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cQue es ?

Coleccion totalmente publica de todas las
secuencias de nucleotidos y su traduccion
a proteinas



Historia GenBank

- 1979 Walter Goad inLos

Alamos National Laboratory

- 1982 GenBank (NIH)
- 1992 NCBI
- INSDC (international

Nucleotide Sequence
Database Collaboration)
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Algunos datos

Cada 18 meses se
duplica el numero de

C 2 meses sale una :
ada secuencias de GenBank

nueva version de
GenBank

Recibe secuencias
diariamente de mas de

100.000 organismos
internacionales distintos



ACCEDER a GenBank
- Directamente BD

(herramienta web)
- BLAST

(herramienta de alineamiento
de secuencias)

- Programas del NCBI
- Servidor FTP

(base de datos completa:

ftp://ftp.ncbi.nih.gov/genbank )
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GenBank Overview GenBank Resources

GenBank Home
What is GenBank? SSCENEE
GenBank ® s the NIH genetic sequence database, an annotated collection of all publicly avaiable DNA sequences (Nucleic Acids e
Research, 2013 Jan:41(D1:D36-42). GenBank s part of the International Nucleotide Sequence Database Collaboration, which comprises
the DNA DataBank of Japan (DDBJ), the European Nucleotide Archive (ENA), and GenBank at NCBI. These three exchange  Search GenBank
dota on'adailybask. Update GenBank Records
A GenBank release occurs every two months and is avaiiable from the fp site. The release notes for the current version of GenBank
provide detailed information about the release and noifcations of upcoming changes to GenBank. Release notes for previous GenBank
releases are also avaiable. GenBank growth statistcs for both the divisions and the WGS division are available from
each release. GenBank growth statistics for both the traditi divisions and the WGS division are available from each release.

An annotated sample GenBank record for a cerevisiae gene demonstrates many of the features of the GenBank flat file
format.

Access to GenBank

There are several ways to search and retrieve data from GenBank.

« Search GenBank for sequence identifiers and annotations with Entrez Nucleotide, which is divided into three divisions:
CoreNucleotide (the main collection), dbEST (Expressed Sequence Tags), and dbGSS (Genome Survey Sequences).
. Search and align GenBank sequences to a query sequence using BLAST (Basic Local Alignment Search Tool). BLAST searches
dbEST, and dbGSS i see BLAST info for more information about the numerous BLAST databases.
. Search, link, and download sequences programatically using NCBI e-utiities.
« The ASN.1 and flatfle formats are available at NCBI's anonymous FTP server: ftp:/ftp.ncbi.nim.nih gov/ncbi-asn1 and
/ftp.nebinim.nih gov/genban!

GenBank Data Usage
The GenBank database is designed to provide and encourage access within the scientific community to the most up-to-date and
comprehensive DNA sequence information. Therefore, NCBI places no restrictions on the use or distribution of the GenBank data.
However, some submiters may cem paer. copyright o oher teectel propert ights inal or  poron of the data they have submitied.



http://ftp.ncbi.nih.gov/genbank
http://www.ncbi.nlm.nih.gov/genbank/
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FUENTES (BBDD):
- Entrez Protein T

eate alert Advanced

N E n t rez N u C l.eOtl d e ltems: 1 to 20 of 191351407 e

© Found 202026066 nucleotide sequences. | Nucleotide (191351407) EST (3) GSS (10674656) |

- N u C l.e Otl d e (C O re) Blumeria graminis f. sp. tritici genome assembly, chromosome: Bgt -09

19,721,624 bp linear DNA

Accession: LR026992.1 Gl: 1564972449
- an BioProject Protein  Taxonomy

GenBank FASTA Graphics

-> se van a fusionar en 2019

Blumeria graminis f. sp. tritici genome assembly, chromosome: Bgt -02

15,587,074 bp linear DNA
Accession: LR026985.1 Gl: 1564948149

https.//ncbiinsights.ncbi.nlm.nih.gov/2018/07/30/upcomi fnie Febe  Bomem
ng-changes-est-gss-databases/ GenBank FASTA Graphics

Blumeria graminis f. sp. tritici genome assembly, chromosome: Bgt -07
16,229,997 bp linear DNA

Accession: LR026990.1 GI: 1564961704
BioProject Protein  Taxonomy

GenBank FASTA Graphics



https://ncbiinsights.ncbi.nlm.nih.gov/2018/07/30/upcoming-changes-est-gss-databases/
https://ncbiinsights.ncbi.nlm.nih.gov/2018/07/30/upcoming-changes-est-gss-databases/

Divisiones de GenBank

Submissions phases

Organismal Divisions

Database

BCT
PRI
ROD
MAM
VRT
INV
PLN
VRL
PHG
RNA
SYN
UNA

Division
Bacterial sequences
Primate sequences
Rodent sequences
Other mammalian sequences
Other vertebrate sequences
Invertebrate sequences
Plant and Fungal sequences
Viral sequences
Phage sequences
Structural RNA sequences
Synthetic and chimeric sequences
Unannotated sequences

Functional Divisions

Database

EST
STS
GSS
HTG

Division
Expressed Sequence Tags
Sequence Tagged Sites
Genome Survey Sequences

BLAST Example
nr, month
nr, month Human Phase 3
nr, month
nr, month
nr, month
nr, month Drosophila, C. elegans Phase 3
nr, month Arabidopsis Phase 3
nr, month
nr, month
nr, month
nr, month
nr, month

BLAST
dbest, month
dbsts, month
dbgss, month

High Throughput Genomic sequences htgs, month  All Organisms: Phase 0, 1, and 2

* Phase 0 sequences are single-few pass reads of a single clone (not contigs usually).
* Phase 1 sequences are unfinished, unordered, and contain gaps.

« Phase 2 sequences are unfinished, ordered, and can contain one or more gaps.

* Phase 3 sequences are high quality finished sequences that do not contain gaps.
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- Consultas dg frase Smith JR
1. Protelinas

2  Genes Felis catus

3. Autores
"duchenne muscular dystrophy"




- Operadores Binarios

e OR, AND, NOT
- Filtros "Felis catus"[Organism]

Especie

contactin AND neurofascin

biomol_genomic[PROP]

Tipo de molecula
(DNA, RNA) all[filter]
Fecha

etc.




Mas filtros

Species
Animals
Archaea
Bacteria
Fungi

Plants
Protists
Viruses
Customize ...

Molecule types
genomic DNA/RNA (337)

mRNA (6)
Customize ...

Source databases
INSDC (GenBank) (49)
RefSeq (292)
Customize ...

Sequence Type
Nucleotide (343)

Sequence length
Custom range...

Release date
Custom range...

Revision date
Custom range...

Clear all

Show additional filters

Summary v 20 per page~

See LOC113060289 (CO
contactin reference seque

l_'x

Items: 1 to 20 of 343

Columba livia breed Ds

4,078,870 bp linear DN

Accession: AKCR02000054
BioProject BioSample

GenBank FASTA Gra

Crassostrea gigas stra
whole genome shotgu
450,376 bp linear DNA

Accession: NW_01193798(
Assembly BioProject

GenBank FASTA Gra

3,954,725 bp linear DN

Accession: LMAW0100044
Assembly BioProject

GenBank FASTA Gra

Tupaia chinensis unpla
8,920,270 bp linear DN




- Filtros personalizados

pecies

Animals (30,005,804)
Plants (12,585,115)
Fungi (16,082,609)
Protists (4.486,205)
Bacteria (559,009,588)
Archaea (5,194 244)
Viruses (5,226,910)

ummary v 20 per page v

ort by U

See the results of this search (213

Items: 1 to 20 of 645724899

Customize ...

Source data
PDB (418,770
RefSeq (1333

UniProtkKB / Sy
Prot (559,189

Customize ...

Genetic
compartmentj

Chloroplast (1,
Mitochondrion
Plasmid (2,094
Plastid (1,626,

Sequence len
Custom range

Molecular we
Custom range

Species

#!| Animals
*! Plants

#! Fungi

#! Protists

! Bacteria
*! Archaea
¥ Viruses

#! Felis catus

Add

Release date

227 aa protein




Summary ~ 20 per page ~ Sort by Default order «

Sort by

= Ol‘denaCIOH de Items: 1 to 20 of 22 © Default order
Accession
resultados * Date Modifed
© Found 229183 nucy * Date Released 6526) GSS (265
_ Fec h a Organism Name
' Synthetic DNA el Taxonomy ID antibody againg
B 1 - AIDS-antibody Sequence Length
Organlsmo 246 bp linear DNA

— Long Itud SecuenCIa Aession: E01172.1 Gl: 2169431
- Taxonomia




urces & How T

— Intioduce Introduce aqui
vanced searchsu|  Operador R TR

- Busqueda AVANZADA | = e nens

|Nuc!eotide b | ‘m Al Fields [ Show index list

Advancedzm Help AND v | AllFields | Show index list

Assembly

Author Selecciona en qué

- Cam POS aecsioe campo hay que buscar

Component Qessmn

Gutiar cada término

- Operadores logicos o e

Feature key Query
. |Filter

=3|Gene Name olicin

- |lsolate " - o ~
oot colicin A" AND “Citrobacter freundii Anade otro
Joumal colicin A"

Keyword término de

Modification Date colicin A"

Historial basqueda

Primary Accession
Primary Organism
Properties

Pratein Name

DNA & Rya|Publication Date

History Download history Clear history SeqiD String
Sequence Len
Search  Add o buider Query R e oo gh | POPULAR FEATURED
Substance Name PubMed Ganstic Tasting Registry
“ Add Search genome 101351407), 11:25:04 Text Word v Boakshelf PubMed Health

# Add  Searchaids 226526 11:24:45 DNASRNA PubMed Central GanBank

Consulta y modifica consultas anteriores




- Descarga de datos

ead more.

4

Was this helpful?  ols '@

ember 2017)

ownload

'W' Filter your results:

Al (27282093)

Results by taxon

Top Organisms [Tree]
Homo sapiens (27223585
synthetic construct (57258
Mus musculus (7080)
Human papillomavirus typ:
Trypanosoma cruzi (27)
All other taxa (71)

More...

Find related data
Database: | Select




Formato GenBank:
- Cabecera

- Referencias

- Features

- Secuencia

LoCUs
DEFINITION
ACCESSION
VERSION
DBLINK

ORGANISM
REFERENCE
AUTHORS
TITLE
JOURNAL
PUBMED
REMARK

REFERENCE
AUTHORS

TITLE
JOURNAL

COMMENT

AP018036 327 bp DNA linear  BCT 10-JAN-2019
Mycobacterium tuberculosis DNA, complete genome, strain: HN-506.
AP018036 REGION: 1646..1972

AP018036.1

BioProject: PRIDB5607

BioSample: SAMD00076258

Mycobacterium tuberculosis

Mycobacterium tuberculosis

Bacteria; Actinobacteria; Corynebacteriales; Mycobacteriaceae;
Mycobacterium; Mycobacterium tuberculosis complex.

1

Wada,T., Hijikata,M., Maeda,S., Hang,N.T.L., Thuong,P.H.,
Hoang,N.P., Hung,N.V. and Keicho,N.

Complete Genome Sequences of Three Representative Mycobacterium
tuberculosis Beijing Family Strains Belonging to Distinct Genotype
Clusters in Hanoi, Vietnam, during 2007 to 2009

Genome Announc 5 (27), e00510-17 (2017)

28684565

D0I:10.1128/genomeA.00510-17

Publication Status: Online-Only

2 (bases 1 to 327)

Wada,T., Hijikata,M., Maeda,S., Hang,N.T., Thuong,P.H., Hoang,N.P.,
Hung,N.V. and Keicho,N.

Direct Submission

Submitted (06-APR-2017) Contact:Takayuki Wada Institute of Tropical
Medicine, Department of International Health; Sakamoto 1-12-4,
Nagasaki, Nagasaki 852-8523, Japan

This project was organized by Department of Pathophysiology and
Host Defense, The Research Institute of Tuberculosis, Japan
Anti-Tuberculosis Association, Tokyo, Japan, collaborating with
Hanoi Lung Hospital, Hanoi, Vietnam.

This project was supported by J-GRID, granted by Japan Agency for
Medical Research and Development (AMED) and Ministry of Education,
Culture, Sports, Science and Technology (MEXT).

Annotated using prokka 1.11 from http://www.vicbioinformatics.com.
Annotated at D-FAST htips://dfast.nig.ac.jp




Formato GenBank:
- Cabecera

- Referencias

- Features

- Secuencia

FEATURES
source

ORIGIN

Location/Qualifiers

Y. .827

/organism="Mycobacterium tuberculosis"
/mol_type="genomic DNA"

/strain="HN-506"

/host="Homo sapiens"

/db_xref="taxon:1773"

/country="Viet Nam:Hanoi"

/collection date="2009-03-24"

1..327

/locus_tag="HN506_00002"

1. s327

/locus_tag="HN506 00002"

/inference="ab initio prediction:Prodigal:2.6"
/inference="similar to AA sequence:UniProtKB:P59801"
/codon_start=1

/transl_table=11

/product="insertion element IS6110 uncharacterized 12.0
kDa protein"

/protein_id="BAX47168.1"
/translation="MSGGSSRRYPPELRERAVRMVAEIRGQHDSEWAAISEVARLLGV
GCAETVRKWVRQAQVDAGARPGTTTEESAELKRLRRDNAELRRANAILKTASAFFAAE
LDRPAR"

1 atgtcaggtg gttcatcgag gaggtacccg ccggagctgc gtgagcggge ggtgcggatg
61 gtcgcagaga tccgcggtca gcacgattcg gagtgggcag cgatcagtga ggtcgeccgt
121 ctacttggtg ttggctgcgc ggagacggtg cgtaagtggg tgcgccaggc gcaggtcgat
181 gccggegeac ggcccgggac cacgaccgaa gaatccgetg agetgaageg cttgeggegg
241 gacaacgccg aattgcgaag ggcgaacgcg attttaaaga ccgegtcgge tttcttcgeg
301 gccgagctcg accggccage acgctaa




>AP018036.1 Mycobacterium tuberculosis DNA, complete genome, strain: HN-506
TTGACCGATGACCCCGGTTCAGGCTTCACCACAGTGTGGAACGCGGTCGTCTCCGAACTTAACGGCGACC
CTAAGGTTGACGACGGACCCAGCAGTGATGCTAATCTCAGCGCTCCGCTGACCCCTCAGCAAAGGGCTTG
GCTCAATCTCGTCCAGCCATTGACCATCGTCGAGGGGTTTGCTCTGTTATCCGTGCCGAGCAGCTTTGTC
CAAAACGAAATCGAGCGCCATCTGCGGGCCCCGATTACCGACGCTCTCAGCCGCCGACTCGGACATCAGA
TCCAACTCGGGGTCCGCATCGCTCCGCCGGCGACCGACGAAGCCGACGACACTACCGTGCCGCCTTCCGA
F t F t ] AAATCCTGCTACCACATCGCCAGACACCACAACCGACAACGACGAGATTGATGACAGCGCTGCGGCACGG
o rl l | a O as a ] GGCGATAACCAGCACAGTTGGCCAAGTTACTTCACCGAGCGCCCGCACAATACCGATTCCGCTACCGCTG
GCGTAACCAGCCTTAACCGTCGCTACACCTTTGATACGTTCGTTATCGGCGCCTCCAACCGGTTCGCGCA
CGCCGCCGCCTTGGCGATCGCAGAAGCACCCGCCCGCGCTTACAACCCCCTGTTCATCTGGGGCGAGTCC
_ C a b e C e r a GGTCTCGGCAAGACACACCTGCTACACGCGGCAGGCAACTATGCCCAACGGTTGTTCCCGGGAATGLGGG
TCAAATATGTCTCCACCGAGGAATTCACCAACGACTTCATTAACTCGCTCCGCGATGACCGCAAGGTCGC
ATTCAAACGCAGCTACCGCGACGTAGACGTGCTGTTGGTCGACGACATCCAATTCATTGAAGGCAAAGAG
. GGTATTCAAGAGGAGTTCTTCCACACCTTCAACACCTTGCACAATGCCAACAAGCAAATCGTCATCTCAT
— S e C u e n C I a CTGACCGCCCACCCAAGCAGCTCGCCACCCTCGAGGACCGGCTGAGAACCCGCTTTGAGTGGGGGCTGAT
CACTGACGTACAACCACCCGAGCTGGAGACCCGCATCGCCATCTTGCGCAAGAAAGCACAGATGGAACGG
CTCGCGGTCCCCGACGATGTCCTCGAACTCATCGCCAGCAGTATCGAACGCAATATCCGTGAACTCGAGG
GCGCGCTGATCCGGGTCACCGCGTTCGCCTCATTGAACAAAACACCAATCGACAAAGCGCTGGCCGAGAT
TGTGCTTCGCGATCTGATCGCCGACGCCAACACCATGCAAATCAGCGCGGCGACGATCATGGCTGCCACC
GCCGAATACTTCGACACTACCGTCGAAGAGCTTCGCGGGCCCGGCAAGACCCGAGCACTGGCCCAGTCAC
GACAGATTGCGATGTACCTGTGTCGTGAGCTCACCGATCTTTCGTTGCCCAAAATCGGCCAAGCGTTCGG
CCGTGATCACACAACCGTCATGTACGCCCAACGCAAGATCCTGTCCGAGATGGCCGAGCGCCGTGAGGTC
TTTGATCACGTCAAAGAACTCACCACTCGCATCCGTCAGCGCTCCAAGCGCTAGCACGGCGTGTTCTTCC
GACAACGTTCTTAAAAAAACTTCTCTCTCCCAGGTCACACCAGTCACAGAGATTTGAACCGCCCCGGCAT
GTCCGGAGACTCCAGTTCTTGGAAAGGATGGGGTCATGTCAGGTGGTTCATCGAGGAGGTACCCGCCGGA
GCTGCGTGAGCGGGCGGTGCGGATGGTCGCAGAGATCCGCGGTCAGCACGATTCGGAGTGGGCAGCGATC
AGTGAGGTCGCCCGTCTACTTGGTGTTGGCTGCGCGGAGACGGTGCGTAAGTGGGTGCGCCAGGCGCAGG




Items: 1 to 20 of 27282093
Selected: 3 Page |1

o Filters activated: Homo sapiens. Clear all
© Found 28475230 nucleotide sequences. Nucleotide (27282093) GSS (119313

Homo sapiens ATP synthase F1 subunit alpha (ATPSF1A), RefSeqGe
35,986 bp linear DNA
Accession: NG_041769.2 GI: 1573294352

GenBank FASTA Graphics

Homo sapiens asparioacylase (ASPA), RefSegGene on chromosome

36.760 bp linear DNA
Accession: NG_008399.2 GI: 1573293807

Limitar el numero de it e
resultados a descargar.

12
57.646 bp linear DNA
Accession: NG_012250.2 GI: 1573289586

GenBank FASTA Graphics

Homo sapiens adducin 2 (ADD2), RefSeqGene on chromosome 2
118,460 bp linear DNA
Accession: NG_029481.2 GI: 1573279893

GenBank FASTA Graphics




