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Abstract

The use of prokaryotic biological tools to edit and regulate genetic information has been commonplace since the discovery 
of bacterial restriction enzymes in the mid-1900s. In addition to restriction endonucleases, meganucleases, zinc-finger 
nucleases, DNA recombinases and transcription activator-like effector nucleases, are some of the other prokaryotic genetic 
elements have been serving as invaluable tools to study and uncover genetic and biological mechanisms. The discovery of 
the prokaryotic adoptive immunity machinery CRISPR/Cas technology revolutionized the ability to manipulate genetic 
information, providing a powerful method to induce deletions, insertions and specific sequence changes at defined target 
sites in a wide variety of biological systems and live organisms. Multi-subunit CRISPR/Cas systems are prevalent across a 
variety of bacterial and archaea species with varying levels of complexities and mechanism of actions. All CRISPR/Cas 
systems discovered thus far rely on CRISPR RNAs (crRNA) or guide RNAs (gRNAs) for guidance on target recognition and 
specificity. A multitude of interactions and recognition events direct the CRISPR/Cas machinery towards target DNA 
cleavage. The hybridization of the spacer region of the gRNA to target DNA sequence located next to a protospacer adjacent 
motif (PAM) initiates DNA processing. Thus, specific genomic regions can be targeted for processing by using a custom 
spacer sequence specific to a target DNA sequence adjacent to  PAM sequences offering unprecedented re-
programmability.

Scope
This application note highlights case studies where the 
label-free Octet® BLI platform has been used to measure 
and characterize CRISPR/Cas mediated binding and 
Gene activation. 
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While best characterized CRISPR/Cas systems such as 
the Class 2 Streptococcus pyogenes Cas9 are widely 
applied in basic and translational research, tremendous 
strides have been made to further improve this machinery 
and expand its targeting efficiencies and applications.  
For example, how increased targeting flexibility can be 
achieved by altering PAM specificities and improved 
targeting fidelity using Cas9 variants have been studied1–5. 
Use of Cas inhibitors and engineering novel interaction 
motifs in gRNAs have been proposed to reduce off-
targets effects6. New applications utilizing impaired Cas 
proteins as RNA guided DNA binding mechanisms have 
been adopted, taking advantage of the precise target 
recognition capabilities of the Cas-gRNA complex to 
introduce additional accessory domains together with the 
gRNA to upregulate or downregulate gene expression7, 
deaminate DNA8 and modify the epigenome9.

To further understand and explore the intricate molecular 
mechanisms of these systems, tools are required that can 
deconvolute the various CRISPR/Cas interactions and 
their consequences towards gene editing. Bio-Layer Inter-
ferometry (BLI) provides a convenient and rapid way to  

investigate CRISPR-Cas recognition elements including 
inhibitor and modulator molecules and CRISPR-Cas 
mediated gene expression through in vitro studies: all in 
one platform. The Octet® platform is highly versatile and 
can analyze a variety of analytes ranging from small mole-
cules11–16, nucleic acids17–23, proteins and peptides24–29, 
nanoparticles30–34, membrane proteins35–39 and cells40–42 
further expanding their analytical capabilities. The opera-
tion is simple and easy as it is a fluidics-free sample delivery 
platform that enables the analysis of samples in crude or 
unpurified matrices hence reducing sample preparation 
times. BLI is an optical method where binding interactions 
are monitored in real-time on biosensors. The availability of 
a wide-range of biosensor chemistries provides you with 
flexibility in reagent design and assay formats. The Octet® 
platform provides fast time to results stemming from its 
capability to parallel process data from 1–96 biosensors 
simultaneously. Here we describe a few examples of how 
the Octet® BLI platform was used not only to decipher 
CRISPR/Cas related interactions, but also to quantitate 
and validate downstream genetic manipulations mediated 
by the CRISPR/Cas machinery.

Characterizing CRISPR/Cas Inhibitors

Anti-CRISPRs (Acrs) are a class of proteins that are evolved 
to block CRISPR/Cas immunity in bacteriophages. These 
naturally occurring regulatory mechanisms are currently 
being investigated as a potential tool that can be used to 
regulate and exert more control on CRISPR/Cas functions. 
One of the early studies by Shin et al. showed that AcrIIA4 
from Listeria monocytogenes prophages binds to the 
assembled Cas9-single guide RNA (sgRNA) target 
surveillance complex and not to Streptococcus pyogenes 
Cas protein alone43. In this study, an Octet® BLI kinetic assay 
was used to confirm the non-equilibrium mode of inhibition 
where AcrIIA4 requires access to Cas9-sgRNA before 
formation of the Cas9-sgRNA-DNA complex. The assay  
was constructed using Streptavidin biosensors where a 
biotinylated double-stranded target DNA was immobilized 
and its binding with Cas9-sgRNA-AcrIIA4 complexes with 
varying levels of AcrIIA4 was measured (Figure 1A). The 
data obtained confirmed that AcrIIA4 binding to Cas9-
sgRNA complex inhibited target DNA recognition. A 
separate Octet® competition assay indicated that AcrIIA4 
was unable to compete with a pre-formed Cas9-sgRNA-
DNA complex validating the non-equilibrium mode of 
inhibition. This indicated that AcrIIA4 proteins primarily 
engage the Cas-sgRNA target surveillance complex. 
Cryo-EM data further indicated AcrIIA4 binding to Cas9 

PAM recognition regions. They further indicated that 
controlled expression of AcrIIA4 in cells exhibited reduced 
off-target effects exerting more precise gene editing 
functions. Similar observations were also recorded by 
Hynes et al. and Fuchsbauer et al. on Acr proteins from 
Streptococcus thermophilus phages that inhibited St1Cas9 
activity44,45. Octet® kinetic assays indicated that AcrIIA6  
also recognizes the Cas-sgRNA complex but not the Cas9 
protein. Here the Acr proteins were immobilized onto 
Streptavidin biosensors and Cas9 protein and Cas9-sgRNA 
complex binding was assessed (Figure 1B). Similar to 
AcrIIA4, Octet® assays confirmed that AcrIIA6 reduces  
DNA target recognition by binding to the Cas9-sgRNA 
surveillance complex.

In an effort to discover Cas9 inhibitors, Uribe et al., 
developed a high-throughput approach to screen for type 
2 CRISPR/Cas inhibitors in metagenomic libraries46. After 
several rounds of filtering, 11 putative Acr proteins 
identified from the screens were tested for in vitro target 
DNA cleavage inhibition and CRISPR/Cas complex 
binding. An Octet® binding assay was established to 
measure comparative binding affinities of different 
putative Acr proteins to Cas-gRNA complexes. In this work, 
Cas-gRNA complexes were immobilized onto Streptavidin 
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biosensors using biotinylated Cas9 proteins (Figure 1C). 
Data indicated a wide range of affinities to Cas-gRNA 
complexes implying varying mechanisms of discovered Acr 
proteins.

These studies establish a possible common theme as to  
how Acr proteins exert its primary mechanism of action of 
inhibiting PAM engagement to the Cas-gRNA complex. 
More importantly, evidence from these studies show 
controlled titration of Acr proteins in cells can reduce 
CRISPR/Cas off-target effects implying the utility of these 
proteins in genomic editing applications. Octet® assays  
were critical in evaluating and characterizing Acr 
interactions while also noting different assay orientations 
that were used for the determination of Acr interactions 
with Cas-gRNA complexes (Figure 1).

Small molecule inhibition of Cas-gRNA complexes could  
be another strategy to exercise control on CRISPR/Cas 
systems. The usual advantages of small molecule 
inhibitors over protein-based molecules such as ease of 
manufacturability, cell permeability, reversible inhibition, 
resistance to proteolysis and non-immunogenic behaviors 
can benefit CRISPR/Cas related applications as well. A 
novel high-throughput (HT) assay was developed by Maji 
et al. to screen for Cas9 small molecule inhibitors47. The HT 
assay was designed to capture small molecules that can 
inhibit the Cas9 recognition of PAM. The PAM binding site 
has been the mode of action for most naturally evolved 
Acr proteins and the lower binding affinity between 
PAM-Cas interactions can favor the small molecule 

intervention strategy. A fluorescent polarization (FP) assay 
was developed for primary screening of small molecules.  
A fluorescently labeled PAM-containing oligonucleotide 
binding to Cas9 was measured using FP where binding  
of the relatively small oligonucleotide to Cas proteins 
would reduce DNA tumbling rates increasing fluorescent 
anisotropy signals. The lower affinity between the 
DNA-PAM oligonucleotide and Cas9 proteins had 
resulted in anisotropy signals that did not show 
measurable differences between bound and unbound 
states. To overcome this challenge and construct a more 
stable binding complex, the authors sought to add 
additional PAM binding sites on the test DNA 
oligonucleotide to strengthen the complex and reliably 
distinguish anisotropy signals between bound and un-
bound states. An Octet® BLI assay was used to confirm the 
improved affinity upon the addition of PAM sequences 
thus optimizing the FP assay for screening. In this BLI 
assay, DNA oligonucleotides with different PAM densities 
(0-8 additional sites) were immobilized onto Streptavidin 
biosensors (SA) and binding levels were assessed with 
Cas9-gRNA complex to identify PAM densities to be used 
in the FP assay that would respond reliably to small 
molecule inhibition. Small molecules identified with this 
HT assay were validated using a variety of biochemical, 
binding and cell-based assays to show target engagement 
and Cas9 inhibition by lead compounds. In vitro target 
binding validation was also performed using an Octet® 
assay where the small molecule lead compound was 
immobilized onto Streptavidin biosensors followed by 
titrating varying concentrations of Cas-gRNA complexes.

Figure 1: Assay orientations for Anti-CRISPR (Acr) protein binding analysis.

Note: (A) Pre-complexed Cas-gRNA-Acr binding to target PAM-DNA sites. The DNA oligonucleotide is biotinylated and immobilized onto  
Streptavidin biosensors. (B) Evaluation of Acr protein binding to Cas-gRNA complex. Biotin-labeled Acr protein is immobilized onto Streptavidin 
biosensors. (C) Acr protein binding assessment to Cas-gRNA complex. The Cas-gRNA complex was immobilized using a biotinylated Cas protein  
and various Acr proteins were evaluated for binding.

Acr

Acr

Acr

PAM

Cas-gRNA

Cas-gRNACas-gRNA

A B C



4

Mapping Sugar Dependency of crRNAs for in Vitro and in Vivo Activity

Understanding the specificity requirements and features  
of crRNA and tracerRNA can be helpful to delineate the 
mechanism of Cas9 functions and can allow manipulation 
to extend its capabilities and improve the usability of the 
system. Furthermore, sequence alterations to RNA 
molecules have shown to improve both transcription and 
stability compared to natural systems48. A study by Rueda  
et al. investigated the requirement of RNA bases in crRNA 
and tracerRNA towards Cas protein activity 49. Key 
differences between RNA and DNA are 2’-hydroxyl (2’-OH) 
on the ribose sugar moiety, preferential RNA C3’-endo 
sugar pucker and the extra methyl group at the thymine 
base that coverts to an uracil in RNA. These differences 
drive distinctions in key structural properties and stability 
between the two molecules. The single 2’-OH groups 
increase the susceptibility towards hydrolysis, reducing 
overall stability of RNA compared to DNA. In this work, 
attempts were made to identify critical RNA requirements 
on the crRNA/tracerRNAs by carefully manipulating the 
nucleotide backbone that would improve specificities, 
stability and activity. Data showed that a DNA CRISPR 
molecule was unable to direct Cas nuclease activity both  
in vitro and in vivo. However, a hybrid DNA/RNA molecule 
(crHyb, Figure 2A) constructed with seven conserved RNA 

residues that allowed critical hydrogen bond formation  
with the 2’-OH, was able to exert Cas9 nuclease activity  
in vitro. An Octet® BLI binding assay was used to determine 
Cas9 target engagement with crXNA (DNA/RNA hybrids). 
Here a short DNA oligonucleotide was immobilized onto 
Streptavidin biosensors and dCas9: crRNA/target DNA 
binding with several crXNAs was measured (Figure 2). 
Octet® data indicated favorable binding with natural 
crRNAs, but not with crDNA that also correlates with 
measured in vitro Cas9 nuclease activities. Interestingly, 
crHyb that showed in vitro Cas9 activity was not able to 
detect significant binding to target DNA. Both crR.Hyb and 
crD.Hyb that consisted of a majority of RNA nucleotides in 
guide and cr-repeat regions respectively exhibited binding 
to target DNA with varying levels (Figure 2B). Octet® data 
indicated that RNA residues in the guide region is critical 
for target binding. While the lack of binding of the crHyb 
was intriguing due to the presence of in vitro Cas9 activity, 
Octet® data coincided well with cellular Cas9 activity with 
these constructs. Insights from this work can be used with 
Cas9 for in vitro site-specific nuclease purposes and 
provide a novel platform for cellular manipulation and  
allow the development of more

Figure 2: DNA residues in the crRNA affects target DNA binding.

Note: (A) Nucleoside composition of crXNA molecules; RNA shown in lowercase red, DNA in uppercase black. (B) BLI sensogram showing association 
kinetics to immobilized target DNA of Cas9:tracrRNA complexed with crRNA (red), crHyb (black), crDNA (blue), crR.Hyb (green) or crD.Hyb (purple). 
Shaded areas show SD of three independent measurements. (Image reproduced with permission from ref. 49)
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Measuring CRISPR/Cas Mediated Gene Activation Levels

In contrast to type 2 CRISPR/Cas systems that operate with 
a single effector protein, type 1 CRISPR/Cas systems rely on 
a cascade of proteins for function. In a recent study, Young  
et al. utilized the type I CRISPR/Cascade to control gene 
expression in cells50. Here, type I-E CRISPR cascade proteins 
(CasA, CasB, CasC, CasD) from Streptococcus thermophilus 
were utilized and fused to a plant transcriptional activation 
domain from the Arabidopsis cold binding factor 1 (CBF1) to 
the 3’ end of the cascade genes (casA, casB, casC and casD). 
The CRISPR/Cas machinery was implemented as an RNA-
guided DNA binding platform that can deliver external 
effector proteins, in this case a transcriptional activator to 
elevate gene expression to a specific genomic locus. The 
system was tested in Zea mays cells using a DsRed reporter 
system co-delivered with the cascade-CBF1 cassette and 
sgRNA constructs capable of directing Cas-CBF1 binding to 
a region upstream of the promoter in the reporter construct. 
After 48 hours, post-delivery gene activation was quantified 
using an Octet® assay (Figure 3). Octet® platforms are fully 
automated, require simplified workflows with low user 
intervention and are an excellent replacement for more 
complicated quantitative immunoassays. In this work, DsRed 
protein expression levels were quantified using a DsRed 
antibody captured onto Anti-Human Fc Capture (AHC) 
biosensors. The Octet® workflow for a typical quantitation 
assay is depicted in Figure 3A, where a standard curve is 
constructed using known concentrations of recombinant 
DsRed proteins by plotting DsRed binding rates vs. 
concentration. The standard curve is then utilized to measure 
DsRed expression products as response to CRISPR/Cas 
mediated gene activation. As indicated in Figure 3B, the 
amount of DsRed protein generated was above the negative 
control (reactions assembled without the sgRNA). While it is 
evident that all possible cascade combinations produced 
DsRed protein expression (Figure 3C), CBF1 fusions to CasA 
produced more DsRed than analogous CBF1 fusions to 
CasD and CasE (Figure 3D). Furthermore, it was evident that 
the recruitment of multiple Cas domains (A/D/E) produced 
the highest level of gene activation conforming an additive 
effect. These results establish the potential utilization of class 
1 type I Cascade complexes as viable tools for RNA guided 
DNA binding applications and also as a method to 
systematically enhance gene activation..

Figure 3: �Octet® assay to measure CRISPR/Cas mediated 
gene activation levels.
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Note: (A) Overview of Octet® quantitation assay. Anti-DsRed antibody  
is immobilized onto AHC biosensors. A DsRed standard curve is 
generated using purified DsRed protein followed by measuring DsRed 
gene expression levels in Zea mays cells. Binding responses (top) and 
binding rates (bottom) of known DsRed concentration (blue) and 
unknown gene expression levels (red) are indicated. (B) DsRed 
concentration in dCas9-CBF1 transformed 48 hr post-transformation 
determined by Octet® assays. dCas9 is a mutant form of Cas9 whose 
endonuclease activity is removed. (C) CFP and DsRed images of 
Cas-CBF1 transformed cells. CFP fluorescence served as a control for 
transformation efficiency. Experiments performed with CasA-CBF1, 
CasB, CasC, CasD-CBF1, and CasE-CBF1 expression cassettes in the 
absence of a crRNA expression construct served as the negative control 
(-crRNA Ctrl). (D) Quantification of DsRed protein resulting from 
Cascade transcriptional activation 48 hr after transformation in three 
independent experiments (image 3B, 3C, and 3D reproduced with 
permission from ref. 50).
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inhibitor proteins, develop high-throughput assay 
conditions for CRISPR/Cas small molecule inhibitor 
development, and target validation and assessing of 
crRNA-DNA interaction moieties. In addition, we showed 
how the label-free biomolecular interaction analysis can be 
used as a quantitative immunoassay platform to determine 
CRISPR/Cas induced gene activation levels and to 
quantitate protein expression levels using a simple one-
step assay. Overall, the Octet® BLI interaction analysis 
platform can serve as an invaluable tool that can not only be 
utilized to analyze a wide range of analytes, but also in a 
variety of applications spanning from binding kinetic and 
affinity analysis, quantitation and as a screening tool.

References 

1.	 Enhanced proofreading governs CRISPR/Cas9 
targeting accuracy, Chen JS, et al., Nature, 550:  
407-410, 2018, doi:10.1038/nature24268.

2.	 High-fidelity CRISPR/Cas9 nucleases with no 
detectable genome-wide off-target effects, Kleinstiver 
BP, et al., Nature 529:490-495, 2016, doi:10.1038/
nature16526.

3. 	 Rationally engineered Cas9 nucleases with improved 
specificity, Slaymaker IM, et al., Science, 351:84-88, 
2016, doi:10.1126/science.aad5227.

4. 	 Evolved Cas9 variants with broad PAM compatibility 
and high DNA specificity, Hu JH, et al., Nature, 556:  
57-63, 2018, doi:10.1038/nature26155.

5. 	 Engineered CRISPR/Cas9 nucleases with altered PAM 
specificities, Kleinstiver BP, et al., Nature, 523:481-485, 
2015, doi:10.1038/nature14592.

6.	 Increasing the specificity of CRISPR systems with 
engineered RNA secondary structures, Kocak DD, et al., 
Nat Biotechnol, 37:657-666, 2019, doi:10.1038/
s41587-019-0095-1.

7. 	 CRISPR-mediated modular RNA-guided regulation of 
transcription in eukaryotes, Gilbert LA, et al., Cell, 
154:442-451, 2013, doi:10.1016/j.cell.2013.06.044.

8. 	 Programmable editing of a target base in genomic DNA 
without double-stranded DNA cleavage, Komor AC, et 
al., Nature, 533:420-424, 2016, doi:10.1038/
nature17946.

9. 	 Dynamic imaging of genomic loci in living human cells 
by an optimized CRISPR/Cas system, Chen B, et al., 
Cell, 155:1479-1491, 2013, doi:10.1016/j.
cell.2013.12.001.

Conclusions

Tools derived from the bacterial inert immunity machinery 
CRISPR/Cas systems provide an unprecedented range of 
applications in research ranging from basic science to 
translational medicine. All CRISPR/Cas systems discovered 
thus far rely on a number of interactions between effector 
proteins and crRNA for target engagement and activity. 
Interrogation of CRISPR/Cas components and interactions 
have helped further improve the usability and extend into 
new application areas. The Octet® label-free interaction 
analysis platform is a highly versatile tool that can be utilized 
to evaluate binding interactions across a wide range of 
analytes and application areas. Here we described the use 
of label-free binding assays to evaluate CRISPR/Cas 

10.	 Label-free detection: technologies, key considerations, 
and applications, ForteBio, E-Book, 2019.

11.	 Small molecules bind human mTOR protein and inhibit 
mTORC1 specifically, Allen SA, Tomilov A and 
Cortopassi GA, Biochem Pharmacol, 155:298-304, 
2018, doi:10.1016/j.bcp.2018.07.013.

12.	 A unique inhibitor binding site in ERK1/2 is associated 
with slow binding kinetics, Chaikuad A, et al., Nat Chem 
Biol, 10:853-860, 2014, doi:10.1038/nchembio.1629.

13.		  Discovery and characterization of GSK2801, a 
selective chemical probe for the bromodomains BAZ2A 
and BAZ2B, Chen P, et al., J Med Chem, 59:1410-1424, 
2016, doi:10.1021/acs.jmedchem.5b00209.

14.	 Functional label-free assays for characterizing the 
in vitro mechanism of action of small molecule 
modulators of capsid assembly, Lad L, et al., 
Biochemistry, 54:2240-2248, 2015, doi:10.1021/acs.
biochem.5b00151.

15.	 Biosensor-based small molecule fragment screening 
with biolayer interferometry, Wartchow CA, et al., J 
Comput Aided Mol Des, 25:669-676, 2011, 
doi:10.1007/s10822-011-9439-8.

16. 	Alpha-kinase 1 is a cytosolic innate immune receptor 
for bacterial ADP-heptose, Zhou P, et al., Nature, 561: 
122-126, 2018, doi:10.1038/s41586-018-0433-3.

17.	 Molecular basis of FIR-mediated c-myc transcriptional 
control, Cukier CD, et al., Nat Struct Mol Biol, 17: 
1058-1064, 2010, doi:10.1038/nsmb.1883.

18.	 Innate immune response and off-target mis-splicing are 
common morpholino-induced side effects in xenopus, 
Gentsch GE, et al., Dev Cell, 44:597-610 e510, 2018, 
doi:10.1016/j.devcel.2018.01.022.



7

19.	 Structural insights into RapZ-mediated regulation of 
bacterial amino-sugar metabolism, Gonzalez GM, et al., 
Nucleic Acids Res, 45:10845-10860, 2017, 
doi:10.1093/nar/gkx732.

20.	 Structure-based discovery of NANOG variant with 
enhanced properties to promote self-renewal and 
reprogramming of pluripotent stem cells, Hayashi Y,  
et al., Proc Natl Acad Sci USA, 112:4666-4671, 2015, 
doi:10.1073/pnas.1502855112.

21.	 Functional and structural studies of the nucleotide 
excision repair helicase XPD suggest a polarity for DNA 
translocation, Kuper J, et al., EMBO J, 31:494-502, 
2012, doi:10.1038/emboj.2011.374.

22.	 The N-terminus of the human RecQL4 helicase is a 
homeodomain-like DNA interaction motif, 
Ohlenschlager O, et al., Nucleic Acids Res, 40: 
8309-8324, 2012, doi:10.1093/nar/gks591.

23.	 Translation inhibition of the developmental cycle 
protein HctA by the small RNA IhtA is conserved across 
Chlamydia, Tattersall J, et al., PLoS One, 7:e47439, 
2012, doi:10.1371/journal.pone.0047439.

24.	 GAS41 recognizes diacetylated histone H3 through a 
bivalent binding mode, Cho HJ, et al., ACS Chem Biol, 
13:2739-2746, 2018, doi:10.1021/
acschembio.8b00674.

25.	 Structure-guided alterations of the gp41-directed 
HIV-1 broadly neutralizing antibody 2F5 reveal new 
properties regarding its neutralizing function, Guenaga 
J and Wyatt RT, PLoS Pathog, 8(7):e1002806, 2012, 
doi:10.1371/journal.ppat.1002806.

26.	 Highly selective inhibition of histone demethylases by 
de novo macrocyclic peptides, Kawamura A, et al., Nat 
Commun, 8:14773, 2017, doi:10.1038/ncomms14773.

27.	 RALF4/19 peptides interact with LRX proteins to 
control pollen tube growth in Arabidopsis, Mecchia MA, 
et al., Science, 358:1600-1603, 2017, doi:10.1126/
science.aao5467.

28.	 14-3-3 proteins interact with a hybrid prenyl-
phosphorylation motif to inhibit G proteins, Riou P, et 
al., Cell, 153:640-653, 2013, doi:10.1016/j.
cell.2013.03.044.

29.	 Development of peptidomimetic inhibitors of the ERG 
gene fusion product in prostate cancer, Wang X, et al., 
Cancer Cell, 31:532-548 e537, 2017, doi:10.1016/j.
ccell.2017.02.017.

30.	 Rapid germinal center and antibody responses in non-
human primates after a single nanoparticle vaccine 
immunization, Havenar-Daughton C, et al., Cell, 
29(7):1756-1766 e1758, 2019, doi:10.1016/j.
celrep.2019.10.008.

31.	 Presenting native-like trimeric HIV-1 antigens with  
self-assembling nanoparticles, He L, et al., Nat 
Commun, 7:12041, 2016, doi:10.1038/ncomms12041.

32.	 Mosaic nanoparticle display of diverse influenza virus 
hemagglutinins elicits broad B cell responses, Kanekiyo 
M, et al., Nat Immunol, 20:362-372, 2019, doi:10.1038/
s41590-018-0305-x.

33.	 Induction of potent neutralizing antibody responses by 
a designed protein nanoparticle vaccine for respiratory 
syncytial virus, Marcandalli J, et al., Cell, 176:1420-1431 
e1417, 2019, doi:10.1016/j.cell.2019.01.046.

34.	 Respiratory syncytial virus prefusogenic fusion (F) 
protein nanoparticle vaccine: Structure, antigenic 
profile, immunogenicity, and protection, Patel N, et al., 
Vaccine, 37:6112-6124, 2019, doi:10.1016/j.
vaccine.2019.07.089.

35.	 Vaccine-induced HIV-1 envelope gp120 constant 
region 1-specific antibodies expose a CD4-inducible 
epitope and block the interaction of HIV-1 gp140 with 
galactosylceramide, Dennison SM, et al., J Virol, 
88:9406-9417, 2014, doi:10.1128/JVI.01031-14.

36.	 Biolayer interferometry of lipid nanodisc-reconstituted 
yeast vacuolar H(+) -ATPase, Sharma S. and Wilkens S, 
Protein Sci, 26:1070-1079, 2017, doi:10.1002/
pro.3143.

37.	 Conformationally selective RNA aptamers allosterically 
modulate the beta2-adrenoceptor, Kahsai AW, et al., 
Nat Chem Biol, 12:709-716, 2016, doi:10.1038/
nchembio.2126.

38.	 Rapid and sensitive detection of the interaction of 
numan papillomavirus virus-like particles with yeast 
whole cell RNA using biolayer interferometry, Wang Y 
and Carta G., Biotechnol J, 14:e1800303, 2019, 
doi:10.1002/biot.201800303.

39.	 Characterizing Membrane Protein Interactions by 
Bio-Layer Interferometry (BLI), ForteBio.

40.	 Evolution of the receptor binding properties of the 
influenza A(H3N2) hemagglutinin, Lin YP, et al., Proc 
Natl Acad Sci USA, 109:21474-21479, 2012, 
doi:10.1073/pnas.1218841110.

41.	 A novel label-free cell-based assay technology using 
biolayer interferometry, Verzijl D, et al., Biosens 
Bioelectron, 87:388-395, 2017, doi:10.1016/j. 
bios.2016.08.095.

42.	 Existence of separate domains in lysin PlyG for 
recognizing Bacillus anthracis spores and vegetative 
cells, Yang H, et al., Antimicrob Agents Chemother, 
56:5031-5039, 2012, doi:10.1128/AAC.00891-12.

43.	 Disabling Cas9 by an anti-CRISPR DNA mimic, Shin J, 
et al., Sci Adv, 3:e1701620, 2017, doi:10.1126/
sciadv.1701620.



Germany
Sartorius Lab Instruments GmbH & Co. KG 
Otto-Brenner-Strasse 20 
37079 Goettingen
Phone +49 551 308 0

USA
Sartorius Corporation
565 Johnson Avenue
Bohemia, NY 11716
Phone +1 888 OCTET 75 
Or +1 650 322 1360

   �For further information, visit  
www.sartorius.com/octet-support

Specifications subject to change without notice. ©2023. All rights reserved. All names of Sartorius products are registered trademarks and the property  
of Sartorius AG and/or one of its affiliated companies. Deciphering-CRISPR-with-Octet-BLI-Application-Overview-en-L-Sartorius Status: 09 | 2023

44.	 Widespread anti-CRISPR proteins in virulent 
bacterophages inhibit a range of Cas9 proteins, Hynes 
AP, et al., Nat Commun, 9:2919, 2018, doi:10.1038/ 
s41467-018-05092-w.

45.	 Cas9 allosteric inhibition by the anti-CRISPR protein 
AcrIIA6, Fuchsbauer O, et al., Mol Cell, 76:922-937 e927, 
2019, doi:10.1016/j.molcel.2019.09.012.

46.	 Discovery and characterization of Cas9 inhibitors 
disseminated across seven bacterial phyla, Uribe RV, et 
al., Cell Host Microbe, 25:233-241 e235, 2019, 
doi:10.1016/j.chom.2019.01.003.

47.	 A high-throughput platform to identify small-molecule 
inhibitors of CRISPR/Cas9, Maji B, et al., Cell, 
177:1067-1079 e1019, 2019, doi:10.1016/j. 
cell.2019.04.009.

48.	 Chemically modified guide RNAs enhance CRISPR/Cas 
genome editing in human primary cells, Hendel A, et al., 
Nat Biotechnol, 33:985-989, 2015, doi:10.1038/
nbt.3290.

49.	 Mapping the sugar dependency for rational generation 
of a DNA-RNA hybrid-guided Cas9 endonuclease, 
Rueda FO, et al., Nat Commun, 8:1610, 2017, 
doi:10.1038/s41467-017-01732-9.

50.	 The repurposing of type I-E CRISPR/Cascade for gene 
activation in plants, Young JK, et al., Commun Biol, 2:383, 
2019, doi:10.1038/s42003-019-0637-6.


	Applying Label-Free Insights to DecipherCRISPR/Cas Mechanisms and Workflows
	Abstract
	Characterizing CRISPR/Cas Inhibitors
	Mapping Sugar Dependency of crRNAs for in Vitro and in Vivo Activity
	Measuring CRISPR/Cas Mediated Gene Activation Levels
	Conclusions
	References
	Contact

