Input

* tiff images
(4 per tile)

Int.txt, gcm.txt,nse,txt,

clu.txt, idx.txt, pos.txt
(1 per tile)

_gseq.txt
(1 per tile)

Export files
(1 per lane)
Summary.htm
(1 per flowcell)

Outputs a CASAVA
“build”

(equivalent to1 sample):

Sorted file

(1 per 10 MB bin
per chromosome)
SNP file

(1 per chromosome
per sample)

Exon counts file
(1 per chromosome
per sample)

Gene counts file
(1 per chromosome
per sample)

Splice counts file
(1 per chromosome)
Summary.xml

(1 per sample)

TECHNICAL NOTE: SYSTEMS AND SOFTWARE

GenomeStudio™ Software
RNA Sequencing Module Workflow

Data Acquisition
(Genome Analyzer -
Sequencing Control Software)

Image Analysis
(IPAR)

Basecalling
(Pipeline - Bustard)

Alignment
(Pipline - Gerald/ELAND_RNA)
Alignment to Abundant Sequences,
Splice Junctions, and Genome

Data Aggregation
and Analysis

(CASAVA)

Call SNPs, count exons,
genes, and junctions

L 2
Data Visualization and Analysis
(GenomeStudio - RNA Sequencing Module)

Create Project

(Data Import Wizard)
Import reads, Counts, SNPs
and Pipeline Summary info

. 5
Visualize Data

Filter and Sort Data

Sequence Table
Sample Table
Lane Table
Exon Table
Gene Table
Allele Table
Junction Table

Visualize in GV

. J

E

Generate
Reports

Output

* tiff images
(4 per tile)

Int.txt, gcm.txt,nse,txt,

clu.txt, idx.txt, pos.txt
(1 per tile)

_gseq.txt
(1 per tile)

Export files

(1 per lane)
Summary.htm
(1 per flowcell)

Outputs a CASAVA “build”
equivalent to 1 sample):
orted file

Documentation

SCS
User Guide

IPAR
User Guide

Pipeline/
CASAVA
User Guide

Pipeline/
CASAVA
User Guide

(1 per 10 MB bin per chromosome)

SNP file

(1 per chromosome per sample)
Exon counts file

(1 per chromosome per sample)
Gene counts file

(1 per chromosome per sample)
Splice counts file

(1 per chromosome)
Summary.xml

(1 per sample)

Pipeline/
CASAVA
User Guide

Data is organized by project:

* bsc file

(1 per project)

*bin, *.idx, *.chg

(1 per chrosome per sample)
SNP file

(1 per chromosome per sample)
Exon counts file

(1 per chromosome per sample)
Gene counts file

(1 per chromosome per sample)
Splice counts file

(1 per chromosome)
Summary.xml

(1 per sample)

*.table.data

(1 per project)

*.wizard.data

(1 per project)

Genome-
Studio
Framework
User Guide

Genome-
Studio
RNA
Sequencing
Module
User Guide
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