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Abstract 
 

Temperature-sensitivity (TS) is often used as a way to attenuate microorganisms to 

convert them into live vaccines. Studies indicate that live vaccines are often necessary for the 

complete clearance of certain pathogenic organisms. In this work we explore the use of TS 

genetic circuits that express lethal genes for their potential utility as a widely applicable approach 

to TS attenuation. Here, we use restriction endonucleases as the lethal gene products. We tested 

different combinations of TS repressors and cognate promoters controlling the expression of 

genes encoding restriction endonucleases inserted at four different non-essential sites in the 

Escherichia coli chromosome. We found that the presence of the restriction endonuclease genes 

did not affect the viability of the host strains at the permissive temperature, but that expression of 

the genes at elevated temperatures killed the strains to varying extents. The location of the 

genetic circuit cassette in the chromosome was critical, and insertion at the ycgH site led to 

minimal cell death. Induction of the TS circuit in a growing culture led to a pre-mature leveling 

off of the optical density, and a shift in the number of cells that could exclude a dye that 

indicated cell viability. Incubation of cells initially grown at low temperature and then suspended 

in phosphate buffered saline at high temperature, led to about 100-fold loss of cell viability per 

day compared to minimal loss of viability for the parental strain. The Dual strain containing two 

different genetic circuits was found to have reduced escape frequency compared to single circuit 
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strains. However, strains carrying either one or two TS lethal circuits could generate mutants that 

survived high temperature. These mutants included start codon deletions as well as upstream 

deletions of the TetRD1 encoding gene as well as complete deletions of the lethal gene circuits. 
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CHAPTER 1: INTRODUCTION 

 

1.1 Perspective on Synthetic Biology  

Synthetic biology aims to solve real world problems with the engineering of biological 

parts, systems and organisms. Over the past two decades, the field has rapidly expanded to 

impact areas including molecular biology, biotechnology, therapeutics, energy and environment. 

Utilizing microorganisms for different purposes often presents unique biological problems – 

large or small – that require practical solutions such as the design of genetic circuits and switches 

that allow for the control over microorganisms. Controlling microbes has important commercial 

value in, for example, the production of cleaner and more renewable biofuels (d‟Espaux et al., 

2015), the bioremediation of polluted sites (Liu et al., 2015) and the design of new and improved 

drugs and vaccines (Ruder et al., 2011). 

There are two main approaches for engineering microbes, rational design and directed 

evolution. Rational design posits that one can rationally design parts, systems and organisms 

using a wealth of knowledge from literature, bioinformatics and well-characterized genetic tools. 

In contrast, directed evolution employs multiple rounds of random mutagenesis followed by a 

screening and selection process. Directed evolution is almost always paired with high throughput 

capabilities to increase the likelihood of eventually encountering the desired property. The main 

advantage of directed evolution is that one does not need to fully understand the mechanism of 

the activity of interest (Giger et al., 2013). Currently this makes it the more appealing approach 

for engineering microbes over rational design, as the latter has been troubled by the 

unpredictable behaviour of biological parts occurring together in vivo (Kwok, 2010; Way et al., 

2014; Luo et al., 2013). This unpredictability can be linked to the complexity of biological 
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organisms and the incomplete understanding of gene regulation. Conversely, recent advances in 

the directed evolution field such as Multiplex Automated Genomic Engineering (MAGE) have 

increased its attractiveness. This technique allows for large scale programming and evolution of 

cells in vivo by being able to target multiple genomic sites simultaneously using specialized, 

automated machinery (Wang et al., 2009). However, few investigators have access to this type of 

machinery and thus its use is limited. Despite the difficulties of applying rationale design to 

genome engineering, it can be the preferred approach when a desired phenotype can be 

programmed with a simple genetic circuit, such as described in this work. Therefore the literature 

was drawn upon, employing many current synthetic biology techniques in order to rationally 

design genetic circuits in E. coli to render strains TS. These TS E. coli strains could have 

important applications in the design of TS attenuated vaccines and in the biocontainment of 

microorganisms. 

 

1.2 Engineering temperature-sensitive microorganisms 

 Engineering a microbe‟s maximum and minimum growth temperature allows for control 

over spatial and temporal survival. All organisms have a natural upper and lower temperature 

limit for growth (Morita, 1975). However, in general these natural limits cannot be dramatically 

changed by using simple selection or mutagenesis procedures (Rudolph et al., 2010) such as 

random chemical mutagenesis or passaging. To overcome this, one can use psychrophilic 

essential genes, directed evolution TS essential genes, or genetic elements to impose artificial 

temperature limits on the growth of microbes. 

 Historically the first TS microbes were isolated following chemical mutagenesis, a 

process which leads to random deoxyribonucleic acid (DNA) mutations that occur throughout 
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the genome. Similarly, TS viruses have also been isolated by repeated passaging at lower 

temperatures over the span of several months (Maassab and DeBorde, 1985). This results in an 

organism that is cold-adapted, and sometimes these are also unable to replicate at higher 

temperatures. Chemical mutagenesis and passaging can easily create TS organisms; however, the 

number, location and stability of mutations are undefined. This unpredictability is a major 

drawback for engineering reliable and stable TS microorganisms.  

 Another strategy for creating TS microbes is by using psychrophilic essential genes or 

essential genes from mesophiles that have been mutated to produce a TS product. An essential 

gene is one that is required for an organism‟s viability under all growth conditions. A 

psychrophilic essential gene is an allelic equivalent isolated from a cold-loving bacterium. These 

genes are valuable targets for attenuating microbes because they have been extensively 

researched and it is known that many essential genes are conserved across bacterial species 

(Duplantis et al., 2011). When some psychrophilic essential genes are swapped for their native 

homologues they can impart temperature-sensitivity on the host organism (Duplantis et al., 2010; 

Pinto and Nano, 2015; Pankowski et al., 2016).  

There are many examples of creating TS proteins through mutagenesis of the encoding 

genes, and this applies to essential gene products. For example, R. McWhinnie in the Nano 

group used error-prone PCR mutagenesis to generate 39 temperature-sensitive mutants of the 

tetracycline repressor (TetR) protein. Additionally, the Arnold group used directed evolution to 

evolve an esterase to become thermostable (Giver et al., 1998). These studies demonstrated the 

applicability of this method to evolve proteins to impart a temperature phenotype.  

TS essential proteins are valuable tools for engineering TS organisms, since without their 

activity the organism dies. The advantage of this approach is that temperature-sensitivity 
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originates from only one source and that source cannot be lost without resulting in the death of 

the organism. Conversely, a disadvantage of using TS essential genes includes the difficulty in 

replacing native essential genes because of their essentiality and homology to the TS counterpart. 

Furthermore, there is no guarantee that when a psychrophilic or TS essential gene is swapped for 

its native essential gene that it will confer temperature-sensitivity on the organism (Duplantis et 

al., 2010). Thus this technology is currently in a proof of concept stage and cannot be used to 

reliably produce TS microorganisms.  

Lastly, one can use TS genetic elements such as repressor proteins to impart a TS 

phenotype on a microbe. These TS elements can be coupled to essential gene products, toxins or 

antitoxins within a genetic circuit and can result in microbial death. Genetic elements such as TS 

repressor proteins or TS riboswitches typically work by relieving transcriptional or translational 

repression upon increase in temperature. Riboswitches, which are regions of secondary mRNA 

structure that sequester the ribosome binding site (RBS), have been found to have TS activity 

(Narberhaus et al., 2006). Similarly, a number of natural repressor proteins have been mutated in 

the past to produce TS isolates, including the lambda repressor (cI857) (Hecht et al., 1984), lac 

repressor (Chao et al., 2002) and TetR repressor (Wissman et al., 1991; mentioned in this work). 

These repressor proteins can also be subjected to directed evolution if one desired to change their 

approximate induction temperature, making them versatile. Additionally, coupling TS repressors 

to the expression of toxic genes provides a universal method of killing microbes as many of these 

target ubiquitous biological components, including RNA, double stranded DNA (dsDNA), cell 

membranes and DNA gyrase. The use of TS genetic elements avoids many problems inherent in 

other approaches. For example, the genetic circuits are well-defined, they are modular and 

allowed a flexible design, and they can be inserted at many chromosomal loci without the 
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problem of disrupting an essential gene Here, it is demonstrated how temperature limits on a 

microbe can be set arbitrarily by genetic elements that can be transposed to a broad range of 

organisms.  

 

1.3 Rationale for the design of temperature-sensitive lethal genetic circuits 

 In this work, genetic circuits were designed and integrated into the E. coli chromosome to 

render it temperature-sensitive lethal. These genetic circuits are made up of a variety of genetic 

elements such as promoters, ribosome binding sites and genes which when assembled together 

form a functional unit. In the circuits, TS repressor proteins block transcription of a lethal 

restriction enzyme (RE) gene at a lower temperature allowing the microbe to survive. When the 

temperature rises, the TS repressor protein relieves repression, leading to the expression of the 

lethal restriction enzyme gene which results in microbial death. 

 

Figure 1.Synthetic temperature-inducible lethal genetic circuit design and chromosomal 

integration loci. Lower temperatures (30°C) result in blocked transcription of the restriction 

enzyme (RE) gene by a TS repressor protein. Increasing the temperature (≥37°C) causes the TS 

repressor to dissociate from its operator allowing for expression of the lethal RE gene. Circuits 

were integrated into yeaH or yeeR loci. 
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 The TS lethal circuit is made up of many genetic elements which were selected to 

specifically minimize cell death at low temperatures and maximize cell death at higher 

temperatures while at the same time reducing reversion frequency. 

 

1.3.1 Temperature-sensitive repressor proteins 

 Repressor proteins are those that either bind DNA to block RNA polymerase (RNAP) 

from attaching to a promoter, or bind mRNA and block attachment to the ribosome binding site, 

both of which obstruct the expression of genes. A number of repressor proteins exist that are 

commonly used in molecular biology to control gene expression, including the lac repressor, 

lambda repressor and tet repressor. Most of these require induction by addition of a small 

molecule (i.e. Isopropyl β-D-1-thiogalactopyranoside [IPTG] for lac operon). By using TS 

repressors one can eliminate induction costs associated with small molecules. Thus TS versions 

of TetR and lambda were chosen as the repressor proteins in the genetic circuits. 

 The bacteriophage lambda repressor was chosen in this work because it is historically one 

of the most well characterized systems for studying gene regulation. Its key component is the cI 

repressor which transcriptionally controls the expression of lytic genes, dictating whether or not 

phage should switch from lysogenic to lytic growth. Naturally, cI can bind to multiple operator 

sites (Stayrook et al., 2008) which are located on its left and right operon and thus is able to 

regulate expression from both the PR promoter (lytic related promoter) and PRM promoter 

(lysogenic related promoter).  

 A study in 1967 (Horuichi and Inokuchi, 1967) identified temperature-sensitive mutants 

of bacteriophage lambda. They found that these TS mutants caused clear plaques only when 

incubated at 42-43°C. Complementation experiments confirmed that the mutations responsible 
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for this change were indeed in the cI gene. The most well characterized TS cI mutant is cI857 

which possesses two missence mutations A66T and K118E. cI857 tightly represses expression at 

30°C, whereas at 42°C the protein becomes unstable and is no longer able to bind its operator 

sites, leading to gene expression. Additionally, the repressor has been used for decades and can 

function in variety of different bacteria including: Escherichia, Salmonella, Erwinia, Serratia 

and Bacillus species (Leemans et al., 1987; Jawale et al., 2012; Breitling et al., 1990) indicating 

functionality in a range of organisms. In the genetic circuit, cI857 tightly controls expression of a 

lethal RE gene, causing cell death at 42°C. 

 The Tet repressor was also chosen for this work as it has been widely utilized in the field 

of molecular biology. It is a homodimer consisting of two DNA binding domains and a 

regulatory core involved in ligand binding and dimerization (Ramos et al., 2005). The DNA 

binding domain of TetR binds with high specificity to the tet operator (tetO) site, whereas the 

ligand binding domain binds to tetracycline complexed with a magnesium ion. Naturally this 

protein is involved with the regulation of tetracycline resistance by controlling expression of the 

TetA protein which encodes an antiporter efflux pump (Berens and Hillen, 2003). This repressor 

is often chosen in molecular biology as it demonstrates high binding affinity to tetO and high 

sensitivity to tetracycline (Epe and Woolley, 1984). Additionally, the TetR family of repressors 

has been detected in 144 microbial genomes associated with 80 genera of gram positive and 

gram negative bacteria, cyanobacteria and archaea (Ramos et al., 2005). Furthermore, the 

repressor can be modified to function in eukaryotes (Yan et al., 2000) and as a result, TetR is 

considered to have broad host range.  

 A library of TS TetR mutants was previously isolated in the Nano group by using random 

polymerase chain reaction (PCR) mutagenesis followed by a screening and selection process 
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using a chloramphenicol acetyl transferase (CAT) reporter cassette. Two mutants were chosen 

for this work: TetRG2 and TetRD1. TetRG2 has a single point mutation W75R, whereas TetRD1 

has three point mutations E107G, C144R and F186S (Fig 2). These substitution mutations often 

result in entropically unfavourable interactions which in turn affect the ability of the protein to 

fold correctly at higher temperatures (Goldenberg, 1988). TetRD1 was chosen for the bulk of this 

work for two reasons: the lower chance of intragenic suppressor mutations and because its three 

mutations are stable and result in temperature-sensitivity at and above 37°C. Within the genetic 

circuit, the TS repressor protein TetRD1 acts to control the expression of a lethal RE gene. 

 

Figure 2. Location of mutations in wild type TetR protein that result in temperature-sensitive 

mutants TetRD1 or TetRG2. TetRD1 contains mutations E107G, C144R, F186S; TetRG2 

contains the single amino acid substitution W75R. Boxes indicate alpha helices 1 through 10.   

 

1.3.2 Promoters 

In order to control the expression of a gene, one strategy is to change the upstream 

promoter. Many factors can affect a promoter‟s relative strength including transcription factor 

abundance and affinity as well as aspects related to its overall architecture including number and 

positioning of operators (Ezer et al., 2014). In general, switching a promoter does not result in a 

dynamic change in gene expression (i.e. ~10-10,000 arbitrary units [AU]), but it can amend 

factors such as promoter “leakiness”. In the genetic circuits different constitutive and controlled 

promoters were used, the latter having important implications with respect to the controlled 

expression of toxic or lethal genes. 
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 When controlling toxic genes, it is important to ensure minimal expression (leakiness) in 

the uninduced state. Too much leaky expression of foreign or toxic genes can cause premature 

stress on the cell, leading to differences in growth, metabolism or cell death (Handa et al., 2000; 

Glick 1995). To prevent this, tightly controlled tet and lambda promoters were chosen to be used 

in the circuits. For TetR, the D18 promoter was selected based on a study by Cox III et al., 2007, 

which was reported to have a very high regulatory range (ratio of the induced to uninduced 

activity). On the other hand, for cI857 repressor, the wild type PR promoter was chosen 

consisting of operator sites OR1 and OR2. Previous research indicated that the lambda cI repressor 

is able to bind to promoters PRM, PR and PL. It is well documented that cI controlled expression 

can be achieved using any of these three promoters (Lewis et al., 2011). It was rationalized that 

PR would have the tightest repression since this is the promoter that drives lytic gene expression 

of which cI is said to tightly control. In the genetic circuits, TetRD1 binds to a single tet operator 

site within the D18 promoter and cI857 binds to two operator sites within the PR promoter that 

both act to control lethal gene expression. Lastly a constitutive weak promoter J23114 (Anderson 

constitutive promoter collection) was used to drive expression of the repressor proteins TetRD1 

and cI857. 

 

1.3.3 Lethal restriction enzyme genes xbaI, ngoMIV, bglII and hindIII 

 Lethal genes are often used in molecular biology as counter selection agents causing the 

death of transformants that did not undergo the desired recombination. Some lethal genes such as 

ccdB, hok and barnase are isolated from naturally existing toxin-antitoxin (TA) systems (Afif et 

al., 2001; Faridani et al., 2006; Hartley, 1989). In prokaryotes plasmid encoded systems are 

generally part of postsegregational killing which ensures that the TA system is stabilized and 
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maintained within a population (Mruk and Kobayashi, 2013). Chromosomally encoded TA 

systems are less understood. Studies have linked them in the stabilization of superintegrons, 

resistance to phage and persister formation (Szekeres et al., 2007; Moyed and Bertrand, 1983; 

Pecota and Wood, 1996). Currently, there is no consensus on the biological significance of TA 

systems (Mruk and Kobayashi, 2013); however their toxin genes provide us with useful tools for 

controlling the death of microbes. 

One TA system which has been studied for decades is the restriction modification (RM) 

system. This system is made up of a restriction enzyme (toxin) that targets and cleaves dsDNA, 

and a modification enzyme (antitoxin) which prevents cleavage by methylation. There are four 

types of restriction enzymes which differ in their subunit structure and recognition pattern which 

are called Type I, II, III and IV. The Type II restriction enzymes can be further classified into 

eleven subtypes (Roberts et al., 2003). The most widely used subtype is Type IIP in which 

common enzymes like EcoRI and HindIII are grouped. These systems are long thought to act as 

a cellular defence system for prokaryotes, where the RE toxin will only cleave dsDNA from 

incoming bacteriophages, transposons and plasmids, and not cleave its own DNA due to 

protection from the cognate methyltransferase (Vasu and Nagaraja, 2013). 

There are over three thousand Type II REs (Roberts et al., 2015) and analyses indicate 

that they have low sequence identity and thus are a highly diverse group of enzymes with 

differences in their recognition sequences and mechanisms of cleavage (Vasu and Nagaraja 2013; 

Pingoud et al., 2005). Most Type II REs are homodimeric (ie HindIII, EcoRV) or tetrameric (ie 

NgoMIV) containing catalytic centers that recognize and cleave a specific 4-8 base pair (bp) 

palindromic DNA sequence. In 1996, Stahl et al conducted a study on EcoRV heterodimers 

where one dimer contained mutated residues involved with either recognition or catalysis. They 
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found that mutating residues in one subunit‟s catalytic center did not affect cleavage activity of 

the other, whereas mutating residues in one subunit involved with sequence recognition 

dramatically reduced overall cleavage activity. This further demonstrates a restriction enzyme‟s 

tremendous specificity to only dsDNA containing their individual recognition site, and this is an 

important factor when predicting the level of lethality within a given microbe. 

The specificity of Type II restriction enzymes towards dsDNA can be exploited as a 

broad host range toxin since all microbes contain DNA. It was hypothesized that since different 

restriction enzymes recognize different sites and a given microbe‟s genome contain X number of 

those sites, it could be possible to “titrate” the amount of lethality imposed on the target microbe. 

A higher number of possible restriction sites within a microbe‟s genome would likely lead to a 

higher level of lethality since the genome would undergo increased fragmentation and disruption 

of essential genes, consequently overwhelming the host‟s DNA repair systems.  

For these reasons Type II restriction enzymes were chosen as the lethal gene in the 

circuits that were constructed in this work. These enzymes are ideal since they are well 

characterized, are separate from their methylase protein and exhibit extreme specificity, cleaving 

only within a certain recognition site. 
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Table 1.Titration of E. coli MG1655 lethality by differences in RE recognition sites. 

Restriction 

enzyme 

Originating 

organism 

Recognition site Number of 

restriction sites in 

E. coli MG1655 

Level of 

predicted E. 

coli MG1655 

lethality 

XbaI X. badrii TCTAGA 35 Low 

NgoMIV N. gonorrhea GCCGGC 259 Medium 

HindIII H. influenzae AAGCTT 508 Medium 

BglII B. globigii AGATCT 660 Medium 

SonI S. oneidensis ATCGAT 1311 Medium-high 

RsaI R. sphaeroides GTAC 11500 High 

 

Higher levels of toxin gene expression can often be detrimental when implementing 

defined genetic circuits in microbes. Most if not all repressor systems are never repressed 100% 

of the time leading to background expression in the uninduced state. Background expression of a 

toxin gene can have a negative effect on the cell‟s growth and metabolism depending on how 

toxic the gene is. For example background expression of RsaI (11500 recognition sites) could 

have more impact on a given cell compared to XbaI (35 recognition sites). Increased toxicity and 

leakiness can also apply evolutionary pressures (ie natural selection or genetic drift) on the cell 

resulting in inactivation of the toxin gene(s) which otherwise offer little fitness advantage (Mira 

et al., 2001). Thus it is important to minimize the amount of toxicity needed to effectively kill 

the microbe. This would decrease the chance of unfavourable effects such as reversion or 

changes in growth or metabolism. The use of different restriction enzymes offers a potential 

advantage in which the level of toxicity can be titrated for a given microbe. A variety of different 

enzymes were chosen in order to test this hypothesis, including XbaI, NgoMIV, BglII and 

HindIII which are controlled by the TS repressors TetRD1 and cI857. 
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1.3.4 Ribosome binding sites 

A second strategy for fine tuning gene expression lies within the RBS sequence. This 

sequence lies upstream of a gene‟s start site and is responsible for the recruitment of the 

ribosome to the mRNA. In prokaryotes, altering this sequence allows for the dynamic (i.e. 1-

1,000,000+ AU) control over the translation initiation rate (TIR) and therefore protein expression. 

There is mounting evidence that changing the RBS sequence can dramatically change the 

expression of a target gene. Studies indicate that site accessibility and formation of RNA 

secondary structures plays a large role in determining the protein expression level as these can 

occlude ribosome attachment (Salis et al., 2009; Goodman et al., 2013; Borujeni et al., 2013). 

There are now several programs where one can either design a new synthetic RBS sequence for a 

given gene, or calculate the approximate strength of an existing RBS. Programs such as the RBS 

Calculator (Salis, 2011) combine a biophysical model of translation initiation and an 

optimization algorithm in order to generate the desired proportional TIR. Since the RBS 

translation initiation rate is dynamic, RBSs were designed for the restriction enzyme genes with 

TIRs resembling their natural counterparts. The natural RBS within the originating organism was 

first calculated and then redesigned with that approximate strength into the genetic circuits. It 

was postulated that the wild type systems would have evolved an appropriate expression level of 

the toxin gene and thus RBSs were designed to mimic this. In the lethal genetic circuits, the 

RBSs help fine tune the protein expression levels of the restriction enzymes XbaI, NgoMIV, 

BglII and HindIII. 
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1.3.5 Plasmids, chromosomal loci and E. coli strains 

 The copy number and genetic background of the TS circuits are important factors to 

consider when using toxic genes as these can impact the resulting lethality of the lethal gene 

circuit within the microbe. Plasmids are extrachromosomal circular DNA that are often multi-

copy within a cell. The copy number of a plasmid is determined by its origin of replication. 

Some origins are considered “relaxed” yielding hundreds of copies per cell (i.e. ColE1) whereas 

others are “stringent” only allowing ~5 copies per cell (i.e. pSC101). The TS genetic circuits 

were first built on a stringent plasmid as a quick, efficient method of determining if the circuit 

was functional or not. Stringent plasmids are necessary to ensure fewer replicates of the lethal 

gene per cell. A relaxed plasmid would be unsuitable as there could be hundreds of plasmids per 

cell each carrying a copy of the lethal gene. In other words, the toxic effects observed would be 

biased to the actual effect of a single copy per cell. Additionally, plasmids are generally unstable 

and can be lost upon cell division (Sorensen et al., 2005), this is especially noted under longer 

culturing conditions without antibiotic selection.  

 Alternatively, integration of a genetic circuit within the chromosome results in a single 

copy that should be much more stable, and thus allow for integration of more than one circuit 

into a cell. Integrating two or more independently acting lethal circuits imposes multiple barriers 

on the cell, making it more difficult to overcome and therefore escape or revert (Gallagher et al., 

2015; Cai et al., 2015.). For these reasons two circuits were chosen: one controlled by TetRD1 

and the other controlled by cI857, in effect a “Dual” circuit with each containing a different 

restriction enzyme gene.  

In prokaryotes, gene expression is known to vary with chromosome position (Schmid and 

Roth, 1987; Sousa et al., 1997), and therefore the two genetic circuits were first integrated at 
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multiple different loci (Table A1) to ensure adequate expression prior to construction of the dual 

strains. These loci were chosen on the basis that they were 1) non-essential, 2) not in the vicinity 

of essential genes, 3) previously shown that knock outs had little to no effect on growth or 

transformation efficiency (Posfai et al., 2006) and 4) loci used for dual circuits were 

approximately 50 kb apart. This spacing was to safeguard against a single horizontal gene 

transfer event in which a large DNA fragment could potentially recombine in the chromosome 

and simultaneously destroy both lethal genetic circuits. Keeping the two lethal circuits in regions 

lacking essential genes and far apart from each other on the chromosome would guard against 

unfavourable disruption of essential genes and potential horizontal gene transfer events.  

Lastly, the genetic background of the E. coli strain could also impose differences in 

lethality effects. All initial construction and testing of the lethal genetic circuits were done in the 

cloning strain DH10B (Table A2). Notably, the strain is deficient in homologous recombination 

because of its recA1 mutation. RecA is an important protein involved in repairing double 

stranded breaks as it binds to single stranded and double stranded DNA, facilitating strand 

invasion and homologous recombination. For quantitative experiments, the E. coli strain LE392 

(Table A2) was mainly used. This strain is restriction negative (lacking its native restriction 

endonuclease) and also has a minimal number of other mutations, making it representative of 

wild type strains. Two other recombination deficient strains PMC103 and PMC107 (Table A2) 

were also used to determine if reduced DNA repair capacity would affect the strain‟s survival at 

high temperature.  

 

 

 



16 
 

1.4 Applications for the TS lethal genetic circuits 

 

1.4.1 Engineering upper and lower temperature limits of microbes as a form of intrinsic 

biocontainment  

Regulating the temperatures at which a microbe can survive in offers a novel approach for a 

biocontainment strategy. Biocontainment is typically defined as the physical containment of 

pathogenic microbes in secured facilities to prevent their accidental release either into the 

environment or into the people working with them. The same idea is applied here, except the 

microbes are intrinsically contained by carrying the TS lethal genetic circuits within their 

chromosomal DNA. Changes in a microbe‟s surrounding temperatures can trigger survival or 

death. An upper temperature limit is as described in the above sections – higher temperatures 

cause de-repression of TS repressors leading to expression of a restriction enzyme which kills the 

cell. Whereas the lower temperature limit could be implemented by TS repressor or TS 

riboswitch control of either the antitoxin or an essential gene. Lower temperatures would lead to 

the repression of the antitoxin or the essential gene also causing the death of the microbe. 
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Figure 3. Intrinsic biocontainment by TS lethal genetic circuits at different temperatures. A. 

Upper temperature limit: increased temperatures cause the expression of a lethal RE gene, killing 

the organism. B. Lower temperature limit: decreased temperatures cause the repression of an 

essential gene, leading to the death of the organism. C. Lower temperature limit: decreased 

temperatures cause the repression of the antitoxin, leading to accumulation of the toxin, killing 

the organism.  

 

 

The intrinsic biocontainment strategy can be expanded from pathogenic microbes to a 

broad range of industrial or recombinant microbes. These are ubiquitous in the biotechnology 

and pharmaceutical industries as they mass produce high value products such as chemicals and 

therapeutics. It is generally recognized to be undesirable for these strains, as well as pathogenic 

strains to be accidentally released in the natural environment, where they could be disruptive to 

native organisms or cause disease. To protect against this, industrial or recombinant strains can 

be implemented with an intrinsic biocontainment mechanism. Setting the maximum and 

minimum growth temperatures of an organism allows for spatial and temporal control over a 

microbe‟s survival. 
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These mechanisms have the potential to improve the overall safety profile of numerous 

pathogenic microbes. For example, biosafety containment levels (BSL) are assigned when 

working with pathogenic microbes, and these require facilities to be properly equipped to the 

standards of that containment level. The average cost of building a higher level (600ft2) BSL3 

facility is upwards of 1.5M USD and around three times the amount for annual maintenance 

(Berger et al., 2009). This greatly limits the number of researchers that have access to working 

with these BSL-3 microbes as most institutions cannot afford such facilities. It is possible that by 

implementing containment systems into certain pathogens could result in improved safety 

profiles (i.e. BSL3 to BSL2 pathogen). This kind of reclassification could dramatically improve 

accessibility to certain pathogens thus increasing research productivity.  

Similarly, biocontainment mechanisms could also help improve the safety profile of 

existing environmental vaccines and therapeutics (Rovner et al., 2015). These include veterinary 

vaccines that are administered into drinking water, or the release of beneficial recombinant 

microbes for agricultural or environmental purposes (Meeusen et al., 2007; Pieper and Reineke, 

2000; Steidler, 2003). These recombinant microbes have no means of containment as they are 

readily released into the environment. Unchecked, these microbes could possibly disrupt the 

integrity of natural microbes by displacing them or exposing them to recombinant DNA 

(Schmidt and de Lorenzo, 2012). An intrinsic biocontainment mechanism would limit the ability 

of these microbes to disseminate into the environment. 

Many ideas have been proposed to contain recombinant organisms, but the majority of 

them focus on two principles: auxotrophy and kill switches. Unfortunately, many of these earlier 

strategies lacked multiple barriers or overlooked key aspects which contributed to their escape 

(CDC, 2011; Torres et al., 2003; Ahrenholtz et al., 1994; Contreras et al., 1991). Recently there 
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has been renewed interest in biocontainment where several groups have designed innovative 

containment strategies with extremely low escape frequencies in the range of ~1x10
-11

 escapee 

per CFU (colony forming unit) (Mandell et al., 2015; Rovner et al., 2015). However impressive, 

this relied on drastically changing the genetic makeup of the organism by completely recoding its 

genome, forcing it to depend on incorporation of a synthetic amino acid at TAG stop codons in 

order for survival. Such drastic genomic changes require extensive work in order to apply to 

other organisms in addition to imparting metabolic differences compared to wild type. Lastly it 

can also be very costly to implement this on a large scale as the organism relies on 

supplementation with an uncommon synthetic amino acid. For example, 1 g of synthetic p-

acetyl-L-phenylalanine can cost 500 times more than the non-synthetic form (Ark Pharm, Inc. 

2012).  

Future ventures of biocontainment strategies will therefore rely upon the safety, general 

acceptance, wild type behaviour, ease of transferability and ultimately cost of constructing and 

maintaining strains. Our technology should be applicable to a variety of organisms because 1) all 

synthetic genetic information is contained within convenient, small (<2 kb) circuits which 

ensures minimal disruption to wild type behaviour and relative ease of integration, 2) genetic 

elements have been shown to function in different organisms, meaning circuits should be 

transferable, and lastly 3) temperature induction drastically reduces the cost compared to using 

expensive inducer molecules. 
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1.4.2 Temperature-sensitive attenuated vaccines 

Controlling the temperatures at which a microbe can survive at can also be beneficial 

when designing TS attenuated vaccines. Many different types of vaccines are available each 

possessing certain advantages and disadvantages regarding safety and efficacy; however only 

one type of vaccine appears to be effective against intracellular pathogens and these are 

classified as live attenuated. These vaccines result in not only an antibody response, but also a 

cell mediated response, the latter being a key component to clearance of intracellular pathogens 

(Coward et al., 2014; Kaufmann, 1993). In the past, live viral vaccines have been largely 

successful, although their bacterial counterparts are still not as common due to their complexity 

and safety concerns. Traditional approaches to generating live bacterial vaccines are no longer 

considered ideal because of the random nature of chemical mutagenesis and passaging. Thus an 

alternative approach to traditional methods is attenuation by temperature.  

Temperature-sensitive live attenuated vaccines have been used for decades as veterinary 

vaccines, but have otherwise been slow to be accepted for human use. These veterinary vaccines 

are preferred because of their low cost and have been used successfully to vaccinate sheep and 

poultry (Morrow et al., 1998; Jackwood et al., 1985). Whereas for humans, the two TS live 

vaccines approved for use include the Sabin polio vaccine (Chapin and Dubes, 1956) (no longer 

recommended in USA) and the FluMist (influenza) vaccine (Jin et al., 2003) both of which target 

viral infections and were generated by chemical mutagenesis or passaging. Recent efforts to 

extend TS live vaccines to bacterial pathogens have been ongoing in the Nano lab. Substitution 

of certain psychrophilic essential genes for their native homologues in F. novicida, M. smegmatis, 

S. enterica serovar Typhimurium and S. enterica serovar Enteritidis resulted in TS organisms 

(Duplantis et al., 2010; Duplantis et al., 2015). A variety of strains were attenuated at the desired 
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restrictive temperature and some were found to provide moderate protective immunity in mice 

and chickens when subsequently challenged. However, not all substitutions resulted in a TS 

phenotype and few of these provided acceptable reversion frequencies. 

As opposed to psychrophilic essential gene substitution, TS lethal genetic circuits offer 

an alternative technique to generating TS organisms that can be used as vaccines in three ways. 

First, a microbial pathogen could be attenuated such that it dies rapidly when exposed to a 

modest temperature increase, for example a shift of 30° to 35°C. This type of sensitivity to 

temperature could be used in bio-processing to kill a pathogen without denaturing its protective 

antigens, and might be suitable in creating cost effective veterinary vaccines. Secondly, the TS 

strains could be used to generate a new class of vaccine called killed but metabolically active 

(KBMA). These vaccines are either whole pathogenic or attenuated strains which are typically 

inactivated by UV radiation however they retain enough metabolic activity so as to stimulate a 

sufficient immune response (Dubensky et al., 2012). The TS attenuated strains could work as 

KBMA vaccines by treatment with a psoralen cross-linking agent which completely blocks DNA 

replication. Additionally the strains may act as KBMA vaccines without a cross-linking agent 

since the initial expression of RE in naïve E. coli cells has been shown to halt division and cell 

motility (Fig A3) yet still exhibit transcription and translation (Asakura and Kobayashi, 2009).  

This results in cells that are unable to productively grow and replicate, but still possess metabolic 

activity. This type of attenuation could yield a potential KBMA vaccine which would provide a 

compromising median between killed vaccines and live attenuated vaccines. Lastly, the TS 

strains could be used as a means of peripheral vaccination. A TS live attenuated microbe could 

be used to vaccinate mammals or humans by injection into a cool region of the body. The 

microbe would be able to replicate and stimulate protective immunity at the periphery of the 
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body because of exposure to low ambient temperatures, but is unable to survive and disseminate 

into the core because of its temperature restriction (Duplantis et al., 2011, White et al., 2011). 

Importantly, the core body temperature of humans is stably maintained at 37°C, where 1-2 

degree deviations will result in serious illness or death (Mekjavic et al., 1991), making it a 

universal feature of body temperature.  

For the scope of this work two different repressor proteins were needed in order to create 

Dual strains. The TS repressor proteins chosen were TetRD1 that has an ideal induction 

temperature of 37°C, and cI857 which is induced at 42°C. 42°C is not a biologically relevant 

temperature, but for proof of concept was considered adequate here. By using directed evolution, 

this repressor protein (or any other repressor protein) could be evolved to possess an induction 

temperature of 37°C.  

 

 
Figure 4. Core, cool and warm ambient temperatures of the human body. Adapted from 

White et al., 2011. 
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The peripheral vaccination approach using TS live attenuated bacterial strains offers the 

greatest advantage over conventional bacterial vaccines because of their effectiveness against 

intracellular pathogens. It is widely recognized that not all vaccines can provide protective 

immunity from an actual infection. Additionally it has been noted that immunity to certain 

diseases can be gained from a live vaccine but not an inactivated or subunit vaccine (Finco and 

Rappuoli, 2014). Live vaccines owe their efficacy to their resemblance to the wild type organism 

– intact, replicating, with a large complement of antigens. These vaccines have also been proven 

necessary for clearance and protective immunity to intracellular pathogens (Coward et al., 2014), 

whereas inactivated and subunit vaccines have poor effectiveness against these organisms. This 

is because these pathogens have the ability to hide within macrophages and epithelial cells, 

effectively escaping the phagosome and antigen detection. Thus the primary immune response is 

cellular, including the Type 1 Helper (Th1) T cells. Diseases caused by intracellular pathogens 

such as S. enterica and M. tuberculosis represent an enormous global health problem with non 

typhoidal Salmonella estimated to cause 93 million infections per year (Majowicz et al., 2010) 

and in 2014 alone 9.6 million people fell ill with tuberculosis (WHO, 2015). Furthermore, many 

other intracellular pathogens including eukaryote trypanosomes and plasmodium species still do 

not have optimal or effective vaccines. Thus TS live vaccines have the potential to address this 

outstanding issue. 

Other advantages of TS lethal circuits for vaccines include faster construction and 

transferability to other organisms. Vaccine construction requires a single step of circuit 

integration into the target chromosome, drastically reducing the time needed for genome 

engineering as compared to traditional approaches. TS lethal circuits should also be transferable 

to a variety of organisms due to the use of a universal toxin and broad range repressor proteins. 
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Therefore TS lethal circuits could be used as a platform to assemble TS vaccines for many 

different pathogens, including intracellular organisms. Using this technology allows for a 

relatively simple, fast and transferable strategy of generating TS organisms as vaccines for 

animals or humans.   

1.4.3 Counter selection method 

Lastly the TS lethal circuits can also be utilized as an effective counter selection method. 

Counter selection refers to a powerful technique of selecting against bacteria that did not undergo 

the desired recombination. When coupled with positive selection (i.e. antibiotic resistance) 

allows for greater ability to find the desired clone. The lethal circuit would first be integrated in 

the locus of choice, and these clones would be selected for by the attached antibiotic cassette. 

Next, the gene product of interest would be introduced into this strain using a recombination 

method and then would be incubated at the higher temperature. Clones that underwent the 

correct recombination would survive the higher temperature since the lethal circuit would be 

removed. In contrast, clones that did not undergo correct recombination would die at the higher 

temperature as the lethal circuit would still be intact. This strategy has an advantage over others 

in that it does not require the addition of any small inducer molecules and relies solely on 

temperature induction, making it a cheaper alternative. 

 

1.5 Potential caveats  

 The greatest caveat for this technology is reversion to either non-functional or non-

temperature-sensitive phenotype. This can occur by several means including mutations, 

horizontal gene transfer events as well as genetic drift. Mutations can disrupt the circuit if they 

occur in the tet or PR promoters, the TetRD1or cI857 repressors or in the restriction enzyme 



25 
 

genes. These can include missense, nonsense, insertions, and deletions which can lead to changes 

in transcription factor binding, protein stability or protein functionality. Horizontal gene transfer 

events can lead to incoming DNA recombining within the circuit locus thus disrupting or 

knocking it out, and additionally the random nature of genetic drift can lead to the eventual loss 

of the circuits. With these in mind, we have implemented many design characteristics into the TS 

lethal circuits including tight repressor control of RE genes, titration of killing with different RE 

genes, independent dual circuits containing different genetic elements and chromosomal spacing 

which should help reduce reversion frequency. 
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1.6 Summary 

 In this thesis, lethal genetic circuits were rationally designed for their integration into the 

E.coli chromosome to render the organism temperature-sensitive. The circuits were designed to 

be easily transferable to other organisms as well as minimize their frequency of reversion. These 

key aspects allow for a widely applicable method of generating TS organisms for use as an 

intrinsic biocontainment strategy, TS attenuated vaccine or counter selection method.    

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 



27 
 

CHAPTER 2: MATERIALS AND METHODS 

 

2.1 Bacterial strains and growth conditions  

E. coli DH10B (Invitrogen) was used as the host strain for cloning experiments whereas E. coli 

LE392 (Promega) was used as the parental strain for all characterization experiments. PMC103 

and PMC107 (Doherty et al., 1993) were also used in select experiments because of their 

recombination deficient genotypes. These strains were grown in lysogeny broth (LB) (1% 

tryptone, 0.5% yeast extract, 0.5% NaCl) or on LB agar unless otherwise stated. Antibiotic use 

included carbenicillin (Cb) at 100µg/ml, gentamicin (Gm) at 20µg/ml, kanamycin (Km) at 

30µg/ml and chloramphenicol (Cm) at 10µg/ml unless mentioned otherwise. 

 

2.2 DNA manipulations 

High fidelity PCR was performed using PrimeSTAR GXL DNA polymerase (Clonetech-TaKaRa) 

and diagnostic PCR was performed with Taq DNA polymerase (NEB). All restriction digests and 

ligation reactions were done using NEB restriction enzymes and T4 DNA ligase (NEB). Multiple 

DNA fragments were assembled with a Gibson Assembly Master Mix solution which was made 

in the Nano lab using individual NEB reagents and was carried out according to the NEB Gibson 

Assembly® protocol E5510.  

 

2.3 TS TetR mutant control of fluorescence expression 

The repressor vectors were constructed as follows. TetR mutants tetRD1 and tetRG2 were 

inserted downstream of the lac promoter into vector pWSK29 (Wang and Krushner, 1991) using 

restriction sites ClaI and PstI; the cI857 repressor gene was inserted into pWSK29 with PstI and 



28 
 

BamHI sites. These repressor genes were also amplified with and without the E. coli AAV 

degradation tag at the 3' end of the gene using primers that included the sequence as 5' tails on 

the complimentary region of 5' phosphorylated oligonucleotides. For the reporter vectors, 

mCherry (BioBrick part BBa_J06504) was PCR amplified with primers that added a new 18 bp 

RBS and XbaI and KpnI sites, and was then inserted into pSB3K3 (Registry of Standard 

Biological Parts). All promoters were amplified with BamHI restriction site ends and were 

ligated upstream of the mCherry gene. These were screened by PCR detection and sequenced to 

ensure correct orientation. Next, the reporter vectors were subjected to plasmid extraction and 

were then transformed into E. coli DH10B cells harbouring the pWSK29 repressor vectors.   

 

E. coli strains were grown to mid-exponential phase in LB broth at 30°C and were diluted to an 

A595 of 0.05 in EZ Rich Defined Medium (Teknova) with 2% glucose supplemented with Cb and 

Km, in a clear bottom, black 96-well microtitre plate (Greiner Bio-One). Two identical microtitre 

plates were prepared, one incubated at 30°C and the other incubated at 42°C. Fluorescence at 

excitation wavelength 584 nanometers (nm) and emission wavelength 632 nm was measured for 

an integration time of 1 s using a SpectraMax M5 plate reader (Molecular Devices) every 2 h for 

7 h as maximal fluorescence levels were observed at this point. The A595 was also measured at 

each time point and the fluorescence output was normalized against these readings.  

 

2.4 Temperature-inducible lethal genetic circuit assembly 

A 434 bp gene fragment was synthesized (IDT) and consisted of a 100 bp spacer sequence 

flanked by controlled promoter D18 (Cox III et al., 2007) and constitutive promoter J23114 

(BioBrick part BBa_J23114) both directed outwards. Downstream of both promoters resides two 
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mini multiple cloning sites. The gene fragment was first inserted into pWSK29 using the SacI 

and KpnI sites. The tetRD1 repressor gene was PCR amplified with primers containing a 12 bp 

RBS and restriction sites XbaI and KpnI and was subsequently ligated into pWSK29::gene 

fragment. Next, the lethal hindIII gene was PCR amplified with primers containing a 12 bp RBS 

and the sites EcoRI and PstI. This product was ligated into pWSK29::gene fragment::tetRD1and 

transformed in E. coli DH10B at 30°C, downstream of the D18 promoter to create the full length 

circuit. 

 

A second gene fragment (246 bp) was synthesized (GenScript) to accommodate any controlled 

promoter which included the addition of several unique restriction sites. This gene fragment, 

similar to the first described, was digested with SacI and KpnI then ligated into pWSK29. The 

wild type lambda promoter PR was synthesized from two overlapping single stranded DNA 

oligonucleotides by overlap extension which included restriction site ends. In brief, both 

oligonucleotides were added to a final concentration of 2 µM in 1X NEB buffer 2 and 25 µM 

each dNTP. These annealed together by boiling for 5 min and then allowing the mixture to cool 

slowly. Klenow fragment (3'5'exo
-
; NEB) was added when the mixture reached 37°C and this 

was incubated for 1 h at 37°C. Finally the mixture was inactivated and digested with XhoI. The 

PR promoter was then ligated into pWSK29::gene fragment. Next the cI857 repressor gene was 

PCR amplified with primers containing a 12 bp RBS and restriction sites XbaI and KpnI. This 

product was inserted into pWSK29::gene fragment::PR. Lastly, the lethal xbaI gene was PCR 

amplified with primers containing a 12 bp RBS and the sites EcoRI and PstI. The product was 

subsequently ligated downstream of PR in pWSK29::gene fragment::PR::cI857 and transformed 

into E. coli DH10B at 30°C to create the full length second circuit.  
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Additional lethal genetic circuits were constructed by using inverse PCR and Gibson Assembly 

by using the pWSK29::gene fragment::PR::cI857::xbaI vector as template. The xbaI gene was 

removed by inverse PCR. Next, lethal restriction enzyme genes bglII and ngoMIV were PCR 

amplified using primers that included a 12 bp RBS and 20 bp flanking overlaps. The inverse 

PCR product and lethal genes were put together using Gibson Assembly and were then 

electroporated into E. coli DH10B and incubated at 30°C. 

 

Flanking chromosomal overlapping regions and antibiotic selection cassettes were assembled 

onto the lethal genetic circuits in order for integration into the E. coli chromosome. 500 bp 

flanking regions were PCR amplified according to the target locus from MG1655 genomic DNA 

with primers that added 20 bp overlaps. The chloramphenicol cassette (source pBC SK+ 

[Stratagene]), kanamycin cassette (source pSEVA221 [Silva-Rocha et al., 2013]) and TS lethal 

circuits were all PCR amplified with 20 bp overlaps. Fragments were assembled together on a 

linear backbone pWSK29 by Gibson Assembly. This mixture was then electroporated into 

DH10B and selected on either Cm or Km at 30°C.  

 

2.5 Chromosomal integration  

TS lethal genetic circuits were integrated into the E. coli chromosome using a λ red 

recombination system. The E. coli strain LE392 was first prepared by transformation of the λ red 

plasmid pSC101ccdAgbaA (Wang et al., 2014). Next it was made electrocompetent as 

previously described (Wang et al., 2014). TS lethal circuits were PCR amplified out of plasmid 

pWSK29 and 1 µl was electroporated into induced electrocompetent E. coli LE392 carrying 

vector pSC101ccdAgbaA. Clones were selected on Cm or Km at 30°C, and resistant clones were 
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screened by PCR for correct integration. Positive clones were then sequenced for correct 

integration. 

 

2.6 Growth assay 

Performed at 30°C. E. coli strains were grown to mid-exponential phase in LB broth at 30°C and 

were diluted 1:50 in fresh LB broth with at least three replicates each in a clear 96-well 

microtitre plate. This was incubated at constant temperature at 30°C in an ELx808 absorbance 

plate reader (BioTek). The A595 was measured every 15 min after a 1 min shake for a total of 30h.  

Performed at 42°C. Absorbance readings at 42°C were found to be difficult to measure in the 

plate reader because of the use of small volumes and the eventual dense growth of the cultures. 

Instead, E. coli strains were grown to mid-exponential phase in LB broth at 30°C and were 

diluted to an A595 of 0.01 in 10 ml of fresh LB broth. Strains were grown at 42°C in triplicate 

with aeration for a total of 48 h. The A595 was measured approximately every 2 h by diluting a 

small volume of culture in LB broth and then measuring on a cell density meter model 40 (Fisher 

Scientific). The actual absorbance was calculated from multiplying by the dilution factor. 

 

2.7 Survival assay 

The most accurate method of determining cell death is to plate cells on agar and calculate the 

colony forming units per ml (CFU/ml). E. coli strains were first grown to mid-exponential phase 

in LB broth at 30°C and then were diluted to an A595 of 1.0 in phosphate buffered saline (PBS). 

Using saline reduces the likelihood that strains participate in continuous growth and death cycles 

which can occur when using a growth medium. Cultures were next diluted 1:10 in triplicate and 

suspended in 5 ml of PBS at 42°C for a total of 7 days with aeration. Every 24 h a small volume 
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of culture was removed, serially diluted, plated on LB agar and incubated at 30°C. Each day the 

CFU/ml was calculated.  

 

2.8 Viability staining and flow cytometry 

Using a combination of stains allows for the assessment of proportions of live and dead bacteria 

within a culture. E. coli strains were grown to mid-exponential phase at 30°C. Each strain was 

then diluted in duplicate to an A595 of 0.01 in LB broth, with one incubated at 30°C and the other 

incubated at 42°C with aeration for 24 h. Afterwards, each culture was diluted to an A595 of 1.0 

and then serially diluted to approximately 1 x 10
6
 cells/ml. 1 ml of each strain was then 

centrifuged, washed and resuspended in 1 ml of 0.85% NaCl solution. Cells were then stained 

with the fluorescent dyes DMAO and Ethidium homodimer III (EthD-III) which were either used 

alone or in combination according to the manufacturer‟s instructions of the 

Viability/Cytotoxicity Assay for Bacteria Live & Dead Cells kit (Biotium). Once stained, 

bacteria were analyzed with a FACSCalibur flow cytometry system (BD Biosciences) equipped 

with an argon laser (488nm) at 15mW. Green (live bacteria) and red (dead bacteria) fluorescence 

were collected in the FL1 (fluorescein isothiocyanate [FITC]) and FL2 (phycoerythrin [PE]) 

channels respectively. All parameters were collected as logarithmic signals. The population 

concentrations were estimated using the CellQuestPro and Flojo ver9.6.3 software. 

 

2.9 Reversion frequency determination 

Three independent cultures of the dual strain were grown from different individual colonies to 

mid-exponential phase at 30°C. Each culture was diluted to an A595 of 1.0 and a total of 1 ml was 

plated onto LB agar and incubated at 42°C for 48 h. The actual CFU/ml of the culture was 
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determined by plating serial dilutions on LB agar incubated at 30°C. The reversion rate was 

calculated by dividing the number of colonies arising on plates incubated at 42°C by the number 

of CFUs calculated from the plates incubated at 30°C. 20 CFUs from each independent culture 

were also streaked on LB agar at 30°C and 42°C in order to assess the proportion of real 

revertants.  
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CHAPTER 3: RESULTS 

 

3.1 Characterization of TS responsive repressors and cognate promoters 

 With the intention on improving upon existing TS repressors, several variant TS 

repressors and cognate promoters were tested to see if one would yield a superior TS genetic 

circuit. Thus error-prone PCR was used to create TS variants of TetR (R. McWhinnie, Nano 

Lab). After generating 39 unique TS TetR proteins we identified two that appeared to provide 

good control over the reporter gene yellow fluorescent protein (YFP) (Fig A1). 

In separate experiments using a distinct reporter protein, mCherry (a variant of red 

fluorescent protein [RFP]), TetRD1 and TetRG2 were tested for their ability to repress reporter 

gene expression at 30°C from three tetO-containing synthetic promoters (Cox III et al., 2007; 

McWhinnie and Nano, 2013); these were also tested with the AAV C-terminal tag (Andersen et 

al., 1998) that promotes rapid protein degradation (Table 2, Fig 5). For all three synthetic 

promoters we found more expression of RFP at 42°C than at 30°C, even when no repressor was 

present (Fig 5). However when the TetRD1 or TetRG2 variants were present there was greater 

repression at 30°C and induction at 42°C which  ranged from about two to five fold. The 

addition of the degradation tag to the TetR variants did not improve the RFP induction at 42°C 

and variants with degradation tags were not used in subsequent experiments. 

The ability of the TS λ bacteriophage repressor cI857 to regulate expression of RFP at 30° 

and 42°C was also tested (Fig 5). The cI857 control of gene expression was comparable to the 

best control by TetR variants. As with TetR, the addition of a degradation tag to cI857 did not 

improve the differential gene control at the two temperatures (Fig 5), and thus was not further 

used. 
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Figure 5. mCherry fluorescence expression controlled by TS repressors driven by various 

cognate promoters. Promoters PE100, PE80, D18 and PR were controlled by either TetRD1, 

TetRG2 or cI857 repressors at 30° or 42°C. mCherry output was normalized by dividing the 

relative fluorescence units (RFU) by the A595. Fluorescence and absorbencies were measured 

every two hours for a total of 7 h (last time point shown). Error bars indicate the standard error of 

mean from three or more replicate samples.  

 

3.2 Testing restriction endonucleases as lethal gene products 

We reasoned that restriction endonucleases could serve as a collection of lethal proteins, 

allowing one to customize the toxicity based on the number of recognition sites for particular 

endonucleases in a targeted genome (Table 1). The G+C content of the targeted genome serves 
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as a general guide for predicting the number of sites but is not always accurate. For example, two 

of the restriction enzymes used in this study, XbaI (TCTAGA) and BglII (AGATCT) have the 

same G+C content but XbaI has 35 and BglII has 649 recognition sites in the E. coli 

chromosome. Other factors could likely affect the lethality of a restriction enzyme encoding gene, 

including the amount of protein made and its stability. 

We first tested potentially lethal gene circuits by assembling them in the pSC101-based 

low copy plasmid pWSK29. The circuits consisted of a synthetic constitutive promoter 

(Anderson promoter collection) driving expression of the TS repressor-encoding gene, and, in 

the opposite orientation, the gene encoding a restriction enzyme controlled by a promoter 

responsive to the repressor (Table 2). Expression of any of the genes encoding HindIII, XbaI, 

NgoMIV, or BglII in the plasmid constructs at the higher temperature reduced the viability of E. 

coli (Fig 6). On agar, the typical phenotype observed was reduced growth and single colony 

formation instead of lawn formation. Whereas in broth, reduced growth was observed from a 

more dilute A595 or the presence of visible cell debris (not shown). However, expression of cI-

Xba led to unacceptably low levels of cell death (and this varied when the circuit was in plasmid 

or chromosome and when grown in broth or on agar) thus this circuit was not studied further.  

Table 2. Components of four TS lethal genetic circuits. 

 

 

 Restriction 

Enzyme 

TS Repressor Controlled 

Promoter 

Shorthand circuit name 

Circuit 1 HindIII TetRD1 D18 TetD1-Hind 

Circuit 2 NgoMIV cI857 PR cI-Ngo 

Circuit 3 XbaI cI857 PR cI-Xba 

Circuit 4 BglII cI857 PR cI-Bgl 
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Figure 6. TS lethal gene circuits on low copy plasmid pWSK29 in E. coli DH10B streaked on 

agar at 30° and 42°C. Circuits consist of different restriction enzyme genes (hindIII, xbaI, 

ngoMIV, bglII) and TS repressors (cI857, TetRD1). Different combinations resulted in various 

levels of lethality, and this also varied when strains were either streaked on agar or grown in 

liquid broth.  
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For the majority of microbes, the most genetically stable approach for the introduction of 

foreign genes is by inserting them at a chromosomal location. Thus we inserted the TetD1-Hind, 

cI-Bgl and cI-Ngo circuits into one or more E. coli chromosomal sites previously determined to 

be non-essential (Table A1). We found that strains harbouring the circuits in every chromosomal 

locus grew similar to the parental strain LE392 at permissive temperature of 30°C (Fig 7). 

 
Figure 7. Broth growth of the TS E. coli strains at permissive temperature 30°C for a total of 30 

h. Select three TS strains are shown: TetD1-Hind in the yeaH locus, cI-Ngo in the yeeR locus, 

Dual strain consisting of both TetD1-Hind in yeaH and cI-Ngo in yeeR. 

 

The TetD1-Hind circuit was inserted at the ycgH and yeaH loci and upon heat induction 

the resulting strain showed a reduction in A595 and a steady loss of viability when inserted at the 

yeaH locus (Fig 8A and Fig 8B) but did not exhibit this phenotype when inserted at the ycgH 

locus (Fig 10). 
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Figure 8. Growth and survival characteristics of the TetD1-Hind, cI-Ngo and Dual strains at 

42°C. A and C. Broth growth of TetD1-Hind and cI-Ngo at 42°C for 24 h. B and D. Survival of 

TetD1-Hind and cI-Ngo at 42°C suspended in PBS as shown for 5 days. Error bars indicate the 

standard error of mean from three replicate samples.  

 

This strain was also subjected to viability staining after 24 h incubation at 42°C, and 

exhibited a shift in the proportion of cells staining with green fluorescent dye only to green and 

red fluorescent dyes (Fig 9 Panel I and II) the latter scenario being indicative of dead or dying 

cells. This phenotype was not observed for the parental strain when subjected to identical 

conditions (Fig 9 Panel III and IV). 
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Figure 9. Viability staining and flow cytometry of the TetD1-Hind strain at 30 and 

42°C.Distribution of presumed live (green stain) and dead (green and red stain) E. coli grown at 

permissive (I, III, V) and restrictive (II, IV) temperatures. (V) Parental strain LE392 with no 

staining. (VI) LE392 stained with green dye only. (VII) LE392 heat killed stained with red dye 

only. LE392 killed with heat or isopropyl alcohol (not shown) demonstrated weak uptake of the 

red dye.    

 

A second lethal circuit was needed in order for the creation of a Dual strain. The first 

version of this circuit, cI-Bgl was inserted at the ycgH, yeeR and insH1 loci. Strains created with 

this circuit at any of the three loci showed no TS phenotype (data not shown). This circuit was 

therefore not studied further. 

To amend this, a second version of the circuit was created, cI-Ngo, and was inserted at 

the same loci: ycgH, yeeR and insH1. Strains with insertions at the yeeR and insH1 loci were 

killed rapidly at 42°C (Fig 8C shown for yeeR locus) but when inserted at ycgH retained viability 

at high temperature (Fig 10). 
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Figure 10. Broth growth of LE392-derived strains with lethal circuits TetD1-Hind, cI-Bgl and 

cI-Ngo integrated into the ycgH locus at 42°C for 24 h. Error bars indicate the standard error of 

mean from three replicate samples.  

 

3.3 Stability of TS lethal genetic circuits 

If a TS lethal circuit is to be practically useful it needs to be genetically stable with a low 

frequency of mutation to a temperature-resistant phenotype. It was found that the strains 

harbouring a single lethal circuit within the chromosome would occasionally revert during PBS 

survival experiments (i.e. one or more of three independent replicates). In an attempt to amend 

this, we integrated Circuit 1 (TetD1-Hind) into the yeaH locus of the existing strain harbouring 

Circuit 2 (cI-Ngo) at the yeeR locus, thus creating a “Dual” strain. The growth of this strain was 

further restricted at 42°C (Fig 8C) and the CFU/ml reduced quickly to 0 within 2 days and did 

not revert for the duration of 1 week (Fig 8D). Repetitions of this experiment revealed that this 

strain could revert, as only 1 independent replicate was found to revert in PBS. The actual 

reversion frequency was quantified using several independent replicates of the Dual strain. This 
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resulted in reversion frequencies ranging from 1.3 x 10
-6

 to 6.8 x 10
-8

. Reversion frequencies 

were not calculated for strains with only Circuit 1 or only Circuit 2 because of the growth of a 

large number of CFUs on agar at the restrictive temperature. In order to determine if CFUs 

forming at the higher temperature were true revertants, about 100 CFUs collectively were 

streaked on agar at both 30° and 42°C. It was found that CFUs demonstrated a variety of 

phenotypes when streaked at 42°C; however it was clear that not all CFUs were true revertants 

since some did not grow at 42°C when re-streaked on agar. Lastly, Circuit 1 and Circuit 2 were 

sequenced from a variety of Dual strain mutants and established that they contained start codon 

deletions and upstream deletions of the TetRD1 gene or had complete deletions of both lethal 

genetic circuits.     

In order to determine if a reduced DNA repair capacity would affect the survival of the 

TS strains at high temperature, the TetD1-Hind circuit was integrated into the recombination 

deficient strains PMC103 and PMC107 at the yeaH locus. Cleavage of dsDNA creates 

detrimental breaks which are repaired mainly by the RecBCD pathway or alternatively RecF. 

Mutations in these pathways could reveal a level of recombination used by cells during the 

expression of the restriction enzyme genes. TetD1-Hind in PMC103 resulted in a gradual 

decrease in CFU/ml similar to what was seen for the circuit in LE392 at 42°C, but was observed 

to not revert after 7 days (Fig 11). The TetD1-Hind circuit in PMC107 was found to rapidly 

reduce CFU/ml to 0 within 3 days at high temperature and also did not revert over the span of 

one week (Fig 11).  
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Figure 11. Survival of recombination deficient E. coli strains harbouring the TetD1-Hind circuit 

in the yeaH locus at 42°C. Strains were suspended in PBS at the high temperature for 7 days with 

aeration. Error bars indicate the standard error of mean from three replicate samples. 
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CHAPTER 4: DISCUSSION 

 In this work, a rational design approach was taken to create genetic circuits which impart 

temperature-sensitive lethality on the target organism. Broad host range elements such as a 

mutant TetR protein and restriction enzymes were incorporated into the circuits to allow for a 

widely applicable method for generating TS organisms. These TS organisms could have a variety 

of important applications including the creation of “safe” strains for laboratory or environment 

use (intrinsically contained) and also the creation of TS attenuated vaccines. Here, TS repressors 

and cognate promoters were first tested for functionality and were then assembled into the TS 

genetic circuits containing different lethal restriction enzyme genes. These were integrated into 

the chromosome and were characterized for acceptable TS lethality and escape frequency in 

recombination proficient and deficient E. coli strains.  

4.1 TS TetR mutants function with various tetO promoters 

To determine if TS TetR mutants functioned with other tetO promoters, we coupled their 

expression to mCherry reporter vectors containing various upstream tetO promoters. These 

included PE100, PE80 (McWhinnie and Nano, 2013) and D18 (Cox III et al., 2007) which have 

approximate strengths of weak, strong and strong respectively as confirmed in repressor-less 

controls (Fig 5). The slightly increased fluorescence of these controls at 42° vs 30°C can be 

attributed to differences in growth due to temperature. 42°C is closer to E. coli’s optimal growth 

temperature of 37-39°C than 30°C leading to increased protein production which includes 

mCherry. TetR mutants D1 and G2 were able to effectively control mCherry fluorescence via all 

three promoters demonstrating increased repression when compared to repressor-less controls 

and increased expression at 42°C compared to 30°C. The cI857 repressor was also included in 
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the assay and was observed to exhibit tight control of fluorescence expression at both 

temperatures. The C-terminal addition of the AAV degradation tag (Andersen et al., 1998) to the 

TS repressor proteins was included to increase the induction ratio. The over expression of 

repressor proteins has been linked to decreased sensitivity of induction (Georgi et al., 2012), thus 

to prevent accumulation of TS repressors we included the AAV tag. However, it was found that 

repressors with the tag did not increase the induction ratio but rather increased fluorescence 

expression at both temperatures. One interpretation of these data is that the AAV tag is 

recognized more readily by E. coli’s degradation machinery and this resulted in excessive 

degradation of the proteins leading to an insufficient number of repressors occupying the tetO 

sites. Because of this, the degradation tag version of the TS repressors was not included in 

further experiments. 

4.2 Genetic circuits consisting of TS repressors TetRD1 and cI857 effectively control 

expression of lethal restriction enzyme genes in plasmid 

When assembled on plasmid, these TS repressors and their promoters allowed for TS 

induction of restriction enzyme genes which in all cases led to reduced growth of E. coli DH10B. 

When different restriction enzyme genes were cloned into the low copy plasmid pWSK29, all 

lethal genes resulted in some TS killing of E. coli which was either observed from streaking on 

agar (Fig 6) or growing in broth at permissive and restrictive temperatures. This was expected 

since pWSK29 can have up to 5 copies per cell, which corresponds to more than one lethal gene 

per cell. Gene dosage effects paired with the fact that DH10B is homologous recombination 

deficient (recA1) likely contributed to a more noticeable TS phenotype. However, circuit cI-Xba 

demonstrated unacceptably low killing effects (in broth) and was thus not studied further. This 

could be due to low expression levels in combination with a low number of recognition sites (35) 
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in the E. coli chromosome. Circuit construction in plasmid is a rapid way to test functionality, 

however stability is not guaranteed and the killing effect is often not uniform because of the 

presence of multiple copies of the restriction enzyme gene. To improve this, two circuits that 

demonstrated good TS expression were chosen to be integrated into the chromosome of E. coli 

LE392. Unlike DH10B, this strain is recombination proficient making it more representative of a 

wild type-like strain. 

4.3 TS genetic circuits demonstrate variable killing effects when integrated in the E. coli 

chromosome 

4.3.1 TetD1-Hind circuit is functional in the chromosome at the yeaH locus  

The TetD1-Hind circuit was integrated in the yeaH locus of LE392 and demonstrated a 

slower leveling off of A595, a steady decline in CFU/ml and a shift in the proportion of cells 

staining green (live) to green and red (dead) when exposed to 42°C. An initial lag phase was 

observed in the growth curve for the first 8 h as seen in Fig 8A. There could be several factors 

contributing to this phenotype which include the structure and expression of the restriction 

enzyme, as well as the location and accessibility of the recognition sites. HindIII is a dimeric 

enzyme containing one catalytic site per subunit (Pingoud and Jeltsch, 2001). Each subunit of the 

dimer binds one half of its recognition sequence, cleaving one DNA strand each which translates 

to cleavage of one dsDNA recognition site. Therefore it can effectively cleave only one 

recognition site at a time, contrasting to tetrameric restriction enzymes which can cleave two 

sites at once. Additionally, a lower expression of HindIII could reduce its full potential to 

initially overwhelm the cell‟s repair machinery. Furthermore, restriction enzymes may encounter 

barriers preventing access to their sites which include the folding and bending of DNA which 
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could make sites temporarily inaccessible. Lastly, the position of the recognition sites may play a 

role in the initial survival of the cell. If many recognition sites fall into less important or essential 

regions, this could allow enough time for adequate DNA repair to occur. Early experiments 

revealed recA expression could help to initially repair enough DNA allowing a proportion of 

cells to survive compared to a recA
- 
strain (Fig A2). The observed constant decline in CFU/ml 

when the strain was suspended in PBS at 42°C (Fig 8B) could be attributed to an accumulation 

of HindIII enzymes. Restriction enzymes are more stable and have longer half lives compared to 

their cognate methyltransferases (Mruk and Kobayashi, 2013). This feature is a hallmark of post-

segregational killing which ensures that Restriction-Modification (RM) modules are retained 

within a population. Together, these factors could all contribute to the initial lag phase and 

steady decline in CFU/ml of the TetD1-Hind strain. 

The TetD1-Hind strain was also subjected to viability staining and flow cytometry which 

revealed a large proportion of cells stained green and red, indicative of dead or dying cells at the 

restrictive temperature (Fig 9 Panel II). This contrasted to the parental strain‟s proportion of cells 

which remained stained green at both permissive and restrictive temperatures which confirmed 

the TS phenotype of the TetD1-Hind strain. It was also noticed that the green stained 

fluorescence distribution of LE392 resembled that of TetD1-Hind at permissive temperature; 

however LE392 heat-killed cells stained poorly with the red dye only (Fig 9 Panel VII).  The red 

dye stains only when it can bind to damaged cell membranes, which might suggest a difference 

in cell death mechanism which in turn affected the penetration of the red dye. 
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4.3.2 TS genetic circuits are non-functional in chromosomal locus ycgH  

The chromosome position for integration of the circuits was an important factor as it was 

found that the ycgH locus was transcriptionally silenced. Three different circuits were integrated 

at ycgH (TetD1-Hind, cI-Ngo, cI-Bgl) and all were observed to have no killing effect in broth at 

42°C (Fig 10), but both TetD1-Hind and cI-Ngo circuits inserted at other loci did have the effect 

which suggested silencing at this particular locus. Chromosome position has been known to 

affect gene expression especially in eukaryotes (Wilson, 1990), whereas this phenomenon is not 

well understood in bacteria. A 2009 study (Vora et al., 2009) mapped the protein occupancy 

landscape of the bacterial genome and termed certain regions as EPODs (extended protein 

occupancy domains) to which the majority were localized to transcriptionally silent loci (termed 

tsEPOD). The ycgH locus falls into a tsEPOD which explains the no killing effect for the circuits. 

These tsEPODs silence expression at the transcriptional level and are thought to serve as 

organization hubs involved in the structuring of chromosomal macrodomains and loops, however 

these mechanisms are currently unknown (Bryant et al., 2014).  

 

4.3.3 cI-Bgl circuit is non-functional in chromosomal loci ycgH, yeeR and insH1  

The first version of the second genetic circuit consisted of cI-Bgl but was revealed to be 

unsatisfactory when integrated into the chromosome. The cI-Bgl circuit was integrated into the 

ycgH, yeeR and insH1 loci and was found to be non-functional in all positions. Several clones 

were sequenced which contained a recurring amino acid substitution A11D in the bglII gene. The 

mutation could have arisen during the Gibson assembly reaction and was subsequently carried 

forward in the chromosomal integration experiments. This could explain why the circuit was 
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functional in plasmid, but not in chromosome as different flanking regions were assembled after 

the fact. A single substitution within the bglII gene could abolish its activity if it occurred within 

a residue involved with catalytic function (Tang et al., 2000). However, this mutation resides 

near the beginning of the gene, indicating that the substitution might affect the ribosome binding 

site therein affecting the translation of BglII. Changing residues just upstream or downstream of 

the start codon can drastically affect the strength of the RBS (Salis et al., 2009) and this was 

confirmed by inputting the mutated sequence into the Salis RBS Calculator. The RBS of bglII 

was originally designed to have a TIR of 1500 AU; after the mutation the TIR was calculated to 

have 166 AU, a ten-fold reduction. It is possible that this change led to decreased expression of 

bglII enough that the TS phenotype was not noticed. Because of this, the cI-Bgl circuit was not 

studied further.  

 

4.3.4. cI-Ngo circuit is functional at the chromosomal loci yeeR and insH1  

The second version of the lethal circuit, cI-Ngo demonstrated a rapid killing effect of E. 

coli at the high temperature when integrated into the yeeR and insH1 loci. In broth, the strain‟s 

growth was impeded immediately upon exposure to 42°C and remained at a low A595 for 24 h 

(Fig 8C). In PBS, the cI-Ngo strain steadily declined in CFU/ml until it reached 4-5 days of 

incubation (Fig 8D). This faster inactivating effect is likely due to the different cleavage nature 

of homotetrameric restriction enzymes. NgoMIV, like other tetrameric enzymes such as SfiI, 

consist of four catalytic sites meaning that these can simultaneously cleave two recognition sites 

(Deibert et al., 2000). This is achieved by DNA looping and can occur on separate DNA strands 

upwards of 1 kb away (Katiliene et al., 2003). There is also evidence that cleavage by these 
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enzymes occurs much more rapidly (i.e. up to 40 fold) when it can bind simultaneously to two 

sites (Embleton et al, 2001; Wentzell et al., 1995). Within the E. coli chromosome there exists 

259 NgoMIV recognition sites, thus this allows NgoMIV abundant access to rapidly cleave two 

sites at once.  

 

4.3.5 TetD1-Hind circuit integrated in the yeaH locus in E. coli strains PMC103 and 107 results 

in differing phenotypes at 42°C  

The TetD1-Hind circuit was also integrated into two recombination deficient strains in 

order to assess survivability since restriction enzymes cause dsDNA breaks which in turn 

activates repair by recombination. PMC103::TetD1-Hind was observed to gradually decrease in 

CFU/ml approximately 10-fold each day and this strain did not revert after 1 week at the high 

temperature (Fig 11). Whereas the PMC107::TetD1-Hind strain was observed to rapidly decrease 

to 0 CFU/ml within 2-3 days incubation at 42°C and also did not revert over the span of 1 week 

(Fig 11). This contrasted to the TetD1-Hind circuit in LE392 which did on occasion revert after 

4-5 days. The phenotype of PMC103 was less severe than that of the PMC107 and this can be 

attributed to the differences and number of mutations harboured by the two strains. PMC103 is 

not truly recombination deficient, as it contains intact RecBC and RecF pathways. This strain 

does contain a recD mutation as well as the sbcC mutation. recD mutations result in no 

exonuclease activity of the RecBCD complex, thus RecBC must rely upon other exonucleases 

(Finch et al., 1986). One of those nucleases is encoded by sbcC. It is possible that by delineating 

the natural pathway for recombination could render it less recombination proficient. Interestingly, 

mutations in recD alone result in viable cells which are resistant to DNA damaging agents (Biek 
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and Cohen, 1986) again relying heavily on the activities of other exonucleases (Dermic, 2006). 

This could explain why this strain initially survived better than the recombination proficient 

LE392 strain. The results suggest that the recombination ability of PMC103::TetD1-Hind must 

be slightly reduced, since this strain was not observed to revert after 7 days at the higher 

temperature. The second recombination deficient strain PMC107 contains mutations recB21, 

recC22, recJ154 and contains the suppressor mutations sbcB15 and sbcC201 which affect 

multiple recombination pathways. recB and recC encode DNA helicase and exonuclease 

activities of the RecBCD enzyme, and without these terminates activity of the RecBCD pathway. 

However, the strain also contains sbcB15 and sbcC201 which suppress the recBC phenotype, by 

suppressing Exonuclease I (Kushner et al., 1971). Both of these suppressors together activate the 

RecF pathway of recombination, although this pathway becomes impaired due to a further 

mutation in recJ, which encodes a 5′3′ exonuclease involved in the RecF pathway. Mutations 

affecting this protein lead to decreased recombination from 1000 to 10,000 fold 

(Kowalczykowski, 1994). Furthermore, RecBCD can only process blunt end (or near blunt) 

dsDNA breaks. Cleavage by HindIII and NgoMIV create “sticky ends,” leading to an additional 

processing step by ExoI or RecJ before RecBCD can bind. On the other hand, the RecJ 

exonuclease imparts activity only on non-blunted dsDNA (Lovett, 2014). This could suggest that 

the RecF pathway might play a larger role in the repair of dsDNA breaks by restriction enzymes 

as cleavage sites do not require processing in order for RecJ activity. The mutations in PMC107 

likely result in a reduction of recombination repair via the RecF pathway which leads to a 

significant decrease in the cell‟s ability to repair dsDNA breaks. The results from Fig 11 may 

point to the importance of a functional alternative recombination pathway on the cell‟s ability to 

repair DNA and survive expression of lethal restriction enzyme genes. 
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4.4 Two independent TS genetic circuits integrated into the same strain reduces reversion 

frequency  

The idea of coupling two or more independent circuits within the same cell has been 

shown to significantly reduce escape frequency (Cai et al., 2015; Gallagher et al., 2015). The 

TetD1-Hind and cI-Ngo circuits were integrated into the yeaH and yeeR loci to create a Dual 

circuit strain which demonstrated reduced reversion frequency compared to each single circuit 

strain. Individual replicates of single circuit strains were observed to occasionally revert when 

suspended in PBS at 42°C over 1 week, whereas the Dual circuit strain showed reduced 

reversion frequency as its growth was rapidly restricted (Fig 8C) and CFU/ml reduced to 0 when 

incubated at 42°C for 1 week (Fig 8D). This was expected since two independent circuits 

effectively increase the number of barriers that a cell must overcome to escape. However, certain 

repeats of the experiment revealed that a single replicate of the Dual circuit strain could revert 

after 3-4 days of incubation at 42°C. We also calculated the reversion frequency of the Dual 

strain only and found the escape frequency varied from 1.3x10
-6

 to 6.8x10
-8

 depending on 

different replicates and experiments. These numbers were not quite within the NIH‟s standard for 

escape frequency of 1x10
-8

 and several replicates revealed a 10 and 100-fold difference in escape 

frequency which is undesirable for a marketable strain. We did not calculate the frequencies for 

single circuit strains because plating ~1x10
9
 cells on agar at 42°C resulted in the growth of 

hundreds to thousands of different sized colonies. When CFUs from these experiments were 

streaked on agar at permissive and restrictive temperatures, they were found to have variable 

phenotypes ranging from absolutely no growth to wild type-like growth at the restrictive 

temperature. This made it clear that not all CFUs were indeed revertants and that the calculated 

reversion frequencies were not accurate or precise.  
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4.5 E. coli with integrated TS genetic circuits demonstrate differences in survival and death 

at the restrictive temperature  

These inconsistencies in lethality and survival could be the result of a combination of 

unfavourable conditions evoked from the experiments at high temperatures. These experiments 

elicit a high stress response in the cell triggering SOS genes (DNA damage), stringent related 

genes (starvation), rpoE regulated genes (mild heat shock) and rpoS regulated genes (general 

stress response). Each of these modules is known to control many genes, for example the SOS 

response controls ~40 genes (Courcelle et al. 2001), whereas rpoS can modulate up to 500 genes 

(Weber et al., 2005). Together, this large amount of change can trigger heterogeneous cells and 

subpopulations (Makinoshima et al., 2003) leading to differences in lethality and survival. 

Because the lethal genetic circuits result in cleaved dsDNA, the discussion will focus mainly on 

the SOS response.  

The SOS response is a regulatory network that is activated in response to damaged DNA; 

however its induction has also been implicated with increased mutation rates and bacterial 

adaptation and survival (Baharoglu and Mazel, 2014). The heterogeneous phenotypes in lethality 

and survival could be explained by the non-uniform expression of SOS genes. For example, SOS 

gene expression has been shown to be non-uniform among genetically identical cells growing in 

the same culture (McCool et al., 2004). Additionally, results from Friedman et al., 2005 

suggested that SOS genes are expressed in multiple rounds in response to different doses of 

DNA damage, indicating that certain genes are periodically switched off and then on. This could 

explain the variable phenotypes seen at 42°C as not all cells are undergoing the same progression 

of SOS gene induction. The textbook progression of the SOS response outlines the ideal order of 

repair mechanisms: 1) Nucleotide excision repair, 2) RecA mediated homologous recombination, 
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3) Error prone DNA polymerase expression. In the case of restriction enzymes, the entire 

chromosome is under attack at hundreds of different positions, and it is likely that mechanism 2 

and 3 are mainly carried out at this point. In the recombination proficient strain LE392, the 

presence of RecA allows for homologous recombination. This process involves the joining of 

two DNA fragments containing similar but not identical sequences. Under such circumstances, 

the presence of many cleaved DNA fragments could effectively act as substrates for 

recombination, which would further result in more heterogeneity. Lastly, induction of 

mechanism 3 can lead to increased mutation rates because of the expression of error prone DNA 

polymerases IV and V. These enzymes are able to permit DNA replication across lesions which 

would otherwise stall DNA polymerase III. The expression of these error prone polymerases can 

introduce mutations at the lesion site or elsewhere in the genome (Michel, 2005) which could 

contribute to a cell‟s escape by either disrupting or altering important pathways. Furthermore the 

SOS response has been associated with rapid bacterial adaptation giving rise to antibiotic 

resistance and virulence (Beaber et al., 2004; Levin, 2004; Zgur-Bertok 2013; Maiques et al., 

2006). For example, the resistance to fluoroquinolones has been linked to the expression of the 

SOS response (Qin et al., 2015). These antibiotics act by inhibiting DNA synthesis by stabilizing 

dsDNA breaks created by DNA gyrase and topoisomerase IV (Hooper, 2001). Resistance to 

these antibiotics has been linked to mutations occurring in DNA gyrase, topoisomerase IV, and 

also in recA (Urios et al., 1991). From these studies, it is possible that triggering the SOS 

response could result in bacterial resistance to restriction enzymes by a number of different 

mechanisms.   

Alternatively, the observed revertants could not all be mutants but instead be persister 

cells which are phenotypically distinct from wild type cells. This type of cell is synonymous with 
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“antibiotic resistance” and has been widely studied in this area. However, the use of antibiotics 

(a toxin) on bacteria is not unlike the scenario of expressing restriction enzyme toxins in a cell. 

Persister cells have been proposed to either be preexisting (Pedersen et al., 2002) or can be 

induced by the over expression of toxins which trigger the SOS response (Dorr et al., 2009; Wu 

et al., 2012; Correia et al., 2006). During certain survival experiments the CFU/ml was observed 

to decrease to 0, but could eventually recover (data not shown) following several days. An 

explanation for this could be that the majority of cells died leaving behind a persisting population 

which could then switch back to a normal cell state (Hofsteenge et al., 2013) when conditions 

became favourable. These cells could initially remain undetectable since the SOS response has 

been linked to promoting a senescence-like state in which cells are still viable but are unable to 

form colonies (Pennington and Rosenberg, 2007). This evidence might indicate that some cells 

escaping death at 42°C are persisters instead of revertants.  

From sequencing a variety of escape mutants, we found that they contained mutations in 

or upstream of the TetRD1 gene or completely lacked both TS genetic circuits. TetRD1 

revertants contained deletions of the first 3-4 codons and also 12-15 bp upstream of the gene. 

These mutations effectively abolish repressor expression as the RBS and start codon is absent, 

thus rendering the strain non TS. In bacteria, new mutations are biased towards deletions, thus 

unless a gene is maintained by selection, it will become lost (Mira et al., 2001). The lethal circuit 

expressing restriction enzymes offers limited benefit to the cell and will therefore not likely be 

maintained by selection. The effect could further be explained by genetic drift. Increased levels 

of drift can arise from a reduction in effective population size (Kuo et al., 2009) which actively 

continues the longer cells are exposed to the higher temperature. Genetic drift promotes genome 

reduction which could explain the complete loss of both circuits over time. Interestingly, certain 
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Dual strain revertants contained the TetRD1 mutations, but no genetic changes were detected in 

the cI-Ngo circuit. This could suggest an extragenic suppressor mutation acting on elements of 

the cI-Ngo circuit. Extragenic suppression suppresses the effect of one gene by a mutation 

occurring in another gene elsewhere in the genome. Such effects might include over-expression 

or mutations in chaperone proteins or in DNA repair elements such as the RecA protein (Urios et 

al., 1991). Sequenced revertants were found to contain mutations in the circuits and also likely 

possessed mutations outside of the circuits. Additionally it cannot be discounted that persister 

cells could be present, but otherwise cannot be identified since they sometimes cannot form 

colonies. These results further highlight the heterogeneous nature of bacterial stress responses 

and their ability to overcome unfavourable circumstances. 

4.6 Future directions 

 Reversion frequencies of the Dual strain were determined to be inadequate and thus the 

technology would benefit from incorporating other elements to further restrict a bacterium‟s 

ability to revert. One additional element includes utilizing an uncleavable version of the LexA 

protein. LexA is the controller protein for the SOS response and its initiation is signaled by the 

autocleavage of the protein. If the protein cannot autocleave, this effectively abolishes the SOS 

response which can heavily influence a bacterium‟s ability to adapt and survive when exposed to 

unfavourable elements. Several studies have shown that using an uncleavable version of LexA 

could prevent the evolution of bacteria to resistance (Zgur-Bertok, 2013; Levin, 2004; Miller et 

al., 2004). Alternatively, a cell with no means to repair DNA damage could be detrimental to its 

growth and wild type like behavior, since at the permissive temperature there is almost certainly 

some background expression of the restriction enzymes genes. Another element that could be 

added to the TS genetic circuits could be the addition of different lethal genes which target 



57 
 

different biological components. In this work, both circuits encode restriction enzyme genes 

which target dsDNA. It is possible that two circuits both targeting DNA could cause the cell to 

direct the majority of its resources towards repairing DNA. Whereas if one circuit targeted DNA 

and the second circuit targeted RNA or an essential protein, this could divide up the cell‟s 

resources, making it increasingly difficult to overcome not only damaged DNA, but damaged 

RNA and or a reduction in an essential protein. A recent study conducted by the Isaac‟s group 

confirmed that incorporating multiple different safeguards into the same strain could drastically 

reduce the escape frequency to as low as 1 x 10
-12 

(Gallagher et al., 2015).  Furthermore, the TS 

genetic circuits could act as a backup module for other forms of intrinsic biocontainment in order 

to decrease the likelihood of reversion. The Nano lab is working on creating TS forms of bacteria 

by swapping native essential genes for TS homologues. To complement these efforts, a TS lethal 

genetic circuit could also be integrated in a non-essential region of the organism‟s chromosome 

effectively acting as a substitute if the TS essential gene fails to demonstrate its TS phenotype.   
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4.7 Conclusions 

 In this work a variety of TS lethal genetic circuits were designed, constructed and 

integrated into the chromosome of E. coli strains which rendered them TS. The circuits were 

designed with broad host range components (TetR and the restriction enzymes) to allow for the 

technology to be used as widely applicable approach to generating TS organisms. TS organisms 

can be utilized as “safe” strains or intrinsically contained strains for use in industrial or 

environmental settings. Alternatively TS organisms can be used as TS attenuated or TS live 

attenuated vaccines in order to protect against, for example, intracellular pathogens, many of 

which currently do not have effective vaccines. The TS lethal genetic circuit strains 

demonstrated variable killing effects at the higher temperature but retained wild type like growth 

at the permissive temperature. It was found that integrating two independent circuits into the 

same strain reduced the reversion frequency; however refinements are needed to reduce the 

reversion rates even further. Therefore, acting alone, these genetic circuits would benefit from 

additional elements to reduce escape frequency; conversely, TS genetic circuits might not need 

to be altered if they acted in concert with other forms of intrinsic biocontainment such as TS 

essential genes. 

 

 

 

 

 



59 
 

Bibliography 

Afif H, Allali N, Couturier M, Van Melderen L. 2001. The ratio between CcdA and CcdB  

modulates the transcriptional repression of the ccd poison-antidote system. Mol 

Microbiol 41(1):73-82. 

 

 

Ahrenholtz I, Lorenz MG, Wackernagel W. 1994. A conditional suicide system in Escherichia  

coli based on the intracellular degradation of DNA. Appl Environ Microbiol 60(10): 

3749-3751.  

 

 

Andersen JB, Sternberg C, Poulsen LK, Bjorn SP, Givskov M, Molin S. 1998. New unstable  

variants of green fluorescent protein for studies of transient gene expression in bacteria. 

Appl Environ Microbiol 64(6):2240-6. 

 

 

Anderson promoter collection. Available: http://parts.igem.org/Promoters/Catalog/Anderson. 

 

 

Ark Pharm, Inc. 2012.<http://www.arkpharminc.com> (Accessed March 15, 2016). 

 

 

Asakura Y and Kobayashi I. 2009. From damaged genome to cell surface: transcriptome changes  

during bacterial cell death triggered by loss of a restriction-modification gene complex. 

Nucleic Acids Res 37(9):3021-3031.  

 

 

Baharoglu Z and Mazel D. 2014.SOS, the formidable strategy of bacteria against aggressions. 

FEMS Microbiol Rev 38(6):1126-45.  

 

 

Beaber JW, Hochhut B, Waldor MK. 2004. SOS response promotes horizontal dissemination of  

antibiotic resistance genes. Nature 427(6969):72-4. 

 

 

Berens C and Hillen W. 2003. Gene regulation by tetracyclines: Constraints of resistance  

regulation in bacteria shape TetR for application in eukaryotes. Eur J Biochem 270: 

3109-3121. 

 

 

Berger KM, Luke KA, Frankel MS, Staana JL. AAAS Biosafety report 2009. Page 28. 

 

 

 

http://parts.igem.org/Promoters/Catalog/Anderson


60 
 

Biek DP and Cohen SN. 1986. Identification and characterization of recD, a gene affecting  

plasmid maintenance and recombination in Escherichia coli. J Bacteriol 167(2):594-603. 

 

 

Borujeni AE, Channarasappa AS, Salis HM. 2013. Translation rate is controlled by coupled  

trade-offs between site accessibility, selective RNA unfolding and sliding at upstream 

standby sites. Nucleic Acids Res 42(4):2646-2659. 

 

 

Breitling R, Sorokin AV, Behnke D. 1990.Temperature-inducible gene expression in Bacillus  

subtilis mediated by the cI857-encoded repressor of bacteriophage lambda. Gene 1:93(1) 

35-40. 

 

 

Bryant JA, Sellars LE, Busby SJW, Lee DJ. 2014. Chromosome position effects on gene  

expression in Escherichia coli K-12. Nucleic Acids Res 42(18): 11383-92. 

 

 

Cai Y, Agmon N, Choi WJ, Ubide A, Straquadanio G, Caravelli K, Hao Haiping, Bader JS,  

Boeke JD. 2015. Intrinsic biocontainment: multiplex genome safeguards combine 

transcriptional and recombinational control of essential yeast genes. Proc Natl Acad Sci 

USA 112(6):1803-8. 

 

 

Centers for Disease Control and Prevention (CDC). 2011. Fatal laboratory-acquire infection with  

an attenuated Yersinia pestis strain – Chicago, Illinois, 2009. MMWR Morb Mortal Wkly 

Rep 60(7):201-5.  

 

 

Chao YP, Chern JT, Wen CS, Fu H. 2002. Construction and characterization of thermo-inducible  

vectors derived from heat-sensitive lacI genes in combination with the T7 A1 promoter. 

Biotechnol Bioeng 5:79(1):1-8. 

 

 

Chapin M and Dubes GR. 1956. Cold-adapted genetic variants of polio viruses. Science 

124(3222):586-7. 

 

 

Contreras A, Molin S, Ramos JL. 1991. Conditional-suicide containment system for bacteria  

which mineralize aromatics. Appl Environ Microbiol 57(5):1504-1508.  

 

 

Correia FF, D‟Onofrio A, Rejtar T, Li L, Karger BL, Makarova K, Koonin EV, Lewis K. 2006.  

Kinase activity of overexpressed HipA is required for growth arrest and multidrug 

tolerance in Escherichia coli. J Bacteriol 188(24):8360-7.   

 

http://www.ncbi.nlm.nih.gov/pubmed/?term=Centers%20for%20Disease%20Control%20and%20Prevention%20(CDC)%5BCorporate%20Author%5D
http://www.ncbi.nlm.nih.gov/pubmed/21346706
http://www.ncbi.nlm.nih.gov/pubmed/21346706


61 
 

Courcelle J, Khodursky A, Peter B, Brown PO, Hanawalt PC. 2001. Comparative gene  

expression profiles following UV exposure in wild-type and SOS-deficient Escherichia 

coli. Genetics 158(1):41-46. 

 

 

Coward C, Restif O, Dybowski R, Grant AJ, Maskell DJ, Mastroeni P. 2014. The effects of  

vaccination and immunity on bacterial infection dynamics in vivo. PLoS Pathog 

10(9):e1004359. 

 

 

Cox III RS, Surette MG, Elowitz MB. 2007. Programming gene expression with combinatorial  

promoters. Mol Syst Biol 3:145. 

 

 

Deibert M, Grazulis S, Sasnauskas G, Siksnys V, Huber R. 2000. Structure of tetrameric  

restriction endonucleases NgoMIV in complex with cleaved DNA. Nat Struct Biol 7(9): 

792-9. 

 

 

Dermić D. 2006. Functions of multiple exonucleases are essential for cell viability, DNA repair  

and homologous recombination in recD mutants of Escherichia coli. Genetics 

172(4):2057-69. 

 

 

D‟Espaux L, Mendez-Perez D, Li R, Keasling JD. 2015. Synthetic biology for microbial  

production of lipid-based biofuels. Curr Opin Chem Biol 29:58-65.  

 

 

Doherty JP, Lindeman R, Trent RJ, Graham MW, Woodcock DM. 1993.  Escherichia coli host  

strains SURE
TM

 and SRB fail to preserve a palindrome cloned in lambda phage: 

improved alternate host strains. Gene 124:29-35.  

 

 

Dorr T, Lewis K, Vulic M. 2009. SOS response induces persistence to fluoroquinolones in  

Escherichia coli. PLoS Genet 5(12):e1000760. 

 

 

Dubensky TW Jr, Skoble J, Lauer P, Brokstedt DG. 2012. Killed but metabolically active  

vaccines. Curr Opin Biotechnol 23(6):917-23. 

 

 

Duplantis BN, Bosio CM, Nano FE. 2011. Temperature-sensitive bacterial pathogens generated  

by the substitution of essential genes from cold-living bacteria; potential use as live 

vaccines. J Mol Med 89:437-444.  

 

 



62 
 

Duplantis BN, Osusky M, Schmerk CL, Ross DR, Bosio CM, Nano FE. 2010. Essential genes  

from Arctic bacteria used to construct stable, temperature-sensitive bacterial vaccines. 

Proc Natl Acad Sci USA 107(30):13456-60.  

 

 

Duplantis BN, Puckett SM, Rosey EL, Ameiss KA, Hartman AD, Pearce SC, Nano FE. 2015.  

Temperature-sensitive Salmonella enteric Serovar Enteritidis PT13A expressing essential 

proteins of psychrophilic bacteria. Appl Environ Microbiol 81(19):6757-66.  

 

 

Embleton ML, Siksnys V, Halford SE. 2001. DNA cleavage reactions by type II restriction  

enzymes that require two copies of their recognition sites. J Mol Biol 311(3):503-14. 

 

 

Epe B and Woolley P. 1984. The binding of 6-demethylchlortetracycline to 70S, 50S and 30S  

ribosomal particles: a quantitative study by fluorescence anisotropy. EMBO J 3:121-126. 

 

 

Ezer D, Zabet NR, Adryan B. 2014. Physical constraints determine the logic of bacterial  

promoter architectures. Nucleic Acids Res 42(7):4196-4207.  

 

 

Faridani OR, Nikravesh A, Pandey DP, Gerdes K, Good L. 2006. Competitive inhibition of  

natural antisense Sok-RNA interactions activates Hok-mediated cell killing in 

Escherichia coli. Nucleic Acids Res 34(20):5915-22. 

 

 

Finch PW, Storey A, Brown K, Hickson ID, Emmerson PT. 1986.Complete nucleotide sequence  

of recD, the structural gene for the alpha subunit of Exonuclease V of Escherichia coli. 

Nucleic Acids Res 14(21):8583-94. 

 

 

Finco O and Rappuoli R. 2014.Designing vaccines for the twenty-first century society. Front  

Immunol 5:12. 

 

 

Friedman N, Vardi S, Ronen M, Alon U, Stavans J. 2005. Precise temporal modulation in the  

response of the SOS DNA repair network in individual bacteria. PLoS Biol 3(7):e238.  

 

 

 

Gallagher RR, Patel JR, Interiano AL, Rovner AJ, Isaacs FJ. 2015. Multilayered genetic  

safeguards limit growth of microorganisms to defined environments. Nucleic Acids Res 

43(3):1945-1954. 

 

 



63 
 

Georgi C, Buerger J, Hillen W, Berens C. 2012. Promoter strength driving TetR determines the  

regulatory properties of Tet-controlled expression systems. PloS One 7: e41620. 

 

 

Giger L, Caner S, Obexer R, Kast P, Baker D, Ban N, Hilvert D. 2013. Evolution of a designed  

retro-aldolase leads to complete active site remodeling. Nat Chem Biol 9(8):494-8.  

 

 

Giver L, Gershenson A, Freskgard P, Arnold FH. 1998. Directed evolution of a thermostable  

esterase. Proc Natl Acad Sci USA 95(22):12809-12813.  

 

 

Glick BR. 1995.Metabolic load and heterologous gene expression. Biotechnol Adv 13:247-261. 

 

 

Goldenberg DP. 1988. Genetic studies of protein stability and mechanics of folding. Ann Rev  

Biophys Chem 17:481-507. 

 

 

Goodman DB, Church GM, Kosuri S. 2013. Causes and effects of N-terminal codon bias in  

bacterial genes. Science 342(6157):475-9.  

 

 

Handa N, Ichige A, Kusano K, Kobayashi I. 2000. Cellular responses to postsegregational killing  

by restriction-modification genes. J Bacteriol 182(8):2218-29. 

 

 

Hartley RW. 1989. Barnase and barstar: two small proteins to fold and fit together. Trends  

Biochem Sci 14(11):450-4. 

 

 

Hecht MH, Sturtevant JM, Sauer RT. 1984. Effect of single amino acid replacements on the  

thermal stability of the NH2-terminal domain of phage λ repressor. Proc Natl Acad Sci 

USA 81:5685-5689.  

 

 

Hofsteenge N, van NImwegen E, Silander OK. 2013. Quantitative analysis of persister fractions  

suggests different mechanisms of formation among environmental isolates of E. coli. 

BMC Microbiol 13:25. 

 

 

Hooper DC. 2001. Mechanisms of action of antimicrobials: focus on fluoroquinolones. Clin  

Infect Dis 32(1):S9-S15. 

 

 

 



64 
 

Horiuchi T and Inokuchi H. 1967. Temperature-sensitive regulation system of prophage lambda  

induction. J Mol Biol 23(2):217-24. 

 

 

Jackwood MW and Saif YM. 1985. Efficacy of a commercial turkey coryza vaccine (Art- 

Vax) in turkey poults. Avian Dis 29:1130-1139. 

 

Jawale CV, Chaudhari AA, Jeon BW, Nandre RM, Lee JW. 2012. Characterization of a Novel  

Inactivated Salmonella enterica Serovar Enteritidis Vaccine Candidate Generated Using 

a Modified cI857/λ PR/Gene E Expression System. Infect Immun 80(4):1502-1509. 

 

 

Jin H, Lu b, Zhou H, Ma C, Zhao J, Yang CF, Kemble G, Greenberg H. 2003.Multiple amino  

acid resides confer temperature sensitivity to human influenza virus vaccine strains 

(FluMist) derived from cold-adapted A/Ann Arbor/6/60. Virology 306(1):18-24. 

 

 

Katiliene Z, Katilius E, Woodbury NW. 2003. Single molecule detection of DNA looping by  

NgoMIV restriction endonuclease. Biophys J 84(6):4053-4061. 

 

 

Kaufmann S. 1993. Immunity to intracellular bacteria. Annu Rev Immunol 11:129-63. 

 

 

Kowalczykowski SC, Dixon DA, Eggleston AK, Lauder SD, Rehrauer WM. 1994. Biochemistry  

of homologous recombination in Escherichia coli. Microbiol Rev 58(3):401-465.  

 

 

Kuo CH, Moran NA, Ochman H. 2009. The consequences of genetic drift for bacterial genome  

complexity. Genome Res 19(8):1450-4.  

 

 

Kushner SR, Nagaishi H, Templin A, Clark AJ. 1971. Genetic recombination in Escherichia coli:  

the role of exonuclease I. Proc Natl Acad Sci USA 68:824-827. 

 

 

Kwok, R. 2010. Five hard truths for synthetic biology. Nature 463:288-29.  

 

 

Leemans R, Remaut E, Fiers W. 1987. A broad-host-range expression vector based on the pL 

promoter of coliphage lambda: regulated synthesis of human interleukin 2 in Erwinia and 

Serratia species. J Bacteriol 169(5):1899-1904. 

 

 

Levin BR 2004.Microbiology.Noninherited resistance to antibiotics. Science 305(5690):1578- 

9. 



65 
 

Lewis D, Le P, Zurla C, Finzi L, Adhya S. 2011. Multilevel autoregulation of λ repressor protein  

cI by DNA looping in vitro. Proc Natl Acad Sci USA 108(36):14807-12. 

 

 

Liu Y, Tang H, Lin Z, Xu P. 2015. Mechanisms of acid tolerance in bacteria and prospects in  

biotechnology and bioremediation. Biotechnol Adv 33(7):1484-92. 

 

 

Luo Y, Lee Jung-Kul, Zhao H. 2013. Challenges and opportunities in synthetic biology for  

chemical engineers. Chem Eng Sci 103:115-119.  

 

 

Lovett ST. 2011. The DNA exonucleases of Escherichia coli. EcoSal Plus 4(2):10.  

 

 

Maassab HF, DeBorde DC. 1985 Development and characterization of cold-adapted viruses for  

use as live virus vaccines. Vaccine 3:355-369. 

 

 

Maiques E, Ubeda C, Campoy S, Salvador N, Lasa I, Novick RP, Barbe J, Penades JR. 2006.  

Beta-lactam antibiotics induce the SOS response and horizontal transfer of virulence 

factors in Staphylococcus aureus. J Bacteriol 188(7):2726-9. 

 

 

Majowicz SE, Musto J, Scallan E, Angulo FJ, O'Brein SJ, Jones TF. 2010. The global burden of  

nontyphoidal Salmonella gastroenteritis. Clin Infect Dis 50:882-9. 

 

 

Makinoshima H, Aizawa S, Hayashi H, Miki T, Nishimura A, Ishihama A. 2003. Growth phase- 

coupled alterations in cell structure and function of Escherichia coli. J Bacteriol 

185(4):1338-45. 

 

 

Mandell DJ, Lajoie MJ, Mee MT, Takeuchi R, Kuznetsov G, Norville J, Gregg CJ, Stoddard BL,  

Church GM. 2015. Biocontainment of genetically modified organisms by synthetic 

protein design. Nature 518(7537):55-60. 

 

 

McCool JD, LongE, Petrosino JF, Sandler HA, Rosenberg SM, Sandler SJ. 2004. Measurement  

of SOS expression in individual Escherichia coli K-12 cells using fluorescence 

microscopy. Mol Microbiol 53(5):1343-57. 

 

 

McWhinnie RL and Nano FE. 2013. Synthetic promoters functional in Francisella novicida and  

Escherichia coli. Appl Environ Microbiol 80(1):226-34. 

 



66 
 

Meeusen ENT, Walker J, Peters A, Pastoret PP, Jungersen G. 2007. Current status of veterinary  

vaccines. Clin Microbiol Rev 20(3):489-510. 

 

 

Mekjavic IB, Sundberg CJ, Linnarsson D. 1991. Core temperature „„null zone‟‟. J Appl Physiol 

71:1289-1295. 

 

 

Michel B. 2005. After 30 years of study, the bacterial SOS response still surprises us. PLoS Biol  

3(7):e255. 

 

 

Miler C, Thomsen LE, Gaggero C, Mosseri R, Ingmer H, Cohen SN. 2004. SOS response  

induction by beta-lactams and bacterial defense against antibiotic lethality. Science 

305(5690):1629-31. 

 

 

Mira A, Ochman H, Moran NA. 2001. Deletional bias and the evolution of bacterial genomes.  

Trends Genet 17(10):589-96. 

 

 

Morita RY. Psychrophilic bacteria. 1975. Bacteriol Rev 39(2):144-167. 

 

 

Morrow CJ, Markham JF, Whithear KG. 1998. Production of temperature-sensitive 

clones of Mycoplasma synoviae for evaluation as live vaccines. Avian Dis 42:667–670. 

 

 

Moyed HS, Bertrand KP. 1983. hipA, a newly recognized gene of Escherichia coli K-12 that  

affects frequency of persistence after inhibition of murein synthesis. J Bacteriol 

155(2):768-75. 

 

 

Mruk I and Kobayashi I. 2013. To be or not to be: regulation of restriction-modification systems  

and other toxin-antitoxin systems. Nucleic Acids Res 42(1):70-86. 

 

 

Narberhaus F, Waldminghaus T, Chowdhury S. 2006. RNA thermometers. FEMS Microbiol  

Rev 30:3-16. 

 

 

Pankowski JA, Puckett SM, Nano FE. 2016. Temperature sensitivity conferred by ligA alleles  

from psychrophilic bacteria upon substitution in mesophilic bacteria and a yeast species. 

Appl Environ Microbiol 82(6):1924-32. 

 

 



67 
 

Pecota DC, Wood TK. 1996. Exclusion of T4 phage by the hok/sok killer locus from plasmid R1. 

J Bacteriol 178(7):2044-50. 

 

 

Pedersen K, Christensen SK, Gerdes K. 2002. Rapid induction and reversal of a bacteriostatic  

condition by controlled expression of toxins and antitoxins. Mol Microbiol 42(2):501-10.  

 

 

Pennington JM and Rosenberg SM. 2007. Spontaneous DNA breakage in single living  

Escherichia coli cells. Nat Genet 39(6):797-802. 

 

 

Pieper DH and Reineke W. 2000. Engineering bacteria for bioremediation. Curr Opin Biotechnol 

11:262-270. 

 

 

Pingoud A, Fuxreiter M, Pingoud V, Wende W. 2005. Type II restriction endonucleases:  

structure and mechanism. Cell Mol Life Sci 62(6):685-707. 

 

 

Pingoud A and Jeltsch A. 2001.Structure and function of type II restriction endonucleases. 

Nucleic Acids Res 29(18):3705-3727. 

 

 

Pinto CT and Nano FE. 2015. Stable, temperature-sensitive recombinant strain of  

Mycobacterium smegmatis generated through the substitution of a psychrophilic ligA 

gene. FEMS Microbiol Lett 362(18):fnv152. 

 
 

Pósfai G, Plunkett G 3rd, Fehér T, Frisch D, Keil GM, Umenhoffer K, Kolisnychenko V, Stahl  

B, Sharma SS, de Arruda M, Burland V, Harcum SW,Blattner FR. 2006. Emergent 

properties of reduced-genome Escherichia coli. Science 312(5776):1044-6. 

 

 

Qin TT, Kang HQ, Ma P, Li PP, Huang LY, Gu B. 2015. SOS response and its regulation on the  

fluoroquinolone resistance. Ann Transl Med 3(22):358. 

 

 

Ramos JL, Martinez-Bueno, Molina-Hernares AJ, Teran W, Watanabe K, Zhang X, Gallegos  

MT, Brennan R, Tobes R. 2005. The TetR family of transcriptional repressors. Microbiol 

Mol Biol R 69(2): 326-356 1092-2172. 

 

 

Registry of Standard Biological Parts.<http://parts.igem.org/Catalog> (Accessed June 1, 2016). 

 
 

http://www.ncbi.nlm.nih.gov/pubmed/?term=P%C3%B3sfai%20G%5BAuthor%5D&cauthor=true&cauthor_uid=16645050
http://www.ncbi.nlm.nih.gov/pubmed/?term=Plunkett%20G%203rd%5BAuthor%5D&cauthor=true&cauthor_uid=16645050
http://www.ncbi.nlm.nih.gov/pubmed/?term=Feh%C3%A9r%20T%5BAuthor%5D&cauthor=true&cauthor_uid=16645050
http://www.ncbi.nlm.nih.gov/pubmed/?term=Frisch%20D%5BAuthor%5D&cauthor=true&cauthor_uid=16645050
http://www.ncbi.nlm.nih.gov/pubmed/?term=Keil%20GM%5BAuthor%5D&cauthor=true&cauthor_uid=16645050
http://www.ncbi.nlm.nih.gov/pubmed/?term=Umenhoffer%20K%5BAuthor%5D&cauthor=true&cauthor_uid=16645050
http://www.ncbi.nlm.nih.gov/pubmed/?term=Kolisnychenko%20V%5BAuthor%5D&cauthor=true&cauthor_uid=16645050
http://www.ncbi.nlm.nih.gov/pubmed/?term=Sharma%20SS%5BAuthor%5D&cauthor=true&cauthor_uid=16645050
http://www.ncbi.nlm.nih.gov/pubmed/?term=de%20Arruda%20M%5BAuthor%5D&cauthor=true&cauthor_uid=16645050
http://www.ncbi.nlm.nih.gov/pubmed/?term=Burland%20V%5BAuthor%5D&cauthor=true&cauthor_uid=16645050
http://www.ncbi.nlm.nih.gov/pubmed/?term=Harcum%20SW%5BAuthor%5D&cauthor=true&cauthor_uid=16645050
http://www.ncbi.nlm.nih.gov/pubmed/?term=Blattner%20FR%5BAuthor%5D&cauthor=true&cauthor_uid=16645050


68 
 

Roberts RJ, Belfort M, Bestor T, Bhagwat AS, Bickle TA, Bitinaite J, Blumenthal  

RM, Degtyarev SKh, Dryden DT, Dybvig K, Firman K, Gromova ES,Gumport 

RI, Halford SE, Hattman S, Heitman J, Hornby DP, Janulaitis A, Jeltsch A, Josephsen 

J, Kiss A, Klaenhammer TR, Kobayashi I, Kong H,Krüger DH, Lacks S, Marinus 

MG, Miyahara M, Morgan RD, Murray NE, Nagaraja V, Piekarowicz A, Pingoud 

A, Raleigh E, Rao DN, Reich N, Repin VE, Selker EU, Shaw PC, Stein DC, Stoddard 

BL, Szybalski W, Trautner TA, Roberts RJ, Vincze T, Posfai J, Macelis D. 2015. 

REBASE – a database for DNA restriction and modification: enzymes, genes and 

genomes. Nucleic Acids Res 43(Database issue):D298-9. 

 

 

Rovner AJ, Haimovich AD, Katz SR, Li Z, Grome MW, Gassaway BM, Amiram M,  

Patel JR, Gallagher RR, Rinehart J, Isaacs FJ. 2015. Recoded organisms engineered to 

depend on synthetic amino acids. Nature 518(7537):89-93. 

 

 

Ruder WC, Lu T, Collins JJ. 2011. Synthetic biology moving into the clinic. Science 

333(6047):1248-52.  

 

 

Rudolph B, Gebendorfer KM, Buchner J, Winter J. 2010. Evolution of Escherichia coli for  

growth at high temperatures. J Biol Chem 285(25):19029-19034. 

 

 

Salis HM, Mirsky EA, Voigt CA. 2009. Automated design of synthetic ribosome binding sites to  

precisely control protein expression. Nat Biotechnol 27(10):946-950.  

 

 

Salis HM. 2011.The ribosome binding site calculator. Methods Enzymol 498:19-42. 

 

 

Schmid MB and Roth JR. 1987. Gene location affects expression level in Salmonella  

typhimurium. J Bacteriol 169:2872-2875. 

 

 

Schmidt M and de Lorenzo V. 2012. Synthetic constructs in/for the environment: managing the  

interplay between natural and engineered biology. FEBS Lett 586(15):2199-206. 

 

 

Silva-Rocha, Martinez-Garcia E, Calles B, Chavarria M, Arce-Rodriguez A, de las Heras A,  

Paez-Espino D, Durante-Rodriguez G, Kim J, Nikel PI, Platero R, de Lorenzo V. 2013. 

The Standard European Vectori Architecture (SEVA): a coherent platform for the 

analysis and deployment of complex prokaryotic phenotypes. Nucleic Acids Res 

41(D666-D675). 

 

 

http://www.ncbi.nlm.nih.gov/pubmed/?term=Roberts%20RJ%5BAuthor%5D&cauthor=true&cauthor_uid=12654995
http://www.ncbi.nlm.nih.gov/pubmed/?term=Belfort%20M%5BAuthor%5D&cauthor=true&cauthor_uid=12654995
http://www.ncbi.nlm.nih.gov/pubmed/?term=Bestor%20T%5BAuthor%5D&cauthor=true&cauthor_uid=12654995
http://www.ncbi.nlm.nih.gov/pubmed/?term=Bhagwat%20AS%5BAuthor%5D&cauthor=true&cauthor_uid=12654995
http://www.ncbi.nlm.nih.gov/pubmed/?term=Bickle%20TA%5BAuthor%5D&cauthor=true&cauthor_uid=12654995
http://www.ncbi.nlm.nih.gov/pubmed/?term=Bitinaite%20J%5BAuthor%5D&cauthor=true&cauthor_uid=12654995
http://www.ncbi.nlm.nih.gov/pubmed/?term=Degtyarev%20SKh%5BAuthor%5D&cauthor=true&cauthor_uid=12654995
http://www.ncbi.nlm.nih.gov/pubmed/?term=Dryden%20DT%5BAuthor%5D&cauthor=true&cauthor_uid=12654995
http://www.ncbi.nlm.nih.gov/pubmed/?term=Dybvig%20K%5BAuthor%5D&cauthor=true&cauthor_uid=12654995
http://www.ncbi.nlm.nih.gov/pubmed/?term=Firman%20K%5BAuthor%5D&cauthor=true&cauthor_uid=12654995
http://www.ncbi.nlm.nih.gov/pubmed/?term=Gromova%20ES%5BAuthor%5D&cauthor=true&cauthor_uid=12654995
http://www.ncbi.nlm.nih.gov/pubmed/?term=Gumport%20RI%5BAuthor%5D&cauthor=true&cauthor_uid=12654995
http://www.ncbi.nlm.nih.gov/pubmed/?term=Gumport%20RI%5BAuthor%5D&cauthor=true&cauthor_uid=12654995
http://www.ncbi.nlm.nih.gov/pubmed/?term=Gumport%20RI%5BAuthor%5D&cauthor=true&cauthor_uid=12654995
http://www.ncbi.nlm.nih.gov/pubmed/?term=Halford%20SE%5BAuthor%5D&cauthor=true&cauthor_uid=12654995
http://www.ncbi.nlm.nih.gov/pubmed/?term=Hattman%20S%5BAuthor%5D&cauthor=true&cauthor_uid=12654995
http://www.ncbi.nlm.nih.gov/pubmed/?term=Heitman%20J%5BAuthor%5D&cauthor=true&cauthor_uid=12654995
http://www.ncbi.nlm.nih.gov/pubmed/?term=Hornby%20DP%5BAuthor%5D&cauthor=true&cauthor_uid=12654995
http://www.ncbi.nlm.nih.gov/pubmed/?term=Janulaitis%20A%5BAuthor%5D&cauthor=true&cauthor_uid=12654995
http://www.ncbi.nlm.nih.gov/pubmed/?term=Jeltsch%20A%5BAuthor%5D&cauthor=true&cauthor_uid=12654995
http://www.ncbi.nlm.nih.gov/pubmed/?term=Josephsen%20J%5BAuthor%5D&cauthor=true&cauthor_uid=12654995
http://www.ncbi.nlm.nih.gov/pubmed/?term=Josephsen%20J%5BAuthor%5D&cauthor=true&cauthor_uid=12654995
http://www.ncbi.nlm.nih.gov/pubmed/?term=Josephsen%20J%5BAuthor%5D&cauthor=true&cauthor_uid=12654995
http://www.ncbi.nlm.nih.gov/pubmed/?term=Kiss%20A%5BAuthor%5D&cauthor=true&cauthor_uid=12654995
http://www.ncbi.nlm.nih.gov/pubmed/?term=Klaenhammer%20TR%5BAuthor%5D&cauthor=true&cauthor_uid=12654995
http://www.ncbi.nlm.nih.gov/pubmed/?term=Kobayashi%20I%5BAuthor%5D&cauthor=true&cauthor_uid=12654995
http://www.ncbi.nlm.nih.gov/pubmed/?term=Kong%20H%5BAuthor%5D&cauthor=true&cauthor_uid=12654995
http://www.ncbi.nlm.nih.gov/pubmed/?term=Kr%C3%BCger%20DH%5BAuthor%5D&cauthor=true&cauthor_uid=12654995
http://www.ncbi.nlm.nih.gov/pubmed/?term=Lacks%20S%5BAuthor%5D&cauthor=true&cauthor_uid=12654995
http://www.ncbi.nlm.nih.gov/pubmed/?term=Marinus%20MG%5BAuthor%5D&cauthor=true&cauthor_uid=12654995
http://www.ncbi.nlm.nih.gov/pubmed/?term=Marinus%20MG%5BAuthor%5D&cauthor=true&cauthor_uid=12654995
http://www.ncbi.nlm.nih.gov/pubmed/?term=Marinus%20MG%5BAuthor%5D&cauthor=true&cauthor_uid=12654995
http://www.ncbi.nlm.nih.gov/pubmed/?term=Miyahara%20M%5BAuthor%5D&cauthor=true&cauthor_uid=12654995
http://www.ncbi.nlm.nih.gov/pubmed/?term=Morgan%20RD%5BAuthor%5D&cauthor=true&cauthor_uid=12654995
http://www.ncbi.nlm.nih.gov/pubmed/?term=Murray%20NE%5BAuthor%5D&cauthor=true&cauthor_uid=12654995
http://www.ncbi.nlm.nih.gov/pubmed/?term=Nagaraja%20V%5BAuthor%5D&cauthor=true&cauthor_uid=12654995
http://www.ncbi.nlm.nih.gov/pubmed/?term=Piekarowicz%20A%5BAuthor%5D&cauthor=true&cauthor_uid=12654995
http://www.ncbi.nlm.nih.gov/pubmed/?term=Pingoud%20A%5BAuthor%5D&cauthor=true&cauthor_uid=12654995
http://www.ncbi.nlm.nih.gov/pubmed/?term=Pingoud%20A%5BAuthor%5D&cauthor=true&cauthor_uid=12654995
http://www.ncbi.nlm.nih.gov/pubmed/?term=Pingoud%20A%5BAuthor%5D&cauthor=true&cauthor_uid=12654995
http://www.ncbi.nlm.nih.gov/pubmed/?term=Raleigh%20E%5BAuthor%5D&cauthor=true&cauthor_uid=12654995
http://www.ncbi.nlm.nih.gov/pubmed/?term=Rao%20DN%5BAuthor%5D&cauthor=true&cauthor_uid=12654995
http://www.ncbi.nlm.nih.gov/pubmed/?term=Reich%20N%5BAuthor%5D&cauthor=true&cauthor_uid=12654995
http://www.ncbi.nlm.nih.gov/pubmed/?term=Repin%20VE%5BAuthor%5D&cauthor=true&cauthor_uid=12654995
http://www.ncbi.nlm.nih.gov/pubmed/?term=Selker%20EU%5BAuthor%5D&cauthor=true&cauthor_uid=12654995
http://www.ncbi.nlm.nih.gov/pubmed/?term=Shaw%20PC%5BAuthor%5D&cauthor=true&cauthor_uid=12654995
http://www.ncbi.nlm.nih.gov/pubmed/?term=Stein%20DC%5BAuthor%5D&cauthor=true&cauthor_uid=12654995
http://www.ncbi.nlm.nih.gov/pubmed/?term=Stoddard%20BL%5BAuthor%5D&cauthor=true&cauthor_uid=12654995
http://www.ncbi.nlm.nih.gov/pubmed/?term=Stoddard%20BL%5BAuthor%5D&cauthor=true&cauthor_uid=12654995
http://www.ncbi.nlm.nih.gov/pubmed/?term=Stoddard%20BL%5BAuthor%5D&cauthor=true&cauthor_uid=12654995
http://www.ncbi.nlm.nih.gov/pubmed/?term=Szybalski%20W%5BAuthor%5D&cauthor=true&cauthor_uid=12654995
http://www.ncbi.nlm.nih.gov/pubmed/?term=Trautner%20TA%5BAuthor%5D&cauthor=true&cauthor_uid=12654995


69 
 

Sorensen SJ, Bailey M, Hansen LH, Kroer N, Wuertz S. 2005. Studying plasmid horizontal  

transfer in situ: a critical review. Nature Rev Microbiol 3:700-710. 

 

 

Sousa C, de Lorenzo V, Cebolla A. 1997. Modulation of gene expression through chromosomal  

positioning in Escherichia coli. Microbiol 143(Pt6), 2071-2078. 

 

 

Stahl F, Wende W, Jeltsch A, Pingord A. 1996. Introduction of asymmetry in the naturally  

symmetric restriction endonucleases EcoRV to investigate intersubunit communication in 

the homodimer protein. Proc Natl Acad Sci USA 93(12):6175-80. 

 

 

Stayrook S, Jaru-Ampornpan P, NI J, Hochschild A, Lewis M. 2008. Crystal structure of the  

lambda repressor and a model for pairwise cooperative operatory binding. Nature 

452(7190):1022-5. 

 

 

Steidler L. Genetically engineered probiotics. 2003. Best Pract Re Clin Gastroenterol 17:  

861–876. 

 

 

Szekeres S, Dauti M, Wilde C, Mazel D, Rowe-Magnus DA. 2007. Chromosomal toxin-antitoxin  

loci can diminish large-scale genome reductions in the absence of selection. Mol 

Microbiol 63(6):1588-605. 

 

 

Tang D, Ando S, Takasaki Y, Tadano J. 2000. Mutational analyses of restriction endonucleases – 

HindIII mutant E86K with higher activity and altered specificity. Protein Eng 13(4):283-

9. 

 

 

Torres B, Jaenecke S, Timmis KN,Garcia JL, Diaz E. 2003. A dual lethal system to enhance  

containment of recombinant microorganisms. Microbiol 149: 3595-3601.  

 

 

Urios A, Herrera G, Aleixandre V, Blanco M. 1991. Influence of recA mutations on gyrA  

dependent quinolone resistance. Biochimie 73(4):519-21. 

 
 
Van Etten JL, Vitor JM, Wilson GG, Xu SY. 2003. A nomenclature for restriction enzymes,  

DNA methyltransferases, homing endonucleases and their genes. Nucleic Acids Res 

31(7):1805-12. 

 

 

 

http://www.ncbi.nlm.nih.gov/pubmed/?term=Van%20Etten%20JL%5BAuthor%5D&cauthor=true&cauthor_uid=12654995
http://www.ncbi.nlm.nih.gov/pubmed/?term=Vitor%20JM%5BAuthor%5D&cauthor=true&cauthor_uid=12654995
http://www.ncbi.nlm.nih.gov/pubmed/?term=Wilson%20GG%5BAuthor%5D&cauthor=true&cauthor_uid=12654995
http://www.ncbi.nlm.nih.gov/pubmed/?term=Xu%20SY%5BAuthor%5D&cauthor=true&cauthor_uid=12654995


70 
 

Vasu K and Nagaraja V. 2013. Diverse functions of restriction-modification systems in addition  

to cellular defense. Microbiol Mol Biol Rev 77(1):53-72. 

 

 

Vora T, Hottes AK, Tavazoie S. 2009.Protein occupancy landscape of a bacterial genome. Mol  

Cell 35(2):247-53.  

 

 

Wang H, Bian X, Xia L, Ding X, Muller R, Zhang Y, Fu J, Stewart FA. 2014. Improved  

seamless mutagenesis by recombineering using ccdB for counterselection. Nucleic Acids 

Res 42(5):e37. 

 

 

Wang HH, Isaacs FJ, Carr PA, Sun ZZ, Xu G, Forest CR, Church GM. 2009. Programming cells  

by multiplex genome engineering and accelerated evolution. Nature 460(7257):894-8. 

 

 

Wang RF and Krushner SR. 1991. Construction of versatile low-copy-number vectors for  

cloning, sequencing and gene expression in Escherichia coli. Gene 100:195-9. 

 

 

Way JC, Collins JJ, Keasling JD, Silver PA. 2014. Integrating biological redesign: where  

synthetic biology came from and where it needs to go. Cell 157(1):151-61.  

 

 

Weber H, Polen T, Heuveling J, Wendisch VF, Hengge R. 2005. Genome-wide analysis of the  

general stress response network in Escherichia coli: sigmaS-dependent genes, promoters 

and sigma factor selectivity. J Bacteriol 187(5):1591-603. 

 

 

Wentzell LM, Nobbs TJ, Halford SE. 1995. The SfiI restriction endonucleases makes a four- 

strand DNA break at two copies of its recognition sequence. J Mol Biol 248(3):581-95.  

 

 

Wilson A. 1990. Position effects on eukaryotic gene expression. Annu Rev Cell Biol 6:679-714. 

 

 

Wissmann A., Wray L.V., Somaggio U., Baumeister R., Geissendorfer M., Hillen W. 1991.  

Selection for Tn10 Tet repressor binding to tet operator in Escherichia coli: isolation of 

temperature-sensitive mutants and combinatorial mutagenesis in the DNA binding motif. 

Genetics 128:225-232. 

 

 

World Health Organization. 2015. Global tuberculosis report. WHO report. Geneva, Switzerland. 

 

 

http://www.ncbi.nlm.nih.gov/pubmed/23471617


71 
 

Wu Y, Vulic M, Keren I, Lewis K. 2012. Role of oxidative stress in persister tolerance. 

Antimicrob Agents Chemother 56(9):4922-6.  

 

 

Yan S., Myler P.J., Stuart K. 2000. Tetracycline regulated gene expression in Leishmania  

donovani. Mol Biochem Parasitol 112(2001):61-69.   

 

 

Zgur-Bertok D. 2013. DNA damage repair and bacterial pathogens. PLoS Pathog 9(11):e100371. 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 



72 
 

Appendix 

Table A1. E. coli chromosomal loci, position and predicted encoded products where lethal 

genetic circuits were integrated. 

Chromosomal loci Position (kb) Encoded product 

yeaH 1866979 - 1868262 Hypothetical UPF0229 protein 

ycgH 1218824 - 1221471  Pseudogene; putative ATP-binding 

component of a transport system  

yeeR 2072803 - 2074335 Prophage; predicted membrane protein   

insH1 2064329 - 2065345 Insertion sequence; transposon related 

 

 

Table A2. E. coli strains and their genotypes. 

E. coli strain Genotype 

DH10B F– mcrA Δ(mrr-hsdRMS-mcrBC) Φ80lacZΔM15 

ΔlacX74 recA1 endA1 araD139 Δ(araleu) 7697 galU galK rpsL nupG λ– 

LE392 hsdR514(rk-, mk+), glnV(supE44), tryT(supF58), lacY1 orΔ(lacIZY)6, galK2, 

galT22, metB1, trpR55 

PMC103 mcrA A(mcrBC-hsdRMS-mrr)102 recD sbcC 

PMC107 mcrA A(mcrBC-hsdRMS-mrr)102 recB21 recC22recJl54 sbcBl5 sbcC20 I 

 

Table A3. Summary of all functional and non-functional TS lethal genetic circuits constructed 

and integrated into the E. coli chromosome. 

 Restriction enzyme Repressor 

protein 

Promoter Locus Functional? 

1 HindIII TetRD1 D18 yeaH Yes 

2 XbaI cI857 PR ycgH No 

3 XbaI cI857 PR isrC No 

4 BglII cI857 PR ycgH No 

5 BglII cI857 PR yeeR No 

6 BglII cI857 PR insH1 No 

7 NgoMIV cI857 PR ycgH No 

8 NgoMIV cI857 PR yeeR Yes 

9 NgoMIV cI857 PR insH1 Yes 
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Figure A1. Western immunoblot of YFP controlled by TS mutants TetRD1 and TetRG2 via the 

upstream PL-tetO promoter at 30° and 42°C. The wild type TetR inducer anhydrotetracycline 

(ATc) was also used as a control at both temperatures (R. McWhinnie, Nano Lab).  

 

Figure A2. Survival of E. coli harbouring TetD1-Hind circuit in recA
+/-

 strains. Control strain is 

DH10B; recA
-
strain is TetD1-Hind in DH10B; recA

+
 strain is TetD1-Hind in DH10B harbouring 

low copy pWSK29::recA, with recA inserted downstream of the lac promoter via SacI and KpnI 

sites. The lac promoter was not induced in order to avoid over expression. Strains were grown in 

LB broth at 30° or 42°C, diluted and then 2µl were spotted onto LB agar which was 

subsequently incubated at 30° or 42°C for A. 24 h and B. 48 h.  
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Figure A3. Light microscopy images of E. coli LE392 containing the TetD1-Hind circuit at 

42°C. Panel A and B depict two different viewpoints. Arrows indicate either long filamentous or 

smaller normal cell morphologies. Non motile filamentous cells are indicative of DNA damage 

caused by RE resulting in disruption of cell division. Cells were viewed on a Nikon 

ALPHAPHOT-2 YS2-H light microscope at 1000X magnification and images were captured 

using a Sony Cyber-shot DSC-W120 digital camera.  


