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	Parameter
	Setting

	Create fusion gene table
	No

	Create report
	Yes

	Create list of unmapped reads
	No

	Additional downstream bases
	2000

	Exon discovery
	No

	Minimum read count fusion gene table
	5

	Maximum paired distance
	400

	Minimum paired distance
	100

	Minimum length of putative exons
	50

	Minimum number of reads
	10

	Maximum number of mismatches (short reads)
	2

	Organism type
	Eukaryote

	Use annotations for gene and transcript identification
	Yes

	Expression level possible values: Genes, Transcripts
	Genes

	Unspecific match limit
	10

	Additional upstream bases
	2000

	Count paired reads as two
	No

	Use colorspace encoding
	No

	Minimum exon coverage fraction
	0.2

	Minimum length fraction (long reads)
	0.8

	Minimum similarity fraction (long reads)
	0.8

	Expression value
	Read Per Kilobase of exon Model value





Sy omate

™

i

s

[Crse TraTumappes s

[Ewn

EFEEE

T S TR

[Vt e o

E

(T

TR O S

EE|

Ve e TR ST

il

e o g

T
i

e

il

T

ey

T R F o

e S S T

e




