Pipeline Design Flowchart

RNA-Seq Pi
getBag getData trimData fastqc alignData countData ac
Teplicate RID
uploadData
species
spike q
endness
count csv
+ species species qcison
replicate - spike <pike
bagt ueibald « endness endness e
4 multiaC |
‘endness
fpkm csv
metadata parseMetadata
trimData alignData
countData
dedup bam makeBigWig
trimmed
i fastqe 3
bam dedupData bigWig

« qcstats €

« qostats







