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8th Jul 20211st Editorial Decision

Thank you again for submitting your work to Molecular Systems Biology. We have now heard back from the three referees who 
agreed to evaluate your study. Overall, the reviewers acknowledge that the study is a relevant contribution to the field. They 
raise however a series of concerns, which we would ask you to address in a revision. 

I think that the reviewers' recommendations are clear and it is therefore not required to repeat the points listed below. All issues 
raised by the reviewers would need to be satisfactorily addressed. Please contact me in case you would like to discuss in 
further detail any of the issues raised. 

 -------------------------------------------------------- 

Reviewer #1: 

In this study Anderson and Voigt, implement a CRISPR (via dCAS9) strategy in E. coli using pairs of sgRNAs designed to 
repress and then derepress transcription through competitive binding. Mechanistically, transcription is blocked when a 
repressing sgRNA (sgR) directs dCas9 to the first position and a second derepressing sgRNA (sgD) directs dCas9 to a mutually-
exclusive second position that does not impact transcription. Notably, the sgD recruits dCas9 to an upstream site that blocks its 
ability to bind to the repressing position. In summary when this tool targets a promoter the authors achieve a 31-fold repression 
of RFP expression and a complete reactivation of the gene (i.e., de-repression) via the binding of an sgD transcript. However, 
the tool is less effective when targeting the reading frame. Namely, elongation control achieved 7-fold repression and



4-fold de-repression. In general, this is an interesting and relatively straightforward study that is well written, composed of high-
quality and clearly presented data.

Minor Comments: 

Comment 1. 
In the introduction the authors correctly state: "As a design principle, combining operators is useful for "compressing" large logic
operations to reduce the resource burden [33]." In addition to reference 33 (Rondon et al. Nature Communications, vol. 10, p.
4784, Oct 21 2019) the authors should also cite reference 13 (Groseclose et al. Nature Communications, vol. 11, pp. 1-15,
2020). 

Comment 2. 
I am assuming that Figure 2g is where the authors are basing the "31-fold repression and complete derepression" values.
Accordingly it would be useful to mark the output values of RFP at 0 and 9mM Chol on the plot (i.e., where sgRP2 is not
produced (0 Chol), and produced (9 Chol) - without the production of sgDP5). NOTE. Figure 2h is great, but this simple
illustration would aid with the interpretation of the two input plot. 

Comment 3. 
In general a simple table with the measured values and corresponding bar graph of the key dynamic ranges articulated in the
abstract (i.e., 34 and 7) in the supplement would be greatly appreciated. 

Reviewer #2: 

Summary: The authors describe the design and characterization of CRISPRi-based method for transcriptional regulation. The
authors explored the design rules for creating a system employing two dCas9 ribonucleoproteins, one that represses the
expression construct and one that derepressed the construct by displacing the first dCas9. The work characterizes the design
rules necessary to achieve the derepression behavior as well as the fold activation that can be achieved from targeting
transcription initiation as well as elongation. Lastly, the transcription initiation-targeting design was found to act in a radiometric
manner. 

General Remarks: The authors have implemented and characterized an approach that is a natural progression of CRISPRi
technology but has nonobvious hurdles that have likely prevented previous implementation by others. The case presented for
the two targeting methods is convincing and scientifically sound. As is, the work is a solid characterization of the designs. 

Major Concerns: 

1) Application of these circuits to one or more of the use cases referred to in the discussion would be compelling and raise the
impact.

Minor Concerns: 
1) Please rephrase the claim "although dCas9 can be engineered to remove the PAM sequence requirements" to soften it.
Although the works cited have greatly broadened the PAM requirement, a PAM-free Cas9 has yet to be engineered to my
knowledge.
2) Please consider adding the location of the PAM in the overview Figure 1A for clarity.

Reviewer #3: 

In this study, the authors develop a CRISPR-based method for repressing and derepressing a target gene in bacteria. A
repressive action is generated by using a sgRNA to recruit dCas9 to a position in the promoter or gene body that blocks
transcription initiation or elongation ("sgR"). The derepressive action is then generated by simultaneously recruiting dCas9 to a
nearby site using a different sgRNA ("sgD"), thereby displacing the repressive dCas9 molecule. These experiments were carried
out in E. coli, where the method was evaluated for its ability to repress and derepress a gene encoding a fluorescent protein
(rfp). The authors demonstrate that simultaneous expression of sgR and sgD leads to very effective derepression of rfp, which
implies that this method is potentially transferrable to other experimental systems. 

General remarks 
The study is well designed and the experiments are rigorously performed and analyzed. The conclusions are supported by the
data. The study's key conclusion is that this method represents a potentially useful tool for the synthetic biology toolbox that
could be used when striving to program complex behaviors in bacteria. The authors do not demonstrate the usefulness of this
system for anything other than regulating rfp, so the scope of the study is limited. The advance is of a purely technical nature



and will mostly be interesting for other researchers working in this very field. For this reason, I think that the significance of the
study should be viewed in the general context of the rapidly moving field of synthetic biology, where it is valuable to disseminate
new tools and methods rapidly. I therefore support the publication of this manuscript in Molecular Systems Biology after minor
experimental and textual additions. 

Minor points: 
1. As the authors write, the method developed in this study can be useful for flexibly turning genes on and off in bacteria. But just
how flexibly can the target gene be switched on and off? For example, can rfp expression be turned up and down repeatedly by
nimbly modulating sgR and sgD expression? For example, the data in Fig. 2g and h show a quite static picture of what happens
at the steady state. But it would be useful if this method could be used to switch genes rapidly and repeatedly on and off.
Currently, the authors show that sgD effectively derepresses the sgR-bound promoter when sgR and sgD expression is induced
simultaneously. But can sgD derepress as effectively if its expression is induced after sgR expression, when sgR is already
bound to the promoter? And conversely, can sgR dislodge sgD and repress the target gene if sgR is expressed after sgD? As
the authors note, once dCas9 forms a ternary complex on the target DNA, it remains bound almost irreversibly. And in the
Discussion, the authors mention that the competitive action between sgR and sgD may depend on which of the two binds DNA
first. I agree that this sounds plausible. However, it would be powerful if this system could be used to turn target genes nimbly
and repeatedly on and off, and it would therefore be important to know more about the kinetics of this system: For example, how
are the repressive/derepressive actions affected if sgR and sgD are turned on one after the other rather than simultaneously? E.
coli can divide every 20 minutes (displacing Cas9 from the rfp promoter) and that it may therefore not matter much in practice
whether sgR or sgD is induced first, but still, it would be useful to know something about the kinetics of the system.

2. It is remarkable that sgD can reverse sgR repression of rfp to the extent that rfp expression returns all the way back to pre-
sgR levels (Fig. 2g). sgD obviously blocks sgR binding very effectively, but I would still intuitively expect that sgR is in turn
equally capable of blocking sgD binding. In other words, I would expect that the coexpression of sgR and sgD would result in
competitive binding equilibrium at the rfp promoter such that there would always be at least some sgR bound at the promoter,
preventing rfp levels to return completely back to pre-sgR levels. Instead, the data in Fig. 4 suggest that sgD is much more
capable of displacing sgR than sgR is capable of displacing sgD, as this "sgD dominance" occurs even at equal expression
levels of sgD and sgR. Is this a proper interpretation? If so, could you comment on this?

3. Fig. 4 would be easier to understand if (a) and (b) were labeled with "Promoter" and "Gene body", respectively.

4. The "bubble" mentioned on p. 3 is called an R-loop.

5. The scope of the study is focused on E. coli. It remains open whether a similar system could be used in eukaryotic cells;
dCas9 binding may not be sufficient to block transcription initiation or elongation to the necessary degree. The authors could
include a short paragraph in the Discussion reflecting on the potential of this system to be transferred to eukaryotes. I also think
that the title of the study should reflect the focus of the study, for example "Competitive dCas9 binding as a mechanism for
transcriptional control in bacteria"

6. The paper should expand their discussion how the system can be used in bacteria species other than E. coli. The authors
should cite PMID: 27238023, as it provides related evidence that CRISPRi can be used robustly in other bacteria species.
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Reviewer #1: 

1. In the introduction the authors correctly state: "As a design principle, combining operators is useful for
"compressing" large logic operations to reduce the resource burden [33]." In addition to reference 33
(Rondon et al. Nature Communications, vol. 10, p. 4784, Oct 21 2019) the authors should also cite
reference 13 (Groseclose et al. Nature Communications, vol. 11, pp. 1-15, 2020).

The citation has been added.

2. I am assuming that Figure 2g is where the authors are basing the "31-fold repression and complete
derepression" values. Accordingly, it would be useful to mark the output values of RFP at 0 and 9mM
Chol on the plot (i.e., where sgRP2 is not produced (0 Chol), and produced (9 Chol) - without the
production of sgDP5). NOTE: Figure 2h is great, but this simple illustration would aid with the
interpretation of the two-input plot.

The figure edits have been made.

3. In general, a simple table with the measured values and corresponding bar graph of the key dynamic
ranges articulated in the abstract (i.e., 34 and 7) in the supplement would be greatly appreciated.

Sentences were added to appropriate figure captions to indicate where the fold-repression and fold-
derepression dynamic ranges were derived. Promoter fold-repression and fold-derepression dynamic
ranges are described in the Figure 2h caption. Elongation fold-repression and fold-derepression
dynamic ranges are described in Figure 4h caption.

23rd Sep 20211st Authors' Response to Reviewers
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Reviewer #2: 

1. Application of these circuits to one or more of the use cases referred to in the discussion would be
compelling and raise the impact.

We have not yet applied this to one of the use cases described. 

2. Please rephrase the claim "although dCas9 can be engineered to remove the PAM sequence
requirements" to soften it. Although the works cited have greatly broadened the PAM requirement, a
PAM-free Cas9 has yet to be engineered to my knowledge.

The text has been edited as suggested. 

3. Please consider adding the location of the PAM in the overview Figure 1A for clarity.

The figure has been edited as suggested. 



Christopher A. Voigt 617.324.4851 
Professor of Biological Engineering  cavoigt@gmail.com 
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Reviewer #3: 

1. As the authors write, the method developed in this study can be useful for flexibly turning genes
on and off in bacteria. But just how flexibly can the target gene be switched on and off? For
example, can rfp expression be turned up and down repeatedly by nimbly modulating sgR and
sgD expression? For example, the data in Fig. 2g and h show a quite static picture of what happens
at the steady state. But it would be useful if this method could be used to switch genes rapidly
and repeatedly on and off. Currently, the authors show that sgD effectively derepresses the sgR-
bound promoter when sgR and sgD expression is induced simultaneously. But can sgD derepress
as effectively if its expression is induced after sgR expression, when sgR is already bound to the
promoter? And conversely, can sgR dislodge sgD and repress the target gene if sgR is expressed
after sgD? As the authors note, once dCas9 forms a ternary complex on the target DNA, it remains
bound almost irreversibly. And in the Discussion, the authors mention that the competitive action
between sgR and sgD may depend on which of the two binds DNA first. I agree that this sounds
plausible. However, it would be powerful if this system could be used to turn target genes nimbly
and repeatedly on and off, and it would therefore be important to know more about the kinetics
of this system: For example, how are the repressive/derepressive actions affected if sgR and sgD
are turned on one after the other rather than simultaneously? E. coli can divide every 20 minutes
(displacing Cas9 from the rfp promoter) and that it may therefore not matter much in practice
whether sgR or sgD is induced first, but still, it would be useful to know something about the
kinetics of the system.

As suggested, dynamic experiments have been added to make a new Figure 3. 

2. It is remarkable that sgD can reverse sgR repression of rfp to the extent that rfp expression returns
all the way back to pre-sgR levels (Fig. 2g). sgD obviously blocks sgR binding very effectively, but I
would still intuitively expect that sgR is, in turn, equally capable of blocking sgD binding. In other
words, I would expect that the coexpression of sgR and sgD would result in competitive binding
equilibrium at the rfp promoter such that there would always be at least some sgR bound at the
promoter, preventing rfp levels to return completely back to pre-sgR levels. Instead, the data in
Fig. 4 suggest that sgD is much more capable of displacing sgR than sgR is capable of displacing
sgD, as this "sgD dominance" occurs even at equal expression levels of sgD and sgR. Is this a proper
interpretation? If so, could you comment on this?

This asymmetry may be due to sequence-dependent binding strength differences. Different 
sgRNA sequences have been shown to have different apparent binding strengths for their target 
sequences. In fact, the binding constants derived from model fits for sgRP2 and sgDP5 indicate 
that sgD is 1.5-fold tighter binding than sgR (Table 1). Additionally, if sgD and sgR are both 
occupying the promoter with equal probability (sgD / sgR ratio = 1), we would only expect to 
observe a 2-fold reduction from maximum expression levels. Since the y-axis of Figure 5a,b are 
logarithmically-scaled, a two-fold change would appear relatively insignificant. 

3. Fig. 4 would be easier to understand if (a) and (b) were labeled with "Promoter" and "Gene body",
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respectively.  

The figure has been edited appropriately. 

4. The "bubble" mentioned on p. 3 is called an R-loop.

The text has been edited. 

5. The scope of the study is focused on E. coli. It remains open whether a similar system could be used
in eukaryotic cells; dCas9 binding may not be sufficient to block transcription initiation or
elongation to the necessary degree. The authors could include a short paragraph in the Discussion
reflecting on the potential of this system to be transferred to eukaryotes. I also think that the title
of the study should reflect the focus of the study, for example "Competitive dCas9 binding as a
mechanism for transcriptional control in bacteria"

A paragraph has been added to the discussion.  

6. The paper should expand their discussion how the system can be used in bacteria species other
than E. coli. The authors should cite PMID: 27238023, as it provides related evidence that CRISPRi
can be used robustly in other bacteria species.

The citation has been added. 



6th Oct 20211st Revision - Editorial Decision

Thank you again for submitting your work to Molecular Systems Biology. We have now heard back from the reviewer who was 

asked to evaluate the study. The reviewer is satisfied with the modifications made and is supportive of publication. 

Before we formally accept the study for publication, we would ask you to perform some minor edits. 

----------------------------------------------------------------------------

Reviewer #2: 

The authors have addressed my concerns. This is a great paper and I support publication.



10th Oct 20212nd Authors' Response to Reviewers

The authors have made all requested editorial  changes. 



11th Oct 2021Accepted

Thank you again for sending us your revised manuscript. We are now satisfied with the modifications made and I am pleased to 
inform you that your paper has been accepted for publication. 
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