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GenoBrowser is preparing the install4j Wizard which
g will guide vou through the rest of the setup process,

Ll ]| Cancel |

Welcome to the GenoBrowser Setup
Wizard

This will install GenoBrowser on your computer,

It is recommended that you close all other
applications before continuing.

Click Mext to continue, or Cancel to exit Setup.

19SMO.IgOouan)

Figure 1 Setup Wizard ready to install GenoBrowser
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Select Destination Directory
Where should GenoBrowser be installed? H(
Select the Folder where vou would like GenoBrowser to be installed, then click Mext,
g Disque local {C:) w |
The program requires at leask 103,55 MB of disk space.,
[ < Back ” Mgk = ] [ Cancel l
Figure 2 Select destination directory for GenoBrowsr
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Select Start Menu Folder
Where should Setup place the program's shortcuts?

~

Select the Start Menu folder in which you would like Setup to create

the prograrm's shortcuts, then click Mext.

Create shortcuts for all users

[ ] pon't create & Start Menu folder

[ < Back ” Mext = ” Cancel ]

Figure 3 GenoBrowser setup ready to install shortcais
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Information

Please read the following important information before continuing.

When you are ready to continue with Setup, click Next.

~

GenoBrowser installation was successful.

Wi genostar.com

If you have problems with GenoBrowser, send an email to

respond as promptly as possible,

Genostar web site at www.genostar.com

You can find docurmentation about GenoBrowser on the Genostar web site at

support@genostar . comdescribing the problem. Technical support will

For GenoBrowser upgrades or to renew your GenoBrowser license, check the

Figure 4 GenoBrowser installation successful

Wizard

by selecting the installed icons,

Click Finish to exit Setup.
Fun GenoBrowser
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Figure 4 GenoBrowser setup complete

Completing the GenoBrowser Setup

Setup has finished installing GencBrowser on
your computer. The application may be launched

3

/3

"%



GenoBrowser ense Agreement

Pleaze carefully read and accept the terms in the license agresment below

SOFTWARE END USER LICENSE AGREEMENT

[GenoBrowser]

IMPORTAMT: THIS SCOFTWARE EMC USER LICEMSE 1T 15 A LEGAL T
BETWEEM ¥OU 3€" HEREIMAFTER REFERRED TO AS "CUSTOMER" - AMD GEMOSTAR,
READ IT CAREFULLY BEFORE COMPLETIMG THE IMSTALLATION PROCESS AMD LISIMG
THE SOFTWARE, IT PROVIDES A LICEMSE TO USE THE SOFTWARE AMD COMTAIMS
WCARRAMTY IMFORMATION AMD LIABILITY DISCLAIMERS. BY TMSTALLIMG AMD LISIMG
THE SOFTWARE, YOU ARE COMFIRMING YOUR ACCEPTANCE OF THE SOFTWARE AND
AGREEIMG TO BECOME BOUMD BY THE TERMS OF THIS AGREEMEMT.

1. Licensa Grant

1.1 Subject to the terms and conditions hereof, Genostar grants to Custorner a non-exclusive, non-
transferable and non-sublicenzable licenze to uze, in object code Fornat, the present Genostar3E™s
software and comesponding do o, (the 3 sE00).

O] ' accept the terms of the license agreemerﬂl

' I do not accept the terms of the licenze agreement

Figure 6 Accept license agreement

/o T "

License is expired
Please choose one of the options below

) | have & valid license file

- i weould like to purchase a license

| = Back H Mext = | ‘ Eintsh || Cancel |

Figure 7 Renewing your GenoBrowser license
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Get License
Please use one of the ways below to get a license
You may obtain a license by

& visiting our site ot Genostar web site
# contacting sales st info@genostar.com

Please click the Hext button after getting a license.

[ EBacH | [ mext= | [ Einish | [ caned |

Figure 8 Get your provisional GenoBrowser license
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License Location
Please specify the place where a valid license is located

Location: “ I J

[ <Back || pest = | [ Enisn | [ cancel |

Figure 9 Read in the provisional license file
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License Requires Activation
Please use one of the ways below to aclivate your license

® fackivale Offine]

| <gsct || net> | [ Finish | [ cancet |

Figure 10 Activate your provisional license to fullicense
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Activate License Offline
Please use one of the ways below to activale your license

License Number: aenobrovser

[ |

Activation Key:  LHJYM-UPSJQ-FRQDS-U3MD-LGBLY

You may activate this Bcense by:

[ <Back | [ wext= | [ Evish | [ cancel |

Figure 11 Copy the activation key number and send to Genostar
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GA_ls LocatedOn | L GA_Feature

annotation : annotation
origin : string

quantitative Confidence : float
origininfo : string
qualitativeConfidence : string

toPosition : integer
fromPosition : integer
featSequence : sequence
featLength : integer
orientation : string

GA Seguence

seqData : sequence L
seglength : integer sequence

Figure 15 The Object "Feature" (yellow box on the ight) is connected to the Object "Sequence"
(vellow box on the left) through the Association "sLocatedOn" (blue box in the center)
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Figure 16 GenoBrowser Data Manager
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[ Information |"Annotations | Sequence | Documents |

Card name

Card content |

standard_name
db_xref
citation
functian

gene

product
eC_number
cog

note

BE_0ODL {UniProtkB, Swiss-Prot.OS1035;
[EMBL:AAEAS356.1 {LniProtkE/Swiss—ProtO51035), .

Uncharacterized protein BB_0001 {UniProtks/Swiss..

standard_name
E_0001 {Urd FrotKB/Swiss—_Frot: 051035}

Walidate

Reset all

Figure 17 GenoBrowser Properties Viewer with four ndex tabs
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Figure 21 Query Tool window shows graphic query andesults returned
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Figure 22 Building a query in Simple mode
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Figure 6 Choose the file Bburgdorferi_ AEO00783_GRat from Genome Reviews and select Open
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Figure 36 Query constrained to find only CDSs withat characterized protein
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Figure 37 Define the second step of a Query as asgociation (GA_IsLocatedOn)
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Figure 39 Select the "User Sequences" constraint ithe field Find in
'/ 3 8. 13
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Figure 40 Completely defined query, in the form Obgct-Association-Object,
with Constraints defined on the GA_FeatCds Object ad the GA_Sequence Object
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Figure 41 This query has returned 62 CDSs that arbnked to an uncharacterized protein
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Figure 42 Create a new Collection of individual CDS
from the results of the Query
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Figure 43 The Map Viewer shows the 62 CDSs retriedgrom the query
in the Borrelia burgdorferi chromosome map
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Figure 44 Zoom in on the Map Viewer to see individal CDSs
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Figure 46 Save GenoBrowser workspace into the deftidolder
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Figure 47 Your manipulations of the data have beeraved into a Workspace that can be opened later
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Figure 48 GenoBrowser start center

Look In: |EcennBruwser v| @ @ @ E

3 Externals
|jGennData
|j Lerzions
_' EMEL_Borrelia_burgdorer wsp

. CrnnBrmaser titnrial B horgdodferd wsp

File Mame: |CenJBrn\rrseruturial B buradarferinsp |

Filez o” Type: |Wnrks:ace files *unsp r |

Figure 49 Loading the GenoBrowser Tutorial Workspae
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Figure 50 Object Collections folder expanded
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Figure 51 User sequences folder expanded, showing&quences in the Objects Panel
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Figure 52 Query Collections Folder expanded, showinPredicted CDS highlighted in Objects Panel and
query in Tool Panel Query Window (Advanced mode)
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Figure 53 Map Viewer as displayed upon opening thEenoBrowser Tutorial Workspace
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Figure 54 Use theChange selected objects appearamgaphics tool
to change the background color of a set of CDSs
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Figure 55 Use the Transparency slider to lighten t background color of a set of CDSs
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Figure 56 Map Viewer showing a large number of supémposed CDS predictions
G % #" i #o" -

$.'= 12 8 "% ".58%!2
$'= 12 358% "% 8

5 rz " "H#H % R 2 8 "2
358%

" "3 "o 812



Figure 57 Red and blue show unique CDSs, and purpihows common CDSs,
calculated from different sources
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Figure 58 Select CDS 000022 from the Collection Bfrokov predictions
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Figure 59 Superposition of TIGR/Genbank CDS BB002and Prokov-computed PRK_CDS_ 000023,
overlapping with the Prokov-computed PRK_CDS_000022
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Figure 60 Popup shows superposition of TIGR/GenbanikcDS BB0021
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Figure 61 BlastX similarity hit BLX_NSIMILARITY_000 112
highlighted above CDS PRK_CDS_000022

/"3 ! % " A
$ # 3;5 N
C
" /1" C # "5 7
3/"/ 5 C /" " # 8
" N % /"3
# 8 " -

Figure 62 BlastX results show QUEA BACSU protein oBacillus subtilis
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Figure 63 BLX_NSIMILARITY_000113 corresponds to theQUEA_BACSU protein
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Figure 64 Select the blue CDS GBK_CDS BB00021 toesiés properties
1 8 1 " /1" C " 5 C

+ o /" $ /| E "+ F /" NSI2S A
" /" 2,2 oo 4G'6 MIs; A

Figure 65 CDS GBK_CDS_BB0021 product annotation itsenBank
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Figure 66 BlastP results for CDS PRK_CDS_000022
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Figure 67 Manually updated Annotations data for CDSPRK_CDS_000022

Figure 68 Manually updated Annotations data for CDSPRK_CDS_000023



