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Pairwise Differential Expression Results

Name: L1_vs_C1

Dataset Overview

Number of total features: 23,937

Number of filtered features: 12,393

Number of features after filtering: 11,544

Number of analyzed samples: 2

Results

Number of differentially expressed (DE) features (Probability > 0.9): 5,363

Up-regulated (M > 0): 2,655

Down-regulated (M < 0): 2,708

Experimental Design

Sample Raw lib. size Normalized lib. size Condition

C1 19,241,190 24,332,773.402 Reference

L1 35,242,306 30,454,310.168 Contrast

Analysis Parameters

Parameter Value

CPM Filter 1.0

Normalization Method TMM (Trimmed mean of M values)

Number of Simulated Replicates 5

Size of the Simulated Replicates 0.2

Variability 0.02

Contrast Condition L1
Reference Condition C1
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Pairwise Differential Expression Results

Name: S1_vs_C1

Dataset Overview

Number of total features: 23,937

Number of filtered features: 12,435

Number of features after filtering: 11,502

Number of analyzed samples: 2

Results

Number of differentially expressed (DE) features (Probability > 0.9): 6,815

Up-regulated (M > 0): 2,969

Down-regulated (M < 0): 3,846

Experimental Design

Sample Raw lib. size Normalized lib. size Condition

C1 19,241,190 15,257,786.876 Reference

S1 17,282,404 21,832,888.499 Contrast

Analysis Parameters

Parameter Value

CPM Filter 1.0

Normalization Method TMM (Trimmed mean of M values)

Number of Simulated Replicates 5

Size of the Simulated Replicates 0.2

Variability 0.02

Contrast Condition S1

Reference Condition C1
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