit pre-SCOP - a preview of the next release.
* This release is similar in appearance to the previous release, so the generic release notes from that release still apply. Please read the notes; they contain more detailed explanations and examples of SCOP features.

e Previous releases' news.
Synopsis

Nearly all proteins have structural similarities with other proteins and, in some of these cases, share a common evolutionary otigin. The SCOP database, created by manual inspection and abetted by a battery of automated methods, aims to provide a detailed and
comprehensive description of the structural and evolutionary relationships between all proteins whose structure is known. As such, it provides a broad survey of all known protein folds, detailed information about the close relatives of any particular protein, and a
framework for future research and classification.

A more detailed description of the database is available. Help on using the database may be obtained on any screen by pressing the question mark button.



Class

All alpha proteins
All beta proteins
Alpha and beta
proteins (a/b)
Alpha and beta
proteins (a+b)
Multi-domain
proteins
Membrane and cell
surface proteins
Small proteins
Total

Number of folds

284
174

147

376

66

58

90
1195

Number of
superfamilies

507
354

244
552
66

110

129
1962

Number of families

871
742

803

1055

89

123

219
3902



UHTerpnpoBaHHbIe 0a3bl [JaHHbIX, MPeacTaBnaloT
cobon 0Oasbl, B KOTOPLIX MHOpMauUa rnorydyeHa u3
caMbIX pPas3/IUdHbIX UCMOYHUKOB (Kypupyemble,
apxuBHble 0a3bl OaHHbIX U Opyrne). B Takux 6asax
OAHHBLIX B CTPOKY MOMCKa MOXHO BBECTM HasBaHWe
bernka, Nnony4nTb B MakCMmarbHOM ODbeEME CBSI3aHHYIO
C HUM MHAOPMALNIO (B KaKMX OpraHndmax, TKaHaAX u
KNeTkax BCTpeYaeTcs, CTPYKTypa, aMUHOKUCIIOTHbLIN
COCTaB U T.4.) B BUAE PasfnYHbIX CCbISIOK 16 Ha Te unu
MHble 0a3bl AaHHbIX, canuTbl U npo4vee. K Taknm basam
OAHHbIX OTHOCcATCA: NCBI Entrez (MH(popmauus o
HYKNEeOTNOHbIX 7 aMUHOKUCIOTHbIX

nocnegoBaTenbHOCTAX), Ecocyc (6a3a AaHHbIX O E. coli).



NCBI Entrez

-
<3 NCBI (4

Entrez, The Life Sciences Search Engine

HOME | SEARCH | SITE MAP

PubMed All Databases [ Hurnan Genome [ GenBank [ Map Viewer [ BLAST

|| Clearl Help

Welcome to the Entrez cross-database search page

Search across databases |

PubMed: biomedical literature citations and abstracts

PubMed Central: free, full textjournal articles

Site Search: NCBI web and FTP sites

)
o
X

Books: online books
Images: images from full text resources at NCBI

OMIM: online Mendelian Inheritance in Man

w

%

. Nucleotide: Core subset of nucleotide sequence records L7 “ dbGaP: genotype and phenotype w
ez EST: Expressed Sequence Taq records L7 ﬂ UniGene: gene-oriented clusters of transcript sequences L7
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MeSH: detailed information about NLM's controlled vocabulary



Entrez - rno6ansHas nouckosas cucrtema, Nno3BonsAoLWas NPoM3BoAUTbL NOUCK

OAHOBPEMEHHO MO MHOIMM OTAesNibHbIM 6a3aM AaHHbIX B NCBlI nyTem BBOAA
eAMHCTBEHHOro 3anpoca, paboraTtb ¢ nocneaoBaTeNlbHOCTAMU, CTPYKTYpaMu U
CCbiZIKaMX, BuU3yanu3upoBaTb MNocreAoBaTeNibHOCTU  reHoB, ©OenKoB.,

XPOMOCOMHbI€ KapThbl.



Knaccudpukauma 6a3 gaHHbIX Mo
cneunanunsaunu

ba3sbl 4aHHLIX NPOTEOMOB

Ba3bl JaHHbIX OEenKOBbIX CEMEUNCTB
basbl AaHHbIX CTPYKTYP BENKOBbLIX
MOneKyn

[l Ba3bl AaHHbIX OENKOBbIX
B3anMOOencTBumn




ba3bl paHHbIX npoteomoB. CopaepxaTt
MHopmMaLUnto O mfApomeomMe W Kakoro-
HNWOyOb  ope2aHu3Ma (4enoBeK, Mbillb,
apo3oduna, ApoXKN 1 T.4.), NN 0 NPOTEOME
Kakux-TO ornpeaeneHHbIX TUMOB oOp2aHesisl,
KJ1emoK, mKaHeu (NpoTeoM saapa, npoTeom
MbILLIEYHbIX KINIETOK, HEPBHOW TKaHU 1 T.A4.).



ba3bl AaHHbIX OerIkoBbIX CEMEeNCTB, B OCHOBY
KOTOPbIX MOMNOXeHa Knaccudukaumsa 0enkoB B
CeEMeWUCTBa, cynepcemMencTtBa, KnaHbl U T.A.
EcTb yHMBepcarnbHble 6a3bl OaHHbIX, KOTOPbIE
cobupatloT MHOPMAaLIMIO MO BCEM CEMENUCTBAM,
a €ecTb chneymanum3npoBaHHbIe, KOTOpPbIE
NOCBALLEHbI KOHKPETHOMY CEMEWNCTBY DENKOB.



ba3bl [OaHHbIX, TMOCBALUEHHbIE CTPYKTYype
OenkoBbIX MoneKkyn. B ocHoBe aTtux 6a3
OAHHbLIX  NEXWUT onpedeneHHbin  ypoB8eHb
CMpyKmypHoUu ope2aHu3ayuu 6esnkos. JOTO
MOTyT ObITb basbl, npegcraBnsoLmne
MHJOPpMaLUIO 00 aMWHOKNCIOTHOU
nocrnegoBaTernibHOCTU 0O€ernka, O BTOPUYHOWU
CTPYKTYpe, TpeTnyHon. CyullecTBytoT MHOro 6as
OAHHbIX, NOCBSILLEHHBLIX pa3rM4YHbIM OEnKOBbIM

noMeHam.



ba3bl NaHHbIX, NOCBSALLUEHHbIE OenkoBbIM
B3anmopgeuncTeusaM. K HUM otHocsaTca 6asbl 0 6enok-
OenkoBbIX B3auMMOAEWCTBUAX, Hanpumep 6a3bl
OAHHbIX peuernmopo8 U ux Jsuz2aHdoes, 6a3bl
6esniko8bix Koonepauuu onpeaeneHHou
nokanusaumm (MembpaHa, MWUTOXOHAPUW, SApPO0),
0enkos, KOHTaKTUPYyOLWKMUX  npu BbIMNOSTHEHUN
onpeneneHHon  QyHKUMM  (TpaHCnopTHasa  CeTb,
CUrHanbHble Kackagbl). Kpome TOro, B aty rpynny
BXOOAT ba3bl NaHHbIX, NOCBSALLUEHHbIE
B3aMMOOENCTBUAM OENKOB C APYrMMM MOJIEKyNamum,
Hanpumep ¢ PHK, OHK. Ectb 6a3bl gaHHbIX MO
aHTUTEeNam, KOoTopble TOXe SABNAKTCA Oernkamu, u
aHTUreHam.



ba3za gaHHbiX NPD (Nuclear Protein Database) nocBsiLleHa
aaepHoMy npoteomy [10o3BOHOYHLIX. VIHTepHeT-agpec aTou
ba3bl gaHHbIX cnegywowmn:  http:  //npd.hgu.mrc.ac.uk.
MHTepdenc 6asbl OaHHbIX npeacrtaBrieH Ha pucyHke 1. K
HacTosILLEMY BpPpeEMEHU B 3TON Base HaxoguTcsa MHdopmMauus
o 1300 ©Oenkax, nokKanu3oBaHHbIX B KMNETOYHOM s4pe.
Heobxogumble OaHHblE MOXHO MOSyYnTb, BBEASA B CTPOKY
noucka onpeneneHHbin Oenok unm Kakou-nmbo saepHbIN
KOMMapTMeHT. NPD coaoepXuUT WHopMaLUio O pasMmepe,
Macce O€enkoBOM MOIMEKYnbl, W30ANEKTPUYECKON TOYKE,
CTPYKTYype (aMMHOKUCNOTHAaSA nocrnenoBaTeNibHOCTD,
cneundunyeckne 17  MOTUBBLI, [OOMEHbI), OENKOBbIX
CNI1IaMCUHIOBLIX M3odopMax, CcybdoagepHoOM nokanmaauuuy,
bnonorn4eckon M MosekynsapHon dyHKUMKU. TakKe MOXHO
NonyyYnTb CBEOEHUS O reHe, KOAUPYHOLWEM 3TOT OEnokK, ero
HYKNeoTUaHOW nocnenoBaTeNnbHOCTY, XPOMOCOMHOM
nokanusauun.



NPD (Nuclear Protein Database)

D npd.hgu.mre.ac.uk /user/
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The Nuclear Protein Database Medical
Research
The Nuclear Protein Database (INPD) is a searchable database of information on proteins that are localised to the Council

nucleus of vertebrate cells.

Human Genetics Unit

How to use the NPD

You can search the whole database using a protein name, protein motif, nuclear compartment name, or keyword term. Alternatively you can view all of the
proteins that have been reported as having a localisation to a particular compartment or that are associated with a particular protein domain, using the

nuclear compartment and domain browsers. An introduction to each of the principal sub-nuclear compartments is also provided.

‘What is in the NPD?

The NPD contains information on over 1000 vertebrate proteins (mainly those from mouse and human) that are thought to, or known to, be localised to the
cell nucleus. Where known, the sub-nuclear compartment where the proteins have been found are reported. Also stored is information on the amino acid
sequence, predicted protein size and isoelectric point, as well as any repeats, motifs or domains within the protein sequence. Biological and molecular
functions of the proteins are described using GO terms. Where appropriate, links to other databases are provided (e.g. Entrez, SWISS-PROT, O,

PubMed, Publed Central).

‘What is not in the NPD?
In general only one isoform of the protein is given (usually the largest). The database contains no information on protein isoforms generated by alternative
splicing.
Version 2.0 M
Cotrespondence: Professor Wendy Bickmore Links
Statistics

© Medical Research Council Human Genetics Unit



baza paHHbIX SynDB nocBslleHa HeupocuHancam
MeXay Knetkamm HepBHOU CUCTEMbI, HEMPOMbILLEYHbIM
CMHancamMm W cuHancamMm C XenesnuctbiMU KhneTkamu.
MHTepHeT-agpec aTon Oasbl AaHHbIX CNeayoLwnn: http:
//syndb.cbi.pku.edu.cn. B 6a3e paHHbIX npeacTtaBreHa
MHpopmaumua 06 OCHOBHLIX CTPYKTypax CUHAaNCcoB.,
doyHKUMAX, onocpeaoBaHHbIX 3aborieBaHusIX, TEPMUHAX,
CBA3aHHbIX C 3TOW TemoWn. [laHHble npeacTtaBneHbl B
BUAE KaTaroroB W rMnepcchbiyiok Ha TepMuHbl. B aTon
ba3ze OaHHbIX MOXHO HaWTU MHopmMauuto o boree
14000 cuHanc-accoUuMnpoBaHHbIX Oernkax, 3000 w3
KOTOPbIX BCTpeYatoTcd y YenoBeka.
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SynDB : Synapse DataBase

SynDB is an online resource of proteins known or predicted to be related to the
synapse” or synaptic activity. It is intended to be a repository of current
knowledge and data as well as a starting point for future proteomics research in
neurobiology.

*A synapse is the structure where a nervous impulse passes from one neuron to another
and synaptic activity is central to almost all neurohiological processes, including learning,
memory, and neuronal development. The study of synaptic function and composition will
help in understanding the pathology of neurclogical diseases and in the search for
therapeutic approaches.

Citation: Zhang, W., Zhang, ., Zheng, H., Zhang, C., Xiong, W., Olyarchuk, J.G., Walker,
M., Xu, W., Zhao, M., Zhao, S. et al. (2006) SynDB: a Synapse protein DataBase hased
on synapse ontology. Nucl. Acids Res., gkl876. (Full Text)
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[ Ae nckatb onnucaHme oyHKUUn

KpaTkoe onncaHne doyHKLMKU OOHOro 6emnka u CCbifnikn Ha
opyrue pecypcbl cM.  [UniProt

the universal
protein resource

KpaTkoe onncaHne oyHKUNKU ceMencTs 6enkoB U JOMEHOB

CM. B P‘Qm N InterPro

*[logpobHoe onncaHne PyHKLUMN reHOB U UX NPOAYKTOB CM B

SHUMKNONeansx, Takux Kak Cyc!

[TlogopobHoe onucaHue oTaernbHbIX KraccoB OYHKUMIA U
COOTBETCTBYHOLUMX OENKOB CM. B cneymann3anpoBaHHbix bl,

takux kak ENZYME ,Rebase.



Kak y3HaTb QYHKLMIO UHTEPECYIOLLEro HAcC W
6.M. N3BECTHOIO Hayke bernka nnm reHa?

*+/+++ Yntante opurmHanbHble cTaTbh XOPOLUMX aBTOPOB B
XOpOoLUMX XypHanax!
Nwmnte B PubMed

-/[++ Yntante aHHoTauun 3anucu Uniprot
Ncnonbaynte SRS (Sequence Retrieval System)

-/+ Yutanmte aHHoTaumm 3anmcen Pfam u InterPro,
cogepKaline onmcaHma CEMENCTB JOMEHOB, K KOTOPbIM
npuHaanexar JOMeHbl berka

-/+ NwinTe Baw 6enok B cneymanusnposaHHbix B (B v
QHUMKIIONeaMn, B KOTOPbLIX NoAPOOHO onucaHbl YyHKLMN
reHoB n nx npoaykrtos : KEGG, BIOCYC, ENZYME,
TC-DB, REACTOME....)

‘NwnTe, npeanonoXxntenbHo, roMonornyHele 0erku
camocTtodaTensHo. Ncnonb3ynte BLAST, psiBLAST, npodunu
N NaTTEPHbI



