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PPRE Transcriptomics Context

Motivation
> Microarrays still widely used in transcriptomics

now as fast & cheap pre-experiment for deep sequencing

> Need of highly automated systems
too long delays for expert manual/interactive analysis
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e & Transcriptomics Context

Motivation
> Microarrays still widely used in transcriptomics

now as fast & cheap pre-experiment for deep sequencing

> Need of highly automated systems
too long delays for expert manual/interactive analysis

Means S . .
> Formalization of experimental Design

> Simplification
of results and/or manipulations & interactions for user

> Integration
In related databases and mining tools
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GxDb Flowchart: From Biology to Information
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Move out of frame

Experiment 17 HumanEmbryo Time course expression data from early Human embryo Manage Session

description

publication

authors

abstract

pubmedid

geoid
sample_preparation
grog

realexps

The process of early development of mammals is subtly and accurately controlled by the regulation networks of embryo cells. Time course expression data measured at
different stages during early embryo development process can give us valuable information by revealing the dynamic expression patterns of genes in genome wide scale. In
this study, Human embryo expression data were generated at one cell stage, two cell stage, four cell stage, eight cell stage, morula, and blastocyst.

¥ie D, Chen CC, Ptaszek LM, Xiao S et al. Rewirable gene regulatory networks in the preimplantation embryonic development of three mammalian species. Genome Res
2010 Jun;20{6)-804-15.
Xie D

PMID: 20219939
GSE18290
Human embryos were harvested at successive stage from oocyte to blastocyste. Total RMAs were extracted, amplified and hybridized onte Affymetrix micrearrays.

all_people
JRealExp= 237 238 239 240 241 242

Modify these values with the GXManageExperiment PipeWork

Display signal intensity radars with the GXRadarGenerator PipeWork

Input files :

InputRl1
InputR2

Quality and Diagnostic reports :

HumanEmbryo GxDBALLyQCZ.pdf

HumanEmbryo GxDBdiagnl.pdf

HumanEmbryo GxDBdiagn2.pdf

Cluspack heatmaps :

HumanEmkryo dChip heatmap km dpc.png

HumanEmbryo dChip heatmap mm aic.png

HumanEmkryo dChip heatmap mm bic.png

HumanEmkryo gorma heatmap km dpc.png

HumanEmbryo gorma heatmap mm aic.png

HumanEmkbryo gorma heatmap mm bic.png

HumanEmbryo massS heatmap km dpc.png

HumanEmbryo masS heatmap mm aic.png

HumanEmbryo masS heatmap mm bic.png

HumanEmbryo plier heatmap km dpc.png

HumanEmkryo plier heatmap mm aic.png

HumanEmkryo plier heatmap mm bic.png

HumanEmbryo rma heatmap km dpc.png
HumanEmkryo rma heatmap mm aic.png

HumanEnmkbryo rma heatmap mm bic.png

HumanEmbryo wsn heatmap km dpc.png

HumanEmbryo wvwen heatmap mm aic.png

HumanEmbryo vsn heatmap mm bic.png

Differential exprassion :

Display differential expression for 1405 237 238 1
Display differential expression for 1406 237 238 2
Display differential expression for 1407 237 238 3
Display differential expression for 1408 237 238 4
Display differential expression for 1409 237 238 5 ©W0Ifgang RaﬁeISberger’ IGBMC’ 2010
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Stat Testing
Report

(soon)
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0 - s SWE g ! O_PE0 S NTI = i DL -||.II.= )
FEC 100 3 | PR o0 4 LPE & 4 F !
fileName sampleName samplePk repNo % qo.ok use
1 t00LPS_GSMT73424.CEL.gz  LP5_t00 225 1 45 wes ves
2  tO0_LPS_GSM73425.CEL.gz  LPS_t00 225 2 47 wes ves
3 tO0_LPS_GSM73426.CEL.gz  LPS_t00 225 3 45 wes ves
4  tO0_LPS_GSM73427.CEL.gz  LPS_t00 225 4 48 wes ves
5 tO0_PBO_GSM73423.CEL.gz PBO_t0O0 226 1 45 wes ves
6 tO0_PBO_GSM73428.CEL.gz PBO_t0O0 226 2 46 ves ves
T tO0_PBO_GSM73429.CEL.gz  PBO_t00 226 3 46 wes ves
8 t00_PBO_GSM73430.CEL.gz  PBO_t0O0 226 4 43 wves ves
9 t02_LPS_GSM73440.CEL.gz  LPS_t02 227 1 30 no no

Stat Test
Results

4
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— Quality and Diagnostic Reports (pdf)
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Quality and Diagnostic Reports (pdf)
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e GxTools Details

> gxSet - Class

% SIdata (SimpleList, for mult. ExpressionSet)

* AvData (gxAvData, for mult. SimpleList: averages, SEM,...)
* tests (gxTests, for mult extended MArrayLM)

* parameters

% esetRaw (optional ExpressionSet for raw data)

* nhotes

> 2 50 functions separate/isolated functionalities
= 30 fx for accessing data from class ‘gxSet’
export as SQL tables or regular matrixes

> Some speed-optimizations, memory issues

© Wolfgang Raffelsberger, IGBMC, 2010
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