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INTRODUCCION

DEFINICION DE SOFTWARE:

“Conjunto de requerimentos operacionales, especificaciones,
codigo, guias, manuales y documentacidn de mantenimiento
de un sistema basado en computadora.” [Pressman 92]

"El Software es un programa, documento, procedimiento, y
de rutinas asociadas con la operacidn de un sistema de
computo”. [http://coqui.lce.org/rquiles/Software.htm]




SUITE

Conjunto de programas con un objeto en comun, que pueden
operan entre si, compartiendo e intercambiando datos para resolver
un problema especifico

J o
OpenOfficeorg
Star Office 5.2

eSun Microsystems

eUno de los mayores proyectos de software libre.

OpenOffice cuenta con:

* Procesador de textos (Writer).

e Planilla de calculos (Calc).

* Software de presentaciones (Impress).
e Software para dibujo (draw).

ePosibilidad de abrir y guardar documentos en formato Microsoft Office

(97/2000/XP) y tiene soporte para 27 idiomas.
e Requiere mayor potencia de hardware

SUITE

GCG Wisconsin Package

Genetics Computer Group

veu_ont 1o

Seqlab, Linea de Comando, SeqWeb

PROGRAMAS:

Comparacion

Busqueda y recuperacion desde Base de datos
estructura secundaria de DNA/RNA

Evolucion

Ensamblaje de fragmentos

Busqueda de Genes y reconocimiento de patrones
Mapeo

Seleccion de Primer

Analisis de Proteinas

Traduccién

Sp—
SNy

SNNRNSRANG T ¢

Help

Gaccelrys

19 ==

i

. 1% | [pest cota opsp_ oA - Columns 1 - 55 shown

l=

Contig: 202201 51 (+#350) Length: 12365 Hum readings: 207

25/06/13



SUITE

Staden Package Program

ftp.mrc-Imb.cam.ac.uk/pub/staden/staden_package

Medical Research Council

Ensamblaje

Preparar datos de secuenciador para analisis o
ensamblaje

Deteccion de Mutaciones

Analisis de Secuencias

Manipulacién de archivos de lectura y Secuencias de
secuenciador

Any trace file

Archivos ABI, ALF, SCF

SUITE

The European Molecular Biology
Open Software Suite 02% I
http://bioinf.ibun.unal.edu.co/Pise/5.alindex.php ¥, m gss

+ 1988, EGCG
» Software libre con Cddigo de Fuente Abierta
* Sus aplicaciones y Librerias estan bajo Licencia

Publica General (GPL)
» Edicién y visualizacion de secuencias
» Alineamiento de secuencias
« Andlisis de Acidos Nucleicos y proteinas
» Analisis Filogenéticos
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> (1988) surgié como
colaboracién entre la y otros
institutos, utilizaba las librerias de
GCG.

Pensado para el Sanger Center

Problemas de licenciamiento:
imposible distribuir mas licencias
académicas

Se inicia el desarrollo de

In terfaes
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GUIs para EMBOSS

. Jemboss
File Preferences Tools Help

ACHVENT 5| cPGPLOT

DISPLAY Plot CpG rich areas

EDIT

input secti
Enter the sequence as:
@ file f database entry or () paste or (0 list of files

EHZYME KIHETICS
FEATURE TAELES
HRM
INFORMATIOH
HUCLEIC

PHYLIP
PHYLOGEHY
PROTEIN

UTILS

|emb|:hsfau || Browse files...

| Input Sequence Options |

cpgplot |

| LOAD SEQUENCE ATTRIBUTES

cai
chaos ~required ti
h

charg: 100 Window size

checktrans (min:1 max:518 default:100)

chips

cirdna |1 hift

codcrmp {min:1 max:100 default:1)

coderet 200 Minimum length of an island

cormnplex (min:1 max:518 default:200)

compseq - ™ it

EENs 08 (min:0. max:10. default:0.6) -
contacts s

cpgplot (No Current Jobs) [interactive ~ | —

%] sh_emboss- Untitled (modified)

Alignment consensus File Edit Search Preferences Shell Macro Windows
Qo ds Untitled line 10, col 43, 3069 bytes
Alignment multiple

Alignment
Display Dm_BABII_1 EAIFSVLKEG-LSLSQAARKFDIFYPTFVLY.
Edit Dm_BAB_1__ THAEATFSVLKEG-LSLSQARRKYDIFPYPTFVLY
Enzyme kinetics
Feature tables
Information ignment program - interface to ClustalW/-x[2][=]|c
Nucleic acid 2D

Nucleic acid CPG
Nucleic acid codon
Nucleic acid composition
Nucleic acid gene Gap extension penalty [5.0

e DNA substitution mScoring table which describes the similarity
substitution m| -

Nucleic acid profiles of each amino acid to each other.

Nucleic acid repeats Gap separation distance [0

Nucleic acid restriction
Nucleic acid translation
Nucleic acids mutation
Nucleic acids transcription
Phylogeny

CLUSTAL W(1.4) multiple sequence alignment

D D EG-LSLOKAADRFDISKTYLWRR
KLAKAVHACLNEG=MSQNHAANLFETFKSTLWRH
cc. Cu. voncTvoToueT FYyl

Multiple alignment ] Pairwise alignment rAdvam:ed [Formal |

Gap opening penalty [10.0

=
RARRARAAARDADZZ

[~ End gap separation

X[ Pe|
- Plot
Steps

[ Residue specific penalties

% Use Transition weight'

EE] Tuns 5 5

Protein 2D
Protein 3D
Protein composition

™ Reduce gap penalty for hydrophilic residues

Squares

Diamonds Octagons

Hydrophilic residues | GPSNDQEKR

Y [PENGST [FIR
[~ Amphipathic

Protein motifs Delay alignment of distant sequences (%) 30 E\E
Protein mutation
Protein profiles
Utils database

EMBOSS-Launcher | j d fasta l:l

From position [1

Multiple sequence file:

i~ Formats

Input

Wiite multiple alignment to

Graphic

Name _[Type [ID [ary [Al[Comm| o— — Sequence file:

Embl N OK - - EMBL [ i d i

benbank N - Genbai | - | Jekte/piefke/psg fasta E
u_pmem o s\s | ‘ | | | | | | Write output to

wal - - Run emma Show Hel Cancel

wissprot P OK OK OK SWISS 2 [

| Run pepwheel H

‘g @ @ FSIEY  “[E-sh_emboss- Untitled (modifi- [TEMBOSS a
= =] & [zl [Xpepwhesl [><unnamed ® | 06.03.2002
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Microsoft Internet Explorer
Archivo  Edicion  Ver Favoritos Herramientas  Ayuda

@ntrés - @ - \il] ‘g] ‘h //‘, Bisqueda \‘/E(Favoritus @ mitimeda €4 (- ; =B -

Direccidn €] http:{{biinf ibun.unal. edu.cofPise/S. afindex.php b 1

UNIVERSIDAD NACIONAL DE COLOMBIA
INSTITUTO DE BIOTECNOLOGIA
GRUPO DE BIOINFORMATICA

Presentacién

Aplicaciones en la categoria: Emboss

*4 Inicio . N ] | & aAE . : ol Esct B B T &) 1812

Nombre del programa Descripcién Interface
abiview Lee archivos ABI Simple Avanzada
antigenic Encuentra sitios antigénicos en proteinas Simple Avanzada
codcemy Comparacidn de tablas de uso de codones Simple Avanzada
coderet Extrae CDS, mRNA y traducciones a partir de tablas de caracteristicas (feature tables) Simple Avanzada
complex Determina la complejidad lingiistica en ias de nucledtid Simple Avanzada
compseq Cuenta la composicidn de palabras: dimeros, trimeros, etc en una secuencia Simple Avanzada
cons Creaun a partir de ali ientos multiples Simple Avanzada
cpgplot Diagrama dreas ricas en CpG impleWyanzada
Reporta regiones ticas en CpG Simple Avanzada
cus; Crea una tabla de uso de codones Simple Avanzada
cutgextract Extract data from CUTG Simple Avanzada 3
&) & Intranet local

= EMBOSS

megamenmer PEPWHEEL

meme
merger (Shows protein sequences as helices)
msbar
mwcontam
mwfilter
needle

Fields with a coloured background are optional and can safely be ignored...

[ Hide optional fields ]

newcpgre port 1. SET THE PARAMETERS FOR THE RUN (OR ACCEPT THE DEFAULTS...)
newcpgseek I
newseq

noreturn Select an input sequence.
notseq
nthseq

Use one of the following three fields: (file must contain a protein sequence)

octanol 1. To access a sequence from a database, enter the USA path here: (dbname:entry)
oddcomp

palindrome f
pasteseq
patmatdb 2. Or, upload a sequence file from your local computer here:

patmatmotifs
Foe Examinar...

pepinfo
pepnet
pepstats
pepwheel
pepwindow
pepwindowall
plotcon
plotorf
polydot

preg
prettyplot

primersearch
profit Plot the wheel? | Yes

prophecy

prophet Number of steps (integer) (18

3. Orenterthe sequence data manually here:

pscan . —

25/06/13



)-> http://bioinf.ibun.unal.edu.co - WEMBOSS - Mozilla Firefox

wemhoss

[orv -]

e

! ar
EMiBnet

> ALIGNMENT . .
» DISPLAY David project
" eon PROJECT MANAGEMENT
> ENZYME KINETICS
> FEATURE TABLES > [ subproject ?
> HMM ———
Re
> INFORMATION o= PROJECT RESULTS
> MENUS f—
> NUCLEIC E{"c"""‘&] > [afredo =l ["lprogram output Y™™ hnmmss Copy
> PHYLOGENY e
» PROTEIN [EECN showalign 05.08.18 12.06.22 | Files || Delete
> UTILS [0S prettyplot 05.08.18 12.0539 | Files || Delete
> ALPHABETIC LIST OF
PROGRAMS PROJECT FILES plotorf 05.07.16 21.17.50 | Files Delete
S cons 05.06.08 14.09.39 | Files || Delete
infoalign 05.06.08 14.07.14 | Files || Delete
(EVEWESEN “”"m:“"‘ showalign 05.06.08 14.03.27 | Files || Delete
emma.htmi
ey error prettypiot 05.06.08 14.03.02 | Files || Delete
multl plotcon 05.06.08 14.01.59 | Files || Delete
nucList
Er] outseq.aln infoalign 05.06.08 14.01.16 | Files || Delete
GE&G » |prettyplot.2.png emma 05.06.08 14.015 | Files || Delete
ew > [ o =] emma 05.06.08 13.58.33 | Files || Delete
EWI"‘_ sixpack 05.06.08 12.12.28 | Files || Delete
» Upload > Examinar...
FILETYPE >
¥ Search for programs
by keywords
and @ or €
Marc Colet & Martin Sarach
Version1.2.1
Frun

D) wildfire -ox
e Edit Arrange Run Help

%] %/ %) | Q@ 4

e |

CONSENSUS b fildfire ¥
I DISPLAY DIFFERENCES » |~
JEDIT DOT PLOTS  »
_JENZYME KINETICS GLOBAL »
| FEATURE TABLES LOCAL »
J INFORMATION
JNUCLEIC

bJ
e Edit Amange Run

o®

Bl%/ %] ¢ []@ [+

Muttiple alignment program - interface to ClustalW program

DRTECC

7] pipeline: wildfire

||Console Outy

tranalign
[ aalndexexlract lopen praject w =
 ahiview Opening project: myproj
(Creating subdirectories... Created. Done!

I PHYLOGENY JALIGNMENT
»
_IPROTEIN T I DISPLAY
T v ) _JEDIT
showalign

_JENZYME KINETICS

I FEATURE TABLES
_ INFORMATION

I NUCLEIC

J PHYLOGENY

I PROTEIN

I UTILS

oot ] ower]
N R

J aaindexextract
- abiview ]

- backtranseg
- banana

- btwisted

truct

-sequence seq0l.orf -idc O -rformat tagseq -outfile sego1.
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Microsoft Internet Explorer

Archivo  Edicién  Ver Herramientas ~ Ayuda 7
@ntra’s - Q ‘ﬂ @ «h ;\» Biisqueda '\,;E(Favoritus e‘Multimedia (%) B' & ; - ‘_J
Direccién [ ) inf ibun.unal.edu.cofP il v B

@mbess cpgreport

Reports all CpG rich regions

Description
cpgreport scans a nucleotide sequence for regions with higher than expected frequencies of the dinucleotide CG.
CpG refers to a C nucleotide immediately followed by a G. The 'p' in 'CpQ refers to the phosphate group linking the two bases.

Detection of regions of genomic sequences that are rich in the CpG pattem is important because such regions are resistant to methylation and tend to be associated with genes which
ate frequently switched on. Regions rich in the CpG pattern are known as CpG islands.

This program does not find CpG islands as normally defined: "a region of greater than 200 bp with a %GC of greater than 50% and observed/expected CpG > 0.6". instead
uses a running sum rather than a window to create the score as follows: if not CpG at position i, then decrement running-Sum counter, but if CpG then running-Sum counter is
incremented by the CPGSCORE. Spans greater than the threshold are searched for recursively.

Usage

Here is a sample session with cpgreport.

% cpgreport embl:rnu8037
Reports CpG rich regions

CpG score [17]:

Output file [rnué8037.cpgreport]:

g DETALLES 1

@ '3 Intranet local

cpgreport - Microsoft Internet Explorer

Archivo  Edicién  Ver Favortos Herramientas  Ayuda I
. \ O n J ! e A. A
@ntras - Q ‘ﬂ @ «h ;\» Biisqueda *Favonms e‘Multumedua (%) ﬁ' & 31| .
Direccién [ ) inf ibun.unal.edu.cofP il v B
Command line arguments A
Mandatory qualifiers:
[-sequence] seqall Sequence database USA
-score integer  This sets the score for each CG sequence

found. A value of 17 is more sensitive, but
28 has also been used with some success.
[-outfile] outfile  Output file name

Optional gqualifiers: (none)
Advanced qualifiers:
~featout featout  File for output features

General qualifiers:

-help boolean  Report command line options. More
information on associated and general
qualifiers can be found with -help -verbose

[Mandatory qualifiers | Allowed values Default
[-sequence] [ Readable sequence o
(Patametor Ty | Seauence database USA & Required

This sets the score for each CG sequence found. 4 value of 17 is more sensitive, but 28 has also been used with some
-scote ey Integer from 110200 |17
[-outfile] [
(Parameter2) Output file name | Output file <sequence>.cpgreport
Optional qualifiers | Allowed values Default
(none)
Advanced qualifiers | Allowed values Default
foatout ‘Fil: for output features Frteabls foature |, o0, o

table ]

@ '3 Intranet local
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A EMBOSS: cpgreport - Microsoft Internet Explorer

Archivo  Edicion  Ver Favoritos Herramientas  Ayuda

Qs - () \ﬂ @ ) /f‘r Blsqueda \‘/E( Favoritos (@Y Mukimedia €%) l)' :\f B- L3
Direccién [@) inf.ibun.unal.edu.cofP el v Br
Input file format 4

AnyDNA sequence USA.
Output file format

The output file from the above example (mug2037.cpgreport) follows:

CPGREPORT of RNU63037 from 1 to 1218

Sequence Begin End Score CpG  %CG CG/GC
RNU68037 12 13 17 1 100.0 =
RNU68037 a7 48 17 1 100.0 .
RNU68037 96 1032 630 87 66.1 0.65
RNU68037 107z 1100 26 3 62.1 0.00
RNU68037 1139 1140 17 1 100.0 =
RNU68037 1183 1193 26 2 2.7 2.00

The first non-blank line of the output file is the title line giving the program name, the name of sequence being analysed and the start and end positions of the sequence.
The second non-blank line contains the headings of teh columas.
Subsequent lines contain columns with the following information

The name of the sequence.

The begin position and the end position of the CpG-rich region.
The scote of the CpG-rich region.

The number of Cp@'s in the CpG-tich region.

The %(G+C) in the CpG-rich region.

The ratio of CpG to GpC in the CpG-rich region.

Ifthe count of GpC in the region is zero, then the ratio of CG/GC is reported as'-'.

&) & Intranet local

inicio s€erc 7 Ac [As . o i 5 i b [ESIMES Escritorio > 2 €)1 )84 20:40

FORMATOS

El formato de Microsoft WORD no es

un format de secuencia!!ll ¢ ngss
)

Una secuencia no requiere ninguna clase de identificacion, pero AYUDA!!!

*  Formatos de secuencia son texto ASCII

El formato fasta contiene:

>Xxyz some other comment
ttectetttctcgactccatctticgecggtagetgggaccgcecgttcagtcgecaatatge
agctctttgtccgcgeccaggagcetacacacctticgaggtgaccggccaggaaacggtcg
cccagatcaaggctcatgtagcctcactggagggcatt
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EMBOSS: cpgreport - Microsoft Internet Explorer

Archivo  Edicén  Ver Favortos Herramientas Ayuda ay

@ntra’s - ‘ﬂ @ ih ;\» Busqueda '\,;E(Favoritus @ rutimeda £2) ﬁ' ; - ‘_J 3
Direccién [ ) inf ibun. unal.du. cofPt il v B

Data files

None.

Notes

This program does not find CpG islands as nomally defined (see cpgplot).
References

None.

‘Warnings

None.

Diagnostic Error Messages
None.

Exit status

0if successful.

Known bugs

None.

See also

@ '3 Intranet local

EMBOSS: cpgrepo osoft Internet Explorer

Archivo  Edicién Ver Favoritos Herramientas  Ayuda
@ awss ~ () ‘ﬂ @ 7 h ;\» Bisqueda \,‘/E( Favortos @Y Mutimedia  £2) ﬁ . & ; - ‘_J 3
Direccién [ ) inf ibun.unal.edu.cofP il v B
~
See also
[Program name Description
T
| cpgplot Plot CpG rich areas
| geecee Calculates the fractional GC content of nucleic acid sequences
‘ newcpgreport | Report CpG rich areas
i newcpgseek | Reports CpG tich regions
Author(s)
This program was originally written by Gos Micklem (E-mail: gos@sanger.ac.uk Post: Informatics Division, The Sanger Centre, Wellcome Trust Genome Campus, Hinxton, Cambridge,
CBI10 134, UK).
It was modified for inclusion in EGCG under the name 'CPGSPANS' by Rodrigo Lopez 5. (E-mail: rls@ebi.ac.uk Post: EMBL Outstation Hinxton, The European Bioinformatics Institute,
Wellcome Trust Genome Campus, Hirxton, Cambridge, CB10 15D, UK).
This application was modified for inclusion in EMBOSS by Alan Bleasby (ableasbyi@hgmp mec.ac.uk)
History
Completed 22nd March 1999.
Target users
This program is intended to be used by everyone and everything, from naive users to embedded scripts.
Comments L]
v
@ '3 Intranet local
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icrosoft Internet Explorer

65 B T &) 1812

GREPORT - Microsoft Internet Explorer

Archivo  Edicién  Ver Favoritos Herramientas  Ayuda 4

@Atrés - \ﬂ @ :h /./j Bisqueda i}(l‘avovitus @) vtimedia £2) ﬁ;)' p ‘,' - | J

Direccién @ hitp:/fbioinf ibun.unal.du.cofPise/S. ajcpareport-simple.htrl v Edr

CPGREPORT : Reports all CpG rich regions (EMBOSS)

Fun cpgreport | @ ‘ ‘yuure-mx.il
sesquence - DNA [secquences] (-secquence) (foraat) INTERFAZ SIMPLE

ol Couti)
featout.out feature file for output (-featout

Advanced cpgreport form

Some explanations ahout the options

Jeature file for output (featout)

File for output features
Sequence format

‘The sequence vill be autoratically corverted in the forruat needed for the program
‘providing you enter a sequence either:
in plain (raw) sequence format or in ore of the following knovn forats:
1G,GenBank NBRF,EMEL,GCG,DNAStrider Fitch fasta, Phylip, PIR,MSF, ASN PAUP
You ray entex in the text area a database entry code, or an accession muzaber, in this form:
database:entry name
or:

database:accession.

[&

‘j Intranet local

Archivo  Edicién  Ver Favortos Herramientas  Ayuda w
@ atrés ~ @ - \ﬂ Ig] /‘f‘r Bisqueda \‘/\3 Favorios @) Mukimeda €2) (-]~ p ; = - _J 3
Direccién @ http:{{bioinf.ibun.unal.edu.cofPise/S.afindex.php b Ir
~
UNIVERSIDAD NACIONAL DE COLOMBIA ™
INSTITUTO DE BIOTECNOLOGIA
S, GRUPO DE BIOINFORMA TICA
Aplicaciones en la categoria: Emboss
Nombre del programa Descripcién Interface
abiview Lee archivos ABI Simple Avanzada
antigenic Encuentra sitios antigénicos en proteinas Simple Avanzada
codemy Comparacidn de tablas de uso de codones ] V&n_gl_e_ Avanzadar
coderet | Extrae CD, mRNA y traducciones a partir de tablas de caracteristicas (feature tables) | Simple Avanzada
complex Determina la complejidad lingiistica en ias de nucledtid :MAvwada
compse [ Cuenta la composicidn de palabras: dimeros, trimeros, etc en una secuencia [ Simple Avanzada
cons Creaun a partir de ali ientos multiples | | Simple Avanzada
Diagrama dreas ricas en CpG ‘ impleWyanzada
I Reporta regiones ticas en CpG [ Simple Avanzada
cus; Crea una tabla de uso de codones Simple Avanzada
cutgextract Extract data from CUTG | Simple Avanzada .
&) & Intranet local
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PGREPORT

Archivo  Edicion Ver Favoritos Herramientas  Ayuda

@Atra’s - Q @ @ :h /:) Busqueda \;’?Favuritos @ rukimedis £2) Ligv L;

rosoft Internet Explorer

Direccidn | €] http:{{bioinf ibun.unal.edu.cofPise/S.ajcpareport. html

CPGREPORT : Reports all CpG rich regions (EMBOSS)

Run cpgreport .[ ‘yu“,e_mﬂ

(@ = requived, ® = conditionally required)

AVANZADA Il

INTERFAZ

@ sequence -- DNA [seqm&s](-‘sequeme) : please enter gither :

1 themmaofuﬁ!e" - ‘ Examinar...

2. or the actual data here:

(sequence foruat)

Gommim
° outle outfi)
@ feature il for output (-featout)

Run cpgreport ] .[ your e-mail

Some explanations about the options

Bdnim mavamatase

& Intranet local

R ) 1) 84| 17:15

Archivo  Edicién  Ver Favoritos Herramientas  Ayuda

Quss - @ [x] B @) Psisaeds §lpravoros @ mitmeds ) (2 2 3 [ ) B
ién @ http: f{bioinf.ibun.unal.edu.cofPiseftmp/cpareport/A6264 1059518672 outfile. out

CPGREPORT of XL23808 from 1 to 4734

Sequence Begin End Score CpG  3CG  CG/GC

XL23808 1 2 17 1 100.0 -

XL23808 20 26 30 2 71.4 -

XL23808 61 62 17 1 100.0 -

XL23808 92 103 43 3 58.3 -

XL23808 130 131 17 1 100.0 -

XL23808 172 173 17 1 100.0 -

XL23808 191 199 28 2 55.6 -

XL23808 273 274 17 1 100.0 -

XL23808 293 294 17 1 100.0 -

XL23808 311 312 P "

X123808 331 sag |ores &) http:{/bioinf.ibun.unal.edu.cofPiseftmp/cpareport /46264105951 8672 featout.out _v|E3r

XL23608 S4z 543 | gyore-version 2.0 1

XL23808 s56l S62 | ##date 2003-07-29

XL23808 608 614 ##Type DNA XL23808

X123808 658 659 | x123808 cpgreport  misc_feature 1 2 17.000+ Sequence "XL23808.1"
XL23808 cpgreport  misc_feature 20 26 30.000+ Sequence "XL23808.2"

HLZ3B08 692 745 | 23808 cpgreport  misc_feature 61 62 17.000 + Sequence "XL23808.3"

XL23808 792 818 | y123808 cpgreport  misc_feature 92 103 43.000+ Sequence "XL23808.4"

KL23808 1035 1036 | x123808 cpgreport misc_feature 130 131 17.000+ Sequence "XL23808.5"

XL23808 1096 1118 | x1z3s0s cpgreport  misc_feature 172 173 17.000+ Sequence "XL23808.6"

X123808 1160 1161 | ¥u23sos cpgreport  misc_feature 191 199  28.000+ Sequence "XL23808.7"
X1.23808 cpgreport  misc_feature 273 274 17.000+ Sequence "XL23808.8"

XL23608 1295 1296 | 153808 cpgreport  misc feature 293 294  17.000+ Sequence "XL23808.9"

XL23808 1350 1362 | k123808 cpgreport  misc_feature 311 312 17.000+ ) Sequence "XL23808.10"

XL23808 1564 1565 | x123808 cpgreport  misc_feature 334 518  104.000 + . Sequence "XL23808.11"

XL23808 1589 1590 | x123808 cpgreport  misc_feature 542 543 17.000+ Sequence "XL23808.12"

¥123808 1670 1671 | xu2ssos cpgreport  misc_feature 561 562  17.000+ Sequence "XL23808.13"
X123808 cpgreport  misc_feature 608 614  30.000+ Sequence "XL23808.14"

XL23808 1710 1711 |} 3123808 cpgreport  misc_feature 658 659  17.000+ Sequence "XL23808.15"

XL23808 1933 1934 | xn23808 cpgreport misc_feature 692 745  55.000+ Sequence "XL23808.16"

XT23RNA 1974 1982 | x123808 cpgreport  misc_feature 792 818  46.000+ Sequence "XL23808.17"

&) usto X123808 cpgreport  misc_feature 1035 1036 17.000+ Sequence "XL23808.18"
X123808 cpgreport  misc_feature 1096 1118 32.000+ Sequence "XL23808.19"
X1L23808 cpgreport  misc feature 1160 1161 17.000+ Sequence "XL23808.20"
X123808 cpgreport  misc_feature 1295 1296 17.000+ Sequence "XL23808.21"
X123808 cpgreport  misc_feature 1350 1362 24.000+ Sequence "XL23808.22"
X123808 cpgreport  misc_feature 1564 1565 17.000+ Sequence "XL23808.23"
XL23808 cpgreport  misc_feature 1589 1590 17.000+ Sequence "XL23808.24"
X123808 cpgreport  misc_feature 1670 1671 17.000+ Sequence "XL23808.25"
X123808 cpgreport  misc_feature 1710 1711 17.000+ Sequence "XL23808.26"
XL23808 cpgreport  misc feature 1933 1934 17.000+ Sequence "XL23808.27"
X123808 cpareport  misc feature 1976 1982  30.000+ Seauence "XL23808.28"
< >
€] Listo & Intranet local

25/06/13

12



wosshame

Reporta una lista de los programas existentes en EMBOSS segun la

palabra clave utilizada

£+ bioinf.ibun.unal.edu.co - P1

* Ej: protein
Antigenic
Backtranseq

unix % wossname
unix % wossname —opt
unix % wossname —help

with a

@Mﬂ@&& showdb

SHOWDB : Reporta informacion de las Bases de datos disponibles en

(EMBOSS)

Results:
showdb.out

standard error file

From now, this files will remain accessible for 10 days at: http //bioinf ibun.unal edu.co/Pise/tmp/showdb/480457105891219/

You can save them individually by the Save file function if needed.

defaultformat v

Unix exact command: )
r

showdb -auto -stdout sp

swiss
swissprot
tr

trembl
ermb 1

P
P
P
P
P:
P
P
N

PIR release 71.04
SWISS-PROT Release
SWISS-PROT Release
SWISS-PROT Release
SWISS-PROT Release

of
of
of
of

0z2-May-2002
02-May-2002
02-May-2002
0z2-May-2002

TrEMEL Release 20.1 of 05-Apr-2002
TrEMBEL Release 20.1 of 05-Apr-2002
EMEL release 70 Mar 2002

Fise CGI generator version S.a (23
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SEQRET Recuperacion de Secuencias

[Reset ][ Punsegret | @ |ggutier@ibun.unal.edu.co | your e-mail
(@ =required, ® = conditionally required)

@ sequence [single sequence] (-sequence) : please enter either

1. the name of a file: | |CExaminar.._)

ernbl:x123808

2. orthe actual data here:

(sequence format)
o outseq (-ovtsea)
Output format for: outseq

[ Reset] [ Run seqgret J @ [ your e-mail

3

a2 http:{/bioinf.ibun. unal.edu.co/Pise/tmp/seqret/A61621059515160/sequence. data - Microsoft Internet Explorer

Archivo  Edicion Ver Favoritos Herramientas Ayuda
Qs ~ () [x] [B] (D O sisawds ¢ ravortos @ rinedn €2 (2- 1= 3 [ ) 3B
Direceién [&] joink.ibun, unal,edu 18616 data v B

>XL23808 U23808.1 Xenopus laevis rhodopsin gene, complete cds. =~
cgtaactaggac teectt atteo

cace weweacs | o Desde sitios web o local
seaciea | ¢ Transformacion desde

caa formato de texto plano a

. otro
aaat raereergramresmecraonceee | @ OPtENCION de porciones de
atar scectorgeaatetcagertagat secuencias
ot e e | * ADN complementario
tecooat agt cgattaccct:agtattafi Reverso
coot o
atcagtactttctatgttcet agtgcatacc

Sl tgtettgtge @
e —— S — v

/4 Inicio sexrs ” . [ @B SR je. | @E AL A 1 Escriorio 7 ES mm B T @)L 1637

25/06/13
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GETOREF :

’5!‘“!@35 Identificacion de ORF

Encuentra y extrae Marcos Abiertos de lectura (ORFs)

Reset || Rungetorf | @ ‘ggutierr@ibun.unal.edu.cn

iyom’ e-mail
(@ = required, ® = conditionally required)
@ g -- DNA [seq ] (-seaq ) : please enter either :
1. the name of a file: | J

embl:xlrhodop

2. or the actual data here:

(sequence format)
@ outseqout | outseq (-outseq)

l fasta V | Output format for: outseq

2

Standard

30 ‘ Iini nucleotide size

iTransIatiDn of regions between STOP codons
Change initial START codons to Methionine (-

Caddigo genético

0 : Standard

1 : Standard (with alternative initiation codons)
2 : Vertebrate Mitochondrial

3 : Yeast Mitochondrial
4
5
6

: Mold, Protozoan, Coelenterate Mitochondrial and Mycoplasma/Spiroplasma
. Invertebrate Mitochondrial
: Ciliate Macronuclear and Dasycladacean

9 : Echinoderm Mitochondrial

10 : Euplotid Nuclear

11 : Bacterial

12 : Alternative Yeast Nuclear

13 : Ascidian Mitochondrial

14 : Flatworm Mitochondrial

15 : Blepharisma Macronuclear

[ Is the sequence circular (-circulas)
Find ORF's in the reverse sequence (-reverse)

[100

Number of flanking nucleotides to report (-flanking)

’5!‘“!@35 Identificacion de ORF

JOR T T
Codigo genético

0 : Standard

1: Standard (with alternative initiation codons)
2 : Vertebrate Mitochondrial

3 : Yeast Mitochondrial
4
5
6

: Mold, Protozoan, Coelenterate Mitochondrial and Mycoplasma/Spiroplasma
: Invertebrate Mitochondrial
: Ciliate Macronuclear and Dasycladacean
9 : Echinoderm Mitochondrial
10 : Euplotid Nuclear
1: Bacterial
12 : Alternative Yeast Nuclear
13 : Ascidian Mitochondrial
14 : Flatworm Mitochondrial
15 : Blepharisma Macronuclear

‘ Salida: getorf

GHRSHCDAGCQRSDGAGRNARHYRVRAARUCGYLGSGIRRYRRQLULYP AVNHHQTGFSP
AGANQRGPLAATLSGPGGEGQSAVARLTGEKKNHPGAQYANRLSPRVGRF INAAGTTGFP
TGKRAV

PEESQFRVVNVKPVTLYDVAEYAGVSYQTVSRVVNQASHVS AKTREKVE AAMAELNYIPN
RVAQQOLAGKQSLLIGVATSSLALHAPSQIVAAIKSRADQLGASVVVSMVERSGVEACKAL
VHNLLAQRVSGLIINYPLDDQDAIAVEAACTNVPALFLDVSDQTPINSIIFSHEDGTRLG
VEHLVALGHQQIALLAGPLSSVSARLRLAGUWHKYLTRNQIQP IAEREGDWSAMSGFQQTH
QMLNEGIVPTAMLVANDQMALGAMRAITESGLRVGAD ISVVGYDDTEDSSCYIPPSTTIK
QDFRLLGQTSVDRLLQLSQGQAVKGNQLLPVSLVKRKTTLAPNTQTASPRALADSLMQLA
RQVSRLESGQ*

RRNISAGSFHSNGILVIQRIVNDQPTDALREKIVHRRF TGFDAASF YHRHHHAGTQLIGA
RFNRRDNLRRRVQGQTGGGNANQORLF ARQLLCHAVGNVIQLRHRRFHF FPRFRRNVAGL
VHHAGNGLIRDTGILCDIV

>ECLACI 1 [735 - 1112] E. coli laci gene (codes for the lac repressor) .

>ECLACI_2 [1 - 1110] E. coli laci gene (codes for the lac repressor).

>ECLACI_3 [465 - 49] E. coli laci gene (codes for the lac repressor).

25/06/13
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RESTRICT Encuentra los sitios de clivaje en una secuencia de
) éD_N para gnzirpas qe_rrerstri(_:qién

Direccién | &] htp:ffbioinf bun.unal.ed it
# Program: restrict u
# Rundate: Tue Jul 29 18:31:54 2003
# Report_file: outfile.out
#
# Sequence: XL23808 from: 1 to: 4734
# HitCount: 1083
#
# Minimum cuts per enzyme: 1
# Maximum cuts per enzywe: 2000000000
# Ninimum length of recognition site: 4
# Blunt ends allowed
# Sticky ends allowed
# DNA is linear
# Ambiguities allowed
#
Start End  Score Enzyme_name Restriction_site Sprime 3prime Sprimerev 3primerev
2 6 0 MaeITT THAC 1 6 .
6 9 0 Bfal CTAG 6 8
8 14 0 Drall RGGNCCY B 12
8 14 0 Ppulil RGGWCCY 9 1z
s 13 0 AflI Gauce B 12
9 13 0 AspS9I GGNCC 9 1z
9 14 0 BscBI GGNNCC 11 11
10 20 0 AhdI GACNNNNNGTC 15 14
13 18 0 BsaJI CCNNGG 13 17
14 18 0 Bmel3s0I  CCNGG 15 16
14 18 0 BseBI CCUGG 15 16
14 18 0 BsskI cenGe 13 18
14 18 0 EcoRII CCUGG 13 18
18 23 N areT GTHRAC 19 21 L
€] Listo & Intranet local

Microsoft Internet Explorer

Archivo Edicién Ver Favoritos Herramientas  Ayuda a
XenI 3 ~
# Enzymes < MINCUTS Frequency Isoschizomers
# Enzymes > MAXCUTS Frequency Isoschizoners
# Enzymes that do not cut
AarI Aatll Accl6I Acc36I Acc65T AccBSI AccII AccIII
AcvI Acyl Afel Alw4dl AlwNI AorSIHI  Apal Apall
AscI AsisI Asp7181  Aspl AsuIl AsulNHI AviII Bael
BanIIT Bbel BbrPI BbvCI BfuAl BlpI BoxI BplI
Bpul0l Bpull02I Bpuldl Bsa29I BsaHI BsalI Bscl BseAl
BseCI BsePI BseX3I Bshl2361 Bshl285I BsiCI BsiEI BsilI
BsiWl BsiXI Bspl06I  BspllSI  Bspl20I  Bspl3I Bspld43II Bspl720I
Bsp68I  BspCI BspDIL BspEL BspMI BspT104I BspXI BsrBI
BssHI BssHII BstACI BstBI BstENI BstFNI BstH2I BstlCI
BstPAI BstUI BstXI BstZIl BsulSI BsuTUI BtsI Cail
CciNI Celll Cfrdzl CE£rSI Clal CpoI CspdsI CspI
DrdI DseDI Eagl Ecil EclXI Eco32I Eco47III EcoS52I
Eco72I EcoNI EcoRV Egel Ehel FaullDI Fsel FspAI
FspI FunI HaeII HinlI Hsp92I  KasI Kpn2I KpnI
Kspl LspI Mbil Mlul M1yll3I  Mrol MroNI MssI
MvnI Nael NarI NdeI NgoAIV NgoMIV Nhel NotI
Nrul NsbI NspV 01iI Pacl PaeR71 Paul Pdil
PE£12311 PEIFI PlelSI PuaCI Puel Pull Ppil PshAI
PspAl PspLI PspOMI Psyl Pvul Rsr2I RsrIT SacII
SanDI SbEI Sdal Sfol $£r2741 S£r3031 Sful SgfI
SgrAl SgrBI Slal Smal Smil Srfl 55e83871 SstIl
Sunl Swal TagqIl Tell Thal T1il TthlllI  Vnel
Xagl Xbal Xhol XmaCI Xmal XmaIIlI Zhol Zral
# Nunber of enzymes not matching SITELEN, BLUNT, STICKY, COMMERCIAL criteria
645
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25/06/13

P &,
Muest i I itios de restriccio
REMAP Muestra una secuencia con los sitios restriccion,
traduccion etc
Edcén Ver Favortos Heramentas Ayuda &
Dol
1 o1 salr A
1 T ITag Bful ACAAAAAGTCAAATGTCTTATTCGATTTATTTCACACTTTGATTGTCTGGTTAT
1 I lAeer I Acel 4690 4700 4710 47 |73
1 0110 | [HineIT | BfiI Bsell I 11 HpyCH4IV == = |- 1 1
\ vy Ay A ARYIRY TETJ'HTI:AG'JTI'AI:AGAATAAECTAAATAAAGTGTEAMETAACAEACEAATA
3 Taﬂ HmAI
11 11 1 111 118all  HindI Bfil Bsell ITail TEK S Q0M 5 Y S5 I Y FTIL L5 6 ¥
11111 IIBeoRIT KVSUNDP
::H‘:é“;‘;[ C L FDFTUE RKUNSZEKNT®VEKTIT N
1111 | Bmerasor CFTLHRTIRNTIETCEKSGQ QRTTI
L
11 Ippunn # Enzymes that cut Frequency Isoschizomers
I 1 IDralT Aatl 1 Ecol47I,Pcel,$seBI,5tul
} : g Aaul 3 Bspl4071,BsrGI,$spBI
| Bfal Accll3I 1 Scal
HaeIIl AccB1I 3 BanI,BshNI,BspT1071
AccB7I 2 P£1BI,PEIMI,Van91I
AccI 8 FblI,Xuwil
Acil 7
AclI 1 Pspld061
AclUI 7 AlwI,BspPI

ambess "o
secuencias
TRANSE

A uno o a todos los tres marcos en sentido delantero o
reverso, o todos los seis marcos

Direccion | ] http:{bioinf b . ed ki

Sh

>¥L23806_1 Xenopus laevis rhodopsin gene, complete cds.

RN*DPRSTRHLPFPSYFPCRR*KGKGCTYVTTNYVLDYL: FTLTIS*RSV
LSFTIHVFCYHQI*TET TDHVT TT NLQRGLPEFC*R
Il(S'GPFKTNVFLVQIPVCLGGDPTFRCFFPNYLLV"EIIRGVFEKSANTTRR*EKCI(LT
PNTQFFHVVFVY I INV*SV] IKLLDYHUSRPKHKLQPLGHAVLTSVHDES
YCHPPATPASANFGALVLF: MTRELSKPQ

KWLP"LLQYGIISCRSDLDFFLSLLWTLSSCVFNRERD*QV*T*W*GKPINTLQF*LGL
Q*LIVR*ILCS*RUGL KRTR
TRKDFIELLP*TEQKVQIFHSPCPTKLG"YE&HSITLSIT*QSHGNIQHH‘LLTCSCSSCL
YQSTS "PCLLPSSTRNSEHP * TTSC* TWYLP T

TLKASLLHLWSSNGLSSLILL'Q"‘1LGKLVREQATRER\IIGLKFNISTFYVLQQSWHT
MLEKVQHVIL*GAKLPGLSHVNLLPFPVLF TNR *SGPLVTGS IGR*KIYGGLOAHGQLP T

RGEP! CCSSSL IYNISQHIPRKVYLMIQLRYI*TCRNIHQ

TS ALEKYNRRS ANAEVT! 7 *GOGLRFVNYSUN*KR

VSCPHLITARQY *QLVVVAE IQLSTPHYSHULQY *VOLGENS IQDCTSTFYSSILFIR*A

CA#TPRTQC** IMLGFTVQ*QLRDTGCLFL LALTLYCPCADT Ha

:w-r-r-mstns-rxmpLLs-rcsLs-rsnpw AMVACSALSKR*VVIIT! T
TTSUTSLQP! INKRTKSYTLYAQ

SLILPIS muoqqzsATTqmzxzvrmvvmvanIcvanwnnr-chsms
PVFHTVPAFF AKSS ATYNPVIYIVLNKQVLNYFQVCSYFLISSLSTLCIFPLLYGFPRVS

M*YIGYQEF *PPALVETET: KSAKHEL INYDSHCL -
NVLLLMHTVLP RRNTDKTTKTTSVLVF *NTGNNP * AN
FVCHIN‘IWPFVGGA\ILL*SHHRER*KRDQ\ICICIS!GLVFY‘NLRIHQYLHHYLFLG**R
LNEYNNT FRNCLITTLCC DGSSAATSKTEASSV:
QUSPA*ELHQGCLRVRCLTQF PSLKPCLLVAKAKNSTVL IF TP ILPNLGHCKS *PHYCVE
GPSFVAF *CDPF TKAVHNNNISLKAPPTQRMQHLF ISVFS "HIDAAS THG

H*QKVPF YNATESNVFL * VNN IFHATSSAYWQGL I * *G* TARPLALKSC IKNFF ASKKKN
TRSQUSYSIYFTL*LSGY

€] Listo & Intranet local
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Traduccion de
secuencias

BACKTRANSEQ Retro-traduce una secuencia de proteinas

Archivo Edcién Ver Favarlios Hemamientas  Ayuda

Quss - O [¥] Bl @ Ooisaeds Flravorios @ vikinede )

t Internet Explorer

=503

GTTCAGCAAGACC

>ACH2_DROME P17644 ACETYLCHOLINE RECEPTOR PROTEIN, ALPHA-LIKE CHATN 2 PRECURSOR.

Alineamiento de

secuencias

1) @ unal.edu.co

1 r
required, ® = conditionally required)

@ sequencea - any [single sequence] (-seqquences) - please enter either

1. the nare of a file:

exb1: x 1rhodop

2. or the actual data here.

(seqquence forat)

@ seqall [sequences] (-seqall) : please enter either

youre-mail

Program name Description

alignwrap Aligns a set of sequences to a seed alignment
est2genome Align EST and genomic DNA sequences

1. the name of a file:|

2. or the actual data here:

stretcher Finds the best global alignment between two sequences
needle Needl Wunsch global al T =
Description
matcher Finds the best local alignments between two sequences
Exarminar._| hall | Does an all-against-all comparison of a set of sequences
exio1:x123808 H "
supermatcher | Finds a match of a large sequence against one or more sequences
wordmatch Finds all exact matches of a given size between 2 sequences
|
water Smith-Waterman local alignment

(secquence format)

| Matrix il (-datafile)
Gap opening penalty (-gapopen)
Gap extension penalty (-gapextend)
IV Display percent identity and sirailarity (-sirelarity)
I™ Output overlap as fasta sequences (-fasts)
ofoutlenst  outie Coutis)
I™ Show intermals (-showinternals)
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6!!!!!088 Analisis de Proteinas

Existen varios programas, entre ellos:

Program name Description
backtranseq Back translate a protein sequence
coderet Extract CDS, mRINA and translations from feature tables
getorf’ Finds and extracts open reading frames (ORFs)
marscan Finds MAR/SAR sites in nucleic sequences
rettyse Output sequence with translated ranges
remay Display a sequence with restriction cut sites, tran Program name Desciption
homoiE Pretty output of DNA translations arnier Predicts protein secondary structure
showse Display a sequence with features, translation etc helixumhelix Report nucleic arid binding motifs
franse Translate nucleic acid sequences humoment Hydrophobic moment calculation
wobble Wobble base plot pepcoil Predicts coiled coil regions
pepnet Displays proteins as a helical net
pepwheel Shows protein sequences as helices
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