
  

Indexed 
organism

Pre-align QC Filter

FastP

Pre-filter QC

FASTQC

FASTQ(s)

QC Reports

Post-filter QC

FASTQC
Filtered

FASTQ(s)

Counting

HTSeq / FeatureCounts

Summarize

TXImport

RNA-Seq Expression Pipeline

Alignment *

STAR / HiSat2

QC Reports

Pseudo-Alignment

Salmon / Kallisto

Reference
index

Reference 
index

   Counts per 
   Genes 

Multi Report

MultiQC

  MultiQC 
   Report

CBACBA RNA-Seq Variant Calling

BAM File

BAM File

Merge VCFs

  GATK MergeVcfs  

Filter Variants

  GATK VariantFiltration  

Filtered
VCF

Mark Duplicates

Picard MarkDuplicates

Recalibration

GATK ApplyBQSR

Split reads

GATK SplitNCigarReads

Variant Calling (P)

GATK HaplotypeCaller

   Recalibrated 
BAM

 * from alignment  
     STAR/HiSat2

 Signaling Pathway Analysis

HiPathia
--- Optional
 (P) Parallelization
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