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..qué es EMBOSS?

* Suite de analisis especialmente desarrollada para
biologia molecular (EMBnet).

* Toolkit para aplicaciones o workflows.
e Codigo Abierto.

* Provee alrededor de 150 programas.

* Integra otros programas (EMBASSY).
* Soporta todas las platatormas UNIX mas comunes.

e EMBOSS para MS/WINDOWS en desarrollo.



...150 programas?

*Alineamiento de Secuencias.
*Busqueda de secuencias en o

bases de datos. @MMSS
e[dentificaciéon de motivos en T o + it et T+ et
proteinas.

*[dentificaciOn de repeticiones.
*Analisis de uso codonico.
*[dentificacion de patrones.
*Herramientas de presentacion.
*Visualizacion. FUROSS 3001 vl o dolot A sl e s e o B I 2405
eciC....

Latest news about EMBOSS

News page

The EMBQSS FTP server at ftp.uk.embnet.org was hosted by the Rosalind Franklin Centre for Genomics Research. From 15th July 2005 the
EMBOSS FTP server has moved to a new home provided by the Open Bio Foundation at ftp://emboss.open-bio.org/pub/EMBOSS/




... algo de historia.

#988) surgié como colaboracion entre

la KM Bnet y otros institutos, utilizaba las
librerias de GCG.

 Pensado para el Sanger Center.

* Problemas de licenciamiento: imposible
distribuir mas licencias académicas.

e Se inicia el desarrollo de EMBOSS.



Como luce EMBOSS?

1 ' e .
Linea de comandos! Muestra la version de EMBOSS instalada
~ ] -~
andipini]l inux:"> embozsversion
Writes the current EMBOSS version number
3,.0,0 .
andipin@linux:™> wossname Lista los programas de la actual
Findz programs by keywords in their one-line documentatio . 2
Keyword to search for, or blank to list all prngrams: version de EMBOSS
SEARCH FOR 'PRETTYPLOT®

prettyplot Dizplays aligned sequences, with colouring and boxing
andipinlidl inux:™> prettyplot

Dizplay=z aligned =sequences, with colouring and boxing
Input zequence =set: I

Ruta a
Archivo




GUIs para EMBOSS

— Jemboss
File Preferences Tools Help

ALIGHMEHT ‘| CPGPLOT

DISPLAY ; Plot CpG rich areas

EDIT | -input section
EHZYME KIHETICS | Enter the sequence as:

FEATURE TABLES || & file / database entry or (O paste or (O list of files
HMA :

IHFORMATIOH
HUCLEIC
PHYLIP
PHYLOGEHY i
PROTEIH Input Sequence QOptions
UTILS :

Sequence Filename

embl:hsfau Browse files...

fGoTo: |cpgplot LOAD SEQUENCE ATTRIBUTES

cai

chaos
charge :
checktrans 100
chips
cirdna 3 Vindow shift increment

required section

Yuindow size
{min:1 nax:518 defauhlt:100)

{min:1 nax: 100 default:1)

codomp

coderet Minimum length of an island
complex {min:1 nmax: 518 defauht: 200%
CoMmpse :
CONS
contacts 1
cpgplot {No Current Jobs) [interactive

Minimum ochservediexpected
{rndnz b, meax: 1 0. default: 0.6)




x| EMBOSS

5 Alignment consensus

5 Alignment dot

5 Alignment multiple

5 Alignment

5 Display

5 Edit

5 Enzyme kinstics

5 Feature tables

5 Information

5 Mucleic acid 2D

5 MNucleic acid CPG

5 Mucleic acid codon

5 Mucleic acid composition

5 Mucleic acid gene

5 Mucleic acid motifs

5 Mucleic acid primers

5 Mucleic acid profiles

5 Nucleic acid repeats

5 Mucleic acid restriction

5 Mucleic acid translation

5 Mucleic acids mutation

5 Mucleic acids transcription

5 FPhylogeny

5 Protein 2D

5 Protein 30

5 Protein composition

5 Protein matifs

5 Protein mutation

5 Protein profiles

5 Utils database
EMBOSS-Launcher

v v ¥ W ¥ ¥ ¥ W ¥ ¥ ¥ ¥ ¥ ¥ ¥ ¥ ¥ ¥ ¥ ¥ ¥ v ¥ ¥v v vvywvywIvysOwFT

(%] Showdb - List available databag

IT'_-.-'|:-e | ] I Ciry I All I Comm

Name
embl M Ok - - EMBL-
genbank N Ok - - Genbaf

Ok Ok 0K MNCBI N
Ok - - SWISS
QK. QK Ok BWISS

nr_protein P

swall P
swissprot P

"] x| sh_emboss- Untitled (modified) (=[]
File Edit Search Preferences Shell Macro  Windows Help
Uhtitled line 10, col 43, 3089 bytes X%l pepwheel
CLUSTAL W{1.4) multiple sequence alipnment -
Dm BABII 1 E SV KEG-L S| S06ARKFDIFYET YoM J PEFWHEEL of Mrm-ER3lks frem 1 te 24
Dm_BAB_1__ THMAE SVLKEG-LSLSQAARKYDIFYET EM m
Dm_PFfk_1__ B 8] EG-LSLAQKAADRFDISKTYLWRRYVRE ®
Dm_PFk_3_ KL KA HACL NEG=-MSANHAANL FETFKST bJRH Q ® &
[ i % EO‘}'I-L-A EE =) Lo [ AL =) L m L= [ e T K G
X [%|Emma - Multiple alignment program - interface to CIustaIW|—N.E|IEYK K
- EVK K Ve &
Multiple alignment rF’airwise alignment rAdvanced rFurmat | E R R
E R
Gap opening penalty |10.0 Bk @ @
E R
Gap extension penalty |5-':I TOK VR P
o ) HORL K /
Substitution matrix A [ blosum v|
- Y ®
DMA substitution m|Scoring table which describes the similarity -
of each amino acid to each other. m
Gap separation distance [0
] ® ;& ©
[ End gap separation il

[® Residue specific penalties

* Use Transition weight'

[ Reduce gap penalty for hydrophilic residues

Hydrophilic residues [GFSNDQEKR

Delay alignment of distant sequences (%)

Multiple sequence file:

|fhumefsgmdfF‘rDjektefpieﬂ{efpsq-dumains.fasta

Write

multiple alignment to:

Write

dendrogram file to:

X.[%| Pepwheel - Shows protein sequences as helices

Rz

— Plot parameters

Steps I18 EI: Tumns |5 EIE
Squares Diamonds COctagons

|ILVM |DENQST |HKR

[ Amphipathic

From position |1 to |24

— Formats

Input [ auto

Graphic [ Colour PS

Sequence file:

|fh|:|rnefsgrndfPrnjektefpieﬂ{efpsq—dnmains.fasta

Write output to

| Run pepwheel ||

4-sh_emboss- Untitled (maodifi:

TEEMBOSS

» pepwheel

» unnamed




megamenger
e me
merger
mshar
mwcontam
mwTilter
needle
newcpgreport
newcpgseek
newseq
noreturn
notseq
nthseq
octanol
oddcomp
palindrome
pasteseq
patmatdb
patmatmotifs
pepooil
pepinfo
pepnet
pepstats
pepwheel
pepwindow
pepwindowall
plotcon
plotorf
polydot

preg
prettyplot
prettyseq
primersearch
profit
prophecy
prophet
pscan

PEPWHEEL

(Shows protein sequences as helices)

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

[ Hide optional fields ]

1. SET THE PARAMETERS FOR THE RUN (2R ACCEFT THE DEFAULTS...)

input section

Select an input sequence.
L=se one of the following three fields: (file must contain @ protein sequence)

1l Toaccessasequencefrom a database, enter the USA path here: {dbname:eniry)

2. Or,upload a sequence file from your local computer here:

Examinar...

3. Orenterthe sequence data manually here:

output section

Plot the wheel?  Yes -

Number of steps  (integer) 15

| B TR B N [ S i S - I —— C | |}




#)=w http://bicinf.ibun.unal.edu.co - wEMBOSS - Mozilla Firefox

T '.
e
w055 I

ALIGNMENT ) i
DISPLAY David project

EDIT
ENZYME KINETICS PROJECT MANAGEMENT

FEATURE TABLES » | subproject 7
HMM

INFORMATION SRR o PROJECT RESULTS Sort by name |
MENUS B

NUCLEIC e > [aifredo

Program Output
PHYLOGENY £

PROTEIN Delete showalign 05.08.18 12.06.22 | Files || Delete
UTILS EE prettyplot 05.08.18 12.05.39 | Files || Delete
ALPHABETIC LIST OF
PROGRAMS PROJECT FILES plotorf 05.07.16 21.17.50 | Files || Delete
T cons 05.06.08 14.09.39 Files Delete
infoalign 05.06.08 14.07.14 | Files || Delete
::? Ecn'jm::;'il showalign 05.06.08 14.03.27 | Files || Delete
— error prettyplot 05.06.08 14.03.02 | Files || Delete
m— :‘u”c'tit plotcon 05.06.08 14.01.59 | Files || Delete
R outseq.aln infoalign 05.06.08 14.01.16 | Files || Delete
prettyplot.2.png emma 05.06.08 14.015 | Files || Delete
emma 05.06.08 13.58.33 Files Delete

sixpack 05.06.08 12.12.28 | Files Delete

| Search for programs

by keywords :

and *

Marc Colet & Martin Sarach

Versionl.21
"4 L]

L —




Workflows con EMBOSS

Q)

File Edit Arrange Run Help

Custom
Embuoss | Project

JALIGNMENT
I DISPLAY

JENZYME KINETICS
| FEATURE TABLES
J INFORMATION

J NUCLEIC

J PHYLOGENY

A PROTEIN

JUTILS

CONSENSUS P fildfire
DIFFERENCES b
DOT PLOTS  »
GLOBAL J
LOCAL P

prettyplot
showalign

tranalign

ted. Donel

: . Console Output | RunConsoleContralPanel

) Wildfire
File Edit Arrange Run Help

AT

Custom
Emboss | Project

I ALIGNMENT
_| DISPLAY

I EMZITYME KINETICS
| FEATURE TABLES
| INFORMATION

| MUCLEIC

| PHYLOGENY

| PROTEIN

| UTILS

onsole Qutput
ruct
jence seq0l.orf -idc O -rformat tagseq -outfile seqOl,

dDelete] dalt

Console Qutput | RunConsoleControlPanel




