jORCA new Features (updated May 2010)

Pipeline execution

In the last jORCA release (November 2009), a user could create a pipeline from the execution
LOG just dragging and dropping it into a Canvas. From this created pipeline, the user could
export it into a SCUFL file and execute it with external programs such as Taverna Workbench
(www.taverna.org).

Now, jORCA is able to create and execute pipelines in a single step. There are two ways to
create a pipeline in jJORCA:

- From the execution LOG
- Using Magallanes (http://www.biomedcentral.com/content/pdf/1471-2105-10-
334.pdf ) workflow creation tool.

Once created the pipeline, JORCA can execute and save it in the favorite list.
How to create pipelines using the execution LOG

Imagine that you have executed a set of tools, which inputs and output are compatible. Just
dragging and dropping them to the LOG canvas in the same execution order produces a
pipeline.

Let’s illustrate it with an example, execute the following tools (use INB testing repository-
chirimoyo.ac.uma.es) :

- Execute getAminoacidSequenceUMA with: DQA1_HUMAN.

- Use the output to execute runNCBIBlastp1l : (right click on the file system area and
click on Exact compatible tools > runNCBIBlastpl)

- Use the output to execute getBestHitsFromBlast: (right click on the file system area
and click on Exact compatible tools > getBestHitsFromBIlast)

- Click on getAminoacidSequenceCollection on the favorites list and drag the result file
from the getBesthitsFromBlast tool.

- Click on runClustalwFastUMA on the favorites list and drag the result file from the
getAminoacidSequenceCollection tool.

- Use the output to execute runCreateTreeFromClustalw: (right click on the file system
area and click on Exact compatible tools > runCreateTreeFromClustalw)


http://www.taverna.org/
http://www.biomedcentral.com/content/pdf/1471-2105-10-334.pdf
http://www.biomedcentral.com/content/pdf/1471-2105-10-334.pdf
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Now click on the log icon u and open it, the executed tasks will be shown:

Executed tasks in JORCA

Repository; IME Testing repository chirimoyo.ac.urma.es
Parameters: [Null,DGAT_HUMARN]
Status: FINISHED

| »

() Tool: runMCEIBlastp1 Date: 26 Apr 2010 11:09:33 GMT Where: chirimoyo.ac.uma.es
pository; ME Testing repositary chirimoyo.ac.urma.es
arameters: [Null,DJarCA FilesigetiminoAcidSeguence A 2010.04.26.13-08-1]
atus: FINISHED

(Tool: getBestHitsFromBlast Date: 26 Apr 2010 11:10:39 GMT Where: chiimoyo.ac.uma.es
pository; ME Testing repositary chirimoyo.ac.urma.es
arameters: [NUll,0:WJarCA FilesirunMCEBIBIastp1.2010.04.26.1 3-09-1],[null, Expected_value],[null,0.02],[null 5]
atus: FINISHED

(Tool: getAminoAcidSequenceCollection pate; 26 Apr 2010 11:11:06 GMT Where: Mango.ac.uma.es
pository: INE Testing repository chirimoyo.ac.uma.es
arameters: [Null,0WorCA Files\getBestHitsFromBlast. 2010.04.26.13-10-4]
atus; FINISHED

(Tool: runClustalwF astUa Date: 26 Apr 2010 11:15:45 GMT Where: chirimoyo.ac.uma.es
Repository: INE Testing repository chirimoyo.ac.uma.es
[null,DdarcA

Status: FINISHED

Parameters: ¢ . ., i inoacidSequenceCollection. 201 0.04.26 131 0-1] [null, 0.5],[rull, 41, [null, 1 0.0] [rull, 5] frull, ELO SUM] [null 1],

(@ Tool: runCreateTreeFromClustalw Date: 26 Apr 2010 11:15:58 GMT Where: Mango.ac.Luma.es
Repository: [NE Testing repository chirimoyo.ac.uma.es

Parameters: [null,DWarCA FilestrunClustahwFastUmA 2010004 26.13-15-11]

Status: FINISHED
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Drag and drop the tools in order into the white canvas, you will get this graph:

Drag a tool from the green icon to this Canvas (Tools must match 1/0)

AminoAcidSequence

GenericBequence

Clustalw_Text

Clear layout H Export H Execute in JORCA




Click on export if you want to get a SCUFL file, click on execute in jORCA to launch the
execution panel.

On the left of the execution panel, the pipeline will appear, on the right the parameters to be
completed.

Pipeline execution * w

[] save intermediate results

AminoAcidSequence

getAminoAcidSequenceUMA parameters :

ID Skieg(Simate)

runNCEIBlastp1 parameters :

getBestHitsFromBlast parameters :

getAminoAcidSequenceCollection parameters :

runClustalwFastUMA parameters :

runCreateTreeFromClustalw parameters :

Genericseguence

Output parameters :

Clustalee_Text

runicregteTreeFromClustahy 201004 26.16-43-1
Newick_tree tewick  Text(Simple)

Only the first tool parameters and the outputs are shown to be

completed by the final user. All the drag and drop and data-conversion
features from jORCA are also available in this panel. If the user wants to
configure any parameter such as the Clustal gap distance, clicking on
the arrow these options will be displayed.

Some tools have more than one mandatory input, if this happens the
tool name will be color in red. Also, a tool output could match with
more than one input of the next tool, if JORCA detects this; it will ask
the user about which parameter use.

The execution is quite simple, imagine that you don’t want to change

any default parameter, and there’s no other mandatory input that the
first one. Complete the string parameter with DQA1_HUMAN. Just click
on the “Launch” button and the execution will start.

jORCA monitors the execution coloring the different tool boxes in the
graph, and also allows saving the intermediate tools’ results.

runCresteTreeFromClustale



The user can also save the pipeline in the favorites list clicking the button with a star in the
panel or export it to a SCUFL file.

Pipeline execution * w
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How to create pipelines using Magallanes
Any workflow found using Magallanes is executable with jORCA’s pipeline module.

We will use the proposed workflow by Arnaud Kerhornou and Roderic Guigd in
http://bioinformatics.oxfordjournals.org/cgi/content/full/23/14/1831 as an example to

illustrate this feature, click on Magallanes workflow composition icon w and write
fasta_NA in the first text box (Source) and press the arrow down keyboard button to select
FASTA_NA_Multi, in the target text box write Newick and press the arrow down keyboard
button to select Newick_Text. Click on Inheritance to de-select this option.

Now click on generate workflow.

Main r Pipeline execution |/ Pipeline execution |/ E4 Magallanes WFﬁ|

Workflows
Source: jurn:lsid:biomoby.org:objectclass:FASTA_NA_multi - ‘ Generate
Target: jurn:sid:biomoby.org:objectclass:Newick_Text w | [ | Inheritance

Generating Workflow...



http://bioinformatics.oxfordjournals.org/cgi/content/full/23/14/1831

The minimal path from both data-types will be displayed, if there is more than one option all
the possibilities will be displayed.
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Double click the tools that you want to use in the pipeline (runMatScanGFF-
runMultiPairwiseMetaAlignment) and once there’s a pipeline, right click on the graph and
select the “Execute” option.

Mewick_Text

[J Compact
MicroArrayData_Text le Unicla (Ctrl-Z)
Redo (Crl-Y)
Export
Execute

Meta_Alignment_Text (€

DMASequence

FASTA_MA_multi

jORCA pipeline’s execution panel will open. You can test this pipeline creating a
FASTA_NA_Multi object with this content:

>PDEF_ENSG00000124664 PDEF:NCBI36:6:34632070:34632569:-1:TSS predicted
GGCCCACAAGCCTCGGGATCCCTCCCCAGGGTTCTCTGAAGCTCTCTCCATCCCTGGCCT
GAGTAGCCAGACAGCACCTCCTCCAGGAAGCCCTCACTGATTTCCCTAGTTGGTGCCCAC
CCTCAGTGCCCCCTCAGTCCTCCATCTGGGCATGGGTGGTTCTGGATCTCCACTGCTGCT
CACTTGTCTGTCTCTGGCCCTCAGCTGATCCATCTTAGAACCCCAGCCCTGGACCCACTC
GACGTATCTCTGGCGCCTTGCACGTAATATGAGCTGAGTGGCTATGCAGCAACCAATGAA
CGAGTGAATGAGCGAGTGAATGAATGAGTCCCCTAGCTGTCAGGGCATGGATCCCCCAGC
AAGGAGGGGGAGACCTGCAAGGGTTAATCAGGAGCCTGCCTGTGGTCTGAGGTAAGCAAG
GAGTGTATTTGTTCAGGTAAATAAGGAAGGATTACTTATAATGGGARATCAGGCCCTGGC
CAACTCTTCATCTCGCGGCT

>H2AFO_ENSG00000203812 H2AFO:NCBI36:1:148088752:148089251:1:TSS predicted
GAAGATGTCGTTGAGGAAGGAGTTCATGATGCCCATGGCCTTGCACCAGATGCCGGTGTC
GGGGTGGACCCGCTTCAGCACCTTGTACACGTAGATGGAGTAGCTCTCCTTGCGGCTGCG
CTTGCGCTTCTTGCCGTCTTTCTTCTGGGCTTTGGTGACGGCTTTCTTGGAGCCCTTCTT
GGGAGCCGGCGCGAACTTTGCAGGCTCAGGCATGGCCAGACCCAAGACCGACACCGACCC
CCGAGAACGCAAGCAGAGCGGTAGGCTCGGGGTCTACCGGAAACGACTGTGTACTTACAG



AGGCTGTGCGCATGACGCTGCGTTATGGTTCGCGAGTTTTCCGCGGCGCGCAATGCGAGG
GAGACGAGATTATGTARATGAGTGGATTCTGGCTGAGCTATCCTATTGGCTATCGGGACA
AAATTTGCTTGAGCCAATCAAAGTGCTCCGTGGACAATCGCCGTTCTGTCTATAARAAAGG
TGAAGCAGCGGCGTTTTCGG

>H2AFO_ENSG00000183558 H2AFO:NCBI36:1:148081103:148081602:-1:TSS predicted
GAGCTGGCGTACTTGGTGACCGCCTTGGTGCCCTCGGACACGGCGTGCTTGGCCAGCTCG
CCGGGCAGCAGCAGGCGCACGGCCGTCTGGATCTCCGGGACGTGATGGTGGAGCGCTTGT
TGTAGTGCGCCAGGCGGGACGCCTCTCCCGCGATGCGCTCGAAGATGTCGTTGAGGAAGG
AGTTCATGATGCCCATGGCCTTGCACCAGATGCCGGTGTCGGGGTGGACCCGCTTCAGCA
CCTTGTACACGTAGATGGAGTAGCTCTCCTTGCGGCTGCGCTTGCGCTTCTTGCCGTCTT
TCTTCTGGGCTTTGGTGACGGCTTTCTTGGAGCCCTTCTTGGGAGCCGGCGCGAACTTTG
CAGGCTCAGGCATGGCCAGACCCAAGACCGACACCGACCCCCGAGAACGCAAGCAGAGCG
GTAGGCTCGGGGTCTACCGGAAACGACTGTGTACTTACAGAGGCTGTGCGCATGACGCTG
CGTTATGGTTCGCGAGTTTT

>PSMD7_ENSG00000103035 PSMD7:NCBI36:16:72887682:72888181:1:TSS predicted
TTCTAGCCCTAGTTACGCAGTAATATAACGACAGGTGG. CCTGCAGGTTGCCACGTTC
ATTGCAAAGTGTCCACAGTAAAGATAAAGGAGARATTCCCCCGGCAATGAAAACGAGAAT
GAGATAAATTACCAAATTACATTAAAAGCGTGCTCTTATGTTAGAGATTTAAAGTTCCTC
TCAGAAATCGCGGAGGATTTTGACCTGAAGCAAAAGTGAACTTCTTCCGGGTGGTAGAAA
AGTAAACTGTCAACTATTTACTTTGGGGGGGTGGCGGGGGGAGGGTGCTGGGAAGGAATT
GAGGCGAAAAGCCTCTGCAGGTGACGGTACAGGCCAATACCAGGAGGTCAAGTCGCCGGT
GTCCCTTCGGCCCTTAAGTCCAGGG. CGCACGGC GATTCCCGCC
TTTCTCCAGCCCTTTCTCCGCCCACARATGACGGCGGTGGCGAAGATCCGGGCCCGCCGC
GCGAGGCACTCTGGGAGCGG

>NUCKS_ENSG00000069275 NUCKS:NCBI36:1:203986028:203986527:-1:TSS predicted
GATATTCCTTGATTATGATCCTGCCTCTCTACTCCAGCAGCCTCATTTGGTCCCTGAGGG
TTAATGCCGAAGCCAGGGTAAGGGGCTTGTAGGTTTAAGGTCAAATTTTTTGAACCTAAG
GAATTTCCCTCCAATTCTGTAGCAGCCCCGCAGTGACGAATCTGCTGCCTCTCCCACGGG
TTTTGCTATTAGAGGATTTTCAAGGTGATCAAGGCAGACGAGATGAAACACCATTAAACT
AACACTGAGCAACGCTGAACCCTACATAAATCTTTTTTTCTAGTCTTTCTAAGATACGAC
CCCAGACGAATCTGCAACTCTGGAGTGGAAACCAGGGGGCGGGCTAAGCAGCGACCATTT
TTGTTTTGCGGCCGTGCGCTCTCAGAGCATCTTGACTAACAGGACCCCCACGGTGAAGGT
GGAGCCTATCAGAGAGCAGGGCGGGGCCTGGAAGACGTGATGATTCAAACGGACTAATGA
TCTGGGCGCATCTGGCAGAA

>FLJ10111_ENSG00000092098 FLJ10111:NCBI36:14:23685436:23685935:1:TSS predicted
AGGCAGGAATCTGGGAATCCCCGAGAAGTGAAGGCACTAGCGAGATTGGGGGAGTTCTCT
GGCACTGCTTGGTCCCCTGAACCACCCAGCTTGGCCTCCACCCAAGAGGGTTCTATGACC
CCTTCCTGGCCTCCGATTCCCCATTACCTGTTTGCGGGCTTCCCCGCTCAGGCGCACCCC
ACACGGCTTGGCCATGCTGCTTCAGTCGCTAGATCTCTGGTCTCCCGGCTAGTCGCCCGG
GCTTTCGCTTTCACTCCCCAGGTCCAGGCCCGCCCCCCTCAACCCCGCCCCCTTTCTTCT
TTCCGCCCCCCTCCTCCCGCTGGCAGGCCGCAAGCAGTAGGTAGCCCCTCAGCCATTCCC
AGCCAGTTGCCACTAGGAGAGGCGGTGCTGGCTGGGTCACAGTCCAGGGGCTGCCCGAGG
GAGGGGCTAGGGTAAGTGGGACCGCGGAGACTGGAGCGGGGGCTGTCCCTCGGAGAGGGG
CGGGGCTTATAGCTAGGGCC

>SQSTM1_ENSG00000161011 SQSTM1:NCBI36:5:179180003:179180502:1:TSS predicted
CTGCCACCGCGGCAGGCTGACCATGGCAGGGTCGGAACAGCAACCTGAGAGCCAGCTTGT
TCTGGCCAGCAGTGCCCACTGGGCGACCTAGCAGCCTCCTGATATGGGGGCTGTGTCCCC
CTCTCCCTGCACTGGGTACCCCCAACTGAGGATATTGCTGAGTCATGGCCAGGCCCAAGC
CTGGGAGGGGCGAGGGGCTGGACCCCCGCCAGTACCCTGATCCCAGGTGCAGAGGCTGGA
GCCCAGGCCTGTATGAGTGCCAGGGCCGGTTTCCTGGGGTCCTTGGTGCACCGGGGCAAT
GAAGAGAGGGGTCAGCAAT! C CTGGAGC TAGCGGGGAAGG
GGAGAGTAGTGAAGGGGCCTCTGCAGGGCGGCTCTCGCGCCGCGACGACGGTGGCGGGGG
CGGGGAGGGCGCGAGAGACTCCGCCCCTCTCGAGGCGGGGCGGGGCCTCCGCGTTCGCTA
CAAAAGCCGCGCGGCGGCTG

>PSG9_ENSG00000183668 PSG9:NCBI36:19:48465521:48466020:-1:TSS predicted
GGGTCCCTCTCACCAGGCAACACACAGCTCACCCACAGCACAATGGGGTGTCACTGTGAC
AGGGACCTGGTGCATCTCCAGCCTCCTGCACTGAAGGGGAGAGCCAGATGGGGATGAAAG
AGGGTAAAAGGCATGAATGTGCACCCCAACCCAGAGCCATGGGGACAGCAGGAGGCTGAG
GCCCAGGACTGTGCTTGCCCAACCTGCAGGGTATGTGCCTGACTGTGTGGGTCTGTGTGT
GTCTCTTCTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTCTGCACAARAGTGTGT
GTTGAGGTTTGGTGAAAGAATCACTGCTGAARAAGGCAGAGGCCTCCACAACTCCCAGGG
ACCTGAAACACAGACAAAAGGAAAAACAGAAGGAGGGACAAGGAGGCAGGACTGAGAGAG
AAGGGGACAGAGAGGTGTCCTGGGACTGACCCCGCCCATGAGCTTGAGAAGTGCTCCTGC
CCCGGGAAGAGGCTCAGCAC

>PSG3_ENSG00000189231 PSG3:NCBI36:19:47936467:47936966:-1:TSS predicted
AAAAGGAAGGTTCCCTCTCATCAGGCAACACACAGCTCACCCACAGCACAATGGGGTGTC
ACTGTGACAGGGACCTGGTTCAGCTCCAGCCTCCTGCACTGAAGGGGAGAGCCAGATGGG
GATGAAAGAGGCCAAAGGGCATGAATGTGCACCCCGACCCAGAGCCATGGGGACAGCAGG
AGGCTGAGGCCCAGGACTCTGCTTGCCCAACCTGCAGGGTATGTTTCTGACTGTGTGGGT
CTGTGTGTGTCTCTTCTGTGTGTGTCTGTGTGTGTGTGTGTCTGCACAARAGTGTGTGATG
AGGCTTGGTGAAAGAATCACTGCTGAAARAAGGCAGAGGCCTCCACAATTCCCAGGGACCT
GAAACACAGACAAAAGGAAAAACAGGAGGGACAAGGAGGCAGGACTGAGAGAGGAGGGGA
CAGAGAGGTGTCCTGGGCCTGACCCCGCCCATGAACCTGAGAAGTGCTCCTGCCCCGGGA
AGAGGCTCAGCGCAGAAGGA

>PSG6_ENSG00000170848 PSG6:NCBI36:19:48113884:48114383:-1:TSS predicted
AGACACGATTAGAAAAAGGAAGGGTCCCTCTCACCAGGCAACACACAGCTCACCCACAGC
ACAATGGGACATCACTGTGAAAGGGACCTGGTGCAGCTCCAGCCTCCTGCACTGAAGGGG
AGAGCCAGATGGGGATGAAAGAGGGCAAATGGCATGAATGTGCACCCCGACCCAGAGCCA
TGGGGACAGCAGGAGGCTGAGGCCCAGGACTGTCCTCGCCCAACCTGCAGGGTATGTGTG
TCACTGTGTGGGTCTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTCTGCACAAAGTGT
GTGTTGAGGTTTGGTGAAAGAATCACTGCTGAAAAAGGCAGAGGCCTCCACAATTCCCAG
GGACCTGAAACACAGACAAAAGGAAAAACAGA AGGACTGAGAG
AGGAGGGGACAGAGAGGTGTCCTGGGCCTGACCCCGCCCATGAGCCTGAGAAGTGCTTCT
GCCCTGGGAAGAGGCTCAGC

>PAPPA_ENSG00000182752 PAPPA:NCBI36:9:117955392:117955891:1:TSS predicted
ATAAGTGGGGGGAGTGAGGGAGGGAAAAAAAGCAAGCAAAACAAAACAAAAACAGGAATG
TGTGTTTTGAGCAGGAAT:! T CGTA. TGTGTACAGAATTTCAT
TAAATTGTTACTTTAAGATTGTCTCCTTAAAAAAARAAAAARAARAARAGAGAGAGAGAGAG
AGAGAGAAAAGGAGGGGGTGGTGGAGAAGCGGGAGCGAAGGAAAGGAGGCAARAGGCAAA
GTGAAGGAAAGCTGGATAGCTCGGCCTCTCCAAACTGATTGATTAGTCATGATCCCCGCA
GTTTTAACAGGGACTCATTCAATTGGGAAGGTGGAGCGCTGGGGAGCAGATTAGCATACG
CTTGTTTACTCATCTTCTGAGGGATTTTTTCCCCCTCTTTCCTTTCATTTTGAGAAGAAG
GAGGGAGGGGAGGGGGGACTTGGGGGGGGAGAAGGGGGCTGTGGCTTGTGTTATAAAGGA
CGCAAAAAATAAATAAATTA

>CSH1_CSH2_ENSG00000136488 CSH1:NCBI36:17:59327648:59328147:-1:TSS predicted
TCAATGGTGCTCAGAACCCCCACAATCTATTGGCTGTGCTTGGCCCCTTTTCCCAACACA
CACATTCTGTCTGGTGGGTGGAAGTTAAACACGCGGGGAGGAGGARAGGAATAGGATAGA
GAGTGGAATGGGGTCGGTAGGGGTCTCAAGGACTGGCTATCCTGACAGCCTTCCCCGCGT
TCAGGTTGACCAACATGGCCTGCAGCCAGAGGGCACCCACCTGACCCTTARAGAGAGGAC
AAGTTGGGTGGAGTCTGTGGCTGACACTCTGTGCACAATCCTTACAACACTGGTGATGGT
GAGAAGGGAAAGACGACAAGCCAGGGGGCATGATCCCAGCATGTGTGGGAGGAGCTTCTA
AATTATCCACTAGCACAAGCCCGTCAGTGGCCCCATGCATAAATGTACACAGAAACAGGT
GGGGTCAAGCAGGGAGAGAGAACTGGCCAGGGTATARAAAGGGCCCACAAGAGACCGGCT




CTAGGATCCCAAGGCCCAAC

>CYP19_ENSG00000137869 CYP19:NCBI36:15:49403414:49403913:-1:TSS predicted
TATAAATCGGCTTTGTTTTATTCACTCTTATTTCTATGTTAGCATCTTTGGAAAAATTCC
TAAACTTATTTGGGAACAAATTGTTATTATATGAGGCTAATGGTACCTAGAAATAACTAG
AATAATTCCCAAGAAGTTATGCCTTTATAAAATATTCATCTTTGGCAATGACCAGAAATG
TCTACCTTTACATAAATTAGTGTGTCCACTCTTTTTGGGGCTGGTGGGGTGTCTTCTGAC
TGGCCTTCATGTGTGGGAATAGCCCCATTCCAAGTGCTGCTTGATTGTAAAATTGGACCA
AGCCTGTCATCACACTGCCCAGTCTTTGGGTAGGGGGAGCTGAGAGATTCTGTGAATATT
GTCAGAAGGGACATGTTTTTGGATAGGGAGGGAAAAAAAGCAAGATCCCCAGGTCCCCTG
ATTTTAACCATGACGTAGAAAACTCCACACAGACCCTCCTCCCTTCCGCCCTGGCACAGA
GTCCCGTTGTCCTTTCATAG

>ADAM12_ ENSG00000148848 ADAM12:NCBI36:10:128067056:128067555:-1:TSS predicted
CCAATCTATCAACGTAAAACCTAACACTGTTGATCAAAAGTAACGCCCAGGTGTCTTGTG
CCTGCGAGTCCAAGCTTGTTTCTCGGGCGAGAGATGCCCCTTTGGGCGCTTAGGGCCGGG
CGGGGTCGCGCGCCGGGCTGTGGGCCGCGGTGGAGACCTGACCCGCACTCCGAGGGTTCC
CAGAGAGCCGGGGAGCGAGTAGCAGAGTCATCGTTTCCAGCTTCAGCCTGAAAAGCTGGA
CCGTGCCGCCGCATGTGCGCTTGGCAGCCGGGCGCCCCGGGCCCTGCGGCCACATCATCC
TGGGGCGGGGACGTGTGCGCTCCGGGCGCCCGGACGCCACTGAGCCACGTCTGAGCCGCC
CACCCTCGGGGGTGAGCGAGCCGCGGCTCGGGGCGGGACCCTGGCGGGGGGACCCGAGCG
GTCTCTAGGACCCGCGGGACGCCGCCAACTGGCGGGGGTGCGGGGGAGACAATAATTTGT
TCCGCGGTAATAAGAACGGT

>PSG5_ENSG00000204941 PSG5:NCBI36:19:48382478:48382977:-1:TSS predicted
AGAAAGGAAGGGTCCCTCTCACCAGGCAACACACAGCTCACCCACAGCACAATGGGGTGT
CACTGTGACAGGGACCCGTTGCAGCTTCAGCCTCCTGCACTGAAGGGGAGAGCCAGATGG
GGATGAAAGAGGGCAAAGGGCGTGAATGTGCATCCCGACCCAGAGCCATGGGGACAGCAG
GAGGCTGAGGCCCAGGACTCTGCTTGCCCAACCTGCGGGGTATGTGTGTGACTGTGTGGG
TCTGTGTGTGTCTCTTCTGTGTGTGTGTGTCTGCACAARAGTGTGGTTGAGGTTTGGTGAA
AGAATCACTGCTGAAAARATGCAGAGGCCTCCACAATTCCCAGGGACCTGAAACACAGACA
AAAGGAAAAACAGAAGGAGGGACAAGGAGGCAGGACTGAGAGAGGAGGGGACAGAGAGGT
GTCCTGGGCCTGACCCCACCCATGAGCCTGAGAAGTGCTCCTGCCCTGGAGAGAGGCTCA
GCACAGAAGGAGGAAGGACA

>TFPI2_ENSG00000105825 TFPI2:NCBI36:7:93358002:93358501:-1:TSS predicted
ATATATTATAAGCCTGTATTAAATGTAAATTAGAACTCGATTGAAATCTGTGTGTATARA
TATAAATATACACTTATTTACATTTCTAATCTAATCTGAAGGTCCATTGCAACGAATCCC
GCTCCGCTCTGACCCAAGAACTCCGCACTTTCTCTCCACCAGCCTTTCAAATACCTGAAC
TTCATGCCTTCAAGAGGTGGATTCCGGCTTCTTTACAGCGCAATCACTAGCAGGTCATTT
CCGTCTAGCTTGCAGATTTCCCATTACTGACACAAACGCTCCCTCAGGGCGTCCCCGTCT
GGACTACAGGAGAAAGTTTGGGAGGCAGGTTCAACTTTTCAACTTGGCGGGGAATTCCTC
TCCCTCTTACACAGTTTGCAGCGCGGGGGCGGCGGGGTGACAGTCCCCGTGCATGAATCA
GCCACCCCTCAGGCTCCGCCCCGGCGGGGGTCGGCCGGACGCTCGCCCCGCATARAGCGG
GCACCCGGGCCGCCTGGAGC

>PSG2_PSG4_PSG7_ENSG00000124435 PSG2:NCBI36:19:48401631:48402130:-1:TSS predicted
CCAAGCTAGACACGATTAGAGAAAGGAAGGGTCCCTCTTACCAGACAACACAGAGCTCAC
CCACAGCACAATGGGACGTCACTGTGACGGGAACCTTGTGCAGCTCCTGCACTGAAGGGG
AGAGCCAGATGAGGAAGGAAGAGGGTAAAGGGCGTGAATGTGCACCCTACCCCAGAGCCA
TGGGGACAGCAGGAGGCTGAGGCCCAGGACTCTGCTTGCCTAACCTGCAGGGTATGTGTG
TGACCATGTGGGTCGTGTGTGTCTCTTCTGTGTGTGTGTGTGTGTGTGTGCATCTGCACA
AAGTGTGTGTTGAGGTTTGGTGAAAGAATCACTGCTGAAAAATGCAGAGGCCTCCACAAT
TCCCAGGGACCTGAAACACAGACAAAAGGARAAACAGGAGGGACAAGGAGGCAGAACTGA
GAGAGGAGGGGACAGAGAGGTGTCCTGGGCCTGACCCCGCCCACGAGCTTGAGAARATGCT
CCTGCCCCGGGAGGAGGCTC

Pipeline execution * E

[] save intermediate results

fromFASTAToDNASequenceCollection parameters :

runtlatScanGFF
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- N
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runMatScanGFF parameters : [£]

runMultiPairwiseMetaAlignment parameters : [=]

FrunSOTACIUStering. 201004 26.17-27-3

runSOTACIUstering. 201004 2617-27-4

Launch pipeline



Once the execution has finished, the user can visualize the results using one of JORCA’s Newick
tree viewer. (Han M.V. and Zmasek C.M. (2009). phyloXML: XML for evolutionary biology and
comparative genomics. BMC Bioinformatics, 10:356. Zmasek C.M. and Eddy S.R. (2001) ATV:
display and manipulation of annotated phylogenetic trees. Bioinformatics, 17, 383-384. )
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Bugs fixed

- The favorite list search feature was bugged.



