Partek Genomic Suite Training


Import read count data
1. Choose File> Open Zipped Project to import the zip file downloaded from Flow GSA result  
2. [bookmark: _GoBack]Output two spreadsheets:
a. Parent spreadsheet (quant_gene_reads_normalized) contains normalized data, but not log transformed
b. child spreadsheet (gsa_result_for_export.txt) contains GSA results with p-value and fold change etc. information

Add sample information
1. Choose Gene Expression workflow on the upper-right corner of the PGS main window
2. Choose Add sample attributes > Add a categorical attribute to assign groups
3. Edit sample information to view and edit the groups

Data normalization and QC
1. Select quant_gene_reads_normalized spreadsheet, choose Transform>Normalization & Scaling>Columns>Normalization>Log base2 0 offset>output to a new spreadsheet
2. Choose File >Save As Binary Files on the new spreadsheet, name it “log normalized count data”
3. Choose Plot sample histogram to view the distribution of the data
4. Filter out low intensity genes by choosing Filter>Filter columns>Column Filter Manager, to filter exclude columns max <= 5. Choose File>Save as Binary file, name it as “log normalized filtered count data”
5. Plot Principal components analysis on the workflow

Analysis and visualization
1. Select Detect differentially expressed genes, add Treatment as ANOVA factor, setup contrast of group comparisons, make sure to set Yes for Data is already log transformed.
2. On ANOVA result spreadsheet, right click on each row header to get HTML report, dot plot
3. Plot source of variation
4. Create gene list
5. View Venn Diagram when multiple gene lists are selected
6. Select a gene list, choose Cluster based on significant genes to cluster samples and genes

Biological Interpretation
1. Select a gene list, choose Pathway analysis>Partek Pathway>Pathway Enrichment
2. Select log normalized filtered count data” spreadsheet, choose Pathway analysis>Partek pathway>Pathway ANOVA
