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Reference Genome:
MtbH37Rv_AL123456.embl



• detect drug resistance-conferring mutations and predict drug-
resistant phenotypes.

• The pipeline is rabidly developed so make sure you  use the 
latest version (currently v.4.3.0)

• Run

conda install -c bioconda tb-profiler

• Analysis pipelines is pretty much standardised; the database is 
manually curated database hosted on separate repository 
constantly updated, based on emergence of new evidence for 
the inclusion or exclusion of mutations affect the Accuracy of the 
AMR prediction.

TB-Profiler
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https://jodyphelan.github.io/TBProfiler/

Detailed Manual: https://jodyphelan.gitbook.io/tb-profiler



http://varnomen.hgvs.org/recommendations/DNA/variant/substitution/



https://tbdr.lshtm.ac.uk/



Pros
Simple
UFI
Interactive

Cons
Limit on the size of the 
files 1GB
Batch analysis 
(ONT not supported)
Stable Internet



Let’s Install TB-profiler Please refer to Script_ONT.txt (line 206)

Meanwhile Lets try barcode10 on the Web-based version



✓Fasta (.fna)
✓Fastq (.fastq)
✓Fast5



SAM/BAM
SAM
• The Sequence Alignment/Map file (.sam) is a file format to save 

alignment information of reads mapped against reference genome 
sequence

• It usually starts with a header section followed by alignment 
information as tab separated lines for each read

BAM
• The Binary Alignment/Map file (. bam) is the compressed binary version 

of a SAM file that is used to represent aligned sequences 
• BAM file has an  index file “.bam.bai”
• Not Human readable but you can open it on Artemis (Genome Viewer 

by Sanger) line 263 in the Script_ONT.txt
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VCF
• Variant calling format (.vcf) (unzip it if it is zipped)

• Used to SNPs (Single Nucleotide Polymorphism) and Insertions 
and/or deletions (INDELs)

• Can be viewed in genome viewers or in Notepad

• Developed for large scale data storage 
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Depth is the amount of times a base within a genome has been sequenced. The 
greater the depth, the greater the confidence in the identity of the sequenced base

Coverage



rpoB gene Coverage in 2 sequencing runs

Artemis: line 251



Let’s Have a look at a TB-profiler output 
report 



Very Useful script to collate all data of multiple samples done in 
batches from .json files in a useful way in order to run queries on the 
whole batch.

TB-profile Collate Script

Exercise
Let’s Run the 12 fastq files in the directory fastq_ready through TB-profiler (Please 
refer to line 225 in Script_ONT.txt)

Then collate the data of the 12 isolates (Please refer to line 259 in Script_ONT.txt)



It also produce 3 config files to annotate phylogenetic tree with
• Lineage
• Drug resistance classes (Sensitive, drug-resistant, MDR, XDR)
• Drug resistance calls for individual drugs (filled circles represent 

resistance)

TB-profile Collate Script






