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Data from SF in
format of tar

Unpack data:
untar & unzip

QC.07.09.2013.pl
Aggregate chunks of fastq

files; validate pairing;
Assess quality of fastq files
using FastQC [1] [2]

Review FastQC report: basic
statistics; per base sequence
quality; per sequence quality; gc
content; uncalled bases; sequence
length distribution; duplication level;
over-represented sequences.
NOTE: Analysis specific

Visual inspection
QC review
OK2

Yes

No

QC.07.19.2013.pl
1. Validate proper pairing [2]
2. Reads trimming using
Trimmomatic [3] (adapter
clipping, trimming at 5' and/or
3'end,
filtering short reads and/or
reads with all 'N' bases [3])
3. Run FastQC

Discuss QC issues
to decide further
action on a case by
case basis

Visual inspection
QC review
OK?

Review FastQC report again

Fastq: acceptable quality for
primary analysis
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