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Requirementsfor Microarray Analysis
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Gene Annotation Sour ces
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Function Express. Architecture

MGA MAC
Local DB Chlp Data
NI
N/

Integrated
DB
(Oracle 9i)

| ndividual

=]

@ \ Local DB

Chip Data
Gene Annotations

Bioinfor matics Core

L aboratory




Gene Annotation: CHIPDB
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Function Express. Use Cases

* View expression of all genesthat aretranscription
factorsor all geneson chromosome 1

* View expression of selected genes across
experiments conducted in different species

* View literature-based gene networks



Function Express. Description & Features

o C++ WindowsApplication- 27,063 lines of code

 Features

— Real time acquisition of gene annotation- Data
Warehousing & Link Integration M odels

— Raw/Transformed data plotting
— View expression of probesetsin context of annotation

— View expression of orthologous probesets in other
experiments

— Literature-based gene networks- Biological Process
prediction



Function Express. Login & Auto Update
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Function Express. FileMenu
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Creating and Opening Virtual Experiments
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Function Express. Gene lnfo Spreadsheet
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Function Express. Filters

Chip Data Filter x|

[lze Chip Drata Filker to filker probeszets according to condition applied on on Chip Data fields. It alzo allows vou to do group querying on Chip
Data and apply tranzsformations.
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= Clustering Parameters

Function Express. Analysis Tools
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Function Express. ViewersMenu
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Single Probe: Avallable Viewers
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y GO:0006935 | chemotaris 39 5.15E-67
GO:0002009 | chemokine activityg 23 1.15E-38
GO:0006955 | immune response 42 1.37E-A
GO:0006954 | inflammatony rezponze 36 1.43E-31
GO:0007267 | cell-cell signaling 32 21E-27
GO:0005125  cytokine activity 27 B.44E-22
GO:001E6493  C-C chemokine receptor activity 13 3.05E-20
GO:0007186 | G-protein coupled receptar prat... 30 2.B4E-17
GO:0001584 rhodopsin-like receptar activity 2 3.68E-16
GO:0005576 | extracellular 30 1.05E-15
GO:0006968 | cellular defenze rezponsze 14 1.06E-14
GO:0007204 | cytozolic calcium jon concentra... 11 B.22E-13
GO:0004330  G-protein coupled receptar acti... 18 1.15E-11
GO:0004950 | chemokine receptor activity a8 1.61E-11
GO:0019735 | antimicrobial humoral responze ... 3158E-9
GO:0009615 | rezponge to virug 34E9
GO:0005387 integral to plazma membrane 9.34E-9
GO:0006374 | calsium ion homeostasis 1.57E-8
GO:000&328  cell motility 2.04E-3
GO:0005615 | extracellular space 5.74E-8
GO:0042092 | T-helper 2 type immune response 2.BBE-7
GO:0007165 | zignal transduction 3.83E-7
GO:0045028 | puninergic nuclectide receplor ... 5.8BE-7
| |G0:0005525 | saluble fraction 1.08E-B
GO:0015026 | coreceptor activity B.ESE-B
GO:0016434 | Cx-C chemokine receptor acti... 7.45E-B
] GO:0019955 | cutokine binding 1.45E-5
GO:0006952  defensze rezponze 359ES
GO:0045080  pozitive regulation of chemokin... 417E-5
GO:0045131 regulation of isotype switching 417E-5
GO:0008953 humoral immune response 7.48E-5
GO:0007E31 feeding behavior 8.37E-5
GO:0004333 | neuwropeptide ' receptar activity 0.0001 03
GO:0030593 | neutrophil chemotasxis 0.0001 4
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Available Viewers

Gene Info Probes
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Future Directions

Co-clustered genes
\
_ Retrieve masked promoters
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— Analysisservic : _
Make alignments and determine
conserved regions
* Analyze promote&se o y

I CYulatcu Yol Ic crooter's

Search for conserved, overrepresented, Search for conserved, overrepresented
known transcription factor binding sites t of novel motifs
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— Annotation services on ®aB| G '

Search for conserved modules of
regulatory elements



