TUXEDO RNA-SEQ
ANALYSIS FLOWCHART

Fastq files processed using
Pre-alignment QC workflow

rnapipe.cfmaker.05.31.2013.pl

Bowtie Index & Referﬁ -

Genome annotation o
(Ensembl, UCSC or NCBI)

Software versions + options
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(RNACONF & MDCONF) - Cufimerge
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Sample labels + comparison groups
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Comparisons between individual
conditions or groups of conditions

TopHat
Splice-junction Aligner
Bowtie
Short-read aligner

Cufflinks
Transcriptome Assembly

Cuffmerge
Merge individual assemblies

Cuffdiff
Quantification &
differential expression

Output files for following groups: GENE, ISOFORM,

Cuffdiff

CDS, TSS_GROUP (*_exp.diff, *.fpkm_tracking,
*.count_tracking, *.read_group_tracking)

output files

CummeRbund
Over-dispersion plots,
Cross-replicate variability,

FPKM distribution, Pair-wise

scatterplots, Clustering, MvsA

plots, Volcano plots, Distance
matrices, PCA plots

PDF report of global
profiling plots
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Cuffdiff DEGReport

Generate counts of DEG features based
on user-specified thresholds (p-value,
g-value, Fold-change, FPKM)

Index BAM files; tdf
files; wig files

Visualize in IGV
or UCSC
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