tumor_pair.py -t ensemble

Skewer
trimming

Picard Sam
to Fastq

picard
sort sam

O Step per reasdet

Step on multiple
reasets/samples

f)

% File

——> Input/output
O—> Alternative entry
== Step dependency

Sambamba
merge sam
files

14
run pair
Multiqc

1" 12
10 Metrics dna 13
sample

qualimap

Metrics dna
Sambamba
flagstat

metrics dna
fastqc

Metrics dna
Picard metrics

16

15

Rawmpileup paired

Varscan2

/'-/

-

Merge g
Varscan2

24
Ensemble
somatic

7
7
-/

!

!

\

19 N
Merge R
Mutect2 A

Sambamba Sambamba 18
indel merge mark paired ———>
realigner realigned duplicates Mutect2

20
Samtools
paired

— 2 e e P

\,
\,
\,
.\‘ 3
.'\/
0‘/ -
~.
Sl

Ensemble
germline loh

21 o
Merge filter | / o 2 et )
paired /’ k

samtools G %y

23 ‘&" / 04

Gatk variant
annotator
somatic

Gatk variant
annotator
germline

Conpair
concordance
contamination

N\, T,

- - -~
\ ~.. -
" \'.—..—.-_--—l'

33
Sample Gemini
annotations
germline

Merge Gatk
ariant annotatol
germline

Compute
cancer effects
germline

Merge filter O ‘/
paired vardict ’/ /°
R -
\/ o’/ -
v 7

o s
‘_/‘ o~

~° -n .

T ST T

. »

28
Sample Gemini
annotations
somatic

Merge Gatk
variant

annotator

somatic

Compute
cancer effects
somatic




