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[Tpo GaHKM MaHHEIX (APXUBHBIC VS. KypHpPYCMBIC)
Casaras tpouiia EMBL — GenBank — DDBJ

CobctBenno EMBL, ero pasnensl, Kk1acchl JaHBIX
u riosst; CDS, xonupyromnye y9acTKH, CChIIKH K3
Swiss-Prot.
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Kak 3anucbiBaloT nocnenoBaTtesibHOCTU HYKJIIEMHOBbIX KUCITIOT ?

1. NocnepoBatenbHOCTb = NOCeaoBaTeibHOCTb OAHOOYKBEHHbBIX CUMBOJSIOB.
Hukakux geducoB n obo3HadeHnn pochoanadmnpHbIX CBA3IEN.

2. OoHKn 1 Te Xe ogHOBYyKBEHHbIE CMMBOIbI AN nocnegoatenbHocten PHK v
AOHK (npwn 3anncu PHK 0bbivHo ‘U = T7).
JTtobasa nocnegoBaTeNbHOCTL MO YMon4vanuto cuntaetcsa JHK
(T.e. nonumepom 2'-0e30KCnMprUboHyKNeoTUaoB).

3. OgHu 1 Te e cUMBOIIbI NCNOoJNb3yrOTCA A4 0603Ha4YeHnsa a30TUCTbIX
OCHOBaHWUN, HYKNeo3nagoB N HYKIeoTnaoB
,D,OI'IyCTVIMbI 3alflaBHble U CTPOYHbIE 6yKBbI, XOTA peKOMEeHO0BaHbI 3arifiaBHbIE.

4. NNocneapoBaTeNbHOCTL 3anNMcbiBaeTCcs B HanpaBneHnn 5'—3°
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Nomenclature Committee of the International Union of Biochemistry (NC-IUB)
Nomenclature for incompletely specified bases in nucleic acid sequences
Recommendations 1984
Biochem. J. (1985) 229, 281-286



OOwenpuHATbLIE OAHOOYKBEHHbIe 0003Ha4YeHUs ANA CTaHAAPTHbIX
a30TUCTbIX OCHOBaHUN (OCTAaTKOB HYKIeo3naoB U HYKIeoTuaoB)
N BbIPOXAEHHbIX MNO3ULUNA B BbiPpaBHUBAHUAX HYKNEUHOBbIX KUCIIOT
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PacwudgppoBka

G, guanine (TyaHuH)
A, adenine, (afeHnH)

T/U, thymine/uracyl
(tumun B JTHK u ypanun 8 PHK)
C, cytosine (ITUTO3UH)

A wu G, purine(TIyp UHEI )
Cumm T mwm U,
pyrimidine (TUpUMUANH)
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Strong interaction (3 H bonds)

Weak interaction (2 H bonds)
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NCBI v EBI

* National Center for Biotechnology Information v
European Bioinformatics Institute (nogpasneneHue
EMBL — European Molecular Biology Laboratory)

* Tpu 6a3bl gaHHbIX — GenBank, EMBL n DDBJ
(ANOHCKad) — No CyTWU, O4HO U TO Xe.

€= NCEI S
GenBank EMBL database
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DNA data bank of Japan



Y10 Hapo 3HaTb npo 6aHKk EMBL

-4TO 3TO apXxuB (3a coaepkaHne 3annucu HeCET OTBETCTBEHHOCTb €€ aBTop)

- N03TOMY pa3Hobon B TEPMUHOMOMNN
- MO3TOMY OLHO U TO e No MHOry pas3

- MO3TOMY MHOI0 HEUCnpaBJ1€HHbIX oLnobok
- YTO Y NocnegoBaTenbHOCTM U3 3anMcK YacTo HET eCTECTBEHHbIX rpaHuL
- YTO 3TO YacTb TpmegnHcTtea (EMBL, GenBank, DDBJ)

- eXeJHeBHbIN 0O6MeH AaHHbIMU

- ... HY 1N CMbICIN OCHOBHbIX MOnen, KOHe4YHo (0cobeHHO cTpyKTypy nons FT!)
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Knacc gaHHbIX

3.1 Data Class

The data class of each entry, representing a methodological approach to the generation of the data
or a type of data, is indicated on the first (ID) line of the entry. Each entry belongs to exactly one
data class.

Class Definition

CON Entry constructed from segment entry sequences, drawing
annotation from segment entries

ANN Entry constructed from segment entry sequences with its own
annotation

PAT Patent

EST Expressed Sequence Tag

GSS Genome Survey Sequence

HTC High Thoughput CDNA sequencing

HTG High Thoughput Genome sequencing

MGA Mass Genome Annotation

WGS Whole Genome Shotgun

TEPA Third Party Annotation

STS Sequence Tagged Site

STD Standard (all entries not classified as above)



TakcoHOMUYeCKUn pasaen

3.2 Taxonomic Division
The entries which constitute the database are grouped into taxonomic divisions, the object being to create subsets of the
database which reflect areas of interest for many users.

In addition to the division, each entry contains a full taxonomic classification of the organism that was the source of the
stored sequence, from kingdom down to genus and species (see below).

Each entry belongs to exactly one taxonomic division. The ID line of each entry indicates its taxonomic division, using the
three letter codes shown below:

Division Code
Bacteriophage PHG
Environmental Sample ENV
Fungal FUN
Human HUM
Invertebrate INV
Other Mammal MAM
Other Vertebrate VRT
Mus musculus MUS
Plant PLN
Prokaryote PRO
Other Rodent ROD
Synthetic SYN
Transgenic TGN
Unclassified UNC

Viral VRL



ID
AC
PR
DT
DE
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RG
RA
RT
RL
DR
CC
AH
AS
FH
FT
XX
SQ
Cco
bb

//

INMone

identification (begins each entry; 1 per entry)
accession number (>=1 per entry)

project identifier (0 or 1 per entry)

date (2 per entry)

description (>=1 per entry)

keyword (>=1 per entry)

organism species (>=1 per entry)

organism classification (>=1 per entry)
organelle (0 or 1 per entry)

reference number (>=1 per entry)

reference comment (>=0 per entry)
reference positions (>=1 per entry)
reference cross-reference (>=0 per entry)
reference group (>=0 per entry)

reference author(s) (>=0 per entry)
reference title (>=1 per entry)

reference location (>=1 per entry)
database cross-reference (>=0 per entry)
comments or notes (>=0 per entry)

assembly header (0 or 1 per entry)
assembly information (0 or >=1 per entry)
feature table header (2 per entry)

feature table data (>=2 per entry)

spacer line (many per entry)

sequence header (1 per entry)
contig/construct line (0 or >=1 per entry)
(blanks) sequence data (>=1 per entry)
termination line (ends each entry; 1 per entry)



FT

FT Key Location/Qualifiers=value
FT CDS 1..1000

/codon=(seq:"cug",aa:Ser)
/codon=(seq:"tga",aa: Trp)

http://www.ebi.ac.uk/embl/\WWebFeat/index.html




CDS u exons

CDS — koaupyrouliaga nocrnenosaTefibHOCTb, TO
€CTb POBHO T€ HYKNEeOoTabl, YTO COOTBETCTBYIOT
benky (no KpanHem mepe ero OCHOBHOU dbopme).

Koaunpywouwime yyactknm — te goparmeHTol JJHK, n3
KOTopbIX cocTtaBneH CDS.

EXxons — 9K30HbI, TO N3 Yero dOydeT cocTaBreHa
3penas matpmnyHaa PHK, oHu BKto4yaloT B cebs

5 1 3 - HeTpaHcNMpyeMbie 0bnacTu — Te YacTu

PHK, koTopble oTBe4aloT 3a perynauuto
TpaHCcnauun.



Ccbinku n3 3anucu Swiss-Prot Ha
EMBL

Position X-RAY CRYSTALLOGRAPHY (1.89 ANGSTROMS).
Medline 21348730
DOI 10.1002/prot.1092;

PubMed 14455600 |@ |
CiteXplore

Comments

FUNCTION Decomposes hydrogen peroxide into water and oxygen; serves to protect cells from the toxic effects of hydrogen peroxide.
CATALYTIC ACTIVITY 2 H{2)0(2) = 0(2) + 2 H(2)O.

COFACTOR Heme group.

SUBUNIT Homotetramer.

SUBCELLULAR LOCATION Cytoplasm (Probable).

INDUCTION By entry into stationary phase.

SIMILARITY Belongs to the catalase family. HPII subfamily.

Copyright

Copyrighted by the UniProt Consortium, see http://fwww.uniprot.orgfterms Distributed under the Creative Commons attribution-NoDerivs License

Database cross-refer:

MES161; A4A24039.1; -; Genomic_DNA.

EMBL U00096; AAT48137.1; -; Genomic_DNA.
—_— Kakgas cTpoka — OTAenbHbIN CUKBEHC;

Refseq sl nepBad CCblJiKka B CTPOKe — 3alcCb B

¥P 025308.1; -

1CES; X-ray; 180 &; A/B/C/D=27-753, EMBL, BTOpad — CDS BHYTPU 9TOU

e 3anucu (3oechb naeHTMduKaTop,
e Hanpumep, AAA24039.1 — 310
e — naeHtTudukatop CDS B crneumansHom
e nodepHeM baHke gaHHbix EMBL-Coding

1PTY; X-ray; 2.40 A; A/B/C/D=1-753.
sequences).




Ctatuctuka EMBL

Total nucleotides

Number of entries

Ghases

Milliohs of Entries

104
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88
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30
7%
72
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64
60
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20
16
12
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