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The GeneFisher web application(s)

GeneFisher (1996): a web application for interactive PCR primer design.

GeneFisher

Institutions: Bioinformatics Bielefeld
Chris Schleiermacher - Folker Meyer

Query D._L180963779_24197

Primer Design

Primer Parameters

‘Max. mumber of primer pairs retumed: <8 16 Molimi
Set primer length: From 15 lto 18 bp.
Set GC content: From 45|10 65 %
Set melting temperature T : From 42 |to/55 |°C.
Set Product Size: From 90 |10 500 [bp.
Set primer degeneracy: 0 fold
Allow rultiple occurrences: 1 occurrence(s)
3' Clamp Parameters
Set 3 length: 4 I
Set max. 3' degeneracy: 0 fold.
Set3' GC content: From 45 [to/55 |
End primer with: gAd:g::_m
Submit Query
Acceptyour choice LOK |
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The GeneFisher web application(s)

GeneFisher2 (2006): AJAX-based reimplementation of GeneFisher.

BiBiServ

Bielefeld University Bioinformatics Server

Ed

Administration

GeneFisher2 - Submission

Enter the sequences of your project in the felds below
Yourinput can be single- or muliple-, Welcome
aligned- or unaligned-, nucleotide- or aminoacid-sequences in EASTA format

Submission
Click here for example DNA or example eminoacid sequences, References
here you can remove our example Manual

Contact

sequence upload
Choose

paste files in here:

checkinput > >

Reset
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GeneFisher: Process and Components

GeneFisher logical process:

DNA

multiple protein . i
. protein
multiple DNA Back- Consensus
Input = - translation |Calculation _
single protein Primer
Calculation

single DNA
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GeneFisher: Process and Components

GeneFisher logical process:

multiple protein Multiple

- -. Alignment @5 cecin
multiple DNA Back- Consensus
Input = - translation |Calculation _
single protein Primer
Calculation

single DNA

(SIBs for) the required services at BiBiServ:

SequenceML_fromFasta AlignmentML_fromFasta ClustalW_Request DCA_Request JETI JETI

[? [ ¥ ¥ BatCons gf_z2000
Z

SequenceML_toFasta AlignmentML_toFasta ClustalW_Response DCA_Response
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GeneFisher-P: Basic Version

[external]
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GeneFisher-P: Component Taxonomies

[£+{= hininformatics

= wisclustal

= wsdhfetch

= wsemboss

= wsfasta

I;I {= wsinterproscan

- 0 wSImerProScan_Checkstatus
(0 wSInterProScan_GetResults
- welnterProscan_Poll
[ wslnterProscan_RuninterProscan

= wsmpsrch

= wsmuscle

{= wssranps

= wstcoffee

= wewublast

(= ukg

[ BioInfError

----- O HORBITMessage

= de

{54 518s (Taxonomyy ™
B Data Retrieval
O WSDBFetch_FetchBatch
O WsDEBFetch_FetchData
[ WeDBFetch_GetDhFormats
O WSDEBFetch_GetFormatSties
O wsDEBFetch_GetSupportedDBs
[ WSDEFetch_GetSupportedFormats
[0 WsDEBFetch_GetSupportedstdes
(= Multiple Aligments
{2 Analysis Tools
= EMBOSS
(= InterProscan
== Similarity Searches
B {= Fasta
- (0 wisFasta_Pall
+( wiSFasta_CheckStatus
- WSFasta_GetResults
[ wiSFasta_RunFasta
= WiBlast
{= ScanPs
{= MPsrch
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sher-P: Local Checking

=
CraphSIE: Multiple 4equen(e Alignment
default

v

%’meik\l

& Jlﬂlse true
Z

Sequence toFasta  SequenceML_toFasta 1 AhgnmekawFasm AlignmemNLwFasILl
default default default

v v v

Declare var

‘'sequence’ Declare var. 'siqueﬂce-file‘_l Declare var. |sequence'_2

LocalChecker - Info Window (alliresults)

Results:

Description

Lamprecht, Margaria, Steffen (Go, P, DO) GeneFisher-P June 13, 2007 8 /16




GeneFisher-P: Model Checki

Current atomic propositions:

errormessage_3 = [error]
errormessage_4 = [error]
Read Sequence(s) = ]

BioDOM_Fasta2SequenceML = [remote]

Select Input File = [inputselection]
Single or Multiple Sequences? = []
Nucleic Acid or Protein? = |]
Sequences OK? = []

If input ok = [inputcheck]

ForkSIB = ]

JoinSIB =[]

Declare Variable "input_ok’ = ]
View Sequences = ]
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GeneFisher-P: Model Che

Natural language:
"No remote service is invoked
before the input is checked.”

Comutation Tree Logic (CTL):
AWU(—remote, inputcheck)

(On all paths it is the case that
remote does not hold until
inputcheck does.)
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error:

Read Seduence(s) errormessage_3
default

Declars Varidble nput_ok'
default

orkSIEN
Thread!  Thread2

View Sequehces Sealences OK?
deiz aefault

Jeilsig
defaut

Ifinni# ok
true

A\
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GeneFisher-P: Execution

il

Read seduence) errormessage_3

default

Declare \lan*\e ‘input_ok'
default

false

K
Threadi Thread2

d b

View Sequinces Seqfences OK?

de.metaframesjabe.sibhelpers.ui.Viewel

012d73bb51 31k

ution [Ganzfishar) =S

Always on 10p

[ lgnore breakpoints

Threads | Context" History |

Thread: [(all Threads) -
Thread | siB Branch

Genefisher.2 Declare variable 's... default
Genefisher.2 Declare variable 'n... default
Cenefisher.2 Declare variable 't... default
GeneFisher.2.Cra... Select Input File clefault
Genefisher.2.Cra... Read Sequence(s)  default
GeneFisher.2.Gra... Declare Yarialle 'i... default
CenefFisher.2 Cra.. ForkSIB

Input Yalidation.Fo... View Sequences errar

Jourinpus, (=[x

Datei Bearbeiten Projekt Dokument Ansicht Lesezeichen Extras g i) Are your input sequences alright?
= o R, B ¥ .
_;@OQHM#.Ow»; _l.%
8 | phuman
£
5
E 4
2 | gtgctagtttatasataat “smus: EXECUTING_STEP
3 | >baboon
+a
)
o | atoctggtttatamataat
£ | >male
e
o

Lamprecht Steffen (GO, P, DO)

June 13, 2007

11 /1



GeneFisher-P: Compilation (1)
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sher-P: Compilation (2)

Name .CenrerFlshrerl

Generator ||de metaframe. jabc.genesys. generators. JawaClassExtruder vH

% Description ' .= Arguments |,

----- = mainClassName: Cenefisher

~e maodel: fhomefanna-lena/Deskiop /2007 -06-10 NetTAB-Material/GeneFisher/CeneFisher. xml

IS packageMare: de uni-goe.genefisher

= & dependentModels (StrictCollection)

@ [0]: fhomefanna-lena/Deskiopf2007-06-10 NetTAB-Material/GeneFisher/Multiple_Sequence_Alignment. xml|
© [1]: fhomefanna-lena/Deskiopf2007-06-10 NetTAB-Material/GeneFisher/Primer_Cesign. xm|

© [2]: fhomefanna-lena/Deskiopf2007-06-10 NetTAB-Material/GeneFisher/Input_Yalidation.xml

@ [2]: fhomefanna-lena/Deskiopf2007-06-10 NetTAB-Material/GeneFisher/BatCans. xml

< putputFolder: fhomejanna-lena/Deskiop/2007-06-10 NetTAB-Material/GeneFisher/comp

© apiMode: true

Par. |mainClasshame (String)

enefisher |
Model model | |Please use the two combo boxes on the left to determine which of the arguments displayed in the tree

abowe specify a) the root madel from which the generation starts and b) its dependent models {.e,

Submodels |dependentModels submodels). All neccessany values will then be set for you automatically using the model which is

currenthy active in jJABC as well as its submodels

@
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ations of GeneFisher-P

o Example 1: o I— >()

¥

Using alignment tools from the WCustaw RunClusaty  Reauest Error
default
EBI, e.g. the ClustalW web / i
service. / [ E——
;‘_/ WSC\usla\W_[hEEi“ tus Response Error
) EXample 2: .," default defaul\f\
. . ’ ‘."‘ v .
Data retrieval with the EBI's f (©)—we—>[F)
DBFetch. .‘I‘ Ru?r:mg? sleep
' v
o Different levels of interactivity. | (@)—mse—s(])
Finished properly? ErrorMessage
@ Selection of alignment tools at g
runtime. faise Sh—emor >D
WSClustalW_Poll Ws Error
default
| v
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ations of GeneFisher-P

(D)

@ Example 1: &

Using alignment tools from the Tihlechgaen  WSErTor
EBI, e.g. the Clustal W web o
. v
service. /
/ [:]
,'/ StringArray 25tring
/ default
o Example 2: ¥
Data retrieval with the EBI's
DBFet Ch ‘I.‘ Declare \"a‘;\:’:\;:\npu(_uk“
| ¥
false
o Different levels of interactivity. E\
orkS|
| Thre;dl Threa\dZ
. . \ ,}/ o
@ Selection of alignment tools at | Dh K
ru ntime- II"‘- View Sequénces Seq)f;ntes ok?
\ default default
i N ¥
o N b
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GeneFisher(2) GeneFisher-P

Presentation Presentation

Hardcoded Workflow Flexible Processes

(Orchestrated Services)

. User Intervention Area
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The End

Thanks for your attention!

Questions?
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