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BenchDesign

func: 
deseq2_run 

post: 
list(pv = deseq2_pv, 

lfc = deseq2_lfc) 
parameters: 

param1 : counts
param2 : coldat 
param3 : ~condition 
param4 : c("condition", "2", "1")

deseq2 func: 
edgeR_run 

post: 
list(pv = edgeR_pv, 

lfc = edgeR_lfc) 
parameters: 

param1 : counts
param2 : coldat$condition 
param3 : ~coldat$condition

edgeR

Data Set

condition
A1 1 
A2 1 
A3 1 
B1 2 
B2 2 
B3 2

coldat

A1 A2 A3 B1 B2 B3 
Gene0001 2 1 5 59 33 17 
Gene0002 559 459 662 5 21 15 
Gene0003 96 34 32 786 615 815 
Gene0004 12 13 5 1 21 6 
...

counts
Gene0001 1
Gene0002 1
Gene0003 1
Gene0004 0
... 

status

assays

pv lfc 

Gene0001 1 4.17239 

Gene0002 1 5.24730 

Gene0003 1 4.06526 

Gene0004 0 0.00000 

... 

groundTruths(rowData)

pv: 
FDR = function(x, y) {.} 
TPR = function(x, y) {.} 

lfc: ...

performanceMetrics

SummarizedBenchmark
b
u
i
l
d
B
e
n
c
h

deseq2 edgeR 

Gene0001 2.89e-04 2.07e-04 

Gene0002 2.85e-23 2.12e-16

Gene0004 2.48e-11 2.46e-09

Gene0005 9.05e-01 8.94e-01

... 

deseq2 edgeR 

Gene0001 3.733 3.677 

Gene0002 -5.391 -5.377 

Gene0003 3.705 3.702 

Gene0004 -0.156 -0.150

...

pv

lfc

colData
param1 pkg_vers ... 

deseq2 counts 1.18.0 ... 

edgeR counts 3.20.1 ... 

Supplementary Figure S1: BenchDesign and SummarizedBenchmark objects from the DE case study, along with
the input data set for the benchmark comparison. Two methods, DESeq2 and edgeR, are included in the BenchDe-
sign. Two outputs are computed and stored in the SummarizedBenchmark for each method: p-values (pv) and
log-fold change (lfc). The outputs and metadata for DESeq2 and edgeR are highlighted in pink and brown for
clarity.
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