A

SVclone pipeline

Inputs Processing

SV calls Annotate events

L

« Determine SV directions

2 break-ends per SV « Classify SV events

Bam

Count reads

« Count supporting reads
« Count normal reads

SNV calls
(optional)

Filter variants

* Apply filtering criteria
« Attach SCNA states

Cluster

« Derive variant CCF
from VAF, SCNA, purity
* Cluster variant CCFs

!

Post-assign

* Assign non-clustered
vars to derived clusters

Outputs

_ subclonal SV

SV clonal
composition

B Read count adjustment

DNA-gains
: downscale
counts
(no normal loss)
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