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ABSTRACT

The present invention relates to pseudotyped retrovirus-like particles or retroviral vectors
comprising both engineered envelope glycoproteins derived from a virus of the
Paramyxoviridae family fused to a cell targeting domain and fused to a functional domain.

The present invention also relates to the use of said pseudotyped retrovirus-like particles
or retroviral vectors to selectively modulate the activity of specific subsets of cells, in particular
of specific immune cells. These pseudotyped retrovirus-like particles or retroviral vectors are

particularly useful for gene therapy, immune therapy and/or vaccination.
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METHODS FOR SELECTIVELY MODULATING THE ACTIVITY OF DISTINCT
SUBTYPES OF CELLS

Field of the invention

The present invention relates to methods for selectively modulating the activity of
distinct subtypes of cells.

This is a divisional application of Australian Patent Application No. 2023258359,
which is a divisional of Australian Patent Application No. 2020203813, which is a
divisional of Australian Patent Application No. 2017253364, the entire content of which is

incorporated herein by reference.

Background
Cells of the immune system are involved in many types of pathologies. Enhancing or

reducing their activity is therefore in focus of many therapeutic strategies. Many types of
immune cells with very distinct functions can be distinguished by the expression of certain
cell surface proteins. There is so far no technology available that allows the selective
activation or deactivation of only a distinct cell subtype, especially in vivo.

The use of cytokines to induce or promote the generation of a desirable immune
response is an attractive approach in immune therapy against cancer. Cytokines are
typically used as unspecific auxiliary substances to support other immune therapies or are
administered additionally to chemotherapy. But up to now, the cytokine-based treatments
are rarely used because of unsolved systemic toxicity. Besides, cytokines are usually
applied systemically, thereby hitting all cell types expressing the relevant cytokine
receptor. A fine tuned modulation at the disease relevant site is therefore not possible.

To overcome this drawback, cytokines may be fused to an anti-tumor antibody or
connected to micro- or nano-particles with an anti-tumor antibody, thereby targeting the
cytokines to the tumor and reducing the systemic side effects. However, these fusion
proteins or cytokine-antibody loaded particles are less stable and cleared fast in vivo,
leading to a relative low cytokine concentration at the disease sites. In addition, the
release of the cytokines by cytokine-antibody loaded particles is dependent on pH.
Moreover, cytokines (such as IL-2) delivered to the tumor by these previous approaches
non-selectively stimulate various types of different immune cells in the complicated tumor
microenvironment, including both immune effective and suppressive cells, thus limiting

their applications for cancer treatment.
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With respect to gene therapy, important target cells such as resting human T cells,
B cells and HSCs (hematopoietic stem cells) are refractory to transduction with lentiviral
vectors. The transduction mediated by conventional VSV-LV occurs only when T cells
have been activated. In the gene therapy trials performed to date, T cells have been

activated via cognate antigen receptors, which usually induce phenotypic and functional
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changes in T cells and eventually lead to a reduced T cell persistence and anti-tumor
effect in vivo.

To promote gene transfer in resting T cells, several chimeric lentiviral vectors have
been generated. For example, Verhoeyen et al. (Blood, 2003, vol.101, n°6) disclose HIV-
derived vectors pseudotyped with two types of envelope glycoproteins: a chimeric MLV
(Murine Leukemia Virus) envelope glycoprotein (gp) N-terminally fused to IL-7 and VSV-G
(Vesicular Stomatitis Virus glycoprotein). These IL-7 vector particles can efficiently
transduce resting T cells and induce T cell activation, but equally transduce CD4+ and
CD8+ T cells. Thus, they cannot discriminate between the different T cells subsets.
Moreover, the fact that a non-targeted envelope gp, such as VSV-G gp, is needed will
possibly allow transduction of unwanted hematopoietic or endothelial cells. One exception
is measles virus (MeV) glycoprotein pseudotyped lentiviral vectors (MV-LV). MV-LV can
mediate the transduction of resting T lymphocytes without changing the G0/G1a cell cycle
status. Zhou et al. (J Immunol, 2015, vol. 195, n°5) also disclose that CD4-targeted LV
can transduce freshly isolated resting T cells, but with very low efficiency (less than 10%)
at high particle dose.

Finally, current strategies for generating less differentiated tumor specific T cells for
adoptive T cell therapy rely on optimizing the T cell stimulation and cultivation protocol.
For example, to produce more Tscwm cells (Stem memory T cells) or Tow cells (Central
memory T cells), combinations of IL-15 and IL-7 or IL-21 and IL-7 are used for T cell
stimulation and expansion. This cultivation system is very expensive since routine
cytokine re-supplement (every two days) is required. Afterwards, several cell sorting
steps are usually implemented to obtain the desirable cell types.

There is therefore still a need to provide methods for selectively and efficiently
modulating the activity of distinct subtypes of immune cells.

Description of the invention

The Inventors have surprisingly found that it is possible to selectively modulate the
activity of distinct subtypes of immune cells by using pseudotyped retrovirus-like particles
or retroviral vectors (for example lentivirus-like particles (VLP) or lentiviral vectors (LV))
carrying both a cell-specific targeting domain (for example specific for CD4+ T cells or for
CD8+ T cells) and a functional domain, for example a cytokine, that are each fused to a
glycoprotein of a virus of the Paramyxoviridae family. Said retroviral vectors also
specifically and efficiently deliver a packaged gene into the targeted cells.

As a matter of fact, it was unexpectedly found that combining a functional domain
with a cell-specific targeting domain on pseudotyped retrovirus-like particles or retroviral
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vectors greatly improved the selective activity modulation of the targeted subtypes of
immune cells by comparison to the corresponding particles or vectors comprising only the
cell-specific targeting domain.

For example, the Inventors have shown that stimulatory cytokine-displaying T cell
targeted particles selectively activate the targeted T cell subsets in cultures of the mixed
cell types and in vivo in a human blood system mouse model and also deliver the
packaged gene into the targeted T cell subtype, without any need for stimulatory culture
conditions. IL-7 (Interleukin-7)-displaying CD4-targeted particles based on MeV (measles
virus) glycoproteins (4"/IL7"-VLP) indeed specifically activate and promote the survival of
cultivated primary CD4+ cells, whereas IL7-displaying CD8-targeted particles based on
NiV (Nipah virus) glycoproteins (8%/IL7%-VLP) selectively activate and promote the
survival of CD8+ T cells. Besides, 4"/IL7"-LV efficiently and specifically delivers GFP
transgenes into CD4+ T cells in the cell mixture, in a dose-dependent manner. Compared
to the parental CD4-targeted LV (not co-displaying IL-7), 4/IL7"-LV is more efficient in
delivering the therapeutic ErbB2CAR transgene selectively into resting CD4+ T cells.
Similar exclusive gene transfer and stimulation of CD8+ T cells has also been observed
with the CD8/IL-7 co-displaying NiV glycoprotein pseudotyped lentiviral vectors (8°/IL7°-
LV). Indeed, 8G/IL7G-LV is more efficient in selective CD8+ T cell activation and targeted
gene delivery than 8°-LV (see examples).

The retrovirus-like particle and retroviral vector according to the invention present
many advantages, such as:

- providing a high local concentration of cytokines at the cell target sites,
thereby improving the efficiency and preventing severe side-effects of
cytokine therapy,

- providing a more stable and constant stimulation of the target cells compared
to soluble cytokines, thereby improving the efficiency of cytokine therapy,

- providing a very flexible system allowing to combine different types of
cytokines and different types of targeting domains on a single particle or
retroviral vector,

- allowing coupling of cell stimulation with cell-specific gene transfer in vitro or
in vivo, which results in a more efficient transduction of the specific resting T
cell subsets,

- allowing coupling of a T cell phenotype induction with gene transfer in vitro or
in vivo, due to the interaction with the displayed cytokines on the particle or
vector surface, the differentiation of the transduced cells being controlled,
and more generally:
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- allowing delivery of biological material and/or therapeutic drug(s), including
but not limited to gene, mRNA, shRNA, microRNA, peptide, protein, protein
fragment and theirs combinations to specific cells or subset of cells, in vitro or
in vivo,

- allowing an easier cell manufacturing process (for example T cell or
hematopoietic cell manufacturing process) for adoptive therapy,

- preventing problems of resistance in vivo when using retrovirus-like particle or
retroviral vector pseudotyped with glycoproteins from Nipah virus, thanks to
low pre-existing antibodies in human beings.

The present invention thus relates to a pseudotyped retrovirus-like particle or

retroviral vector comprising:

a)

at least one cell targeting fusion protein comprising (i) a protein derived from an
envelope glycoprotein G or H of a virus of the Paramyxoviridae family, said
protein preferably lacking at least one part of the cytoplasmic region of said
envelope glycoprotein G or H and being preferably at least partially unable to
bind at least one natural receptor of said envelope glycoprotein G or H, or a
transmembrane domain and (i) at least one cell targeting domain,

at least one modulating fusion protein comprising (i) a protein derived from an
envelope glycoprotein G or H of a virus of the Paramyxoviridae family, said
protein preferably lacking at least one part of the cytoplasmic region of said
envelope glycoprotein G or H and being preferably at least partially unable to
bind at least one natural receptor of said envelope glycoprotein G or H, or a
transmembrane domain and (ii) at least one functional domain, and

at least one glycoprotein derived from an envelope glycoprotein F of a virus of
the Paramyxoviridae family and preferably lacking at least one part of the
cytoplasmic region of said envelope glycoprotein F,

wherein said cell targeting fusion protein and/or said modulating fusion protein
comprises a protein derived from an envelope glycoprotein G or H of a virus of
the Paramyxoviridae family.

Said virus of the Paramyxoviridae family may be a virus of the Morbillivirus genus,

for example selected in the group consisting of measles virus (MeV), canine distemper
virus, Cetacean morbillivirus, Peste-des-petits-ruminants virus, Phocine distemper virus,
and Rinderpest virus, or a virus of the Henipavirus genus, for example selected in the
group consisting of Nipah virus (NiV), Cedar virus and Hendra virus.

The protein of a) and/or b) preferably comprises at least two mutations by

comparison to the sequence of said envelope glycoprotein G or H, said at least two
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mutations resulting in the at least partially inability to bind at least one natural receptor of
said envelope glycoprotein G or H.

Said cell targeting domain may be selected in the group consisting of a DARPIn, a
scFv, targeting peptide and their combinations and/or said functional domain may be
selected in the group consisting of a cytokine, growth factor, hormone, neurotransmitter,
apoptosis ligand and their combinations.

The target cells may be selected in the group consisting of cells of the hematopoietic
system (including T cells, B cells, monocytes, Th1 cells, Th2 cells, Treg cells, mast cells,
dendritic cells (DCs), natural killer (NK) cells, natural killer T (NKT) cells, macrophages,
hematopoietic stem cells, progenitor T and/or B cells, erythroblasts, platelets and/or
neutrophils), stroma cells, endothelial cells, liver cells, muscle cells, cells of the nervous
system, diseased cells and their combinations.

The present invention also relates to the use of a pseudotyped retrovirus-like
particle or retroviral vector as defined above, to selectively modulate the activity of target
cells and/or selectively transduce target cells, the target cells being for example as
defined above.

The present invention also relates to a method for selectively modulating the activity
of target cells and/or selectively transducing target cells, wherein said method comprises
contacting a pseudotyped retrovirus-like particle or retroviral vector as defined above with
cells comprising said target cells, the target cells being for example as defined above.

The present invention also relates to a pseudotyped retrovirus-like particle or
retroviral vector as defined above for use as a medicament, preferably in immune therapy
gene therapy and/or vaccination, for example in the prevention and/or treatment of an
immune disease (for example an auto-immune disease), cancer, genetic disease, allergic
disease, inflammatory disease, infectious disease, metabolic disease, neurological
disease (for example, neural dystrophy, Parkinson disease, Huntington disease,
Alzheimer disease), muscular disease and their combinations.

The present invention also relates to a nucleic acid comprising a sequence encoding
a cell targeting fusion protein and/or a sequence encoding a modulating fusion protein,
wherein:

- said cell targeting fusion protein comprises a protein derived from an envelope
glycoprotein G or H of a virus of the Paramyxoviridae family or a
transmembrane domain and (ii) at least one cell targeting domain, and

- said modulating fusion protein comprises (i) a protein derived from an envelope
glycoprotein G or H of a virus of the Paramyxoviridae family or a

transmembrane domain and (ii) at least one functional domain.
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The present invention also relates to a vector comprising a nucleic acid as defined
above.

The present invention also relates to a method for producing a pseudotyped
retrovirus-like particle or retroviral vector as defined above, wherein said method
comprises co-transfecting a packaging cell line with:

(i) at least one nucleic acid encoding a cell targeting fusion protein, said cell
targeting fusion protein comprising (i) a protein derived from an envelope
glycoprotein G or H of a virus of the Paramyxoviridae family or a
transmembrane domain and (ii) at least one cell targeting domain,

(i) at least one nucleic acid encoding a modulating fusion protein, said modulating
fusion protein comprising (i) a protein derived from an envelope glycoprotein G
or H of a virus of the Paramyxoviridae family or a transmembrane domain and
(i) at least one functional domain,

(iii) at least one nucleic acid encoding a glycoprotein derived from an envelope
glycoprotein F of a virus of the Paramyxoviridae family,

(iv) at least one vector comprising a nucleic acid encoding core proteins from said
retrovirus and

(v) optionally, at least one vector comprising a packaging competent retroviral
derived genome,
wherein said cell targeting fusion protein and/or said modulating fusion protein
comprises a protein derived from an envelope glycoprotein G or H of a virus of
the Paramyxoviridae family.

Pseudotyped retrovirus-like particle or retroviral vector

A “retrovirus-like particle” as used herein refers to a particle comprising retroviral
proteins Gag, Pol and Env (envelope), but not comprising any retrovirus derived genetic
information.

The Gag, Pol and Env proteins are derived from the retrovirus and are provided in
trans by means of a packaging cell line.

As used herein, a ‘“retroviral vector” comprises the Gag, Pol and Env (Envelope)
proteins and a RNA molecule. Said RNA molecule does not contain any gag, env or pol
gene, but comprises the psi element and LTRs which are required for an effective
packaging of the RNA molecule into the resulting particles. Said RNA molecule may
further comprise a gene of interest that is under the control of a suitable promoter and is
thus expressed upon integration of said gene into the genome of the host or target cell.
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A retrovirus-like particle or retroviral vector is a virus-like particle or viral vector,
respectively, whose core proteins, i.e. the proteins encoded by the Gag and Pol genes,
are derived from a retrovirus.

By the term “retrovirus”, it is herein meant a virus whose genome consists of a RNA
molecule and that comprises a reverse-transcriptase.

A retrovirus is a member of the Retroviridae family. The retrovirus may be an
Oncovirus, Lentivirus or Spumavirus.

The oncovirus may be an alpharetrovirus, a betaretrovirus, a deltaretrovirus, an
epsilonretrovirus or a gammaretrovirus.

When the retrovirus is an oncovirus, said retrovirus may be MLV (Murine leukemia
virus), ASV (Avian sarcoma virus), Feline leukemia virus, Bovine leukemia virus, RSV
(Rous sarcoma virus), MPMV (Mason-Pfizer monkey virus), HTLV | (Human T-cell
leukemia virus-I) or HTLV Il (Human T-cell leukemia virus-I1).

When the retrovirus is a lentivirus, said retrovirus may be HIV (Human
Immunodeficiency Virus), preferably HIV-1 or HIV-2, SIV (Simian Immunodeficiency
Virus), EIAV (Equine Infectious Anemia Virus), FIV (Feline Immunodeficiency Virus) or
CAEV (Caprine Arthritis Encephalitis Virus).

When the retrovirus is a spumavirus, said retrovirus may be HFV (Human Foamy
Virus).

For example, the retroviral vector may be a lentiviral vector, an alpha retroviral
vector, a murine retroviral vector or a FIV vector.

Genomes of such retroviruses are readily available in gene databases.

In a preferred embodiment, said retrovirus is a lentivirus, more preferably HIV, such
as HIV-1 or HIV-2.

The present invention thus preferably relates to a lentivirus like particle (LVP) or a
lentiviral vector (LV), preferably a HIV-derived LVP or LV.

The term “pseudotyped” in the expression “pseudotyped retrovirus-like particle or
retroviral vector” herein means that the retrovirus-like particle or retroviral vector bears
envelope glycoproteins that are derived from at least another virus than said retrovirus
and/or that are engineered envelope glycoproteins, for example chimeric and/or mutated
envelope glycoproteins.

The retrovirus-like particle or retroviral vector according to the invention is for
example pseudotyped with engineered glycoproteins derived from a virus of the
Paramyxoviridae family, preferably from a virus of the Morbillivirus genus or of the
Henipavirus genus glycoproteins, as detailed below.
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Envelope glycoproteins of the Paramyxoviridae family

The modified envelope glycoproteins used for pseudotyping the retrovirus-like
particle or retroviral vector according to the invention are derived from envelope
glycoproteins of a virus of the Paramyxoviridae family.

The virus of the Paramyxoviridae family is preferably a virus of the Morbillivirus
genus or of the Henipavirus genus.

The viruses of the Morbillivirus genus and of the Henipavirus genus use two types of
glycoproteins to enter into a target cell: an attachment protein (called glycoprotein G in a
virus of the Henipavirus genus or glycoprotein H in a virus of the Morbillivirus genus) and
a glycoprotein F (also called fusion protein or protein F). The protein F mediates the fusion
of viral membranes with the cellular membranes of the host cell. The glycoprotein G/H
recognizes the receptor on the target membrane and supports the F protein in its
membrane fusion function. Both glycoprotein G/H and glycoprotein F are used in a
modified form for pseudotyping the retrovirus-like particle or retroviral vector according to
the invention.

A virus of the Morbillivirus genus is for example selected in the group consisting of
measles virus, Canine distemper virus, Cetacean morbillivirus, Peste-des-petits-ruminants
virus, Phocine distemper virus and Rinderpest virus.

A preferred virus of the Morbillivirus genus is a measles virus (MeV).

A virus of the Henipavirus genus is for example selected in the group consisting of
Nipah virus, Cedar virus and Hendra virus.

A preferred virus of the Henipavirus genus is a Nipah virus (NiV).

In a preferred embodiment, the modified enveloped glycoproteins are derived from
the envelope glycoprotein H and the glycoprotein F of a measles virus or from the
envelope glycoprotein G and the glycoprotein F of a Nipah virus.

An example of sequence of Nipah virus envelope glycoprotein G is sequence
SEQ ID NO: 9.

An example of sequence of Nipah virus envelope glycoprotein F is sequence
SEQ ID NO: 11.

An example of sequence of measles virus envelope glycoprotein H (called
glycoprotein H) is sequence SEQ ID NO: 10.

An example of sequence of measles virus envelope glycoprotein F is sequence
SEQ ID NO: 12.
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Protein derived from an envelope glycoprotein G/H

The pseudotyped retrovirus-like particle or retroviral vector according to the
invention comprises at least one cell targeting fusion protein and at least one modulating
fusion protein. The cell targeting fusion protein and/or the modulating fusion protein
comprise a first protein derived from an envelope glycoprotein G or H of a virus of the
Paramyxoviridae family.

The envelope glycoprotein G or H is as defined above in the section “Envelope
glycoproteins of the Paramyxoviridae family”.

The virus of the Paramyxoviridae family is as defined above in the section
“Pseudotyped retrovirus-like particle or retroviral vector”.

By the expression “protein derived from an envelope glycoprotein G or H”, it is
herein meant that the protein comprises at least one modification by comparison to the
sequence of the envelope glycoprotein G or H.

A preferred envelope glycoprotein G is a Nipah virus envelope glycoprotein G, also
referred to as NiV envelope glycoprotein G, NiV G glycoprotein, or NiV-G.

A preferred envelope glycoprotein H is a measles virus envelope glycoprotein H,
also referred to as MeV glycoprotein H, MeV hemagglutinin, or MV-H.

The envelope glycoprotein G or H is a wild-type or vaccine strain virus envelope
glycoprotein or a variant thereof, provided that said variant retains the capacity of said
wild-type or vaccine strain glycoprotein of recognizing the receptor on the target

membrane and to support the F protein in its membrane fusion function.

A reference sequence for a NiV envelope glycoprotein G is sequence SEQ ID NO: 9.

The NiV envelope glycoprotein G may be of a sequence at least at least 80%, 85%,
90%, 95%, 96%, 97%, 98% or 99% identical to SEQ ID NO: 9. For example, the NiV
envelope glycoprotein may be of sequence SEQ ID NO: 9.

A reference sequence for MeV hemagglutinin is sequence SEQ ID NO: 10.

The MeV hemagglutinin may be of a sequence at least at least 80%, 85%, 90%,
95%, 96%, 97%, 98% or 99% identical to SEQ ID NO: 10. For example, the MeV
hemagglutinin may be of sequence SEQ ID NO: 10.

In a preferred embodiment, the protein derived from the envelope glycoprotein G
lacks at least one part of the cytoplasmic region of said envelope glycoprotein G.
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The protein lacking at least one part of the cytoplasmic region of said envelope
glycoprotein G is also referred to as a protein truncated in its cytoplasmic region.

The expressions “protein lacking x amino acids of the cytoplasmic region”, “protein
truncated by x amino acids in its cytoplasmic region” and “protein Acx” are herein
synonymous and may be used interchangeably.

Using an envelope glycoprotein G truncated in its cytoplasmic region greatly
improves its incorporation into retrovirus-like particles and retroviral vectors, thereby
allowing generating pseudotyped retrovirus-like particles or retroviral vectors with higher
titers and production yield.

The cytoplasmic region of the envelope glycoprotein G is located at the N-terminus.

Thus, when ascertaining the location of the truncated part of a glycoprotein Acx by
reference to the non-truncated glycoprotein G, one begins counting at the second amino
acid residue of the N-terminal end of the envelope glycoprotein G, i.e. omitting the first
methinonine residue.

As an example, a protein that lacks X amino acids in the cytoplasmic region of the
glycoprotein G of sequence SEQ ID NO: Z differs from said glycoprotein G in that it lacks
amino acids 2 to 1+X of sequence SEQ ID NO: Z.

The localisation of the cytoplasmic region in the envelope glycoprotein G sequence
can be easily determined by the skilled person.
The cytoplasmic region of the MeV H glycoprotein for example consists of the amino
acids 1 to 34 of sequence SEQ ID NO: 10.
The cytoplasmic region of the NiV G glycoprotein for example consists of the amino
acids 1 to 45 of sequence SEQ ID NO: 9.

For example, the protein derived from the envelope glycoprotein G or H may lack at
least 10 amino acids, at least 15 amino acids, at least 18 amino acids, at least 20 amino
acids in the cytoplasmic region.

For example, the protein derived from the measles virus envelope glycoprotein H
may lack at least 10 amino acids, at least 15 amino acids, at least 18 amino acids, at least
20 amino acids, at least 24 amino acids in the cytoplasmic region. In a preferred
embodiment, the protein derived from the measles virus envelope glycoprotein H lacks 15,
18, 20 or 24 amino acids.

For example, the protein derived from the Nipah virus envelope glycoprotein G may
lack at least 10 amino acids, at least 15 amino acids, at least 18 amino acids, at least 20
amino acids, at least 25 amino acids or at least 30 amino acids in the cytoplasmic region.
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In a preferred embodiment, the protein derived from the Nipah virus envelope glycoprotein
G lacks 34 amino acids.

In a preferred embodiment, the protein derived from the envelope glycoprotein G
or H is at least partially unable to bind at least one natural receptor of said envelope
glycoprotein G or H.

The at least partially inability to bind at least one natural receptor of said envelope
glycoprotein G or H may be obtained by at least one mutation introduced in the sequence
of said envelope glycoprotein G or H .

For example, the protein derived from the envelope glycoprotein G or H may
comprise at least one point mutation, preferably at least two point mutations, by
comparison to the sequence of said envelope glycoprotein.

The point mutation may be an amino acid deletion, addition or substitution.

In a preferred embodiment, the point mutation is a substitution.

In a preferred embodiment, the protein derived from the envelope glycoprotein G or
H is unable to bind, ie completely unable to bind, at least one natural receptor of said
envelope glycoprotein G or H.

The inability of the protein derived from the envelope glycoprotein G or H to bind to
its natural receptor greatly increases cell targeting efficiency.

Assessing the ability to bind to at least one natural receptor of an envelope
glycoprotein G may be assessed by any method well known by the skilled person.

The natural NiV receptors are Ephrin-B2 and -B3 NiV receptors.

The protein derived from the NiV envelope glycoprotein G is thus preferably at least
partially unable to bind Ephrin-B2 receptor and/or Ephrin-B3 NiV receptor, preferably both
Ephrin-B2 receptor and Ephrin-B3 NiV receptor.

For example, the envelope glycoprotein NiV-G may comprise at least two or at least
three point mutations by comparison to sequence SEQ ID NO: 9, wherein said point
mutations are selected in the group consisting of E501A, W504A, Q530A and E533A.

In a preferred embodiment, the glycoprotein NiV-G comprises or consists of the
point mutations E501A, W504A, Q530A and E533A, thus leading to the inability to bind
Ephrin-B2 receptor and Ephrin-B3 NiV receptor.

The natural MeV receptors are SLAM, nectin-4 and CD46.

The protein derived from the MeV envelope glycoprotein H is thus preferably at least
partially unable to bind SLAM, nectin-4 and/or CD46, preferably at least both SLAM and
CD46.
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For example, the envelope glycoprotein MV-H may comprise at least two or at least
three point mutations by comparison to sequence SEQ ID NO: 10, wherein said point
mutations are selected in the group consisting of Y481A, R533A, S548L and F549S.

In one preferred embodiment, the envelope glycoprotein MV-H comprises or
consists of the point mutations Y481A, R533A, S548L and F549S, thus leading to the
inability to bind SLAM and CD46.

Thus, the protein derived from the envelope glycoprotein G or H preferably lacks at
least one part of the cytoplasmic region of said envelope glycoprotein G or H and/or is at
least partially unable to bind at least one natural receptor of said envelope glycoprotein G
or H.

In a more preferred embodiment, the protein derived from the envelope glycoprotein
G or H both lacks at least one part of the cytoplasmic region of said envelope glycoprotein
G or H and is at least partially unable to bind at least one natural receptor of said
envelope glycoprotein G or H.

By “a sequence at least x% identical to a reference sequence”, it is herein intended
that the sequence is identical to the reference sequence or differ from the reference
sequence by up to 100-x amino acid alterations per each 100 amino acids of the
reference sequence.

The alignment and the determination of the percentage of identity may be carried
out manually or automatically using for instance the Needle program which is based on
the Needleman and Wunsch algorithm, described in Needleman and Wunsch (1970) J.
Mol Biol. 48:443-453, with for example the following parameters for polypeptide sequence
comparison: comparison matrix: BLOSUM62, gap open penalty: 10 and gap extend
penalty: 0.5, end gap penalty: false, end gap open penalty = 10, end gap extend penalty =
0.5; and the following parameters for polynucleotide sequence comparison: comparison
matrix: DNAFULL; gap open penalty = 10, gap extend penalty = 0.5, end gap penalty:
false, end gap open penalty = 10, end gap extend penalty = 0.5.

As defined herein, an amino acid sequence “at least 80%, 85%, 90%, 95%, 96%,
97%, 98% or 99% identical” to a reference sequence may comprise mutations, such as
deletions, insertions and/or substitutions compared to the reference sequence.

In case of substitutions, the substitution preferably corresponds to a conservative
substitution as indicated in the Table 1 below. In a preferred embodiment, the sequence at
least 80%, 85%, 90%, 95%, 96%, 97%, 98% or 99% identical to a reference sequence
only differs from the reference sequence by conservative substitutions.
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Table 1
Conservative substitutions Type of Amino Acid

Ala, Val, Leu, lle, Met, Pro, Phe, | Amino acids with aliphatic hydrophobic side chains
Trp
Ser, Tyr, Asn, GIn, Cys Amino acids with uncharged but polar side chains
Asp, Glu Amino acids with acidic side chains
Lys, Arg, His Amino acids with basic side chains
Gly Neutral side chain

In another preferred embodiment, the amino acid sequence at least 80%, 85%,
90%, 95%, 96%, 97%, 98% or 99% identical to a reference sequence corresponds to a

naturally-occurring allelic variant of the reference sequence.

Glycoprotein derived from an envelope glycoprotein F

The pseudotyped retrovirus-like particle or retroviral vector according to the
invention also comprises at least one glycoprotein derived from an envelope glycoprotein
F of a virus of the Paramyxoviridae family, wherein said glycoprotein preferably lacks at
least one part of the cytoplasmic region of said envelope glycoprotein F.

The envelope glycoprotein F is as defined above in the section “Envelope
glycoproteins of the Paramyxoviridae family”.

The virus of the Paramyxoviridae family is as defined above in the section
“Pseudotyped retrovirus-like particle or retroviral vector”.

By the expression “protein derived from an envelope glycoprotein F”, it is herein
meant that the protein comprises at least one modification by comparison to the sequence
of the envelope glycoprotein F.

A preferred envelope glycoprotein F is a Nipah virus envelope glycoprotein F, also
referred to as NiV envelope glycoprotein F, NiV F glycoprotein, or NiV-F.

Another preferred envelope glycoprotein F is a measles virus envelope glycoprotein
F, also referred to as MeV glycoprotein F or MeV-F.

The envelope glycoprotein F is a wild-type virus or vaccine strain envelope
glycoprotein or a variant thereof, provided that said variant retains the capacity of the wild-
type or vaccine strain glycoprotein F to mediate the fusion of viral membranes with the
cellular membrane of the targeted or host cell.
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A reference sequence for a NiV envelope glycoprotein F is sequence
SEQ ID NO: 11. The NiV envelope glycoprotein F may be of a sequence at least at least
80%, 85%, 90%, 95%, 96%, 97%, 98% or 99% identical to SEQ ID NO: 11. For example,
the NiV envelope glycoprotein F may be of sequence SEQ ID NO: 11.

A reference sequence for MeV envelope glycoprotein F is sequence SEQ ID NO: 12.

The MeV envelope glycoprotein F may be of a sequence at least at least 80%, 85%,
90%, 95%, 96%, 97%, 98% or 99% identical to SEQ ID NO: 12. For example, the MeV
envelope glycoprotein F may be of sequence SEQ ID NO: 12.

In a preferred embodiment, the protein derived from the envelope glycoprotein F
lacks at least one part of the cytoplasmic region of said envelope glycoprotein F.

The protein lacking at least one part of the cytoplasmic region of said envelope
glycoprotein F is also referred to as a protein truncated in its cytoplasmic region.

The expressions “protein lacking x amino acids of the cytoplasmic region”, “protein
truncated by x amino acids in its cytoplasmic region” and “protein Acx” are herein
synonymous and may be used interchangeably.

Using an envelope glycoprotein F truncated in its cytoplasmic region greatly
improves its incorporation into retrovirus-like particles and retroviral vectors, thereby
allowing generating pseudotyped retrovirus-like particles or retroviral vectors with higher
titers and production yield.

The cytoplasmic region of the envelope glycoprotein F is located at the C-terminus.

Thus, when ascertaining the location of the truncated part of a glycoprotein Acx by
reference to the non-truncated glycoprotein G, one begins counting from the C-terminal
end of the glycoprotein F.

As an example, a glycoprotein that lacks X amino acids in its cytoplasmic region by
comparison to the glycoprotein F of sequence SEQ ID NO: Z consisting of n amino acids
differs from said glycoprotein F in that it lacks amino acids n-x+1 to n of sequence SEQ ID
NO: Z.

The localisation of the cytoplasmic region in the envelope glycoprotein F sequence
can be easily determined by the skilled person.
The cytoplasmic region of the MeV glycoprotein F for example consists of the amino
acids 518 to 550 of sequence SEQ ID NO: 12 (33 amino acids).
The cytoplasmic region of the NiV glycoprotein F for example consists of the amino
acids 519 to 546 of sequence SEQ ID NO: 11 (28 amino acids).
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For example, the protein derived from the envelope glycoprotein F may lack at least
10 amino acids, at least 15 amino acids, at least 20 amino acids, at least 25 or at least 30
amino acids in the cytoplasmic region.

For example, the protein derived from the measles virus envelope glycoprotein F
may lack 30 amino acids in the cytoplasmic region by comparison to said measles virus
envelope glycoprotein F. For example, said protein derived from the measles virus
envelope glycoprotein F and lacking 30 amino acids in the cytoplasmic region comprises
or consists of sequence SEQ ID NO: 15.

For example, the protein derived from the Nipah virus envelope glycoprotein F may
lack 22 amino acids in the cytoplasmic region by comparison to said Nipah virus envelope
glycoprotein F. For example, said protein derived from the Nipah virus envelope
glycoprotein F and lacking 22 amino acids in the cytoplasmic region comprises or consists
of sequence SEQ ID NO: 16.

Target cells
The target cells are cells of interest, whose activity is to be modulated and/or that

are to be transduced with at least one gene of interest.

The target cells express at their surface a specific cell surface receptor, thereby
allowing to specifically target these cells and not the cells that do not express said cell
surface receptor.

The expressions “target cells” and “target subset of cells” are herein synonymous
and may be used interchangeably.

Target cells may be selected in the group consisting of hematopoietic cells, stroma
cells, endothelial cells, liver cells, muscle cells (e.g. heart cells), cells of the nervous
system and/or diseased cells.

Cells of the nervous system are for example neurons and/or glial cells.

By “hematopoietic cells”, it is herein meant cells of the hematopoietic system.

Preferred target cells are hematopoietic cells.

Hematopoietic cells may be selected in the group consisting of T cells, B cells,
monocytes, Th1 cells, Th2 cells, Treg cells, mast cells, dendritic cells (DCs), natural killer
(NK) cells, natural killer T (NKT) cells, macrophages, hematopoietic stem cells, progenitor
T and/or B cells, erythroblasts, platelets, neutrophils and their combinations.

More preferred target hematopoietic cells are T cells, more preferably CD8+ T cells
or CD4+ T cells.
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Diseased cells may be tumor cells, tumor stem cells, cells lacking a specific
functional gene, overexpressing a specific gene and/or expressing a truncated or mutated
form of a specific gene, infected cells and/or functionally impaired cells.

Cell-specific targeting domain

The cell-specific targeting domain (also called “cell targeting domain”) allows the
specific binding of the pseudotyped retrovirus-like particle or retroviral vector according to
the invention to a surface receptor selectively expressed by target cells.

Target cells may be as defined above in the section of the same name.

The cell targeting domain of the targeting fusion protein is preferably selected in the
group consisting of a DARPIn, a scFv, targeting peptide and their combinations.

The term “DARPIn” refers to designed ankytin repeat proteins.

The term scFv refers to single-chain variable fragment of an antibody.

For example, the cell targeting domain is specific for CD3, CD8, CD4, a cancer cell
marker, CD11b, CD19, CD62L, CD56, Glut-1(glucose transporter), CD19, CD22, CD20,
CCR5 or CXCRA4.

A preferred cell targeting domain is a DARPin specific for CD4 or a scFv specific for
CD8.

Functional domain

The functional domain allows modulating the activity of the target cells.

By “modulating the activity of a target cell”, it is herein meant to activate or inhibit,
induce a phenotype change (for example maturation and/or differentiation), induce
proliferation, and/or induce apoptosis of said target cell. Modulating the activity of a target
cell for example comprises enhancing or suppressing immunity, promoting cell type-
specific immune response(s).

The functional domain of the modulating fusion protein is preferably a receptor
ligand.

By “receptor ligand”, it is herein meant a molecule, preferably a protein, preferably
normally released by cells, and that alters the physiological state of cells expressing a
cognate receptor at their cell surface. The receptor ligand is for example selected in the
group consisting of a cytokine, growth factor, hormone, neuromediator, apoptosis ligand, a
chemokine, glucose transporter and their combinations.

For example, the cytokine may be selected in the group consisting of interleukin (IL)
TNF (Tumor Necrosis Factor) or interferon.

The interleukin may for example be IL-2, IL-3, IL-6, IL-7, IL15, IL21, IL-17 or IL-12.
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For example, the apoptosis ligand may be FAS Ligand, CD40 Ligand or TNFalpha.

For example, the chemokine may be CXCL4, CCL5 or CXCL10.

For example, the growth factor may be GM-SCF (Granulocyte-Macrophage Colony-
Stimulating Factor), Stem cells factor (SCF), thrombopoietin (TPO) or Flt-3 Ligand.

For example, the hormone may be insulin, growth hormone or a hormone peptide,
for example vasopressin. For example, the neuromediator may be a neuropeptide, for
example selected among insulin, glucagon, calcitonin, neurotensin or bradykinin.

A preferred functional domain is a cytokine, preferably an interleukin, more
preferably IL-7.

Cell targeting and modulating fusion proteins

The retrovirus-like particle and retroviral vector according to the invention comprises
two types of fusion proteins: one cell targeting fusion protein and one modulating fusion
protein.

The cell targeting fusion protein comprises (i) a protein derived from an envelope
glycoprotein G of H of a virus of the Paramyxoviridae family or a transmembrane domain
and (ii) at least one cell targeting domain.

The modulating fusion protein comprises (i) a protein derived from an envelope
glycoprotein G or H of a virus of the Paramyxoviridae family or a transmembrane domain
and (ii) at least one functional domain.

It will be clearly understood by the skilled person that, since the cell targeting fusion
protein and the modulating fusion protein are two different types of fusion proteins, the cell
targeting domain and the functional domain are different.

The transmembrane domain may be any naturally-occurring or non-naturally
occurring transmembrane domain.

The transmembrane domain may be a transmembrane domain of a receptor, a
transmembrane protein, preferably a viral transmembrane protein, a fragment of a
transmembrane protein, a transmembrane peptide or a variant thereof, such as a
genetically modified transmembrane domain of a receptor, a genetically modified
transmembrane protein, a genetically modified fragment of a transmembrane protein or a
genetically modified transmembrane peptide.

Examples of transmembrane domain are the transmembrane domain (TMD) of the
platelet-derived growth factor receptor (PDGFR), the transmembrane domain of CD34 or
the VSVG glycoprotein transmembrane domain.



18 Mar 2026

2026202115

10

15

20

25

30

35

WO 2017/182585 PCT/EP2017/059435

18

The C-terminus of the protein derived from an envelope glycoprotein G or H of a
virus of the Paramyxoviridae family is preferably fused, directly or indirectly (for example
via a linker), to the N-terminus of the cell targeting or functional domain.

The C-terminus of the transmembrane domain is preferably fused, directly or
indirectly (for example via a linker), to the N-terminus of the cell targeting or functional
domain.

The protein derived from an envelope glycoprotein G or H of a virus of the
Paramyxoviridae family, the glycoprotein derived from an envelope glycoprotein F, the cell
targeting domain and the functional domain are as defined above.

When both present in the pseudotyped retrovirus-like particle or retroviral vector, the
protein derived from an envelope glycoprotein G or H of a virus of the Paramyxoviridae
family in the cell targeting fusion protein and those in the modulating fusion protein may
be derived from the same virus of the Paramyxoviridae family or from different viruses of
the Paramyxoviridae family.

When the protein derived from an envelope glycoprotein G or H of a virus of the
Paramyxoviridae family in the cell targeting fusion protein and those in the modulating
fusion protein are derived from different viruses of the Paramyxoviridae family, they
preferably derive from a virus of the same genus, more preferably from a virus of the
same species.

The protein derived from an envelope glycoprotein G or H of a virus of the
Paramyxoviridae family in the cell targeting fusion protein and those in the modulating
fusion protein are preferably identical. In a preferred embodiment, the cell targeting fusion
protein thus differs from the modulating fusion protein by its targeting domain instead of a
functional domain and, possibly, when present, of at least one linker and/or at least one
tag.

The two proteins of the fusion protein may be linked together with a linker. Any
suitable linker well-known by the skilled person may be used.

For example, the linker may be (G4S)s, G4S, Factor Xa cutting site or helical linker
(for example HL3, HL7, ...).

The fusion proteins may be tagged, for example to facilitate their purification and/or
detection.

When present, the tag is preferably located at the C-terminus of the fusion protein,
i.e. fused to the N-terminus of the cell targeting domain and/or of the functional domain.
Any suitable tag well-known by the skilled person may be used.
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For example, the tag may be a His-Tag, RGS-His tag, such as RGSH¢ HA tag or

c-myc tag.

Specific pseudotyped retrovirus-like particle or retroviral vector

The present invention particularly relates to a pseudotyped retrovirus-like particle or

retroviral vector comprising:

a)

c)

at least one cell targeting fusion protein comprising (i) a protein derived from an
envelope glycoprotein G or H of a virus of the Paramyxoviridae family or a
transmembrane domain and (ii) at least one cell targeting domain,

at least one modulating fusion protein comprising (i) a protein derived from an
envelope glycoprotein G or H of a virus of the Paramyxoviridae family or a
transmembrane domain and (ii) at least one functional domain, and

at least one glycoprotein derived from an envelope glycoprotein F of a virus of
the Paramyxoviridae family,

wherein said cell targeting fusion protein and/or said modulating fusion protein

comprises a protein derived from an envelope glycoprotein G or H of a virus of the

Paramyxoviridae family.

The pseudotyped retrovirus-like particle or retroviral vector thus comprises at least

one fusion protein comprising a protein derived from an envelope glycoprotein G or H of a

virus of the Paramyxoviridae family, said fusion protein being a cell targeting fusion

protein or a modulating fusion protein. In one embodiment, the pseudotyped retrovirus-like

particle or retroviral vector comprises two fusion proteins comprising each a protein

derived from an envelope glycoprotein G or H of a virus of the Paramyxoviridae family,

wherein one fusion protein is a cell targeting fusion protein and the second fusion protein

is @ modulating fusion protein.

In one embodiment, the pseudotyped retrovirus-like particle or retroviral vector

comprises:

a)

b)

c)

at least one cell targeting fusion protein comprising (i) a protein derived from an
envelope glycoprotein G or H of a virus of the Paramyxoviridae family and (ii) at
least one cell targeting domain,

at least one modulating fusion protein comprising (i) a transmembrane domain
and (ii) at least one functional domain, and

at least one glycoprotein derived from an envelope glycoprotein F of a virus of
the Paramyxoviridae family.

In one embodiment, the pseudotyped retrovirus-like particle or retroviral vector

comprises:
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a) at least one cell targeting fusion protein comprising (i) a transmembrane domain
and (ii) at least one cell targeting domain,

b) at least one modulating fusion protein comprising (i) a protein derived from an
envelope glycoprotein G or H of a virus of the Paramyxoviridae family and (ii) at
least one functional domain, and

c) at least one glycoprotein derived from an envelope glycoprotein F of a virus of
the Paramyxoviridae family.

In one embodiment, the pseudotyped retrovirus-like particle or retroviral vector

comprises:

a) atleast one cell targeting fusion protein comprising (i) a protein derived from an
envelope glycoprotein G or H of a virus of the Paramyxoviridae family and (ii) at
least one cell targeting domain,

b) at least one modulating fusion protein comprising (i) a protein derived from an
envelope glycoprotein G or H of a virus of the Paramyxoviridae family and (ii) at
least one functional domain, and

c) at least one glycoprotein derived from an envelope glycoprotein F of a virus of
the Paramyxoviridae family.

The protein derived from an envelope glycoprotein G of a virus of the
Paramyxoviridae family in the cell targeting fusion protein, those in the modulating fusion
protein and the glycoprotein derived from an envelope glycoprotein F may derived from
the same virus of the Paramyxoviridae family or from different viruses of the
Paramyxoviridae family.

When the protein derived from an envelope glycoprotein G of a virus of the
Paramyxoviridae family in the cell targeting fusion protein, those in the modulating fusion
protein and/or the glycoprotein derived from an envelope glycoprotein F are derived from
different viruses of the Paramyxoviridae family, they preferably derive from a virus of the
same genus, more preferably from a virus of the same species.

In one embodiment, the protein derived from an envelope glycoprotein G of a virus
of the Paramyxoviridae family in the cell targeting fusion protein, those in the modulating
fusion protein and the glycoprotein derived from an envelope glycoprotein F are derived
from the same virus of the Paramyxoviridae family.

In another embodiment, the protein derived from an envelope glycoprotein G of a
virus of the Paramyxoviridae family in the cell targeting fusion protein and the glycoprotein
derived from an envelope glycoprotein F of a virus of the Paramyxoviridae family are
derived from the same virus of the Paramyxoviridae family, whereas the modulating fusion
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protein comprises (i) a transmembrane domain, for example the transmembrane domain
(TMD) of the platelet-derived growth factor receptor (PDGFR), and (i) at least one
functional domain.

In another embodiment, the protein derived from an envelope glycoprotein G of a
virus of the Paramyxoviridae family in the modulating fusion protein and the glycoprotein
derived from an envelope glycoprotein F of a virus of the Paramyxoviridae family are
derived from the same virus of the Paramyxoviridae family, whereas the cell targeting
fusion protein comprises (i) a transmembrane domain, for example the transmembrane
domain (TMD) of the platelet-derived growth factor receptor (PDGFR), and (ii) at least one
cell targeting domain.

The different components of the pseudotyped retrovirus-like particle or retroviral
vector, in particular the cell targeting fusion protein, the modulating fusion protein, the
glycoprotein derived from an envelope glycoprotein F of a virus of the Paramyxoviridae
family and the transmembrane domain are as defined above.

A preferred pseudotyped retrovirus-like particle or retroviral vector comprises:

a) at least one cell targeting fusion protein comprising (i) a protein derived from an
envelope glycoprotein G of a virus of the Paramyxoviridae family, said protein
lacking at least one part of the cytoplasmic region of said envelope glycoprotein
G and being at least partially unable to bind at least one natural receptor of said
envelope glycoprotein G or a transmembrane domain and (ii) at least one cell
targeting domain,

b) at least one modulating fusion protein comprising (i) a protein derived from an
envelope glycoprotein G of a virus of the Paramyxoviridae family, said protein
lacking at least one part of the cytoplasmic region of said envelope glycoprotein
Gand being at least partially unable to bind at least one natural receptor of said
envelope glycoprotein G or a transmembrane domain and (ii) at least one
functional domain, and

c) atleast one glycoprotein derived from an envelope glycoprotein F of a virus of
the Paramyxoviridae family and lacking at least one part of the cytoplasmic
region of said envelope glycoprotein F,

wherein said cell targeting fusion protein and/or said modulating fusion protein

comprises a protein derived from an envelope glycoprotein G or H of a virus of the

Paramyxoviridae family.

Examples of pseudotyped retrovirus-like particle or retroviral vector are given below

in Table 2.
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Table 2
Name Cell targeting fusion | Modulating fusion | Glycoprotein
protein protein derived from an
protein cell protein functional | envelope
derived targeting derived domain glycoprotein F
from domain from
envelope envelope
glycoprotein glycoprotein
GorH GorH
MeV - HcA15, DARpin - HA15, IL-7 FA30
477" HcA18 or specific of | HA18 or
HcA20 human CD4 | HA20
-4 -4
mutations mutations
Y481A, Y481A,
R533A, R533A,
S548L, S548L,
F549S F549S
For example SEQ ID NO: | For example SEQ ID For example SEQ ID
2 comprising HcA15 and a | NO: 14 comprising NO: 15
His Tag HcA15 and a His Tag
NiV - GcA34 scFv - GecA34 IL-7 FA22
8%/IL7¢ -4 specificof | -4
mutations: | human CD8 | mutations:
E501A, E501A,
W504A, W504A,
Q530A, Q530A,
E533A E533A

For example SEQ ID NO:
4 comprising a His Tag

For example SEQ ID
NO: 6 comprising a His

For example SEQ ID
NO: 16
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and a linker (G4S)3 Tag

In a preferred embodiment, the pseudotyped retrovirus-like particle or retroviral
vector is obtainable or obtained by the method of production described below in the
section "Method for producing a pseudotyped retrovirus-like particle or retroviral vector "

herein below.

Nucleic acid and vector

The present invention also relates to a nucleic acid encoding the cell targeting fusion
protein and/or the modulating fusion protein used for pseudotyping the retrovirus-like
particle or retroviral vector according to the invention.

The present invention thus particularly relates to a nucleic acid comprising a
sequence encoding a cell targeting fusion protein and/or a sequence encoding a
modulating fusion protein, wherein:

- said cell targeting fusion protein comprises (i) a protein derived from an
envelope glycoprotein G of a virus of the Paramyxoviridae family, said protein
preferably lacking at least one part of the cytoplasmic region of said envelope
glycoprotein G and being preferably at least partially unable to bind at least
one natural receptor of said envelope glycoprotein G or a transmembrane
domain and (ii) at least one cell targeting domain,

- said modulating fusion protein comprises (i) a protein derived from an
envelope glycoprotein G of a virus of the Paramyxoviridae family, said protein
preferably lacking at least one part of the cytoplasmic region of said envelope
glycoprotein G and being preferably at least partially unable to bind at least
one natural receptor of said envelope glycoprotein G or a transmembrane
domain and (ii) at least one functional domain.

When the nucleic acid comprises a sequence encoding a cell targeting fusion
protein and a sequence encoding a modulating fusion protein, said cell targeting fusion
protein and/or said modulating fusion protein comprise(s) a protein derived from an
envelope glycoprotein G or H of a virus of the Paramyxoviridae family.

The nucleic acid preferably comprises or consists of:

() a sequence encoding a protein derived from an envelope glycoprotein of a
virus of the Paramyxoviridae family, said protein preferably lacking at least
one part of the cytoplasmic region of said envelope glycoprotein G and
being preferably at least partially unable to bind at least one natural receptor
of said envelope glycoprotein G,
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(i) a sequence encoding one cell targeting domain or one functional domain,
and

(iii) optionally, a linker sequence between sequences (i) and (ii),

(iv) optionally, a sequence encoding a tag, preferably at the 3’ end of sequence
(ii),

wherein sequences (i) and (ii) are fused in frame.

The linker sequence encodes a linker as defined above, for example encodes
(C4S)s.

The sequence (i) is located in 5 of the nucleic acid by comparison to the sequence
(i) located in 3’ of the nucleic acid.

In one embodiment, the nucleic acid comprises or consists of a sequence at least
80%, 85%, 90%, 95%, 96%, 97%, 98% or 99% identical to a sequence selected in the
group consisting of SEQ ID NO: 1, SEQ ID NO: 3, SEQ ID NO: 5, SEQ ID NO: 7 and SEQ
ID NO: 13 and/or comprises or consists of a sequence encoding a sequence at least 80%,
85%, 90%, 95%, 96%, 97%, 98% or 99% identical to a sequence selected in the group
consisting of sequences SEQ ID NO: 2, SEQ ID NO: 4, SEQ ID NO: 6, SEQ ID NO: 8 and
SEQ ID NO: 14.

In a preferred embodiment, the nucleic acid comprises or consists of a sequence
selected in the group consisting of SEQ ID NO: 1, SEQ ID NO: 3, SEQ ID NO: 5, SEQ ID
NO: 7 and SEQ ID NO: 13 and/or comprises or consists of a sequence encoding a
sequence selected in the group consisting of sequences SEQ ID NO: 2, SEQ ID NO: 4,
SEQ ID NO: 6, SEQ ID NO: 8 and SEQ ID NO: 14.

A definition of the percentage of sequence identity is provided above.

A nucleic sequence “at least 80%, 85%, 90%, 95%, 96%, 97%, 98% or 99%
identical” to a reference sequence may comprise mutations, such as deletions, insertions
and/or substitutions compared to the reference sequence.

In case of substitutions, the substitution preferably corresponds to a silent
substitution or a substitution leading to a conservative substitution in the translated amino
acid sequence, by comparison to the reference sequence, for example as indicated in the
Table 1 above.

In a preferred embodiment, the nucleic sequence at least 80%, 85%, 90%, 95%,
96%, 97%, 98% or 99% identical to a reference sequence only differs from the reference
sequence by silent substitution(s) and/or substitution(s) leading to a conservative amino-
acid substitution.
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The present invention also relates to a nucleic acid encoding a glycoprotein derived
from an envelope glycoprotein F of a virus of the Paramyxoviridae family and preferably
lacking at least one part of the cytoplasmic region of said envelope glycoprotein F.

The glycoprotein derived from an envelope glycoprotein F of a virus of the
Paramyxoviridae family is as defined above.

The nucleic acid is preferably an isolated nucleic acid.

By the expression "nucleic acid", it is herein meant the phosphate ester polymeric
form of ribonucleosides (also called "RNA molecule"), deoxyribonucleosides (also called
"DNA molecule") or any phosphoester analogs thereof, such as phosphorothioates and
thioesters, in either single stranded form or a double-stranded form.

The term “isolated” in reference to a biological component (such as a nucleic acid,
a vector or a protein) refers to a biological component that has been substantially
separated or purified away from other biological components in the cell of the organism, or
the organism itself, in which the component naturally occurs, such as other chromosomal
and extra-chromosomal DNA and RNA, proteins, cells, and organelles. “Isolated nucleic
acids” or “isolated vectors” include nucleic acid molecules purified by standard purification
methods. These terms also encompass nucleic acids and vectors prepared by
amplification and/or cloning, as well as chemically synthesized nucleic acids and vectors.

The nucleic acid according to the invention is preferably cloned into a vector.

The term “vector” has therefore a meaning different from a “retroviral vector”.

By the term “vector”, it is herein meant a nucleic acid vector.

A vector generally comprises an origin of replication, a multicloning site and a
selectable marker.

A vector preferably comprises an expression cassette, i.e. a nucleic acid according
to the invention placed under the control of at least one expression signal allowing its
expression.

The expression signal is particularly selected among a promoter, a terminator, an
enhancer and their combinations.

Suitable promoters, terminators and enhancers are well-known by the skilled
person.

An example of vector is for example a plasmid.

By “plasmid”, it is herein meant a double-stranded circular DNA. The plasmid may

include a marker gene enabling to select the cells comprising said plasmid, an origin of
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replication to allow the cell to replicate the plasmid and/or a multiple cloning site allowing

the insertion of a nucleic acid according to the invention.

The present invention thus also relates to a vector comprising a nucleic acid as

defined above.

The vector is preferably an isolated vector.

The vector may comprise or consist of:

- afirst nucleic acid comprising or consisting of:

(i)

a sequence encoding a) a protein derived from an envelope glycoprotein G
or H of a virus of the Paramyxoviridae family, said protein preferably lacking
at least one part of the cytoplasmic region of said envelope glycoprotein G or
H and being preferably at least partially unable to bind at least one natural
receptor of said envelope glycoprotein G or H or b) a transmembrane
domain,

a sequence encoding one cell targeting domain,

optionally, a linker sequence between sequences (i) and (ii),

optionally a sequence encoding a tag, preferably at the 3’ end of sequence
(ii),

wherein sequences (i) and (ii) are fused in frame,

- asecond nucleic acid comprising or consisting of:

(i)

a sequence encoding a) a protein derived from an envelope glycoprotein G
or H of a virus of the Paramyxoviridae family, said protein preferably lacking
at least one part of the cytoplasmic region of said envelope glycoprotein G or
H and being preferably at least partially unable to bind at least one natural
receptor of said envelope glycoprotein G or H or b) a transmembrane
domain,

a sequence encoding one functional domain,

optionally, a linker sequence between sequences (i) and (ii),

optionally a sequence encoding a tag, preferably at the 3’ end of sequence
(ii),

wherein sequences (i) and (ii) are fused in frame,

wherein the first nucleic acid and/or the second nucleic acid comprises a sequence

encoding a protein derived from an envelope glycoprotein G or H of a virus of the

Paramyxoviridae family.
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Said first nucleic acid thus encodes the cell targeting fusion protein and said
second nucleic acid encodes the modulating fusion protein.

Gene of interest

When a pseudotyped retroviral vector is used, at least one gene of interest may be
present in the retrovirus-derived genome of said retroviral vector.

The gene of interest may encode a therapeutic protein, apoptotic protein, chimeric
antigen receptor, cell surface receptor, antibody, antibody fragment, shRNA, antigen,
cytokine, microRNA, CRISPR ((clustered, regularly interspaced, short palindromic repeat
})/CAS element(s) (for example CAS9 and/or guide RNAs, in particular for specific gene
disruption or correction), other nuclease system, such as Zink Finger Nucleases, S/MAR
(Scaffold / Matrix Attachment Region) - episomes, ligand and/or receptor.

A S/MAR-episome is inserted in the cell nucleus by retroviral vectors that then
replicate with the host cell DNA.

Examples of gene of interest include globin gene, hematopoietic growth factor
gene (for example erythropoietin (EPO) gene), interleukin gene (especially Interleukin-1,
Interleukin-2, Interleukin-3, Interleukin-6 or Interleukin-12 gene), colony-stimulating factor
gene (such as granulocyte colony-stimulating factor gene, granulocyte/macrophage
colony-stimulating factor gene or stem-cell colony-stimulating factor gene), the platelet-
specific integrin allbf gene, multidrug resistance gene, the gp91 or gp 47 genes, which
are defective in patients with chronic granulomatous disease (CGD), antiviral gene
rendering cells resistant to infections with pathogens (such as human immunodeficiency
virus), gene coding for blood coagulation factors VIII or IX which are mutated in
hemophilia's, gene encoding a ligand involved in T cell-mediated immune responses
(such as T cell antigen receptors, chimeric antigen receptor (CARs), B cell antigen
receptors (immunoglobulins, neutralizing antibodies against HIV, Hepatitis C, Hepatitis B
and/or other infectious diseases), the interleukin receptor common y chain gene, TNF
gene, gamma interferon gene, CTLA4 gene, genes expressed in tumor cells such as
Melana, MAGE genes (such as MAGE-1, MAGE-3), P198 gene, P1A gene, gp100 gene.

Method for producing a pseudotyped retrovirus-like particle or retroviral vector

The present invention also relates to a method for producing a pseudotyped
retrovirus-like particle or retroviral vector as defined above, wherein said method
comprises co-transfecting a packaging cell line with:

(i) at least one nucleic acid encoding a cell targeting fusion protein,
(i) at least one nucleic acid encoding a modulating fusion protein,
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(iii) at least one nucleic acid encoding a glycoprotein derived from an
envelope glycoprotein F of a virus of the Paramyxoviridae family
and preferably lacking at least one part of the cytoplasmic region of
said envelope glycoprotein F,

(iv) at least one vector comprising a nucleic acid encoding core proteins
from said retrovirus and

(v) optionally, at least one vector comprising a packaging competent
retroviral derived genome,

thereby obtaining co-transfected cells.

Said cell targeting fusion protein and/or said modulating fusion protein comprises a
protein derived from an envelope glycoprotein G or H of a virus of the Paramyxoviridae
family.

The at least one vector comprising a packaging competent retroviral derived
genome is required only for producing a retroviral vector.

Any suitable packaging cell line well known by the skilled person may be used.

By “packaging cell line”, it is herein meant a cell line which is able to express the
different components of the pseudotyped retrovirus-like particle or retroviral vector of the
invention.

The nucleic acids and vectors encoding the different components of the
pseudotyped retroviral-like particle or retroviral vector of the invention may be integrated
in the genome of the packaging cell line, for example in the case of murine leukemia
based vectors.

The packaging cell line is preferably compatible with the expression of lentiviral
Gag and Pol genes.

For example, the packaging cell line may be selected in the group consisting of
293T cells, insect cells, TE 671 cells and HT1080 cells.

The term "transfection" means the introduction of at least one foreign nucleic acid or
vector (for example DNA, cDNA or RNA) into a cell, so that the host cell will express the
protein(s) encoded by said nucleic acid(s) or vector(s). The foreign nucleic acid(s) or
vector(s) may include regulatory or control sequences, such as start, stop, promoter,
signal, secretion or other sequences used by a cell's genetic machinery.

A vector comprising the psi sequence necessary for encapsidation is called a psi-
positive vector, whereas a vector not comprising said psi sequence is called a psi-

negative vector.
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Only the vector comprising a packaging competent retroviral derived genome is a
psi-positive vector. The other nucleic acids and vectors used for the co-transfection are
psi-negative.

The nucleic acid encoding a cell targeting fusion protein, the nucleic acid encoding a
modulating fusion protein and the nucleic acid encoding a glycoprotein derived from an
envelope glycoprotein F of a virus of the Paramyxoviridae family are as defined above.
They may be provided in the form of two or three separate vectors: for example, two
separate vectors, such as the first one comprising or consisting of the nucleic acid
encoding a cell targeting fusion protein and the nucleic acid encoding a modulating fusion
protein and the second one comprising or consisting of nucleic acid encoding a
glycoprotein derived from an envelope glycoprotein F of a virus of the Paramyxoviridae
family; or three separate vectors, the first one comprising or consisting of the nucleic acid
encoding a cell targeting fusion protein, the second one comprising or consisting of the
nucleic acid encoding a modulating fusion protein and the third one comprising or
consisting of nucleic acid encoding a glycoprotein derived from an envelope glycoprotein
F of a virus of the Paramyxoviridae family. Alternatively, the nucleic acid encoding a cell
targeting fusion protein, the nucleic acid encoding a modulating fusion protein and the
nucleic acid encoding a glycoprotein derived from an envelope glycoprotein F of a virus of
the Paramyxoviridae family may be provided in a single vector comprising or consisting of
these three nucleic acids.

A vector comprising a nucleic acid encoding core proteins from said retrovirus is
also used.

By “core proteins from a retrovirus”, it is herein meant the proteins encoded by the
gag and pol genes. The gag gene encodes a polyprotein which is further processed by the
retroviral protease into structural proteins that comprise the core. The pol gene particularly
encodes the retroviral protease, reverse-transcriptase and integrase.

A nucleic acid encoding core proteins from a retrovirus thus comprise the gag gene
and the pol gene of said retrovirus.

At least one core protein from the retrovirus may be a modified, for example by
comparison to the corresponding core protein from a wild-type retrovirus.

In one embodiment, at least one core protein from the retrovirus is modified by at
least one amino acid mutation, such as an amino acid deletion, insertion or substitution.

In a preferred embodiment, said at least one modified core protein is a deficient
integrase. An example of deficient integrase bears the D116A mutation.
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The nucleic acid encoding core proteins may thus comprise at least one mutation in
the pol gene and/or at least one mutation in the gag gene. Said at last one mutation may
be a nucleotide deletion, insertion or substitution.

In one preferred embodiment, the nucleic acid encoding core proteins comprises at
least one mutation in the pol gene, thereby encoding a deficient integrase.

A retroviral vector comprising a deficient integrase is called an integration-deficient
retroviral vector. Such vector allows to transiently transfer an encapsidated RNA molecule
encoding for a gene of interest.

A preferred integration-deficient retroviral vector is an IDLV (Integration-deficient

lentiviral vector).

The origin of the gag and pol genes gives its name to the retrovirus-like particle or
retroviral vector. For instance the expression “HIV-1-derived retrovirus-like particle or
retroviral vector” usually indicates that the gag and pol genes are those of HIV-1 or are
modified gag and pol genes from HIV-1.

A vector comprising a packaging competent retroviral derived genome may also be
used for the co-transfection, in particular for the production of a retroviral vector.

By “vector comprising a packaging competent retrovirus derived genome”, it is
herein meant a vector that comprises the retroviral nucleic acid sequences known as ‘“cis-
acting” sequences. These include the Long Terminal Repeats (LTRs) or modified (LTRs),
for example lacking at least one part of the U3 region, for the control of transcription and
integration, the psi sequence necessary for encapsidation and the Primer Binding site
(PBS) and polypurine track (PPT) sequences necessary for reverse transcription of the
retroviral genome.

A retroviral vector produced using a vector comprising LTRs lacking at least one
part of the U3 region is for example a Self-inactivating (SIN-LTR) vector.

In one embodiment, said vector comprising a packaging competent retrovirus-
derived genome further comprises gene(s) of interest, including CRISPR/CAS element(s)
and/or a S/MAR-episome.

When using the CRISPR / CAS system, the vector comprising a packaging
competent retrovirus-derived genome typically comprises a gene encoding an
endonuclease CAS (for example CAS9), a DNA sequence corresponding to the guide
RNA (gRNA) specific to the gene of interest to be targeted and, optionally, a sequence for

gene correction.
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Said retrovirus-derived genome is preferably replication-defective, in the absence of
any trans-complementing function. A replication-competent genome would further
comprise the gag, pol, and env retroviral genes. In a replication-defective genome, the
viral genes gag, pol and env are deleted. Assembly of the retrovirus-like particles or
retroviral vectors of the invention is achieved by providing in trans another vector that
encodes gag and pol, but that is defective for the “cis” sequences (such as the vector of
(iv)), and at least another vector or nucleic acid that encodes the pseudotyped envelope
glycoproteins (such as the nucleic acids of (i), (i) and (iii) or vector(s) comprising said
nucleic acids). Their expression allows the encapsidation of the gene of interest, excluding
the genes necessary for the multiplication of the viral genome and for the formation of
complete viral particles.

The method for producing a pseudotyped retrovirus-like particle or retroviral vector
as defined above may further comprise a step of:

b) culturing the co-transfected cells for a time sufficient to allow expression of the
proteins encoded by said nucleic acid(s) and vector(s); and

c) allowing the encoded proteins to form retrovirus-like particles or retroviral

vectors.

Modulating the activity of and/or transducing specific cells or subtype of cells

Another object of the invention is the use, preferably in vitro or ex vivo use, of a
pseudotyped retrovirus-like particle or retroviral vector as defined above to selectively
modulate the activity of target cells and, optionally, selectively transduce target cells.

Still another object of the invention is a method, preferably in vitro or ex vivo
method, for selectively modulating the activity of target cells and, optionally, selectively
transducing target cells, wherein said method comprises contacting a pseudotyped
retrovirus-like particle or retroviral vector as defined above with cells comprising said
target cells.

The term “selectively” in the expression “selectively modulating the activity of target
cells” means that essentially only said target cells have their activity modulated by the
pseudotyped retrovirus-like particle or retroviral vector. For example, the cells whose
activity is modulated comprise less than 10%, for example less than 5% or less than 1%
of non-targeted cells.

The term “selectively” in the expression “selectively transducing target cells” herein
means that essentially only the target cells are transduced. For example, the transduced
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cells comprise less than 10%, for example less than 5% or less than 1% of non-targeted
cells are transduced.

The expression “modulating the activity of a target cell” is as defined above in the
section “Functional domain”.

As used herein, the term “transferring” or "transducing" relates to the capacity of the
retrovirus-like particle or retroviral vector to deliver a biological material to the membrane
or the cytoplasm of target cells, upon being bound to the target cells. After delivery, the
biological material can be translocated to other compartment(s) of the cell.

As used herein, the expression “biological material” relates to one or more
compounds liable to alter the structure and/or the function of a cell. Within the context of
the present invention, it is preferred that the biological material is one or more nucleic
acids comprising a gene of interest, which may be comprised within the genome of the
retroviral vector, as explained above.

Conditions to perform the transduction of cells are well-known from the skilled
person and typically include incubating the cells to be transduced, preferably cultured in
flasks, plates or dishes coated for example with retronectin, and optionally pre-stimulated
with cytokine cocktails, with the pseudotyped retroviral vector, preferably at an MOI
(Multiplicity of Infection) between 0.5 and 100.

The target cells are particularly as defined above in the section of the same name.

The pseudotyped retrovirus-like particle or retroviral vector may be contacted with
cells comprising the target cells in a culture medium.

The skilled person knows the medium culture appropriate for given cells.

The pseudotyped retrovirus-like particle or retroviral vector may thus be used in vitro
or in vivo for changing a defined cell function, thereby providing new tools for basic
research.

Pharmaceutical composition

The present invention also relates to a pharmaceutical composition comprising at
least one pseudotyped retrovirus-like particle or retroviral vector as defined above.

The amount of pseudotyped retrovirus-like particle or retroviral vector to be used in
a pharmaceutical composition depends, for example, on the immunogenicity, the condition
of the subject intended for administration (e.g. weight, age, sex, health, concurrent
treatment, if any, and frequency of treatment), the mode of administration, the type of
formulation and/or the number of the target cells.
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The pharmaceutical composition preferably comprises at least one pseudotyped
retrovirus-like particle or retroviral vector and at least one pharmaceutically acceptable
carrier.

As used herein, the term "pharmaceutically acceptable carrier" is meant to
encompass any carrier, which does not interfere with the effectiveness of the biological
activity of the active ingredient and that is preferably not toxic to the host to which is
administered.

Pharmaceutically acceptable carriers that may be used in a pharmaceutical
composition of the invention are well-known by the skilled person. For example, they
include ion exchangers, alumina, aluminium stearate, lecithin, self-emulsifying drug
delivery systems (SEDDS), such as d-oa-tocopherol polyethyleneglycol 1000 succinate,
surfactants used in pharmaceutical dosage forms such as Tweens or other similar
polymeric delivery matrices, serum proteins, such as human serum albumin, buffer
substances such as phosphates, glycine, sorbic acid, potassium sorbate, partial glyceride
mixtures of saturated vegetable fatty acids, water, salts or electrolytes, such as protamine
sulfate, disodium hydrogen phosphate, potassium hydrogen phosphate, sodium chloride,
zinc salts, colloidal silica, magnesium trisilicate, polyvinyl pyrrolidone, cellulose-based
substances, polyethylene glycol, sodium carboxymethylcellulose, polyacrylates, waxes,
polyethylene-polyoxypropylene-block polymers, polyethylene glycol and wool fat.
Cyclodextrins such as o-, B-, and y-cyclodextrin, or chemically modified derivatives such
as hydroxyalkylcyclodextrins, including 2-and 3-hydroxypropyl-p-cyclodextrins, or other
solubilized derivatives may also be advantageously used to enhance delivery of

compositions according to the invention.

The pharmaceutical composition may comprise from 10° U to 10" U of
pseudotyped retroviral vector, preferably from 107 IU to 10° IU, more preferably from 10’
IU to 10°IU.

The terms “lU” or “infection unit” herein mean the quantity of infectious vector
particles determined by titration on a cell line and expressed as 1U/ml.

The administration may be achieved in a single dose or several doses of the
pharmaceutical composition according to the invention, said several doses being injected
at the same time or separately over time.

In one embodiment, the pharmaceutical compositions are presented in unit dosage
forms to facilitate accurate dosing. The term "unit dosage forms" refers to physically
discrete units suitable as unitary dosages for human subjects and other mammals, each
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unit containing a pre-determined quantity of active material calculated to produce the
desired therapeutic effect, in association with a suitable pharmaceutical excipient. Typical
unit dosage forms include pre-filled, pre-measured ampoules or syringes of the liquid
compositions. In such compositions, the pseudotyped retrovirus-like particle or retroviral
vector is usually a minor component, with the remainder being various vehicles or carriers

and processing aids helpful for forming the desired dosing form.

The invention further provides kits comprising a pharmaceutical composition
comprising a pseudotyped retrovirus-like particle or retroviral vector as defined above and
instructions regarding the mode of administration. These instructions may e.g. indicate the
medical indication, the route of administration, the dosage and/or the group of patients to
be treated.

Subject to be treated

The subject to be treated may be a mammal, for example a human being or a non-
human mammal.

A human being is also referred to as an “individual” or a “patient”.

Said human being may be of any age, for example an infant, child, adolescent,
adult, elderly people, and of any sex.

A non-human mammal is preferably a rodent (for example a mouse, rat or rabbit), a
feline (for example a cat), a canine (for example a dog) or a primate (for example a
chimpanzee).

The subject to be treated is preferably a human being.

Prevention and/or treatment of a disease

The present invention is particularly useful for the prevention and/or treatment of a
disease that may be prevented and/or cured by selectively modulating the activity of
specific cells or subset of cells and, optionally, by selectively transducing said specific
cells or subset of cells.

Said disease preferably involves specific cells or subset of cells.

The subject to be treated may thus suffer from or may be likely to be affected by a
disease that may be prevented and/or cured by selectively modulating the activity of
specific cells or subset of cells and, optionally, by selectively transducing said specific
cells or subset of cells.

Said disease may be selected in the group consisting of an immune disease (for

example an auto-immune disease), cancer, genetic disease, allergic disease,
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inflammatory disease, infectious disease (in particular bacteria and/or virus infection),
metabolic disease, neurodegenerative disease (for example neural dystrophy, Parkinson
disease, Huntington disease, Alzheimer disease), muscular disease and their
combinations.

As used herein, the expression "autoimmune disease" refers to a disease due to
an overactive immune response of the body against substances and/or tissues normally
present in the body. Accordingly, by specifically targeting immune cells involved in this
overactive immune response, the pseudotyped retrovirus-like particle and retroviral vector
of the invention are useful tools for the prevention and/or treatment of autoimmune
disease.

Autoimmune diseases include in particular acute disseminated encephalomyelitis,
acute hemorrhagic leukoencephalitis, Addison's disease, Agammaglobulinemia, Alopecia
areata, amyotrophic lateral sclerosis, ankylosing spondylitis, antiphospholipid syndrome,
antisynthetase syndrome, atopic allergy, autoimmune aplastic anemia, autoimmune
cardiomyopathy, autoimmune enteropathy, autoimmune hemolytic anemia, autoimmune
hepatitis, autoimmune inner ear disease, autoimmune lymphoproliferative syndrome,
autoimmune peripheral neuropathy, autoimmune pancreatitis, autoimmune polyendocrine
syndrome, autoimmune progesterone dermatitis, autoimmune thrombocytopenic purpura,
autoimmune urticaria, autoimmune uveitis, Balo disease, Balo concentric sclerosis,
Bechets syndrome, Berger's disease, Bickerstaff's encephalitis, Blau syndrome, bullous
pemphigoid, Castleman's disease, celiac disease, chronic inflammatory demyelinating
polyneuropathy, chronic recurrent multifocal osteomyelitis, Churg-Strauss syndrome,
cicatricial pemphigoid, Cogan syndrome, cold agglutinin disease, complement component
2 deficiency, cranial arteritis, CREST syndrome, Crohn's disease, Cushing's syndrome,
cutaneous leukocytoclastic angiitis, Dego's disease, Dercum's disease, dermatitis
herpetiformis, dermatomyositis, diabetes mellitus type 1, diffuse cutaneous systemic
sclerosis, Dressler's syndrome, discoid lupus erythematosus, eczema, enthesitis-related
arthritis, eosinophilic fasciitis, eosinophilic gastroenteritis, epidermolysis bullosa acquisita,
erythema nodosum, essential mixed cryoglobulinemia, Evan's syndrome, firodysplasia
ossificans progressiva, fibrosing aveolitis, gastritis, gastrointestinal pemphigoid, giant cell
arteritis, glomerulonephritis, goodpasture's syndrome, Grave's disease, Guillain-Barré
syndrome (GBS), Hashimoto's encephalitis, Hashimoto's thyroiditis, hemolytic anaemia,
Henoch-Schonlein purpura, herpes gestationis, hypogammaglobulinemia, idiopathic
inflammatory demyelinating disease, idiopathic pulmonary fibrosis, idiopathic
thrombocytopenic purpura, IgA nephropathy, inclusion body myositis, inflammatory
demyelinating polyneuropathy, interstitial cystitis, juvenile idiopathic arthritis, juvenile
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rheumatoid arthritis, Kawasaki's disease, Lambert-Eaton myasthenic syndrome,
leukocytoclastic vasculitis, lichen planus, lichen sclerosus, linear IgA disease (LAD), Lou
Gehrig's disease, lupoid hepatitis, lupus erythematosus, Majeed syndrome, Méniére's
disease, microscopic polyangiitis, Miller-Fisher syndrome, mixed connective tissue
disease, morphea, Mucha-Habermann disease, multiple sclerosis, myasthenia gravis,
myositis, neuropyelitis optica, neuromyotonia, ocular cicatricial pemphigoid, opsoclonus
myoclonus syndrome, ord thyroiditis, palindromic rheumatism, paraneoplastic cerebellar
degeneration, paroxysmal nocturnal hemoglobinuria (PNH), Parry Romberg syndrome,
Parsonnage-Turner syndrome, pars planitis, pemphigus, pemphigus vulgaris, permicious
anemia, perivenous encephalomyelitis, POEMS syndrome, polyarteritis nodosa,
polymyalgia rheumatica, polymyositis, primary biliary cirrhosis, primary sclerosing
cholangitis, progressive inflammatory neuropathy, psoriasis, psoriatic arthritis, pyoderma
gangrenosum, pure red cell aplasia, Rasmussen's encephalitis, Raynaud phenomenon,
relapsing polychondritis, Reiter's syndrome, restless leg syndrome, retroperitoneal
fibrosis, rheumatoid arthritis, rheumatoid fever, sarcoidosis, Schmidt syndrome, Schnitzler
syndrome, scleritis, scleroderma, Sjégren's syndrome, spondylarthropathy, Still's disease,
stiff person syndrome, subacute bacterial endocarditis, Susac's syndrome, Sweet's
syndrome, Sydenham chorea, sympathetic ophthalmia, Takayasu's arteritis, temporal
arteritis, Tolosa-Hunt syndrome, transverse myelitis, ulcerative colitis, undifferentiated
connective tissue disease, undifferentiated spondylarthropathy, vasculitis, vitiligo and
Wegener's granulomatosis.

As used herein, the term "cancer" encompasses any type of cancer, such as
glioblastoma, neuroblastoma, B cell lymphoma, T cell lymphoma, breast cancer,
hepatocellular carcinoma, cancer arising from hematopoietic cells, including leukemia, in
particular B-CLL (B-cell Chronic lymphocytic leukaemia), CML (Chronic Myelogenous
Leukemia) or T cell based leukemia such as ATL (acute T cell leukemia), ALL (Acute
Lymphoblastic Leukemia), AML (Acute Myeloid Leukemia) and/or melanoma.

Therapeutic applications

The present invention also relates to a pseudotyped retrovirus-like particle or
retroviral vector as defined above for use as a medicament, preferably in immune therapy
gene therapy and/or vaccination.

Gene therapy is a therapy using gene(s) as a medicament, which may for example
be obtained by delivering in a cell a gene of interest and/or correcting gene(s) of interest
at the endogenous site. In gene therapy, a nucleic acid comprising the gene(s) of interest
is delivered into the cells of a patient, the expression of the protein(s) encoded by gene(s)
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of interest and/or the correction of the gene(s) of interest thereby allowing preventing
and/or treating a disease.

Said gene(s) of interest may be present in the RNA molecule comprised in the
retroviral vector according to the invention.

The correction of gene(s) may be carried out by the CRISPR/CAS system.

Immune therapy, also called immunotherapy, is a therapy based on modulating the
activity of the immune system (for example, stimulation or inhibition) to prevent and/or
treat a disease.

In the context of the present invention, immunotherapy consists in modulating the
activity of only specific targeted immune cells, by using the retrovirus-like particle or
retroviral vector according to the invention, and optionally selectively transducing said
target immune cells. For example, the retroviral vector may be used to activate B cells,
such as make them differentiate in plasma cells, and optionally transduced them with a
nucleic acid encoding an ectopic antibody against an infectious agent (for example
against HIV, HCV or HBC).

Immune therapy also comprises T cell therapy. In T cell therapy, T cells might in
addition to being modulated for their function be more permissive to gene transfer, for
example for the T cell receptor (CAR) gene transfer.

Adoptive T cell therapy is a therapy wherein T cells are transfused to a subject in
need therefore. In the context of the present invention, the activity of said T cells may
have been modulating prior to the transfusion, by using the retrovirus-like particle or
retroviral vector according to the invention.

In the context of the present invention, vaccination consists in displaying at the
surface of the retrovirus-like particle or retroviral vector specific viral epitopes that will be
targeted to and activate at the same time the Antigen presenting cells (for example
macrophages) that will subsequently present the epitopes to the immune system (T and B
cells).

The present invention also relates to a pseudotyped retrovirus-like particle or
retroviral vector as defined above for use as a medicament, wherein said pseudotyped
retrovirus-like particle or retroviral vector selectively modulates the activity of target cells
and optionally selectively transduces target cells.

The present invention particularly relates to a pseudotyped retrovirus-like particle or
retroviral vector for use as defined above, in the prevention and/or treatment of a disease
as defined above in the section “Prevention and/or treatment of a disease”.
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Said disease is for example an immune disease (for example an auto-immune
disease), cancer, genetic disease, allergic disease, inflammatory disease, infectious
disease (in particular bacteria and/or virus infection), metabolic disease, neurological
disease (such as neural dystrophy, Alzheimer disease, Parkinson disease, Huntington
disease), muscular disease and their combinations.

In one embodiment, the pseudotyped retrovirus-like particle or retroviral vector is
used for improving DC (Dendritic Cell) vaccine, for example, by co-displaying DC cell
specific ligand (such as CD11b) and GM-SCF (Granulocyte-Macrophage Colony-
Stimulating Factor) on the surface of the vector, for protein or gene transfer.

In an advantageous embodiment, T cell activation is coupled with T cell specific
gene transfer, which significantly enhanced the gene transfer efficiency in resting T cells,
for example in T cell-based gene therapy . Efficient in vivo gene transfer into T cell subset
is a revolution in the gene and cell therapy field, since it allows omitting ex vivo culture
and transduction processes which induce high costs for the clinical application. Moreover,
leaving the cells into their normal micro-environment in vivo allows them to conserve their
phenotype and to persist long-term into a patient (eg. tumor specific CD8 cytotoxic cells).

In another embodiment, the invention may be used to enhance selective gene
delivery into resting B lymphocytes, for example in B cell-based gene therapy, such as
immunotherapy that allows the B cells to produce neutralizing antibodies against
infectious agent(s) or allows B cell secretion of recombinant proteins that are tolerated by
the immune system since B cell can act as tolerogenic cells.

Moreover, displaying one or more cytokines on the surface of the pseudotyped
retrovirus-like particle or retroviral vector may induce the T cell subset differentiating into
phenotypes like TSCM or TCM, which might persist long term in vivo.

In another embodiment, the invention may be used for in vivo expansion of
(autologous) anti-cancer natural killer cells, for cancer therapy.

In one embodiment, the pseudotyped retrovirus-like particle or retroviral vector is
used to induce apoptosis of a defined cell subset by co-displaying an apoptosis ligand and

a tumor or immune cell specific targeting domain.

The pseudotyped retrovirus-like particle or retroviral vector may be provided in the
form of a pharmaceutical composition.
The pharmaceutical composition is preferably as defined above in the section of the

same name.
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The present invention also concerns a method for treating a subject in need
thereof comprising administering a therapeutically effective amount of a pseudotyped
retrovirus-like particle or retroviral vector as defined above, preferably in the frame of an
immune therapy, gene therapy and/or vaccination.

The present invention also relates to a method for treating a subject in need thereof
comprising administering a therapeutically effective amount of a pseudotyped retrovirus-
like particle or retroviral vector as defined above, wherein said pseudotyped retrovirus-like
particle or retroviral vector selectively modulates the activity of target cells and optionally
selectively transduces target cells.

The present invention also concerns a method for preventing and/or treating a
disease, comprising administering to a subject in need thereof a therapeutically effective
amount of a pseudotyped retrovirus-like particle or retroviral vector as defined above,
wherein said disease is preferably as defined above.

Any suitable method of administration known from one skilled in the art may be
used. In particular, the pseudotyped retrovirus-like particle or retroviral vector according to
the invention may be administered by the oral route, the parenteral route (preferably by
intravenous injection), the medullar route, in particular the intra-femur (such as in the bone
marrow cavity) or humerus medullar route injection and/or local intra-tumour injection.

When the parenteral route is selected, the pseudotyped retrovirus-like particle or
retroviral vector may be in the form of injectable solution or suspension, for example
conditioned in an ampoule or flask.

The pseudotyped retrovirus-like particle or retroviral vector is preferably used or
administered in a therapeutically effective amount.

A "therapeutically effective amount” refers to a quantity of pseudotyped retrovirus-
like particle or retroviral vector that confers a therapeutic effect on the treated subject. The
therapeutic effect may be objective (i.e., measurable by some test or marker) or subjective
(i.e. subject gives an indication of or feels an effect). As known from the skilled person,
effective doses will vary depending on route of administration, the size and/or weight of
the subject, as well as the possibility of co-usage with other agents.

The term “comprising” as used herein encompasses the term “consisting of”.

The present invention will be further illustrated in view of the following examples and
figures.

All references cited herein, including journal articles or abstracts, published or
unpublished patent application, issued patents or any other references, are entirely
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incorporated by reference herein, including all data, tables, figures and text presented in
the cited references.

Throughout this specification and the claims which follow, unless the context
requires otherwise, the word "comprise", and variations such as "comprises" and
"comprising", will be understood to imply the inclusion of a stated integer or step or group
of integers or steps but not the exclusion of any other integer or step or group of integers
or steps.

The reference in this specification to any prior publication (or information derived
from it), or to any matter which is known, is not, and should not be taken as an
acknowledgment or admission or any form of suggestion that that prior publication (or
information derived from it) or known matter forms part of the common general knowledge

in the field of endeavour to which this specification relates.

Brief description of the sequences

SEQ ID NO: 1 corresponds to a nucleic acid sequence encoding a truncated and
mutated (Y481A, R533A, S548L, F549S) MV H protein (HcDelta18) fused to Designed
Ankyrin Repeat Protein (DARPIN)-29.2 specific for human CD4.

SEQ ID NO: 2 corresponds to the amino acid sequence encoded by sequence
SEQ ID NO: 1.

SEQ ID NO: 3 corresponds to a nucleic acid sequence encoding a truncated and
mutated (E501A, W504, Q530A, E533A) NiV G protein (GcA34) fused to a single chain
antibody directed to human CD8 (scFvC8-Vh1) linked with an additional (G4S)3 linker.

SEQ ID NO: 4 corresponds to the amino acid sequence encoded by sequence
SEQ ID NO: 3.

SEQ ID NO: 5 corresponds to a nucleic acid sequence encoding a truncated and
mutated (E501A, W504, Q530A, E533A) NiV G protein (GcA34) fused to IL-7.

SEQ ID NO: 6 corresponds to the amino acid sequence encoded by sequence
SEQ ID NO: 5.

SEQ ID NO: 7 corresponds to a nucleic acid sequence encoding a truncated and
mutated (E501A, W504, Q530A, E533A) NiV G protein (GcA34) fused to a designed
ankaryin repeat protein (DARPIn) directed against human EpCAM.

SEQ ID NO: 8 corresponds to the amino acid sequence encoded by sequence
SEQ ID NO: 7.

SEQ ID NO: 9 corresponds to the full length amino acid sequence of the Nipah virus

envelope glycoprotein G.
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SEQ ID NO: 10 corresponds to the full length amino acid sequence of the measles
virus envelope glycoprotein H.

SEQ ID NO: 11 corresponds to the full length amino acid sequence of the Nipah
virus envelope glycoprotein F.

SEQ ID NO: 12 corresponds to the full length amino acid sequence of the measles
virus envelope glycoprotein F.

SEQ ID NO: 13 corresponds to a nucleic acid sequence encoding a truncated and
mutated MeV H protein (HcA15) fused to IL-7.

SEQ ID NO: 14 corresponds to the amino acid sequence encoded by sequence
SEQ ID NO: 13.
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SEQ ID NO: 15 corresponds to the amino acid sequence of the measles virus F
protein truncated by 30 amino acids in the cytoplasmic tail (FCA30).
SEQ ID NO: 16 corresponds to the amino acid sequence of the Nipah virus F protein
truncated by 22 amino acids in the cytoplasmic tail (FcA22).

Brief description of the figures

Figure 1: Efficient and stable ErbB2-CAR gene transfer into resting CD4" T cells by
4"/IL7"-LV. To assess if 4"/IL7"-LV can efficiently transfer therapeutic genes (ErbB2
specific CAR, ErbB2-CAR) into resting T cells, freshly isolated CD3" T cells were
transduced with 4™-LV or 4"/IL7™-LV. Cells transduced with VSV-LV or left untransduced
(ut) were used as negative controls. Three days later, half of the transduced cells were
analyzed by FACS to determine the percentage of ErbB2-CAR" cells in the CD4- or CD8-
gated cells. To confirm stable ErbB2-CAR expression, the other half of the transduced
cells was further cultivated in the presence of anti-CD3/anti-CD28/IL-2 stimulus, after a
washing step, for additional three days. Then, the percentages of CD4*/ErbB2" cells and
CD8'/ErbB2" cells were determined by FACS.

Figure 2: Mutation of the NiV envelope glycoprotein G to ablate natural receptor
recognition. Binding of Ephrin-B2 (A) and B3 (B) to NiV-G mutants is shown. 293T cells
were transfected either mock, plasmids encoding for GcA34™ or with different
GcA345P“"M mutants: unmutated (GcA345“*M) E533A (GeA345“*Mmut1), Q530A+E533A
(GcA345 A myt2. 1), E501A+W504A (GcA34“*Mmut2.2) or
E501A+W504A+Q530A+E533A  (GcA34™“*Mmut4) and  incubated with  1pg/ml
recombinant Fc-EphrinB2 or B3. The amounts of binding of the receptor by the different
mutants are shown as MFI values. Statistics are relating to unmutated GA34-DARPIn-Ac1
(n=3; mean + standard deviations (SD) are shown; *, P<0,1 **, P<0,01; ***, P<0,001 by
unpaired t test).

Figure 3: Selective activation of CD4* T cells by 4"/IL7"-VLP. Freshly isolated CD3*
T cells were left untransduced (ut) or transduced with different types of VLPs pseudotyped
with CD4-DARPin-Hmut (4" -VLP), CD4-DARPin/IL7-Hmut (4"/IL7"-VLP) or IL7-Hnse
(Hnse/IL7"-VLP). Three days later the cells were stained by CD8, CD4, and CD71
antibodies. The CD71 expression in the CD4- or CD8- gated T cells is shown.

Figure 4: Functionally displayed IL7 on the targeted-VLPs promote T cell survival.
The forward/side scatter profiles of adult resting CD3" T cells that were incubated for 6
days with virus-like particles (VLP) pseudotyped with CD4-targeted MV-H (4"-VLP), CD8-
targeted MV-H (8"-VLP), IL7-displaying CD4-targeted MV-H (4"/IL7"-VLP), or IL7-
displaying CD8-targeted MV-H (8"/IL7" -VLP). Cells cultivated in the medium alone
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(untransduced, ut) or in the presence of 15 ng/ml IL7 were used as controls. The
percentage of viable cells is indicated in each dot blot.

Figure 5: Functionally displayed IL7 on the CD4-targeted LVs promote T cell
survival. The forward/side scatter profiles of adult resting CD3* T cells that were incubated
for 6 days with lentiviral vectors (LV) pseudotyped with VSVG (VSV-LV), MV-Hmut (Hnse-
LV), CD4-targeted MV-H (4"-LV), or IL7-displaying CD4-targeted MV-H (4"/IL7"-LV). Cells
cultivated in the medium alone (untransduced, ut) or in the presence of 15 ng/ml IL7 were
used as controls. The percentage of viable cells is indicated in each dot blot.

Figure 6: Selective activation of CD4" T cells by 4™/IL7"-LV. Freshly isolated CD3* T
cells were left untransduced (ut) or transduced with different types of LVs pseudotyped
with CD4-DARPin-Hmut (4™'® -LV), Hnse (Hnse-LV), or VSVG (VSVG-LV). Here IL7 was
displayed on two different versions of Hmut, either with 20 amino acids C-truncated
(HA20) or with 15 amino acids C-truncated (HA15). Accordingly, two types of 4"/IL7"-LV
were produced and transduced the resting T cells. Three days later the cells were stained
by CD3, CD8, CD69, and CD71 antibodies. The activation markers CD69 and CD71
expression in CD8" and CD8 (CD4") cells is shown.

Figure 7: Schematic representation of pseudotyped lentiviral vectors (LV). 4™-LV is a
CD4-targeted LV based on MeV glycoprotein pseudotypes. 47/IL7"-LV is a IL7-displaying
CD4-targeted LV based on MV glycoprotein pseudotypes. The envelope glycoprotein H
(MV-H) is truncated at its cytoplasmic tail, for example by 15, 18, or 20 amino acids and at
least two out of four point mutations (Y481A, R533A, S548L, and F549S) are introduced
to blind its natural receptor recognition of SLAM and CD46, thereby resulting in the
envelope glycoprotein Hmut. Afterwards, a targeting domain (for example CD4-DARPiIn)
and/or a cytokine (for example IL7) are fused to the mutant H (Hmut), with or without a
linker. The MV envelope glycoprotein F is truncated at its cytoplasmic tail by 30 amino
acids (MV-Fjso).

Figure 8: Schematic representation of pseudotyped virus-like particles (VLP). 8°-
VLP is a CD8-targeted VLP based on NiV glycoprotein pseudotypes. 8°%/IL7°-VLP is a IL7-
displaying CD8-targeted VLP based on NiV glycoprotein pseudotypes. The NiV-G
envelope glycoprotein is truncated at its cytoplasmic tail by 34 amino acids (A34) and four
point mutations (E501A, W504A, Q530A, and E533A) are introduced to blind its natural
receptor recognition of Ephrin-B2/B3, thereby resulting in the envelope glycoprotein NiV-
Gass. Afterwards, a targeting domain (CD8-scFv) and/or a cytokine (IL7) are fused to the
mutant G protein (NiV-Gass) with or without a linker. The NiV envelope glycoprotein F is

truncated at its cytoplasmic tail by 22 amino acids (NiV-Fazz).
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Figure 9: Efficient and selective transduction of resting CD4* T cells by 4"/IL7"-LV.
Freshly isolated CD3" T cells were left untransduced (ut) or transduced with different
types of LVs pseudotyped with CD4-DARPin-Hmut (4™*'® -LV), Hnse (Hnse-LV), or VSVG
(VSVG-LV). Here IL7 was displayed on two different versions of Hmut, either with 20
amino acids C-truncated (HA20) or with 15 amino acids C-truncated (HA15). Accordingly,
two types of 4IL7"-LV (4"'¥IL7"5-LV and 4™'®/IL7"%°-LV) were produced and
transduced the resting T cells. Three days later the cells were stained by CD3, CD8, and
CD4 antibodies. The GFP expression in CD4- or CD8-gated T cells is shown.

Figure 10: Neutralization of NiV glycoprotein pseudotyped LVs. CHO-EpCAM or
CHO-Ephrin-B2 cells were transduced with NiVmutEpCAM-LV (circle), MVEpCAM-LV
(square), NiVwt-LV (triangle), or VSVG-LV (diamond) at an MOI of 0.4 after incubation
with serial dilutions of pooled human serum (IVIG) for 2h at 37°C. After 72h, GFP+ cells
were determined by flow cytometry and the number of GFP+ cells relative to untreated
control is shown (n=3).

Figure 11: Selective activation of CD8"* T cells by 8%/IL7°-LV. Freshly isolated CD3"
T cells were left untransduced (ut) or transduced with different types of LVs pseudotyped
with CD8-scFv-Gmut (8°-LV) or CD8-scFv-Gmut /IL7-Gmut (8%/IL7°-LV). Three days later
the cells were stained by CD8, CD4, and CD71 antibodies. The CD71 expression in the
CD4- or CD8- gated T cells is shown.

Figure 12: Efficient and selective transduction of resting CD8" T cells by 8%/IL7°-LV.
Freshly isolated CD3" T cells were left untransduced (ut) or transduced with different
types of LVs pseudotyped with CD8-scFv-Gmut (8°-LV) or CD8-scFv-Gmut /IL7-Gmut
(8%/IL7°-LV). Three days later the cells were stained by CD3, CD8, and CD4 antibodies.
The GFP expression in CD4- or CD8-gated T cells is shown.

Figure 13: Efficient CAR19 gene transfer into resting CD8" T cells by 8%IL7°-LV.
Freshly isolated CD3" T cells were left untransduced (ut) or transduced with different
types of LVs pseudotyped with CD8-scFv-Gmut (8°%-LV), CD8-scFv-Gmut /IL7-Gmut
(8%/IL7°-LV) or VSVG (VSV-LV). The therapeutic gene encoding a CD19-specfic CAR
(CAR19) was delivered by the LVs. Three days after transduction, the CAR19 expression
was detected by anti-cmyc antibody. The percentage of CAR19 expressing cells in CD4*
or CD8" T cells is shown.

Figure 14: 47/IL7"-LVs allow targeted in vivo activation of CD4+ T cells in

humanized mice.

NOD/SCID gc-/- mouse were injected with cord blood T cells and 2 months upon
engraftment (20% T cell reconstitution), 100 microliters of 4™/IL7"-LV (1E6 IU) or 4™/IL7"-
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LV were injected by IV. Two weeks after injection of the vectors, the mice were sacrificed
and the splenocytes were evaluated for % of CD71 + CD4+ T cells (activation marker).

EXAMPLES
Material and methods

Generation of the constructs

The plasmid pHL3-Ac1 coding for truncated and mutated MV HcA18mut protein and
for a (G4S); linker (L3) between H and the His-tagged DARPin Ac1 was generated by
inserting the PCR amplified coding sequence of the EpCAM specific DARPin Ac1 (Stefan
et al. 2011) from pQE30ss_Ac1_corr into the backbone of plasmid pHL3-HRS3opt2#2
(Friedel et al. 2015) via Sfil/Notl.

All plasmids encoding Nipah virus G protein variants were derived from plasmid
pCAGGS-NiV-codonop-Gn. The coding sequence for the Ac1 targeting domain was fused
to the C-terminus of the G protein reading frame by PCR ampilification of each fragment
and simultaneously introducing a common Agel restriction site, which was used for
ligation resulting in plasmid pCAGGS- NiV-G-DARPin-Ac1. All other targeting domains
were exchanged via Agel/Notl. Truncations of the G protein cytoplasmic tail were
introduced by PCR amplification of the G protein reading frame and insertion of the PCR
fragments into pPCAGGS-NiV-G- DARPin-Ac1 resulting in plasmids pCAGGS-NiV-GcA33-
DARPin-Ac1 and pCAGGS-NiV-GcA34-DARPin-Ac1.The His-tagged G and GcA34
proteins were generated by PCR amplification from pCAGGS-NiV-codonop-Gn. The
fragments were cloned via Pacl/Notl restriction into the plasmid backbone of pCAGGS-
NiV-G-DARPin-Ac1 resulting in pCAGGS-NiV-G-His and pCAGGS-NiV-GcA34-His,
respectively. Mutations interfering with natural receptor recognition were introduced into
the NiV-GcA34-DARPIn-Ac1 protein coding sequence by site-directed mutagenesis. Each
mutation was generated by amplification of two fragments carrying the designated
mutation with homologous regions at the mutation site. These fragments were fused and
amplified by a flanking primer pair. Resulting fragments were cloned into pCAGGS-NiV-
GcA34-DARPin-Ac1  via  Rsrll/Agel, generating the plasmids pCAGGS-NiV-
GcA34EpCAMmut.

For the generation of the NiV-F variants, the coding sequences for FcA22 and
FcA25 were amplified from pCAGGS-NiV-F and cloned via Pacl/Sacl restriction into the
plasmid backbone of pCAGGS-NiV-codonop-Gn resulting in the plasmids pCAGGS-NiV-
FcA22 and pCAGGS-NiV-FcA25. AU1 tagged NiV-F variants used for Western blot
analysis of vector particles were generated by amplifying the NiV-F variants from
pCAGGS-NiV-F and simultaneously adding the AU1 tag N-terminally. The resulting PCR
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fragments were cloned via Pacl/Sacl restriction digest into the backbone of pCAGGS-
NiV-codonop-Gn, resulting in the plasmids pCAGGS-AU1-NiV-F, pCAGGS-AU1-NiV-
FcA22, and pCAGGS-AU1-NiV-FcA25.

Vector production

Vector particles were generated by transient transfection of HEK-293T cells using
polyethylenimine (PEI). Twenty-four hours before transfection, 2.5x107 cells were seeded
into a T175 flask. On the day of transfection, the cell culture medium was replaced by
10 ml DMEM with 15% FCS and 3 mM L-glutamine. The DNA mix was prepared by
mixing 35 pg of total DNA with 2.3 ml of DMEM without additives.

For example, following optimization of G to F ratios, 0.9 pg of plasmid encoding for
GcA34DARPIn/scFv variants was mixed with 4.49 pg plasmid encoding for F variants.
14.4 pg of HIV-1 packaging plasmid pCMVARS8.9 and 15.1 g of transfer-LV plasmids
were used. The transfection reagent mix was prepared by mixing 140 ul of 18 mM PEI
solution in H20 with 2.2 ml DMEM without additives. This solution was mixed with the
DNA mix, vortexed, incubated for 20 minutes at room temperature and added to the HEK-
293T cells, resulting in DMEM with 10% FCS, 2 mM L-glutatmine in total. 24 h later, the
medium was exchanged with DMEM with 10% FCS, 2 mM L-glutatmine in order to
remove remaining PEI/DNA complexes. At day two post transfection, the cell supernatant
containing the lentiviral vectors was filtered through a 0.45 um filter. If needed, vector
particles were purified by centrifugation at 450 x g for 24 h over a 20% sucrose cushion.
The pellet was resuspended in phosphate-buffered saline (PBS). For transduction, 8x103
of CHO-EpCAM and SK-OV-3 cells or 2x104 Moli4.8 and Raji cells were seeded into a
single well of a 96-well-plate and transduced on the next day. When needed, medium of
cells was replaced with medium containing different concentrations of Bafilomycin A1
(Santa Cruz Biotechnology, Inc, Dallas, USA) and cells were pre- incubated 30 min at
37°C before vector was added. For titration, at least four serial dilutions of vector particles
were used. After 72 h, the percentage of green fluorescentprotein (GFP)-positive cells
was determined by flow cytometry. Transducing units/ml (t.u./ml) was calculated by
selecting the dilutions showing linear correlation betweendilution factor and number of
GFP-positive cells (number of transduced cells/volume of vector in pl/0.001).

Schematic presentations of the pseudotyped retrovirus-like particle or retroviral
vector according to the invention are depicted in Figures 7 and 8.
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Example 1: Selective activation of CD4+ T cells

In order to activate CD4" but not CD8" lymphocytes, VLPs were generated that
display a CD4-specific DARPIn as targeting ligand and IL-7 as activation domain on the
MV H protein along with the fusion protein (F) resulting in the 4"/IL7"-VLP (comprising
proteins of sequence SEQ ID NO: 2, 14 and 15). To generate the particles, a transfection
protocol was established. Briefly, 0.45 ug of pCG-Hmut-CD4-DARPin (Zhou et al., J
Immunol, 2015), 0.45 ug of pCG-HA15-IL7 (provided by Els Verhoeyen), 4.7 ug of pCG-
FcA30 (Funke et al., Molecular therapy, 2008), 14.4 pg of HIV-1 packaging plasmid
pCMVARS.9 (Funke et al., Molecular therapy, 2008), and 15.1 ug of pCG-1 were used for
transfection of HEK293T cells in one T175 flask. After harvesting, the vector particles
were further concentrated via ultracentrifugation. Titers of ~10” tu/ml were obtained for
LVs and titers of ~1.5 ug p24/ml were obtained for VLPs.

The function of 4"/IL7"-VLP was demonstrated on freshly isolated resting T cells.
Briefly, CD3" T cells were isolated by negative selection using Pan T cell isolation kit
(Miltenyi Biotech) from adult peripheral blood. Subsequently, the cells were incubated with
4"/IL7"-VLP in the absence of any stimulation. Three days later, the CD4* T cells but not
the CD4 T cells in the cell culture were activated, as confirmed by FACS analysis for the
CD71 activation maker (Figure 3). Non-targeted particles displaying IL-7 activated both,
CD4" T cell and CD4 T cells. IL-7 is known to be a T cell survival cytokine. Therefore, it
was demonstrated that all IL7-displaying VLPs were as effective as recombinant human
IL-7 at preventing the death of primary T cells, while most of the resting T cells placed in
culture were dead after six days in the presence of conventional IL7-deficient VLP
particles (Figure 4).

The capacity of promoting T cell survival and selectively activating CD4" T cells
was also acquired by IL7-displaying CD4-targeted LVs (4™/IL7"-LV). Viral particles were
produced as described above, except that pCG-1 was substituted by the transfer plasmid
encoding GFP. In addition, in order to test the flexibility of the system and if the function of
particles could be enhanced by using other version of Hmut, two different plasmids
encoding Hmut-IL7 were used for vector production. pCG-HA15-IL7 is with 15 aa
cytoplasmic truncation of Hmut-IL7 (for 4"/IL7"*"-LV production) and pCG-HA20-IL7 is
with 20 aa cytoplasmic truncation of Hmut-IL7 (for 47/IL7"*%°-LV production). Without
specific indication, IL7-displaying VLP and LV were produced with pCG-HA15-IL7. Similar
to what was achieved by 4"/IL7"-VLP, when freshly isolated human CD3" T cells were
incubated with the indicated LVs in the absence of stimulation for 6 days, 47/IL7"-LV
significantly promoted T cell survival compared to the parental 4"-LV and non-targeted
Hnse-LV (Figure 5). As expected, the highest percentage of viable cells was observed in
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rhiL-7 treated positive group and the least viable cells were in the VSV-LV transduce or
untransduced (ut) groups (Figure 5). Moreover, 4"/IL7"-LV was as potent as 4"/IL7"-VLP
in selectively stimulating its target cell population in the mixed cell culture. As shown in
Figure 6, 4"/IL7™-LV selectively upregulate activation maker CD69 and CD71 expression
CD4" cells but not CD4 cells. There were no differences between 4%/IL7"*'*-LV and
47/IL77*%°-LV in CD4" T cell stimulation. Therefore, functional IL7-displaying targeted LVs
are successfully generated.

Example 2: Delivery of tumor-specific chimeric antigen receptors into resting

T cells

Since IL7-displaying vectors triggered the resting T cells activation, it is expected
that these cells are permissive for lentiviral transduction. In order to prove it, two versions
of 4YIL7"-LV delivering GFP transgene were generated. As shown in Figure 9, both
47/IL77*'5-LV and 47/IL7"**°-LV can efficiently and selectively transduce resting CD4* T
cells in the cell mixture.

Chimeric antigen receptors (CARs) are a powerful tool for cancer therapy. So far, T
cell subsets must be purified and activated for genetic delivery of CARs. Here, it is
demonstrated that CARs can be delivered selectively into resting CD4" cells. The particles
were generated as described in example 1 except that pCG-1 was substituted by the CAR
encoding transfer plasmid. When resting T cells were transduced with 4%/IL7"-LV
delivering ErbB2-specific chimeric antigen receptors (ErbB2-CAR), ErbB2-CAR
expression was only observed in the CD4" T cell population. Compared to the IL7-
deficienct CD4-targeted LV (4™-LV), the 4"/IL7™"-LV was more efficient in delivering the
CAR gene while retaining the selectivity for the CD4" T cells (Figure 1).

Example 3: The MV glycoproteins can be replaced by those of NiV to
selectively activate and transduce resting human CD8" T cells
In order to efficiently pseudotype VLPs or LVs with NiV glycoproteins, the NiV-G
was truncated at its cytoplasmic tail by 34 amino acids (GcA34) and the NiV-F was
truncated at its cytoplasmic tail by 22 amino acids (FA22). Next, the natural receptor
recognition of G¢cA34 for Ephrin-B2/B3 was destroyed by introducing four point mutations
(E501A, W504A, Q530A, E533A) into GecA34. LVs pseudotyped with this engineered G
protein completely lost binding to the natural Ephrin-B2 and -B3 NiV receptors (Figure 2)
and did not enter into cells expressing these receptors.
Moreover, NiV-pseudotyped LVs have some attractive features, like high

production yield and resistance to intravenous immunoglobulins. Since there is no
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vaccination against NiV and the few outbreaks are limited to a few cases in Malaysia,
Bangladesh and India (SEARO | WHO South-East Asia Region), there should be no
neutralizing antibodies present in humans. To demonstrate this, intravenous
immunoglobulin (IVIG; Intratect®) covered the widest range of human serum donors, was
incubated with NiVwt-LV, NiVmut™“*M-Ly, MV®“*™.LV and VSV-LV at increasing
concentrations prior to the transduction of target cells. GFP expression was then
determined by flow cytometry three days post transduction. As expected, transduction
mediated by VSVG-LV and NiVwt-LV was unaffected by the treatment with IVIG. MVEP“AM.
LV, on the other hand, showed a dose-dependent decrease in transduction rates with a
complete neutralization at 100 pg/ml of IVIG. In contrast, NiVmut®™“*"-LV was resistant
against IVIG at all concentrations used and must thus be at least 10000-fold less sensitive
against human immunoglobulin than the corresponding MV-based vector (Figure 10).
These results show that receptor-targeted vectors based on NiV glycoproteins will not be
neutralized when injected into humans.

Therefore, due to the above features of the NiV-G, the NiV-pseudotypes were
further used to generate cytokine-displaying CD8-targeted particles. Here, a CD8 specific
scFv derived from OKT8 was displayed on the NiV-GA34mut4 to generate envelope
plasmid pCG-Gmut-CD8scFv and human IL7 was displayed on the NiV-GA34mut4 to
generate envelope plasmid pCG-Gmut-IL7. In order to produce 8%IL7°%-LV, 0.45 pg of
pCG-Gmut-CD8scFv, 0.45 ug of pCG-Gmut-IL7, 4.7 ug of pCG-FcA22, 14.4 ug of HIV-1
packaging plasmid pCMVARS8.9, and 15.1 ug of transfer-LV plasmids were used for
transfection of HEK293T cells in one T175 flask. Titers of ~10” tu/ml were obtained for
LVs and titers of ~1.5 ug p24/ml were obtained for VLPs.

Similar to what was achieved by 4"IL7"-LV, 8%IL7%-LV (comprising proteins of
sequence SEQ ID NO: 4, 6 and 16) was able to selectively stimulate and transduce CD8"
T cells in the peripheral blood mixture. As shown in Figure 11, when freshly isolated
human CD3* T cells were incubated with 8%/IL7°-LV for 3 days, not only the CD8" T cell
subsets in the culture upregulated the CD71 expression but also only this cell population
efficiently expressed the reporter transgene GFP (Figure 12) or therapeutic transgene
CAR19 (Figure 13). In addition, compared to the parental IL7-deficient CD8-targeted LV
(8°-LV), the 8%/IL7°-LV was more efficient in activating the target cells and delivering
transgenes without compromise on specificity for transduction of the CD8" T cells.
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Example 4: Identification of an optimal ratio of CD8-targeting NiV-G to IL7-

displaying NiV-G

In order to hit more target cells, improve the titer and enhance the specificity of the
particles for selective activation and transduction of a distinct cell population, while
maximally reduce the off-target effect, the transfection protocol is further optimized for
vector production and carefully determine the amounts of NiV-G®9¢ig domain (g \y/-Hreeting
domain) gnd NijV-G"retional domain |y Hfunctional domainy - aneoding plasmids maintained in the
packaging cells.

For the production of G¥G'"’-LV, as described in Example 3, total amounts of 0.9
pug of pCG-Gmut plasmids together with 4.7 pg of pCG-FcA22, 14.4 g of HIV-1
packaging plasmid pCMVARS8.9, and 15.1 ug of pSEW were used for transfection of
HEK293T cells in one T175 flask. Meanwhile, pCG-Gmut-CD8scFv and pCG-Gmut-IL7
plasmids are mixed at different ratios at 20:1, 10:1, 5:1, 1:1, or 1:5. The respective cell
supernatants containing 8%/IL7%-LVs are used for transduction of CD8* Molt or A301 cells
and, 48h after transduction, the percentage of GFP* cells are measured by FACS to
calculate the titers. In addition, 8%/IL7° -LVs are used for transduction of freshly isolated
CD3" T cells and then the CD71 and GFP expression in CD8" and CD8 cells are
determined. The best ratio is identified as giving the highest titer, highest expression of
CD71 and GFP in target population and lowest expression in non-target population.

Example 5: Characterization of the transduced resting T cells by IL7-

displaying targeted VLPs and LVs

T cell compartments are highly heterogeneous and T cell subsets are phenotypically
and functionally distinct. As far as T cell therapy for cancer is concerned, less
differentiated cells are usually correlated with better antitumor effect in vivo. Therefore, it's
of importance to identify the T cell subsets that activated or modified by the vector
particles according to the invention. Take 8%/IL7°%-LV-CAR for example, the phenotypes of
the transduced resting T cells should be characterized in comparison to transduced pre-
stimulated T cells (with most widely used protocol of CD3/CD28 stimulation). Briefly, 3
days after transduction of resting or pre-stimulated CD3" T cells, the expression of
multiple T cell markers is monitored, including CD11a, CD11b, CD25, CD27, CD28,
CD45RA, CD45R0O, CDe2L, CD69, CD71, CD95, CD127, and CCR7. These molecules
are chosen as they have been used in the past to differentiate CD45RA"CD45RO
CD62L""CD95 CD27""CCR7"" naive (Tn), CD45RA*CD45RO
CD62L""CD95*CD27""CCR7"™"  stem  cell memory  (Tscw),  CD45RA
CD45RO""CDB2L*CD95'CD27 central memory (Tcv), CD45RA*CD45RO™"CD62L°
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CD95*CD27*CCR7" effector memory (Tew), and CD45RA"CD45RO*CD62L°
CD95""CD27 CD28' CCR7 effector (Te) T cells. The phenotypes of CAR* T cells are
analyzed by flow cytometry.

In addition, pre-sorted CD4" T cell subsets (Tscm, Tcm, Tew, and Tg) are incubated
with 4"/IL7"-VLP for example, to demonstrate the advantages of current invention for T
cell activation over the conversional TCR stimulation. Briefly, 3 days after incubation with
4"/IL7"-VLP or stimulation by CD3/28 antibodies, above indicated T cell subsets are
analyzed for phenotype skewness and activation levels. It is expected that IL7-displaying
T cell targeted vector particles activate and transduce less differentiated T cells.

Example 6: Enhance the function of ex vivo produced CART cells and simplify

the CART cell production procedure

Adoptive T cell immunotherapy has been demonstrated to be an effective regime in
clinic for treatment of various types of diseases. However, its broader application has
been limited by several issues. On one hand, the production of CAR-engineered or TCR-
engineered T cells is very expansive and labor-intensive due to the in vitro stimulation,
long-term expansion, and cell isolation and purification. On the other hand, the effector T
cells that have been expanded in vitro often persist poorly in vivo, and fail to exhibit a
sustained antitumor effect. The current invention provides the potential solutions for these
challenges by combining the cell stimulation and gene transfer in a single step and
enabling resting T cell transduction. Using this invention, the T cell production process can
be significantly simplified therefore reducing the cost of T cell manufacture. Moreover,
compared to the conventionally produced cells, CAR/TCR-engineered T cells produced by
current invention can be more potent in vivo, due to the potential of efficiently engineering
less differentiated cells as demonstrated in Example 5.

To demonstrate these features, freshly isolated human PBMC or CD8" T cells are
transduced with for example 8%IL7°-LV-CAR or VSV-LV-CAR as control. Meanwhile,
conventional CAR T cells are prepared in parallel according to the most widely uses
protocol. Briefly, isolated human PBMC or CD8" T cells from the same donor are
simulated with CD3/CD28 antibodies and IL2. Then cells are transduced with 8/IL7°-LV-
CAR or VSV-LV-CAR followed by 10 days expansion in the presence of IL2. 2-3 days
after vector transduction of resting T cells or 12 days after transduction of stimulated T
cells, these cells are co-cultivated with target tumor cells in vitro or infused in the tumor
bearing humanized mouse. Afterwards, in vitro tumor cells lysis and in vivo tumor
remission, animal survival, tumor-reactive T cell persistence and proliferation are

assessed.
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Example 7: Selective activation and transduction by IL7-displaying targeted

particles in in vivo like conditions

In a next step, the feasibility of using the viral particles to target and functionally
modify the distinct cells in in vivo settings is investigated. Thus, transduction of fresh
human peripheral blood with the viral particles is performed, for example with G¥G"-’-LV.
This allows evaluation of targeted activation and gene transfer in CD8" T cell population in
the presence of an active human complement system, an obstacle encountered by viral
particles in vivo.

Briefly, fresh peripheral blood is incubated with 8%/IL7%-LV-GFP or other control
vectors (VSV-LV, 8"/IL7" -LV, 8%-LV, or VSV/IL7%-LV) for 6-8 h. Afterwards, total PBMC
are isolated from the blood and further cultured in the T cell culture medium without
adding any stimulatory reagents. After 3-4 days, CD8" and CD8" cells in the culture are
evaluated for CD71 and GFP expression. To confirm the stable gene transfer, a small
fraction of cells are transferred into the culture medium supplemented with CD3/CD28
antibodies and IL2 for additional 3 days before the percentages of GFP* cells are
analyzed.

Example 8: IL7-displaying targeted particles selectively activate and transduce

circulating resting T cells in humanized mouse models

In order to demonstrate the particles according to the invention are able to be locally
or systemically applied in vivo to allow the cell type specific activation or modification, they
are applied in mice engrafted with human CD34" hematopoietic stem cells (HSC) from
healthy donors. In this mouse model, multiineage human hematopoietic cells can be
generated and these cells are tolerated by the mouse host.

Here, the application of G%G""-pseudotpyed particles for human CD8" T cell
activation and modification is taken for example. Briefly, after having confirmed that the
human immune system was successfully established by detecting around 10% of human
CD3* T cells, G¥G""-pseudotpyed particles are applied systemically via intravenous
injection (iv) or locally via intrasplenic or intrathymic injection. G¥G'"-VLP is injected to
assess the feasibility of selective activation of human CD8" T cells in vivo. In this
experiment setting, the activation level/duration and CD8" T cells proliferation are
analyzed at the different time points after VLP injection. G¥G"“"-LV-GFP is injected to
assess the function of in vivo gene delivery. In this experiment setting, the GFP
expression, the phenotypes of transduced cells, and their proliferation and persistence are
analyzed at the different time points after LV injection. G%G""-LV-CAR is injected to
assess the feasibility of therapeutic gene delivery and the in vivo generation of CAR T
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cells. In this experiment setting, the CAR expression, the phenotypes of transduced cells,
the proliferation and persistence of transduced cells in the presence/absence of target
tumor cells/antigens, the elimination of local/systemic tumor are analyzed at the different
time points after LV injection.

Example 9: Selective activation of Rhesus Macaque CD4* T cells

T cells of non-human primate (NHP) are phenotypically similar to human T cells,
making it the best animal model for human immunity and immunotherapies. As far as T
cell therapy is concerned, the NHP model could be more reliable in predicting the effect,
dosage, application routes, and safety of potential medicaments. Therefore, a tool to
specifically modify or inducing a functional change in a distinct cell type in NHP is highly
desirable.

Here, the 4"/IL7™-SIV vector and its application for rhesus macaque are described in
detail as an example. First, a rhesus macaque CD4-specific DARPIn57.2 (CD4"%"2) is
used as targeting domain displayed on the Hmut protein (H-CD4°%"?) and the rhesus
macaque reactive IL7 is used as functional domain displayed on the Hmut (H-rmIL7).
Then the above two H proteins, for example with the ratios determined in Example 4, are
used to pseudotype simian immunodeficiency virus mac 251 (SIVmac251)-derived LV.
After determining the vector yield and titers by P27 ELISA/Nano-sight and transduction of
CD4* simian cells, freshly isolated simian CD3* T cells are transduced with 4™/1L7"-SIV
delivering GFP or CARs. Then, the activation makers and transgene expression in CD4*
vs CD4" T cells was determined as described above. Next, the possibility of in vivo
application is assessed in NHP models. For this purpose, a single dose of vectors is
injected slowly into two axillary lymph nodes of each of the enrolled animals (eg. rhesus
macaque). One week post-injection, blood samples are collected and one of the two
injected lymph nodes is removed by surgery and dissociated into single cell suspensions.
The detailed analysis is performed to analyse the phenotypes, specific activation,
transgene expression levels and/or function (when therapeutic transgene is delivered) of
in vivo transduced T cells. Moreover, the second lymph node receives a second dose of
the same vector and the enrolled animals are monitored for at six months to assess the
proliferation, persistence, and/or function (when therapeutic transgene is delivered) of in
vivo transduced T cells.
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Example 10: Selectively active and expand antigen-specific T cells in

immunocompetent mouse model

The potential of targeting cytokine to function at the disease site while avoiding the
systemic toxicity can be well evaluated in an immunocompetent mouse melanoma tumor
model. IL12 displaying murine CD8-targeted VLP (m8%mIL12%-VLP) is taken as an
example. Previous studies have shown that IL12 application can enhance the transferred
tumor-reactive T cells tolerance and antitumor efficacy, but it is very toxic systemically. To
overcome this drawback, in our study, m8%/mIL12%-VLP is used to control the function of
IL12 to take place at the tumor sites. Wide type C57/BlI6 mouse is transplanted with
B16/OVA melanoma cells, after the establishment of tumor, the mouse is treated by
irradiation and transferred with T cells isolated from C57/BI6 OT-| transgenic mouse. After
OT-I T cell transplantation, the mice are treated with m8%/mIL12%-VLP, or with murine
IL12, or with PBS as controls via i.v. injection. The tumor volume, in vivo persistence and

function of OT-I T cells, and mouse survival are analyzed.

Example 11: In vivo targeted targeted activation of human CD4+ T cells.

In order to evaluate the in vivo performance of the MV-4"/IL7"-LVs for activating
human CD4" T cells, NOD/SCID gc-/- (NSG) mice were engrafted with CD3" cord blood T
cells. Human T cell reconstitution was weekly determined in the blood. When 20% of hT
cells was detected (% hCD3" cells / total hCD45"+mCD45" cells), the mice were injected
IV with 1E6 1U MV-4"/IL7"-LVs or MV-4"- LVs. Two weeks post-injection of the vectors,
the mice were sacrificed and the splenocytes and peripheral blood mononuclear cells
were isolated. Remarkably, it was found a stronger specific IL-7 activation revealed by a
CD71 late activation marker of the human CD4+ T cells in case of the MV-4"/IL7"-LVs
(25% CD4+ CD71+ cells ) as compared to MV-4"- LVs (8 % CD4+ CD71+ cells) (Figure
14). Moreover, the CD4- T cells, which represent the CD8+ T cells, show identical
expression of CD71 for both targeting vectors. The latter emphasizes that the IL-7 survival
signaling was only activating the targeted CD4+ T cells and not the CD8+ cells.

In conclusion, next to the in vitro specific activation of the target cells achieved with MV-
4"/IL7"-LVs, the specific activation of CD4+ T cells by MV-4"/IL7"-LVs was confirmed in

vivo in human blood system mouse model.



18 Mar 2026

2026202115

10

15

20

25

30

35

WO 2017/182585 PCT/EP2017/059435

1.

N

o

54
CLAIMS

A pseudotyped retrovirus-like particle or retroviral vector comprising:

a) at least one cell targeting fusion protein comprising (i) a protein
derived from an envelope glycoprotein G or H of a virus of the
Paramyxoviridae family or a transmembrane domain and (ii) at least
one cell targeting domain,

b) at least one modulating fusion protein comprising (i) a protein derived
from an envelope glycoprotein G or H of a virus of the
Paramyxoviridae family or a transmembrane domain and (ii) at least
one functional domain, and

c) at least one glycoprotein derived from an envelope glycoprotein F of a
virus of the Paramyxoviridae family,

wherein said cell targeting fusion protein and/or said modulating fusion protein
comprises a protein derived from an envelope glycoprotein G or H of a virus of
the Paramyxoviridae family,

wherein said protein derived from an envelope glycoprotein G or H of a virus of
the Paramyxoviridae family lacks at least one part of the cytoplasmic region of
said envelope glycoprotein G or H.

The pseudotyped retrovirus-like particle or retroviral vector according to claim 1,
wherein said virus of the Paramyxoviridae family is a virus of the Morbillivirus

genus or of the Henipavirus genus.

The pseudotyped retrovirus-like particle or retroviral vector according to claim 1
or 2, wherein said protein derived from an envelope glycoprotein G or H of a
virus of the Paramyxoviridae family is at least partially unable to bind at least
one natural receptor of said envelope glycoprotein G or H.

The pseudotyped retrovirus-like particle or retroviral vector according to any one
of claims 1 to 3, wherein said glycoprotein derived from an envelope
glycoprotein F of a virus of the Paramyxoviridae family lacks at least one part of
the cytoplasmic region of said envelope glycoprotein F.

The pseudotyped retrovirus-like particle or retroviral vector according to any one
of claims 1 to 4, wherein said cell targeting domain is selected in the group
consisting of a DARPIn, ScFv, targeting peptide and their combinations.



18 Mar 2026

2026202115

10

15

20

25

30

35

WO 2017/182585 PCT/EP2017/059435

10.

11

12.

55

The pseudotyped retrovirus-like particle or retroviral vector according to any one
of claims 1 to 5, wherein said functional domain is selected in the group
consisting of a cytokine, growth factor, hormone, neurotransmitter, apoptosis
ligand and their combinations.

Use of a pseudotyped retrovirus-like particle or retroviral vector according to any
one of claims 1 to 6 to selectively modulate the activity of target cells and
optionally selectively transduce said target cells.

A method for selectively modulating the activity of target cells and/or selectively
transducing target cells, wherein said method comprises contacting a
pseudotyped retrovirus-like particle or retroviral vector according to any one of
claims 1 to 6 with cells comprising said target cells.

A pseudotyped retrovirus-like particle or retroviral vector according to any one of

claim 1 to 6 for use as a medicament.

The pseudotyped retrovirus-like particle or retroviral vector for use according to

claim 9 in immune therapy, gene therapy and/or vaccination.

. The pseudotyped retrovirus-like particle or retroviral vector for use according to

claim 9 or 10, in the prevention and/or treatment of an immune disease, cancer,
genetic disease, allergic disease, inflammatory disease, infectious disease,
metabolic disease, neurological disease, muscular disease and their

combinations.

A nucleic acid comprising a sequence encoding a cell targeting fusion protein
and/or a sequence encoding a modulating fusion protein, wherein:
said cell targeting fusion protein comprises a protein derived from an
envelope glycoprotein G or H of a virus of the Paramyxoviridae family or a
transmembrane domain and (ii) at least one cell targeting domain, and
said modulating fusion protein comprises (i) a protein derived from an
envelope glycoprotein G or H of a virus of the Paramyxoviridae family or a

transmembrane domain and (ii) at least one functional domain.
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13. The nucleic acid according to claim 12, wherein said nucleic acid comprises a
sequence selected in the group consisting of SEQ ID NO: 1, SEQ ID NO: 3,
SEQ ID NO: 5, SEQ ID NO: 7 and SEQ ID NO: 13 and/or comprises a sequence
encoding a sequence selected in the group consisting of sequences SEQ ID
NO: 2, SEQ ID NO: 4, SEQ ID NO: 6, SEQ ID NO: 8 and SEQ ID NO: 14.

14. A vector comprising a nucleic acid according to claim 12 or 13.

15. A method for producing a pseudotyped retrovirus-like particle or retroviral vector

according to any one of claims 1 to 6, wherein said method comprises co-

transfecting a packaging cell line with:

(i)

(ii)

at least one nucleic acid encoding a cell targeting fusion protein, said cell
targeting fusion protein comprising (i) a protein derived from an envelope
glycoprotein G or H of a virus of the Paramyxoviridae family or a
transmembrane domain and (ii) at least one cell targeting domain,

at least one nucleic acid encoding a modulating fusion protein, said
modulating fusion protein comprising (i) a protein derived from an envelope
glycoprotein G or H of a virus of the Paramyxoviridae family or a
transmembrane domain and (ii) at least one functional domain,

at least one nucleic acid encoding a glycoprotein derived from an envelope
glycoprotein F of a virus of the Paramyxoviridae family, and

at least one vector comprising a nucleic acid encoding core proteins from

said retrovirus,

wherein said cell targeting fusion protein and/or said modulating fusion protein

comprises a protein derived from an envelope glycoprotein G or H of a virus of the

Paramyxoviridae family.
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1
DNA
2217

misc_feature 1..2217

note=Truncated and mutated (Y481A, R533A, S548L, F549S) MV H protein (HcDeltal8) fused to

Designed Ankyrin Repeat Protein (DARPIN)-29.2 s pecific for human CD4
source 1..2217
mol_type=other DNA

organism=synthetic construct

CDS 1..2217

at gggaagt a
ctggetgttc
cgacttcatc
gat gt aact a
atcggtgatg
t ct gacaaga
t gt at caacc
gct gaagagc
cagttcctag
t caaacat gt
at agt cact a
ct gagcagca
gttat cagaa
ccagt cagt a
ctttgtcacg
ttccagcetcg
ttatcaacgg
gct gacaacc
gagacat gct
t gggcaccat
ctgacagttg
t cagggat gg
at gaagaacc
agt cccgcac
tacctacctg
ggt caagat ¢
gtttattacg
at aaaggggg
t gccgt cact
at ggt gggca
ccggccgacc
cgtatcctga
ctacacct gg
gctgacgtta
ggt cacct gg
aaattcggta
atcct gcaaa

ggat agt cat
tgtttgtcat
gggcagccat
act caat cga
aagt gggccet
ttaaattcct
cgccagagag
t cat gaat gc
ctgtctcaaa
cgct gt cect
t gacat ccca
aaaggt caga
atccgggttt
at gat ct cag
gggaagattc
t caagct agg
at gat ccagt
aagcaaaat g
t ccaacaggc
t gaaggat aa
agct t aaaat
acct at acaa
tagcct t agg
tcttcactgt
cggaggt gga
t ccaat at gt
tttacagccc
tccccat cga
tctgtgtgcet
t gggagt cag
t gggt aagaa
t ggct aacgg
ct gct cagaa
acgctattga
aaatcgttga
agaccgettt
agctt aat gc

t aacagagaa
gtttctgagc
ctacaccgca
gcat caggt c
gaggacacct
t aat ccggat
aat caaattg
attggt gaac
gggaaact gc
gttagacttg
gggaat gt at
gttgtcacaa
gggggct ccg
caactgtatg
tatcacaatt
t gt ct ggaaa
gat agacagg
ggct gt cccg
gt gt aagggt
caggat t cct
caaaat t gct
at ccaaccac
t gt aat caac
cccaattaag
tggtgatgtc
tttggcaacc
aagccgcect a
attacaagtg
t gcggact ca
ctgcacagtc
act gct ggaa
tgct gacgtt
t ggt cacct g
agaggt t ggt
agttctgctg
cgacatctcc
ggccgcaaga

catcttatga
tt gat cgggt
gagat ccat a
aaggacgt gc
cagagat tca
agggagt acg
gattatgatc
t caactctac
t cagggccca
tatttaggtc
gggggaact t
ct gagcat gt
gtgttccata
gtggctttgg
ccct at cagg
tccccaaccg
ctttacctct
acaacacgaa
aaaat ccaag
t cat acgggg
tcgggattcg
aacaat gt gt
acat t ggagt
gaagcaggeg
aaact cagt t
tacgatact t
tcgtcttact
gaatgcttca
gaatctggtg
acccgggaag
gctgctegtg
aacgctactg
gaaatcgttg
at gact ccgc
aagaacggtg
at cgact acg
ggttctcatc

tt gat agacc
t gct agccat
aaagcct cag
t gacaccact
ct gacct agt
actt cagaga
aat act gt gc
t ggagaccag
ctacaat cag
gaggttacaa
acct agt gga
accgagt gtt
t gacaaact a
gggagct caa
gat cagggaa
acat gcaat c
cat ct cacag
cagat gacaa
cact ct gcga
tcttgtctgt
ggccat t gat
attggct gac
ggat accgag
gagact gcca
ccaat ct ggt
ccgeggttga
tttatccttt
cat gggacca
gacat at cac
at ggaaccaa
ct ggt cagga
acactcttgg
aagtt ct gct
t gcacct ggc
ctgacgttaa
gt aacgagga
accat cacca

ttatgttttg
t gcaggaat t
caccaatcta
cttcaaaatc
gaaattcatc
tctcacttgg
agat gt ggct
aacaaccaat
aggtcaattc
tgtgtcatct
aaagcct aat
t gaagt aggt
tcttgagcaa
act cgcagcc
aggt gt cagc
ctgggt cccc
aggtgttatc
gttgcgaatg
gaat cccgag
t gat ct gagt
cacacacggt
tatcccgceca
attcaaggtt
tgccccaaca
gattctacct
acatgctgtg
taggttgcect
aaaact ct gg
tcactctggg
t gcggcccag
cgacgaagtt
tcgtactccg
gaagcacagt
tgttgttget
cgct caggac
cct ggct gaa
tcactaa

60
120
180
240
300
360
420
480
540
600
660
720
780
840
900
960
1020
1080
1140
1200
1260
1320
1380
1440
1500
1560
1620
1680
1740
1800
1860
1920
1980
2040
2100
2160
2217

3-2

3-2-1
3-2-2
3-2-3
3-2-4

3-2-5

Sequences

Sequence Number [ID]

Molecule Type
Length

2
AA
738

Features
Location/Qualifiers

NonEnglishQualifier Value

REGION 1..738
note=Synthetic Construct
source 1..738
mol_type=protein
organism=synthetic construct

Residues

MGSR! VI NRE
DVTNSI EHQV
Cl NPPERI KL
SNVBLSLLDL
VI RNPGLGAP
FQLVKLGWK
ETCFQQACKG
SGVDL YKSNH
YLPAEVDGDV
| KGVPI ELQV
PADLGKKLLE
ADVNAI EEVG
| LOKLNAAAR

HLM DRPYVL LAVLFVMFLS
KDVLTPLFKI | GDEVGLRTP
DYDQYCADVA AEELMNALVN
YLGRGYNVSS | VTMISQGWY

LI GLLAI AG
QRFTDLVKFI
STLLETRTTN
GGTYLVEKPN

VFHMINYLEQ PVSNDLSNCM VALGELKLAA

SPTDMQSWP LSTDDPVI DR
KI QALCENPE WAPLKDNR! P
NNVYWLTI PP MKNLALGVI N
KLSSNLVI LP GQDLQYVLAT
ECFTVDQKLW CRHFCVLADS
AARAGQDDEV RI LMANGADV
MIPLHLAWA GHLEI VEVLL
GSHHHHHH

LYLSSHRGV!

SYGVLSVDLS
TLEW PRFKV
YDTSAVEHAV
ESGGHI THSG
NATDTLGRTP
KNGADVNAQD

RLHRAAI YTA
SDKI KFLNPD
QFLAVSKGNC
LSSKRSELSQ
LCHGEDSI Tl
ADNQAKWAVP
LTVELKI KI A
SPALFTVPI K
VYYVYSPSRL
MW/GMGVSCTV
LHLAAQNGHL
KFGKTAFDI S

El HKSLSTNL 60
REYDFRDLTW 120
SCGPTTI RGQF 180
LSMYRVFEVG 240
PYQGSGKGVS 300
TTRTDDKLRM 360
SGFGPLI THG 420
EAGGDCHAPT 480
SSYFYPFRLP 540
TREDGTNAAQ 600
El VEVLLKHS 660
| DYGNEDLAE 720
738

3-3

Sequences
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3-3-1
3-3-2
3-3-3
3-3-4

3-3-5

Sequence Number [ID]
Molecule Type

Length

Features
Location/Qualifiers

NonEnglishQualifier Value
Residues

3
DNA
2529

misc_feature 1..2529

note=Truncated and mutated (E501A, W504A, Q530A, E533A) NiV G protein (GcDelta34) fused to

a single chain antibody directed to human CD8 (scFvC8-Vh1) linked with an additional (G4S)3

linker

source 1..2529
mol_type=other DNA

organism=synthetic construct

CDS 1..2529

at gaagaaga
atcgcectge
accagaagca
at caagggcc
accagcagca
agcaccgcca
aagat ccacg
cagaccgagg
agcaaccaga
ggcacct gca
ct ggaacgga
gaggt gct gg
cccaacccca
ct gt gcgecg
ct gat gat ga
cagct ggccce
agcggcat ca
gagt t caagt
aact gcagac
ct gaagt aca
cagcggct gt
taccaggcca
cccct ggt gg
ccceggttca
at cgaccgga
aat cccgt gt
gaggacacca
t gcat cagcce
gccgt gaaga
ggt ggt ggat
aagaaacctg
acctacatcc
gaccccgcca
gccgacacca
gccgt gt act
accaccgt ga
ggat ccgaca
gtgaccatta
aagcccggcea
ccaagcagat
cagcccgagg
gggcagggaa
cat cact aa

t caacgaggg
t gggcagcat
ccgacaacca
t ggccgacaa
ccat caccat
gcat caacga
agt gcaacat
gcgt gagcaa
t cct gaagcec
t caccgaccc
tcggcagetg
accggggega
acaccgtgta
t gagcaccgt
cccggcet gge
t gcggagcat
agcagggcga
acaacgacag
tgagcat ggg
acct gagcga
ccat cggcag
gcttcagetg
t gaact ggcg
acacct gccc
t caact ggat
tcaccgtgtt
acgcccagaa
t ggt ggagat
t ccccgagcea
cagcggcecca
gcgcet agegt
act gggt gcg
acgacaacac
gcagcaacac
act gt ggcag
cagtgtctag
t cgt gat gac
cct gccggac
aggcccccaa
t cagcggcag
acttcgccac
caaaggt gga

cct gct ggac
cgtgatcatt
ggccgt gatc
gat cggcacc
cccecgecaac
gaacgt gaac
cagct gccce
cct ggt cgge
caagctcatt
cct gct ggee
cagcaggggc
cgaggt gccc
ccact gcagc
gggcgacccce
cgt gaagcect
cgagaagggc
cacact gt ac
caact gcccce
cat ccggecc
cggcgagaac
ccccagcaag
ggacaccatg
gaacaat acc
cgcgat ct gc
ctctgccgge
t aaggacaac
aaccat cacc
ctacgat acc
gt gcaccggt
gccggeccag
gaaggt gt cc
ccaggct cca
cct gt acgcc
cgcctacatg
aggct acggce
cggcggaggce
ccagagccct
cagccggt cc
gctgctgatc
cggct ccgge
ctactactgc
gat caagaga

agcaagat cc
gt gat gaaca
aaggacgct c
gagat cggcc
at cggcct gc
gagaagt gca
aaccccct gc
ctgcccaaca
tcctacaccc
at ggacgagg
gt gt ccaagc
agcctgttca
gccgt gt aca
at cct gaaca
aagagcaat g
agat acgaca
ttcccegeceg
at caccaagt
aacagccact
cccaaagt cg
atctacgaca
at caagttcg
gt gat cagca
gcggagggeg
gtgttcctgg
gagat cct gt
aactgctttc
ggcgacaacg
ggaggt ggct
gt gcagct gg
t gcaaggcca
ggacagggcc
agcaagttcc
gaact gagca
tactacgt gt
ggaagt ggag
agcagcct gt
at cagccagt
t acagcggca
accgacttca
cagcagcaca
gcggccgcaa

t gagcgecet t
t cat gat cat
t ccaggggat
ccaaggtgtc
t ggggt ccaa
agttcaccct
ccttccggga
acat ct gcct
tgccegt ggt
gctacttcge
agcggat cat
t gaccaacgt
acaacgagtt
gcacctactg
gcggeggat a
aagt gat gcc
tgggcttcct
gccagt acag
acat cct gcg
tctttattga
gcct gggeca
gcgacgt gct
gacccggcca
t gt acaacga
act ccaacgc
accgggccca
t gct gaagaa
t gat caggcce
ct ggt ggagg
t gcagagcgg
gcggctt caa
t ggaat ggat
agggcagagt
gcct gagaag
tcgaccactg
gcggaggaag
ct gccagegt
acctggectg
gcaccct gca
ccct gaccat
acgagaaccc
gaggttctca

caacaccgtg
ccagaact ac
ccagcagcag
cct gat cgac
gat cagccag
gccecceectg
gt accggccce
gcagaaaacc
gggccagagce
ctacagccac
cggcgt ggge
gt ggaccccc
ctactacgtg
gt ccggcagce
caaccagcac
ctacggcccce
ggt ccggacc
caagcccgag
gagcggect g
gat cagcgac
gccegtgttce
gaccgt gaac
gagccagt gc
cgecttectg
gaccgccgeg
gct ggccage
caagat ct gg
caagctgttc
aggct ct gga
agccgaggat
cat caaggac
gggccggat ¢
gaccat cacc
cgaggacacc
gggccagggce
cggaggcggce
gggcgaccgce
gt at caggaa
gagcggegt g
cagcagcctg
cctgaccttc
t caccat cac

60
120
180
240
300
360
420
480
540
600
660
720
780
840
900
960
1020
1080
1140
1200
1260
1320
1380
1440
1500
1560
1620
1680
1740
1800
1860
1920
1980
2040
2100
2160
2220
2280
2340
2400
2460
2520
2529

3-4
3-4-1
3-4-2
3-4-3
3-4-4

3-4-5

Sequences
Sequence Number [ID]
Molecule Type

Length

Features
Location/Qualifiers

NonEnglishQualifier Value
Residues

4
AA
842

REGION 1..842
note=Synthetic Construct

source 1..842

mol_type=protein

organism=synthetic construct

MKKI NEGLLD SKI LSAFNTV | ALLGSI VI |
| KGLADKI GT ElI GPKVSLI D TSSTI Tl PAN

KI HECNI SCP NPLPFREYRP QTEGVSNLVG
GICl TDPLLA MDEGYFAYSH LERI GSCSRG

PNPNTVYHCS AVYNNEFYYV LCAVSTVGDP
QLALRSI EKG RYDKVMPYGP SG KQGDTLY
NCRLSM3 RP NSHYI LRSGL LKYNLSDGEN
YQASFSWDOTM | KFGDVLTVN PLVVNVRNNT

VMNI M | QNY TRSTDNQAVI
| GLLGSKI SQ STASI NENVN

LPNNI CLQKT

SNQ LKPKLI

VSKQRI | GVG EVLDRGDEVP

| LNSTYWSGS
FPAVGFLVRT

LMVITRLAVKP
EFKYNDSNCP

PKVVFI ElI SD QRLSI GSPSK
VI SRPGQSQC PRFNTCPAI C AEGVYNDAFL

KDALQG QQQ 60

EKCKFTLPPL
SYTLPWGS
SLEMINVWIP
KSNGGGYNGH
| TKCQYSKPE
| YDSLGQPVF

120
180
240
300
360
420
480
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| DRI NW SAG VFLDSNATAA NPVFTVFKDN EI LYRAQLAS EDTNAQKTI T NCFLLKNKI W 540
Cl SLVEI YDT GDNVI RPKLF AVKI PEQCTG GGGSGGGGSG GEGSAAQPAQ VQLVQSGAED 600
KKPGASVKVS CKASGFNI KD TYI HWRQAP GQGLEWVGR
ADTSSNTAYM ELSSLRSEDT AVYYCGRGYG YYVFDHWGQG TTVTVSSGGG GSGGGGSGAG 720
GSDI VMIQSP  SSLSASVGDR VTI TCRTSRS | SQYLAWYQE KPGKAPKLL
PSRFSGSGSG TDFTLTI SSL QPEDFATYYC QUHNENPLTF GQGTKVEI KR AAARGSHHHH 840

HH

DPANDNTLYA SKFQGRVTI T 660

YSGSTLQSGV 780

842

3-5

3-5-1
3-5-2
3-5-3
3-5-4

3-5-5

Sequences
Sequence Number [ID]
Molecule Type

Length

Features
Location/Qualifiers

NonEnglishQualifier Value
Residues

5
DNA
2211

misc_feature 1..2211

note=Truncated and mutated (E501A, W504A, Q530A, E533A) NiV G protein (GecDelta34) fused to

IL-7

source 1..2211
mol_type=other DNA

organism=synthetic construct

CDS 1..2211

at gaagaaga
atcgcectge
accagaagca
at caagggcc
accagcagca
agcaccgcca
aagat ccacg
cagaccgagg
agcaaccaga
ggcacct gca
ct ggaacgga
gaggt gct gg
cccaacccca
ct gt gcgeceg
ct gat gat ga
cagct ggccce
agcggcat ca
gagt t caagt
aact gcagac
ct gaagt aca
cagcggct gt
t accaggcca
cccct ggt gg
ccceggttca
at cgaccgga
aat cccgt gt
gaggacacca
t gcat cagcc
gccgt gaaga
ggcaaacaat
gaaattggta
gct aat aagg
at gaat agca
ctgttgaact
ccaacaaaga
tgtttcctaa
act aaagaac

t caacgaggg
t gggcagcat
ccgacaacca
t ggccgacaa
ccat caccat
gcat caacga
agt gcaacat
gcgt gagcaa
t cct gaagcece
t caccgaccc
tcggcaget g
accggggega
acaccgtgta
t gagcaccgt
cccggcet gge
t gcggagcat
agcagggcga
acaacgacag
tgagcat ggg
acct gagcga
ccat cggcag
gcttcagetg
t gaact ggcg
acacct gccc
t caact ggat
tcaccgtgtt
acgcccagaa
t ggt ggagat
t ccccgagea
at gagagt gt
gcaat t gcct
aaggtatgtt
ctggtgattt
gcact ggcca
gtttggaaga
agagact att
acgcggecge

cct gct ggac
cgtgatcatt
ggccgt gat ¢
gat cggcacc
cccecgecaac
gaacgt gaac
cagct gcccce
cct ggt cgge
caagctcatt
cct gct ggee
cagcaggggce
cgaggt gccc
ccact gcagc
gggcgacccc
cgt gaagcect
cgagaagggc
cacact gt ac
caact gcccce
cat ccggecc
cggcgagaac
ccccagcaag
ggacaccatg
gaacaat acc
cgcgat ct gc
ctctgccgge
t aaggacaac
aaccat cacc
ctacgat acc
gt gcaccggt
tctaatggtc
gaat aat gaa
tttattccgt
t gat ct ccac
ggt t aaagga
aaat aaat ct
acaagagat a
aagaggt t ct

agcaagat cc
gt gat gaaca
aaggacgct c
gagat cggcc
at cggect gc
gagaagt gca
aaccccct gc
ctgcccaaca
tcctacaccc
at ggacgagg
gt gt ccaagc
agcctgttca
gccgt gt aca
at cct gaaca
aagagcaat g
agat acgaca
ttcccegeceg
at caccaagt
aacagccact
cccaaagt cg
atctacgaca
at caagttcg
gt gat cagca
gcggagggeg
gtgttcctgg
gagat cct gt
aactgctttc
ggcgacaacg
at ggccgat t
agcat cgat ¢
tttaactttt
gctgct cgca
ttattaaaag
agaaaaccag
tt aaaggaac
aaaacttgtt
cat caccatc

t gagcgecet t
t cat gat cat
t ccaggggat
ccaaggtgtc
t ggggt ccaa
agttcaccct
ccttccggga
acat ct gcct
t gccegt ggt
gctacttcge
agcggat cat
t gaccaacgt
acaacgagtt
gcacctactg
gcggeggat a
aagt gat gcc
tgggcttcct
gccagt acag
acat cct gcg
tctttattga
gcct gggeca
gcgacgt get
gacccggcca
t gt acaacga
act ccaacgc
accgggccca
t gct gaagaa
t gat caggcce
gtgatattga
aattattgga
tt aaaagaca
agt t gaggca
tttcagaagg
ctgccct ggg
agaaaaaact
ggaat aaaat
accat cacta

caacaccgtg
ccagaact ac
ccagcagcag
cct gat cgac
gat cagccag
gcceccecectg
gt accggccce
gcagaaaacc
gggccagagce
ct acagccac
cggcgt ggge
gt ggaccccc
ctactacgtg
gt ccggcagce
caaccagcac
ctacggcccce
ggt ccggacc
caagcccgag
gagcggect g
gat cagcgac
gccegtgttce
gaccgt gaac
gagccagt gc
cgecttectg
gaccgccgeg
gct ggccagce
caagat ct gg
caagctgttc
aggt aaagat
cagcat gaaa
tatct gt gat
atttcttaaa
cacaacaat a
t gaagcccaa
gaat gacttg

tttgatggge
a

60
120
180
240
300
360
420
480
540
600
660
720
780
840
900
960
1020
1080
1140
1200
1260
1320
1380
1440
1500
1560
1620
1680
1740
1800
1860
1920
1980
2040
2100
2160
2211

3-6

3-6-1
3-6-2
3-6-3
3-6-4

3-6-5

Sequences
Sequence Number [ID]
Molecule Type

Length

Features
Location/Qualifiers

NonEnglishQualifier Value
Residues

6
AA
736

REGION 1..736
note=Synthetic Construct

source 1..736

mol_type=protein

organism=synthetic construct

MKKI NEGLLD SKI LSAFNTV | ALLGSI VI |

| KGLADKI GT' EI GPKVSLI D TSSTI Tl PAN
KI' HECNI SCP NPLPFREYRP QTEGVSNLVG
GICl TDPLLA MDEGYFAYSH LERI GSCSRG
PNPNTVYHCS AVYNNEFYYV LCAVSTVGDP
QLALRSI EKG RYDKVMPYGP SG KQGDTLY
NCRLSM3E RP NSHYI LRSGL LKYNLSDGEN

VMNI M | QNY TRSTDNQAVI
| GLLGSKI SQ STASI NENVN
LPNNI CLQKT SNQ LKPKL

VSKQRI | GVG EVLDRGDEVP
| LNSTYWSGS LMVITRLAVKP
FPAVGFLVRT EFKYNDSNCP
PKVVFI El SD QRLSI GSPSK

KDALQGE QQQ 60

EKCKFTLPPL
SYTLPWGCS
SLFMTNVWIP
KSNGGGYNQH
| TKOQYSKPE
| YDSLGQPVF

120
180
240
300
360
420
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YQASFSWDTM | KFGDVLTVN PLVVNWRNNT VI SRPGQSQC PRFNTCPAI C AEGVYNDAFL 480
| DRI NW SAG VFLDSNATAA NPVFTVFKDN EI LYRAQLAS EDTNAQKTI T NCFLLKNKI W 540
Cl SLVEI YDT GDNVI RPKLF AVKI PEQCTG MADCDI EGKD GKQYESVLMW/ S| DQLLDSMK 600
El GSNCLNNE FNFFKRHI CD ANKEGVFLFR AARKLRQFLK MNSTGDFDLH LLKVSEGTTI
LLNCTGQVKG RKPAALGEAQ PTKSLEENKS LKEQKKLNDL CFLKRLLQEI
TKEHAAARGS HHHHHH

660

KTCWNKI LMG 720

736

3-7

3-7-1
3-7-2
3-7-3
3-7-4

3-7-5

Sequences
Sequence Number [ID]
Molecule Type

Length

Features
Location/Qualifiers

NonEnglishQualifier Value
Residues

7
DNA
2229

misc_feature 1..2229

note=Truncated and mutated (E501A, W504A, Q530A, E533A) NiV G protein (GecDelta34) fused to

a designed ankaryin repeat protein (DARPIn) di rected against human EpCAM
source 1..2229
mol_type=other DNA

organism=synthetic construct

CDS 1..2229

at gaagaaga
atcgcectge
accagaagca
at caagggcc
accagcagca
agcaccgcca
aagat ccacg
cagaccgagg
agcaaccaga
ggcacct gca
ct ggaacgga
gaggt gctgg
cccaacccca
ctgtgcgeeg
ct gat gat ga
cagct ggccce
agcggcat ca
gagt t caagt
aact gcagac
ct gaagt aca
cagcggct gt
taccaggcca
cccct ggt gg
ccceggttca
at cgaccgga
aat cccgt gt
gaggacacca
t gcat cagcc
gccgt gaaga
cgtgctggtc
aaggacgagt
gttgaagttc
ccgct gcacce
ggt gct gacg
tttggtcacc
gacaaattcg
gaagt gct gc
cat cact aa

t caacgaggg
t gggcagcat
ccgacaacca
t ggccgacaa
ccat caccat
gcat caacga
agt gcaacat
gcgt gagcaa
t cct gaagcece
t caccgaccc
tcggcagcet g
accggggcga
acaccgtgta
t gagcaccgt
cccggcet gge
t gcggagcat
agcagggcga
acaacgacag
t gagcat ggg
acct gagcga
ccat cggcag
gcttcagetg
t gaact ggcg
acacct gcce
t caact ggat
tcaccgtgtt
acgcccagaa
t ggt ggagat
t ccccgagea
aggacgacga
atggttctac
t gct gaagca
tggctgettg
ttaacgct at
t ggaaat cgt
gt aagacccc
aaaaagcggc

cct gct ggac
cgtgatcatt
ggccgt gat ¢
gat cggcacc
cccecgecaac
gaacgt gaac
cagct gccec
cct ggt cgge
caagct catt
cct gct ggce
cagcaggggce
cgaggt gccc
ccact gcagc
gggcgacccce
cgt gaagcect
cgagaagggc
cacact gt ac
caact gcccce
cat ccggecc
cggcgagaac
ccccagcaag
ggacaccatg
gaacaat acc
cgcgat ct gc
ctctgccgge
t aaggacaac
aaccat cacc
ctacgat acc
gt gcaccggt
agttcgtatc
t ccgct gcac
cggt gct gac
gaat ggt cac
ggact ttgag
tgaagttctg
gttcgaccta
gaagct t aat

agcaagat cc
gt gat gaaca
aaggacgct c
gagat cggcc
at cggect gc
gagaagt gca
aaccccct gc
ctgcccaaca
tcctacaccc
at ggacgagg
gt gt ccaagc
agcctgttca
gccgt gt aca
at cct gaaca
aagagcaat g
agat acgaca
ttcccegeceg
at caccaagt
aacagccact
cccaaagt cg
atctacgaca
atcaagttcg
gt gat cagca
gcggagggeg
gtgttcctgg
gagat cct gt
aactgctttc
ggcgacaacg
gacct gggt a
ctgatggcta
ctagctgcta
gttaacgctg
ct ggagat cg
ggt t ggactc
ct gaagt acg
gcgat cgaca
gcggccgcaa

t gagcgecet t
t cat gat cat
t ccaggggat
ccaaggtgtc
t ggggt ccaa
agttcaccct
ccttccggga
acat ct gcct
t gccegt ggt
gctacttcge
agcggat cat
t gaccaacgt
acaacgagtt
gcacctactg
gcggeggat a
aagt gat gcc
tgggct t cct
gccagt acag
acat cct gcg
tctttattga
gcct gggeca
gcgacgt get
gacccggcca
t gt acaacga
act ccaacgc
accgggcecca
t gct gaagaa
t gat caggcce
agaaact gct
acggt gct ga
ctcttggtca
at gacgct ac
ttgaagttct
cgct gcacct
gt gct gacgt
acggt aacga
gaggttctca

caacaccgtg
ccagaact ac
ccagcagcag
cct gat cgac
gat cagccag
gcceccecctg
gt accggccc
gcagaaaacc
gggccagagce
ct acagccac
cggegt ggge
gt ggaccccc
ctactacgtg
gt ccggcagce
caaccagcac
ctacggcccce
ggt ccggacc
caagcccgag
gagcggect g
gat cagcgac
gccegtgttce
gaccgt gaac
gagccagt gc
cgecttectg
gaccgccgeg
gct ggccage
caagat ct gg
caagctgttc
ggaagct gct
cgttaacgct
cct ggaaat ¢
tggtcttact
gct gaagt ac
ggct get cat
t aacgct cag
ggacatt gct
t caccat cac

60
120
180
240
300
360
420
480
540
600
660
720
780
840
900
960
1020
1080
1140
1200
1260
1320
1380
1440
1500
1560
1620
1680
1740
1800
1860
1920
1980
2040
2100
2160
2220
2229

3-8

3-8-1
3-8-2
3-8-3
3-8-4

3-8-5

Sequences
Sequence Number [ID]
Molecule Type

Length

Features
Location/Qualifiers

NonEnglishQualifier Value
Residues

8
AA
742

REGION 1..742
note=Synthetic Construct

source 1..742

mol_type=protein

organism=synthetic construct

MKKI NEGLLD SKI LSAFNTV | ALLGSI VI |

| KGLADKI GT' EI GPKVSLI D TSSTI Tl PAN
KI' HECNI SCP NPLPFREYRP QTEGVSNLVG
GICl TDPLLA MDEGYFAYSH LERI GSCSRG
PNPNTVYHCS AVYNNEFYYV LCAVSTVGDP
QLALRSI EKG RYDKVMPYGP SG KQGDTLY
NCRLSM3E RP NSHYI LRSGL LKYNLSDGEN

VMNI M | QNY TRSTDNQAVI
| GLLGSKI SQ STASI NENVN
LPNNI CLQKT SNQ LKPKL

VSKQRI | GVG EVLDRGDEVP
| LNSTYWSGS LMVITRLAVKP
FPAVGFLVRT EFKYNDSNCP
PKVVFI El SD QRLSI GSPSK

KDALQGE QQQ 60

EKCKFTLPPL
SYTLPWGCS
SLFMTNVWIP
KSNGGGYNQH
| TKOQYSKPE
| YDSLGQPVF

120
180
240
300
360
420
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YQASFSWDTM | KFGDVLTVN
| DRI NW SAG VFLDSNATAA

PLVWNVRNNT VI SRPGQSQC PRFNTCPAI C
NPVFTVFKDN El LYRAQLAS EDTNAQKTI T

AEGVYNDAFL

480

NCFLLKNKI W 540

Cl SLVEI YDT GDNVI RPKLF AVKI PEQCTG DLGKKLLEAA RAGQDDEVRI LMANGADVNA 600
KDEYGSTPLH LAATLGHLElI VEVLLKHGAD VNADDATGLT PLHLAAWNGH LEI VEVLLKY 660
GADVNAMDFE GATPLHLAAH FGHLEI VEVL LKYGADVNAQ DKFGKTPFDL Al DNGNEDI A 720
EVLQKAAKLN AAARGSHHHH HH 742
3-9 Sequences
3-9-1 Sequence Number [ID] 9
3-9-2 Molecule Type AA
3-9-3 Length 602
3-9-4 Features source 1..602
Location/Qualifiers mol_type=protein
organism=Nipah henipavirus
NonEnglishQualifier Value
3-9-5 Residues MPAENKKVRF ENTTSDKGKI PSKVI KSYYG TMDI KKI NEG LLDSKI LSAF NTVI ALLGSI 60
VIITVMWNIM | ONYTRSTDNQ AVI KDALQE QQQ KGLADK | GTEI GPKVS LI DTSSTI TI 120
PANI GLLGSK | SQSTASI NE NVNEKCKFTL PPLKI HECNI SCPNPLPFRE YRPQTEGVSN 180
LVGLPNNI CL QKTSNQ LKP KLI SYTLPWW GQSGTCl TDP LLAMDEGYFA YSHLERI GSC 240
SRGVSKQRI | GVGEVLDRGD EVPSLFEMINV WIPPNPNTVY HCSAVYNNEF YYVLCAVSTV 300
GDPI LNSTYW SGSLMMTRLA VKPKSNGGGY NQHQLALRSI EKGRYDKVMP YGPSG KQGD 360
TLYFPAVGFL VRTEFKYNDS NCPI TKCQYS KPENCRLSMG | RPNSHYI LR SGLLKYNLSD 420
GENPKVVFI E | SDQRLSI GS PSKI YDSLGQ PVFYQASFSW DTM KFGDVL TVNPLWNWR 480
NNTVI SRPGQ SQCPRFNTCP EI C\EGVYND AFLI DRI NW  SAGVFLDSNQ TAENPVFTVF 540
KDNEI LYRAQ LASEDTNAQK TI TNCFLLKN KI WCI SLVEI  YDTGDNVI RP KLFAVKI PEQ 600
(e1) 602
3-10 Sequences
3-10-1 Sequence Number [ID] 10
3-10-2 Molecule Type AA
3-10-3 Length 617
3-10-4 Features source 1..617
Location/Qualifiers mol_type=protein
organism=Measles morbillivirus
NonEnglishQualifier Value
3-10-5 Residues VBPQRDRI NA FYKDNPHPKG SRI VI NREHL M DRPYVLLA VLFVMFLSLI GLLAI AG RL 60
HRAAI YTAEI HKSLSTNLDV TNSI EHQVKD VLTPLFKI | G DEVGLRTPQR FTDLVKFI SD 120
KI KFLNPDRE YDFRDLTWC!I NPPERI KLDY DQYCADVAAE ELMNALVNST LLETRTTNQF 180
LAVSKGNCSG PTTI RGQFSN MSLSLLDLYL GRGYNVSSIV TMISQGWGG TYLVEKPNLS 240
SKRSELSQLS MYRVFEVGVI RNPGLGAPVF HVITNYLEQPV SNDLSNCWA LGELKLAALC 300
HGEDSI Tl PY QGSGKGVSFQ LVKLGWKSP TDMQSW/PLS TDDPVI DRLY LSSHRGVI AD 360
NQAKWAVPTT RTDDKLRVET CFQQACKGKI QALCENPEWA PLKDNRI PSY GVLSVDLSLT 420
VELKI KI ASG FGPLI THGSG MDLYKSNHNN VYW.TI PPMK NLALGVI NTL EW PRFKVSP 480
YLFTVPI KEA GGDCHAPTYL PAEVDGDVKL SSNLVI LPGQ DLQYVLATYD TSRVEHAWY 540
YVYSPSRSFS YFYPFRLPI K GVPI ELQVEC FTWDQKLWCR HFCVLADSES GGHI THSGW 600
GMGVSCTVTR EDGTNRR 617
3-11 Sequences
3-11-1 Sequence Number [ID] 11
3-11-2 Molecule Type AA
3-11-3 Length 546
3-11-4 Features source 1..546
Location/Qualifiers mol_type=protein
organism=Nipah henipavirus
NonEnglishQualifier Value
3-11-5 Residues MWI LDKRCY CNLLILILM SECSVA LHY EKLSKI GLVK GVTRKYKI KS NPLTKDI VI K 60
M PNVSNVBQ CTGSVMENYK TRLNG LTPI KGALEI YKNN THDLVGDVRL AGVI MAGVAI 120
G ATAAQ TA GVALYEAMKN ADNI NKLKSS | ESTNEAWK LQETAEKTVY VLTALQDYI N 180
TNLVPTI DKI  SCKQTELSLD LALSKYLSDL LFVFGPNLQD PVSNSMIT QA | SQAFGGNYE 240
TLLRTLGYAT EDFDDLLESD SI TGQ | YVD LSSYYI | VRV YFPI LTEI QQ AYl QELLPVS 300
FNNDNSEW S | VPNFI LVRN TLI SNI EI GF CLI TKRSVI C NQDYATPMIN NVRECLTGST 360
EKCPRELWS SHVPRFALSN GVLFANCI SV TCQCQTTGRA | SQGSGEQTLL M DNTTCPTA 420
VLG\VI | SLG KYLGSVNYNS EG Al GPPVF TDKVDI SSQ  SSMNQSLQQS KDYI KEAQRL 480
LDTVNPSLI S MLSM | LYVL SI ASLCI GLI TFI SFI | VEK KRNTYSRLED RRVRPTSSGD 540
LYYI GT 546
3-12 Sequences
3-12-1 Sequence Number [ID] 12
3-12-2 Molecule Type AA
3-12-3 Length 553
3-12-4 Features source 1..553
Location/Qualifiers mol_type=protein
organism=Measles morbillivirus
NonEnglishQualifier Value
3-12-5 Residues MBI MGLKVNV SAI FMAVLLT LQTPTGQ HW GNLSKI GWG | GSASYKVMIT RSSHQSLVI K 60

LMPNI TLLNN CTRVEI AEYR

RLLRTVLEPI

RDALNAMION | RPVQSVASS RRHKRFAGWV 120
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LAGAALGVAT AAQ TAG AL HQSMLNSQAI

VQDYI NNELI

CLRGSTKSCA RTLVSGSFGN RFI LSQGNLI
DHCPVVEVNG VTl QUGSRRY PDAVYLHRI D LGPPI SLERL DVGTNLGNAI
ESSDQI LRSM KG.SSTSI VY | LI AVCLGGL | G PALI CCC RGRCNKKGEQ VGVBRPGLKP 540

DLTGISKSYV

RSL

DNLRASLETT NQAI EAl RQA GQEM LAVQG 180
PSMNQLSCDL | GQKLGLKLL RYYTEI LSLF GPSLRDPI SA EI S| QALSYA 240
LGGDI NKVLE KLGYSGGDLL G LESRG KA RI THVDTESY FI VLS| AYPT LSEI KGVI VH 300
RLEGVSYNI G SQEWYTTVPK YVATQGYLI S NFDESSCTFM PEGTVCSQNA LYPMSPLLQE 360
ANCASI LCKC YTTGTI | NQD PDKI LTYI AA 420

AKLEDAKELL

480

553

3-13

3-13-1
3-13-2
3-13-3
3-13-4

3-13-5

Sequences
Sequence Number [ID]
Molecule Type

Length

Features
Location/Qualifiers

NonEnglishQualifier Value
Residues

13
DNA
2328

misc_feature 1..2328
note=Truncated and mutated (Y481A, R533A, S548L, F549S) MeV H protein (Hcdeltal5) fused to

IL-17

source 1..2328
mol_type=other DNA

organism=synthetic construct

CDS 1..2328

atgcat ccca
tatgttttgc
gcaggcatta
accaat ctag
tt caaaat ca
aaatt cat ct
ctcactt ggt
gat gt ggct g
acaaccaat ¢
ggt caattct
gtgtcatcta
aagcct aatc
gaagt aggt g
ctt gagcaac
ctcgcagecce
ggt gt cagct
t gggt ccect
ggtgttatcg
ttgcgaat gg
aat cccgagt
gat ct gagt ¢
acacacggtt
at cccgccaa
ttcaaggtta
gccccaacat
attctacctg
catgctgtgg
aggttgccta
aaact ct ggt
cact ct ggga
at cgagggaa
aaacaatatg
attggtagca
aat aaggaag
aat agcactg
tt gaact gca
acaaagagt t
ttcct aaaga
aaagaacacg

agggaagt ag
tggctgttct
gacttcatcg
at gt aact aa
t cggt gat ga
ct gacaagat
gt at caaccc
ct gaagagct
agttcctagce
caaacat gt c
t agt cact at
t gagcagcaa
ttat cagaaa
cagt cagt aa
tttgtcacgg
t ccagct cgt
t at caacgga
ct gacaat ca
agacat gctt
gggcaccatt
t gacagttga
cagggat gga
t gaagaacct
gt cccgegcet
acctacctgc
gt caagat ct
tttattacgt
t aaagggggt
gccgt cactt
t ggagggcat
gggcggeeca
agagt gttct
attgcct gaa
gtatgttttt
gtgattttga
ct ggccaggt
t ggaagaaaa
gactattaca
cggccgcaag

gat agtcatt
gtttgtcatg
ggcagccat ¢
ct caat cgag
agt gggeet g
taaattcctt
gccagagaga
cat gaat gca
t gt ct caaag
gctgtccctg
gacat cccag
aaggt cagag
tccgggtttg
t gat ct cagc
ggaagat t ct
caagct aggt
tgatccagtg
agcaaaat gg
ccaacaggcg
gaaggat aac
gct t aaaat ¢
cct at acaaa
agcct t aggt
cttcaatgtc
ggaggt ggat
ccaatatgtt
ttacagccca
ccccat cgaa
ctgtgtgett
gggagt cagc
gccggecatg
aat ggt cagc
taatgaattt
attccgtgcet
tctccactta
t aaaggaaga
taaatcttta
agagat aaaa
aggat cgcat

aacagagaac
tttctgagcet
tacaccgcag
cat caggt ca
aggacacctc
aat ccggat a
at caaat t gg
tt ggt gaact
ggaaact gct
ttagacttgt
ggaatgtatg
tt gt cacaac
ggggct ccgg
aact gt at gg
atcacaattc
gt ct ggaaat
at agacaggc
gct gt cccga
t gt aagggt a
aggattcctt
aaaattgctt
t ccaaccaca
gt aat caaca
ccaat t aagg
ggtgatgtca
ttggcaacct
agccgct cat
tt acaagt gg
gcggact cag
t gcacagt ca
gccgattgtg
at cgat caat
aactttttta
gct cgcaagt
ttaaaagttt
aaaccagctg
aaggaacaga
acttgttgga
caccat cacc

atcttat gat
t gat cgggt t
agat ccat aa
aggacgt gct
agagatt cac
gggagt acga
attatgatca
caact ct act
cagggcccac
atttaggtcg
ggggaactta
tgagcatgta
tgttccatat
tggct tt ggg
cct at caggg
ccccaaccga
tttacctctc
caacacgaac
aaat ccaagc
cat acggggt
cgggat t cgg
acaatgtgta
catt ggagtg
aagcaggcga
aactcagttc
acgatacttc
tttcttactt
aatgcttcac
aat ct ggt gg
cccgggaaga
at att gaagg
tattggacag
aaagacat at
t gaggcaat t
cagaaggcac
ccct gggt ga
aaaaact gaa
ataaaatttt
at cact ga

t gat agacct
gctagccatt
aagcct cagc
gacaccact ¢
tgacctagtg
ctt cagagat
atact gt gca
ggagaccaga
t acaat caga
aggtt acaat
cct agt ggaa
ccgagtgttt
gacaaact at
ggagct caaa
at cagggaaa
cat gcaat cc
at ct cacaga
agat gacaag
act ct gcgag
cttgtctgtt
gccattgatc
tt ggct gact
gat accgaga
agact gccat
caatctggtg
cgcggtt gaa
ttatcctttt
at gggaccaa
acat at cact
t ggaaccaat
t aaagat ggc
cat gaaagaa
ct gt gat gct
tcttaaaatg
aacaatactg
agcccaacca
tgacttgtgt
gat gggcact

60
120
180
240
300
360
420
480
540
600
660
720
780
840
900
960
1020
1080
1140
1200
1260
1320
1380
1440
1500
1560
1620
1680
1740
1800
1860
1920
1980
2040
2100
2160
2220
2280
2328

3-14

3-14-1
3-14-2
3-14-3
3-14-4

3-14-5

Sequences
Sequence Number [ID]
Molecule Type

Length

Features
Location/Qualifiers

NonEnglishQualifier Value
Residues

14
AA
775

REGION 1..775
note=Synthetic Construct

source 1..775

mol_type=protein

organism=synthetic construct

MHPKGSRI VI

TNLDVTNSI E HQVKDVLTPL FKI | GCDEVG. RTPQRFTDLV
LTWCI NPPER | KLDYDQYCA DVAAEELMNA LVNSTLLETR
GOFSNVSBLSL LDLYLGRGYN VSSI VIMISQ GWGGTYLVE

NREHLM DRP YVLLAVLFVM FLSLI GLLAI

AG RLHRAAI
KFI SDKI KFL

YTAEI HKSLS
NPDREYDFRD

TTNQFLAVSK GNCSGPTTI R
KPNLSSKRSE LSQLSMYRVF

60

120
180
240
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EVGVI RNPGL GAPVFHMINY LEQPVSNDLS NCWALGELK
GVSFQLVKLG WAKSPTDMXS W/PLSTDDPV | DRLYLSSHR
LRVETCFQQA CKGKI QALCE NPEWAPLKDN RI PSYGVLSV
THGSGVDLYK SNHNNVYWLT | PPMKNLALG VI NTLEW PR
APTYLPAEVD GDVKLSSNLV | LPGQDLQYV LATYDTSAVE
RLPI KGVPI E LQVECFTVWDQ KLWCRHFCVL ADSESGGHI T
I EGRAAQPAM ADCDI EGKDG KQYESVLMWS | DQLLDSMKE
NKEGVWFLFRA ARKLRQFLKM NSTGDFDLHL LKVSEGTTI L

LAALCHGEDS | Tl PYQGSGK
GVI ADNQAKW AVPTTRTDDK
DLSLTVELKI Kl ASGFGPLI
FKVSPALFNV Pl KEAGEDCH
HAWWYYVYSP SRSFSYFYPF
HSGVEGVGVS CTVTREDGTN
| GSNCLNNEF NFFKRHI CDA
LNCTGQVKGR KPAALGEAQP

300
360
420
480
540
600
660
720

TKSLEENKSL KEQKKLNDLC FLKRLLQEI K TCWAKI LMGT KEHAAARGSH HHHHH 775
3-15 Sequences
3-15-1 Sequence Number [ID] 15
3-15-2 Molecule Type AA
3-15-3 Length 523
3-15-4 Features REGION 1..523
Location/Qualifiers note=Truncated MeV fusion glycoprotein (FcDelta30)
source 1..523
mol_type=protein
organism=synthetic construct
NonEnglishQualifier Value
3-15-5 Residues MBI MGLKVNV SAI FMAVLLT LQTPTGQ HW GNLSKI GWG | GSASYKVMIT RSSHQSLVI K 60
LMPNI TLLNN CTRVEI AEYR RLLRTVLEPI RDALNAMION | RPVQSVASS RRHKRFAGVWV 120
LAGAALGVAT AAQ TAG AL HQSMLNSQAI DNLRASLETT NQAI EAl RQA GQEM LAVQG 180
VQDYI NNELI PSMNQLSCDL | GQKLGLKLL RYYTEI LSLF GPSLRDPI SA El SI QALSYA 240
LGGDI NKVLE KLGYSGGDLL G LESRG KA RI THVDTESY FI VLSI AYPT LSEI KGVI VH 300
RLEGVSYNI G SQGEWYTTVPK YVATQGYLI S NFDESSCTFM PEGTVCSQNA LYPMSPLLQE 360
CLRGSTKSCA RTLVSGSFGN RFI LSQGNLI ANCASI LCKC YTTGTI | NQD PDKI LTYI AA 420
DHCPWEVNG VTl QVGSRRY PDAVYLHRI D LGPPI SLERL DVGTNLGNAI AKLEDAKELL 480
ESSDQ LRSM KGLSSTSI VY | LI AVCLGGL | G PALI CCC RGR 523
3-16 Sequences
3-16-1 Sequence Number [ID] 16
3-16-2 Molecule Type AA
3-16-3 Length 524
3-16-4 Features REGION 1..524
Location/Qualifiers note=Truncated NiV fusion glycoprotein (FcDelta22)
source 1..524
mol_type=protein
organism=synthetic construct
NonEnglishQualifier Value
3-16-5 Residues MWI LDKRCY CNLLI LI LM SECSVG LHY EKLSKI GLVK GVTRKYKI KS NPLTKDI VI K 60

M PNVSNVBQ CTGSVMENYK
G ATAAQ TA GVALYEAMKN
TNLVPTI DKI  SCKQTELSLD
TLLRTLGYAT EDFDDLLESD
FNNDNSEW S | VPNFI LVRN
EKCPRELWS SHVPRFALSN
VLG\VI | SLG KYLGSVNYNS
LDTVNPSLI S MLSM | LYVL

TRLNG LTPI KGALE! YKNN THDLVGDVRL AGVI MAGVAI
ADNI NKLKSS | ESTNEAWK LQETAEKTVY VLTALQDYI N
LALSKYLSDL LFVFGPNLQD PVSNSMTI QA | SQAFGGNYE
SITGQ | YVD LSSYY! | VRV YFPI LTEI QQ AYI QELLPVS
TLI SNI El GF CLI TKRSVI C NQDYATPMIN NVRECLTGST
GVLFANCI SV TCQOQTTGRA | SQSGEQTLL M DNTTCPTA
EG Al GPPVF TDKVDI SSQ  SSMNQSLQQS KDY KEAQRL
SI ASLCI GLI TFI SFI | VEK KRNT

120
180
240
300
360
420
480
524
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