POST-ALIGNMENT
RNA-SEQ QC WORKFLOW

BAM files processed
using RNA-Seq primary
analysis workflow

RNASeqQC.09.14.2012.pl

Merge BAM files or Yes
Process individually ? i

Merge BAM files generated using the same
No Fastq files (@PG line in BAM files)
)
RNASeqQCPrep.09.11.2012.pl \

Pre-processing of BAM files
CleanSam, AddReplaceReadGroups, Make
Sequence dictionary, ReOrder BAM [1]

Filter reads with empty quality
string in Col 11 of BAM file

[ EmptyReadBamFilter.09.19.2012.pl

J
A ]
ReOrder BAM, Merge BAM, Sort
BAM, Index BAM [1]
Prepped.BAM
_RRA-SeQC ' Picard metrics
Read statistics, Genomic distribution, CollectRNASegMetrics
rRNA contamination, Strand specificity, . L
Correlation analysis, Coverage metrics, CollectMulnpl_eMetncs,
GC stratification MarkDuplicates
- S - S
Per sample metrics in text files Per sample metrics in text files +
(metrics.tsv) + HTML report Graphical output in PDF format

RNASeqQCReport.09.06.2012.pl

A
Metrics aggregated from individual per
sample metrics files & formatted for
creating tables in Excel

Metrics aggregated across all samples
metrics.formatted.tsv.humanReadable.txt,

insert_metrics_summary.formatted,
alignment_metrics_summary
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