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Abstract

Synthetic biology has made significant leaps over the past decade, and it now
enables rational and predictable reprogramming of cells to conduct complex
physiological activities. The bases for cellular reprogramming are mainly ge-
netic control components affecting gene expression. A huge variety of these
modules, ranging from engineered fusion proteins regulating transcription
to artificial RNA devices affecting translation, is available, and they often
feature a highly modular scaffold. First endeavors to combine these modules
have led to autoregulated expression systems and genetic cascades. Analogous
to the rational engineering of electronic circuits, the existing repertoire of
artificial regulatory elements has further enabled the ambitious reprogram-
ming of cells to perform Boolean calculations or to mimic the oscillation
of circadian clocks. Cells harboring synthetic gene circuits are not limited
to cell culture, as they have been successfully implanted in animals to ob-
tain tailor-made therapeutics that have made it possible to restore urea or
glucose homeostasis as well as to offer an innovative approach to artificial
insemination.
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Genetic switch: an
intracellular encoded
component that affects
target gene expression
on a transcriptional or
posttranscriptional
level

INTRODUCTION

Nature has evolved multitudinous gene circuits that enable cells to live and to adapt to environ-
mental changes (1, 2). Although the bases of these networks are often simple genetic switches,
complex circuitry has resulted in versatile gene expression patterns that range from straightforward
ON/OFF states to advanced oscillating behavior (3). Synthetic biology has aimed to redesign ex-
isting gene circuits to gain detailed knowledge about the components involved. Beyond that, novel
gene networks have reprogrammed cells to accomplish sophisticated tasks in the areas of biotech-
nology and biomedicine. This review provides a comprehensive description of the advances and
milestones in the engineering of versatile gene circuits in mammalian cells. For readers interested
in the progress made in bacterial synthetic biology, we recommend a recent review focused on
engineered prokaryotic gene regulation systems (4).

INDIVIDUAL COMPONENTS: GENETIC SWITCHES

As is the case in most complex electronic circuits, in which simple electric ON/OFF gates sum
together, genetic circuits are composed of basic genetic switches that affect gene expression.
Owing to their high modularity, these switches are the basis for higher-order control elements
that accomplish complex tasks. Awareness of the available basic elements, their characteristics,
and their compatibility is a prerequisite for engineering advanced networks. Accordingly, the
main genetic switches are introduced briefly here. In general, genetic control elements consist of
an input domain that senses the presence of a trigger and an output domain that eventually affects
target gene expression. On the basis of this universal buildup, several types of switches that act
on the transcriptional or posttranscriptional level have been developed over the past few decades
(Figure 1).

Transcriptional Regulators

Transcriptional regulators are gene control elements widely used in biotechnology and synthetic
biology. The underlying mechanism of these elements is often site-specific recruitment or block-
age of RNA polymerase at a defined gene. Control components share a highly modular scaffold
and usually comprise a DNA-binding domain specific for a DNA operator sequence proximal
a promoter region as well as a transcriptional activator or repressor domain. Transcriptional
activator domains are often used in combination with minimal or weak promoters, whereas re-
pressors can downregulate strong promoters. Therefore, the virus-derived vp16 (5), human p65
(6), and E2F4 (7) domains are typical activator domains and the Krüppel-associated box (KRAB)
(8) a typical repressor domain. The protein domains mediating site-specific DNA binding may
be ligand-independent TALEs (transcription activator-like effectors) and zinc-finger domains or
ligand-responsive bacterial repressor domains.

Programmable DNA binding: transcription activator-like effectors and zinc-finger do-
mains. Although an inducer cannot externally control the DNA binding of TALEs, they have
received a great deal of attention recently because their DNA recognition motif can be genetically
programmed in a rational fashion (9). The structure of TALE proteins, which naturally origi-
nate from Xanthomonas sp., includes central repeat domains that mediate sequence-specific DNA
binding. Within this structure, two adjacent amino acids were identified that determine the base
specificity of binding; this eventually led to the discovery of the code that correlates these amino
acids to DNA nucleobase binding (10, 11). Through application of this code, TALE variants have
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Figure 1
A schematic of some existing gene regulation systems that act on different levels of expression. (a) Transcription can be efficiently
regulated using the modular assembly of a bacterial repressor fused to a transcriptional activation or repression domain. Upon ligand
addition, the DNA affinity of the fusion protein can be reversed to enable transcriptional control (25, 27, 35–45). (b) Pre-mRNA
processing can involve splicing, which is controllable by aptamer insertion close to defined splice sites. In the presence of a protein
ligand, the splice site is masked and the splicing event at this position inhibited (75, 81). (c) Short hairpin RNAs (shRNAs), which also
can be intronically encoded, require Dicer processing. Again, ligand binding to aptamers located in the hairpin region of the shRNA was
used to mask Dicer recognition sites (63, 69, 70). Moreover, ligand-bound aptamers (d ) can block ribosome scanning if placed into the
5′ untranslated region (77, 78) or (e) can control cis-ribozyme cleavage kinetics that eventually affect mRNA stability (74, 75). ( f ) RNA
interference (RNAi)-mediated gene silencing is targeted to a gene of interest by inserting microRNA recognition elements (MREs) into
the mRNA (93). ( g) Finally, protein levels are also adjustable by regulating protein stability. For example, ligand-induced dimerization
can be used to render the protein a substrate for an ubiquitin ligase, which designates the dimer for eventual proteasomal degradation
(84, 85). Gray arrows denote the event described, red arrows indicate activation (arrowhead ) or inhibition (blocked line) of the respective
event. Abbreviations: (A)n, poly(A)-tail; GOI, gene of interest; Pmin, minimal promoter; RISC, RNA-induced silencing complex.
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Transactivator/
transsilencer:
a fusion protein
consisting of a ligand-
responsive DNA
binding site and an
effector domain
controlling
transcription

been designed to recognize predefined operator sites on the DNA (9). These were then fused
to the transcriptional activator vp16, and this construct was able to induce the transcription of
genes in human (12) and plant cells (13). Zinc-finger proteins have also been used to target tran-
scriptional activators to predefined DNA regions. Similar to TALEs, zinc-finger domains can
be programmed to recognize defined DNA sequences (14) and, by attaching effector domains,
used to control gene expression (15–17). However, zinc-finger proteins seem to be more difficult
to reprogram and also exhibit more off-target binding sites compared with TALEs (18). Tran-
scriptional regulators with programmable target operator sites have been used mainly in genome
research to artificially induce expression of specific genes; they have not yet found their way into
the field of synthetic biology. Ligand-inducible transcriptional regulators have been used instead
because external control of the activity of TALEs and zinc-finger proteins is not possible.

Dimerization-dependent transcriptional activation. Ligand dependency can be engineered
into systems that do not initially respond to external triggers. Yeast-two-hybrid-like systems for
mammalian cells were developed to capitalize on ligand-inducible protein dimerization in which
conditional gene expression relies on the trigger-induced dimerization of two protein domains.
By fusing a protein dimerization domain to a transcriptional regulator or a DNA operator binding
protein, ligand-dependent dimerization eventually results in recruitment of the effector domain to
a desired minimal promoter, thereby enabling transcriptional control. For example, the compound
rapamycin (17) as well as some analogs (20, 21) successfully demonstrated efficient dimerization
induction of the FK506-binding protein (FKBP12) with the FKBP12-rapamycin-binding (FRB)
domain.

Remarkably, because the modularity of dimerization-dependent transcriptional activators only
requires appropriate dimerization domains, it was possible to expand the repertoire of triggers
to electromagnetic waves. After implementing the plant proteins FKF1 (22) and GIGANTEA
(23), which form heterodimers in the presence of blue light, into the system described above,
reporter gene expression could be controlled by the intensity of appropriate light irradiation (24).
Transcription of the luciferase reporter gene was induced more than fourfold in the presence of
light with a wavelength of 450 nm (24).

Bacterial repressors as ligand-dependent regulators in mammalian cells. The tetracycline-
dependent transactivator (tTA) system consists of the tTA protein and a gene of interest under
control of a minimal or weak promoter proximal to a tTA binding motif. It was first described
by Gossen & Bujard (25) in 1992 and is one of the most-characterized ligand-responsive gene
regulation systems for mammalian cells. The tTA protein is composed of the above-mentioned
viral vp16 domain fused with the bacterial tetracycline-dependent repressor protein TetR. As a
homodimer, TetR binds with high affinity to its operator site tetO. However, adding the ligand
tetracycline results in a structural change in the DNA-binding helix-turn-helix motif that releases
TetR from the tetO operator site (26). In eukaryotes, gene of interest expression can be controlled
by placing its coding region downstream of an oligomeric tetO repeat proximal to a minimal or
weak promoter and then coexpressing the tTA fusion protein (27). In the absence of tetracycline
or its stabilized derivative doxycycline, gene expression is turned ON, but it is efficiently inhibited
when the ligand is added (Figure 1a) (27).

In addition, mutation of TetR allowed the engineering of a tTA variant with reversed activity.
Unlike the original, this reverse tTA (rtTA) induced gene expression only in the presence of the
ligand (28). Furthermore, tTA has been genetically altered to exclusively bind to other operator
sites, which allows for the concomitant usage of different tTA variants in a single cell (29–31).
The efficacy of these systems can be further improved by genetically merging two different tTA
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or rTA monomers to create a defined single-chain variant. This prevents the formation of inactive
tTA heterodimers from different transactivator variants (32, 33). Finally, the bacterial TetR and
rTetR proteins have also been fused to the KRAB domain to result in the tetracycline-dependent
transsilencers tTS (8) and rtTS (34), respectively.

However, the modularity of this system is not limited to the effector domain; the bacterial
repressor is also easily interchangeable. Replacing TetR with other ligand-dependent bacterial
repressors featuring a similar helix-turn-helix architecture (26) has led to the development of
novel transcriptional regulators for mammalian cells. This has allowed the construction of gene
expression systems regulated by a diverse range of ligands, from endogenously available metabo-
lites such as L-arginine (35), biotin (36), and urate (37) to antibiotics such as macrolides (e.g.,
erythromycin) (38) and streptogramins (e.g., pristinamycin I) (39), to the compounds phloretin
(40), 6-hydroxy-nicotine (41, 42), and 2-phenylethyl-butyrate (43). In addition to these soluble
compounds, gaseous acetaldehyde was also used successfully as a ligand to control target gene
expression (44, 45).

Rewiring of internal pathways. Rewiring of cellular pathways is a promising alternative to engi-
neering orthogonal chimeric transcriptional regulators. A prominent example is the heterologous
expression of a G protein–coupled receptor (GPCR) in a mammalian target cell. Understand-
ing the downstream signaling cascade facilitates the control of a desired gene of interest if its
expression is placed under the control of the corresponding transcription factor. Gene reporter
assays for determining GPCR activation have been developed for all signaling cascades, including
CREB (46), NFAT, NF-κB, c-Fos, and c-Jun (47), by placing the transcription factor binding site
proximal to a minimal promoter. Therefore, gene regulation systems based on ligand-triggered
GPCR activation can be engineered by putting the gene of interest under control of the respective
endogenous transcription factor. Examples for GPCR-controlled gene circuits are described in
more detail below.

Posttranscriptional Regulators

Posttranscriptional regulation has received a lot of attention recently, especially with the discov-
ery of RNA interference (RNAi) (48, 49). Scientists have begun capitalizing on the potential of
posttranscriptional regulation to engineer novel genetic control elements.

RNA interference. RNAi mainly designates the downregulation of gene expression via sequence-
targeted mRNA degradation mediated by the RNA-induced silencing complex (RISC) (50).
Shortly summarized, a double-stranded RNA structure is recognized and processed by the Drosha-
DGCR8 complex and subsequently by Dicer (51). The guide strand from the RNA is then loaded
on the RISC and serves as a sequence template for mRNAs, which are cleaved by the protein-RNA
complex and eventually degraded (50). For a detailed description of RNAi mechanisms, please see
other reviews (52–54). Because the protein machinery for RNAi is encoded in mammalian cells,
this mechanism can be used to knock down the expression of specific genes by introducing the
appropriate double-stranded RNA (Figure 1f ). However, optimization may be required when
establishing a suitable target sequence to prevent unspecific gene inhibition.

To obtain control over RNAi efficacy, expression of the corresponding double-stranded RNA,
which is usually encoded as a hairpin-forming structure [short hairpin RNA (shRNA)], can be
placed under the control of ligand-dependent transcriptional effectors that activate RNA poly-
merase II (55, 56) and III (57). On one hand, the shRNA can be integrated into the mRNA of
any gene if placed into intronic regions (58, 59). Mimicking naturally found genetic arrangements
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Aptamer: a short
nucleic acid structure
that binds a ligand
with high specificity
and affinity

(60), this allows for the simultaneous expression of a gene and an shRNA because RNA splicing
occurs temporally prior to shRNA processing (58). On the other hand, placing the shRNA in
the 5′ untranslated region (5′-UTR) still enables efficient RNAi gene knockdown, but it inhibits
translation of the gene that is part of the shRNA-mRNA because processing severely reduces
mRNA stability. Such a setup is a useful way to monitor the efficacy of shRNA processing (61).

A different approach to obtaining ligand-dependent RNAi involves regulation of processing
efficacy through combination of ligand-responsive RNA elements [so-called aptamers (62)] with
shRNAs (63). Aptamers are short nucleic acid stretches that, by folding in distinct 3D struc-
tures, bind protein or small-molecule ligands with high affinity and specificity (64–66). Ligand
binding often induces a structural change in aptamers, which can influence larger RNA struc-
tures surrounding the aptamer both in vitro and in vivo (67). Indeed, although there is a wide
assortment of small compound–recognizing aptamers, most mammalian cell experiments use the
theophylline-dependent aptamer (68). Theophylline is slightly toxic at the concentrations needed
to enable structural changes, but the aptamer is highly specific, for example, discriminating the
methylated analog of theophylline, caffeine, with a thousand-fold diminished binding affinity
(68).

Replacement of the shRNA loop region with the theophylline aptamer facilitated efficient
target gene inhibition only in the absence of the inducer; adding theophylline masked the Dicer
recognition region (Figure 1c) (63, 69). The same mechanism worked for the L7Ae protein-
dependent aptamer (70). The theophylline aptamer was also integrated in a more indirect setup in
which it controlled the activity of a Hammerhead ribozyme (HHR) attached to an shRNA. Only
theophylline-regulated self-cleavage of the HHR, which replaced the loop region of the shRNA,
results in correct shRNA folding. This shRNA then is recognized and eventually processed by
Dicer (71).

mRNA stability. In addition to RNAi-mediated posttranscriptional regulation, mRNA stability
can be controlled directly. Therefore, an HHR was introduced into the UTRs as a cis-acting
element. Self-cleavage-induced removal of essential mRNA elements, such as the 5′-cap or the
poly-(A)-tail, leads to a reduced mRNA half-life, which eventually inhibits target gene expression
(72, 73). Again, ligand-responsive aptamers were used to regulate the catalytic activity of the HHR
to obtain controllable gene expression systems (Figure 1e) (74, 75).

Translation efficiency. In addition to HHRs, aptamers inserted into the 5′-UTR can also influ-
ence protein level. Stabilization of RNA tertiary structures by small molecules or steric hindrance
by proteins binding to aptamers contributes to inhibition of ribosomal scanning for a transla-
tion start site (76). In a groundbreaking experiment, Green & Werstruck (77) downregulated
reporter gene expression upon addition of Hoechst dyes that specifically bind to their corre-
sponding 5′-UTR-located aptamer repeats. Likewise, using proteins as aptamer ligands can sig-
nificantly improve the inhibition rate, as shown recently with the archaeal ribosomal protein L7Ae
(Figure 1d ) (78).

Splicing efficacy. The accessibility of splicing sites for the spliceosome can be hindered by
proximal RNA aptamers binding sterically demanding proteins. This makes it possible to gain
control over alternative splicing decisions. In this way, Pumilio protein domains, which possess
rationally programmable RNA-binding properties comparable with those of TALEs (79, 80),
represent a versatile scaffold for targeting predefined RNA sites (81). Available aptamers that bind
intracellular proteins were also successfully integrated and used for splice control (Figure 1b)
(75).
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Autoregulation:
regulation of a genetic
switch by its own
expression product

Regulatory gene
cascade: genetic
switches that are
serially assembled to
result in gene
expression regulators
controlled by other
regulators

Protein stability. Cellular protein levels are defined by the efficiency of gene expression as well as
by protein stability. Protein levels are therefore affected directly by degradation of the respective
protein. Ligand-dependent protein stability systems have been developed in consideration of this
point. In one approach, a mutated human FKBP12 variant gene is fused with the gene of interest.
Although the added domain reveals the protein for degradation, supplementing the system with
the specific orthogonal ligand Shld1 inhibits destabilization and eventually increases protein levels
(82).

Likewise, proteins can be destabilized by targeted ubiquitinylation, which serves as a degrada-
tion signal for the proteasome (83). For example, the plant hormone auxin can be used to induce
dimerization of the AID (auxin-inducible degron) domain with an ubiquitin ligase. Ubiquitiny-
lated AID is then subjected to proteasomal degradation (84, 85). Target proteins fused to AID
thus became trigger-induced degradable upon auxin addition (Figure 1c) (86).

CIRCUITS: SYNTHETIC GENE NETWORKS

Higher-Order Control

Genetic switches represent simple ON/OFF gates similar to those in electronic circuits. They
provide an output response that is based on an input that can be a ligand or even a process such
as transcription. Having established this huge repertoire of genetic switches, the next step is to
connect them to obtain higher-order control elements.

Gene expression cascades. The most basic circuits are composed of the serial arrangement
of control elements, which eventually produces autoregulated feedback loops and expression cas-
cades. Owing to the high modularity of engineered networks, these elementary circuits are, similar
to the basic genetic switches, integral parts of more complex networks.

Autoregulated feedback loops are regulatory elements that influence their own efficacy. Both
negative and positive feedback loops are possible. The latter, which are also known as feedforward
loops, can be engineered by placing the tTA gene under the control of its own regulatory capacity.
In this way, the leakiness of the system results in low levels of tTA, which then amplifies its own
transcription until tTA is expressed strongly (Figure 2a) (87, 88). Remarkably, ligand-induced
repression of this system revealed a significantly slower intracellular reporter gene reduction when
compared with an expression system that lacks the feedforward loop (87). A negative feedback loop
was constructed by encoding a transcriptional repressor under its own transcriptional control (89).
Moreover, posttranscriptionally acting RNAi was also used to construct negative feedback loops
that are part of the advanced circuits described below (90).

Regulatory gene cascades are based on the serial connection of several regulatory elements
such that each component controls the expression of the following component. The first reg-
ulatory gene cascade in mammalian cells used three layers of transcriptional activators. First,
tTA transcription was placed into a feedforward loop that amplified its own expression levels
in the absence of tetracycline. Second, the erythromycin-dependent activator ET1 (E-vp16) was
encoded on the same transcript, connected by an internal ribosome entry site (IRES), which en-
ables effective translation of polycistronic mRNAs in mammalian cells. Third, ET1 activated the
streptogramin-dependent transactivator PIT (Pip-vp16), which triggered reporter gene expres-
sion. Because all transcriptional activators used in this study were ligand responsive, the final
reporter level could be adjusted gradually by adding a particular or multiple trigger molecules
(Figure 2a,b). As anticipated, the presence of all ligands inhibited reporter expression completely
(88).
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Thus, not only do gene cascades offer higher levels of complexity and control compared with
a single genetic switch, but they also require the timing of expression regulation to be considered.
For example, in a model experiment, a simplified cascade consisted of the transcriptional activator
tTA, which controlled the pristinamycin-responsive repressor Pip-KRAB; this, in turn, inhibited
reporter gene expression. On one hand, reporter gene expression could be reconstituted quickly by
adding the ligand pristinamycin I, which released the transcriptional repressor from the reporter
gene promoter. Addition of tetracycline, on the other hand, caused Pip-KRAB expression to stop.
Until its eventual degradation, the remaining Pip-KRAB protein continued to repress expression
of the reporter secreted embryonic alkaline phosphatase (SEAP). Therefore, SEAP expression

PmintetO7 tTA

tTA

IRES E-vp16

E-vp16
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EO Pip-vp16

Pip-vp16Pip-vp16Pip-vp16

PipO GOI
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Figure 2
Gene circuits based on serial and parallel connection of transcriptional regulators. (a) A genetic cascade consisting of three levels of
transcriptional regulators: Tetracycline-dependent transactivator (tTA), controlled by a feedforward loop, drives expression of E-vp16,
which induces Pip-vp16. Finally, Pip-vp16 starts transcription of the gene of interest (GOI). The GOI output level can be fine-tuned
by addition of one or two of the ligands, whereas complete inhibition is obtained in the presence of all three ligands (88). (b) Schematic
model of the network underlying the genetic cascade described in panel a. (c–g) Design of NOT IF and NAND logic gates based on
parallel connection of transcriptional regulators (92). (c) The NOT IF logic gate, which exhibits output gene expression only if
pristinamycin I is present, can be constructed in mammalian cells by consecutively placing the operator sites for scbR-vp16 and
Pip-KRAB (Krüppel-associated box) upstream of a minimal promoter. As soon as Pip-KRAB is bound or if scbR-vp16 is not bound to
its operator site, GOI expression is inhibited (92). (d ) Realization of the NOT IF gate using posttranscriptional regulators: Two short
hairpin RNAs (shRNAs) were programmed to target reporter mRNA that contains the microRNA recognition elements (MREs) A and
B in the 3′-untranslated region (3′-UTR). Transcription of the shRNA A was induced by the presence of reverse tTA (rtTA), whereas
addition of LacI-KRAB inhibited shRNA B. Considering the transcriptional regulator rtTA and LacI-KRAB as input signals, this setup
provides output gene expression exclusively in the presence of rtTA (93). (e) A schematic model of the network underlying the NOT IF
gate and the corresponding truth table. ( f ) The NAND gate was implemented in mammalian cells using a rationally designed gene
network. E-vp16 and Pipvp16 each regulated a separate copy of the GOI. In this setup, output gene expression is repressed only in the
presence of both ligands (92). ( g) Schematic model of the network underlying the NAND gate and the corresponding truth table. Red
arrows indicate activation (arrowhead ) or inhibition (blocked line) of the respective event. Abbreviations: E, erythromycin-responsive
transcriptional repressor domain; ET1, erythromycin-responsive transcriptional activator; ET1O and EO, operator site of E; IRES,
internal ribosome entry site; pA, polyadenylation signal; Pconst, constitutive promoter; Pip, pristinamycin-responsive transcriptional
repressor domain; PIT, pristinamycin I–responsive transcriptional activator; PITO and PipO, operator site of Pip; Pmin, minimal
promoter; RISC, RNA-induced silencing complex; scbO, operator site of scbR; scbR, 2-(1V-hydroxy-6-methylheptyl)-3-
(hydroxymethyl) butanolide-responsive transcriptional repressor domain; tetO7, heptameric operator site for tTA.
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Logic gate:
conversion of two
input signals into one
output signal that
follows Boolean logic

was induced with a time delay that could be further fine-tuned by adjusting the protein stability
of Pip-KRAB (91).

Logic gates: biocomputing. A parallel arrangement of regulatory elements that have a mutual
effect on gene expression makes it possible to design and construct logic gates. By performing
Boolean calculations, logic gates convert information from two inputs into one output. Because
logic gates are the basis of any electronic device, establishment of efficient logic gates in living cells
is a promising method to construct biocomputers with great parallel calculation power, particularly
when reprogrammed cells are arranged in multicellular tissue-like assemblies.

Transcriptional regulators are powerful building blocks for engineering logic gates in mam-
malian cells. That these transcriptional regulators possess orthogonal DNA recognition sites
predisposes them for simultaneous usage in a single cellular system. For example, the Boolean
NOT IF gate that exhibits reporter expression output only in the presence of one input alone
was engineered by using the pristinamycin I–responsive transsilencer Pip-KRAB and the 2-(1V-
hydroxy-6-methylheptyl)-3-(hydroxymethyl) butanolide (SCB1)-responsive transactivator scbR-
vp16 (Figure 2c,e). The Pip- and scbR-binding operator sites were arranged consecutively up-
stream of a minimal promoter running the SEAP reporter gene. In this setup, the reporter is
efficiently expressed only if scbR-vp16 is bound to the operator site, which requires the addition
of pristinamycin I. As soon as scbR-vp16 is released or Pip-KRAB is bound to its operator site on
this construct, RNA recruitment and thus SEAP expression are inhibited. In summary, this NOT
IF gate setup generated reporter output in the presence of pristinamycin I alone, but not in the
absence of either ligand or after erythromycin addition (92).

In contrast to such a consecutive assembly of operator sites, the NAND gate, which exhibits
repressed reporter output only in the presence of both ligand inputs, was implemented by engi-
neering the two transactivators E-vp16 and Pip-vp16 to control SEAP reporter expression from
two distinct constructs (Figure 2f,g). The first SEAP gene was put under control of an E-vp16-
responsive promoter and the second under a Pip-vp16-responsive promoter. Cells harboring these
gene circuits expressed SEAP as long as at least one of the transactivators was bound to its oper-
ator’s site; only upon simultaneous addition of both ligands, erythromycin and pristinamycin I,
was SEAP expression inhibited (92).

Furthermore, a NOR gate that gives reporter output only in the absence of either ligand
was successfully engineered by using the same transactivators, E-vp16 and Pip-vp16, in a dif-
ferent circuit. In this case, the transactivators were arranged in a regulatory cascade in which an
E-vp16-responsive promoter drove Pip-vp16 expression. In turn, implementation of the Pip-vp16
operator site upstream of a minimal promoter controlled reporter expression. Reporter expression
is hereby promoted only if both transactivators are bound to their respective operator sites. Upon
addition of either ligand, the regulatory cascade is interrupted and reporter output inhibited (92).

Recently, posttranscriptionally acting regulators also have been used in logic gates: Specifically,
shRNAs were intronically encoded under the control of RNA polymerase II–dependent promoters
that transcriptional regulators controlled externally. The shRNAs were programmed to recognize
defined regions on the reporter mRNA known as microRNA (miRNA) recognition elements
(MREs), which eventually resulted in reduced expression levels. Placement of several of these
orthogonal recognition elements in the same mRNA enabled the circuitry of the single inputs to
generate a Boolean calculation-based output (93). As an example, the above-described NOT IF
gate that enables reporter output in the presence of only one input also could be engineered by
applying such shRNA-based circuitry: The reporter mRNA contained the MREs of two distinct
shRNAs, A and B, which led to inhibition of reporter expression in the presence of either shRNA.
Transcription of shRNA A was put under control of a LacI-KRAB-dependent promoter, whereas
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shRNA B transcription was rtTA dependent. Thereby, the reporter gene is expressed only if
LacI-KRAB is bound and rtTA is not bound to their respective operator sites, thus preventing
transcription of shRNA A and B. Importantly, in this setup the signal input is defined by the
presence or absence of the transcriptional regulators and not by the ligands affecting their DNA-
binding properties (see Figure 2d ) (93).

Bandpass filter. Similar to many of the circuits described here, bandpass filters originate from
electronics and optics. They allow only a defined signal frequency to pass and filter out higher and
lower bands. To establish a bandpass filter in mammalian cells, the electronics terminology had
to be translated into biology. Hence, a biological bandpass filter controls gene output by filtering
for a specific inducer concentration and blocking deviant concentrations. Such an element allows
for controlled gene expression that is based not only on the presence of a specific ligand but also
on a predefined concentration of that ligand.

Circuits for bandpass filters in mammalian cells consist of two major opposing components, one
that induces gene expression upon ligand addition and one that results in repression. Combination
of these components yields peak reporter expression at medium ligand concentration, at which
point neither the inducing nor repressing component is fully activated (94).

This circuit was realized using the Tet system as the superordinate control element. Regulated
itself by a feedforward loop, tTA indirectly controlled reporter protein levels by regulating the
efficacy of both the inductive and repressive components of the circuit. On one hand, inductive
component regulation was achieved by placing the expression of the erythromycin-dependent
transsilencer under the control of tTA. Once expressed, the transsilencer binds to its opera-
tor site on the reporter construct, which inhibits gene expression in the absence of tetracycline.
Addition of tetracycline, however, resulted in diminished levels of the transsilencer and even-
tually induced reporter expression. Tetracycline-dependent repression of the reporter, on the
other hand, was achieved by introducing a genetic inverter into the circuit. Therefore, tTA runs
the transcription of a third transcriptional regulator, which inhibits the expression of a second
copy of the erythromycin-dependent transsilencer that also blocks reporter gene transcription
(Figure 3a). Owing to this genetic inverter, addition of tetracycline resulted in elevated transsi-
lencer levels and inhibited the final reporter expression (94). When these two circuit components
were combined into one cellular system, increasing the tetracycline concentration initially led to
elevated reporter levels. Once the ligand concentration exceeded a certain level, the repressive
components predominated and inhibited reporter gene transcription. In summary, this biological
bandpass filter was successfully engineered by combining a gene cascade and a genetic inverter to
obtain an inducible and repressible signal conversion for the tetracycline input (Figure 3a,b) (94).

Toggle switch. A toggle switch is a circuit that contains an output domain possessing two states
that can be taken alternately upon input. The input is not required to maintain the states but
rather to interchange between them. In a biological context, repeated ligand input causes reporter
output to change between high and low levels, whereas ligand removal should keep the system in
the most recent state. This contrasts with common gene regulation systems, in which the presence
of ligands is essential to maintain a defined expression level and ligand removal results in reversion
to the ground state.

The first genetic toggle switch for mammalian cells was engineered on the basis of two tran-
scriptional silencers, E-KRAB and Pip-KRAB, which are macrolide and streptogramin responsive,
respectively (95). Pip-KRAB was followed by an IRES that facilitated efficient translation of a sub-
sequent reporter gene, and this construct was placed under the control of an E-KRAB-dependent
promoter. At the same time, E-KRAB transcription was put under control of Pip-KRAB by placing

www.annualreviews.org • Engineering Mammalian Gene Circuits 219

A
nn

u.
 R

ev
. C

he
m

. B
io

m
ol

. E
ng

. 2
01

2.
3:

20
9-

23
4.

 D
ow

nl
oa

de
d 

fr
om

 w
w

w
.a

nn
ua

lr
ev

ie
w

s.
or

g
by

 R
ow

an
 U

ni
ve

rs
ity

 o
n 

06
/1

3/
12

. F
or

 p
er

so
na

l u
se

 o
nl

y.



CH03CH10-Fussenegger ARI 8 May 2012 10:12

a
b

c
d

te
tO

7
tT

A
p

A

Pi
p

P
ip

K
R

A
B

p
A

P
m

in
te

tO
7

E-
KR

AB
p

A
P

P
IR

O
N

E-
KR

AB
p

A
P

m
in

te
tO

7

p
A

G
O

I
P

E
T

R
O

N
1

P
ro

ce
ss

o
r 

1

In
p

u
t

d
o

m
a

in
 1

O
u

tp
u

t 
d

o
m

a
in

P
ro

ce
ss

o
r 

3
P

ro
ce

ss
o

r 
2

P
ro

ce
ss

o
r 

3

In
p

u
t 

1

In
p

u
t 

1

Pi
p e

xo
n1

IR
E

S
P

E
T

R
O

N
1

KR
AB

ex
on

2
G

O
I

p
A

G
O

I

E e
xo

n1
KR

AB
ex

on
2

p
A

P P
IR

O
N

R
IS

C

R
IS

C

R
IS

C

R
IS

C

M
R

E
1

M
RE

2

O
u

tp
u

t 
d

o
m

a
in

P
ro

ce
ss

o
r 

1
P

ro
ce

ss
o

r 
2

In
p

u
t

d
o

m
a

in
 1

In
p

u
t

d
o

m
a

in
 2

In
p

u
t 

1

In
p

u
t 

2
In

p
u

t 
2

In
p

u
t

1
1

1
2

2

L
ig

a
n

d
   

   
co

n
ce

n
tr

a
ti

o
n

Relative GOI expression Relative GOI expression

P m
in

tT
A

Te
tr

a
cy

cl
in

e

E

P
ip

P
ip

K
R

A
B

K
R

A
B

E

E

K
R

A
B

K
R

A
B

K
R

A
B

E
K

R
A

B

E
ry

th
ro

m
yc

in

P
ri

st
in

a
m

yc
in

220 Wieland · Fussenegger

A
nn

u.
 R

ev
. C

he
m

. B
io

m
ol

. E
ng

. 2
01

2.
3:

20
9-

23
4.

 D
ow

nl
oa

de
d 

fr
om

 w
w

w
.a

nn
ua

lr
ev

ie
w

s.
or

g
by

 R
ow

an
 U

ni
ve

rs
ity

 o
n 

06
/1

3/
12

. F
or

 p
er

so
na

l u
se

 o
nl

y.



CH03CH10-Fussenegger ARI 8 May 2012 10:12

the Pip operator site after the promoter for E-KRAB expression. This setup allowed the prefer-
ential transcription of only one construct while inhibiting expression of the other. Administration
of erythromycin resulted in the release of the transsilencer from its operator site and, therefore,
in the expression of Pip-KRAB and the reporter gene. Subsequent replacement of erythromycin
with the streptogramin pristinamycin I reversed the transcription states by inhibiting Pip-KRAB
and inducing E-KRAB expression. Withdrawal of any ligand did not influence the state of the
biological toggle switch (95). Optimization of individual parts of the circuit allowed for even bet-
ter performance of this toggle switch. Therefore, insertion of intronically encoded shRNAs that
targeted the other construct into each transsilencer enhanced repression efficacy (Figure 3c,d )
(58).

Oscillator. Generally, an oscillator interchanges repeatedly and autonomously between two sepa-
rate states. Although oscillation is common in electronics and physics, it is also of prime importance
in biology. In mammals, for example, the circadian clock facilitates oscillatory changes in gene
expression that account for day and night periods. Using a complex network of transcriptional
activators and repressors that involves mutual feedback loops, the circadian clock allows for tem-
porally controlled expression of gene clusters on the basis of a 24-h rhythm (96–98). Interestingly,
this endogenous oscillator can be intracellularly hijacked by placing a gene of interest under the
control of an appropriate transcription factor (96).

Such a genetic oscillator was reconstructed artificially by following the building principle of
the endogenous oscillator (99). The aim was to achieve self-sustaining oscillation of reporter
expression based on transcriptional activators and repressors. Therefore, a destabilized green flu-
orescent protein (GFP) variant that offered advanced temporal resolution of gene expression was
placed under the control of the tTA transcriptional activator. Because tTA directly controlled
GFP transcription, tTA is also required to exhibit an oscillating expression pattern. To this end,
tTA transcription was put under autoregulated control to construct a tTA-dependent feedforward
loop that was responsible for the transition from the OFF to the ON state. Additionally, tTA ex-
pression was repressed by a time-delayed negative feedback loop. The pristinamycin I–dependent
transactivator (PIT), the transcription of which was also under tTA control, initiated the nega-
tive feedback loop, which consisted of a tTA-targeting antisense RNA. This gene cascade enables

←−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−
Figure 3
Complex gene networks. (a) Setup for a genetic bandpass filter that enables the expression of a gene of interest (GOI) only at a defined
concentration; higher and lower inducer levels repress transcription. The GOI is negatively regulated by E-KRAB (Krüppel-associated
box), which is encoded by two gene copies, each representing a component of the circuit. The first was directly controlled by
tetracycline-dependent transactivator (tTA), therefore resulting in an OFF switch upon addition of tetracycline. The other E-KRAB
copy is under control of Pip-KRAB, which is tTA dependent. Therefore, addition of tetracycline to the second circuit component
eventually repressed E-KRAB and induced expression of the GOI. By combining these components into one circuit, a bandpass-like
output with peak GOI expression levels at a defined concentration is obtained (94). (b) Schematic model of the network underlying the
construction of a bandpass filter and the expected output pattern. (c) Exemplary circuit design for a genetic toggle switch, which
maintains gene expression output level when ligand is removed but changes upon the addition of a second ligand. The GOI is expressed
together with Pip-KRAB under the control of E-KRAB. Pip-KRAB is used to control E-KRAB transcription (95). System performance
can be further improved by intronically encoding a short hairpin RNA targeting the microRNA recognition element (MRE) located on
the corresponding construct (58). (d ) Schematic model of the network underlying the construction of a toggle switch and the expected
output pattern. Red arrows indicate activation (arrowhead ) or inhibition (blocked line) of the respective event. Abbreviations: E,
erythromycin-responsive transcriptional repressor domain; MRE, miRNA recognition element; pA, polyadenylation signal; PETRON1,
constitutive promoter with proximal E operator site; Pip, pristinamycin-responsive transcriptional repressor domain; Pmin, minimal
promoter; PPirON, constitutive promoter with proximal Pip operator site; RISC, RNA-induced silencing complex; tetO7, heptameric
operator site for tTA.

www.annualreviews.org • Engineering Mammalian Gene Circuits 221

A
nn

u.
 R

ev
. C

he
m

. B
io

m
ol

. E
ng

. 2
01

2.
3:

20
9-

23
4.

 D
ow

nl
oa

de
d 

fr
om

 w
w

w
.a

nn
ua

lr
ev

ie
w

s.
or

g
by

 R
ow

an
 U

ni
ve

rs
ity

 o
n 

06
/1

3/
12

. F
or

 p
er

so
na

l u
se

 o
nl

y.



CH03CH10-Fussenegger ARI 8 May 2012 10:12

tetO7 tTA

a

Eexon1 vp16exon2MRE1 tTA tetO7

RISC

E

tTA

vp16

EO Reporter

b

TetR ReportertetO3

Intron with
variable length

Pmin Pmin

Pconst
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pA

pA
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Figure 4
Genetic networks enabling self-sustaining gene expression oscillation. (a) A reporter gene was put under the control of E-vp16. Both the
reporter and E-vp16 exhibited self-sustained oscillating expression levels through application of a time-delayed negative feedback loop
consisting of an intronically encoded short hairpin RNA (shRNA) located in the E-vp16 transcript that inhibited tetracycline-dependent
transactivator (tTA) expression. tTA was required to induce E-vp16 transcription (90). (b) In another oscillator setup, a TetR-reporter
fusion was used to repress its own transcription. Introduction of intronic spaces with variable length upstream of the coding region
enabled the essential time delay because transcription time is dependent on intron length, which enables fine-tuning of the properties
of the negative feedback (100). Red arrows indicate activation (arrowhead ) or inhibition (blocked line) of the respective event.
Abbreviations: E, erythromycin-responsive transcriptional repressor domain; EO, operator site of E; MRE1, microRNA recognition
element 1; pA, polyadenylation signal; Pconst, constitutive promoter; Pmin, minimal promoter; RISC, RNA-induced silencing complex.

time-delayed repression of tTA in a tTA-dependent manner, which in turn enables the autonomous
repetition of tTA induction and repression. Rational adjustment of the number of gene templates
introduced into the cells could fine-tune the frequency of this genetic oscillator (99).

Several methods exist to engineer the main feature of a genetic oscillator, namely, the time-
delayed negative feedback loop. In a second setup, the GFP reporter was driven by the macrolide-
dependent transactivator ET1 (also known as E-vp16), which contained an intronically encoded
shRNA-targeting tTA that was, consequently, inhibiting. tTA induced its transcription in an
autoregulated manner but also induced expression of the ET1 construct. Therefore, the time-
delayed negative feedback loop is based on the RNAi-dependent tTA inhibition (Figure 4a).
Interestingly, this gene circuit resulted in a low-frequency oscillator with a 26-h period, which
almost mimics the timing of the natural circadian clock (90).

Furthermore, a time-delayed negative feedback loop also can be generated by influencing
the timing of repressor transcription. In one example, a TetR-repressible promoter controlled
transcription of a reporter and the Tet repressor. The time delay essential for oscillation was
introduced into this circuit by implementing into the transcript long intronic spaces that were
located upstream of the two genes (Figure 4b). Owing to the increased transcript length, RNA
polymerase requires more time for complete transcription. This eventually resulted in a delayed
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expression depending on the intron length, which therefore also represented a way to adjust
oscillation frequency (100).

Rewiring internal pathways with functional RNAs. Rewiring of endogenous cellular signaling
pathways has gained increasing attention recently. Although such networks are not orthogonal to
possible cellular influences, they do offer a promising alternative to the transcriptional regulators
described above because existing pathways are often quite robust and highly optimized for signal
transduction. Hijacking these pathways would make it possible to implement artificial circuits
based on a limited number of additional constructs that supplement, and therefore rewire, existing
networks.

In a pioneering experiment, Smolke et al. (75) capitalized on RNA aptamers that had been
introduced proximal to intron splicing sites. As shown previously (81), proteins that recognize
these aptamer sites prevent the binding of essential splice factors to the pre-mRNA, which inhibits
splicing. Thus, Smolke and colleagues engineered a transcript that contained three exons and two
introns. The first exon encoded a common 5′-UTR, the second a stop codon, and the third the
gene of interest. In this splicing setup, inclusion of the middle exon in the processed mRNA led
to no gene expression. However, exclusion resulted in efficient full-length translation of the gene
of interest (75). The protein-aptamer interaction directed splicing to exclude the middle exon by
masking the corresponding splice site. Because multiple aptamers specific for endogenous proteins
are available, this setup represents a versatile platform for tapping cellular conditions. This was
demonstrated by using the NF-κB-binding (101) or the β-catenin-binding (102) aptamers to
control expression of the Herpes simplex virus thymidine kinase (HSV-TK). Receptor-induced
nuclear translocation of both NF-κB and β-catenin led to a significant increase in HSV-TK
production, which triggered apoptosis only in combination with administration of the prodrug
gancivlovir (Figure 5a). Therefore, this system offers a sophisticated cell-fate decision-making
circuit that features a safety latch that requires not only elevated nuclear protein levels but also
the second input gancivlovir (75).

Considering the important role that RNAi plays in endogenous gene regulation, rewiring RNA
input, in addition to the protein signal cascades, is a promising approach for the engineering of
novel gene circuits. In particular, the upregulation of specific endogenous miRNAs was shown
to trigger cancer formation (103), which makes such upregulation a reliable biomarker (104) as
well as an interesting target for cancer therapy (103). In a pioneering approach, a gene circuit was
constructed that could not only measure cellular miRNA levels but also react accordingly (105).
Benenson and colleagues (93) used the basic concept of shRNAs that regulate gene expression in a
sequence-specific manner and introduced MREs of oncogenic miRNAs into the 3′-UTR of a gene
of interest. Hereupon, its expression is inhibited when the corresponding miRNA is upregulated:
The cells were reprogrammed to trigger apoptosis by expressing the proapoptotic human Bcl-2-
associated X protein (hBax) only in the case of elevated levels of the oncogenic miRNAs miR-17,
-21, and -30a (105), which are specific to HeLa cancer cell lines (106). hBax expression was thereby
the last step in a regulatory cascade starting with the rtTA-dependent transcription of a LacI-Bcl2
fusion protein. Because the hBax expression construct harbored a LacI operator site, the LacI-Bcl2
protein could inhibit the apoptotic effect of hBax on the transcriptional level (LacI) as well as on the
protein level based on antiapoptotic Bcl2-hBax interactions (105). MREs of miRNA-17, -21, and
-30a were introduced into the noncoding regions of both rtTA and LacI-Bcl2 mRNAs. Therefore,
elevated miRNA-17, -21 and -30a levels resulted in diminished rtTA and LacI-Bcl2 expression,
thus increasing intracellular hBax levels and eventually leading to apoptosis. One key advantage
of using miRNAs as intracellular biomarkers is their cancer-specific expression pattern (106),
which ultimately makes it possible to engineer cell-line-specific gene circuits that are mediated
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Prosthetic gene
networks: engineered
gene circuits that
complement or treat a
predefined
physiological or
metabolic disorder

Microencapsulated
cells: mammalian cells
that are surrounded by
an artificial
semipermeable
membrane

by a fail-safe circuit to ensure activation in defined cells only. As an example, Benenson et al. (93)
rendered this apoptosis trigger active only in HeLa cells. Therefore, the hBax expression construct
received an additional safety latch: The 3′-UTR of hBax was complemented with MREs specific
for miRNA-142, -144 and -146a, which are present at low levels in HeLa cells but elevated in
other cell lines (Figure 5b). This setup enabled that hBax expression is possible only in HeLa cells
and is inhibited in the other cell lines tested (105).

Prosthetic Gene Networks

In addition to gene circuits that sense endogenous factors and then make cell-fate decisions in
culture, mammalian cells have been reprogrammed to tackle diseases in whole animals through
prosthetic gene networks. Because systemic gene therapy is not yet possible, scientists have focused
on two ways of introducing reprogrammed cells into organisms: The first is reprogramming and
return of previously isolated host cells, and the second is implantation of xenogeneic microencap-
sulated cells harboring engineered gene circuits.

Control of T cell proliferation in mice. Following the first approach, T cell proliferation in
mice was engineered to be small-molecule dependent. The underlying artificial gene circuits are
based on rewiring the signal pathway of the paracrine cytokine interleukin 2 (IL-2) (107). In the
CTLL-2 mice used in this experiment, T cells constitutively express the IL-2 receptor; therefore,
IL-2 is the sole mediator of T cell proliferation (108). Consequently, administration of IL-2 induces
growth of the T cell population, whereas removing IL-2 results in apoptosis. A gene regulation
system capitalizing on this existing cell model allowed for the exogenous control of the T cell
population. Once aptamer-dependent ribozymes were placed in the 3′-UTR of the IL-2 gene,
its expression became responsive to theophylline. Addition of theophylline inhibited ribozyme
self-cleavage, which eventually led to efficient IL-2 translation. In the absence of theophylline,
however, ribozyme-mediated mRNA destabilization resulted in significantly reduced target gene
expression. Interestingly, this system performed best when three copies of the small molecule–
responsive ribozyme were incorporated into the 3′-UTR (107). As anticipated, these engineered
cells transferred quite well into mice, which exhibited an increased T cell population in the presence
of theophylline compared with when it was absent (107).

←−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−
Figure 5
Gene circuits that make cell-fate decisions. (a) Endogenous protein levels involved in intracellular signaling were measured to control
gene expression. Capitalizing on signal-dependent nuclear translocation of proteins, intron splicing was inhibited once these proteins
bound to their corresponding aptamers, thus masking essential splice sites. In the setup depicted here, masking of splice sites resulted in
exclusion of exon 2, which harbors a stop signal that would lead to preliminary protein translation abortion. Full-length HSV-TK
protein is produced only if the endogenous protein is translocated into the nucleus upon external triggering. As a safety latch, the final
cell-fate decision is made only in the presence of the drug gancivlovir (GCV), which induced cell apoptosis in combination with
HSV-TK (75). (b) A cell-fate circuit that detects high levels of the microRNAs (miRNAs) miR-17, -21 and -30a in HeLa cancer cells. A
genetic cascade was engineered that consists of a reverse tetracycline-dependent transactivator (rtTA), which induces the LacI-Bcl2
fusion protein; LacI eventually blocks transcription of the apoptotic human Bcl-2-associated X protein (hBax), and Bcl2 inhibits its
molecular function. In this setup, miRNA recognition elements (MREs) for the corresponding miRNAs were introduced into the rtTA
and LacI mRNAs. At elevated levels of the miRNAs, rtTA and LacI-Bcl2 expression was repressed and apoptosis induced. As a safety
latch, hBax expression was put under control of the miRNAs miR-144, miR-142, and miR-146, which are elevated in other cell lines.
This means that the cell-fate decision is made only in HeLa cancer cells and not in other cells exhibiting elevated levels of the other
miRNAs (105). Gray arrows denote the event described, red arrows indicate activation (arrowhead ) or inhibition (blocked line) of the
respective event. Abbreviations: LacI, lactose-dependent transcriptional inhibitor; LacO2, operator site of LacI; pA, polyadenylation
signal; Pconst, constitutive promoter; Pmin, minimal promoter; RISC, RNA-induced silencing complex.

www.annualreviews.org • Engineering Mammalian Gene Circuits 225

A
nn

u.
 R

ev
. C

he
m

. B
io

m
ol

. E
ng

. 2
01

2.
3:

20
9-

23
4.

 D
ow

nl
oa

de
d 

fr
om

 w
w

w
.a

nn
ua

lr
ev

ie
w

s.
or

g
by

 R
ow

an
 U

ni
ve

rs
ity

 o
n 

06
/1

3/
12

. F
or

 p
er

so
na

l u
se

 o
nl

y.



CH03CH10-Fussenegger ARI 8 May 2012 10:12

Microencapsulation:
surrounding implanted
cells with a
semipermeable
membrane that shields
the cells from the host
immune system but
enables nutrition
supply

In the second microencapsulation approach, the choice of cell lines is not limited to the reper-
toire of allogeneic cells. The capsule, which often consists of alginate-poly-L-lysine or cellulose
sulfate, protects the cells from an immediate immune response but facilitates essential nutrition
supply and the export of secreted therapeutic proteins and metabolites. In particular, use of im-
mortalized cell lines simplifies handling and circuit engineering, which creates the potential to
construct gene networks featuring complexity comparable with those already used in cell culture
(109).

Taking a shot of light. Encapsulated cells were recently reprogrammed to enhance blood glucose
homeostasis in a diabetic mouse model upon irradiation with blue light of a defined wavelength. A
glucagon-like peptide-1 variant (shGLP-1) that controls blood glucose homeostasis via stimulation
of insulin and inhibition of glucagon production (110) was put under the transcriptional control
of the heterologous G protein–coupled receptor (GPCR) melanopsin (111). Once illuminated,
this protein, which was originally expressed in intrinsically photosensitive retinal ganglion cells
and which harbored the chromophore 11-cis-retinal (112), triggered a defined endogenous sig-
naling cascade. The activated Gqα subunits stimulated phospholipase C activity, which eventually
led to cytosolic Ca2+ influx. This triggered the calmodulin-dependent activation of calcineurin,
which enables translocation of NFAT (nuclear factor of activated T cell), an endogenous tran-
scription factor, into the nucleus by dephosphorylation. NFAT, which bound to the operator
sites, finally induced transcription of the target genes (113). Because this pathway is conserved in
other mammalian cells, heterologous expression of melanopsin in HEK-293 cells was expected
to enable controlled NFAT-dependent gene expression. Indeed, combined expression of both
melanopsin and the NFAT-driven reporter gene (shGLP-1) led to blue light–responsive gene
regulation (Figure 6b) (111). The robustness of this hijacked circuit even enabled the cells to
be microencapsulated and subsequently implanted into mice. Blue light irradiation was used to

−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−−→
Figure 6
Prosthetic engineered networks in encapsulated cells implanted into mice. (a) A gene circuit that restores urate homeostasis in host
mice. Elevated blood urate levels are detected by the intracellular sensor protein hucR-KRAB (Krüppel-associated box), which is
released from its operator site hucO8 in the presence of urate. Hereupon, expression of smUOX, a secreted variant of a urate oxidase, is
induced that eventually restores urate homeostasis in the blood by oxidizing urate to 5-hydroxyisourate. Coexpressing the urate
importer URAT1 increased the sensitivity of the network (37). (b) A gene circuit that restores blood glucose homeostasis in a type-II
diabetes mouse model upon blue light irradiation. Cells were reprogrammed by heterologous expression of melanopsin, a G
protein–coupled receptor (GPCR) that is triggered by blue light. Hereupon, an endogenous signal cascade begins in which Gqα

activates phospholipase C (PLC), which eventually leads to Ca2+ influx. This induced a calmodulin- and calcineurin-dependent
dephosphorylation and nuclear translocation of the transcription factor NFAT (nuclear factor of activated T cell), which started
transcription of the heterologous secreted variant of glucagon-like peptide-1 (GLP-1). GLP-1 restored blood glucose homeostasis by
stimulation of host insulin and inhibition of glucagon production (111). (c) An artificial bovine insemination device implanted into a
cow uterus. In addition to cells harboring the depicted gene circuit, bull sperm were implemented into microcapsules consisting of
cellulose. Bovine insemination can be successful only during ovulation. Therefore, measurement of endogenous luteinizing hormone
(LH) levels through expression of the heterologous LH-dependent GPCR triggered sperm release. Elevated LH levels during
ovulation resulted in GPCR-mediated intracellular signaling, in which Gαs activated the adenylate cyclase (AC)-dependent formation
of cAMP that, in turn, activated CREB (cAMP response element binding)-dependent transcription of a heterologous secreted variant of
a cellulase. This cellulase molecularly degraded the capsule, releasing the bull sperm into the cow uterus (124). Red arrows indicate
activation (arrowhead ) or inhibition (blocked line) of the respective event. Abbreviations: cre, cAMP response element; ER, endoplasmic
reticulum; IP3, inositol trisphosphate; P, promoter; pA, poly adenylation signal; PCMV, cytomegalovirus promoter; PhEF1α , human
elongation factor 1α promoter; PIP2, phosphatidylinositol-4,5-bisphosphate; PKA, protein kinase A; PKC, protein kinase C; PNFAT,
nuclear of activated T cells promoter; PSV40, simian vacuolating 40 virus promoter; RISC, RNA-induced silencing complex; rLHR, rat
luteinizing hormone receptor.
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trigger shGLP-1 expression, which elevated insulin levels and successfully prevented spiking of
blood glucose in type-II diabetic mice. The blue light could be delivered transdermally or by fiber
optics that enable intracorporeal placement at a defined site, which increases the potential of this
approach (111).
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Artificial urate homeostasis. Many of the gene regulation systems developed in vitro have
worked efficiently in encapsulated cells in vivo. The diversity of these systems means that genes
of interest can be induced or repressed with a great variety of ligands, ranging from exter-
nally administrable molecules (40, 114–116) to endogenous metabolites (117). The latest gen-
eration of encapsulated cells has been engineered to measure defined parameters of the pa-
tient’s physiology and even take appropriate action if distortion of host homeostasis is detected.
In general, gene networks that fulfill these high demands for detection followed by appro-
priate therapeutic response must consist of two complementary circuit components. The sen-
sory component, which is responsible for measuring a predefined physiological parameter, con-
trols the output component that must restore the original state, thereby tackling the disease in
question.

This principle was successfully implemented by construction of a sophisticated gene circuit that
restored disturbed urate homeostasis. Elevated blood levels of urate cause several pathologies,
including gout and tumor lysis syndrome (118), and result in monosodium urate and uric acid
crystals, which form painful accumulations in joints. However, basal levels of urate are thought
to mediate protection from oxidative stress (119). Therefore, an effective treatment should take
into account the protective effect of a low level of urate, thereby precisely restoring physiological
homeostasis instead of completely depleting blood urate.

As described above, the engineered gene circuit consisted of a sensory component and an out-
put component implemented in HeLa cells. The sensory component was constructed by fusing
the bacterial urate-responsive repressor HucR (120) with the KRAB domain, which resulted in
the urate-dependent transsilencer HucR-KRAB. Sensor sensitivity was adjusted to physiological
conditions by coexpressing the urate-importing transporter URAT1 (121). Upon urate binding,
HucR-KRAB was released from its operator site, which initiated expression of the secreted urate
oxidase (UOX) (Figure 6a) (122). UOX, the output component, oxidizes urate to the nonhaz-
ardous 5-hydroxyisourate. At low urate levels, however, UOX expression is repressed to ensure
oxidative protection. Symptoms of gout were significantly reduced when microencapsulated cells
harboring this sophisticated gene network were implanted into mice that usually exhibit patho-
logical elevated blood urate levels (37).

Artificial cow insemination. Rewiring of endogenous pathways has provided a powerful plat-
form for development of high-performance engineering circuits. Endogenous signaling has even
been used to engineer microencapsulated cells that enabled improved artificial insemination of
cows. Thus far, efficient agricultural cow insemination has been based primarily on the farmer’s
ability to recognize the precise time of ovulation, but ovulation time could be determined easily
by measuring endogenous luteinizing hormone (LH) levels. The output component in this par-
ticular case is the release of sperm into the cow uterus. By integrating these essential input/output
components, a system was designed based on the implantation of microencapsulated sensory cells,
together with sperm, into the cow uterus. The sensory cells that harbored the heterologously ex-
pressed LH-GPCR (123) measured endogenous LH levels. Increasing LH concentration induced
GPCR-mediated activation of adenylyl cyclase, which triggered cAMP formation and eventu-
ally led to CREB1-dependent transcriptional activation of the target genes. By encoding a se-
creted variant of a cellulase under the control of CREB1, receptor activation finally resulted in
high extracellular cellulase concentrations (Figure 6c). At this point, the cellulose capsule was
degraded and the enclosed sperm was released into the cow uterus. Therefore, this advanced
gene circuit enabled the precise spatiotemporal release of a predefined cargo into living animals
(124)
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SUMMARY

Despite being a relatively young scientific discipline, synthetic biology has achieved some im-
pressive milestones. First, many basic genetic control elements have been established and char-
acterized that act on both the transcriptional and posttranscriptional levels. This repertoire has
enabled control of gene expression with a variety of inducers including exogenous small molecules,
metabolites, proteins, and even electromagnetic waves. Higher-order gene networks have been
successfully engineered by capitalizing on the modularity of genetic elements. Inspired by elec-
tronics, complex biological circuits were achieved through the combination of basic elements such
as positive and negative feedback loops, genetic inverters, and logic gates. This made it possible
to engineer reprogrammed cells that mimic bandpass filters, toggle switches, and oscillators. The
available genetic elements and circuits also act as a valuable toolbox for the development of novel
and innovative therapeutic approaches. Microencapsulated cells that tackle physiological disor-
ders, along with the reprogramming of T cells and advanced cell-fate decision networks, have
impressively demonstrated the potential of synthetic biology in personalized medicine. Looking
ahead, synthetic biology must keep its promise by demonstrating that it is possible to rationally
engineer circuits that are capable of performing most complex calculations and yielding most gene
expression patterns. Although the existing genetic toolbox enables the engineering of such com-
plex circuits, the search for more optimized and advantageous components is still ongoing. The
development of chemically traceless and inexpensive gene regulation systems based on physical
inducers such as electromagnetic waves is an especially promising approach. With the available
genetic components and circuits, it will be possible to promote biocomputing from basic Boolean
calculations in cell culture to more complex mathematical calculations in multicellular tissue-like
assemblies. Also, focus will be put on further therapeutic innovations by engineering cells harbor-
ing more complex circuits that enable measurements of several host physiological parameters and
that eventually act accordingly.

FUTURE ISSUES

1. Novel gene expression systems based on electromagnetic waves will be developed. This
cost-effective and traceless method for regulating target gene expression will be a central
element in future gene circuits because it enables precise spatiotemporal control over
inducer administration.

2. The progress in reprogramming mammalian cells to perform more complex Boolean
calculations will result in advanced biocomputers capable of performing mathematical
calculations.

3. Advanced gene circuits that are implemented into single mammalian cells will be con-
nected with each other by cell-to-cell communication systems to obtain more complex
networks.

4. In the future, prosthetic networks should be engineered to measure several physiological
or metabolic parameters simultaneously and act accordingly.

5. Novel gene circuits should be engineered that allow for a bidirectional interface with
electronic devices: Establishment of a functional and programmable communication be-
tween mammalian cells and electronic chips would offer great opportunities for synthetic
biology.

www.annualreviews.org • Engineering Mammalian Gene Circuits 229

A
nn

u.
 R

ev
. C

he
m

. B
io

m
ol

. E
ng

. 2
01

2.
3:

20
9-

23
4.

 D
ow

nl
oa

de
d 

fr
om

 w
w

w
.a

nn
ua

lr
ev

ie
w

s.
or

g
by

 R
ow

an
 U

ni
ve

rs
ity

 o
n 

06
/1

3/
12

. F
or

 p
er

so
na

l u
se

 o
nl

y.



CH03CH10-Fussenegger ARI 8 May 2012 10:12

DISCLOSURE STATEMENT

The authors are not aware of any affiliations, memberships, funding, or financial holdings that
might be perceived as affecting the objectivity of this review.

LITERATURE CITED

1. Davidson EH. 2010. Emerging properties of animal gene regulatory networks. Nature 468:911–20
2. Erwin DH, Davidson EH. 2009. The evolution of hierarchical gene regulatory networks. Nat. Rev. Genet.

10:141–48
3. Doherty CJ, Kay SA. 2010. Circadian control of global gene expression patterns. Annu. Rev. Genet.

44:419–44
4. Michalodimitrakis K, Isalan M. 2009. Engineering prokaryotic gene circuits. FEMS Microbiol Rev. 33:27–

37
5. Nevins JR. 1991. Transcriptional activation by viral regulatory proteins. Trends Biochem. Sci. 16:435–

39
6. Schmitz ML, Baeuerle PA. 1991. The P65 subunit is responsible for the strong transcription activating

potential of NF-κB. EMBO J. 10:3805–17
7. Ginsberg D, Vairo G, Chittenden T, Xiao ZX, Xu G, et al. 1994. E2F-4, a new member of the E2F

transcription factor family, interacts with p107. Genes Dev. 8:2665–79
8. Deuschle U, Meyer WK, Thiesen HJ. 1995. Tetracycline-reversible silencing of eukaryotic promoters.

Mol. Cell. Biol. 15:1907–14
9. Boch J. 2011. TALEs of genome targeting. Nat. Biotechnol. 29:135–36

10. Boch J, Scholze H, Schornack S, Landgraf A, Hahn S, et al. 2009. Breaking the code of DNA binding
specificity of TAL-type III effectors. Science 326:1509–12

11. Moscou MJ, Bogdanove AJ. 2009. A simple cipher governs DNA recognition by TAL effectors. Science
326:1501

12. Miller JC, Tan S, Qiao G, Barlow KA, Wang J, et al. 2011. A TALE nuclease architecture for efficient
genome editing. Nat. Biotechnol. 29:143–48

13. Geißler R, Scholze H, Hahn S, Streubel J, Bonas U, et al. 2011. Transcriptional activators of human
genes with programmable DNA-specificity. PLoS ONE 6:e19509

14. Bae K-H, Kwon YD, Shin H-C, Hwang M-S, Ryu E-H, et al. 2003. Human zinc fingers as building
blocks in the construction of artificial transcription factors. Nat. Biotechnol. 21:275–80

15. Passananti C, Corbi N, Onori A, Di Certo MG, Mattei E. 2010. Transgenic mice expressing an artificial
zinc finger regulator targeting an endogenous gene. Methods Mol. Biol. 649:183–206

16. Blancafort P, Segal DJ, Barbas CF 3rd. 2004. Designing transcription factor architectures for drug
discovery. Mol. Pharmacol. 66:1361–71

17. Corbi N, Libri V, Onori A, Passananti C. 2004. Synthetic zinc finger peptides: old and novel applications.
Biochem. Cell Biol. 82:428–36

18. Clark KJ, Voytas DF, Ekker SC. 2011. A TALE of two nucleases: gene targeting for the masses? Zebrafish
8:147–49

19. Liberles SD, Diver ST, Austin DJ, Schreiber SL. 1997. Inducible gene expression and protein translo-
cation using nontoxic ligands identified by a mammalian three-hybrid screen. Proc. Natl. Acad. Sci. USA
94:7825–30

20. Pollock R, Clackson T. 2002. Dimerizer-regulated gene expression. Curr. Opin. Biotechnol. 13:459–
67

21. Ho SN, Biggar SR, Spencer DM, Schreiber SL, Crabtree GR. 1996. Dimeric ligands define a role for
transcriptional activation domains in reinitiation. Nature 382:822–26

22. Kay SA, Imaizumi T, Tran HG, Swartz TE, Briggs WR. 2003. FKF1 is essential for photoperiodic-
specific light signalling in Arabidopsis. Nature 426:302–6

23. Huq E, Tepperman JM, Quail PH. 2000. GIGANTEA is a nuclear protein involved in phytochrome
signaling in Arabidopsis. Proc. Natl. Acad. Sci. USA 97:9789–94

230 Wieland · Fussenegger

A
nn

u.
 R

ev
. C

he
m

. B
io

m
ol

. E
ng

. 2
01

2.
3:

20
9-

23
4.

 D
ow

nl
oa

de
d 

fr
om

 w
w

w
.a

nn
ua

lr
ev

ie
w

s.
or

g
by

 R
ow

an
 U

ni
ve

rs
ity

 o
n 

06
/1

3/
12

. F
or

 p
er

so
na

l u
se

 o
nl

y.



CH03CH10-Fussenegger ARI 8 May 2012 10:12

24. The first example of
a light-driven gene
expression system based
on protein dimerization.

24. Dolmetsch RE, Yazawa M, Sadaghiani AM, Hsueh B. 2009. Induction of protein-protein inter-
actions in live cells using light. Nat. Biotechnol. 27:941–45

25. Describes the
engineering of the
often-used tTA system
for mammalian cells.

25. Gossen M, Bujard H. 1992. Tight control of gene expression in mammalian cells by tetracycline-
responsive promoters. Proc. Natl. Acad. Sci. USA 89:5547–51

26. Ramos JL, Martinez-Bueno M, Molina-Henares AJ, Teran W, Watanabe K, et al. 2005. The TetR
family of transcriptional repressors. Microbiol. Mol. Biol. Rev. 69:326–56

27. Gossen M, Freundlieb S, Bender G, Muller G, Hillen W, Bujard H. 1995. Transcriptional activation by
tetracyclines in mammalian cells. Science 268:1766–69

28. Urlinger S, Baron U, Thellmann M, Hasan MT, Bujard H, Hillen W. 2000. Exploring the sequence
space for tetracycline-dependent transcriptional activators: novel mutations yield expanded range and
sensitivity. Proc. Natl. Acad. Sci. USA 97:7963–68

29. Krueger M, Scholz O, Wisshak S, Hillen W. 2007. Engineered Tet repressors with recognition specificity
for the tetO-4C5G operator variant. Gene 404:93–100

30. Helbl V, Tiebel B, Hillen W. 1998. Stepwise selection of TetR variants recognizing tet operator 6C with
high affinity and specificity. J. Mol. Biol. 276:319–24

31. Scholz O, Kostner M, Reich M, Gastiger S, Hillen W. 2003. Teaching TetR to recognize a new inducer.
J. Mol. Biol. 329:217–27

32. Zhou X, Symons J, Hoppes R, Krueger C, Berens C, et al. 2007. Improved single-chain transactivators
of the Tet-On gene expression system. BMC Biotechnol. 7:6

33. Krueger C, Berens C, Schmidt A, Schnappinger D, Hillen W. 2003. Single-chain Tet transregulators.
Nucleic Acids Res. 31:3050–56

34. Hayakawa T, Yusa K, Kouno M, Takeda J, Horie K. 2006. Bloom’s syndrome gene-deficient phenotype
in mouse primary cells induced by a modified tetracycline-controlled trans-silencer. Gene 369:80–89

35. Hartenbach S, Daoud-El Baba M, Weber W, Fussenegger M. 2007. An engineered L-arginine sensor
of Chlamydia pneumoniae enables arginine-adjustable transcription control in mammalian cells and mice.
Nucleic Acids Res. 35:e136

36. Weber W, Bacchus W, Gruber F, Hamberger M, Fussenegger M. 2007. A novel vector platform for
vitamin H–inducible transgene expression in mammalian cells. J. Biotechnol. 131:150–58

37. Showed that
implanted cells
harboring prosthetic
gene circuits restore
urate homeostasis in
mice.

37. Kemmer C, Gitzinger M, Daoud-El Baba M, Djonov V, Stelling J, Fussenegger M. 2010. Self-
sufficient control of urate homeostasis in mice by a synthetic circuit. Nat. Biotechnol. 28:355–60

38. Weber W, Fux C, Daoud-El Baba M, Keller B, Weber CC, et al. 2002. Macrolide-based transgene
control in mammalian cells and mice. Nat. Biotechnol. 20:901–7

39. Fussenegger M, Morris RP, Fux C, Rimann M, von Stockar B, et al. 2000. Streptogramin-based gene
regulation systems for mammalian cells. Nat. Biotechnol. 18:1203–8

40. Gitzinger M, Kemmer C, El-Baba MD, Weber W, Fussenegger M. 2009. Controlling transgene
expression in subcutaneous implants using a skin lotion containing the apple metabolite phloretin.
Proc. Natl. Acad. Sci. USA 106:10638–43

41. Malphettes L, Weber CC, El-Baba MD, Schoenmakers RG, Aubel D, et al. 2005. A novel mammalian
expression system derived from components coordinating nicotine degradation in Arthrobacter nicoti-
novorans pAO1. Nucleic Acids Res. 33:e107

42. Malphettes L, Schoenmakers RG, Fussenegger M. 2006. 6-hydroxy-nicotine-inducible multilevel trans-
gene control in mammalian cells. Metab. Eng. 8:543–53

43. Describes a
synthetic biology
approach for identifying
new small-molecule
therapeutics.

43. Weber W, Schoenmakers R, Keller B, Gitzinger M, Grau T, et al. 2008. A synthetic mammalian
gene circuit reveals antituberculosis compounds. Proc. Natl. Acad. Sci. USA 105:9994–98

44. Weber W, Luzi S, Karlsson M, Sanchez-Bustamante CD, Frey U, et al. 2009. A synthetic mammalian
electro-genetic transcription circuit. Nucleic Acids Res. 37:e33

45. Weber W, Rimann M, Spielmann M, Keller B, Daoud-El Baba M, et al. 2004. Gas-inducible transgene
expression in mammalian cells and mice. Nat. Biotechnol. 22:1440–44

46. Durocher Y, Perret S, Thibaudeau E, Gaumond MH, Kamen A, et al. 2000. A reporter gene assay for
high-throughput screening of G-protein–coupled receptors stably or transiently expressed in HEK293
EBNA cells grown in suspension culture. Anal. Biochem. 284:316–26

47. Ho MK, Su Y, Yeung WW, Wong YH. 2009. Regulation of transcription factors by heterotrimeric G
proteins. Curr. Mol. Pharmacol. 2:19–31

www.annualreviews.org • Engineering Mammalian Gene Circuits 231

A
nn

u.
 R

ev
. C

he
m

. B
io

m
ol

. E
ng

. 2
01

2.
3:

20
9-

23
4.

 D
ow

nl
oa

de
d 

fr
om

 w
w

w
.a

nn
ua

lr
ev

ie
w

s.
or

g
by

 R
ow

an
 U

ni
ve

rs
ity

 o
n 

06
/1

3/
12

. F
or

 p
er

so
na

l u
se

 o
nl

y.



CH03CH10-Fussenegger ARI 8 May 2012 10:12

48. Fire A, Xu SQ, Montgomery MK, Kostas SA, Driver SE, Mello CC. 1998. Potent and specific genetic
interference by double-stranded RNA in Caenorhabditis elegans. Nature 391:806–11

49. Couzin J. 2006. Nobel Prize in Physiology or Medicine. Method to silence genes earns loud praise.
Science 314:34

50. Jaskiewicz L, Filipowicz W. 2008. Role of Dicer in posttranscriptional RNA silencing. Curr. Top.
Microbiol. Immunol. 320:77–97

51. Macrae IJ, Zhou K, Li F, Repic A, Brooks AN, et al. 2006. Structural basis for double-stranded RNA
processing by Dicer. Science 311:195–98

52. Matzke MA, Birchler JA. 2005. RNAi-mediated pathways in the nucleus. Nat. Rev. Genet. 6:24–35
53. Pickford AS, Cogoni C. 2003. RNA-mediated gene silencing. Cell Mol. Life Sci. 60:871–82
54. Agrawal N, Dasaradhi PV, Mohmmed A, Malhotra P, Bhatnagar RK, Mukherjee SK. 2003. RNA inter-

ference: biology, mechanism, and applications. Microbiol. Mol. Biol. Rev. 67:657–85
55. Dickins RA, Hemann MT, Zilfou JT, Simpson DR, Ibarra I, et al. 2006. Probing tumor phenotypes

using stable and regulated synthetic microRNA precursors. Nat. Genet. 37:1289–95
56. Malphettes L, Fussenegger M. 2004. Macrolide- and tetracycline-adjustable siRNA-mediated gene si-

lencing in mammalian cells using polymerase II-dependent promoter derivatives. Biotechnol. Bioeng.
88:417–25

57. Wu RH, Cheng TL, Lo SR, Hsu HC, Hung CF, et al. 2007. A tightly regulated and reversibly inducible
siRNA expression system for conditional RNAi-mediated gene silencing in mammalian cells. J. Gene
Med. 9:620–34

58. Greber D, El-Baba MD, Fussenegger M. 2008. Intronically encoded siRNAs improve dynamic range of
mammalian gene regulation systems and toggle switch. Nucleic Acids Res. 36:e101

59. Li X, Liu S, Wang D, Chen H, Xia H. 2011. Adenoviral delivered eGFP-intron splicing system for
multiple gene RNAi. Biotechnol. Lett. 33:1723–28

60. Lin SL, Kim H, Ying SY. 2008. Intron-mediated RNA interference and microRNA (miRNA). Front.
Biosci. 13:2216–30

61. Qiu L, Wang H, Xia X, Zhou H, Xu Z. 2008. A construct with fluorescent indicators for conditional
expression of miRNA. BMC Biotechnol. 8:77

62. Famulok M, Mayer G. 1999. Aptamers as tools in molecular biology and immunology. Curr. Top.
Microbiol. Immunol. 243:123–36

63. Beisel CL, Bayer TS, Hoff KG, Smolke CD. 2008. Model-guided design of ligand-regulated RNAi for
programmable control of gene expression. Mol. Syst. Biol. 4:224

64. Ellington AD, Szostak JW. 1990. In vitro selection of RNA molecules that bind specific ligands. Nature
346:818–22

65. Stoltenburg R, Reinemann C, Strehlitz B. 2007. SELEX—a (r)evolutionary method to generate high-
affinity nucleic acid ligands. Biomol. Eng. 24:381–403

66. Patel DJ, Suri AK, Jiang F, Jiang L, Fan P, et al. 1997. Structure, recognition and adaptive binding in
RNA aptamer complexes. J. Mol. Biol. 272:645–64

67. Schwalbe H, Buck J, Furtig B, Noeske J, Wohnert J. 2007. Structures of RNA switches: insight into
molecular recognition and tertiary structure. Angew. Chem. Int. Ed. Engl. 46:1212–19

68. Jenison RD, Gill SC, Pardi A, Polisky B. 1994. High-resolution molecular discrimination by RNA.
Science 263:1425–29

69. An CI, Trinh VB, Yokobayashi Y. 2006. Artificial control of gene expression in mammalian cells by
modulating RNA interference through aptamer–small molecule interaction. RNA 12:710–16

70. Saito H, Fujita Y, Kashida S, Hayashi K, Inoue T. 2011. Synthetic human cell fate regulation by protein-
driven RNA switches. Nat. Commun. 2:160

71. Yokobayashi Y, Kumar D, An CI. 2009. Conditional RNA interference mediated by allosteric ribozyme.
J. Am. Chem. Soc. 131:13906–7

72. Yen L, Magnier M, Weissleder R, Stockwell BR, Mulligan RC. 2006. Identification of inhibitors of
ribozyme self-cleavage in mammalian cells via high-throughput screening of chemical libraries. RNA
12:797–806

73. Yen L, Svendsen J, Lee JS, Gray JT, Magnier M, et al. 2004. Exogenous control of mammalian gene
expression through modulation of RNA self-cleavage. Nature 431:471–76

232 Wieland · Fussenegger

A
nn

u.
 R

ev
. C

he
m

. B
io

m
ol

. E
ng

. 2
01

2.
3:

20
9-

23
4.

 D
ow

nl
oa

de
d 

fr
om

 w
w

w
.a

nn
ua

lr
ev

ie
w

s.
or

g
by

 R
ow

an
 U

ni
ve

rs
ity

 o
n 

06
/1

3/
12

. F
or

 p
er

so
na

l u
se

 o
nl

y.



CH03CH10-Fussenegger ARI 8 May 2012 10:12

74. Auslander S, Ketzer P, Hartig JS. 2010. A ligand-dependent hammerhead ribozyme switch for control-
ling mammalian gene expression. Mol. Biosyst. 6:807–14

75. Showed that RNA
aptamer-based rewiring
of endogenous pathways
is connected to cell-fate
decision making.

75. Culler SJ, Hoff KG, Smolke CD. 2010. Reprogramming cellular behavior with RNA controllers
responsive to endogenous proteins. Science 330:1251–55

76. Harvey I, Garneau P, Pelletier J. 2002. Inhibition of translation by RNA-small molecule interactions.
RNA 8:452–63

77. RNA aptamers
introduced into 5′-UTR
inhibitors were
demonstrated to inhibit
translation initiation.

77. Green MR, Werstuck G. 1998. Controlling gene expression in living cells through small
molecule–RNA interactions. Science 282:296–98

78. Saito H, Kobayashi T, Hara T, Fujita Y, Hayashi K, et al. 2010. Synthetic translational regulation by an
L7Ae-kink-turn RNP switch. Nat. Chem. Biol. 6:71–78

79. Allain FHT, Auweter SD, Oberstrass FC. 2006. Sequence-specific binding of single-stranded RNA: Is
there a code for recognition? Nucleic Acids Res. 34:4943–59

80. Dong S, Wang Y, Cassidy-Amstutz C, Lu G, Bigler R, et al. 2011. Specific and modular binding code
for cytosine recognition in Pumilio/FBF (PUF) RNA-binding domains. J. Biol. Chem. 286:26732–42

81. Wang Y, Cheong CG, Hall TM, Wang Z. 2009. Engineering splicing factors with designed specificities.
Nat. Methods 6:825–30

82. Banaszynski LA, Chen L-c, Maynard-Smith LA, Ooi AGL, Wandless TJ. 2006. A rapid, reversible,
and tunable method to regulate protein function in living cells using synthetic small molecules. Cell
126:995–1004

83. Ciechanover A. 1998. The ubiquitin-proteasome pathway: on protein death and cell life. EMBO J.
17:7151–60

84. Callis J, Dreher KA, Brown J, Saw RE. 2006. The Arabidopsis Aux/IAA protein family has diversified in
degradation and auxin responsiveness. Plant Cell 18:699–714

85. Tan X, Calderon-Villalobos LI, Sharon M, Zheng C, Robinson CV, et al. 2007. Mechanism of auxin
perception by the TIR1 ubiquitin ligase. Nature 446:640–45

86. Nishimura K, Fukagawa T, Takisawa H, Kakimoto T, Kanemaki M. 2009. An auxin-based degron system
for the rapid depletion of proteins in nonplant cells. Nat. Methods 6:917–22

87. Siciliano V, Menolascina F, Marucci L, Fracassi C, Garzilli I, et al. 2011. Construction and modelling
of an inducible positive feedback loop stably integrated in a mammalian cell-line. PLoS Comput. Biol.
7:1002074

88. Kramer BP, Weber W, Fussenegger M. 2003. Artificial regulatory networks and cascades for discrete
multilevel transgene control in mammalian cells. Biotechnol. Bioeng. 83:810–20

89. Bleris L, Xie Z, Glass D, Adadey A, Sontag E, Benenson Y. 2011. Synthetic incoherent feedforward
circuits show adaptation to the amount of their genetic template. Mol. Syst. Biol. 7:519

90. Tigges M, Denervaud N, Greber D, Stelling J, Fussenegger M. 2010. A synthetic low-frequency mam-
malian oscillator. Nucleic Acids Res. 38:2702–11

91. Weber W, Kramer BP, Fussenegger M. 2007. A genetic time-delay circuitry in mammalian cells. Biotech-
nol. Bioeng. 98:894–902

92. Kramer BP, Fischer C, Fussenegger M. 2004. BioLogic gates enable logical transcription control in
mammalian cells. Biotechnol. Bioeng. 87:478–84

93. Leisner M, Bleris L, Lohmueller J, Xie Z, Benenson Y. 2010. Rationally designed logic integration of
regulatory signals in mammalian cells. Nat. Nanotechnol. 5:666–70

94. Greber D, Fussenegger M. 2010. An engineered mammalian band-pass network. Nucleic Acids Res.
38:e174

95. Kramer BP, Viretta AU, El Baba MD, Aubel D, Weber W, Fussenegger M. 2004. An engineered
epigenetic transgene switch in mammalian cells. Nat. Biotechnol. 22:867–70

96. Ueda HR, Hayashi S, Chen W, Sano M, Machida M, et al. 2005. System-level identification of tran-
scriptional circuits underlying mammalian circadian clocks. Nat. Genet. 37:187–92

97. Ukai-Tadenuma M, Kasukawa T, Ueda HR. 2008. Proof-by-synthesis of the transcriptional logic of
mammalian circadian clocks. Nat. Cell Biol. 10:1154–63

98. Rey G, Cesbron F, Rougemont J, Reinke H, Brunner M, Naef F. 2011. Genome-wide and phase-
specific DNA-binding rhythms of BMAL1 control circadian output functions in mouse liver. PLoS Biol.
9:e1000595

www.annualreviews.org • Engineering Mammalian Gene Circuits 233

A
nn

u.
 R

ev
. C

he
m

. B
io

m
ol

. E
ng

. 2
01

2.
3:

20
9-

23
4.

 D
ow

nl
oa

de
d 

fr
om

 w
w

w
.a

nn
ua

lr
ev

ie
w

s.
or

g
by

 R
ow

an
 U

ni
ve

rs
ity

 o
n 

06
/1

3/
12

. F
or

 p
er

so
na

l u
se

 o
nl

y.



CH03CH10-Fussenegger ARI 8 May 2012 10:12

99. Tigges M, Marquez-Lago TT, Stelling J, Fussenegger M. 2009. A tunable synthetic mammalian oscil-
lator. Nature 457:309–12

100. Swinburne IA, Miguez DG, Landgraf D, Silver PA. 2008. Intron length increases oscillatory periods of
gene expression in animal cells. Genes Dev. 22:2342–46

101. Wurster SE, Maher LJ 3rd. 2008. Selection and characterization of anti-NF-κB p65 RNA aptamers.
RNA 14:1037–47

102. Jeong S, Lee HK, Kwak HY, Hur J, Kim IA, et al. 2007. β-Catenin regulates multiple steps of RNA
metabolism as revealed by the RNA aptamer in colon cancer cells. Cancer Res. 67:9315–21

103. Sayed D, Abdellatif M. 2011. MicroRNAs in development and disease. Physiol. Rev. 91:827–87
104. Brase JC, Wuttig D, Kuner R, Sultmann H. 2010. Serum microRNAs as non-invasive biomarkers for

cancer. Mol. Cancer 9:306
105. Described cell
type–specific
intracellular detection
of elevated miRNA
levels.

105. Xie Z, Wroblewska L, Prochazka L, Weiss R, Benenson Y. 2011. Multi-input RNAi-based logic
circuit for identification of specific cancer cells. Science 333:1307–11

106. Bartel DP. 2009. MicroRNAs: target recognition and regulatory functions. Cell 136:215–33

107. Demonstrated the
application of
aptamer-controlled
ribozyme cleavage
mediation control over
T cell proliferation in
mice.

107. Chen YY, Jensen MC, Smolke CD. 2010. Genetic control of mammalian T-cell proliferation
with synthetic RNA regulatory systems. Proc. Natl. Acad. Sci. USA 107:8531–36

108. Shimizu A, Kondo S, Sabe H, Ishida N, Honjo T. 1986. Structure and function of the interleukin 2
receptor: affinity conversion model. Immunol. Rev. 92:103–20

109. Auslander S, Wieland M, Fussenegger M. 2011. Smart medication through combination of synthetic
biology and cell microencapsulation. Metab. Eng. In press

110. Parsons GB, Souza DW, Wu H, Yu D, Wadsworth SG, et al. 2007. Ectopic expression of glucagon-like
peptide 1 for gene therapy of type II diabetes. Gene Ther. 14:38–48

111. Determined that
rewiring of endogenous
GPCR pathways to
engineer a light-
responsive expression
system restores glucose
homeostasis in mice.

111. Ye HF, Daoud-El Baba M, Peng RW, Fussenegger M. 2011. A synthetic optogenetic transcrip-
tion device enhances blood-glucose homeostasis in mice. Science 332:1565–68

112. Walker MT, Brown RL, Cronin TW, Robinson PR. 2008. Photochemistry of retinal chromophore in
mouse melanopsin. Proc. Natl. Acad. Sci. USA 105:8861–65

113. Panda S, Nayak SK, Campo B, Walker JR, Hogenesch JB, Jegla T. 2005. Illumination of the melanopsin
signaling pathway. Science 307:600–4

114. Fussenegger M, Fluri DA, Kemmer C, Baba MDE. 2008. A novel system for trigger-controlled drug
release from polymer capsules. J. Control. Release 131:211–19

115. Hartenbach S, Baba MDE, Weber W, Fussenegger M. 2007. An engineered L-arginine sensor of Chlamy-
dia pneumoniae enables arginine-adjustable transcription control in mammalian cells and mice. Nucleic
Acids Res. 35:e136

116. Yasuhara T, Kobayashi K, Agari T, Muraoka K, Kameda M, et al. 2006. Control of dopamine-secretion
by Tet-Off system in an in vivo model of parkinsonian rat. Brain Res. 1102:1–11

117. Weber W, Lienhart C, Baba MDE, Fussenegger M. 2009. A biotin-triggered genetic switch in mam-
malian cells and mice. Metab. Eng. 11:117–24

118. Cameron MA, Sakhaee K. 2007. Uric acid nephrolithiasis. Urol. Clin. North Am. 34:335–46
119. Kutzing MK, Firestein BL. 2008. Altered uric acid levels and disease states. J. Pharmacol. Exp. Ther.

324:1–7
120. Wilkinson SP, Grove A. 2004. HucR, a novel uric acid-responsive member of the MarR family of

transcriptional regulators from Deinococcus radiodurans. J. Biol. Chem. 279:51442–50
121. Endou H, Enomoto A, Kimura H, Chairoungdua A, Shigeta Y, et al. 2002. Molecular identification of

a renal urate–anion exchanger that regulates blood urate levels. Nature 417:447–52
122. Legoux R, Delpech B, Dumont X, Guillemot JC, Ramond P, et al. 1992. Cloning and expression in

Escherichia coli of the gene encoding Aspergillus flavus urate oxidase. J. Biol. Chem. 267:8565–70
123. Ascoli M, Fanelli F, Segaloff DL. 2002. The lutropin/choriogonadotropin receptor, a 2002 perspective.

Endocr. Rev. 23:141–74

124. Showed that
artificial cow
insemination is
mediated by
microencapsulation of
cells harboring a
sensory circuit that
determines ovulation
time.

124. Kemmer C, Fluri DA, Witschi U, Passeraub A, Gutzwiller A, Fussenegger M. 2011. A designer
network coordinating bovine artificial insemination by ovulation-triggered release of implanted
sperms. J. Control. Release 150:23–29

234 Wieland · Fussenegger

A
nn

u.
 R

ev
. C

he
m

. B
io

m
ol

. E
ng

. 2
01

2.
3:

20
9-

23
4.

 D
ow

nl
oa

de
d 

fr
om

 w
w

w
.a

nn
ua

lr
ev

ie
w

s.
or

g
by

 R
ow

an
 U

ni
ve

rs
ity

 o
n 

06
/1

3/
12

. F
or

 p
er

so
na

l u
se

 o
nl

y.



CH03-FrontMatter ARI 19 May 2012 11:40

Annual Review of
Chemical and
Biomolecular
Engineering

Volume 3, 2012Contents

A Conversation with Haldor Topsøe
Haldor Topsøe and Manos Mavrikakis � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � 1

Potential of Gold Nanoparticles for Oxidation
in Fine Chemical Synthesis
Tamas Mallat and Alfons Baiker � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � �11

Unraveling Reaction Pathways and Specifying Reaction Kinetics
for Complex Systems
R. Vinu and Linda J. Broadbelt � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � �29

Advances and New Directions in Crystallization Control
Zoltan K. Nagy and Richard D. Braatz � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � �55

Nature Versus Nurture: Developing Enzymes That Function Under
Extreme Conditions
Michael J. Liszka, Melinda E. Clark, Elizabeth Schneider, and Douglas S. Clark � � � � � �77

Design of Nanomaterial Synthesis by Aerosol Processes
Beat Buesser and Sotiris E. Pratsinis � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � 103

Single-Cell Analysis in Biotechnology, Systems Biology,
and Biocatalysis
Frederik S.O. Fritzsch, Christian Dusny, Oliver Frick, and Andreas Schmid � � � � � � � � � � 129

Molecular Origins of Homogeneous Crystal Nucleation
Peng Yi and Gregory C. Rutledge � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � 157

Green Chemistry, Biofuels, and Biorefinery
James H. Clark, Rafael Luque, and Avtar S. Matharu � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � 183

Engineering Molecular Circuits Using Synthetic Biology in
Mammalian Cells
Markus Wieland and Martin Fussenegger � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � 209

Chemical Processing of Materials on Silicon: More Functionality,
Smaller Features, and Larger Wafers
Nathan Marchack and Jane P. Chang � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � 235

vii

A
nn

u.
 R

ev
. C

he
m

. B
io

m
ol

. E
ng

. 2
01

2.
3:

20
9-

23
4.

 D
ow

nl
oa

de
d 

fr
om

 w
w

w
.a

nn
ua

lr
ev

ie
w

s.
or

g
by

 R
ow

an
 U

ni
ve

rs
ity

 o
n 

06
/1

3/
12

. F
or

 p
er

so
na

l u
se

 o
nl

y.



CH03-FrontMatter ARI 19 May 2012 11:40

Engineering Aggregation-Resistant Antibodies
Joseph M. Perchiacca and Peter M. Tessier � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � 263

Nanocrystals for Electronics
Matthew G. Panthani and Brian A. Korgel � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � 287

Electrochemistry of Mixed Oxygen Ion
and Electron Conducting Electrodes in Solid Electrolyte Cells
William C. Chueh and Sossina M. Haile � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � � 313

Experimental Methods for Phase Equilibria at High Pressures
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