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What is :émngss

A free Open Source software analysis package
developed for molecular biology

Programs share a common look and feel
Incorporates many small and large programs
Easy to run from the command line

Retrieval of sequence data from the web

Easy to call from other programs(e.g. perl)
Easy to set up behind GUIs and Web interfaces



Scope of applications

There are many EMBOSS programs (200+)
Many sequence analysis & display programs
Protein 3D structure prediction being developed

Other programs e.g enzyme kinetics



What is WEMBOSS?

- A web interface to the EMBOSS package
for sequence analysis

* [t" s developed by Martin Sarachu (Argentina)
and Marc Colet (Belgium)



Feautures of wEMBOSS:

Each user has a separate and private
workspace.

Organize your work by creating projects and
subprojects

Results saved for easy recover & review
nline help

Keyword search for programs and
documentation.




Select project

Create new proje
and subprojects

edit, remove...

Upload files

=

> ALIGNMENT

> DISPLAY

> EDIT

» ENZYME KINETICS

> INFORMATION
» NUCLEIC
» PHYLOGENY
» PROTEIN

Create new files, view, I XE:DL:ABEHC LIST OF

Create a project

« WEMBOSS uses the concept of projects

* nuclList & protList are automatically created (add
names of the sequences you wish to access)
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B Program Output

nucList
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> [~
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Please enter a name for the project

Maria project



Project files

» Create a new file and paste the sequence or upload sequence
« Add sequence name to nuclList or protList

PROJECT FILES
[@ nucList
@ protList
> (m\ no file selected
FILE TYPE >

EDIT FILE add filename to nucList(®) to protList O dontadd O

P Save as )

>L07770 L07770.1 Xenopus laevis rhodopsin mRNA, complete cds.
ggtagaacagcttcagttgggatcacaggcttctagggatcctttgggcaaaaaagaaac
acagaaggcattctttctatacaagaaaggactttatagagctgctaccatgaacggaac
agaaggtccaaatttttatgtccccatgtccaacaaaactggggtggtacgaageccatt
cgattaccctcagtattacttagcagagccatggcaatattcagcactggectgettacat
gttcctgctcatcctgettgggttaccaatcaacttcatgaccttgtttgttaccatecca
gcacaagaaactcagaacacccctaaactacatcctgectgaacctggtatttgeccaatca
cttcatggtcctgtgtgggttcacggtgacaatgtacacctcaatgcacggctacttcat
ctttggccaaactggttgctacattgaaggcttctttgectacacttggtggtgaagtgge
cctctggtcactggtagtattggccgttgaaagatatatggtggtctgcaagecccatgge
caacttccgattcggggagaaccatgctattatgggtgtagecttcacatggatcatgge
tttgtcttgtgctgoctectecctotecttcggatggtccagatacatcccagagggaatgea
atgctcatgcggagtagactactacacactgaagcctgaggtcaacaatgaatceotttgt
tatctacatgttcattgtccacttcaccattccectgattgtcatcttettectgetatgg
tcgcctgetctgcactgtcaaagaggctgcageccagcaacaggaatctgetaccaccca

»(

PROJECT FILES
P New file |

P View |
nucList
Ednt \ protList
[(PEm ) | Pihodop

P Copy
P Delete b

P LUStGESG )

P View with 1 » ("Jalview (MSF format | |
@ » [ Choose File ) no file selected
FILE TYPE

v

EDIT FILE add filename to nucListO)  to protList O

don't add (®)

#nucleics of Maria

xlhodop




Selection of programs/files

Drop-down menu with —
all available programs wemhoss

Select a program by 2
clicking on its name.

ENZYME KINETICS \

FEATURE TABLES
INFORMATION
NUCLEIC
PHYLOGENY
PROTEIN

ILS
ALPHABETIC LIST OF
PROGRAMS
ab,

Choose a sequence to
work with from:

- list selector: to select a
sequence from nuclList or
protList

- local computer file: to

upload a file from your

®
@)

computer

- EMBOSS database: to
access a sequence from a
server

Maria 5 m

his session belongs to user wemboss|

ﬂ revseq (Reverse and complement a sequence)

INPUT

Sequence(s)

(nucleic sequence(s) only)
select a USAffilename

Set the parameters for the run (or accept the defaults...)

ADVANCED

O from the EMBOSS databases or a current project file
: from the local computer/PC
(®) from the sequence selector (nucList or protList)

begin () end ()

File format for output sequence set

Run revseq |




* Results automatically viewed

Maria project

Project results

and saved

PROJECT MANAGEMENT

P New project » [Jsubproject ?
P Rename proj.

[» Moveproj 1o ) » ( Mariawemboss $)

P> Delete proj.

PROJECT RESULTS

B Program Output

B revseq

P New file

error
nucList
protList
x1hodop

P Delete

P List G-E&AG

> v ) » (Gavew (NSF ormal'¥)

» ( Choose File ) no file selected

= |v v v =

- =
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I P> Sort by name ] I P Del selection j
8
08.04.22 14.30.29 )

wREVSEQ Output file(s)

07770.rev [ )|

>L07770 L07770.1 Xenopus laevis rhodopsin mRNA, complete cds.
acttgcaaagaaatttttaatacaggattttaatgcaaggggtctggctgtctatccteca
ctatatcagaccttgccaataagcagaggagattgcatgaaatatgttattatattacaa
aaatacattactttcagttgcattgtaaaatgggactttttgttagtgaccatgaataga
agcagcatcaatatgtcaagaaaagacagagataaataagtgttgcattctctgggtggg
aggtgccttcagactaatgttattgttatgtacageccttggtgaaattcattgaatccac
ccattttctgctgaaaggatcacatcagaatgcaacaaagcttgggocttcccageagta
atggggtcagctcttacagtgtccaaggttgggcagaatgggggtaaatattaaaactgt
ggaattctttgccttcocgcaacaagtagacagggcttaagtgatgggaattgtgtgaggea
gcggaccctgagacagccctggtgaagectcttatgcaggagacacctggectggaagagac
agaagaagcttctgtcttggaggtggctgcagaggagccatcttcatcaccgaatggatt
ctttccacagcacagggtggtgatcaagcagttacggaactgtttgttcaagacaatgta
gatgacaggattgtagatagcagagctcttggcaaagaaagctgggacggtcatgaagac
tgggccaaagttagagccctggtgggtgaagatgtagaatgeccacataggecatagggeac
ccaacagatcaggaagaaaacgaccatgataacaaccattctggtgacctctttctcage
cttctgggtggtagcagattcctgttgectgggectgecagectectttgacagtgecagageag
gcgaccatagcagaagaagatgacaatcaggggaatggtgaagtggacaatgaacatgta
gataacaaaggattcattgttgacctcaggcttcagtgtgtagtagtctactccgecatga
gcattgcattccctctgggatgtatctggaccatccgaagagaggaggagcagcacaaga
caaagccatgatccatgtgaaggctacacccataatagcatggttctccccgaatcggaa
gttggccatgggcttgcagaccaccatatatctttcaacggccaatactaccagtgacca
gagggccacttcaccaccaagtgtagcaaagaagccttcaatgtagcaaccagtttggece
aaagatgaagtagccgtgcattgaggtgtacattgtcaccgtgaacccacacaggaccat
gaagtgattggcaaataccaggttcagcaggatgtagtttaggggtgttctgagtttcett
gtgctggatggtaacaaacaaggtcatgaagttgattggtaacccaagcaggatgagcag
gaacatgtaagcagccagtgctgaatattgccatggectctgctaagtaatactgagggta
atcgaatgggcttcgtaccaccccagttttgttggacatggggacataaaaatttggacce
ttctgttcocgttcatggtagcagectctataaagtectttcttgtatagaaagaatgectt
ctgtgtttcttttttgcccaaaggatccctagaageoctgtgatcccaactgaagetgttce
tacc

Executed EMBOSS command line :
revseq -sequence x1hodop -reverse -complement -osformat fasta -auto
wemboss is working at 130.238.34.188 IP address in wEMBOSS Maria project



Help within wEMBOSS:

Manual

T I Maria

o

PM is session belongs to user wemboss

sﬁumeseq -~
sigcleave wWOSSNAMEe (Finds programs by keywords in their one-line documentation)
e > s
sima
sixpack
skipseq
splitter INPUT
stretcher
stssearch
Hold mouse L ADDITIONAL
syco
tcode > Use the expanded group names? n
over program textsearch
tfm > Match all words in the search string? n
tfscan
tmap > Show keywords with program documentation? n
tranalign
franseq ADVANCED
trimest
trimseq > Search the EMBOSS programs? n
twofeat
union > Search the EMBASSY programs? n
vectorstrip
water Show programs in one EMBASSY package
whichdb
wobble > Put a colon in the group name between two levels? n
wordcount
wordfinder > Only report those applications that can run in a GUI? n
wordmatch

wosshame wossname ) P

yank b4 HTMLSECTION

Text to search for, or blank to list all programs

=

® 0 e

-

O® 0

O O
(OMIO]

® O

-

O O

EMBOSS Version 5.0.0 > Format the output for HTML? n

P> Search for programs

?
by keywords : > Output only the group names?
S e a rc h wossname > Output an alphabetic list of programs?
and @ or C
Marc Colet & Martin Sarachu [[» Run wossname

Version 1.7.1

®
O

® O

-

O 0O

El

If you are submitting a long job and would like to be informed by email when it finishes,
please enter your email address in the space below:

> (




wEMBOSS program: wossname

« Easy to forget a program name
« To find programs, use wossname

« wossname finds programs by looking for keywords in the
description or the name of the program

WOSSNAME Output file(s)

Warning
SEARCH FOR 'PROTEIN'
antigenic Finds antigenic sites in proteins
backtranambig Back translate a protein sequence to ambiguous codons
5 \ backtranseg Back translate a protein seguence
wﬂmhﬂss m charge Protein charge plot . ) )
checktrans Reports STOP codons and ORF statistics of a protein
compseq Count composition of dimer/trimer/etc words in a segquence
WOSSNAME (Finds programs by keywords in their one-ine documentation) [ i) digest Protein proteolytic enzyme or reagent cleavage digest
e [ _+ide_optionai ) emowse Protein identification by mass spectrometry
epestfind Finds PEST motifs as potential proteolytic cleavage sites
fproml Protein phylogeny by maximum likelihood
INPUT fpromlk Protein phylogeny by maximum likelihood
stretcher Text to search for, or blank to list all programs fprotdist Protein distance algorithm
:.,L:E::—,amg/ ADDITIONAL fprotpars Protein parsimony algorithm
syco R freak Residue/base freguency table or plot
trode " Use the expanded group names? n®yO0 fuzzpro Protein pattern search
fextsearch = Match allwords in the search string? fuzztran Protein pattern search after translation
garnier Predicts protein secondary structure
= Show keywords with program documentation? n®y0 helixturnhelix Report nucleic acid binding motifs
ADUANGED hmoment Hydrophobic moment calculation
iep Calculates the isoelectric point of a protein
. Search the EMBOSS programs? n makeprotseg Creates random protein seguences
> Search the EMBASSY programs? nOy® msbar Mutate seguence beyond all recognition
mwcontam Shows molwts that match across a set of files
Show programs in one EMBASSY package mwfilter Filter noisy molwts from mass spec output
L Put a colon in the group name between two levels? octanol Displays protein hydropathy
PN oddcomp FPind protein sequence regions with a biased composition
findl > Only report those appications that can run in a GUI? n®y0O patmatdb Search a protein sequence with a motif
:‘LZ:;‘,‘: S OUTPUT patmatmotifs Search a PROSITE motif database with a protein seguence
yank v HTMLSECTION pepgoil Predicts coiled coil regions .
P pepinfo Plots simple amino acid properties in parallel
" Format the output for HTML? neyo pepnet Displays proteins as a helical net
pepstats Protein statistics
> Output only the group names? pepwheel Shows protein seguences as helices
> Outputan aphabote istofprograms? pepwindow Displays protein hydropathy
pepwindowall Displays protein hydropathy of a set of seguences
[ Run wossname | preg Regular expression search of a protein seguence
If you are submitting a long job and would ie to be informed by email when it finishes, E bl o o L il daFabase Db LR CE7 R
please enter your email address in the space below: v prophecy Creates matrices/profiles from multiple alignments
prophet Gapped alignment for profiles
pscan Scans proteins using PRINTS
psiphi Phi and psi torsion angles from protein coordinates

shuffleseq Shuffles a set of sequences maintaining composition



wEMBOSS program: seqret

 Reads in a sequence and writes it out
~SEQRET Output file(s)
« Reformat sequences
107770 fasta [
» Get sequences from databases

ggtagaacagcttcagttgggatcacaggcttctagggatcctttgggcaaaaaagaaac
acagaaggcattctttctatacaagaaaggactttatagagctgctaccatgaacggaac
agaaggtccaaatttttatgtccccatgtccaacaaaactggggtggtacgaagecccatt

) ) . ) ) . Manual | C9attaccctcagtattacttagcagagocatggeaatattcagoactggetgottacat
v Seqret (Reads and writes (returns) sequences) E gttcctgetcatcctgettgggttaccaatcaacttcatgaccttgtttgttaccateca

P Run seqret ] P Hde o | 9cacaagaaactcagaacacccctaaactacatcctgetgaacctggtatttgecaatca
cttcatggtcctgtgtgggttcacggtgacaatgtacacctcaatgcacggetacttcat
ctttggccaaactggttgctacattgaaggcttctttgectacacttggtggtgaagtgge
cctctggtcactggtagtattggecgttgaaagatatatggtggtctgcaageccatgge
caacttccgattcggggagaaccatgctattatgggtgtageccttcacatggatcatgge

Set the parameters for the run (or accept the defaults...)

INPUT tttgtcttgtgctgectecctectoctecttoggatggtccagatacatcccagagggaatgea
i - atgctcatgcggagtagactactacacactgaagcctgaggtcaacaatgaatcctttgt
> Use feature information? tatctacatgttcattgtccacttcaccattcccctgattgtcatcttettetgetatgg

tcgcctgectctgocactgtcaaagaggeoctgcagecccagcaacaggaatctgectaccacceca

@ from the EMBOSS databases or a current project file | 92aggctgagaaagaggtcaccagaatggttgttatcatggtegttttcttectgatety
ttgggtgccctatgecctatgtggecattctacatcttcacccaccagggeotctaactttgg

Sequence(s) C from the local computer/PC cccagtcttcatgaccgtcccagetttetttgecaagagetctgetatctacaatectgt
—~ , ) L catctacattgtcttgaacaaacagttccgtaactgcttgatcaccaccctgtgetgtgg
 from the sequence selector (nucList or protList) aaagaatccattcggtgatgaagatggctcctctgcageccacctccaagacagaagette

filename or USA (dbname:entry) o ttctgtctcttccagecaggtgtctectgecataagagettcaccagggetgtcotcagggt

prp— begin (1] end (1684] N rev '_f ccgctgecctcacacaattcccatcacttaagecctgtctacttgttgeocgaaggcaaagaa

$emil:LO7770

ttccacagttttaatatttacccccattctgcocccaaccttggacactgtaagagctgacce
ccattactgctgggaaggcccaagetttgttgecattctgatgtgatecctttcagcagaaa

ADVANCED atgggtggattcaatgaatttcaccaaggctgtacataacaataacattagtctgaaggce
acctcccacccagagaatgcaacacttatttatctctgtcttttcttgacatattgatge
S Read one sequence and stop? tgcttctattcatggtcactaacaaaaagtcccattttacaatgcaactgaaagtaatgt
atttttgtaatataataacatatttcatgcaatctcctctgecttattggcaaggtctgat
atagtgaggatagacagccagaccccttgcattaaaatcctgtattaaaaatttcetttge

OUTPUT aagt
( Pearson fastA ) File format for output sequence set

Executed EMBOSS command line :
segret -nofeature -sequence tembl:L07770 -nofirstonly -osformat fasta -auto

wemboss is working at 130.238.34.188 |P address in wEMBOSS Maria project

If you are submitting a long job and would like to be informed by email when it finishes,
please enter your email address in the space below:




wEMBOSS program: showdb

» Displays information of the currently available databases

g
Wemnoss | Maria s @ PM | is session belongs to user wemboss
redata a r
remap wShowdb (Dispiays information on the currently available databases) P Manual
restover > Hde optional
restrict
revseq Set the parameters for the run (or accept the defaults...)
seealso
segmatchall e
seqret Name of a single database to give information on
seqretsplit
showalign ADDITIONAL
showadb
zhou\'fear > Format output as an HTML table? n®yO
showorf ) . N
showseq e Dispiay protein databases? vSHOWDB Output file(s)
shuffleseq
sigcleave > Display nucleic acid databases?
+ Warning
ent
> Display all columns?
s , [] pay # Name Type ID Qry All Comment
Sixpack # ============ ==== == === === =======
TR > . . . -
Skipseq Display ‘methods’ column? tpir P OK OK OK PIR using NBRE access for 4 files
?,0““9’ 13 . i , tsw P OK OK OK Swissprot native format with EMBL CD-ROM index
stretcher v = Display ‘fields’ column? tswnew P OK OK OK Swissnew as 3 files in native format with EMBL CD-ROM in
stssearch . twp P OK OK OK EMBL new in native format with EMBL CD-ROM index
E Display ‘defined column? tembl N OK OK OK EMBL in native format with EMBL CD-ROM index
-
EMBOSS Version 5.0.0 tgb N 0K - _ (Ao Gh
P Search for programs > Display ‘release’ column? tgenbank N OK OK OK GenBank in native format with EMBL CD-ROM index

by keywords :

wossname EOVARCED E d EMBOSS d line :
and® or O > Display the specified columns? a:no db -nohtml -proteil leic -nofull thod: field: defined ! -noonly -heading -type -id -query -all -comme
M O armon 1T A > Dispiay column headings? wemboss is working at 130.238.34.188 IP address in WEMBOSS Maria project

> Display ‘type’ column?




Examples of other WEMBOSS
programs

Pairwise alignment -Dotup

Global and local alignment — needle, water
Protein translation — plotorf, getorf, transeq
Protein fingerprint - pscan

Primers - eprimer3

Microsatellites -equicktandem




Pairvise alighment - Dotup

* One sequence is represented on each axis and significant
matching regions are distributed along diagonals in the matrix.

Dottup: fasta:xI23808:XL23808[1:4734] vs fasta::xlrhodo...

Mon 21 Apr 2G0B 12:46:34

LO7770
a o
2 2

|

601 —| ’ /

I I I I I I I I I

1 501 1001 1501 2001 2501 3001 3501 4001 4501

XL23808



wEMBOSS program: water

Does a local alignment of two sequences

L07770

BMU59922

L07770

BMU59922

L07770

BMU59922

L07770

BMU59922

L07770

BMU59922

L07770

BMU59922

L07770

BMU59922

L07770

BMU59922

88

10

138

60

188

110

237

159

287

209

337

259

387

309

437

359

aggactttatagagctgctaccatgaacggaacagaaggtccaaattttt

CEVELLEEE-TEEEE - EE e FEEPEEET TR T E- T

AGGACTTTAAAGAGCCGCCAATATGAACGGAACAGAAGGCCCAAACTTTT

atgtccccatgtccaacaaaactggggtggtacgaagecccattcgattac

Lo L TLLRETELEEEETETEEEEREEEPEEP Pt
ACATACCCATCTCCAACAAGACTCCCCTCCTACCAACCCCATTCCAATAC

cctcagtattacttagcagagccatggcaatattcagcactg-gctgett

A R R I

CCTCAGTATTACCTGGCAGAGCCATGGCAATACTCCGTTTTGTGC~-GCAT

acatgttcctgctcatcctgettgggttaccaatcaacttcatgaccttg

CLLEELEEETTEE R - e TErE e PP e e ey e
ACATGTTCCTGCTCATTCTTCTTGCGTTCCCAATCAACTTCATGACCTTG

tttgttaccatccagcacaagaaactcagaacacccctaaactacatect

Cew LEEEERTEREEEEEETTEra P b TR - FEEEET - PP
TACGTCACCATCCAGCACAACAACCTCCCGACACCCTTARACTATATCCT

gctgaacctggtatttgccaatcacttcatggtectgtgtgggttcacgg

VLR = e PR P EEEEEET e et et -

GCTGAATTTGCCCTTTGCCAACCACTTCATGGTCCTGTGTGGATTCACCG

tgacaatgtacacctcaatgcacggctacttcatctttggccaaactggt

Lo LEEEEEEEE- TR Frer- Erer e errr b Prer 1
TCACAATGTACTCCTCAATGAACGCATACTTCGTCTTCCCACAAACCEET

tgctacattgaaggcttctttgctacacttggtggtgaagtggeecctetg

CELEE-« EERPEEEEEEEr - PE e PRt e 1l
TGCTATCTTCARCCCTTCTTCCCTACCCTTCETCCTCARATCECCCTTTC

137

59

187

109

236

158

286

208

336

258

386

308

436

358

486

408



wEMBOSS program: plotorf

« Translates sequences to 6 open reading frames.
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Pick primers -eprimer3

| PM | is session belongs to user wemboss|

dbxflaf - m
Zgig‘zg weprimer3 (picks PCR primers and hybridization oligos)
degapseq P Hde optional
descseq
diffseq
digest INPUT
distmat =
dotmatcher O from the EMBOSS databases or a current project file
dotpath The sequence from which to choose primers. The O .
do?up sequence must be presented 5'to 3' O from the local computer/PC wEPRIMER3 0utput fl|e(S)
dreg (® from the sequence selector (nucList or protList)
edialign (nucleic sequence(s) only) 07770 " 3
invi ) .eprimer.
. e NI — = prmer3
embossversion ) ) P~ # EPRIMER3 RESULTS FOR L07770
> ?
emma Pick PCR primer(s)? nQOy@®
emowse 3 Select task 2 # Start Len Tm GCe Sequence
entret 4
epestfind > Pick hybridization probe? n®y0O 1 PRODUCT SIZE: 199
eprimer3 FORWARD PRIMER 425 20 60.00 50.00 GGCCAAACTGGTTGCTACAT
equicktandem Primer3 mispriming library file (optional)
est2genome ( +]  from project(s) data REVERSE PRIMER 604 20 60.14 60.00 GAGGAGGAGCAGCACAAGAC
etandem T}
extractalign M/ no file selected from local data
extractfeat 2 PRODUCT SIZE: 200
extractseq ADDITIONAL FORWARD PRIMER 425 20 60.00 50.00 GGCCAAACTGGTTGCTACAT
felique
feonsense PROGRAMSECTION REVERSE PRIMER 605 20 60.28 55.00 AGAGGAGGAGCAGCACAAGA
feontm! 5 min: 0 Number of results to return
fcontrast (W
faiscboot 1 3 PRODUCT SIZE: 201
fdnacomp Same e SIS, FORWARD PRIMER 425 20 60.00 50.00 GGCCAAACTGGTTGCTACAT
Fdevndind Included region(s)
REVERSE PRIMER 606 20 60.28 60.00 GAGAGGAGGAGCAGCACAAG
EMBOSS Version 5.0.0 Target region(s)
:
; Excluded region(s) 4 PRODUCT SIZE: 202
Byjkeyionds Forward input primer sequence to check FORWARD PRIMER 425 20 60.00 50.00 GGCCAAACTGGTTGCTACAT
primer
and @ o C Reverse input primer sequence to check REVERSE PRIMER 607 20 60.28 55.00 AGAGAGGAGGAGCAGCACAA
Marc Colet & Martin Sarachu
: PRIMERSECTION
Version 1.7.1 (3 5 PRODUCT SIZE: 203
0 min: 0 GC clamp FORWARD PRIMER 425 20 60.00 50.00 GGCCAAACTGGTTGCTACAT
REVERSE PRIMER 608 20 60.28 55.00 AAGAGAGGAGGAGCAGCACA
Executed EMBOSS command line :
eprimer3 -sequence xirhodop -primer -task 1 5 K 0 -osize 20 -minsize 18 ize 27 -otm
60.0 -mintm 57.0 -maxtm 63.0 -maxdifftm 1000-ogcporcatn500 mnchOO-maxgc 80.0 -saltconc 50.0 -dnaconc 50.0 -
p pro 00-300 -pr 0.0 -pr -1000000.0 -p 1000000.0
ing 12.00 -pai ispriming 24.00 0-

selfany 8.00 -selfend 300-maxondsmity 9.0 -auto
wemboss is working at 130.238.34.188 IP address in wEMBOSS Mariawemboss project



Find microsatellites

wemhoss

dbxfiat
dbxgcg
degapseq
descseq
diffseq
digest
distmat
dotmatcher
dotpath
dottup

dreg
edialign
einverted
embossdata
embossversion
emma
emowse
entret
epestfind
eprimer3
equicktandem
est2genome
etandem
extractalign
extractfeat
extractseq
felique
fconsense
fcontm!
fcontrast
fdiscboot

is session belongs to user wemboss|

Mariawemboss s m

- equicktande

 EMBnet

»(

wequicktandem (Finds tandem repeats)

P Hde optional

Set the parameters for the run (or accept the defaulits...)

INPUT

C from the EMBOSS databases or a current project file
Sequence(s) O from the local computer/PC
@ from the sequence selector (nucList or protList)

(nucleic sequence(s) only)
select a USAfflename

(ctad .. 3 begin |1 end |6163 Nrev ]
REQUIRED wEQUICKTANDEM Output file(s)
600 Maximum repeat size
37.oldqtan [
20 Threshold score
OUTPUT
(" Table format ) Report format

Program: equicktandem

If you are submitting a long job and would like to be informed by email whn it
please enter your email address in the space below:

Commandline: equicktandem
-sequence ctlad
-sbeginl 1
-sendl 6163
-maxrepeat 600
-threshold 20
-rformat table
-auto

Report_format: table

ot e e e e W W W W W W W

Rundate: Tue 22 Apr 2008 18:40:51

Report_file: .equicktandem.08.04.22:18.40.51/37.qtan

#
# Sequence: 37 from: 1  to: 6163
# HitCount: 2
#
# Threshold: 20
# Maxrepeat: 600
#
start End Score Size Count
763 828 24 4 16
2293 2338 a0 4 11
Executed EMBOSS command line :

equicktandem -sequence ctla4 -sbegin 1 -send 6163 -maxrepeat 600 -threshold 20 -rformat table -auto
wemboss is working at 130.238.34.188 IP address in wEMBOSS Mariawemboss project



Start working on the tutorial




