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5CCAGGAAAAAG GATATAAG GATGAGGTAAACAATGATTACTTCAAATGAAGGGAATAAAGG
GGTTTTGAAATAAAAAAATACAACACAGAAATAAAATGCACCTACCTTTATGGCTTCCACGT
GTTTAGCAAAACAATAAAAAGAAATTAAAAACAACACCATTAAAAAATCTTAATTTGCATG
CTACAGCGACATAATTTAAAGGTGTAAAAAACAATCAAGAATACTTATTATATTTAAGGATT
IATTGGTCATGCAGTGTATTATCGTTAGAAGCTCTTTCAATTATCTATTTTTTTCACAAAAGATT
SCTCTCCGACTAATAGTTTTTTTAAATATATAAAAAACTATTGGGAAGTTGGCAGTTGTCTCGATG
\ATCGATTTCCCGGATCATTTTGCATAGGTAGATTAAAATAGTTCCACTTTTTCTAATAGTTTGTTCT
‘AGTGAATTCAGCGGCTAATTTTTGTTTATACGCTTTTCATTTATTTATAATTTATAATTTTGAATGTTTTT
SGCTTAAAATTGTAATAATCAAGTCTTACATACGGATGTCCGGAACATTTATCTAGCAATAACAACGGAA

CTATTAGAGATAACCGACCGAACATAATCAACTGTGATACAGAACAATGGAATTATTGGTCAAAATATGGATAGTC
AATCCTCGTTGAGCTTGTAATTGAATTCCCCATGATTGGCATCAAAATTTGACCTTTTAATTTTTTACCATTTTTCGCAAATTTTGATGATGTTACCCCTTATCGAA
AATGCAAAATTGGACCCAAAAATTGATTTTTCAAAATCCTTCAAAAAATTGATTTTGTCAGTTTGTATTGGTAAAAAGCTGTAAAAAAAAAGCTATTGGTTCATCTTT
ATAAGCATTTTTGGCCAAGTTATGAAGAAAAGACCATTCGTAAATAGCGGATTTTTCCAAAAACCGATTTTCCGAATTTCCATAATACATCAATAGGTTTTTGGCCA
TAACTTTGAAATAATAGTCTGAATTCGGAATGTCATATATCGTTGAGCTCGTAATTAAATTTCCATTCAAACTGTATTCAAAATTGGAATTCTATTTTTTACCAATTTT
TTGCAAATTTTGATGATGTTACCCCTTACCGAAAATGCGAAAATCGACCCAAAATTTAATTTTTCAAAATCTTTCAAAAAGTGATAGGGATACTTAGTATTGGTAAA
AAGCTGTAAAAAAACAGCCATTGGTTTATCTTTATGACCATTTTTAGGCAAGTTACGATGTATAGATCTTTTGCAAAAAGCGGATTTTTCCAAAAACCGATTTTCCA
TAATAAAATAATCTGTTTTTTGGCCATAACTTTAAAAATAAGAGTCTGAATACGGAATGCCATATCTCGCTGAACTCGTAATTACATTTTCATTCAAACTGTATTCAA
AAATTGGAATTCTATTTTTTACCCATTTTTTGCAAATTTTGATGATGTTACCCCTTACCGAAAATGCGAAAATCGACCCAAAATTTAATTTTTCAAAATCTTTCAAAAA

GTGATAGGGATACTTAGTATTGGTAAAAAGCTGTAAAAAACAGTCATTGGTTTATTTTTATGACCATTTTTAGGCAAGTTACGATGTATAGATCTTTTGCAAAAAGCGGATTTTTCCAAA
AACCGATTTTCCATAATAAAATAATCTGTTTTTTGGCCATAACTTTAAAAATAAGAGTCTGAATATGGAATGCCATATCTCGTTGAGCTCGTAATTAAATTTCCATTCAAACTGTATTCAA
AAATTGGAATTCTATTTTTTCCCATTTTTTGCAAATTTTGATATGTTACCCCTTACCGAAAATGCGAAAA AAAAAGTGATTGGGATAATTAG
TATTGAATATCTCTTAAACTGTTATTCTTTTAACTATACGATCATTGTTAATCCAGTTTAGGCAAGTTACGATGT/ C \TTTTCCA AAAATAATCTGTTTTTTGG
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The Central Dogrma of Adolecular Biology

Transcription
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Primary Transcript

Zicing
Dogma central de/a Biologia Molecular

Troanslation
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Protein folding
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~ PREGUNTA:
¢Como podemos saber que regiones de un gen o de un genoma son
jones codificantes y cuales no?.
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UVWORD-WEB URTLL.

ligonuclectide Profiling .« i moothing i ounting ingular Oligo
* " Oligonucleatide Profiing ,«* Oligo Smoothing ,«* Oligo Counting ,«* Singular Olig

UVIWORD-WEB is a web tool devised for fast screening of the ol leotid posing DNA seq . The fast analysis of
relative of DNA-word is very useful to detect specific oligonucleotides among discrete DNA
sequences, chromosomes or even genomes

UVIWORD-WEB implements four kind of analysis based on the exk of the ol leatides from 1 to 14
nucleotides-length present in any DNA sequence

Oligonucleotide profiling toal computes for all oligonucleotide frequencies in a DNA sequence (Source) Later, oligos from a
secand DNA sequence (Target) are scanned to count their frequencies in Source| An additional parameter, window size, must be
defined Window size is the number| of consecutive oligonucleotides the user wants to add together to obtain average counts. For
window size = 1, no averages are calculated and only the frequencies for every one of the oligonucleotides are computed. For
window size = 1, a third column with the average associated variances is added in the table

In Smoothing option, unlike to the previous option. averages are calculated for sliding windows
One sequence analysis counts all different oligonucleotides of a given length present in a DNA sequence. The user may choose the option "all” or "between”
two defined frequencies (L INF and L SUP). The former returns a table in text format with all the oligonuclentides faund in the sequence and their respective

frequencies. The later retuns a table with those oligos which frequencies are equal or higher than L_INF but also equal or lower than L_SUP

In Two sequences analysis all different oligonucleotides are computed, and the analysis retums a table with all the oligos (and their respective frequencies)
that are less or as frequent than a number F_INF in the first sequence and al the same fime more or equally fiequent than F_SUP in the second sequence

For any question or contact with

http://protegeno.uv.es/
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Departamento de Informatica
Unidad de Genémica Comparativa
Universitat de Valencia

Instituto de Biomedicina (CSTC)

Languages: = B
.+* Singular Oligo Search
SEQUENCE 1 SEQUENCE 2
Homo sapiens Homo sapiens
Chromosome 1 Chromosome22  « Chromosome 22 Chromosome 21 ~
Sequence file 1 Sequence file 2
Word size: 12 = nucleotides
FREQUENCIES:

Frequency LESS OR EQUAL to 2 in SEQUENCE 1 and GREATER OR EQUAL to 60 in SEQUENCE 2

Use cache

Singular Olige Search
The idea of this routine is t find out sequences which are enriched in one sequence and rare in ancther one. The analysis retumns a table with all the oligos
(and their respactive frequencies) which are present at most F_INF times in the first sequence and at least F_SUP times in the secand sequence
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= V. Arnau; F. Ferri; I. Marin. 11 -V - 2005

35058378 WORDS of 12 nucleotides in File human_chr22
35449345 WORDS of 12 nucleotides in File human chr2l

FINF = 2 FSUP = 60

ARATGTCCACTT
AACTCTGTGAGT
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Extract sequence

From to

abdncia
Tnstituta a (C81C)
Oligonuelectide Profiing

Languages: Bl BRI
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B metionina.txt - WordPad
Archivo Edicion Ver Insertar
Extract sequence i
Fom[__Jtof ]

Formato  Ayuda
EXTRACT

DSH SR & L@Bo &

5\ T2 13 14 Bl Bei 71 Bt gt
o > METIONINA
ATG

Para obtener Ayuda, presione F1
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UVWORDWEB

http:// uvwordwg:b.uv es/

L

OLIGOPROFILE

UVWORD TOOLS
OligoProfile » Select Sequences
SOURCE TARGET

OligoSmooth »
- SPECIES - E - SPECIES -

Relative Frecuency
FregWord

Stngiord © Sequence e

MultiProfile Length of the oligonucleotide

ize: [1 [ Nuc
GRAPHICAL TOOLS Configuration output

Seelord

MaskFreq

OTHER TOOLS

SMotif >
Inverse DNA
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& |Drosoph] W Favoritos ‘ 15, @& Error de certificado Naveg... & | Error de certificado Naveg...

O http://uvwordweb.uv.es/exec/resul_EICVSWI dro... |

f

Input file = droso_chrX.fa

Number of nodes created = 65
Levels of the tree = 13
®
Location_last_base String
3962087 ACGACGAGTCAC
9018607 ACGACGATTGAC
]
20047730 ACGACGAGTARAC
20972875 ACGACGATTARAC

4 strings of 22422827 read bases
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El Proteoma

Interactions (links) are represented by color-coded lines:
high confidence (| ) interactio
teins Blue, medium confidence (MC) interactions
* Yellow, uncharacterized proteins Green, low confider ) interactions
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E.-_-""GRAFO DE INTERACCIONES

cemes deNahaserderdatosiuniconjinterdetinteraceionestdirectas
Entre proteinas y creamos el grafo.
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PUVGLUSTER: ANALISIS DE INTERACCIONES ENTRE PROTEINAS
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/= CSIC: INSTITUTO DE BIOMEDICINA DE VALENCIA - CONSEJO SUPERIOR DE INVESTIGACIONES CIENTIFICAS. S - Windows Internet Ex...
] e

' http: {jusww.ibv. csic.esjes{Inicio.asp
| Archivo  Edicién  Ver Favoritos Heramientas  Ayuda

% < | JBY CsIC: INSTITUTO DE BIOMEDICINA DE VALENCIA - ... |

INSTITUTO DE

IBV BIOMEDICINA

DE VALENCIA

Es tiempo de investigacion, es tiempo de vida, ....es tiempo CSIC

Instituto Departamento de Genomica y Protebmica

Unidad de Enzimopatologi: Unidad de Biologia de la Accion Hormonal
Directorio Unidad de ind Unidad de Biologia Vascular

Biblioteca Unidad de Genética Molecular Unidad de Investigaciones Cardiacas
Enlaces Unidad de Genética y Medicina Molecular Unidad de Sef i6n por Hutri

Técni ici U. de Cri de é Unidad de i6n Neural
Memorias U. de Quimica de Péptidos y Proteinas Unidad de Patologia

fioticias

Plan Estratégico

Seminarios Revistas Electronicas Contratadas por &l CSIC Intranet CSIC
Webmail (CSIC) Correo (IBY)

X E B m Préximo Seminario

G e e R s
FEDER

Curso de 2

Genética Humana Enrique Pérez Paya

miéreoles, 30 de enero de 2008
24.28 Enero de 2008 12:30

Instituto de Biomedicina de Valencia
Consejo Superior de Tnvestigaciones Cientificas

& Internet H100% ~
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TTCTTGATGTTTCTTCAGTGAGGGGCCTTAAA-3'
AGAACTACAAAGAAGTCACTCCCCGGAATTT-5'

JOAQUIN DOPAZO: Secuenciacion masiva de ADN
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/& Vicente Amau: Home Page - Windows Internet Explorer

2§ Google P~

J httpi//www.uv.es/~varnau/

¢ Favoritos | 3 ] Error de certificado Naveg... £ Error de certificado Naveg...

. Pagina nueval  Vicente Arnau: Home ... %

~ [ @ v Péginav Seguridad v
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Vicente Arnau Llombart

o Datos Personales.
» Docencia.
» Investigacion.

s Personal.

04454

Listo @ Internet | Modo protegido: activado v ®100% v
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{5 hitp://www.uv.es/~varnau/inves.htm

<l Favoritos | 5 &) Error de certificado Naveg... | Error de certificado Naveg...
& v Paginav Seguridad v

28/+| O uwordweb ' Pagina nueval ' Vicente Amau: Universi... % |

« Participacion en Proyectos.

« Publicaciones y congresos.

« Patentes Software

« Aplicaciones WEB disefiadas.
o Tesis y Tesinas Qgﬂ@ as.

o Cursos impartidos.

+ Premios.

Grupﬁ‘ de ti'al')ajo‘.

Unidad de G
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