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A mai eléadas

> Mi az adatbazis

> A biologia kapcsolata az adatbazisokkal
> Az adatbazisok tipusai

>

Adatbazis formatumok, adatbazisok
szerkezete

> Nehany fontos biologiai adatbazis
> Hibak az adatbazisokban
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Mi az adatbazis

> Nyers adat —
informacio

» Adatbazis —
struktaralt informacio e

» A struktaranak
kOszonhetoen

e BooLolCiuesaTowns in US
e e neliumbersiUSA

> Kereshet0O
> RendezhetoO

> Szurheto

"\E\EPHONE DIRECTORY
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A biologia es az adatbazisok !@

> A XVIIL szazad -
vilagutazok kora

A, U
Lo

STE
NATURAE

> Rengeteg 1j faj S

felfedezeése, leirasa
> Rendszer nékil

attekinthetetlen az
adattomeg

> Carl von Linne
rendszertana
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> DNS - az informaciot
a szekvenciajaban
tarolja

» RNS — az informaciot
kozvetiti

> Feherje —a
szekvencialis
informacio veégso
megjelenese, az
informaciot hasznalja
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Szekvencia adatbazisok S

> Rengeteg megszekvenalt genom
» TObbsege viralis €s bakterialis

> Gerincesek
> Izeltlabtak
> Novenyek
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G. MES ONLINE DATABASE
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JGIHOME ~ LOG IN

Home  Search  Distribution Graphs  Biogeographical Metadata  SRA Explorer  Statistics  GOLD Usage Policy

Welcome to the Genomes OnLine Database GOLD Release v.7
GOLD: Genomes Online Database, is a World Wide Web resource for comprehensive access to information regarding genome and
metagenome sequencing projects, and their associated metadata, around the world.

GSLD i

Gengmes Online Database

Team Help News

Studies

Biosamples

Sequencing Projects

Analysis Projects

Organisms

& Excel Data file
File last generated: 23 Sep, 2019

NCBI Import Tracker

Register your project information and
Metadata in the Genomes Online

Database
| Register |

Annotate your microbial genome or
metagenome with IMG

| Annotate

Studies

Metagenomic _1.763
MNon-Metagenomic 38.689

Biosamples

&% Classification

Ecosystems
Host-associated 44.733
Engineered 5.676
Environmental 31.569

Sequencing Projects

Analysis Projects

&4 Complete Projects 19.100
E_ﬂ Permanent Drafts 193 467
& Incomplete Projects 101.418
[® Targeted Projects 1.060

Genome Analysis 155.594

Metagenome Analysis 55.269

Metagenome - Cell Enrichment 1,852
Metagenome - Single Particle Sort 5.107
Metagenome - Assembled Genome (MAG) 11.723
Metatranscriptome Analysis 6.699

Combined Assembly 276

Single Cell - Screened (SAG) 2.367

Single Cell - Unscreened (SAG) 1.930
Transcriptome Analysis 544

Special Projects

Type Strains
with Projects 8.801

Type Strains
with projects
at Genbank £.929

GEBA Projects 1 3.360

Projects w. Genbank Data

Seq. Projects 150.426
Archaeal Projects 942

Bacterial Projects 136.674
Eukaryal Projects 4.298

JGI Projects
JGI Studies 1.436
JGI Biosamples 24 761
JGI Sequencing Projects 91.911

JGI Analysis Projects 46.658

Organisms
Organisms 370.305
Archaea 3 6568
Bacteria 326389
Eukarya 31.105
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GENOMES ONLINE DATABASE

Home  Search  Distribution Graphs  Biogeographical Metadata  SRA Explorer  Statistics  GOLD Usage Policy Team Help Mews

Studies

{ Sequencing Project Type Sequencing Status Phylogenetic Table Phylogenetic Tree Biosample Ecosystem Classification

Biosamples
Sequencing Projects GOLD Project Type Distributions

Analysis Projects

Organisms Archeal Distribution Bacterial Distribution

Resequen... @ Genome
@ Transcript fragments
@ Vhole @ Resequen...
Genome @ Transcript...
Sequencing @ Whole
Other Genome
Sequencing
Other

Eukarya Distribution Metagenomic Distribution

@ chiP- ) @ Metagenome
Sequencing @ Metatrans...

Exome Targeted
@ FAIRE-Seq Gene

@ Genome Survey
fragments

@ Methylation
@ Resequen...
@ Transcript...
@ Whole Ge
Other

Disclaimer
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Home  Search  Distribution Graphs  Biogeographical Metadata  SRA Explorer  Statistics  GOLD Usage Policy Team Help Mews

Studies

{ Sequencing Project Type Sequencing Status Phylogenetic Table Phylogenetic Tree Biosample Ecosystem Classification

Biosamples
Sequencing Projects GOLD Sequencing Statuses

Analysis Projects

@ Awaiting Sample
@ Complete
DNA Received
@ Draift
@ In progress
Other

Organisms Archaea Sequencing Status Bacterial Sequencing Status

@ Awaiting Sample
@ Complete
@ Drait
@ In progress
@ Targeted
Other

@ Awaiting Sample

@ Complete

@ Oraift

@ In progress
Other

Eukaryal Sequencing Status Metagenomic Sequencing Status

@ Complete
@ Draft

Disclaimer
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Home  Search  Distribution Graphs  Biogeographical Metadata  SRA Explorer — Statistics  GOLD Usage Policy Team  Help

Studies Phylogenetic Table Phylogenetic Tree Biosample Ecosystem Classification

Biosamples

Sequencing Projects

Analysis Projects

Organisms Bacterial Phyla Eukarya Phyla

eota @ Protecbacteria @ Streptophyta
1eota @ Firmicutes @ Ascomycota
haecta : Actincbactera Basidiomycota
s Parvarchaeota | @ Bactercidetes @ Chordata

aescta @ Cyancbacteria @ Chlerophyia

= Woesearchaeot, @ Spirochaetes y @ Mucoromycota
s Aenigmarchaeo @ Tenericules ' @ Arthropoda

s Diapherotrites @ Chlamydiae @ Apicomplexa
@ Fusobacteria @ Chytridiomycota

. § . §

Bacterial i Eukaryote

»Phyla »Phyla
view Graph p-Classes View Graph p-Classes View Graph
View Graph pOrders View Graph » Orders View Graph
Vigw Graph pFamilies View Graph pFamilies View Graph
View Graph pGenera View Graph »Genera View Graph

Disclaimer

Credits

Contact

Accessibility / Section 508 Statement

©1997-2019 The Regents of the University of California
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Biologiai adatbazisok fajtai O v

> Tartalom eredete szerint:
> Elsodleges — kozvetlen, kiserletes adatok
> Szarmaztatott — az elObbiek feldolgozasa

> Eleres szerint:
> Szabad elerésti — nemzetkozi konzorciumok
> Elofizetéses — tizleti alapt
> Magan — gyogyszergyari, belso hasznalatra

> Integralt adatbazisok
» Irodalmi adatbazis
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Adatbazisok elérése k—;}

> Internet — elsO szamu forras

> Reégebben nyomtatasban, magnes-szalagon és CD-
n

Sok szaklapnak van adatbazis szekcidja
,Nucleic Acid Research” januari szama
,Database” Oxford University Press
Az adatbazisokat rendszeresen frissitik
Uj adatbazisokat hoznak létre

v VWV VYV V V
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Adatbazisok felepitese k—?}

> Az adatbazisok bejegyzesekbol allnak
(record)

> A bejegyzések mezoOkre oszlanak (field)

> A mezOk sorrendje meghatarozott

> A mezOk tartalma szinten

> Excell tablazat szerti, vagy sablon, vagy urlap
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Adatbazis formatumok ’%ﬁ}
> ,,MS Word is a database format!!!” —
(EBI: FAQ)

> Az adatbazisok tipikusan egyszert szoveg
formatumuak (,,.txt” MS Word vagy
‘notepad’)

> Kozvetleniil is olvashatok, de nem feltétlentil
ebben a formaban kerulnek felhasznalasra

> Sok alkalmazas nehany szabvanyos
formatumban varja a bemeno adatokat
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A FASTA formatum

?
t 1769 °

> Bejegyzés=szekvencia

> ElsO karakter:
> " komment, keruld

] — Pr cursor - Bowi
gample

> “>’: cimsor, utana

azonosito
> A tobbi a szekvencia
maga
> 120 karakternél ne
legyen hosszabb sor =

> *-gal vegzodik, vagy a
kovetkezO cimsorral
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A nukleinsav adatbazis k‘?}_

> International Nucleotide Sequence Database
Collaboration: ENA, NCBI, DDB]J

Elsodleges adatbazis, ingyenes
K6z06s formatum

K6z0s azonositd kodrendszer
Csak az egyik helyre kell bekiildeni — a tobbi

automatikusan szinkronizal

vV VWV VYV V¥V

> Honlap: http://www.ebi.ac.uk/ena/home
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Mez06 azonositod

A mez0O tartalma:

Bioinformatika és

tézet / Budapest -l

EMBL formatum

XE&4011; SV 1; linear; genomic DMA; STD; PRO:; T75& EP.
Xe4011; 578872;
Xe4011.1

28-LPE-1992 (Rel. 31, Created)
30-JUN-1993 (Rel. 36, Last updated, Version &)

Listeria iwvancovii sod gene for—sUperoxide dismutase
zod gener—stdperoxide dismutase.

Listeria ivanovii
Bacteria: Firmicutes; Bacillus/Clostridium group:
Bacillus/Staphylococcus group:; Listeria.

[1]

MEDLIMNE; S92140371.

Haas A., Goebel W.:

"Cloning of a superoxide dismutase gene from Listeria ivanovii by
functional complementation in Ezcherichia coli and characterization of the
gene product.™:

Mol. Gen. Genet. 231:313-322(189%2).

Ereft J.:
Submitted (21-APE-19%2) to the EMBL/GenBank/DDBEJ databases.

J. EKreft, Institut £. Mikreobioclogie, Universitaet Wuerzburg, Biczentrum Am
Hubland, EB700 Wuerzburg, FRG

genomanalizis az orvostudomanyban - 2.
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Submitted (21-RPE-1922) to the EMBL/GenBank/DDEJ databases.
1 £ . J. Ereft, Imnstitut f£. Mikrobiologie, Universitaet Wuerzburg, Biczentrum Am
Tula]donsagOk Hubland, EB700 Wuerzburg, FRG

Key Location/Cualifiers

Iource 1..756
/dbo mref="taxon:1&638"
Jorganism="Listeria ivanovii"®
Jatrain="ATCC 1%114a"
/mol type="genomic DNA"
EBS 95..100
Sgene="sqod"
tevminator T23..748
fSgene="sod"
CDS 10%..717
/transl table=11
Jgene="=sod"
/EC number="1.15.1.1"
Jdio xref="GOL:P28763"
/dbo_xref="H3SP:P004438"
fjb_xr&f=”2nterPrc:ZPRDDllSH"
/dbo mref="UniProtKB/Swiss-Prot:PZET763"
fproduct="superoxide dismutase"
/protein id="CRA45406.1"
Jtranslation="MIYELPELEYTYDALEPNFDEETME IHYTEHHNIYVIELNEAVSG
HARELASKEPGEELVANLDSVPEEIRGAVRNHGGCGHANHTLFWSSLEPNGGGAPTGHNLERR
IESEFGTFDEFEEEFNAR AL ARFGSGWANLVVNNGELEIVSTANODSPLESEGETPVLGL
DVWEHAYYLEFONERPEY IDTFWHVINWDERNERFDARK™

A szekvencia:

T
%X
FT
FT
FT
FT
FT
FT
FT
FT
ET
FT
FT
FT
FT
FT
FT
FT
ET
FT
FT
ET

&
=

Itt a vége:

Sequence 756 BP; 247 A; 136 C; 151 G; 222 T; 0 other;
cgttatttas ggtgttacat agttctatgy asaatagggtc tatacctttc goottacaat
gteatttcoit

Bioinformatika és genomanalizis az orvostudomanyban - 2.
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GeneBank formatum

LOCUOS
DEFINITICH
ACCESSION
WERSION
KEYWCRDS
S0URCE
ORGRANISM

REEFERENCE
AUTHCES
TITLE

JOURMAL
MEDLINE
REEFERENCE
AUTHCES
TITLE
JOURMAL

FEATURES
Iource

Kicsit mas formatum

Konnyt atalakitani
A teljes leiras:

LISCD 756 bp DHZ linear
Listeria ivanovii sod gene for superoxide dismutase.
Xe4011 578572
Xe4011.1 GI:44010
sod gene; superoxide dismutase.
Listeria ivanovwii
Listeria ivanovwii
Bacteria; Firmicutes;
1 (base=z 1 to T758)
Haas,A. and Goebel,W.
Cloning of a superoxide dismatase gene from Listeria ivanovii by
functicnal complementation in Escherichis coli and characterization
of the gene product
Mcl. Gen. Genet.
92140371
2 (base=z 1 to T758)
Ereft,J.
Direct Submissicn
Submitted (Z1-APR-19%Z) J. EKreft, Institut £f.
Universitaet Wuerzburg, Biczentrum Am Hubland,
Location/Qualifiers
1..756
Jorganism="Listeria ivanovii"
Jatrain="ATCC 15119"
/dio_xref="taxon:1638"
/mol_type="genomic DNA"
85..100
/gene="sod"
95, .746
/gene="sod"
109..717
/gene="sod"
/EC_number="1.15.1.1"
/codon_start=1
/transl table=l1l1
/product="superoxide dismutase"

BCT 30-JUM-19%3

BEacillales; Listeriaceae; Listeria.

231 (2), 313-322 (1l892)

Mikrcbiologie,

ET00 Wuerzburg, FRG

http://www.insdc.org/documents/feature table.html
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This website uses cookies. By continuing to browse this site, you are agreeing to the use of our site cookies. To find out more, m
see our Terms of Use.

EMBL-EBI : i Services Research | Training | About us

Search
Examples: BMOODDBS, histone Advanced

European Nucleotide Archive Sequence

Home : Sea & Browse : Submit & Update About ENA = Support

Popular

European Nucleotide Archive

The European Nucleotide Archive (ENA) provides a comprehensive record of the world's nucleotide sequencing

o Submit and update

o Sequence submissions
information, covering raw sequencing data, sequence assembly information and functional annotation. More about

ENA

o Genome assembly submissions
Submitting environmental sequences
Citing ENA data
Rest URLs for data retrieval
Rest URLs to search ENA

Access to ENA data is provided though the browser, through search tools, large scale file download and through
the API.

Text Search

Latest ENA news

‘ 08 Jul 2019: Release 140 of ENA's

Examples: BN0000GS, histone assembled/annotated sequences is now available

Advanced search

Release 140 of assembled/annotated sequences from
ENA is now...

Sequence Search

Enter or paste a nucleotide sequence or accession number

==

Advanced search
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Al Sysin 4 ways to G repa il Easy

(® U & European Bicinformatics Institu... (GB) | https://fwww.ebi.: B

\ﬂ Fixin

Free & Repa Buy @ vMD

- @

How

Getting = Se X | The DDB
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This website uses cookies. By continuing to browse this site, you are agreeing to the use of our site cookies. To find out more, m

see our Terms of Use.

EMBL-EBI :

A ENA

European Nucleotide Archive

ENA = Search and browse

Searching ENA

Services Research | Training | About us

oEd

Examples: BMOODDBS, histone

About ENA  Support

EMA data can be searched and retrieved interactively and programmatically and visualized using the ENA Browser.
Please refer to the following sections for more information about the ENA data access functionality with links to

more detailed documentation.

Free text search

Free text search is provided from the search box in the
header of all ENA web pages and through the search
available at the top of all EMBL-EBI web pages.
Advanced search options are available from the ENA
Advanced Search page.

Sequence similarity search

Sequence similiary search is provided from the ENA
home page. Advanced search options are available from
the ENA Sequence Search page.

Programmatic data access

The main programmatic interface for accessing ENA
data is through the ENA Browser. The ENA Browser is
designed to be accessed through REST URLs for easy
programmatic access to retrieve data and metadata in
a variety of formats.

Bulk data download

Most ENA data can be downloaded in bulk through FTP
and Aspera protocols ... more information.

Advanced

Sequence

Sea & Browse

~ Data formats
o Genome assemblies

o Marker portal
o Taxon portal

~ Programmatic access

o Data retrieval

o Taxon portal
Marker portal

o Search

o File reports

o XREF service

o Genome assembly database

¥ Taxonomy Service
o Translation tables
> Download
¥ Sequences
o Feature level products

o Reads

o Taxonomy
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Edit View History Bookmarks Tools Help
& Intézeti telefonkdnyw | Elettar % ebi.ac.uk/ena/data/search?

ebi.ac.uk/ena/da

This website uses cookies. By continuing to browse this site, you are agreeing to the use of our site cookies. To find out more, m
see our Terms of Use.

EMBL-EBI

s A ENA

Examples: BNOOOO
European Nucleotide Archive

Services | Research

Sequence

Home Search & Browse Submit & Update Software About ENA Support

Search results for x64011

Show more data from EMBL-EBI

Sequence S Rel 1 Its f d
. . equence elease results roun
Sequence (Release) (1) - ( )( )

X64011 Listeria ivanovii sod gene for superoxide dismutase
Coding

View all 1 results
Coding (Release) (1)

Coding (Release) (1 results found)

CAA45406  Listeria ivanovii superoxide dismutase
View all 1 results

Powered by EBI Searc

EMBL-EBI & Services Research Training Industry About us

News

By topic Overview Overview Overview

Overview
By name (A-Z) Publications Train at EBI

Members Area Leadership
Workshops Funding

SME Forum Background
Contact organisers Contact Industry Collaboration
programme Jobs

Qur impact
Contact us

Help & Support Research groups Train outside EBI
Intranet

Postdocs & PhDs Train online

People & groups

Bioinformatika és genomanalizis az orvostudomanyban - 2.
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Edit View History Bookmarks Tools Help

& Intézeti telefonkdnyv | Elettzr * ebi.ac.uk/ena/data/view, %6

ebi.ac.uk/ena

Sequence: X64011.1

Listeria ivanovii sod gene for superoxide dismutase

View: TEXT FASTA

Organism
Listeria iv

Sequence
756

Keywords

Molecule type
genomic DNA

length Sequence Version
1

sod gene, superoxide dismutase.

Secondary accession(s)

578972,

Lineage

Bacteria, Firmicutes, Bacill, Bacillales, Listeriaceae, Listeria

Navigation

Overview

Features

Source

Genes

regulatory
CDS

Overview Source Feature(s)

Topology
linear

First public
28-APR-1992

Sequence

Data class
STD

Contact Helpdesk &=

Download: XML FASTA TEXT

Taxonomic Division
PRO

Last updated Show Version History
26-SEP-2006 X64011

Publications

F——Forward strand

——Forward strand

1bp

“Listeria ivanoi

Submission Details Other Feature(s)

Base range: - 756 [ Apply |

Bioinformatika és genomanalizis az orvostudomanyban - 2.
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UniProt adatbazis

s

> Konzorcium tizemelteti: eveL-gei i IR G

> A feherjekkel kapcsolatos informaciok 0
forrasa

> Az adatbazis nem homogen:
> SwissProt: egyedileg annotalt és ellendrzott

> TrEMBL: automatikusan annotalt adatok

> Ingyenesen elerheto:
http://www.uniprot.org/

Bioinformatika és genomanalizis az orvostudomanyban - 2. 24
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< Micr Installati O it Mew to F Jupy @ Nept 0a Nept T Sem b Sem

c @ https uniprot.org e o Search S

—

BLAST Align Retrieve/ID mapping Peptide search SPARQL

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.

) New UniProt portal for the latest
Uanl'OtKB Proteomes SARS-CoV-2 coronavirus protein
entries and receptors, updated
: independent of the general UniProt
Swiss-Prot release cycle.

2 Proteome sets b 3

(563,082) o 5 LT iew SARS-CoV-2 Proteins

Manually annotated /g}\ ﬁ lfz\\)

and reviewed.

UniProt Knowledgebase

Records with

information extracted Forthcoming changes

from literature and Planned changes for UniProt
curator-evaluated Su pporting data

computational

) UniProt release 2020_04
analysis.

Inflammation: the Good, the Bad and the Ugly |
TrEMBL Cross-references to GlyGen and PathwayCommons |
T! ; ; ; :
Literature citations Taxonomy Subcellular locations New automatic annotation system ARBA (Asso...
(188,961,949)

Automatically é L—I—L @

UniProt release 2020_03
annotated and not Cross-ref, databases Diseases Keywaords

Mitochondrial call for help | Cross-referencences to
reviewed. XK IDEAL and BioGRID-ORCS | Changes to ABCD,

Records that await oo e ’ n

full manual

) News archive
annotation.

You[TD

Q Text search . Download latest release : Spotting Patterns
Our basic text search allows you to search all the Get the UniProt data .

resources available When something is not right, signals of

&l Statistics 3=+ "' some sort are sent out. While many are
N BLAST View Swiss-Prot and TrEMBL statistics obvious - an engine gone dead, water
Find regions of similarity between vour seguences flooding a basement, flames protruding from a rooftop -

Bioinformatika és genomanalizis az orvostudomanyban - 2.
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A legfrissebb valtozat adatai

Mew entries 289

Updated entries 187,296

Unchanged entries 373,238
560,823

Entries with updated sequences 29

With a fragmented AA sequence 9,175

With known alternative products 25,328

Mew entries 4,227,499
Updated entries 20,902,200

Unchanged entries 146,371,789

171,501,488

Entries with updated sequences 18,613

With a fragmented AA sequence 16,359,479

With known alternative products 0

Bioinformatika és genomanalizis az orvostudomanyban - 2.
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iek megoszlasa:

(NENSIS 1,
& %
e
S — <z
s )
€ =
¥, S
N
Swiss-Prot entries per taxonomic group
Viruses Archaea

o

Wiruses

TrEMBL entries per taxonomic group

|

Archaea

R e

.

Swiss-Prot entries in Eukaryota

Insecta

™,
;

TrEMBL entries in Eukaryota
- {Other wammo]

¥

Home Sapiens

“{other Mammalia

i

- Viridiplantae
sl —
Viridiplantae

]
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Mennyire biztos? v
Evidence: Swiss-Prot TrEMBL
protein level 17.7% 0.12%
transcript level 10.3% 0.93%
from homology 69.2% 24.60%
predicted 2.4% 74.35%
uncertain 0.3% 0%
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Az adatbazis gyarapodasa

Number of entries in UniProtKB/TrEMBL over time

Number of entries in UniProtKB/Swiss-Prot over time

29
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& Eldadasck | Elett..  Kézponti Kényvtar .. “° )G GOLD | Distri... / : Reducing pr... \ RSB Protein D, ﬂ PDB-101: Learni... European Mucle.. = The DDBJ/ENA/Gen.., : UniProtKB

€ .uniprot.org/help/proteome_redundancy] Ed | Search ﬁ B @ ¥ A B

BLAST Align Retrieve/ID mapping Peptide search

Reducing proteome redundancy
Last modified September 1, 2016

The UniProt Knowledgebase (UniProtkB) has witnessed exponential growth in the last few years with a two-fold increase in the number of entries in 2014. This follows the vastly
increased submission of multiple genomes for the same or closely related organisms. This increase was accompanied by a high level of redundancy in unreviewed UniProtkKB (TrEMBL), and
many sequences were over-represented in the database. This was especially true for bacterial species where different strains of the same species have been sequenced and submitted
(e.g. 1,692 strains of Mycobacterium tuberculosis, corresponding to 5.97 million entries). High redundancy led to an increase in the size of UniProtkB, and thus to the amount of data to
be processed internally and by our users, but also to repetitive results in BLAST searches for over-represented sequences.

To reduce this redundancy, we have developed a procedure to identify highly redundant proteomes within species groups using a combination of manual and automatic methods. We
applied this procedure to bacterial proteomes (which constituted §2% of UniProtkKB/TrEMBL as of release 2015_02) beginning in the 2015 04 release. Sequences corresponding to
redundant proteomes (46.9 million entries) were removed from UniProtkB. From release 2015_04 on, we no longer create new UniProtkKB/TrEMBL records for proteomes identified as
redundant. The redundant sequences removed from UniProtKB (in 2015_04) or never added to UniProtkB (from 2015 _05) are still available in the UniParc sequence archive dataset.

All proteomes remain searchable through the Proteomes pages. Sequences corresponding to redundant proteomes are available for download from UniParc and queries are directed to
alternate non-redundant proteome(s) available for the same species. The history (i.e. previous versions) of redundant UniProtkB records remains available.

ow does this procedure work?

In order to solve the issue of rising redundancy, UniProt designed a Proteome Redundancy Detector. This algorithm detects redundant proteomes, which are then either skipped or
deleted from UniProtkB/TrEMBL. The algorithm first creates clusters of proteomes at the species level, based on taxonomy. Then within each cluster of proteomes, it computes
proteome similarity using pairwise alignment, calculates redundancy and plots these values onto a directed weighted graph. So a cluster i1s now a graph where nodes are proteomes and
edges are the redundancy values. By using graph reduction methods, the graph is reduced until it only consists of non-redundant proteome nodes.

See also: Elimination of redundant proteomes {UniProt Blog)

What is the impact on UniProtKB?

Since UniProt release 2015_04, we have been using the Proteome Redundancy Detector to discard entries belonging to redundant proteomes of bacterial species in the unreviewed
UniProtkKB (TrEMBL) set. Redundant proteomes are flagged as redundant in the UniProt Proteomes portal (example: UPDD0008521 is redundant to UPD00008520) and are labelled with a

specific icon
The Proteomes advanced search allows searching within redundant proteomes by selecting the option "Redundant” from the dropdown and setting it to "Yes”. Proteins of redundant

proteomes are available in UniParc only (and not in UniProtkB). Redundant proteome pages link to UniParc for the entire proteome and each proteome component (chromosomes,
plasmids, etc.). i downloading proteome sequences {coming from UniParc) through the "Download” button. Obsolete UniProtkB accessions from redundant

Bioinformatika és genomanalizis az orvostudomanyban - 2.




Semmelweis Eqyetem / Elettani Intézet / Budapest & fas "

A feherjék hosszanak eloszlasa:
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Az adsatbazis formatuma:

SHH HUMRN
GlE;SS; L4D247; Q7SMCS;
15-JUL-1958%, integrated into UniProtEB/Swiss-Prot.
01-NCWV-1996, seguence wersion 1.
27-JUL-2011, entry version 137.
RecName: Full=Sonic hedgehog protein;
Short=5HH;

AltName: Full=HHG-1;
Contains:

BecName: Full=Scnic hedgehcog protein N-product;
Containg:

RecName: Full=Sonic hedgehcog protein C-product;
Flags: Precursor;
Hame=5HH;
Homo =sapiens (Human) .
Eukaryota; Metazoa; Chordata; Craniata; Vertebrata:; Eutelecstomi:
Mammalia; Eutheria; Euarchontoglires; Primates; Haplorrhini;
Catarrhini; Hominidae; Homo.
WCBI_TaxID=9%60&;
[1]
NUCLECTIDE SEQUENCE [MRNR].
TISSUE=Fetal lung;
MEDLINE=96070431; PubMed=75%0746; DOI=10.1006/genc.1935.1104;

Reviewed; 462 RR.

Missing {in ocular coloboma) .
fETId=VAR_31?SB4.

Miszsing {in HPE3; uncertain
pathogenicity) .

/ETId=VAR 062643.

Miszsing (in HPE3; familizl)}.
/FTId=VAR_008175.

Miszzing {in HPE3:; uncertain
pathogenicity) .
/ETIA=VER_062644.

G -» GG (in HPE3: uncertain
pathogenicity) .
/FTIA=VAR_062645.

T -» & (in HPE3; uncertain
pathogenicity) .

/ETIA=VAR 062646.

P -» A (in HPE3; familial).
fFTId=VAR_309176.

¥ -> N (in HEPE3).
fETId=VAR_36264T.

5 -» L (in HPE3; sporadic).
/ETId=VAR 008177.

G -» R (in HPE3; uncertain
pathogenicity) .
/FTIA=VER_0&2648.

C->»S: Abgolishes palmitoylaticon.

Marigo V., Bokerts D.J., Lee 5.M.EK., Tsukurocv 0., Lewi T.,

Gastier J.M., Epstein D.J., Gilbert D.J., Cocpeland N.G., Seidman C.E.,
Jenkins N.A., Seidman J.G., McMahcn A.P., Tabin C.:

"Cloning, expression, and chromoscmal location of SHH and IHH: two
human homologues of the Droscphila segment polarity gene hedgehog.™;
Gencmics 28:44-51(1995).

[2]

NUCLEQTIDE SEQUENCE [GENCMIC DNA].

Tate G., Kishimoto K., Mitsuya T.;

"Expression of Sonic hedgehog and its receptor Patched/Smoocthensd in
human cancer cell lines and embrycnic crgans.™;

J. Biochem. Mcl. Biol. Biophys. 4:27-34(2000) .

[3]

WUCLECTIDE SEQUENCE
HWIEHS SNEFs program;
Submitted (SEF-2003) to the EMEL/GenBank/DDBJ databases.

[4]

NUCLECTIDE SEQUENCE [LARGE 3CALE GENCMIC DNR].

MEDLINE=22737999; PubMed=12853948; DOI=10.1038/nature0l782;

Hillier L.W., Fultcon R.S5., Fulton L.A., Graves T.4A., Pepin K.H.,
Wagner-McPherson C., Layman D., Maas J., Jasger 5., Walker R.,

Wylie E., Sekhon M., Becker M.C., O'Laughlin M.D., Schaller M.E.,
Fewell G.A., Delehaunty K.D., Miner T.L., Hash W.E., Cordes M., Du H.,
Sun H., Edwards J., Bradshaw-Cordum H., Ali J., Andrews 5., Isak A.,
Vankbrunt A., Nguyen C., Du F., Lamar B., Courtney L., Kalicki J.,

MUTRAGEN 24

47

TZ

B4

100

122

145 150

155 157

16l 187

172 174

181 184
SEQUENCE 462 RA; 4%607 MW; DDEBTAFAS82R474% CRCE4:
MLLLARCLLL VLVSSLLVCS GLACGPGRGF GEKRRHPEKLT PLAYKQFIPN VAEETLGASG
RYEGEKISENS ERFEELTENY NPDIIFEDEE NTGADRLMTQ RCEDELNALL ISWVMHOWPGV
KLEVTEGWDE DGHHSEESLH YEGRAVDITT SDRORSEYGM LARLAVEAGF DWWYYESKAH
IHCSVEAENS VARKSGGCFP GSATVHLEQG GIKLVEDLSE GDEVLAADDD GRLLYSDFLT
FLDRDDGAKE VFYVIETREP RERLLLTAAH LLFVAPHNDS ATGEFEASSG SGPPSGGRALG
PEALFASEVE PGQREVYVVAE RDGDERLLPA AVHSVILSEE RAGRYRAPLTZ QGTILINEVL
ASCYRVIEEH SWAHRAFAPF RLAHATLRAT APARTDRGGD SGGGDRGGEGG GEVALTAPGR
ADRPGAGATA GIHWYSQLLY QIGIWLLDSE ALHPLGMAVE S5

[GENCHMIC DHNA] .

b o R R T o e e s s s s s s s i s s
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PDB adatbazis

> Nemzetkozi konzorcium tizemeltetei

> Ingyenesen elerheto:
http://www.rcsb.org/pdb/home/home.do
Elsodleges terszerkezeti adatbazis
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RCSB PDB  Deposit ~ Search ~ Visualize ~ Analyze ~ Download ~ Learn ~  More ~

168889 Biological
4,_) ) ‘ Macromolecular Structures
Enabling Breakthroughs in

PROTEIN DATA “ ANK Research and Education Advanced Search | Browse Annotations

eaionio - Worlduide
TR-101 EMDatResource “j WUCLEC AED Protein Daa Bank
§roe § (1)) e () e

A Structural View of Biology

This resource is powered by the Protein Data Bank archive-information about
the 3D shapes of proteins, nucleic acids, and complex assemblies that helps
students and researchers understand all aspects of biomedicine and
agriculture, from protein synthesis to health and disease.

#» Deposit

As a member of the wwPDB, the RCSB PDB curates and annotates PDB data.
Q, Search

The RCSB PDB builds upon the data by creating tools and resources for
research and education in molecular biology, structural biology, computational

L4l Visualize biology, and beyond.

CORONAVIRUS

SARS-CoV-2 RNA-dependent RNA Polymerase
As of Tue Sep 15 2020 Features & Highligh m Publications ~

Announcement: Legacy MyPDB Wil Poster Prize Awarded at
Be Discontinued October 2020 ISMB

Users should migrate to the new and Congratulations to Aya

:h ‘ﬂ ’& improved version that uses third-party Narunsky for How proteins

authentication g evolved to recognize an

i [o it

Bioinformatika és genomanalizis az orvostudomanyban - 2.




A“\ﬁYAN SIS ')IL‘
.S g

. S,
Semmelweis Egyetem / Elettani Intézet /| Budapest S 2%
< I_ m Quic G resc < How &l Sysin A ways tc G repz M sy \n Enin o= 6', Reps Buy © VD a ST \‘5

&« e o © U & https: rcshorg/stats/summary E mweoE € @

b/

RCSB PDB  Deposit ~ Search ~  Visualize ~ Analyze ~ Download - Learn ~  More ~

156101 Biological
_) )\ Macromolecular Structures
¥ Enabling Breakthroughs in

PROTEIN DATA BANK Research and Education

- oaineion e Worldide
i PDB-101 @E B @ P DR II“._I_LHTE‘*&“ Prosin Dua ark

Advanced Search | Browse by Annotations
Qyoo

Other Statistics «

PDB Data Distribution by Experimental Method and Molecular Type

Copy = CSV

Experimental Method Proteins Nucleic Acids Protein/NA Complex Total

X-Ray 130354 2046 6724 139132
NMR 11200 1297 261 12766
Electron Microscopy 2758 32 965 3755
Other 275 4 6 298
Multi Method 142 5 2 150
Total 144729 156101

129041 structures in the PDB have a structure factor file
10116 structures in the PDB have an NMR restraint file
3868 structures in the PDB have a chemical shifs file
3832 structures in the PDB have a 3DEM map file

Sunburst Chart for Experimental Method and Molecular Type

Distribution by experimental method shown in yellow; molecular type in blue. Mouse over to view the statistical description of the particular section; click on a section to zoom in that
particular section's statistical distribution, and then click on the center bullseye to zoom out back to the previous distribution
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RCSB PDB

PROTEIN DATA

- EREY,
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A Welcome

#¥ Deposit

Lal Visualize
Analyze
# Download

W Leam

< ‘w_ mQUIC & rescu ﬁ How H Sysln 4 ways to G repal L1} Easy
© O & https//

Deposit ~

P

BANK

'\‘f" Fixin Free Q Repa Buy

e o Search

@ VD

How

resh.org/#

N O 2B

Search ~ Visualize ~ Analyze ~ Download ~ Leamn ~ More ~

156101 Biological
Macromolecular Structures
Enabling Breakthroughs in
Research and Education

Advanced Search | Browse by Annotations

Worldwide
Protein Data Bank

o
B} EMDataResource I'I‘ rl | |seiscsce
s - P RBNSE Foundation

®

Search Options

Explore the PDB Archive

Organism

Drill Down by Categories
Advanced Search

Sequences Homo sapiens (45

Escherichia coli (

Mus musculus (6l }
Saccharomyces cerevisiae (4373)
synthetic construct (4203)

Rattus norvegicus (3120)

Bos taurus (2946)

Other (81034)

Ligands

Drugs & Drug Targets
Unreleased & New Entries
Browse by Annotation

PDB Statistics

As of Juesda 172019 Features & Highlights m Publications »
~

Mandatory PDBx/mmCIF format files
Ml aiisd | gubmission for MX depositions
Submission of PDBxmmCIF format files
for crystallographic depositions to the
PDB will be mandatory from July 1%t

Mustrate PDB Structures
Create non-photorealistic
Molecule of the Mon yle
images using a new web-
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PLB

PROTEIN DATA BANK

A Welcome

#¥ Deposit

Lal Visualize
Analyze
# Download

W Leam

® O & hitpsyy

Deposit ~

H Sysln

4 ways to

Search ~ \Visualize ~ Analyze ~

156101 Biological

Macromolecular Structures
Enabling Breakthroughs in
Research and Education

o
YataResource II[I | |seiscsce
wowsrerel | L)l Jiq

resh.org/#

@ Fidn Free

_Q Repa Buy
e w Search

Download ~ Learn ~ More ~

Advanced Search | Browse by Annotations

Worldwide
Protein Data Bank
Foundstion

@ vmD

Ho\,\
N @O @ «

®

Search Options

Drill Down by Categories
Advanced Search
Sequences

Ligands

Drugs & Drug Targets
Unreleased & New Entries
Browse by Annotation

PDB Statistics

Explore the PDB Archive

Release Date

o

o o oo

=]
o O o

.

I\J [ I I )

SIS SR

=1

this year (6603
this month

A

000 (10962)

As of Juesda 172019 Features & Highlights m Publications »
~

SPDE Mandatory PDBx/mmCIF format files

Ml aiisd | gubmission for MX depositions
Submission of PDBxmmCIF format files
for crystallographic depositions to the
PDB will be mandatory from July 1%t
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#¥ Deposit
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# Download

W Leam
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Deposit ~ Search -

BANK

E Sysln

4 ways to

Visualize ~

156101 Biological

Macromolecular Structures
Enabling Breakthroughs in
Research and Education

AN
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resh.org/#

Analyze ~

"‘?' Fixin Free Q Repa Buy ¢ How

Search N O B «

@ vmD

- @

Download ~ Learn ~ More ~

Advanced Search | Browse by Annotations

Worldwide
Protein Data Bank
Foundstion

®

Search Options

Drill Down by Categories
Advanced Search
Sequences

Ligands

Drugs & Drug Targets
Unreleased & New Entries
Browse by Annotation

PDB Statistics

Explore the PDB Archive

Membrane Proteins

ALPHA-HELICAL (427
@ BETA-BARREL (1037)
@ NONOTOPIC MEMBRANE PROTEINS (520)

As of Juesda 172019 Features & Highlights m Publications »

SHBE Mandatory PDBx/mmCIF format files
“*'" wmiie gubmission for MX depositions
Submission of PDBxmmCIF format files
for crystallographic depositions to the
PDB will be mandatory from July 1%t

PDB Structures
Create non-photorealistic
Molecule of the Mon yle
images using a new web-

Mustrate
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A Welcome

#» Deposit

Lal Visualize

Menta

Deposit ~

BANK
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gl P e

Kapcs & Telefo

rw.resbhorg/#5ubca

Search ~ Visualize ~ Analyze ~

144211 Biological

Macromolecular Structures
Enabling Breakthroughs in
Research and Education

Edit Table

& Munk RNA The in ®. 16l GO

ch_ligands

Download ~ Learn -~

Advanced Search | Browse by Annotations

Warliwide
Protein Data Bank
Feundation

®. JGI GO

9 =

m Volurm

Europ The DDEBJ,

mUmPrc
Search n O &

Search Options

Crill Down by Categories
Advanced Search
Sequences

Ligands

Drugs & Drug Targets
Unreleased & New Entries
Browse by Annotation

PDB Statistics

Search by Ligands

Search I|gands bound to macromolecules
in the PDB by:

= |dentifier or Name

* SMILES String, InChl or InChl Key

« Chemical Formula or Molecular Weight
* Chemical Substructure or Similarity

Right image: MarvinJS by ChemAxon for
Ligand Search of Lipitor

Start Ligand Search

" mnwozazxk

As of Tuesday Sep 11 2018 Features & Highlights m Publications +
~

New Architecture and Services Enable
Faster Access to More Information
Explore the improved display of PDB
Statistics, structure funding information,
and 3D views of ligands and electron

Celebrating Mational
Postdoc Appreciation
Week

\We are looking for
postdocs to join Dmytro and
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PROTEIN DATA BANK Research and Education Advanced Search | Browse by Annotations

m PANARE REY ” . - Wardwide
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b g Feundation

Search Options

I Welcome Crill Down by Categories
Advanced Search

Search PDB Statistics

The PDB Statistics page lists the current
: holdings in the PDB and various growth
Q DEPOSIt Sequences statistics and histograms.

Ligands Summary Table of Released Entries
Growth of Released Structures Per Year
Growth of X-ray Structures Per Year

Drugs & Drug Targets
Unreleased & New Entries
I I View PDB Statistics Page
E Visualize Browse by Annotation

PDB Statistics

As of Tuesday Sep 11 2018 Features & Highlights m Publications +

New Architecture and Services Enable ” Celebrating National

Faster Access to More Information z Postdoc Appreciation

Explore the improved display of PDB q e, Week
Statistics, structure funding information, % b= | We are looking for
and 3D views of ligands and electron el ##¢ postdocs to join Dmytro and

Bioinformatika és genomanalizis az orvostudomanyban - 2.




Semmelweis Eqyetem / Elettani Intézet / Budapest

Z

W0 = o 0o b

WO 0 = 0 s b

1

W W W W W W W www Wb b

RNA/RNA BINDING PROTEIN 12-AFR-10  3MJO
CRYSTAL STRUCTURE OF DREOSOPHIA AGO-PAZ DOMAIN IN COMPLEX WITH 3'-END
27" -0-METHYLATED ENA
MOL_ID: 1:
MOLECULE: PROTEIN ARGONAUTE-Z;
CHAIN: &;
FRAGMENT: UNE RESIDUES &01-723,
ENGINEERED: YES;:
MOL ID: 2;
MOLECULE: RNE (5'-R(*CE*GE*UB*UP*AB*CE*GE*CE* (OMU))-3') ;
CHAIN: E;:
ENGINEERED: YES
MOL ID: 1:
ORGENISM SCIENTIFIC: DROSOPHILL MELANOGASTER;:
ORGANISM COMMON: FRUIT FLY:
ORGRNISM TAXID: 7227;:
GENE: AGDZ, CGT439;
EXPRESSION SYSTEM: ESCHERICHIA COLI:
EXPRESSION SYSTEM TAXID: 562;
EXPRESSION SYSTEM STRATN: BLZ1(DE3)GOLD;
EXPRESSION SYSTEM VECTOR TYPE: PLASMID;:
EXPRESSION SYSTEM PLASMID: PET28-SMT3;
MOL_ID: 2; B
SYNTHETIC: YES;
OTHER DETAILS: THIS SEQUENCE WAS SYNTHESIZED.
ARGONAUT, PAZ DOMAIN, 3"-END 2'-0-METHYLATED SSENAE, RNA-ENE BINDING
PROTEIN COMPLEX
X-BAY DIFFRACTION
Y .HUANG, L. DING, J.ME
25-MAY-11 3MJO o
LUTH  Y.HURNG,L.DING,J.ML
TITL CRYSTAL STRUCTURE OF DROSCPHILA AGOZ PAZ DOMAIN IN COMPLEX
TITL 2 WITH 3'-END 2'-O-METHYLATED RNZ
EEF TO BE PUBLISHED
REFH

ERZ DOMAIN;

RESCLUTICH. 2.31 ANGSTROMS.
REFINEMENT .
PROGREM
LUTHORS

PHENIX (PHENIX.REFINE: 1.5 2)

PRUL ADAMS,PAVEL AFONINE,VICENT CHEN, IAN
DRVIS, KRESHNA GOELL,RRLF GROSSE-
EUNSTLEVE, LI-WEI HUNG, RCBERT IMMORMINC,
TCM IOERGER,AIRLIE MCCOY,ERIK MCEEE,NIGEL
MORIARTY, REETAL PAI,RRNDY READ, JENE
RICHARDSON, DAVID RICHRRDSON,TOD ROMO, JIM
SRCCHETTINI,NICHOLAS SAUTER, JACOB SMITH,
LAURENT STORCNI,TCM TERWILLIGER, FETER
ZWART

REFINEMENT TARGET : MLHL

CREYSTAL
S0LVENT CONTENT, V3
MATTHEWS COEFFICIENT,

(2): 46.54
VM (ANGSTROMS**3/DR) :

CRYSTALLIZATION CONDITICNS:
SULFATE, 10 MM MGCLZ,
DIFFUSICN, HANGING DROF, TEMPERATURE 293K

50 MM MES, PH 5.8,

CRYSTALLOGEAPHIC SYMMETRY
SYMMETRY OPERATORS FOR SPACE GROUE:

2221
SYMOP
JUBLIGIES
1555
2555
3555
4555
3555
6555
7555
8555

SYMMETRY

CPERRTCR

XY, E

-X,-¥,Z+1/2
-X,Y,-Z+1/2
X,-¥,-2
H+1l/2,¥+1/2,2
-X+1/2,-Y+1/2,2+1/2
-X+1/2,¥+1/2,-2+1/2
N+1/2,-¥+1/2,-Z

WHERE NNN -> OFEEATOR NUMBER
MMM -> TRANSLATION VECTCR

CRYSTALLOGEAPHIC SYMMETRY TRANSFORMATICNS

.30

100 MM AMMONIUM
VAPOR

16% FEG 8000 AND 5% GLYCERCL,

THE FOLLOWING TRANSFOBMATIONS OPERATE ON THE ATCM/HETATM
RECCRDS IN THIS ENTRY TO PRODUCE CRYSTALLOGRAPHICALLY

RELATED MOLECULES.
SMTEY1 1 1.000000
SMIRY2 0.000000
SMIRY3 0.000000
SMTRY1 -1.000000
SMIRYZ 0.000000
SMTRY3 000000
SMTEY1 .00oooo
SMIERYZ .00oooo
SMTRY3 .000000
SMTEY1 .000000
SMIEYZ .000000
SMIEY3 .000000
SMIEY1 .000000
SMIERYZ L 000000
SMTEY3 L 000000
SMTEY1 L 000000
SMTRYZ L 000000
SMTEY3 L 000000

L000000
000000
000000
000000
000000
000000
000000
000000
000000
000000
000000
000000
000000
L000000
L000000
L000000
L000000
000000

0.000000
0.000000
1.000000
0.000000
0.000000
1.000000
0.000000
0.000000
-1.000000
0.
0.
-1.
0.
0.
1.
0.
0.
1.

[=]

000000
000000
000000
000000
000000
000000
000000
000000
000000

DO FOOQOMFOOQOKFOOR

= - - R R TR T R S S S U S S S S
CHEFOOHFODOHOORODOREOOREO
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.00000
00000
00000
00000
00000
.33050
.00000
.00000
.33050
.00000
.00000
.00000
.80550

.39800
). 00000
.60550
.39800
.33050




REMARK 300 REMARK:

DBREF 3MJ0 A 601 723 TUNE QavuQs AGOZ_DROME
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PubMed adatbazis

> Az NCBI szolgaltatja az adatbazist

> Az elerés ingyenes:
http://www.ncbi.nlm.nih.gov/pubmed

> A tudomanyos kozlemeények {0 forrasa

> Integralt adatbazis: a feltileten keresztiil
feherje €s nukleinsav adatbazisok is elerhetok
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Abstract
ABSTRACT:

BACKGROUND: Transcription initiation RNAs (tiRNAs) are nuclear localized 18 nuclectide RNAs derived from sequences immediately downstream of RNA
polymerase || {(RNAPII} transcription start sites. Previous reports have shown that tiRNAs are intimately correlated with gene expression, RNA polymerase Il
binding and behaviors, and epigenetic marks associated with transcription initiation, but not elongation.

RESULTS: In the present work, we show that tiRNAs are commonly found at genomic CCCTC-binding factor (CTCF) binding sites in human and mouse, and
that CTCF sites that colocalize with RNAPII are highly enriched for iRMNAs. To directly investigate the relationship between tiRNAs and CTCF we examined
tiRNAs originating near the intronic CTCF binding site in the human tumor suppressor gene, p21 (cyclin-dependent kinase inhibitor 1A gene, also known as
CDKN1A). Inhibition of CTCF-proximal tiRNAs resulted in increased CTCF localization and increased p21 expression, while overexpression of
CTCF-proximal tiRNA mimics decreased CTCF localization and p21 expression. We also found that tiRNA-requlated CTCF binding influences the levels of
trimethylated H3K27 at the alternate upstream p21 promoter, and affects the levels of alternate p21 (p21alt) transcripts. Extending these studies to another
randomly selected locus with conserved CTCF binding we found that depletion of tiRNA alters nucleosome density proximal to sites of iRNA biogenesis.

CONCLUSIONS: Taken together, these data suggest that tiRNAs modulate local epigenetic structure, which in turn regulates CTCF localization.
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ABSTRACT: BACEGROUND: Transcription initiation BMAs (tiRMA=s) are nuclear
localized 18 nuclectide RNAs deriwved from sequences immediately downstream cof RNA
polymerase II (BMAPII)} transcription start sites. Previcus reports have shown
that tiRNAs are intimately correlated with gene expression, RNA poclymerase II
binding and kehawvicrs, and epigenetic marks associated with transcripticn
initiation, but not elengaticn. RESULTS: In the present work, we show that tiRNAs
are commconly found at genomic CCCTC-binding factor (CICF) binding sites in human
and mouse, and that CTCF =ites that colocalize with BNAPIT are highly enriched
for tiRWAs. To directly investigate the relationship between tiRNAs and CTCF we
examined tiRWAs originating near the intronic CTCF binding site in the human
tumor suppresscr gene, p2l (cyclin-dependent kinase inhibiter 1A gene, also known
ag CDEN1R&). Inhikbiticn of CTCF-proximal tiRNAs resulted in increased CTCF
localizatien and increased p2l expression, while overexpression of CTCF-proximal
tiRNA mimics decreased CTCF localization and piZl expressicn. We alsc found that
tiRNA-regulated CTCF binding influences the levels of trimethylated H3EZ7 at the
alternate upstream p2l promoter, and affects the lewvels of alternate p2l (pZlalt)
transcripts. Extending these studies teo another randomly selected locus with
conserved CTCF binding we found that depletion of tiBNA alters nuclecsome density
proximal to sites of tiRNA biogenesis. CONCLUSIONS: Taken together, these data
suggest that tiRNAs modulate local epigenetic structure, which in turn regulates
CTCF localization.
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Hibak az adatbazisban

> Az adatbazisok felhasznaljak egymas adatait

> Ha egy hiba bekertl — nem tudni, milyen
tovabbi hibakat eredmeényez

> Ordogi korok veszélye

> A hibakat kezelni kell:

> Rendszeres frissitesek
> A frissités elotti allapot is latszik az Gj mellett

> Az adatokat nem lehet kritika nélkiil
elfogadni
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A hibak eredete:

> Kisérleti technikabol eredo hiba
» Az adatok hosszu id0 ota gytlnek
» Kozben valtozik a technika
» Valtozik a megbizhatosag
> Hibas predikcio
> A masodlagos adatbazisok predikcion alapulnak

> 99%-0s hatékonysag — az emberi genom eseten 250 gént
hibasan annotalunk!

> Hianyos tudas
> “Aki keres az talal.” — pl. cisPro
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Lehetseges megoldas ’k—g}

> Emberi beavatkozas — teljesen remenytelen

> Tul sok az adat és vannak emberi hibak is
> Kollektiv bolcsesseg — wikipedia

> Kiegyenliti a hibakat, de j problémakat general
> A meglevo predikcios modszerek javitasa

> Igen lassu és korulmeényes

> Kiilon hibajavito — ellenorzo modszerek
kidolgozasa

> Hibajavitas szakert0i rendszerrel
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A MisPred adatbazis

> Patthy Laszlo nevéhez flizodik

> Elerheto: http://mispred.com/

> Elve: a fehérje annotacio kiillonbozo6 elemei kozt
van-e konfliktus?
1. Extracellularis domén van, de nincs szignal peptid

2. Extracellularis és citoplaznatikus domén van, de nincs
transzmembran szakasz

3. Nuklearis és extracellularis domen is van

4. Domén méret jelentOs eltérese a csalad tobbi tagjahoz
képest

5. Egy gen csak egy kromoszoman lehet jelen
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Abstract

Correct prediction of the structure of protein-coding genes of higher
eukaryotes is still a difficult task; therefore, public databases are heavily
contaminated with mispredicted sequences. The high rate of misprediction
has serious consequences because it significantly affects the conclusions
that may be drawn from genome-scale sequence analyses of eukaryotic
genomes. Here we present the MisPred database and computational
pipeline that provide efficient means for the identification of erronecus
sequences in public databases. The MisPred database contains a collection
of abnormal, incomplete and mispredicted protein sequences from 19
metazoan species identified as erroneous by MisPred quality control tools
in the UniProtkB/Swiss-Prot, UniProtkB/TrEMBL, NCBI/RefSeq and EnsEMBL
databases. Major releases of the database are automatically generated and
updated regularly. The database (http://www.mispred.com) is easily
accessible through a simple web interface coupled to a powerful query
engine and a standard web service. The content is completely or partially
downloadable in a variety of formats.
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Published online 30 June 2018

Loose ends: almost one in five human genes still have

unresolved coding status

Federico Abascal’, David Juan?, Irwin Jungreis®, Laura Martinez*, Maria Rigau®,
Jose Manuel Rodriguez?, Jesus Vazquez® and Michael L. Tress*’

"Wellcome Trust Sanger Institute, Hinxton CB10 1SA, Cambridgeshire, UK, 2Comparative Genomics Lab, Instituto de
Biologica Evolutiva, Universitat Pompeu Fabra, Barcelona, Spain, 3MIT Computer Science and Artificial Intelligence
Laboratory, Cambridge, MA and Broad Institute of MIT and Harvard, Cambridge, MA, USA, *Bioinformatics Unit,
Spanish National Cancer Research Centre, Madrid, Spain, *Computational Biology Life Sciences Group, Barcelona
Supercomputing Center, Barcelona, Spain and 8Cardiovascular Proteomics Laboratory, Centro Nacional de

Investigaciones Cardiovasculares, Madrid, Spain

Received May 15, 2018; Revised June 12, 2018; Editorial Decision June 13, 2018; Accepted June 18, 2018

ABSTRACT

Seventeen years after the sequencing of the human
genome, the human proteome is still under revision.
One in eight of the 22 210 coding genes listed by the
Ensembl/GENCODE, RefSeq and UniProtKB refer-
ence databases are annotated differently across the
three sets. We have carried out an in-depth investiga-
tion on the 2764 genes classified as coding by one or
more sets of manual curators and not coding by oth-
ers. Data from large-scale genetic variation analyses

to 100 000 genes (2.,3). However, the accumulation of exper-
imental data has progressively brought this estimate down.
The “finished’ version of the human genome revised the es-
timates to between 20 000 and 25 000 coding genes (4).
The gradual downward trend of the human protein gene
count has been mirrored in the reference human gene set.
The annotation of human coding genes began with the En-
sembl project (5) and the initial release included more than
24 000 coding genes. This number soon decreased to 22 000
as the genome assembly improved and automatic predic-
tions were refined (6). Until recently there were still gene
loci in the reference set defined as coding based on the ini-
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Mit tanultunk ma?

> Az adatbazis strukturalt informacio
> Bejegyzeésekbol és mezokbol all
» Formatuma kotott

> De azert rugalmas is

> Az adatok hibasak lehetnek — kritikaval
hasznaljuk
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Tervezzunk adatbazisformatumot, amely
alkalmas a budapesti kavezok (fagyizok,
italmeresek,...) nyilvantartasara.

Targymezo: ‘Kurzus — Feladat 2.
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