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Transposons: what are they?

The transposase recognizes the inverted repeats at the end of the 
transposon and also recognize the target sequence, in which it makes a 

double-strand break and insert the transposon.

Transposable elements range from:

• simple insertion sequence (IS) elements

• composite transposons composed of a pair 
of IS elements that bracket additional genetic 
information for antibiotic resistance or other 
properties



Transposons: How do they move?

• Within or between 
genomes.

• By replicative or 
“cut-and-paste” 

mechanisms.

The enzyme called transposase mediates transposon movement:



Transposons: history and importance

Transposons were originally discovered as “controlling elements” in maize by 
Barbara McClintock in the mid-1940s.



Transposons history in bacteria

“Transposons can be used as tools to 
manipulate the genes of bacteria, 

phage or plasmids in ways which are 
otherwise difficult or impossible” 

Kleckner et al., 1977

In the 1960s and 1970s, transposable
elements were isolated in bacteria whose
amenability to genetic manipulation
facilitated both detailed molecular studies
of the transposition process as well as the
development of transposons as molecular
tools.



Transposons importance in bacteria

One of the major goals in bacterial genetics is 
to understand the genetic mechanisms 
underlying the phenotypes of interest.

Transposons were widely employed as 
random insertion mutagens

both at a genetic and genomic level and have 
contributed significantly to gene discovery in 

bacteria mainly through loss-of-function 
screening.

The transposon insertion tool in bacterial 
genomes has been utilized extensively for the 
study of bacterial pathogenesis and biology.



Transposon mutagenesis in bacteria

Phenotype of interest

Localize the transposon position

Making transposon jump in vitro
in order to loss the function of the gene(s) 

responsible for that phenotype 

genetic mechanism?

Which is the gene disrupted 
by transposon insertion? 



Making transposons jump in vitro

In vitro transposition reaction requires:

➢ Transposon terminal inverted repeats

➢ Purified transposase

➢ DNA target substrate

➢ Reaction buffer

The in vitro transposition 
reaction, that can proceed with 
high efficiency, have been used 

to generate genomewide
insertion

mutations in a diversity of 
bacteria. 

Hayes, 2003



Example of classical transposons mutagenesis application

Background
Ferric Uptake Regulator (Fur) depletion makes Pseudomonas aeruginosa cells severely 

defective in colony growth on solid media.

Aim
Investigate the mechanism(s) underlying the inhibitory or toxic effect of the lack of 

Fur-mediated repression on colony development.

Method
by performing transposon mutagenesis screening in order to select

transposon insertion derivatives of the fur mutant able to grow on MH agar plates.



Example of classical transposons mutagenesis application

Result
the screening of almost 30,000 transposon insertion mutants led to identify 3 clones whose 

colony growth phenotype resembled that of the wild-type strain .



Limitits of a classical transposon mutagenesis approach

The necessity to assess the phenotype of each mutant individually requires considerable 
amount of labor and time thus limiting the total number of mutants that could be 

screened.

…
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Present: applications of transposon mutagenesis

With the advent of high-throughput molecular biology 
approaches such as rapid nucleotide sequencing, an enormous 

advance in the use of transposon mutagenesis as powerful 
genetic instruments was made.

It is now possible to sequence many transposon mutants 
simultaneously allowing genome-wide analyses.



Transposon Insertion Sequencing

Transposon insertion sequencing (TIS)

Is the most recent incarnation of
transposon-based genomic analyses.

Is a group of similar techniques
that combine transposon
mutagenesis with massively
parallel sequencing (MPS)

It requires:
1. The construction of a transposon insertion library
2. Growth of the library in defined in vitro or in vivo conditions
3. MPS of the transposon junctions of the population at the start

and at the end of the experiment
4. Define the frequency of each mutant in the population in order

to quantify the fitness of each gene in each condition.



Strenghts of Transposon Insertion Sequencing

• Experiments are performed with pooled transposon libraries

• Critical tool to help interpret the mounting levels of genome
sequencing data being generated

• Sensitive enough to detect even minor changes in mutant fitness

• Precise enough to be able to assay not only genes but also
intergenic regions, promoter regions and essential protein domains
within coding regions



Transposon insertion sequencing workflow

This library of transposon 
insertion mutants can 
then be grown under 
selective conditions.

High-density transposon insertion 
library containing multiple insertions 
in every non-essential genomic locus 

is created

Transposon mutagenesis is used 
to create a pool of insertion 
mutants in which ideally all 

genomic loci have been disrupted 
at multiple sites. 

High-throughput 
sequencing is used to 

quantify all transposon 
junctions.

Chao et al., 2016

Genomic features that have disruptive
transposon insertions with a decrease 

in frequency over
experimental selection are assumed 

to be important
for fitness in the test conditions



Variations of the TIS approach

Experimental parameters that vary among TIS studies:

❖ selected transposon;

❖ complexity of the transposon libraries generated (number of independent 

mutants per library); 

❖ the constraints imposed by the experimental conditions chosen;

❖ reliability with which representative DNA libraries are created and sequenced;

❖ downstream data normalization and statistical methods involved in TIS 

analysis. 



Transposon sequencing methods

van Opijnen and Camilli, 2013



Transposon sequencing methods

Tn-seq
Transposon sequencing

INSeq
Insertion sequencing

TraDIS
Transposon-directed 

insertion site 
sequencing

HITS
High-throughput 

insertion tracking by 
deep sequencing

Common features:

• Purification of gDNA from a 
poooled population of mutants

• Cleavage of DNA

• Attachment of one or more 
adaptors to the DNA to 
facilitate PCR amplification

• MPS of the amplified 
fragments

• Determine the location of the 
transposon and the relative 
abundance of mutants 
containing a transposon at this 
site

Similar methods
Advantage: shorter sample 

preparation protocol

Similar methods
Advantage: applicable to any 

transposon



TraDIS approach
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