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‘CONCEPTOS BASICOS

" Acidos nucléicos: polimeros de
ribonucleodtidos o
desoxirribonucleotidos unidos
por enlaces fosfodiéster. (DNA y
RNA)

" Gen: es una secuencia lineal de
nhucleoétidos que contiene la
informacion necesaria para la
sintesis de una macromolécula
con funcion celular especifica

Samanburdur 4 sameindartdun DNA og RNA
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‘ Que es GenBank?

~Es la base de datos mas conocida de secuencias DNA publicamente disponibles. hay
aproximadamente 65,369,091,950 bases.

~organizaciones intercambian datos diariamente.

~GenBank y sus colaboradores reciben secuencias genéticas producidas en laboratorios
de todo el mundo, procedentes de mas de 100.000 organismos distintos.

Aceso NCBI
http://www.ncbi.nlm.gov

GenBank =E.U.U
EMBL => Europea
DDBJ => Japon




\ Bases datos GenBank

= Crecimiento exponencial.

= Base datos internacional excede 100
gigabases.

Growth of the
International Nucleotide Sequence Database Collaboration
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‘ Revisiones secuencilas

" Las puede hacer actulizaciones, revisiones
entradas al GenBank.

= Utilidad sirve buscar secuencias de
nucledtidos.

" alavez comparar alineamientos a través del
BLAST




\ Actualizaciones

GenBank recibe a menudo las actualizaciones a las
sumisiones en un formato.

La informacion siguiente proporciona los métodos
diferentes para someter las actualizaciones a
GenBank que asegurara que su actualizacion se
procesa rapidamente y correctamente.

Las actualizaciones deben ser directamente
emailed a gb-admin@ncbi.nlm.nih.gov

Bankit Update
SequinMacroSend.



mailto:gb-admin@ncbi.nlm.nih.gov

‘Acceso al GenBank
http:www.ncbi.nlm.gov

= Esta disponible para investigar NCBI por
varios meétodos.

" Los GenBank nucleotide archivos estan
disponibles en las divisiones CoreNucleotide,
dbEST, 0 dbGSS y pueden investigarse
juntos o independientemente en Entrez.




NCBI esta desarrollando las nuevas herramientas
continuamente y existentes reforzando acceso a
GenBank.

NCBI Anuncie la lista del correo electrénico, lea las
Noticias de NCBI, Web.

Los Datos de la Sucesion sometiendo a GenBank.

Los datos intercambian entre GenBank, EMBL vy
DDBJ ocurre diariamente. Pueden guardarse datos
de la sucesion sometidos de antemano de
publicacidnes confidencial.

Anualmente se reunen las tres bases de datos con
el fin de corregir errores técnicos.




'Herramienta de busqueda
Alineacion local BLAST

" La Herramienta de Busqueda de Alineacién Local
Basica (BLAST) encuentra regiones de similitud
local entre las secuencias.

" El programa compara nucleotido o secuencias de
la proteina a las bases de datos de la sucesion.

= BLAST puede usarse para inferir las relaciones
funcionales y evolutivas entre las secuencias asi
como ayuda identifica a los miembros de familias

del gen.




" National Center for Biotechnology
Information (NCBI)

" Molecular Biology Laboratory (EMBL)
" DNA Data Bank of Japan (DDBJ)
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1. Acceso a la pagina
principal de NCBI:

ﬁ'F‘égina principal - http://WWW. ani . nlm . nih.gOV

All Databases

National Center for Biotechnology Information

Mational Library of Medicine

BLAST OMIM Books

Search | All Databases

v for |

SITE MAP
Alphabetical List
Resource Guide

About NCBI
An introduction to
NCBI

GenBank
Sequence
submission support
and software

Books, and
PubMed Central

Sequences,
structures, and
taxonomy

TaxBrowser

National Institutes of Health

Structure

» What does NCBl do?

Established in 1988 as a nafional resource for
molecular biology information, NCBI creates
public databases, conducts research in
computational biology, develops software
tools for analyzing genome dafa, and
disseminates biomedical information - all for
the better understanding of molecular
processes affecting human health and
disease. More. ..

New Glao(Ee)~

NCEI's dbGaP Genome Wide Association Database

NCBI's dbGaP (database of Genotype and Phenotype)
provides data from Genome Wide Association (GWA)
studies. The resource is intended to help elucidate the
link between genes and disease. For each study, users
have access to detailed information about the
phenotypic varables measured and pre-computed
associations between subjects’ phenotypes and
genotypes. Click here to read the press release. To
read more about GWA projects, see NCBI's GWA
resource page

Hot Spots

¥ Assembly Archive

¥ Clusters of
orthologous groups

¥ Coffee Break,
Genes & Disease,
MNCBI Handbook
» Electronic PCR
* Entrez Home

¥ Entrez Tools

¥ Gene expression
omnibus (GEQ}

* Human genome
rESOUrCES

¥ Influenza Virus
Resource

CEI HomePage

2. Acceso al Link GenBank
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3. Envio de datos a GenBank: Como someter secuencias.

Search GenBank

daseg

4. Actualizaciones: Como enviar actualizaciones de la informacioén
publicada
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In August 2005, the INSDC announced the DINA sequence
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\ Entrez Nucleotide
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The Entrez Nucleotide database is a collection of sequences from

About Entrez several sources, including GenBank, RefSeq, and PDB. The number of

bases in these databases continues to grow at an exponential rate. As

of April 2006, there are over 130 billion bases in GenBank and RefSeq
alone.

-
e
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Entrez Mucleotide
Help | FAQ

a. Limites: Restriccion de busqueda

b. Indice: Lista alfabética de términos de busqueda dentro de la
base de datos

c. Historia: Expediente de busquedas durante una sesién
d. “Clipboard”: lugar temporal para guardar resultados.

e. Detalles: Muestra las estrategias usadas para la busqueda




\ Subconjuntos de GenBank

= CoreNucleotide
= EST
= GSS

NCBI

All Databases

Mucleotide

Search

Mucleatide
CoreMucleotide
G55

EST

Ahout Eni T

Genome

Syig=rdy Books

Help | = CancerChromosomes
Conserved Domains
dbGaP
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http://www.ncbi.nIm.nih.gov/entrez/query.fcgi?CMD=Index&DB=nucleotide



/= Entrez Nucleotide - Windows Internet Explorer
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Check sequence
revision history

LinkOut
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project

Search for Genes
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The Entrez Mucleotide database is a collection of sequences from
several sources, including GenBank, RefSeq, and PDB. The number of
bases in these databases continues to grow at an exponential rate. As
of April 2006, there are over 130 billion bases in GenBank and RefSeq

alone.

Human Genome

sequence using the Map Viewer.

Explore human genome resources or browse the human genome

l Building the human genome
The Human Genome Reference DNA Sequence was completed in April
2003. The current version is listed as a build number on the Genome

View page and includes an accompanying set of statistics and release

notes.

Homo sapiens (human) genome view BLAST search the human genome

Build 36.2 statistics Switch to previous build
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Limites
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o Use All Fields pull-down menu to specify a field.
About Entrez + Boolean operators AND, OR, NOT must be in upper case.
» If search fields tags are used enclose in square brackets, e.g., rubella [t].
Entrez Nucleotide « More help on using limits is available here.
Help | FAG
— Limited to:
ntrez Tools

. | All Fields v]
Check sequence [exclude ESTs [Jexclude GSS [Jexclude STSs [exclude TPA [Jexclude working draft [exchide patents [ exclude all of the
revision history above
LinkOut |Gen|:|rni|: DHARMNA V| |Gene Location V| |Segmented Sequences V|

|I"u'1|:|diﬁ|:ati|:|n Date V|

My NCBI (Cubby’
R ‘Publication Date ¥| From2000 | | o207 | | |
Related resources Use the format YV T/ MMDD; month and day are optional. B
BLAST
Reference sequence
project
Search for Genes
Submit to GenBank
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{= Entrez Nucleotide - Windows Internet Explorer
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Limits: Publication Date from 2000 to 2007, Genomic DNA/RNA, GenBank
About Entrez. Diquaﬂ Summary - | Show| 20w | Send to ,v-|
Entrez Nucleotide All: 17 | pbacteria: 17 T mMRMNA: 0 T RefSeq: 0
Help | FAQ Show only records from: CoreMNucleotide (17), EST (0), GSS (a). What's this?
Entrez Tools Items 1 - 17 of 17 One page.
Check sequence 1: DQ901409 Reports Links
revision history Clostridium sp. IBUN 158B 1, 3-propanediol dehvdrogenase (dhaT) gene, partial cds
LinkOut gil113171052(gbDQO01409.1|[113171052]
My NCBI (Cubby) []2: DQ901408 Reports Links
Clostridium sp. IBUN 13A 1.3-propanediol dehydrogenase (dhaT) gene, partial cds
Related resources gil113171050|gbDQ901408.1|[113171050]
BLAS
03: DQ901407 Reports Links
If:rnrélf_eer;nc:e SELLELEE Clostridium butyricum DSM 2478 1.3 -propanediol dehvdrogenase (dhaT) gene, partial cds
PIOIEE gil113171048|gb|DQS01407.1|[113171048]
Search for Genes
C4: AAAWO4000001 Repors Links
Submit to GenBank Desuffitobacterium hafhiense DCB-2 cntgB07, whole genome shotgun sequence
ail 109642617 Ishl AAAWN4000001 1IMNMN9A426171 b
- €D Internet 00w v T

'_"'-' Inicio = % Entraz ... & GenBank E Microsoft PowerPoint ... ES '{'I ;_ i 10:15 a.m.



Informacion general

[11: DQ901409. Reports Clostridinm sp. 1. [gi113171052]

Features Seguence

gene, partial cds.
BCCESSION DQ901409

VERSICH DQS01409.1 GI:113171052
KEYWORDS .
SCURCE Clostridium sp. IBUN 153E

ORGANISM Clostridium sp. IBUN 158B
Bacteria; Firmicutes; Clostridia; Clostridiales;
Clostridium.
REFERENCE 1 (bases 1 to TE81)

Montova,D.
TITLE Direct Submission

T m T T T T _ 2= e _m ==

LOCTIS DQ901409 781 bp DHA linear
DEFINITICON Clostridium sp. IEUN 1S58E 1, 3-propanediol dehydrogenase

AITTHCORES Quilaguy,D.M., Suarez,Z.R., Bernal, M., Aristizabal, F.A.

Search | Mucleotide ~ | for Clear
Limits Preview/Index Clipbx
Display | GenBank ¥ Show 5 ¥ |Sendto | Hide: [ | sequence [ ] all but gene, CDS and mRN.

Range: from begin to (=nd [ | Reverse complemented strand ~ Features:

28-AUG-2006
(dhaT)

Clostridiaceas;

and

JOTRNAL Submitted (l5-AUG-200&) Grupo de Bioprocesos vy Bioprospeccion,
Universidad Nacional de Colombia, Cra 30 Ho 45-03-Edificio Manuel
Ancizar, Bogota D.C., Cundinamarca 144390, Colombia




\ Caracteristicas

W [gglv IM iamail - Recibidos ... lflj The DDEJJEMBEL]S. .. [f:j MCEL Sequenc... X [ l ﬁ Pagina principal = [

Univer=sidad Nacional de Colombia, Cra 30 No 45-03-Edificio Manuel
Anecizar, Bogota D.C., Cundinamarca 14490, Colombia
FEATUERES Location/Qualifiers
source 1..781

Sorganism="Clostridium =sp. IBUN 158B"™
/mol type="genomic DNAL"
fSe2train="IBUN 158E"
fisnlatiDn_snurce="tDmatD crops™
fdb mref="taxon:400088"
JSoountry="Colombia™
Snote="zimilar to Clostridium butyvricum™

ene <1..>»781
JSgene="dnhaT"
CD5 <1..>781

JSgene="dnhaT"

fEC_number="l.l.1.ZGZ"

Sfunction="3-hydroxypropionaldehyde + NADH =
1,3-propanediocl + HAD(+)}"™

fnote="oxidoreductase activity:; iron ion binding:
1,3-propanediol oxidoreductase; 3-hydroxyvpropionaldehvyde
reductazse™

focodon start=1

ftransl table=11

Sproduct="1, 3-propanediol dehvydrogenase™
fprntein_id=”331306&l.l"

fdb xref="GIL:113171053"
JStranslation="DYAGIETLVHALEPIVAVNTSAGTLSELTRHCVLPNTEEEIEFWV
IVSWENLPLVSINDAMIMVER PAGLTAATGHMDVVIHATEAYVSKDANPVTDASAT AT
KLISONLRQSVALGENLEARENMMAYA SLLAGMAFNNAN LY VHARMAHOL.GELY DMAHG
VANAMLLPHVERYNMI SHEEEFADIARFMGEN I SGLEVHEALFEATHAMFRLSEDVET
PESLEEMGVEQEDFEHMAFLATL.LDGHNAF SHPREGHARDITHI™




\ Secuencla

i:? ke [gg]v ]M Gmail - Recibidos ... ]F—j The DDBJJEMEL)G. .. ] = NCEI Sequenc... X l l ﬁ Pagina principal -+ 5]

I, 3-propanediol oxidoreductase,; S-Oydroxypropionaldenyvde
reductase™ The DDEJEMEL] GenBank Feature Table: Definition
Jeodon starc=1 (http:fwswnchi.nim. rib. gov/collab/FT/indes. html#S
ftransI_table=;i

/product="1, 3-propanediol dehydrogenase"”
/protein id="ABI30641.1"
fdb_xref="GI:113171053"
ftranslation="DYAGIETLVNALPPIVAVNTSAGTASELTRHCVLPNTEEKIKFV
IVSWRNLEPLVSINDAMLMVERPAGLIAATGHDVVIHAIEAYVSEDANEVI DASATQAT
HLISQNLRQSVALGENLEARENMAYASLLAGMAFNNANLGYVHAMAHOLGELYDMAHG
VANAMLLPHVERYNMISHPEEFADIAEFMGENT SGLESVHEARAEKATNAMFRLSEDVGI
PESLEEMGVEQEDFEHMAELALLDGNAFSNPREGNAKDIINI™

ORIGIN
1 gattatgcag gaatagaaac acttgtcaat gcattgoccac caatagtago tgtaaatact
61 tctgcaggaa ctgctagtga attaactogt cattgbgtat tgoctaatac aaaaaagaaa
121 ataaaatttg ttatagttag ctggagaaat ttgocctctag tatctataaa tgatgcaatg
181 cttatggtca aaaaacctgc aggattaaca gcagctacag gaatggatgt tgtaacacat
241 gcaatagaag catatgtatc aaaagatgoa aatccagtaa cagatgottc agcaatacaa
301 gctattaaat taatttcaca aaatttaaga caatctgtag ctttaggaga aaatcttgaa
361 gcaagagaaa atatggotta tgoatcatta ctagocaggaa tggcatttaa taatgeotaat
421 ttaggatatg tacatgcaat ggctcatcaa ttagggggac tgtatgatat ggoacatggt
481 gttgctaatg caatgctatt accacatgtt gaacgttata atatgatatc azatcctaag
541 aagtttgcag atatagcaga atttatggga gaaaatatat ctggactttc tgtaatggaa
601 gcagcagaga aagccataaa tgoaatgttc aggotttcag aggatgttgg aattccgaaa
661 agtttaaagg agatgggagt gaaacaagaa gattttgagc atatggoaga actagcotcott
721 ttagatggaa atgeoatttag caatccaaga aaaggaaatg caaaagatat tataaatatt
781 t©
Izi

Disclaimer | Write to the Help Desk
NCBI | MLM | MIH




\ Formato
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Limits Preview/Index History Clipboard

Show|5 V|Sendtn V| Hide: [ | sequence [ all but gene, CDS and mRNA features

- [

Display GenBank

Range:1 GenBank(Full)
FASTA \ g .

C1: Da Clostridium sp. I.. [gir113171052]

Eeature ASM.1
XML

rocys |Graph 781 bp DNZ linear BCT 28-AUG-2006

perINz7 Ol List lum sp. ISUN 1588 1, 3-propanediol dehydrogenase (dhaT)
Brief rcial cds.

ACCESSTSUmmary

VERSION DQ901409.1 GI:113171052

KEYWORDS

SOURCE Clostridium sp. IBUN 158B

CRGANISM Clostridium sp. IBUN 158B
Bacteria; Firmicutes; Clostridia; Clostridiales; Clostridiaceae;
Clostridium.

REFERENCE 1 (baze=s 1 to TEL)

LIOTHORS Quilaguv,D.M., 5Suarez,Z.R., Bernal,M., Aristizabal,F.L. and
Montova,D.

TITLE Direct Submission

JOURNAL Submitted (15-AUG-2006) Grupo de Bioprocesos y Bioprospeccion,
Universidad MNacional de Colombia, Cra 30 No 45-03-Edificioc Manuel
Ancizar, Bogota D.C., Cundinamarca 14490, Colombia

FEATURES Location/Qualifiers
2N Tee 1. .7T8R1
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