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MODIFIED CPF1 GUIDE RNA

INCORPORATION-BY-REFERENCE OF MATERIAL SUBMITTED ELECTRONICALLY

CROSS-REFERENCE TO RELATED APPLICATIONS

18001} This patent application claims priority to U.S. Provisional Patent Application No.
62/567,123, filed on October 2, 2017; U.S. Provisional Patent Application No. 62/617,138, filed
on fanuary 12, 2018; and U.S. Provisional Application No. 62/697,327, file on July 12, 2018, the

entire disclosures of which are hereby incorporated by referenced.

BACKGROUND OF THE INVENTION

{6062] RNA-guided endonucieases have proven to be an effective tool for genome
engineering in multiple cell types and microorganisms. RNA-guided endonucleases generate
site-specific double-stranded DNA breaks or single-stranded DNA breaks within target nucleic
acids. When the cleavage of a target nucleic acid occurs within a cell, the break in the nucleic
acid can be repaired by non-homologous end joining (NHEJ) or homology directed repair
(HDR).

{0003} Direct delivery of RNA-guided endonucleases and their gene-editing components
{e.g., guide RNA) into cells both in vigro and in vivo has tremendous potential as a therapeutic
strategy for treating genetic diseases. Currently, however, direct delivery of these components
into cells with reasonable efficiency is challenging.

{0004} Therefore, there is a need to identify new compositions and related methods to
improve cellular delivery and other properties of RNA-guided endonucleases that will enhance

genome engineering. This invention provides such compositions and related methods.

BRIEF SUMMARY OF THE INVENTION

{0005] The invention is a nucleic acid comprising of a Cpfl erRNA with an extension
sequence. In one aspect, the nucleic acid comprises a Cpfl ¢rRNA and an extension sequence on

the 57 end of the Cpfl crRNA, wherein the extension sequence comprises fewer than about 60
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nucleotides. In another aspect, the nucleic acid coruprises a Cpfl erRNA, a processing sequence
57 of the Cpfl crRNA, and an extension sequence 5° of the processing sequence. Also provided
is a composition comprising the nucleic acid, a carrier, and optionally a Cpfl protein or vector
encoding the protein.

{6096} The invention also provides a method for genetically modifying a eukaryotic target
cell. The method involves contacting the eukaryotic target cell with the nucleic acid containing
the Cpfl crRNA as described herein.

{0087} These and other aspects of the invention are described in greater detail in the

following sections.

BRIEF DESCRIPTION OF THE SEVERAL VIEWS OF THE DRAWING(S)

{0008} Figure 1A is a graph comparing delivery of unmodified crRNA in complex with Cpfl
using either Hpofectamine or electroporation (nucleofection).

{6009 Figures 1B and 1C are graphs comparing the lipofectamine mediated delivery and
NHEJ generation of Cpfl-ctRNA complexes comprising unmoditied crfRNA (41 nucleotides
long} and extended crRINA.

{0010} Figure 1D is a schematic illustration of the structures of 41-nucleotide (nt)
unmodified crRNA and extended crRNAs. The arrows represent Cpfl cleavage sites.

{0011]  Figure 1E is a graph showing NHEJ efficiency for the ctRNA constructs illustrated in
Fig. 1D.

{0012} Figure 1F is a graph depicting the cellular delivery of Cpfl RNP using lipofectamine
and crRINAs with different length labeled with fluorescent dye.

{6013] igure 2 provides a graph (right panel) tllustrating gene editing efficiency as a
function of GFP knockdown for 57 extended crRNA delivered to GFP-HEK cells via
electroporation, and a schematic iltustration of the ctRNA (left panel).

10014} Figure 3A is a schematic illustration of in vivo studies in A9 mice.

{0015] Figure 3B is a schematic illustration of gastrocnemius muscle injection site and

imaging sections.
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{0016} Figure 4A is a graph of HDR frequency for orRNA with different extensions
delivered with donor DNA using electroporation.

{6017} Figure 4B is a graph of percentage of GFP- cells for ctRNA with different extensions
delivered with donor DNA, illustrating NHEJ efficiency using electroporation.

{6018]  Figure 4C is a graph of percentage of BFP- cells for crRNA with different extensions
delivered with donor DNA, tHusirating NHEJ efficiency using electroporation.

106019} Figure 4D 15 a graph of percentage of GFP- cells for extended crRNA delivered with
and without single-stranded DNA (ssDNA} without homology to the target sequence using
electroporation.

[0020]  Figure 4E is a graph illustrating gene editing as a percentage GIFP- cells for crRNA
extended with 100 nt RNAs and 9nt RNAs without homology for the target sequence using
electroporation.

6021 Figure 4F is a graph of percentage of GFP- cells for ctRNA with and without a 4 nt
extension and further modified with a chemical moiety using electroporation.

[6022]  Figures SA and 5B provide schematic illustrations of conjugating crRINA and donor
DNA.

{0023} Figure SC are images of gel electrophoretic separations illustrating the release of
donor DNA and crRNA from a conjugated crRNA/DNA molecule after reduction with thiols.
{0024} Figure 6 is a graph demonstrating that Cpfl conjugated to HD-RNA induces NHET in
GFP-HFEK cells after transfection with a PAsp(BDET) (i.e, cationic polymer}.

{8025]  Figure 7 is a graph demonstrating that Cpfl conjugated to HD-RNA induces HDR in
GFP-HEK cells after transfection with a PAsp(DET) (i.¢, cationic polymer).

{8026]  Figure 8 provides the sequence of a Cpfl protein.

[6027] Figure 9 provides examples of Cpfl processing sequences.

{60238} Figure 10A shows a schematic illustration of ¢rRNA conjugated to donor DNA. .
{6029} Figure 10B illustrates the sequences used in a orRNA conjugated to donor DNA.
10030} Figure 10C is a graph of percentage of RFP+ cells after treatment with various

crRNA and Cpfl using electroporation in primary Ai9 myoblasts.
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{6031}  Figure 10D is a graph of percentage of RFP-cells transfected with 100 ut DNA or
RINA into primary Ai9 myoblasts.

{6032} Figure 10E is a graph of NHEJ efficiency in Hep(G2 cells transfected with Cpfl RNP
with or without 9 nt extension on crRINA targeting Serpinal gene using electroporation.

{6033} Figure 11 A illustrates RNA structures that can be used in crRNA extensions.

{0034} Figure 118 illustrates trinucleotide repeats that can be used to provide various RNA
structures.

{0035} Figure 11C illustrates the intersection of hybridizing extension sequences of ctRNA
in a kissing loop, which can be used to form crRNA multimers.

16036} Figure 11D illustrates the intersection of hybridizing extension sequences of ctRNA
to form trimers (panel (i}} or octamers (panel {(i1)).

10037} Figure 12 shows the editing efficiency (%BPF-) of various Cpfl orRNAs in BFP
expressing HEK293T cells. MS is 2'-OMe 3’ -phosphorothioate modifications on the first three
nucleotides from 5 end, +9du is 2’-deoxy modification on the 9% nucleotide from the 5 end,
+9S is phosphorothicate modifications on the first 9 nucleotides from 5’end. BFP knock-out
efficiency was measured with flow cytometry 7 days after electroporation. Mean = SE, n=3. All
extended crRNAs show statistically significant difference to unmodified crRNA with p value
smaller than 0.05 by student-t-test.

10038} Figure 13A is an dlustration of unmodified Cas9 sgRNA and Cpfl crRNA; and
{0039} Figures13B and 13C are graphs showing relative activity of Cas9 sgRNA and Cpfl
crRNA as a function of GFP knockdown.

{6040} Figure 14 is a schematic illustration of an extended crRNA modified with biotin and
avidin and linked to a targeting molecule comprising bictin.

j6041] Figure 15A is a schematic illustration of chemical modifications made to crRNAs
with extension.

{0042} Figure 15B is a graph quantifying the remaining orRNA amount after incubation in
serum.

[0043]  Figure 15C is a graph of percentage GFP- cells after delivery of crRNA with Ont

extension and chemical modification using lipofectamine.
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[0044]  Figure 15D is a graph comparing the percentage GFP- cells after delivery of extended
crRINA with chemical modifications and unmodified extended crRNA together with Cpfl using
electroporation.

{8045] Figure 16 is a graph comparing the cationic polymer mediated delivery and NHEJ
generation of Cpfl-crRNA complexes comprising unmodified crRNA {41nt), © base pair
extended crRINA (50nt total), or 59 base pair extended ctRNA (100nt total).

DETAILED DESCRIPTION OF THE INVENTION

{0046} The invention provides modified guide nucleic acid for Cpfl, referred to as a
“crRNA,” with enhanced properties as compared to conventional crRNA molecules. ¢rRNA, as
used herein, refers to a nucleic acid sequence {e.g., RNA) that binds to the RNA-guided
endonuclease Cpfl and targets the RNA-guided endonuclease to a specific location within a
target nucleic acid to be cleaved by Cpf1. Cpfl is an RNA-guided endonuciease of a class 1}
CRISPR/Cas system that is involved in type V adaptive immunity. Cpfl does not require a
tracrRNA molecule like other CRISPR enzymes, and requires only a single crBNA molecule to
function. Cpfl prefers a “TTN” PAM motif that is located 5" upstream of iis target. In addition,
the cut sites for Cptl are staggered by about 3-5 bases, which create “sticky ends” (Kim et al,
2016. “Genome-wide analysis reveals specificities of Cpfl endonucieases in human cells”
published online June 06, 2016). These sticky ends with 3-5 bp overhangs are thought to
facilitate NHEJ-mediated-ligation, and improve gene editing of DNA fragruents with matching
ends.

{0047} Persons skilled in the art will appreciate that the Cpfl crRNA can be from any species
or any synthetic or naturally occurring variant or orthologue derived or isclated from any source.
That is to say that the Cpfl crRNA can have the required elements (e.g., sequence or structure)
of a ctRNA that is recognized (bound by} any Cpfl polypeptide or ortholog from any species of
bacteria, or synthetic variants thereof. Examples of Cpfl crRINA sequences are provided in FI1G.
9: thus, for instance, examples of Cpf1 crRNA include those comprising any of SEQ ID NOs!
21-39). An example of a Cpf! crRNA sequence of a synthetic variant Cpfl is the crRNA
corresponding to the MAD7 Cpfl orthologue by Inscripta, Toc. (CO, USA). Another example of
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a Cpf1 variant is a Cpfl modified to reduce or eliminate RNAse activity, such as by introducing
a modification at H800A, K809A K860A, F804A, and R790A of Acidaminococcus Cpfl
{AsCpf1) or corresponding position of a different Cpfl ortholog (e.g., H800A mutation or H»A
mutation at corresponding position).

j6048] Typically, crRNA comprises a targeting domain and a stem loop domain located 57 of
the targeting domain. The overall length of the crRNA is not particularly limited so long as it
can guide Cpfl to a specific location within the target nucleic acid. The stem-loop domain
generally is about 19-22 nucleotides (nt} in {ength, and the targeting/guide domain is anywhere
from about 14-25 nt (e.g., at least about 14nt, 15nt, 16nt, 17nt, or 18nt). The overall length of
the Cpft crRNA can, in some embodiments, have a length of from 20 to 100 nt, from 20 nt to 90
nt, from 20 nt to 80 nt, from 20 nt to 70 nt, from 20 nt to 60 nt, from 20 nt to 35 nt, from 20 nt to
50 ut, from 20 nt to 45 nt, from 20 nt to 40 nt, from 20 nt to 35 nt, from 20 nt to 30 nt, or from 20
ntto 25 ot.

{0049] One aspect of the disclosure provides a nucleic acid comprising a Cpfl crRNA, an
extension sequence 37 of the crRNA, and, optionally, a processing sequence, which may be
positioned between the ¢rRNA and the extension sequence, within the extension sequence, or §°

of the extension sequence.

Fxtension Sequence

{6050} The nucleic acid of the invention comprises an extension sequence positioned 57 of
the crRNA. The extension sequence may comprise any combination of nucleic acids (i.e., any
sequence). In an embodiment, the extension sequence increases the overall negative charge
density of the nucleic acid molecule, and improves delivery of the nucleic acid including the
crRNA.

{0051} In some embodiments, the extension sequence can be cleaved once in the cell.
Without wishing to be bound by any particular theory or mechanism of action, it is believed that
Cptl can cleave the extension sequence. However, in certain applications, it is desirable to use a
construct in which the extension sequence is not cleaved from the Cpfl crRNA. Thus, in some

embodiments, the extension sequence is not cleavable by the Cpf1 ctRNA. For instance, the
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extension sequence or some portion or region thereof can comprise one or more modified
internucleotide linkages (modified “backbone”) that are resistant to cleavage by Cpfl crRNA
(e.g, nuclease resistant). Examples of modified internucleotide linkages include, without
limitation, phosphorothioate, phosphorodithioate, methylphosphonate, phosphoramidate, 2°-0-
methyl, 27-0O-methoxyethyl, 2’-fluoro, bridged nucleic acid (BNA), or phosphotriester modified
bonds, as well as combinations thereof. The extension sequence or some portion thereof also can
comprise synthetic nucleotides, such as xeno nucleic acids (XNAs) that are resistant to
nucleases. XNAs are nucleic acids in which the ribofuranose ring of DNA or RNA is replaced
by five- or six-membered modified ribose molecules, such as 1,5 anhydrohexitol nucleic acids
(HNAs), cyclohexenyl nucleic acids {CeNAs), and 2°4"-C~(N-methylaminomethylene) bridged
nucleic acids (BNAs), 2'-0,4"-C-methylene-p-D-ribonucleic acids or locked nucleic acids
{(LNAs), ANA (arabinonucleic acids), 2'-fluoro-arabinonucleic acid (FANAs) and a-L-
threofuranosyl nucleic acids (TNAs). Furthermore, any combination thereof also can be used.
{0052 The length of the extension sequence is not particularly lirnited so long as the
extension sequence increases the overall negative charge density. For example, the extension
sequence can have a length of at least about 2 nucleotides (nt) up to about 1000 nt (e.g., at least
about 2,3, 4,5,6,7,8,9,10, 15, 20, 25, 30, 35, 40, 45, 50, 55, 60, 65, 70, 75, 80, 85, 90, 95,
100, 200, 300, 400, 500, 600, 700, 800, or 900, and up to about 1000 nt). In one aspect, the
extension sequence is no rore than about 100 nucieotides in length, such as no mwore than about
&0 nucleotides in length, no more than about 60 nucleotides in length, or no more than about 40
nucleotides in length (e.g., no more than about 30 nucleotides in length or no more than about 20
nucieotides in length). Any of the foregoing lower and upper limits on length can be expressed
as ranges. Shorter sequences also can be used (e.g., no more than about 15 nucleotides, or no
more than about 10 nucleotides). In some embodiments, the extension sequence comprises at
feast about 2 nucleotides, such as at least about 4 nucleotides, at least about 6 nuclectides, or
even at least about 9 nucleotides. Any of the foregoing can be expressed as a range. Thus, for
instance, the extension sequence can be about 2-60 nucleotides {(e.g., about 2-40 nucleotides,
about 2-30 nucleotides, about 2-20 nucleotides, about 2-15 nucleotides, or about 2-10

nucleotides), about 4-60 nucleotides (e.g., about 4-40 nucleotides, about 4-30 nucleotides, about
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4-20 nucleotides, about 4-15 nucleotides, or about 4-10 nucleotides); about 6-60 nucleotides
{e.g., about 6-40 nuclectides, about 6-30 nucleotides, about 6-20 nucleotides, about 6-15
nucleotides, or about 6-10 nucleotides); or about 9-60 nucleotides (e.g., about 9-40 nucleotides,
about 9-30 nucleotides, about 9-20 nucleotides, about 9-15 nucleotides, or about 9-10
nucleotides).

{0053} In some embodiments, the extension sequence has no function other than imparting
greater overall negative charge density to the nucleic acid construct. In this embodiment, for
instance, the extension sequence is a random of non-coding sequence. In some instances, such as
when a processing sequence is used, the sequence can be degraded upon cleavage of the
processing sequence and release from the nucleic acid construct.

{0054} In other embodiments, the extension sequence has a function separate and apart from
imparting greater overall negative charge density to the nucleic acid construct. The extension
sequence can have any additional function. For instance, the extension sequence can provide a
hybridization site for another nucleic acid, such as a donor nucleic acid. Also, in some
embodiments, the extension sequence can be an aptamer and/or promote cell binding. However,
it is sometimes not desirable to recruit binding of proteins other than the RNA-guided
endonuciease to the guide RNA. Furthermore, aptamer sequences typically have complex
folding patterns that can be bulky and not compact. Thus, in other embodiments, the extension
sequence 18 not an aptamer sequence.

{6055} In some embodiments, the extension sequence can comprise a sequence encoding a
protein the expression of which is desired in the target cell to be edited. For instance, the
extension sequence could comprise a sequence encoding a RWNA-~-guided endonuciease, such as
the RNA-guided endonuclease that is paired with (i.e., recognizes and is guided by} the crRNA
that is used in the nucleic acid construct. The extension seguence can comprise, for instance, the
sequence of the mRNA of the RNA-guided endonuciease.

{6056} In some embodiments, the extension self-folds (self-hybridizes) to provide a structured
extension. There is no limitation on the type of structure provided. The extension can have a
random coil structure; however, in some embodiments, the extension has a structure that is more

compact than a random coil structure of the same number of nucleotides, which provides a
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greater negative charge density. By increasing the overall length of the extension, the negative
charge of the molecule is increased. When a more compact structure is used, the overall negative
charge density of the molecule is further increased. Compactness or charge density can be
determined according to mobility in gel electrophoresis. More particularly, if gel electrophoresis
is performed for two nucleic acids with the same number of nucleotides run together on the same
gel, the nucleic acid with the higher mobility (moves farthest in the gel) is deemed to have a
more compact structure.

{0057} In another embodiment, the extension sequence comprises at least one semi-stable
hairpin structure, stable hairpin structure, pseudoknot structure, G-quadraplex structure, bulge
loop structure, internal loop structure, branch loop structure, or a combination thereof. These
types of nucleoctide structures are known in the art and schematically illustrated in FIG. 11A. It
is to be understood that the illustrations are merely for the purpose of illustrating the general
structure, and is not intended to be a detailed iltustration of the actual molecular siructure. Those
of skill in the art recognize that a hairpin structure, for instance, can have interspersed regions of
non-complementarity that produce “bulges” or other variations in the structure, and that the other
depicted structures can include similar variations. The structure of a given nucleotide sequence
can be determined using available algorithms (e.g., “The mfold Web Server” operated by
Rensselaer Polytechnic Institute and The RNA Institute, College of Arts and Sciences, State
University of New York at Albany; see also M. Zuker, D. H Mathews & D. H. Tumer.
Algorithms and Thermodynamics for RNA Secondary Structure Prediction: A Practical Guide

In RNA Biochemistry and Biotechnology, 11-43, J. Barciszewski and B. F. C. Clark, eds., NATO
ASI Series, Kluwer Academic Publishers, Dordrecht, NL, (1999}).

{0058} The type of structure provided can be controlled using a repeating trinuclectide motif
{e.g., F1G. 11B). A repeating trinucleotide motif is a motif of three nucleotides that is repeated
in the sequence at least twice (e.g., repeated two or more times, three or more times, four or more
times, five or more times, six or more times, seven or more times, eight or more times, or ten or
more imes). Thus, the extension sequence can comprise a repeating trinuclectide motif. In one
embodiment, the extension sequence comprises a repeating trinucleotide motif of CAA, UUG,

AAG, CUU, CCU, CCA, UAA, or a combination thereof, which provides a random coil
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sequence. In another embodiment, the extension sequence comprises a repeating trinucleotide
motif of CAU, CUA, UUA, AUG, UAG, or a combination thereof, which provides a semi-stable
hairpin structure. In another embodiment, the extension sequence comprises a repeating CNG
trinucleotide motif {e.g., CGG, CAG, CUG, CCG), a repeating trinuclectide motif of CGA or
CGU, or a combination thereof, which provides a stable hairpin structure. In another
embodiment, the extension sequence comprises a repeating trinucleotide motif of AGG, UGG, or
combination thereof, which provides a quadruplex (or G-quadruplex) structure. In yet another
embodiment, the extension sequence comprises a combination of the foregoing trinucleotide
motifs and a combination of the different structures thereby produced. For instance, the
extension sequence could have a region comprising a random coil structure, a region comprising
a semi-stable hairpin, a region comprising a stable hairpin, and/or a region comprising a
quadruplex. Each region might, thus, comprise the repeating trinucleotide motif associated with

the indicated structure. Non-limiting examples of structures are presented in the below table:

Table 1. Representative RNA extended sequences (35 nucleotides) and their corresponding

structures.
Sequences {5’33}
Random coil R1: UCCCGAGCUGUGCUHUCGUUUCUACACUUGUACAUG
R2: CCCUGCGACAGUCAUCUCGGCCGCCAAAGACACAG
R3:
UUCGUCGCCUUGGGLCGUCGUUUUUCGCUCGUGGEE
Pseudoknot 5 51 UUGGCGCAGUGGGCUAGLGCCACUCAAAAGGTLCA
s,
L‘\
_...,f’@




WO 2019/070762 PCT/US2018/054027

11
Quadraplex \i 52:
§IE UUAGGAGGAGGAGGAGGAGGAGGAGGAGGAGGAGG
“ﬁ"S-
¢
Hairpin 53:

UUCGUCGUCGUCGUCGUCGUCGUCGUCGUCGUCGY

S4:

UUCUGCUGCUGCUGCUGCUGCUGCUGCUGCUGCUG

[0059] The extension sequence also can be used to create crRNA multimers; thus, in another
embodiment, there is provided a crRNA multimer comprising two or more crRNA molecules
(e.g., 3 or more, 4 or more, 5 of more, 6 or more, 7 or more, or even 3 or more crRNA
molecules), wherein each crRNA comprises an extension sequence as described herein, and the
crRNA molecules of the multimer are joined by their extension sequences, for instance, through
base pairing or hybridization. Thus, in one embodiment, each crRINA of the multimer comprises
an extension sequence comprising a region sufficiently complimentary to a region of an
extension of another ctRNA of the multimer to facilitate hybridization. The complimentary
region can be of any suitable length to facilitate the interaction {e.g., 4 nt or more, 6 nt or more, 8
nt or more, 10 nt or more, 15 nt or more, etc.). crRNA multimers are useful, for example, to
deliver multiple crRNAs simultaneously, such as when multiple crRINAs are desired for
particular therapeutic strategies. One example of such a use is exon skipping, in which a DNA
fragment is cleaved by two crRINAS to restore the functional reading frame {e.g., Ousterout DG,
et al. (2015), Multiplex CRISPR/Cas9-based genome editing for correction of dystrophin
mutations that cause Duchenne Muscular Dystrophy. Nat Commun. 6:0244). Exou skipping
requires two crRINAs each targeting a different site {one at the 5-site and the other at the 3’-site)
in the nucleus for targeting. Ideally, the ratio of two ctRNAs should be | to 1; however, it is

difficult to maintain this ratio. By pairing crRNAs (e.g., each comprising different targeting
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sequences) in multimers through appropriate extension structures, delivery in the desired ratio
can be facilitated.

{8060} In one embodiment, two or muore crRINAs with structured extensions engage in an RNA
“kissing” interaction (a.k.a. loop-loop interaction), which occurs when the unpaired nucleotides
in one structured extension sequence {e.g., a hairpin loop) base pair with the unpaired
nucleotides in another structure {e.g., another hairpin foop) on a second crRNA. An example of
this type of interaction is illustrated FIG. 11C. The formation of kissing loops or other
structures multimerizes the two or more crRNA molecules. This strategy can be applied to link
several crRNA molecules.

[0061] Hybridization of complementary sequences in the extension on each crRNA also can be
used to facilitate multimerization. For instance, supermolecular crRNA structures can be
constructed via the extended regions that have capability of self-assembly. For example, a trimer
can be formed by three RNA molecules with appropriately placed hybridization regions (e.g.,
FIG. 11D, panel (i); Shu D, Shu Y, Haque F, Abdelmawla 8, & Guo P (2011)
Thermodynamically stable RNA three-way junctions as platform for constructing multi-
functional nanoparticles for delivery of therapeutics. Naf Nanotechnol. 6(10).658-667 }).
Similarly, a RNA octamer could be generated by assembling sixteen RNA molecules (FIG. 11D,
panel (it); YuJ, Liu Z, Hang W, Wang G, & Mao C (2014) De novo design of an RNA tile that
self-assembles into a homo-octameric nanoprisin. Na# Commuan. 6:5724)).

{6062} Any of the foregoing types of extensions can be used with or without a processing
sequence. In some embodiments, the nucleic acid can include multiple processing sequences and
extension sequences. For instance, the nucleic acid can further comprise a second processing
sequence 57 of the first extension sequence and a second extension sequence 5° of the second
processing sequence. The second processing and extension sequences can be the same as the
first processing and extension sequences {e.g., repeats), or either or both of the second processing
sequence and second extension sequence can be different from the first processing sequence
and/or extension sequence. The nucleic acid is not particularly limited to any number of
processing and extension sequences, and can have 2, 3. 4, 5, etc. processing and/or extension

SEqUEenCes.
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{0063} The §” terminus of the nucleic acid construct (i.e., the processing sequence or
extension sequence, as applicable, at the 8 terminus) can be further moditied as desired. For
instance, the 5° terminus can be modified with a functional group, such as a functional group that
participates in bicorthogonal or “click” chenustry reactions. For example, the 5° end of the
nucleic acid can be chemically modified with an azide, a tetrazine, alkyne, strained alkene, or
strained atkyne. Such a modification can facilitate joining a desired chemical moiety or
molecule to the construct using appropriately paired functional group.

{0064} The 57 terminus of the nucleic acid can be modified to comprise a biofunctional
molecule, optionally via the bicorthogonal or “click” chemistry described above. The
biofunctional molecule can be any ruolecule that enhances the delivery or activity of the RNA-
guided endonuclease, or provides some other desired function, such as targeting the nucleic acid
to a particular destination (e.g., a moiety that targets a particular protein, cell receptor, tissue,
etc.) or facilitating the tracking of the construct {e.g,, a detectable tabel, such as fluorescent
marker, radiolabel, or the like). Examples of biofunctional molecules include, for instance,
endosomolytic polymers, donor DNA molecules, amino sugars {e.g., N-acetylgalatosamine
{GalNAc) or tri-GalNAc) guide and/or tracer RNA {e.g., single guide RNA), as well as other
peptides, nucleic acids, and targeting ligands (e.g., antibodies, ligands, cell receptors, aptamers,
galactose, sugars, small molecules). In one embodiment, the crRNA comprises a biotin or avidin
{or strepiavidin} molecule conjugated to the crRNA extension, allowing the modified ctRNA to
bind to ancther molecule {e.g., targeting molecule or peptide) conjugated with avidin/streptavidin
or biotin as appropriate (see, e.g., FIG. 14). In another embodiment, the crfRNA extension can
be covalently tinked to an amino sugar in any suitable manner, such as by a linker. As used
herein “amino sugar” is a sugar molecule in which a hydroxyl group has been replaced with an
amine group {e.g., galactosamineg) and/or a nitrogen that is a part of a complex functional group
(e.g., N-acetylgalactosamine {GallNAc); tri-N-acetylgalactosamine (triantennary N-
acetylgalactosaruine)). The amino sugar can be modified to contain an optional spacer group.
Examples of amino sugars include N-acetylgalactosamine (GallNAc), trivalent GalNAc, or
triantennary N-acetylgalactosamine. An exarople of an amivo sugar group includes the

following:
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(e V)

Linker

wherein the linker can be any commonly known in the art, and each can be the same or different
from the others. Generally, the linker is a saturated or unsaturated aliphatic or hetercaliphatic
chain. The aliphatic or heteroaliphatic chain typically comprises 1-30 members (e.g., 1-30
carbon, nitrogen, and/or oxygen atoms), and can be substituted with one or more functional
groups {e.g., one or more ketone, ether, ester, amide, alcohol, amine, urea, thiourea, sulfoxide,
sulfone, sulfonamide, and/or disulfide groups). In some instances, a shorter aliphatic or
hetercaliphatic chain is used (e.g , about 1-15 members, about 1-10 members, about 1-5
members, about 3-15 members, about 3-10 members, about 5-15 members, or about 5-10
members in the chain). In other instances, a longer aliphatic or heteroaliphatic chain is used {(e.g.,
about 5-30 members, about 5-25 members, about 5-20 members, about 10-30 members, about
10-25 members, about 10-20 members, about 15-30 members, about 15-25 members, or about
15-20 members in the chain). Examples of spacer groups include substituted and unsubstituted
alkyl, alkenyl, and polvethyiene glycol {e.g., PEG 1-10 or PEG 1-5), or a combination thereof.

A more specific example provided for illustration is as follows:
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{6065} Prior to conjugation with the linker, the amino sugar can comprise a functional group
(e.g., azide, tetrazine, alkyne, strained alkene, or strained alkyne), which allows conjugation to
an appropriately paired functional group attached to the ctRNA extension {e.g, at the &’

terminus). Thus, for instance, the amino sugar prior to conjugation with the extended crRNA can

comprise:
O o) Linker
J, A
H

Linker Linker A2

wherein A’ comprises azide, tetrazine, alkyne, strained atkene, or strained alkyne, as described

herein. A more specific example is as follows:
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wherein A? comprises azide, tetrazine, alkyne, strained alkene, or strained alkyne, as described
herein, e.g.:
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FProcessing Sequence

{6066} In some embodiments, the crRNA comprises a processing sequence. The processing
sequence is a nucleic acid sequence that is self-cleaved én virro ot in vivo by Cpfl without the
need for a guide/targeting sequence. Without wishing to be bound by any particular theory or
mechanism of action, it is believed that the processing sequence when present is cleaved upon
entry into the cell, and the crRNA is released from any extension sequence. The processing
sequence can be positioned between the crRNA and the extension sequence. In this
configuration, upon cleavage of the processing sequence, the crRNA is released from the

extension sequence of the nucleic acid construct provided herein.
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{8067} The processing sequence also could be located within the extension sequence, positioned
5 of the extension sequence, or could serve as the extension sequence. Also, multiple
processing sequences could be used. For instance, a second processing sequence could serve as
an extension sequence, alone or together with additional nuclectide sequences. However, the
extension sequence generally will be different from the processing sequence when present.
Furthermore, in one embodiment, the extension sequence does not comprise the processing
sequence and/or any other whole (complete) crRNA sequence.

{0068} In some embodiments, the processing sequence 1s positioned immediately 57 of the
crRNA (i.e., directly attached to the crRNA sequence). In other embodiments, a spacer sequence
can be present between the crRNA and the processing sequence. The spacer sequence can be of
any length{(e.g., 1,2,3,4,5,6,7, 8,9, or 10 nt) provided it does not prevent Cpfl cleavage of
the processing sequence or the function of the released orRNA after cleavage.

{0069} In one embodiment, the processing sequence comprises a fragment of a direct repeai
sequence of a Cpfl array. Cpfl arrays (also sometimes referred to as pre-crRMNA) are naturally
occurring arrays comprising a direct-repeat sequence and a spacer sequence between each direct
repeat. The direct repeat portion of the array comprises two parts: a crRINA sequence portion
and a processing portion. Within a given direct repeat, the processing portion is positioned 57 of
the crRNA sequence portion, often immediately 57 of the processing portion. According to this
embodiment, the processing sequence of the nucleic acid provided herein comprises at least a
fragment of the processing portion of the direct repeat sufficient to effect Cpfl cleavage. For
instance, the processing sequence can comprise a fragment of at least 5 contiguous nucleotides of
the processing portion of the direct repeat sequence, such as atleast 6, 7,8, 9, 10, 11, 12, 13, 14,
15, 16, or 17 nt of the processing portion of the direct repeat sequence {or the entire processing
portion of the direct repeat sequence), the length of which will depend on the species from which
the direct repeat originates. In some embodiments, the processing sequence comprises the entire
processing portion of the direct repeat sequence. The direct repeat can be from a Cpfl array of
any microorganism. Examples of direct repeat sequences, and processing portions of direct

repeat sequences, are provided in FIG. 9. The processing sequence of the inventive nucleic acid
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can comprise a fragment or entire sequence of any of the processing sequences in FIG. 9 (e g,

SEQ ID NOs: 2-20).

Donor Nucleic Acid

[0070] The nucleic acid construct provided herein can further comprise a donor nucleic acid
{also referred to as a donor polynucleotide). The donor polynucleotide is a nucleic acid that is
inserted at the cleavage site induced by the RNA-guided endonuclease (e g, Cpf1). The nucleic
acid of the donor polynuclectide can be any type of nucleic acid known in the art. For example,
the nucleic acid can be DNA, RNA, DNA/RNA hybrids, artificial nucleic acid or any
combination thereof. In one embodiment the nucleic acid of the donor polynucleotide is DNA,
also known herein as “donor DNA”

10071} The donor polynucleotide is typically single~stranded, and serves as a teraplate for the
creation of double stranded BNA containing a desired sequence. The donor polynucleotide will
contain sufficient identity {e.g., 85%, 90%, 95%, or 100% sequence identity) to a genomic
sequence flanking the cleavage site to a region of the genomic sequence near the cleavage site
{e.g., within about 50 bases or less, within about 30 bases or less, within about 15 bases or less,
or within about 10 bases or less, within about 5 bases or less, or immediately adjacent the
cleavage site) to support homology directed repair between the donor sequence and the genomic
sequences flanking the cleavage site to which the donor sequence bears sufficient sequence
identity. Donor polynuclectide sequences can be of any length, but must have a sufficient
rmumber of nucleotides bearing sequence identity on both sides of the cleavage site to facilitate
HDR. These regions of the donor polynucleotide are known as homology arms. The homology
arms can be have the same number of bases or a different number of bases, and each are
generally be at least 5 nucleotides in length (e.g, 10 nuclectides or more, 15 nucleotides or more,
20 nucleotides or more, 50 nucleotides or more, 100 nucleotides or more, 150 nucleotides or
more, or even 200 nucleotides or more}.  The donor polynucleotide also contains a central
region containing the mutation or other DNA sequence of interest, which is flanked by the
homology arms. Thus, the overall length of the donor polynucleotide is typically greater than

the total length of both homology arms {e.g., about 15 nuclectides or more, about 20 nucieotides
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or more, 50 nucleotides or more, 100 nucleotides or more, 150 nucleotides or more, or even 200
nucleotides or more, 250 nucleotides or more, 500 nucleotides or more, 1000 nucleotides or
more, 5600 nucleotides or more).

{0072} The donor polynucleotide sequence is typically not identical to the target genomic
sequence. Rather, the donor polynucleotide sequence may contain one or more single base
changes, insertions, deletions, inversion or rearrangements with respect to the genomic sequence,
s0 long as the homology arms have sufficient sequence identity to support HDR.  The donor
polynuclectide sequence may further comprise sequences that facilitate detection of successful
insertion of the donor polynucleotide.

{6073 The ends of the donor polynucleotide may be protected (e.g., from exonucleolytic
degradation} by methods known to those of skill in the art. For example, one or more
dideoxynucleotide residues are added to the 3" terminus of a linear molecule and/or self-
complementary oligonucleotides are ligated to one or both ends. Additional methods for
protecting exogenous polynucleotides from degradation include, but are not limited to, addition
of terminal amino group(s) and the use of modified internucleotide linkages such as, for
example, phosphorothioates, phosphoramidates, and O-methyl ribose or deoxyribose residues.
{0074} In some embodiments, the donor polynucleotide {e.g., donor DNA) is covalently
linked to the 5” end of the Cpfl crRNA, the 57 end of the processing sequence, or the 57 end of
the extensions sequence. In a preferred embodiment, the donor polynucieotide is linked to the 5
end of the extension sequence. In some embodiments, the linkage between the donor DNA and
the nucleic acid is reversible (e.g., disulfide bond).

{6675} In some embodiments, the donor BNA is covalently linked to the nucleic acid
construct. For instance, the donor polyvnuclectide can be linked to the processing sequence and
serve as an extension sequence located 57 of the processing sequence. In another embodiment,
the donor polynuclectide can be linked 5 of an extension sequence.

{6076} The nucleic acid and donor BNA can be linked or conjugated by any method known
in the art. In some embodiments, the 37 end of the donor DNA and the 5° end of the nucleic acid
are modified to facilitate linkage. For example, the 57 end of the nucleic acid can be activated

with a thiopyridine while the donor DNA can be thiol terminated, thereby allowing a disulfide
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bond to form between the two molecules. In some embodiments a bridge DNA, complementary
to both the nucleic acid and donor DINA, hybridizes and brings the two molecules in proximity to
facilitate the reaction. FIGs. SA-SC provide a non-limiting example of the synthesis of donor
DNA conjugation to the nucleic acid.

{0077} In other embodiments, the nucleic acid and donor DNA can be conjugated via
functional groups, such as functional groups that participate in bioorthogonal or “click”
chemistry reactions. For example, the 5 end of the nucleic acid can be chemically modified
with a functional group, such as an azide, a tetrazine, alkyne, strained alkene, or strained alkyne,
and the 3” end of the donor DNA can be chemically modified with the appropriately paired
functional group. For instance, if the nucleic acid contains an azide, the azide will react with an
alkyne group of the donor DNA via azide-alkyne cycloaddition (copper catalyzed), or will react
with a strained altkyne group of the donor BNA via azide-strained alkyne cycloaddition (no
catalyst required). Likewise, if the nucleic acid contains a tetrazine, it will react with a strained
alkene via tetrazine/alkene cycloaddition. Similarly, the opposite configuration can be used, e.g.,
if the nucleic acid contains is an alkyne, strained alkyne, or strained alkene, it will react with an
azide or a tetrazine group of the donor DNA by the same cycloaddition reaction.

{0078} In some embodiments, the nucleic acid and donor BNA are conjugated via a linker,
For example, the nucleic acid and donor DNA can be conjugated by a self-immolative linker. As
used herein a “self-immolative linker” is a linker that hydrolyzes under specific conditions {e.g.,
specific pH values) allowing for release of the donor DNA from the nucleic acid.

{6079} The linker of the nucleic acid donor DNA conjugate encompasses any linker known
in that art that is able to covalently fink the donor BNA to the nucleic acid. The linker can be
attached to the donor DNA and nucleic acid at either termini. However, in some embodiments,
the linker is attached to the 5 terminus of the nucleic acid {e.g., 57 end of the crRNA, processing
sequence, of extension sequence} and the 3’end of the donor DNA. The linker can be attached to
the nucleic acid and donor DNA by any method known in the art, such as those described herein
with respect to the conjugation of donor DNA to the nucleic acid.

{0080} In another embodiment, the donor polynucleotide can be hybridized to the extension

sequence and/or processing sequence. Thus, for instance, the extension sequence can comprise a
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sequence that is sufficiently complementary to the donor polynucleotide to facilitate
hybridization.

{0081} When a donor nucleic acid is covalently or non-covalently linked to the extension
sequence, it will sometimes be desirable that the donor nucleic acid is linked to an extension
sequence or portion thereof that is not cleaved by Cpfl crRNA, such that the donor nucleic acid
is closely associated with the crRINA when the target gene is edited by Cpf1. It is believed that,
in some cases, improved gene editing can be attained by such a construct. Extension sequences
that are not cleaved by Cpfl include, for instance, extension sequences comprising one or more

modified internucleotide linkages or synthetic nucleotides, as described above.

Compositions and Carriers

{0082} The invention also comprises a composition comprising any of the nucleic acid
molecules described herein and a carrier. Any suitable carrier for nucleic acid delivery can be
used. In some embodiments, the carrier can comprise a molecule capable of interacting with any
of the nucleic acids described herein and facilitating the eniry of the nucleic acid into a cell.
{6083} In some embodiments, the carrier comprises cationic lipids. Cationic lipids are
amphiphilic molecules that have a positively charged polar head group linked via an anchor to an
apolar hydrophobic domain generally comprising two alkyl chains. In some embodiments the
cationic lipids form a liposome {e.g., lipid vesicle) around the nucleic acid construct and,
optionally, a Cpfl protein. Thus, in a related aspect, there is provided a liposome comprising the
nucleic acid construct and, optionally, a Cpfl protein.

{0084} In yet another embodiment the carrier comprises a cationic polymer. Exampies of
cationic polymers of the inventive composition include polyethylene imine (PEI), poly{arginine),
poly{lysine), poly(histidine), poly-[2-{{2-aminoethyllamino}-ethyl-aspartamide] (pAsp(DET)), a
block co-polymer of poly(ethylene glycol) (PEG) and poly{arginine), a block co-polymer of PEG
and poly(lysine), a block co-polymer of PEG and poly {N-[N-(2-aminoethyl)-2-
aminoethyljaspartamide} (PEG-pAsp[DET], {({2,2-bis[(92,127)-Octadeca-9,12-dien-1-yl}-1,3-
dioxan-5-yl}methyl) dimethylamine, (3aR,55,6a8)-N,N-dimethyl-2,2~-di{{9Z,127)-octadeca-9,12-
dien-1-yjtetrahydro-3aH-cyclopentaldif 1,3 [dioxel-S-amine, (3aR,5r,6a8)-N, N-dimethyl-2,2~
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di{(9Z,12Z-octadeca-9, 12-dien-1-yhitetrahydro-3aH-cyclopentafd [ 1,3 Jdioxol-S-amine,

(3aR 5R,7a8)-N, N-dimethyl-2,2-di{{97,127}-octadeca-9,1 2-dien-1-
yhhexabydrobenzo[d]i1,3]dioxol-5-amine, (3a$,5R,7aR)-N N-dimethyl-2 2~-di{({97,127)-
octadeca-9,12-dien-1-ylthexahydrobenzo[d][ 1,3 Jdioxol-5-amine, (2-{2,2-bis[(92,127)-
Octadeca-9,12-dien-1-yi}-1,3-dioxan-4-v1} ethylydimethylamine, (3aR 6a8)-5-methyl-2-((62,92)-
octadeca-0,9-dien-1-y1)-2-((92,127)-octadeca-9,12-dien-1-ytetrahydro-3aH-{ 1,3 Jdioxolof4,5-
clpyrrole, (3a8,7aR)-5-methyl-2 2-di({(9Z,127)-octadeca-9,12-dien-1-ylhexahydro-
[1,3}dioxolof4,5-clpyridine, (3aR 8aS)-6-methyl-2 2-di{(97,127)-octadeca-9,12-dien-1-
vhihexahydro-3aH-{1,3]dioxolof4,5-d]azepine, (6Z2,92.287,317)-heptatriaconta-6,9,28 31-
tetraen-19-yl 2-(dimethylaminoacetate, (67,97,287,3172)-heptatriaconta-6,9,28,3 1 -tetraen-19-y1
3-{dimethylaminc}propanocate, [67,92,287,317)-heptatriaconta-6,9,28,3 1 -tetraen-19-yl-4-
{dimethylaminojbutanocate], (62,92,2872,317)-heptatriaconta-6,9,28 3 1-tetraen-19-yi 5~
(dimethylamino)pentancate, (67,97,287,3 1Z)-heptatriaconta-6,9,28,3 I -tetraen-19-yl 6-
(dimethylaminojhexanoate, (3-12,2-bis[(9Z,127)-Octadeca-9,12-dien-~1-yl}-1, 3-dioxan-4-

vl }propyldimethylamine, 1-({3aR,5r,6a8)-2 2-di{({97Z,127)-octadeca-9,12-dien-1-yIjtetrahydro-
3aHceyclopenta[d]] 1,3 ]dioxol-5-y1)-N N-dimethylmethanamine, 1-({3aR 55,6a8)-2 2~
di((97,127-octadeca-9,12-dien-1-yhtetrabydro-3aHcyclopentafd]i 1,3 jdioxol-5-y1}-N,N-
dimethylmethanamine, 8-methyl-2,2-di({(9Z,122}-octadeca-9,12-dien-1-yi)-1,3-dioxa-8-
azaspirof4 Sldecane, 2-(2,2-di{((92,12Z)-0ctadeca-9,12~-dien-1-yl}-1,3~-dioxolan-4-yi)-N-methyi-
N-(pyvridin-3-yimethyljethanamine, 1,3-bis(92,127)-Octadeca-9,12-dien-1-yl 2-[2~
{dimethylamino)ethyl jpropanedioate, N N-dimethyl-1-{(3aR,5R,7a8)-2-({82,11Z}-octadeca-

8, 11-dien-1-v13-2-({97,122-0ctadeca-9,12-dien- 1 -yl }hexahydrobenzo[ dif 1,3 Jdioxol-5-
yhimethanamine, N N-dimethyl-1-((3aR,58,7a8)-2-({(82,1 1 Z}-octadeca-8,1 L -dien-1-y1)-2-
{(9Z,127)-octadeca-9,12-dien-1-yl}hexahvdrobenzo{d} 1,3 ]dioxol-S-ylmethanamine,

(18,3R 48)-N N-dimethyl-3,4-bis{({9Z,127}-octadeca-9,12-dien-1-yloxy)cyclopentan amine,
{15,3R,45)-N, N-dimethyl-3,4-bis((92,12Z2)-octadeca-9,1 2-dien- 1 -yloxy jeyclopentan amine, 2-
(4,5-di{({82,11Z -heptadeca-8,1 1-dien-1-yl}-2-methyl-1,3-dioxolan-2-y1)}-N,N-
dimethylethanamine, 2,3-di({(87,11Z)-heptadeca-8,11-dien-1-y1)-N,N-dimethyl-1,4-
dioxaspirof4.5] decan-8-amine, (62,972,282 317 )-heptatriaconta-6,9,28,3 1-tetraen-19-y] 4-
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{(diethylamino)butanoate, (67,97,287,3 1Z)-heptatriaconta-6,9,28,3 I -tetraen-19-yl 4-[bis(propan-
2-yDaminolbutancate, N-{(4-N N-dimethylamino)butanoyl-(62,97 287 317})-heptatriaconta-
6,9,28,31-tetraen-19-amine, (2-{2,2-bis{(9Z.127)-Cctadeca-9,12-dien-1-y1}-1,3-dioxan-5-

vl tethyldimethyvlamine, (4-{2,2-bis[{9Z,122)-Octadeca-9,12-dien-1-yl}-1,3-dioxan-5-

vl ibutvhydimethylamine, (67,972,287 3 1Z)-heptatriaconta-6,9,28 3 I-tetraen-19-y1 (2-
{dimethylamino)ethylycarbamate, 2-(dimethylamino)ethyl (67,972,287,31Z)-heptatriaconta-
6,928 31-tetraen-~19-ylcarbamate, {67, 97,287 317)-heptatriaconta-6,9 28 31-tetraen-19-yl 3~
(ethylamino}propanoate, (67,92,287,31Z)-heptatriaconta-6,9,28, 3 1 -tetraen-19-yl 4-(propan-2-
viaminojbutanoate, N1,N1,N2-trimethyl-N2-((112,147})-2-({92,12Z)-0ctadeca-9,1 2-dien-1-
yhicosa-11,14-dien-1-ylethane-1,2-diamine, 3-{dimethylamino)-N-((117,142)-2-((97,127)-
octadeca-9, 1 2-dien-1-yl)icosa-11,14-dien-1-yl)propanamide, (62,92,287,312}-heptatriaconta-~
6,9,28,3 1-tetraen-19-yl 4-(methylamino)butanocate, Dimethyl({4-[{97,12Z}-octadeca-9,12-dien-
I-yloxy]-3-{{(9Z,127)-cctadeca-9,12-dien-1-yloxy Jmethyl }butyl } Jamine, 2,3-di((8Z2,117)-
heptadeca-8,11-dien-1-y1)-8-methyl-1,4-dioxa-8-azaspiro[4.S]decane, 3-(dimethylamino)propyl
{67.92,287 317 )-heptatriaconta-6,9,28,3 1 -tetraen-19-ylcarbamate, 2-(dimethylamino)ethyl
((11Z,142)-2-{(9Z,12Z }-octadeca-9,12-dien-1-yljicosa-11, 14-dien-1-vlycarbamate, 1-

{(3aR 4R, 6aR)-6-methoxy-2,2-di{(97,127)-0ctadeca-9,12-dien-1 ~yhitetrabydrofuro[3,4-
di[1,3]dioxol-4-y1)-N, N-dimethylmethanamine, (62,972,287 317 }-heptairiaconta-6,9,28 31~
tetraen-19-yl 4-fethyl(methyDaminojbutanoate, (62,97,287,317)-heptatriaconta-6,9,28,31-
tetraen-19-yt 4-aminobutancate, 3-(dimethylamino)jpropyl ((112,14Z2)-2-((92,127)-octadeca-~
9,12-dien-1-yhicosa-11, 14-dien-1-yl)carbamate, 1-{((3aR 4R 6aS}-2,2-di({9Z,122)-octadeca-
9,12-dien-1-yiptetrahyvdrofuro]3,4-d}[ 1,3 [dioxol-4-y1)-N, N-dimethylmethanamine,

(3aR SR, 7aR)-N N-dimethyl-2,2-di{(9Z, 1 2Z)-octadeca-9,12-dien-1-

yhhexahydrobenzo{di[ 1,3 ldioxol-S-amine, (112,147)-N N-dimethyl-2-{((92Z,127)-cctadeca-9,12~
dien-1-ybicosa-11,14-dien-1-amine, (3aS,45 5R 7R, 7aR)-N N-dimethyl-2-({77,102)-octadeca-
7,10-dien-1-y1)-2~-((97,127)-octadeca-9,12-dien- 1 -yl Yhexahydro-4,7-
methanobenzofd]{1,3]dioxol-5-amine, N N-dimethyl-3,4-bis({9Z,127}-0octadeca-9,12-dien-1-
vioxy)butan-i-amine, and 3-(4,5-di((87,1 1Z)-heptadeca-8,11-dien-1-y1}-1,3-dioxolan-2-y1}-N N-

dimethylpropan-t-amine. Any combination of the foregoing polymers also can be used.
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[0085] In other embodiments, the carrier comprises a polymer nanoparticle. For instance,
the inventive composition can be administered as a nanoparticle as described International Patent
Application No. PCT/US2016/052690, the entire disclosure of which is expressly incorporated

by reference.

Cpfl Polypeptide or Nucleic Acid Encoding Same

{06086} In some embodiments, including the above liposomal embodiments, the composition
also comprises a Cpft polypeptide or nucleic acid encoding same. Any Cpfl polypeptide can be
used in the inventive compositien, although the Cpfl chosen should be appropriately selected so
as to work in combination with the crRNA of the nucleic acid construct in the composition to
cleave a target nucleic acid and/or cleave the processing sequence of the nucleic acid construct as
applicable. The Cpfl of the composition can be a naturally occurring Cptl or a variant or mutant
Cpf1 polypeptide. In some embodiments, the Cpft polypeptide is enzymatically active, e.g., the
Cpt1 polypeptide, when bound to a guide RNA, cleaves a target nucleic acid. In some
embodiments, the Cpfl polypeptide exhibits reduced enzymatic activity relative to a wild-type
Cpfl polypeptide {e.g., relative to a Cpfl polypeptide comprising the amino acid sequence
depicted in FIG. 8§ (SEQ ID NO: 1)), and retains DNA binding activity. Mutations that aiter the
enzymatic activity of Cpfl are known in the art.

[6087] For example, Cpfl can be from a bacterium of the genus Acidaminococcus or from
the genus Lachnospiraceae, or from any genus or species identified in F¥G. 9. An example of a
Cpfl protein sequence is provided in FIG, 8. In some embodiments, a Cpfl polypeptide
comprises an amino acid sequence having at least 30%, at least 35%, at [east 40%, at least 45%,
at least 50%, at least 55%, at least 60%, at least 65%, at least 70%, at least 75%, at least 80%, at
feast 85%, at feast 90%, at least 95%, at least 90%, or 100%, amino acid sequence identity to the
amino acid sequence depicted in FIG, 8. In some embodiments, a Cpfl polypeptide comprises
an amino acid sequence having at least 30%, at least 35%, at least 40%, at least 45%, at least
50%, at least 55%, at least 60%, at least 65%, at least 70%, at least 75%, at least 80%, at least
85%, at least 90%, ai least 95%, at least 90%, or 100%, amino acid sequence identity to a

contiguous stretch of from 100 amino acids to 200 amino acids (aa), from 200 aa to 400 aa, from
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400 aa to 600 aa, from 600 aa to 800 aa, from 800 aa to 1000 aa, from 1000 aa to 1100 aa, from
1100 aa to 1200 aa, or from 1200 aa to 1300 aa, of the amino acid sequence depicted in FIG. 8.
[6088] In some embodiments, a Cpfl polypeptide comprises an amino acid sequence having
at least 30%, at least 35%, at least 40%, at least 45%, at least 50%, at least 55%, at least 60%, at
least 65%, at least 70%, at least 75%, at least 80%, at least 85%, at least 90%, at least 95%, at
feast 90%, or 100%, amino acid sequence identity to the RuvCI domain of a Cpfl polypeptide of
the amino acid sequence depicted in FEG. 8. In some embodiments, a Cpfl polypeptide
comprises an amino acid sequence having at least 30%, at least 35%, at least 40%, at least 45%,
at least 50%, at least 55%, at least 60%, at feast 65%, at least 70%, at least 75%, at least 80%, at
feast 85%, at least 90%, at least 95%, at least 90%, or 100%, amino acid sequence identity to the
RuvCH domain of a Cpfl polypeptide of the amino acid sequence depicted in FIG, 8. In some
embodiments, a Cpfl polypeptide comprises an amino acid sequence having at least 30%, at
least 35%, at least 40%, at least 45%, ai feast 50%, at least 55%, at least 60%, at least 65%, at
least 70%, at least 75%, at least 80%, at least 85%, at least 90%, at least 95%, at least 90%, or
100%, aming acid sequence identity to the RuvCHI domain of a Cpt1 polypeptide of the amino
acid sequence depicted in FIG. 8.

{0089} In some embodiments, theCpf1 polypeptide is an FnCpf1, Lb3Cpfl, BpCpfl, PeCpfl,
SsCpfl, AsCpfl, Lb2Cpf1, CMtCpfl, EeCpfl, MbCpfl, LiCpfl, LbCpfl, PcCpfl, PACpfl, or
PmCP{l; or a Cpfl polypeptide that comprises an amino acid sequence having at least 30%, at
least 35%, at least 40%, at least 45%, at least 50%, at least 55%, at least 60%, at least 65%, at
teast 70%, at least 75%, at least 80%, at least 85%, at least 90%, at least 95%, at least 90%, or
100%, amino acid sequence identity thereto.

[00%50] In some embodiments, theCpfl polypeptide comprises an amino acid substitution
{e.g., a D—A substitution} at an amino acid residue corresponding to position 917 of the amino
acid sequence depicted in FIG, §; and/or comprises an amino acid substitution (e.g., an E—A
substitution) at an amino acid residue corresponding to position 1006 of the amino acid sequence
depicted in FIG. &, and/or comprises an amino acid substitution {e.z., a D—A substitution) at an
amino acid residue corresponding to position 1255 of the amino acid sequence depicted in FIG.

8.
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[06091] The Cpf1 polypeptide also can be an RNase inactivated Cpf1, such as a Cpfl
comprising a modification at H800A, K8OA, KBGOA, F864A, or R7T90A of Acidaminococcus
Cpf1 (AsCpf1) or corresponding position of a different Cpfl ortholog. Examples of mutant Cpf1
proteins include those disclosed in Zetsche et al“Multiplex Gene Editing by CRISPR-Cpfl
Through Autonomous Processing of a Single crRNA Array,” Nat. Bictechnol 2017, 35 (1), 31-
34, The Cpfl polypeptide also can be a dCpf1 base editor (e.g., a Cpfl-cviosine deaminase
fusion protein). Examples include, for instance, proteins disclosed in Li et al | Nature
Biotechnology, 36 324-327 (2018) and Mahfouz et al., Biochem ./, 475(11), 1955-1964 (2018).
An example of & synthetic variant Cpfl is the MAD7 Cpfl orthologue by Inscripta, Inc. (CO,
USA). Additional examples of Cpf1 proteins include any of those Cpf1 proteins, including
chimeric or mutant proteins, disclosed in International Patent Application No.
PCT/US2016/052690, the entire disclosure of which is expressly incorporated by reference

herein.

Other Nucleic Acids

[6092] The composition can further comprise other nucleic acids in addition to the crRNA
For instance, the composition can comprise a donor polynucleotide, as described herein.
Alternatively, or in addition, the composition can comprise one or more additional nucleic acids
that are not donor polynucleotides {e.g., a nucleic acid that has no significant sequence identity to
a target sequence to be edited (e.g., a level of sequence identity that is insufticient to allow
homologous recombination), or to any endogenous nucleic acid sequence of the cell to be edited.
These additional nucleic acids can be RNA or DNA, such as a single stranded RNA or BNA
molecule {or a hvbrid molecule comprising both RNA and DNA| optionally with synthetic
nucleic acid residues). The additional nucleic acid can be any length, such as at least 5
nucteotides in length (e.g., 10 nuclectides or more, 15 nucleotides or more, 20 nucleotides or
more, 50 nucleotides or more, 100 nucleotides or more, 150 nucleotides or more, or even 200
nucleotides or more}. In some embodiments, the nucleic acid might comprise 500 nucleotides

or more, 1000 nucleotides or more, or even 5000 nucleotides or more). However, in most
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instances, the nucleic acid will comprise about 5000 nucleotides or less, such as about 1000
nucleotides or less, or even 500 nuclectides or less {e.g., 200 nucleotides or less).

[68093] The composition can further comprise a nucleic acid that encodes a particular protein
of interest, for instance, an RNA-guided endonuclease {e.g., a Cpft polypeptide). The RNA-
guided endonuciease can be any as described herein with respect to other aspects of the

invention.

Divalent Metal fons

{0094} In some embodiments the composition is substantially or completely free of a
divalent metal ion {e.g., magnesium} that activates the particular Cpf1 protein used so as to
reduce or prevent premature cleavage of the processing sequence prior to delivery. The
composition is considered substantially free of maguesium what the concentration does not aliow
for Cpf1 self-processing enzymatic activity. In some embodiments the composition comprises
about 20 mM or fess NaCl and is substantially or completely free of magnesium or other divalent

ions that activates the Cpf1 protein.

Method of Geretically Modifying a Fukaryoiic Cell

j0095] The invention also provides a method of genetically modifying a eukaryotic target
cell, comprising contacting the eukaryotic target cell with any of the nucleic acids or
compositions described herein (e.g., a nucleic acid comprising a Cpfl crRNA, an extension
sequence 37 of the crRNA, and, optionally, a processing sequence between the crRNA and the
extension sequence) to genetically modify a target nucleic acid. In some embodiments, the Cpt'l
crRNA of the nucleic acid comprises a targeting sequence {e.g., 3’ of the stem-loop domains)
that hybridizes with a target sequence in the target cell. In some embodiments, the Cpf1 crRNA
comprises a processing sequence, which is cleaved upon entry into the cell, thereby releasing the
Cpf1 ctRNA from the processing sequence and the extension sequence. In other embodiments,
the Cpfl crRNA does not comprise a processing sequence.

[8096] Target nucleic acid is a polynuclectide {(e.g., RNA, DNA) to which the targeting

sequence of the crRNA will bind and induce cleavage by CUpfl. A target nucleic acid comprises
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a “target site” or “target sequence” which is a sequence present in a target nucleic to which the
crRINA hybridizes which, in turn, guides the endonuclease to the target nucleic acid.

{6097} A “eukaryotic target cell” may be any eukaryotic cell known in the art and comprises
both cells in vivo and in vitro. In an embodiment, the target cell is a mammalian cell.

[0098] Any route of administration can be used to deliver the composition to the mammal.
Indeed, although more than one route can be used to administer the composition, a particular
route can provide a more immediate and more effective reaction than another route. When
administered to cells in vitro or ex vivo, the nucleic acid or composition can be contacted to the
cell by any suitable method. For instance, the nucleic acid can be in a liposome, encapsulated by
a cationic polymer, and/or introduced by electroporation. When administered o a subject, such
as a mammal or human, the composition can be administered by any of a variety of routes. For
wnstance, a dose of composition aiso can be applied or instilled into body cavities, absorbed
through the skin (e.g, via a transdermal patch), inhaled, ingested, topically applied to tissue, or
administered parenterally via, for instance, intravenous, intraperitoneal, intraoral, intradermal,
subcutaneous, or intra-arterial administration.

[6099] The composition can be administered in or on a device that aliows controlled or
sustained release, such as a sponge, biocompatible meshwork, mechanical reservoir, or
mechanical implant. Implants (see, e.g., U.8. Patent 5,443 505), devices (see, e.g., U.S. Patent
4,863,457), such as an implantable device, e.g., a mechanical reservoir or an implant or a device
comprised of a polymeric composition, are particularly useful for administration of the
composition. The composition also can be administered in the form of sustained-release
formulations {see, e.g., U.8. Patent 5,378,475) comprising, for exampie, gel foam, hyaluronic
acid, gelatin, chondroitin sulfate, a polyphosphoester, such as bis-2-hydroxyethyl-terephthalate

(BHET), and/or a polylactic-glycolic acid.

EXAMPLES
100100] The following examples further tllustrate the invention but, of course, should not be
construed as in any way limiting its scope. Table 2, below, provides the sequences of nucleic

acids used in these experiments.
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Table 2

[60101] Supplementary Table 1

sgRNA for Cas8 | rGrCrCrGrUrCrCrArGrerUrCrGrArCrCrArGrGrArGrurUrUrUrArGrArGrCr
UrArGrArArArUrArGrerArArGrUrUrArArArArUr ArArGrGrirlUrArGrur CrCr
GrurUrArUrCrArArCrUrUrGrArArArArArGrUrGrGrorArCrorGrArGridrCrG
rGrurGrCrUrlrUel

crRNA™ rUrGrGrarUrArArUrUrUrCridrArCridrCridrUrGrUrArGrArUrCrGrur CriGrCr
CrGrUrCrCrArGrCrUrCrGrArCrorA

CrRNA'® rGrarGraArATUrGrGrArUrArArUrUrUrCrurArCrUrCrUrUrGriUrArGrArUrCr
GrirCrGrCrCrGrUrCrCrArGrCridrCrGrArCrCrA

CrRNA*® rGrGrUrGrarGrorArArUraArArUrUrUrCrlrArCrilrCrilirUrGridrArGrantrCr
scrambled GribeCrGrCrlrGrilrCrlrArGrCrrCrGrarCrCra
crRNAYGU rGreGeUrGrArGrerALTUrArAr rUrlUrCrilr &r Cr U CrUr e Grilv Ar GrarlrCrG

rlrCrGrCrlrGrilrCrirArGrCrlrCrGrarCrlra

crRNAYS rA UGG U G AT G CrrUr ArArUrUr UrCrUrArCrr CrlrUr GriurArGr
ArUrCrGridrCrGrCrCrGrUlrCrCrarGrorirCrGrArCrCrA

CrRNAS rGri rCrArA rArGrG rGrarA rrGrG rArUrA rArURY rUrCrl rArCrlU
rCrUrU rGriUrA rGrAarl rCrGr rCrGrC rCrGrl rCrCrA rGrlrl rCrGrA
rCrCrA

crRNAS rArURG rUrGrJ rUrlUrU rUrGrU rCrArA rATArG rArCrC rUrUrl rUrlUrA

rArUry rUrCrlU rArCrl rCrUrU rGrUrA rGrard rCrGrU rCrGrC rCrGrl
rCrCrA rGrCrU rCrGrA rCrCrA

CrRNA™S® rGrGrCrCrArGrerUrUrGrCrCrGrGrurUrUrUrUr UrArGridrCrGrUrGrCridrGr
CrirUrCrArUrGrUrGrurUrUrUrUrGrurCrArAATAIGrArCrCrurUrUrUrUra,
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rArUrUrUrCrilrArCridrCridrUrGrUrArGrArUe CrGrUrCrGrirCrGrUrCrCrAr
GrerUrCrGrArCrCrA

CrRNA™ 52

tUrCrArArArArGrArCrCrUrUrUrUrGriurCrATArArArGrArCrCrUrUrUrUrGry
rCrarArArArGrArCrerUrlUrUrirGrirCrarATATATGrArCrerUrUrUrUr UrArA
rUrUrUrCrUrArCrUrCrlUrUrGridrArGrArlrCrGrUrCrGrCrCrGrilrCrCrArGr
CrirCrGrArCrCrA

crRNAS D3

rGrorCrGrorCriurUrGrCrCrGrGrUrUrUrUrUrUrArGrUrCrGridrGrCrUrGrC
rUrUrCrArUrGridrGrUrUrUrUrUrGrdrCrirArArGrarArCrrUrUrArArArUrA
rArUrUrUrCrUrArCrurCrUrUrGrUrArGrArUrCrGrUrCrGrCrCrGrilrCrCrAr
GrCrUrCrGrArCrCrA

A8 crRNA rUrArArUrUrUrCrilirArCrUrCrUrUrGridrArGrArUrUrCrerArArArCrurCrArl
rCrAFATUrGridrArUrCrU

A9 crRNAY rUrUrUrArArUrUrlUrCrlrArCrUrCrlrUrGriUrArGrArUrUrCrCrArArArCrurC
rArUrCrArArUrGrdrArUrCrU

A9 crRNAY rArGrArCrCridrUrUrUrUrArArUrUrUrCrlrArCrUrCrlrUrGriurArGrAarUrUrC

rCrArATArCrUrCrArUrCrArArUrGriUrArrCrid

Al crRNA®

rGrArGrCrArGrCrUrUrGrCrCrGrGrdrUrlUrUrUrUrArGrUrCrGrUrGrCrle Gr
CrurUrCrArUrGrUrGrurUrUrUrUrGrUrCrArArArArGrArCrCrUrUrUrUrUrA
eArUrUrrCrUrArCridrCrrUrGrUrArGrArUrUrCrCrArArArCrUrCrArUrCrA
rArUrGrurArUrCrU

Serpinat crRNA

rUrArATUrUrUrCridrArCrurCrurUrGriurArGrAarUrUrCrGrurCrGrArUrGrGr
UrCrArGrCrArCrAarGrCrC

Serpinat crRNAY

rCrUrCrCrCrlriUrCrCrUrArArUrUrUr CrUrArCrUrCrUir UrGriurAr GrarUrUr
CrGrirCrGrArUrGrGrUrCrArGrCrArCrArGrCrC




WO 2019/070762

PCT/US2018/054027

31

ssQODN with Clal

CTCGCCGGACACGUTGAACTTGTGGCCGCTTACGTCGCCGTCCAG

any homology

restriction CTCGACCATCGATGGGCACCACCCCGGTGAACAGCTCCTCGCCCTT
enzyme site GCTCACCAT
55DNA without GGGATAGACATGGGTATGGCCTCTAAAAACATGGCGCCAGCAGCTT

CAGTCCCTTTCTCATCGATGGTCAGCACAGCCTTATGCACGGCCTG
GAGGGGAG

ssDNA for a9 CTTGACCTCOGGGEGGATAGACATCGOTATGGCCTCTAAAAACATG
myoblast GCgCCAGCAGCTTCAGTCCCTTTCTCATCGATGGTCAGCACAGCCTT
experiment ATGCACG
ssRNA for ai8 rArGrArArArGrGrGraArCrUrGrArArGrerlrGrCrUrGrUrU rUrUrA rGrArG
myoblast rCrUrA rGrArA rArUrA rGrorA rArGrU rUrArA rArArU rArArG rGrCrld
experiment rArGrU rCrCrG rUrlUrA rlUrCrA rArCrU rUrGrA rArArA rArGrU 1GrGrC
rArCrC rGrarG rUrCrG rGrilrG vCrilrUrdrld
9nt s5RNA for rGrGrGrArArUrGrarA
GFP-HEK
experiment
100nt ssRNA for | rArArGrUrArArArArCrCrlUrCrirArCrarArArrGrGrUr UrUrUrArGrArGrorld
GFP-HEK rArGrATArArUrArGrCrArArGrUrUrArArArArUrArArGrGrCrUrArGrur CrCrG
experiment rUrUrArUrCrArArCrUrUrGrArArArArArGridrGrGrCrArCrCrGrArGridrCrGr
GrirGrCrUrUrUrU
j001¢2] *: phosphorothicate
[00103]  \U: 22 Deoxy
{00104] Underline: pre-ctRNA sequences
EXAMPLE 1
{601058] This example illustrates that unmodified Cpfl crRNA tends to provide lower gene

editing efficiency as compared to Cas9 sgRNA.
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{001906]  SpCas9 and AsCpfl, both without extension of the guide RNA, were compared using
a green fluorescent protein (GFP) reporter system. A matched protospacer DNA sequence in the
GFP gene that could be recognized by both nucleases was selected in order to directly compare
AsCpfl and SpCas9. The systems are illustrated in ¥FIG. 13A. The RNP complexes were
introduced into HEK293T cells expressing the GFP gene under the control of a doxyeveline-
inducible promoter (GFP-HEK) using both electroporation and cationie lipids. Editing activity
was determined by measuring the population of GFP negative cells, with GFP being disrupted
through NHEJ-mediated indel mutations.

j00107]  AsCpfl RNP exhibited lower gene editing than SpCas9 in both the electroporated and
Lipofectamine treated cells (FIG. 13B and 13C). AsCpfl RNP electroporated cells were 31%
GFP negative, while SpCas® RNP electroporated cells were 41% GFP negative (FI1G. 13B).
With the Lipotectamine and RNAIMax delivery systems, AsCpfl treated cells were
approximately 8% GFP negative while SpCas9 treated cells were approximately 30% GFP

negative (FIG. 13C).

EXAMPLE 2

160168]  This example demonstrates that a nucleic acid comprising Cpfl ¢tRNA, a processing
sequence S° of the Cpfl crRNA, and an extension sequence 57 of the processing sequence
{reversibly supercharged crRNA} enhances delivery of Cpfl by cationic lipids in vitro.

[00109] Cationic materials such as lipofectamine and polycations are the most commonly
used delivery vehicles for nucleic acids in celis and living animals. Therefore, efficiency of the
cationic lipid lipofectamine to transfect Cpfl/crRNA complexes into green fluorescent protein
expressing HEK cells (GFP-HEK) was analyzed. Briefly, crRNA designed to knock down the
GFP gene via indel formation was complexed with Cpfl and either electroporated
(nuclecfection) into cells or transfected with lipofectamine. The gene editing efficiency was then
determined by measuring the number of GFP knockout cells, via flow cytometry, wherein cells
that no longer express GFP indicate that the cell was transfected with the Cpf1/crRNA complex.
{00110] The results from these experiment show that lipofectamine cannot efficiently transfect

unmodified Cpfl crRNA complexes (FIG. 14). Specifically, cells treated with lipofectamine and
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Copfl/crRNA complexes had only an 8% NHEJ efficiency, whereas, cells electroporated with
Cpfl/crRNA complexes had a 40% NHED efficiency, demonstrating that delivery limitations
were the major cause for the low NHEJ efficiency with lipofectamine.

j00111] To examine the effect of sequence extension, a crRNA, which is 41 nucleotides in
length, was extended by 9 nucleotides (crRNA9) or extended by 59 nucleotides (crRNA™Y).
The extension included a self-processing sequence that would self-cleave into an active crRNA,
The unmodified crRNA, the crRNA, and the crRNA were each individually complexed with
Cpf1 and transfected into the GFP-HEK cells using lipofectamine. The RINPs were formed in
low salt conditions to prevent potential processing of the 57-end extensions. The level of NHEJ,
which is an indicator of transfection efficiency, was determined by measuring the percent of GFP
negative cells.

{60112] As shown in FIG. 1B, extension of crBRNA with a self-processing sequence
significantly enhances transfection efficiency with cationic vehicles. Cells treated with
unextended ctRNA via lipofectamine showed 8% GFP negative, whereas the 9-base extended
crRNA treated cells were 18% GFP-, and the 59-base extended ctRNA treated cells were 37%,
which was approximately a 4-fold increase over the control unmodified crRNA. In addition,
ctRNAH9, crRNA+15, and crRNAH2S were tested with lipofectarnine and showed length
dependent increase of gene editing efficiency (FIG. 1C)

{00113] To ascertain if there is a specific 57-extension sequence requirement for this
enhancement, three different 59 nucleotide 5” extensions were compared. The first and original
59 nucleotide extended crRNA is described above and contains one AsCptl pre-crRNA
{ctRNA+59), the second 59 base extended cRNA contains four AsCpfl pre-crRNA sties in
tandern (crRNA+59-D2), and the third 59 base extended ctRNA contains the FnCpfl pre-ctRNA
preceded by a scrambled BDNA sequence with no homology to any sequence in the human
genome (crRNA+59-D3) (FIG. 1), These crRNAs were delivered using Lipofectamine 2000
sirnilar to the above paragraph. All three 57 extensions showed equivalent editing activity:
crRNA+39 cells were 32% GFP negative, crRNA+S59 D2 cells were 30% GFP negative, and
crRNA+S9 D3 cells were 27% GFP negative (FIG. 1E). This suggests that there is not a

stringent sequence requirement for the S”-extension enhancement, similar to previous findings
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with the 9 nucleotides extended crRNAs with electroporated cells. Additionally, these results
provide evidence supporting the above hypothesis that increasing the negative charge density on
the crRNA, and thereby also the AsCpf1 RNP complex, can enhance the delivery of AsCpfl to
cells by cationic lipids.

[60114] The extended crRNAs were tested in an in vitro DNA cleavage assay to determine
whether the extended crRINAs enhanced the inherent nuclease activity of Cpfl. No difference in
activity was observed between the three crRNAs tested: wild type crRNA, erRNA™, and
ctRNA with 15 minutes and 60 minutes incubation time. ctRNA™ even had slower DNA
cleavage than wild type ctRNA when the incubation time was only 5 minutes.

[60115] 5 extended crRNAS were also studied o determine if there was enhanced gene
editing activity in the Cpfl if delivered by plasmid rather than as an RNP. Cpfl plasmid was
transfected 24 hours prior to electroporation of the crRINAs and the gene editing activity was
determined. No improvement in gene editing efficiency was observed when the Cpf'1 was
produced from plasmids.

{60116]  Further, the crRNAs were labeled with a fluorescence dye to determine if the
extended crRINAs had enhanced uptake in cells after delivery via either electroporation or
fipofectamine. Electroporation of the Cpfl RNPs resulted 10 above 90% of the cells being
positive for the dye-crRINA and showed highly efficient delivery regardless of the crRNA length.
The delivery efficiency of Cpfl RNP with lipofectamine was dependent on the length of the
crRNA, and extended crRINAs were delivered into HEK 2937 cells more efficiently than wild
type crRNA (FIG. 1F).

j00117] The resulis show that extended ctRNA as provided herein enhance delivery and gene

editing efficiency.

EXAMPLE 3
[60118] This example demonstrates that the activity of Cpfl is enhanced with 5’ -terminal
extensions in HEK cells with electroporation.
[60119] (GFP-targeting crRNAs with 57-end extensions of 4, 9, 15, 25, and 59 nucleotides

were introduced into GFP-HEK cells by electroporation as an RNP complex with AsCpfl. The
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sequences for the 4 to 25 nucleotide extensions were scrambled, and the 59 nucleotide exiension
consisted of the AsCpfl pre-crRINA preceded by a scrambled RINA sequence with no homology
to human genome sequence.

j0012¢] The crRNAs with the 4 to 25 nucleotide 5’ -extensions all exhibited dramatically
increased gene editing over the crRNA with no extension. Cells electroporated with the
unextended cRNA were 30% GFP negative (ctRNA}, with 4 to 25 nucleotide extended crRNA
were 55 to 60% GFP negative, and with 59 nucleotide extended crRNA were 37% GFP negative
(FI1G. 2). The gene editing levels for the 4 and 25 nucleotide 5’-extended ctRNAs are
comparable to that of the SpCas® RNP electorporated cells.

[60121] The results confirm that 5 extensions of Cpfl orRNA increase gene editing

efficiency.

EXAMPLE 4
{00122] This example demonstrates that a nucleic acid comprising Cpfl crtRNA and an
extension sequence 5 enhances delivery of Cpfl by cationic lipids i vivo as well as Cpfl
activity in cells.
[00123] Three different chemical modifications were investigated on crRNAs with extension:
2 O-methyl modification, phosphororthioate linkages, and deoxynucleotide ribose groups (FIG.
18A). The first 3 of the 4 nucleotides were extended with 27-0-methy! nucleotides and 37
phosphorothioate linkage (MS), a deoxynucleotide at the 9 position of the 9 nucleotide 5'-
extended crRINA (9dU), 3’ phosphorothioate linkage to all 9 nucleotides plus a deoxynucleotide
at the 9 position of the 9 nucleotide 5’ -extended crRINA (9s).
j00124]  Cpfl RNP with crRNAs that had extension and chemical modifications were
electroporated into GFP-HEK cells and the gene editing activity was determined by flow
cytometry. Extended crRNA with chemical modifications had similar activity to unmodified
extended ctRNA (41% to 46% GFP negative cells) (FIG. 13D).
{00125]  Also, these crRINAs were examined using a blue fluorescent protein {BFP) expressing

HEK293T cell line (BFP-HEK). The results are presented in FIG. 12.
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{00126] The results from this experiment show that the 5 -extensions increased the gene
editing efficiency of AsCpfl and the tolerance of the 5’ -end of the crRNA for chemical
modifications. Further, 5° chemical modifications of the crRNA are possible without daraging
the activity, if the 5 end of the crRNA s extended.

[80127) A key benefit of using chemically modified crRNAs is that they are more stable to
hydrolysis by serum nucleases. Therefore, the serum stability of the 5” chemically modified
crRINA was investigated.

{00128] S° chemically modified crRNAs were incubated in diluted fetal bovine serum and
their degradation was analyzed via gel electrophoresis. FEG. 158 provides a quantification of
crRNA remaining after 15 minutes incubation in serum. The results show that the vnmodified
crRNAs rapidly degrade in serum, whereas ctRNA™, which contains a phosphorothioate
backbone, is significantly more stable to hydrolysis in serum.

[60129] S° modified crRNAs were also studied to determine if they could enhance the ability
of lipofectarnine to transtect Cpfi RNP, due to its ability to protect the crRNA from nucleases in
cells and in serum. Cpfl with crRNA™S was more efficient at editing genes in cells than
crRNA™ by 40%, suggesting that 5° ctRNA chemical modifications, enabled by 5° crRNA
extension, will have numerous applications in gene editing (FIG. 15C).

j0013¢] The crystal structure of Cpfl RNP has recently been solved and demonstrates that the
AsCptl protein forms numerous interactions with the phosphodiester backbone of the crRNA.
5’-chemical modifications of the unextended crRINA therefore has a high chance of disrupting
important interactions between the ¢crRNA and the Cpfl, resulting in a disruption of AsCpfl
gene editing activity.

[00131] In contrast, crRNA with 5” extensions appear to tolerate chemical modifications
because the nucleoctides interacting with the AsCpfl protein are not modified. These results
provide a methodology for introducing chemical modifications at the 5" -end of the crRNA,
which can potentially enhance delivery for ex vivo and in vive therapeutic applications. Sucha
construct also enables other molecules, such as a targeting ligand, endosomal escape moiety, or
other functional molecules, to be conjugated to the extended ¢rRNA and retained with the Cpfl

molecule. For instance, biotin or avidin (or streptavidin} could be conjugated to the crRNA
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extension, allowing the modified crRNA to bind to another molecule (e.g., targeting rolecule)
conjugated with streptavidin or biotin as appropriate (e.g. F1G. 14). In addition, the crRNA
could be conjugated to a Cpf1 mRNA by way of the extension, allowing Cpfl to be delivered by
translation of the mRNA. Once the Cpfl mRNA is translated and produces Cpfl protein in the
cytoplasm, Cpfl protein will recognize the crBNA part of the construct and, optionally, process

the connecting RNA sequence, separating Cpft mRNA and crRNA.

EXAMPLE S
j00132] Experiments were also performed to determine if crRINA with an extension sequence
could enhance the ability of cationic polymers to transfect Cpf1. In particular, the various length
crRINAs as used in Example 2 (crRNA with no extension, 9 nt extension, and 59 nt extension)
were complexed with Cpfl, mixed with the cationic polymer PAsp(DET), and added to GFP-
HEK cells. The NHEJ efficiency of the formulations was determined by measuring the
frequency of GFP negative cells via flow cytometry.
{00133]  Asshown in FIG, 16, the 59 base 5 -extension enhanced PAsp(DET) mediated
delivery of AsCpfl RNP to the cells by 2-fold. The unextended ctRNA (crRNA) was 8% GFP
negative, the 9 mucleotides extended crRNA (ctRNA+9) was 10% GFP negative, and the 59
nucleotides extended crRNA (crRNA+39) was 18% GFP negative. These results demonstrate

that the extension sequences can improve delivery of crRNA to cells using cationic polymers.

EXAMPLE 6

{00134]  This example demonstrates extended crRNA enhances delivery of Cpfl i vive.
{00135]  Experiments were performed to determine if extended crRNA (crRNA™) could
enhance the cationic lipid mediated delivery of Cpfl in vive. A schematic of the experiment is
provided in FIG. 3A.

j00136] The studies were performed in Ai9 mice using the previously validated spacers. Ai9
mice were given one intramuscular injection of Lipofeciamine or PAsp(DET) combined with
either: AsCpfl-crRNA complex or AsCpfl-crRNA™® complex. Two weeks after the injection,

the expression of tdTomato (red fluorescence) was imaged in 10 pm sections of the
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gastrocnemius muscle (muscle figure in FIG. 3B). A comparison of the images collected for the
unextended and extended crRINAs showed that the extended crRINA dramatically enhanced the
ability of the PAsp(DET) to deliver AsCpf1 RNP in vivo. Additionally, the RNP with the
extended crRNA (Cpfl RNP+59) complexed to PAsp{DET) induced the expression of tdTomato
millimeters away from the injection site as well as the entire gastrocnemius muscle. The high
range of tdTomato expression in the muscle is likely due to the unique polynuclear nature of the
muscle fibers. This would allow the TdTomato to be expressed over the entire length of the
muscle fiber and, thus, observable over several millimeters in length.

{00137] The ability of the 59 nucleotides extended crRNA to enhance the delivery and, by
extension, the editing efficiency of AsCpf1 RNP in vivo, bolsters Cpfl1’s value as a tool for
animal research and as a potential therapeutic for treating human disease, especially genetic

muscular dystrophies.

EXAMPLE 7

5.1: Extended crRNA Increases HDR and NHEJ Rates
{00138] To examine whether the 5" -extension could increase HDR rates in addition to NHE]
levels, the AsCpfl RNPs with crRNA containing various extensions were introduced into GFP-
HEK cells together with a single-stranded oligonucleotide donor (ssODN). NHEJ levels were
determined by measuring the population of GFP negative cells (similar to the first section), while
HDR rates were quantified using a restriction enzyme digestion assay. A 2-fold improvement in
HIDR was observed for both the 4 and 9 nucleotides extended crRNAs (17% HDR frequency for
crRNA+4 and 18% HDR frequency for crRNA+9 versus 9% for unmodified crRNA in FIG.
4A). Smaller increases in HDR were observed for the 59 base extension (13% HDR rate for
crRNA+59 in FIG, 4A4).
{00139] Interestingly, the ssODN used for HDR also dramatically increased the NHE!
efficiency of AsCpf1. The ssODN increased the percentage of GFP negative cells from: 30% to
46% for the unextended crRNA (crRNA), 55% to 95% for the 4 base extended crRNA
{crRINA+4), 58% to 93% for the 9 base extended crRNA (crRNA-+9), and 37% to 58% for the 59
base extended crRNA {crRNA+S59) (FIG. 4B) The finding that exogenously added DNA
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enhances AsCpf1 RNP-mediated editing was further validated in the BFP reporter system.
Single-stranded DNA {(ssDNA} without any homology to the human genome was electroporated
into BFP-HEK cells with AsCpfl RNP. Sirnilarly, the addition of ssDNA increased the AsCpfl
editing activity by 2-fold for both the unextended and extended crRNAs. The BFP negative
population increased from: 31% to 50% for the unextended crRNA (crBNA), 59% to 91% for the
4 nuclectides extended crRNA (ctRNA+4), and 60% 10 95% for the 9 nucleotides extended
crRNA (crRNA+9) (FIG. 4C). Additional experiments were performed to determine if the
exogenously added DNA had to have homology to the Cpfl RNP target site in order to enhance
gene editing. AsCpfl RNP was electroporated into cells along single-stranded DNA (ssDNA)
without any homology to the target sequence, and the gene editing efficiency was measured.
Similarly, the addition of ssDNA without homology also increased the AsCpf1 editing activity to
approximately 90% for both extended crRNAs (FIG. 4D). The results demonstrate that ssDNA
can augment editing with AsCpf1. Additionally, the activity enhancement with 5”-end extension
was synergistic with exogenous ssDNA and collectively the gene editing they induced was close
to a 100%. It was observed that the addition of ssDNA did not enhance Cpf1 gene editing
efficiency if lipofectamine is used as the delivery method instead of electroporation.
[00140] It is sometimes preferably to use RNA rather than DNA for gene editing as ssRNA
cannot integrate into the genome, and can be safer to use. To test for the effect of ssRNA rather
than DNA, GFP-HEK cells were electroporated with Cpfl RNP and two different ssRNAs (9t
and 100nt) and the resulting levels of gene editing were determined. Two 100nt ssRNAs with
slight sequence variation both dramatically increased the gene editing efficiency of Cpfl,
resulting in a 2-fold improvement, whereas the 9nt ssRNA induced a 10% enhancement in gene
editing efficiency (FIG. 4E).
{60141] These results demonstrate that single stranded nucleic acids can be used to augment
the Cpf'lt editing activity in cells.

5.2: Single-molecule Extended crRNA and Donor DNA.
100142] Part 2 of this example demonstrates that extended crRNA combined with donor DNA

in a single molecule can enhance HDR.
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{00143] The vast majority of genetic diseases require gene correction instead of knockout, and
there is therefore of great interest in developing Cpf! based therapeutics that can correct gene
mutations via HDR. To address the problem of generating nanoparticles that efficiently
encapsulate both donor DNA and Cpfi-crRNA, experiments were performed to determine
whether crRNA and donor DNA could be combined into a single molecule, via a reversible
disulfide bond. One challenge is that 57 terminal of crRINA is quite sensitive to chemical
modifications, as reported previously. Therefore, chemical modifications at the 5” end of the
crRNA extended self-processing sequence were tested.

j00144] crRNA was extended with four additional nucleotides at its 5 terminal and a
chemical modification (.e., S’DBCO, 5’thiol, or 5" azide) was added to the end of the
nucleotides. The activity of 4 nt extended crRINAs was tested with and without the chemical
modifications at 5™ terminus. Briefly, the 57 modified supercharged crRNA, designed to knock
down the GFP gene via indel formation, was complexed with Cpf1 and electroporated
(nucleofection) into cells. The gene editing efficiency was then determined by measuring the
number of GFP knockout cells, via flow cytometry, wherein the cells no longer expressing GFP
indicate that the cell was transfected with the Cpfl/crRNA complex.

[08145] FIG. 4F shows that none of the chemical modifications or nucleotide extensions
affected the Cpf1-crRNA activity, as all crRINA complexes showed about 40% GFP knockout,
which is similar levels to unmodified control crRNA.

{00146] Aschemistry on 57 terminal of ctRNA can be added without losing activity, the 5’
end of crRNA was activated with thiopyridine to react with a thiol terminated donor DNA (see
FEGS, 5A-8C). Reaction between the two macromolecules have slow kinetics. Therefore, a
method of using a bridge DNA that is complementary to both the crRNA and the donor DNA
was used. The bridge hybridizes and brings two macromolecules in proximity to facilitate the
reaction in order to enhance the conjugation yield between crRNA and donor DNA. The
conjugation yield was up to 40% and the product was purified via gel extraction. The conjugate
was named “Homologous DNA-crRNA” (HD-RNA). HD-RNA contains a disulfide bond, which
should be reduced in the cytoplasm. Thiol mediated cleavage of HD-RNA was determined by

incubating it in DTT for ¢ hours, and analyzing its molecular weight via gel electrophoresis. A
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comparison of the gels in FIG. 3C shows that DTT reduces HD-RNA aund regenerates Donor
DNA and crRNA.

[60147] HD-RNA complexed with Cpfl was electroporated into GFP-HEK cells and the
levels of HDR and NHEJ were compared to cells electroporated with Cpfl-crRNA and donor
DNA separately. Similar levels of NHEJ and HDR were observed from cells electroporated with
HD-RNA compared to the cells electroporated with Cpfl-crRNA and donor DNA,
demonstrating that conjugation of ctRNA with donor DNA via disulfide bond does not atfect the
functionality of either the crRNA or the donor DNA.

j00148] Experiments were performed to determine whether HD-RNA enhances the HDR
efficiency of Cpfl after transfection with cationic lipids (i.e., lipofectamine) or cationic polymers
{(i.e., PAsp{(DET)). For these experiments, HD-RINA complexed with Cpfl was transfected into
GFP-HEK cells using lipofectamine or PAsp(DET) and the levels of HDR and NHET were
compared. NHEJ was determined by measuring the frequency of GFP negative cells, and was
confirmed by performing a Surveyor assay with a PCR amplicon of the targeted region of the
BFP gene. HDR efficiency was determined by isolating cellular DNA and analyzing for the
presence of a restriction enzyme site embedded in the donor DNA. Results are presented in
FIGS. 6 and 7.

j00149] FIG. 6 and 7 demonstrate that HD-RINA enhanced both the NHEJ and HDR
efficiency of Cpfl after delivery with PAsp(DET). Specifically, HDR was detected in up to 60%
of the cells treated with HD-RNA/Cpfl complexed delivered with PAsp(DET), which is
significantly higher than the HDR rate of cells ireated with Cpfl/crRNA and donor DNA
complexed with PAsp(DET). in addition, the 60% HDR rate observed with HD-RNA/Cpt1
complexed delivered with PAsp(DET) is even higher than the HDR rate observed with
electroporation of Cpfl/crRNA complexes, and suggests that having Donor BNA in the vicinity
of a Cpfl cleavage site may assist with HDR.

[60158] These results demonstrate that extended crRNA can enhance HDR.
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EXAMPLE 9

[00151]  This example demonsirates the use of extended crRINA in a different cell type, and
the utility of the method to treat genetic disorders.

{60152] HD-RNA has numerous potential applications because of its capacity to enhance the
ability of Cpf} to generate HDR in cells after delivery with cationic lipids. Duchenne muscular
dystrophy (DMD) was tested as an inttial medical application for HD-RNA. DMD is an early
onset lethal disease, caused by mutations in the dystrophin gene; it is the most common
congenital myopathy, and approximately 30% of DMD patients have single base mutations ot
small deletions that could be potentially treated with HBR based therapeutics.

j60153]  Therefore, HD-RNA, designed to target the dystrophin gene, was tested for its ability
to correct the dysirophin mutation in myoblasts obtained from mdx mice via HDR. An HD-RNA
was designed that could cleave the dystrophin gene and which also contained a donor DNA
designed to correct the C to T mutation present in their dystrophin geve (see FIGS. 104 and
188). The HDR rate in mdx myoblasts treated with Cpf1/HD-RNA + lipofectamine was
determined and compared against mdx myoblasts treated with Cpf1-crRNA, donor DNA and
lipofectamine. It was found that Cpfl complexed to HD-RNA is more efficient at generating
HDR in mdx myoblasts than cells treated with Cptl RNP and donor DNA. For example, HD-
RNA treated cells had a 5-10% HDR rate whereas control cells, had only 2 1% HDR rate.
{00154]  In another experiment, primary myoblasts isolated from the Ai9 mouse, which is a
transgenic mouse strain containing stop codons in all 3 reading frames coupled to a triple
poly{A) signal upstream of a tdTomato reporter, were electroporated with AsCpf1 RNP
complexed with crRNAs with and without 57 extensions. The Ai® mouse is a transgenic mouse
strain, which contains a tdTomato reporter gene that has stop codons in all 3 reading frames
coupled to a triple poly{A) signal. The AsCpfl spacers were designed to introduce multiple
breaks into the DNA that would result in the removal of the stop sequence through genomic
deletion. Successful genetic editing is indicated by the expression of tdTomato {a red fluorescent
protein, RFP), which can be visualized through fluorescence microscopy and quantified using
flow cytometry. The extended crRNAs increased gene editing by 40-50% over the unextended

crRINA. Myoblasts treated with unextended ctRNA were 12% RFP positive; myobiasts treated
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with 2 nucleotide-extended crRMNA were 15% RFP positive; myoblasts treated with 9 nucleotide-
extended crRINA were 18% RFP positive, and myoblasts treated with 59 nuclectide-extended
crRNA were 16% RFP positive (FIG. 18C). Additionally, the efficiency of gene editing was
tested using the crRNA with ssDNA ssRNA (100 nt) with no sequence homology to target DNA
primary myoblasts. Both ssDNA and ssRNA enhanced the gene editing efficiency (FIG. 16D).
[001585]  Overall, the deletion of target sequence in primary myoblasts suggests that the
enhanced gene editing of the extended crRNAs s broadly applicable across genetic targets and
cell types. These results demonstrate that HD-RINA can be used as a therapeutic for genetic

diseases.

EXAMPLE 10
{60136] The following example demoustrates that enhancing gene editing effects of the 57
crRNA extensions are broadly applicable across genetic targets and cell types. These crRNAs
were tested to see if they could enhance the ability of the Cpf1 RNP to edit an endogenous gene,
using Serpinal, as a testbed,
[00157] Cpfl with either crRNA or crRNA™ | targeting the Serpinal gene, were transfected
into HepG2 cells were transfected using electroporation. Serpinal was selected for further
investigation because mutations in the Serpinal gene cause alphal-anti-trypsin deficiency, which
makes it a target for therapeutic gene editing. Droplet digital PCR was conducted on genomic
DNA from the HepG2 cells to quantify NHEJ efficiency.
[00158] Cpfl RNP with crRNA™ had an enhanced NHEJ efficiency in comparison to wild
type crRNA, as shown in FIG. 10E. These resulis further indicate that the gene editing effects

of 57 crRINA extensions are broadly applicable across genetic targets.

[00159]  All references, including publications, patent applications, and patents, cited herein
are hereby incorporated by reference to the same extent as if each reference were individually
and specifically indicated to be incorporated by reference and were set forth in its entirety herein.
{60166] The use of the terms “a” and “an” and “the” and “at least one” and similar referents in

the context of describing the invention {(especially in the context of the following claims) are to
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be coustrued to cover both the singular and the plural, unless otherwise indicated herein or
clearly contradicted by context. The use of the term “at least one” followed by a list of one or
more items (for exarple, “at least one of A and B”) 1s to be construed to mean one itern selected
from the listed items (A or B} or any combination of two or more of the listed items (A and B),
unless otherwise indicated herein or clearly contradicted by context. The terms “comprising,”
“having,” “including,” and “containing” are to be construed as open-ended terms (i.e., meaning
“including, but not limited to,”) unless otherwise noted. Recitation of ranges of values herein are
merely intended to serve as a shorthand method of referring individually to each separate value
falling within the range, unless otherwise indicated herein, and each separate value is
incorporated into the specification as if it were individually recited herein. All methods
described herein can be performed in any suitable order unless otherwise indicated herein or
otherwise clearly contradicted by context. The use of any and all examples, or exemplary
language (e.g., “such as”") provided herein, is intended merely to better illuminate the invention
and does not pose a limitation on the scope of the invention unless otherwise claimed. No
language in the specification should be construed as indicating any non-claimed element as
essential to the practice of the invention.

j00161] Preferred embodiments of this invention are described herein, including the best
mode known to the inventors for carrying out the invention. Variations of those preferred
embodiments may become apparent to those of ordinary skill in the art upon reading the
foregoing description. The inventors expect skilled artisans to employ such variations as
appropriate, and the inventors intend for the invention to be practiced otherwise than as
specifically described herein. Accordingly, this invention includes all modifications and
equivalents of the subject matter recited in the claims appended hereto as permitted by applicable
law. Moreover, any combination of the above-described clements in all possible variations
thereof is encompassed by the invention unless otherwise indicated herein or otherwise clearly

contradicted by context.
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CLAIM(S):

1. A nucleic acid comprising a Cpfl orRNA, an extension sequence 57 of the
crRNA, and, optionally, a processing sequence between the crRNA and the extension sequence,

wherein the processing sequence is a sequence that 18 self-cleaved by Cpfl.

2. The nucleic acid of claim 1, wherein the nucleic acid comprises a processing
sequence, and the processing sequence comprises a fragment of a direct repeat sequence of a
Cptl array, wherein the direct repeat sequence comprises a crRNA sequence portion and a
processing portion positioned 57 of the crRNA sequence portion, and the fragment comprises

feast 5 contiguous nuclectides of the processing portion of the direct repeat sequence.

-~

3. The nucleic acid of claim 2, wherein the processing sequence comprises a

fragment of at least 10 nucleotides of the processing portion of the direct repeat sequence.

4 The nucleic acid of clairn 2, wherein the processing sequence comprises the entire

processing portion of the direct repeat sequence.

5. The nucleic acid of any of claims 1-4, wherein the extension sequence does not

comprise the processing sequence or the sequence of the crRNA.

6. The nucleic acid of any of claims 1-5, wherein the extension sequence comprises

at least 2 nucleoctides.

7. The nucleic acid of any of clairos 1-6, whetein the extension sequence comprises

10 to 100 nucleotides.

8. The nucleic acid of any of claims 1-7, wherein the nucleic acid contains only a

single Cpfl crRINA sequence.

0, The nucleic acid of any of claims 1-§, further comprising a second processing
sequence 57 of the extension sequence, and a second extension sequence 5” of the second

processing sequence.
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10. The nucleic acid of any of clairas 1-9, further comprising a donor nucleic acid
hybridized or covalently linked thereto.
11 The nucleic acid of claim 10, wherein the donor nucleic acid is covalently linked

S7 of the processing sequence, or 57 of the extension sequence.

i2. The nucleic acid of claim 11, wherein the donor nucleic acid is linked to the

processing sequence or extension sequence by a linker group.

13. The nucleic acid of claim 10, wherein the donor nucleic acid is hybridized to the

extension sequence and/or processing sequence.

14. The nucleic acid of any of claims 1-13 further comprising a targeting nucleic acid

37 of the Cpfl crRNA.

15. The nucleic acid of any of claims 1-14, wherein the extension sequence comprises

fewer than about 60 nucleotides.

16 The nucleic acid of claim 15, wherein the extension sequence comprises fewer

than about 20 nucleotides.

17 The nucleic acid of claim 15, wherein the extension sequence comprises about 2-

20 nucleotides.

18. The nucleic acid of any of claims 1-17, wherein the nucleic acid does not

COMPprise a processing sequence.

19. The nucleic acid of claim 18, wherein the nucleic acid further comprises a donor

nucleic acid is covalently linked 5° of the the extension sequence.

20. The nmucleic acid of claim 19, wherein the donor nucleic acid is linked by a linker

Sroup.
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21 The nucleic acid of claim 18, wherein the nucleic acid further comprises a donor

nucleic acid hybridized to the extension sequence.

22. The nucleic acid of any of claims 18-21 further comprising a targeting nucleic

acid 37 of the Cptl crRNA.

23 The nucleic acid of any of claims 1-22, wherein the extension sequence comprises

a self-hybridizing sequence.

24, The nucleic acid of any of claims 1-23, wherein the extenstion sequence comprises
a semi-stable hairpin structure, a stable hairpin structure, a pseudoknot structure, a G-quadraplex
structure, a bulge loop structure, an internal foop structure, a branch loop structure, or a

combination thereof.

25. The nucleic acid of claim 24, wherein the extension sequence comprises a

repeating trinucleotide motif.

26. The nucleic acid of any of claims 25, wherein the repeating trinucleotide motif is

CAA, UUG, AAG, CUU, CCU, CCA, UAA, or a combination thereof.

27. The nucleic acid of any of claims 25, wherein the repeating trinuclectide motif is

CAU, CUA, UUA, AUG, UAG, or a combination thereof.

28. The nucleic acid of any of claims 25, wherein the repeating trinuclectide motif is

CGA, CGU, CGG, CAG, CUG, CCG, or a combination thereof.

29. The nucleic acid of any of claims 25, wherein the repeating trinucieotide rotif is

a CNG motif, or combination of CNG motifs, optionally with CGA or CGU.

30. The nucleic acid of any of claims 25, wherein the repeating trinucleotide motif is

AGG, UGG, or combination thereof.
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31 The nucleic acid of any of claims 1-25, wherein the extension sequence comprises

a combination of the repeating trinuclectide motifs of any of claims 26-30.

32 The nucleic acid of any of claims 1-31, wherein the extension sequence or portion

thereof is resistant to nuclease degradation.

33 The nucleic acid of any of claims 1-32, wherein the extension sequence comprises

one or more modified internucleotide bonds.

34. The nucleic acid of claim 33, wherein a region of 4 or more contiguous
nucleotides of the extension sequence, or the entire extension sequence, has modified

internuclieotide bonds.

35 The nucleic acid of claim 33 or 34, wherein the modified internucleotide bonds
comprise phosphorothioate, phosphorodithioate, methylphosphonate, phosphoramidate, 27-O-
methyl, 27-O-methoxyethyl, 2°-fluoro, bridged nucleic acid (BNA), or phosphotriester modified

bonds, or a combination thereof.

36. The nucleic acid of any of claims 1-35, wherein the extenston sequence comprises

one or more xeno nucleic acids (XNA).

37.  The nucleic acid of any of claims 1-36, wherein the nucleic acid further comprises
a biotin and/or avidin or streptavidin molecule attached to the §° terminus of the extension

sequence.

38. The nucleic acid of claim 37, wherein the nucleic acid further comprises a biotin
molecule attached to the 57 terminus of the extension sequence, an avidin or streptavidin
molecule conjugated to the biotin molecule, and, optionally, a targeting construct comprising a

biotin molecule conjugated to the avidin or streptavidin.

39. The nucleic acid of claim 38, wherein the targeting construct is a peptide

comprising a biotin molecule attached thereto.
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40. A composition comprising the nucleic acid of any of clairns 1-39 and a carrier,

and optionally further comprising a Cpfl protein.

41. The composition of claim 40, wherein the composition is substantially free of a

divalent metal ion that promotes Cpfl cleavage.

42 The composition of claim 40 or 41, wherein the composition comprises cationic
lipids.

43 The composition of any of claims 40-42, wherein the nucleic acid is in a
liposome.

44, The composition of any of claims 40-42, wherein the nucleic acid is partially or

totally encapsulated by a polymer nanoparticle, or attached to a metal or polymer nanoparticle.

45, A method of genetically modifying a eukaryotic target cell, comprising contacting
the eukaryotic target cell with the nucleic acid of any one of claims 1-39 or composition of any

of claims 40-44 to genetically modify a target nucleic acid.

46. The method of claim 45, wherein the Cpfl ¢crRNA comprises a targeting sequence

that hybridizes with a target sequence in the target cell.

47. The method of clainy 45 or 46, wherein the target cell is a mammalian cell,

optionally a human cell.

48.  The method of any of claims 45-47, wherein the nucleic acid construct is cleaved
upon entry into the cel, thereby releasing the Cpf1 crRNA from the other parts of the nucleic

acid construct.



