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Th-Seq

Michael C. Chao, Séren Abel, Brigid M. Davis & Matthew K. Waldor
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New: Th-seq Analysis Service
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Th-Seq Analysis Service v

» Initial Release, v1: March 2017

» TRANSIT pipeline (in support of Mariner
transposon)

> Interface support
- Single growth condition/Gumbel
- Conditionally essential genes/Resampling
- Uses PATRIC annotations and genomes
> Includes call to BWA via TRANSIT TPP module
- Input: fastq files
- Qutput: wig and SAM files, TRANSIT analysis tables
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Relative Fitness Analysis

Example: MTE essential genes identified using Tn-seq [FLUTE]
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Thn-Seq Analysis v2

» Expected Release, May 2017
» Consider BWA to HISAT?2 for faster alignment

» Genome browser and circular browser
streaming for alignments

» Heatmap representation of log fold change
Treatment vs Control

» Control vs. Treatment volcano plots for
identification of essentiality and for QC

a=PATRIC



Functionalizing Lists of Unknown

TB Entities (FLUTE)

MTB Th-seq data and conditional essential genes
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Working on designing Tn-seq data analysis service,

storage and visualization solutions
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Two in vitro H37Rv strains (wildtype and a knockout)
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