
Sequencing reads
[reads_in/*.fastq.gz]  or

[unmapped_bams_in/*.bam]

Optional:
Target region list
[targets.csv] or 
[targets.bed]

Optional:
SNP list [snps.txt]

Optional:
Probe/primer list

[probes.csv]

Clip and attach
UMIs (if any)

Identify and clip 
primers (if any)

Align to genome
Aligned BAM
files [bams]

Trimmed reads

Calculate alignment 
stats

Alignment stats
CSV

Calculate target 
coverage

Target coverage
CSV [coverages]

Call germline 
variants

Annotate variants
Annotated variant
call CSV [variants]

Perform 
per-basepair 

pileups for targets

Perform pileups 
for SNPs

Target region consensus
 allele count/frequency

CSV [pileups]

SNP consensus
 allele count/frequency

CSV [pileups_snps]

Germline variant calling
Per-basepair pileups
eg. to find low-frequency somatic mutations

eg. to find pathogenic mutations in a patient panel

Optional:
Sample info table 
[sample_info.csv]

Read stats
CSV

Input files
[file name]

Output files
[target rule name]
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