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[bookmark: _GoBack]Figure S1. Workflow for analysis of sequencing data from the yeast spliceosome targeted sequencing panel. Kindly provided by University of Wisconsin Bioinformatic Resource Center. See Materials and Methods section for a detailed explanation.
image1.png
(- astq.gz)

Adaptor trimming; qualtty fitering

Trimmed Reads

Merge paired ends to amplicons

Amplicon Sequences

Alignment

Local Realignment

‘Aligned Reads

Variant Calling

Variant Calls

Variant Annotation

Reference
genome ( fa)

skewer

: BWA
Reference indexing

FLASh

Reference
index

BRC CoverageTools

BWA

GATK

5

Alignment QC

Coverage Report
(html, *bed)

RTG-Tools
Variant Statistics

SNPEF

Summary

lignments
(-bam)




