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14 samples Alignment: STAR (hg19)
3'Lexogen Gene quantification: EIM Algorithm
2 test groups: Normalization: DEseq2
. Ctrl Gy
. 2.AG Flooring: <1 set to 1

Batch correction: for donor
2 time points:

. 4 hrs (n=3)

. 24 hrs (n=4)

Trimming: exclude genes
with a mean expression <10 reads
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Present genes
11.852 genes

2way-ANOVA

(Benjamini-Hochberg
FDR-adj. pVal <0.05)
1.485 variable genes
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INTERPRETATION

Principle component analysis

GO term overrepresentation analysis
Gene set enrichment analysis
Hallmark genes analysis
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