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Que es??

* Una manera organizada de ver transcriptomas.

v' Cada entrada es un grupo o una coleccién
de secuencias transcriptas que parecen venir
del mismo locus de transcripcion (genes o
pseudogenes expresados).

v' Todos con informacién de similares
proteinas, genes de expresion, cDNA 'y
localizacidon genomica.
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EST o Expresed Sequence Tags, son secuencias simples
de pequenos trozos de cDNA, que son generados a partir
de la secuenciacion de uno o de los dos extremos del gen
expresado. Su tamano suele ser corto, de entre 200 y 500
nucledtidos y pueden ser secuencias codificantes o no

codificantes.



v' Una secuencia‘tag expresada o EST es una pequefia
porcion de un gen entero que puede ser usada para
ayudar a identificar genes desconocidos y para mapear
sus posiciones dentro de un genoma.



Caracteristicas:

v Ademas de secuencias de genes bien caracterizadas
cientos de miles de secuencias tag (EST) expresadas
han sido incluidas.

v’ La coleccion puede ser usada por la comunidad como
fuente para descubrir genes, mapeo de genes y analisis
de expresion a gran escala.



v"No esta hecha para producir secuencias
consenso.

v Por otra parte los grupos contienen EST que
aungue tiene secuencias 5°- 3" de un mismo
cDNA la secuencia no siempre se sobrelapa.



v" Actualmente las secuencias de humanos, ratas, ratones,
vacas, cebras, anfibios, mosca de la fruta y mosquitos
han sido procesadas.

v Plantas como trigo, arroz, cebada y maiz, estas
especies tiene una gran cantidad de datos disponibles
de EST y representan una variedad de especies.

v En el futuro otros organismos pueden se adicionados en
el futuro.

http://www.semillas.org.co/aa/img_upload/2a6e44bb72a1cca80d53dceb0db9711f/maiz_GM.jpg
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¥ What does NCBIl do?

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

New (G Jo(eae)~

NCBI's dbGaP Genome Wide Association Database

NCEBI'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
hawve access to detailed information about the
phenotypic varables measured and pre-computed
associabions between subjects" phenotypes and
genotypes. Click here to read the press release. To
read nmore about GW A projects, see NCEI's GWA
FESOUMFCE page

P Assembly Archive

P Clusters of
orthologous groups

¥ Coffee Break,
Genes & Digease,
MBI Handbook
¥ Electronic PCR
¥ Entrez Home

¥ Entrez Toals

¥ Gene expression
omnibus (GEC)

¥ Human genome
resOUrCes

¥ Influenza Virus
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UniGene: An Organized View of the Transciptome.

Each UniGene entry is a set of transcript sequences that appear to come from the same transcription locus (gene or expressed
pseudogene), together with information on protein similarities, gene expression, cOMA clone reagents, and genomic location.

Species UniGene Entries
Chordata
Marnrmaliz
Bos taurus (cattle) 45417
Canis familiaris (dog) 22,349
Equus caballus (horse) 5,499
Home sapiens (human) 84,738
Macaca fascicularis (crab-eating macague) 12,402
Macaca mulatta {rhesus monkey) 10,533
Mus musculus (mouse) 64,756
COryctolagus cuniculus (rabbit) 5,915
Ovis aries (sheep) 10,944
Rattus norvegicus (Morway rat) 52,702

Sus scrofa (pig) 39,941 M
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Canis familiaris; UniGene Build #17

Lineage: cellular arganisms; Eukaryota; Fungihetazoa group; Metazoa
Eumetazoa; Bilateria; Coelomata; Deuterostomia; Chardata; Craniata;
Yertebrata, Gnathostomata; Teleostomi; Euteleostomi; Sarcoptergii;
Tetrapoda; Amniota; Marmmalia; Theria, Etheria; Laurasiatheria;

Camivora; Caniformia; Canidag; Canig; Canis familiatis

Known genes are from GenBank 30 Oct 2008

ESTs are from dbEST through 30 Oct 2006
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Finding cOMAs

Alignments between all transcrigt seguences are used to generate

clusters of sequences originating fram the same gene
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All: 22357 ] Fungi: 0 T Insects: 0 T Mammals: 22353 T Plants: O

Items 1 - 20 of 22357

1 of 1118 Mest

O1: Hs. 646478

Links
LOC392900: Similar to riboseme binding protein 1; Eihosome binding protein-1; ribosome binding protetn 1 (dog 180kD homalog),
tihosome binding protetn 1 homolog 180kD (dog); HES

Homeo sapiens, = sequence(s)

[12: Cfa 15828

Links
REREBTI: Eibozome binding protemn 1 homolog 180kDa (dog)
Canis familiaris, 28 sequence(s)

FIH cOMA Projects
I [13: Hs 472213

Order cOMA clone, Links
RREBPTI: Eiboszome binding protem 1 homolog 180kDa (dog)
Home sapiens, 864 sequence(s)

[1d: Str.1240

Order cOMA clone, Links
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UniGene Hs 646478 Homo saplens LOC392900 Links

Similar to ribosome binding protein 1; Ribosome binding protein-1; ribosome binding protein 1 (dog
180kD homolog); ribosome binding protein 1 homolog 180kD (dog); hES (LOC392900)

GENE EXPRESSION

Tissues ahd development stages from this gene’s sequences suvey gehne expression. Links fo offier NCBI expression
FESOLNCES.,

ho information

SEQUENCES

Sequences representing fhis gene, mRNAs, ESTs, ahd gene predictions supported by franscribed sequences,

Model sequences (3)

#E_018062.1 PREDICTED: Homo sapiens similar to Ribosome-hinding protein 1 (Ribosome receptor protein)
(180 kDa ribosome receptor homolog) (ES/130-related proteiny (LOC3923007, mRENA,
#FE_ 0183351 PREDICTED: Homo sapiens similar to Ribosome-hinding protein 1 (Ribosome receptor protein)

(180 kDa ribosome receptor hamaol
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Hs#534546543 1118 bases Homo sapiens UniGene Hs 646475

PREDICTED: Homo sapiens similar to Ribosome-binding protein 1 (Ribosome receptor protein) (180 kDa ribosome
receptor homolog) (ES/130-related protein) (LOC392900}, mRNA

SEQUENCE INFORMATION

GenBank entry:  2E_018082 1
Seguence length: 1118 bases
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Display | GenBank ¥ | Bhow |20 || Send to Hide: [] sequence [ all but gene, CDS and mBNA features

Range: from | begin to | 2nd [ | Reverse complemented strand  Features:

CJ1: X 018062 Reports PREDICTED: Homo s..[gi113419526] Links

Comment Features SeQUEnce

LOCTTS ¥R 018062 11138 bp R A linear PRI Z9-ATIG-Z006
DEFINITICHN PREDICTED: Homo sapiens siwilar to Ribosowe-binding protein 1
[Ribosome receptor protein) (150 kDa ribosomwe receptor homolog)

[EZ/130-related protein) (LOC3I92900), mENA.
LCCESSTION ¥R_018062

VERSION ¥R _018062.1 GI:113419526
EE¥WORDS
SOURCE Homo sapiens (hwoan)

CORGLNIZN Homwo sapiens
Enkarvyota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomir

Marmmalia; Eutheria; Euarchontoglires: Priwates: Haplorrhini:
Catarrhini; Hominidae; Homo.
COMHMENT MOLDEL REF3EQ: This record is predicted by automated computational
analysis. This record is derived frow an annotated genomic sequence
(T O079559Z) using gene prediction wethod: GHNOMON.
Llso see:
Documentation of NCEI's Annotation Process



v’ Actualizacién: entre una semana y menos de un mes.
v’ Las secuencias pueden ser retiradas:

* Por que se han encontrado contaminantes

* Por que dos grupos se relacionan y se pierde la
identidad de uno de los dos grupos

* Un grupo puede ser dividido en diferentes grupos por
no encontrar relacion.



