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There are three possibilities to import proteome sequence data into JVirGel:

Import data in XML format over thimternet
Import sequence files in FASTiarmat

Import sequence files in EMBlormat

1. Import Datain XML format over the Internet

1. The simplest way to import proteomic data isXiMeL -l mport function of JVirGel. Just click on
the computer icon in the toolbar to open XL -Import dialog:
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2. Select an organism. If you want JVirGel to predict the Sec-dependent secretome or the membrane
subproteome enabsignal peptide prediction and respectiveliransmembrane helices
prediction by checking the corresponding checkboxes.



£ Prodoric XML-Im port

Select an organism

|Escherichia coli (strain K12) - |

Mumber of prokein sequences in database:

Options

Signal peptide correction| Gram-negative bacteria -
Membrane helices prediction
[ ] Create new group

|(Start | |x Cancel |

Note: The prediction of transmembrane helices may take some minutes depending on your
hardware and the selected organism.

3. To start the XML-import just click thetart button. Be sure, that your firewall allows JVirGel to
connect the database.
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4. Congratulations, you have just created your first virtual gel !

2. Import Sequence Data in FASTA Format

1. In order to import your own sequence files in FASTA format, click o®©ghen icon in the
toolbar. After selecting your FASTA-file tHEAST A-import dialog appears:
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2. If you want JVirGel to predict the Sec-dependent secretome or the membrane subproteome
enablesignal peptide prediction and respectivelyransmembr ane hdices prediction by
checking the corresponding checkboxes.



2 Protein Import

~File Info

File: |C:'|,D|:ukumente und EinstellungenikhiEigene Dateien irGel-Paperiscerevisiae.fasta

Recognized file tvpe: |F.ﬁ.ST.ﬁ.

Qrganisr: |

Conkent: |

~Import Settings

Prediction of signal peptides Eukarya v]

Prediction of membrane helices

Note: The prediction of transmembrane helices may take some minutes depending on your
hardware and the number of imported proteins.

3. Congratulations, you have just created your first virtual gel !
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3. Import Sequence Datain EMBL Format

Note:

e \We highly recommend to ugeM BL Genome Reviews with JVirGel. You can download these
files from theEBI webserver.

e The downloaded files need to be unzipped and renamed to "*.embl".

1. In order to import your own sequence files in EMBL format, click orOben icon at the
toolbar. After selecting an EMBL file tHeM BL -import dialog appears:
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http://www.ebi.ac.uk/GenomeReviews/files/

2. If you want JVirGel to predict the Sec-dependent secretome or the membrane subproteome
enablesignal peptide prediction and respectivelyransmembrane helices prediction by
checking the corresponding checkboxes. Furthermore, JVirGel is able to fredict
Adaptation ndices CAl) if you check the appropriate checkbox.

£ Protein Import

File Info

File: |F:\BAD00013. embl

|
Recognized file bvpe: | EMEL |
|
|

Drganism: |Nn:-5tn:n: sp. PCC 7120
Conkent; |5358 proteins
Import Settings

[ ] Calculation of codon usage bias

Prediction of signal peptides aram-negative backeria -

Predickion of membrane helices

|f1m|:u:|rt | |x Cancel |

Note: The prediction of transmembrane helices may take some minutes depending on your
hardware and the number of imported proteins.

3. Congratulations, you have just created your first virtual gel !
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Matching of Experimental and Virtual 2D Gel

1. As a first stefimport aproteome

2. Choosd ools->Matching Exp. and Vir. Gel:
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3. Select your experimental gel image

Note: Gel image must be ipng, .jpg or .gif format

4. Select a protein that should be set as landmark from the list on the left side:
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5. Click on the corresponding part of your experimental gel to set the landmark:
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6. Repeat step 5 for definitagleast 5 landmar ks equally distributed throughout your
experimental gel

7. Misplaced landmarks can be removed using the remove function:
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8. The correlation between your landmarks and the predicted pl / MW can be checked by choosing
theRegression-tab and clicking orshow Regression
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In order to view the virtual 2D gel click the buttéirtual Gel in the toolbar:
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10. To identify proteins within a specific gel region choosd deatification icon in the toolbar:
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11. Select the region of interestdiyagging the mouse (moving while holding the left mouse button
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12. Afterreleasing the mouse button you must enter a name for the selected protein group.

13. Allidentified proteins are displayed in a hew group:
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103 Prokeins:

Crganism | Shortname | TMame | pI{pH) | cpl{pH) | Tv(kDa) |
Pseudomon, .. AidE probable ac... 5,981 6,157 60,351 |
Pseudomon,,,  AnkA anthranilate. .. 5,868 6,495 I
Pseudomon.,,  AprF alkaline prot,., 5,778 5,615
Pseudomon,,,  AruD succinylghat, .. 5,807 6,343
Pseudomon, ., BetC choline sulfa, .. 6,089 5,743
Pseudomon. .. Biod adenosylme, ., 5,834 5,887
Pseudomon, ., Cobl Precarrin-s ... 5,656 5,535
Pseudomon, .. Cobd cobyric acid ... 5,957 5,55
Pseudomon,,, CredC Ewao-compan. .. 5,717 5,541
Pseudomon, ., CysG siroheme sv,., 5,86 5,583
Pseudomon, .. Dgt deoxyguano... 6,063 5,792
Pseudomon, .. Dht dibedropyri,.. 5,744 5,688
Pseudomon. .. FleR Lwo-compon, .., 5,948 7,298
Pseudomon... GapE, gapM  probable ghy,.. 5,964 6,617
Pseudomon, .. &gt gamma-glut... 5,811 5,682
Pseudomon, ., GlkD glutamate ... 6,042 5,229
Pseudomon... Hpad 4-hydroxyp... 5,656 5,671
Pseudomon,,, HpoC S-carboy-2,.. 5,964 6,653
Pseudomon, ., Hutl urocanase 5,906 5,685
Pseudomon, ., Ihal threonine d... 6,025 6,02
Pseudomon, . Ivaz threonine d... 6,067 6,066
Pseudomon,,, LeuC Z-isopropyl,., 5,842 5,723
Pseudomon. .. Mdca, malonate de. .. 5,08 5,535
Pseudomon, .. Mdoc conserved h, .. 6,529 5,953
Pseudomon, ., Mmsa methylmalon. .. 5,954 6,285
4] |
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