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TITLE: Gram-positive bacteria specific binding compounds

FIELD

The invention relates to the fields of biology, immunology and medicine.

BACKGROUND

Gram-positive microorganisms cause the majority of systemic infections. One important
member of these Gram-positive pathogens is Staphylococcus aureus (S. aureus). About 20% of the
population is a long-term carrier of S. aureus. S. aureus can cause a range of illnesses from minor skin
infections, such as pimples, impetigo (may also be caused by Streptococcus pyogenes), boils, cellulitis
folliculitis, furuncles, carbuncles, scalded skin syndrome and abscesses, to life-threatening diseases
such as pneumonia, meningitis, osteomyelitis, endocarditis, Toxic shock syndrome (TSS), and
septicemia. S. gureus is capable of infecting all kinds of organs and tissues. S. aureus infections occur
in immunocompetent as well as immune compromised people. About 50% of the infections in US
intensive care units are caused by this pathogen. Three hundred thousand S. aureus infections per
year, resulting in 12,000 deaths, are reported in the US (see also Moran et al. NEMJ 355, 666-674
(2006)).

A major problem is the increasing antibiotic resistance of .S. aureus. Methicillin-resistant
S. aureus (MRSA) emerged in the 1960s. It was initially identified in health care settings. However,
MRSA appears to be present among persons in the community which have not been hospitalized.
Treatment of MRSA is difficult and expensive, due to the limited sensitivity of MRSA to antibiotics.
However, very few alternatives of antibiotics are available. Vancomycin is often used to treat
penicillin-resistant MRSA. US patent 6,939,543 describes a murine antibody against lipoteichoic acid
(LTA) which is capable of binding S. aureus. Based on this murine antibody, a recombinant chimeric
mouse/human antibody was produced which contains human heavy and light chain constant domains.
However, such chimeric mouse/human antibody has the disadvantage that murine sequences are

present, which involves the risk of serious side effects when administered to humans.

SUMMARY

The present invention relates to means and methods for counteracting and/or preventing
Gram-positive bacteria-related diseases. It further relates to alternative and/or improved binding
compounds against various Gram-positive bacteria, preferably Staphylococcus species, more
preferably MRSA. The invention also relates to human binding compounds against various
Gram-positive bacteria, preferably Staphylococcus species, more preferably MRSA.

In a first aspect, the invention provides an isolated antibody or a functional part thereof that
binds to a Staphylococcus species, wherein the antibody or functional part thereof comprises:

(a) a heavy chain CDR1 sequence RFAMS (SEQ ID NO:1); and

7655714_1 (GHMatters) P89303.AU 21-Apr-16
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(b) a heavy chain CDR2 sequence SINNGNNPYYARSVQY (SEQ ID NO:2) or
SINSGNNPYYARSVQY (SEQ ID NO:60); and

(c) a heavy chain CDR3 sequence DHPSSGWPTFDS (SEQ ID NO:3); and

(d) a light chain CDRI1 sequence RASENVGDWLA (SEQ ID NO:4); and

(e) a light chain CDR2 sequence KTSILES (SEQ ID NO:5); and

(f) a light chain CDR3 sequence having at least 88% identity to QHYXRFPYT (SEQ ID
NO:6), wherein X is any amino acid.

In a second aspect, the invention provides an isolated antibody that binds to a Staphylococcus
species, wherein the antibody comprises:

(a) a heavy chain comprising a sequence of SEQ ID NO:55; and

(b) a light chain comprising a sequence of SEQ ID NO:57.

In a third aspect, the invention provides an isolated antibody that binds to a Staphylococcus
species, wherein the antibody comprises:

(a) a heavy chain comprising a sequence of SEQ ID NO:56; and

(b) a light chain comprising a sequence of SEQ ID NO:58.

In a fourth aspect, the invention provides an isolated antibody comprising a heavy chain
comprising a sequence of SEQ ID NO:55, wherein asparagine at position 53 in the heavy chain
variable domain has been replaced by another amino acid, wherein the amino acid numbering is
according to Kabat numbering, and a light chain comprising a sequence of SEQ ID NO:57.

In a fifth aspect, the invention provides an isolated antibody comprising a heavy chain
comprising a sequence of SEQ ID NO:55, wherein asparagine at position 53 is replaced with serine,
wherein alanine at position 114 is replaced with cysteine, and wherein arginine at position 222 is
replaced with lysine, wherein the amino acid numbering is according to Kabat numbering, and a light
chain comprising a sequence of SEQ ID NO:57.

In a sixth aspect, the invention provides an isolated antibody comprising a light chain
comprising a sequence of SEQ ID NO:57, wherein valine at light chain variable domain position 205
is replaced with cysteine, alanine at light chain variable domain position 110 is replaced with valine,
and leucine at light chain variable domain position 104 is replaced with valine, wherein the amino
acid numbering is according to Kabat numbering, and a heavy chain comprising a sequence of SEQ
ID NO:55.

In a seventh aspect, the invention provides an isolated antibody or a functional part thereof
which is capable of competing with the antibody or a functional part thereof of any one of the first to
sixth aspects for binding to a Staphylococcus species.

In an eighth aspect, the invention provides a pharmaceutical composition comprising the
antibody or functional part thereof of any one of the first to seventh aspects, and optionally a

pharmaceutical acceptable carrier, diluent or excipient.

7655714_1 (GHMatters) P89303.AU 21-Apr-16
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In a ninth aspect, the invention provides a composition comprising a functional part of the
antibody of any one of the first to seventh aspects wherein the functional part of an antibody is
selected from the group consisting of a single domain antibody, a single chain antibody, a nanobody,
an unibody, a single chain variable fragment (scFv), a Fab fragment and a F(ab'), fragment.

In a tenth aspect, the invention provides a method for treating an individual with a
medicament and/or prophylactic agent comprising administering to an individual in need thereof an
effective amount of:

(a) the antibody or functional part thereof of any one of the first to seventh aspects; or

(b) an isolated, synthetic or recombinant nucleic acid encoding the antibody or functional part
thereof of any one of the first to seventh aspects; or

(c) an isolated, synthetic or recombinant nucleic acid encoding a heavy chain CDR1, CDR2
and CDR3 and light chain CDR1, CDR2, and CDR3 of the antibody or functional part thereof of any
one of the first to seventh aspects, wherein the nucleic acid sequence comprises a sequence selected
from the group consisting of heavy chain CDR1 sequence cgctttgecatgage (SEQ ID NO:12), heavy
chain CDR2 sequence tcgatcaataatgggaataacccatactacgeacggtcggtacaatac (SEQ ID NO:13), heavy
chain CDR3 sequence gatcaccctagtagtggetggcccacctttgactce (SEQ ID NO:14), light chain CDR1
sequence cgggecagtgaaaacgttggtgactggttggce (SEQ ID NO:15), light chain CDR2 sequence
aagacatctattctagaaagt (SEQ ID NO:16) and light chain CDR3 sequence caacactatatacgtttcccgtacact
(SEQ ID NO:17); or

(d) the composition of the eighth aspect or the ninth aspect.

In an eleventh aspect, the invention provides a method for treating and/or preventing a Gram-
positive bacterium-related disorder comprising administering to an individual in need thereof an
effective amount of:

(a) antibody or functional part thereof according to any one of the first to seventh aspects; or

(b) an isolated, synthetic or recombinant nucleic acid encoding the antibody or functional part
thereof of any one of the first to seventh aspects; or

(c) an isolated, synthetic or recombinant nucleic acid encoding a heavy chain CDR1, CDR2
and CDR3 and light chain CDR1, CDR2, and CDR3 of the antibody or functional part thereof of any
one of the first to seventh aspects, wherein the nucleic acid sequence comprises a sequence selected
from the group consisting of heavy chain CDR1 sequence cgctttgecatgage (SEQ ID NO:12), heavy
chain CDR2 sequence tcgatcaataatgggaataacccatactacgeacggtcggtacaatac (SEQ ID NO:13), heavy
chain CDR3 sequence gatcaccctagtagtggetggcccacctttgactce (SEQ ID NO:14), light chain CDR1
sequence cgggecagtgaaaacgttggtgactggttggce (SEQ ID NO:15), light chain CDR2 sequence
aagacatctattctagaaagt (SEQ ID NO:16) and light chain CDR3 sequence caacactatatacgtttcccgtacact
(SEQ ID NO:17); or

(d) the composition of the eighth aspect or the ninth aspect.

7655714_1 (GHMatters) P89303.AU 21-Apr-16
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In a twelfth aspect, the invention provides use of’

(a) the antibody or functional part thereof of any one of the first to seventh aspects; or

(b) an isolated, synthetic or recombinant nucleic acid encoding the antibody or functional part
thereof of any one of the first to seventh aspects; or

(c) an isolated, synthetic or recombinant nucleic acid encoding a heavy chain CDR1, CDR2
and CDR3 and light chain CDR1, CDR2, and CDR3 of the antibody or functional part thereof of any
one of the first to seventh aspects, wherein the nucleic acid sequence comprises a sequence selected
from the group consisting of heavy chain CDR1 sequence cgctttgecatgage (SEQ ID NO:12), heavy
chain CDR2 sequence tcgatcaataatgggaataacccatactacgeacggtcggtacaatac (SEQ ID NO:13), heavy
chain CDR3 sequence gatcaccctagtagtggetggcccacctttgactce (SEQ ID NO:14), light chain CDR1
sequence cgggecagtgaaaacgttggtgactggttggce (SEQ ID NO:15), light chain CDR2 sequence
aagacatctattctagaaagt (SEQ ID NO:16) and light chain CDR3 sequence caacactatatacgtttcccgtacact
(SEQ ID NO:17),
in the manufacture of a medicament and/or prophylactic agent for treating and/or preventing a Gram-
positive bacterium-related disorder.

In a thirteenth aspect, the invention provides a method for producing the antibody or
functional part thereof of any one of the first to seventh aspects, comprising providing a cell with a
nucleic acid comprising:

(a) an isolated, synthetic or recombinant nucleic acid encoding the antibody or functional part
thereof of any one of the first to seventh aspects; or

(b) an isolated, synthetic or recombinant nucleic acid encoding a heavy chain CDR1, CDR2
and CDR3 and light chain CDR1, CDR2, and CDR3 of the antibody or functional part thereof of any
one of the first to seventh aspects, wherein the nucleic acid sequence comprises a sequence selected
from the group consisting of heavy chain CDR1 sequence cgctttgecatgage (SEQ ID NO:12), heavy
chain CDR2 sequence tcgatcaataatgggaataacccatactacgeacggtcggtacaatac (SEQ ID NO:13), heavy
chain CDR3 sequence gatcaccctagtagtggetggcccacctttgactce (SEQ ID NO:14), light chain CDR1
sequence cgggecagtgaaaacgttggtgactggttggce (SEQ ID NO:15), light chain CDR2 sequence
aagacatctattctagaaagt (SEQ ID NO:16) and light chain CDR3 sequence caacactatatacgtttcccgtacact
(SEQ ID NO:17),
wherein said cell translates said nucleic acid, thereby producing said antibody or functional part
thereof.

In a fourteenth aspect, the invention provides a method for diagnosing a Staphylococcus
infection comprising contacting a sample with:

(a) the antibody or functional part thereof of any one of the first to seventh aspects; or

(b) an isolated, synthetic or recombinant nucleic acid encoding the antibody or functional part

thereof of any one of the first to seventh aspects; or

7655714_1 (GHMatters) P89303.AU 21-Apr-16
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(c) an isolated, synthetic or recombinant nucleic acid encoding a heavy chain CDR1, CDR2
and CDR3 and light chain CDR1, CDR2, and CDR3 of the antibody or functional part thereof of any
one of the first to seventh aspects, wherein the nucleic acid sequence comprises a sequence selected
from the group consisting of heavy chain CDR1 sequence cgctttgecatgage (SEQ ID NO:12), heavy
chain CDR2 sequence tcgatcaataatgggaataacccatactacgeacggtcggtacaatac (SEQ ID NO:13), heavy
chain CDR3 sequence gatcaccctagtagtggetggcccacctttgactce (SEQ ID NO:14), light chain CDR1
sequence cgggecagtgaaaacgttggtgactggttggce (SEQ ID NO:15), light chain CDR2 sequence
aagacatctattctagaaagt (SEQ ID NO:16) and light chain CDR3 sequence caacactatatacgtttcccgtacact
(SEQ ID NO:17).

In an fifteenth aspect, the invention provides use of:

(a) the antibody or functional part thereof of any one of the first to seventh aspects; or

(b) an isolated, synthetic or recombinant nucleic acid encoding the antibody or functional part
thereof of any one of the first to seventh aspects; or

(c) an isolated, synthetic or recombinant nucleic acid encoding a heavy chain CDR1, CDR2
and CDR3 and light chain CDR1, CDR2, and CDR3 of the antibody or functional part thereof of any
one of the first to seventh aspects, wherein the nucleic acid sequence comprises a sequence selected
from the group consisting of heavy chain CDR1 sequence cgctttgecatgage (SEQ ID NO:12), heavy
chain CDR2 sequence tcgatcaataatgggaataacccatactacgeacggtcggtacaatac (SEQ ID NO:13), heavy
chain CDR3 sequence gatcaccctagtagtggetggcccacctttgactce (SEQ ID NO:14), light chain CDR1
sequence cgggecagtgaaaacgttggtgactggttggce (SEQ ID NO:15), light chain CDR2 sequence
aagacatctattctagaaagt (SEQ ID NO:16) and light chain CDR3 sequence caacactatatacgtttcccgtacact
(SEQ ID NO:17),
for detecting S. aureus and/or S. epidermidis.

In a sixteenth aspect, the invention provides a diagnostic agent of a Staphylococcus infection
comprising the antibody or functional part thereof of any one of the first to seventh aspects.

In a seventeenth aspect, the invention provides a method for isolating S. aureus and/or
S. epidermidis bacteria from a solution comprising using the antibody or functional part thereof of any
one of the first to seventh aspects.

In an eighteenth aspect, the invention provides an antibody or functional part thereof

produced by the method of the thirteenth aspect.

DETAILED DESCRIPTION

The present invention provides antibodies, functional parts thereof or immunoglobulin chains
or functional equivalents thereof capable of specifically binding Staphylococcus species in their
natural context. Therefore, they are useful for counteracting and/or preventing and/or diagnosing
disorders related to the presence of Staphylococcus species. Preferably, S. aureus is counteracted. In a

particularly preferred embodiment, MRSA is counteracted. Another preferred Staphylococcus species

7655714_1 (GHMatters) P89303.AU 21-Apr-16
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which is counteracted is Staphylococcus epidermidis.

Staphylococcus epidermidis 1s usually non-pathogenic, but patients with a compromised
immune system are often at risk for developing an infection. Infections can be both hospital and
community acquired, but they are more of a threat to hospital patients. Most susceptible to infection
with S. epidermidis are intravenous drug users, newborns, elderly, and those using catheters or other
artificial appliances. Infections are associated with intravascular devices (prosthetic heart valves,
shunts, etc.) but also commonly occur in prosthetic joints, catheters, and large wounds. Symptoms

include fever, headache, fatigue, anorexia and dyspnea.

In a preferred embodiment, the present invention provides isolated or recombinant human
antibodies, functional parts thereof or immunoglobulin chains or functional equivalents thereof
capable of specifically binding Staphylococcus species. Human antibodies and functional parts
according to the invention are capable of binding Staphylococcus species in its natural context, so that
various Staphylococcus species are counteracted upon administration of said antibodies, functional
parts thereof or immunoglobulin chains or functional equivalents thereof. Said human antibodies,
functional parts thereof or immunoglobulin chains or functional equivalents thereof are therefore
particularly suitable for treatment or prevention of infection by such Staphylococcus species. Said
human antibodies, functional parts thereof or immunoglobulin chains or functional equivalents

thereof according to the invention are more suitable for therapeutic and/or prophylactic use for human

7655714_1 (GHMatters) P89303.AU 21-Apr-16
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individuals, as compared to chimeric antibodies, because of the absence of non-human

sequences. This significantly reduces the risk of adverse side effects.

One particularly preferred antibody according to the present invention is the
antibody designated “F1”, which has heavy chain and light chain variable domain
sequences as depicted in Figure 1. The term “F1” as used herein encompasses all F1
antibodies, for instance isolated or recombinantly produced F1. Recombinantly
produced F1 is herein also called “rF1”. The CDR sequences of F1, which in particular
contribute to the antigen-binding properties of F1, are also depicted in Figure 1.
Antibody F1 is fully human, is capable of specifically binding Staphylococcus species
such as S. aureus and S. epidermidis and 1s therefore preferred for therapeutic use for
human individuals.

Importantly, antibody F1 is capable of binding whole bacteria in vivo as well as
in vitro. Further provided is therefore an isolated or recombinant human antibody or
a functional part thereof, which is capable of specifically binding S. aureus and/or S.
epidermidis. Furthermore, antibody F1 is capable of binding to bacteria that have
been grown in infected tissue of, for example, an animal. Provided is therefore an
isolated antibody that binds to in vivo-grown S. aureus, wherein “in vivo-grown” is
defined as grown in infected tissue of an animal during infection with S. aureus. Also
provided is an isolated, recombinant or synthetic immunoglobulin chain or functional
equivalent thereof comprising at least one CDR sequence of a human immunoglobulin

variable region which is specific for S. aureus and/or S. epidermidis.

A functional part of an antibody is defined as a part which has at least one
shared property as said antibody in kind, not necessarily in amount. Said functional
part is capable of binding the same antigen as said antibody, albeit not necessarily to
the same extent. A functional part of an antibody preferably comprises a single
domain antibody, a single chain antibody, a nanobody, an unibody, a single chain
variable fragment (scFv), a Fab fragment or a F(ab')9 fragment.

A functional part of an antibody is also produced by altering an antibody such
that at least one property - preferably an antigen-binding property - of the resulting

compound is essentially the same in kind, not necessarily in amount. This is done in
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many ways, for instance through conservative amino acid substitution, whereby an
amino acid residue is substituted by another residue with generally similar properties
(size, hydrophobicity, etc), such that the overall functioning is likely not to be

seriously affected.

As 1s well known by the skilled person, a heavy chain of an antibody is the
larger of the two types of chains making up an immunoglobulin molecule. A heavy
chain comprises constant domains and a variable domain, which variable domain is
involved in antigen binding. A light chain of an antibody is the smaller of the two
types of chains making up an immunoglobulin molecule. A light chain comprises a
constant domain and a variable domain. The variable domain is, together with the
variable domain of the heavy chain, involved in antigen binding.

Complementary-determining regions (CDRs) are the hypervariable regions
present in heavy chain variable domains and light chain variable domains. The CDRs
of a heavy chain and the connected light chain of an antibody together form the
antigen-binding site.

A functional equivalent of an immunoglobulin chain is defined herein as an
artificial binding compound, comprising at least one CDR sequence of an

immunoglobulin chain.

Now that the present invention provides the insight that the CDR sequences
depicted in Figure 1 provide desired binding characteristics, a skilled person is well
capable of generating variants comprising at least one altered CDR sequence. For
instance, conservative amino acid substitution is applied. It is also possible to alter at
least one CDR sequence depicted in Figure 1 in order to generate a variant antibody,
or a functional part thereof, with at least one altered property as compared to F1.
Preferably, an antibody or functional part is provided comprising a CDR sequence
which is at least 70% identical to a CDR sequence as depicted in Figure 1, so that the
favorable binding characteristics of F1 are at least in part maintained or even
improved. A CDR sequence as depicted in Figure 1 is preferably altered such that the
resulting antibody or functional part comprises at least one improved property, such
as for instance an improved binding affinity, selectivity and/or stability, as compared

to F1. Variant antibodies or functional parts thereof comprising an amino acid
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sequence which is at least 70% identical to a CDR sequence as depicted in Figure 1
are therefore also within the scope of the present invention. Various methods are
available in the art for altering an amino acid sequence. For instance, a heavy chain
or light chain sequence with a desired CDR sequence is artificially synthesized.
Preferably, a nucleic acid sequence encoding a CDR sequence is mutated, for instance

using random - or site-directed - mutagenesis.

In one embodiment the invention therefore provides an antibody or functional
part thereof or immunoglobulin chain or functional equivalent thereof, which
comprises:

- a heavy chain CDR1 sequence comprising a sequence which has at least 70%
sequence identity to the sequence RFAMS (SEQ ID NO:1), and/or

- a heavy chain CDR2 sequence comprising a sequence which has at least 70%
sequence identity to the sequence SINNGNNPYYARSVQY (SEQ ID NO:2), and/or
- a heavy chain CDR3 sequence comprising a sequence which has at least 70%

sequence identity to the sequence DHPSSGWPTFDS (SEQ ID NO:3).

Further provided is an antibody or functional part thereof or immunoglobulin
chain or functional equivalent thereof, which comprises:
- a light chain CDR1 sequence comprising a sequence which has at least 70%
sequence identity to the sequence RASENVGDWLA (SEQ ID NO:4), and/or
- a light chain CDR2 sequence comprising a sequence which has at least 70%
sequence identity to the sequence KTSILES (SEQ ID NO:5), and/or
- a light chain CDR3 sequence comprising a sequence which has at least 70%

sequence identity to the sequence QHYXRFPYT, wherein X is I or M (SEQ ID NO:6).

The above mentioned CDR sequences are the CDR sequences of antibody F1;
VH IgHV3-23 and VL IgKV1-5, and variants thereof. Binding compounds comprising
CDR sequences with at least 70% sequence identity to F1 CDRs are particularly
suitable for counteracting and/or preventing (the effects of) infections by S.aureus
and/or S. epidermidis. It was found that a variant of F1, comprising VH IgHV3-23 and
VL IgKV1-5, in which the isoleucine in light chain CDR3 of the light chain was
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altered to a methionine, was still capable of specifically binding Staphylococcus

species such as S. aureus and S. epidermidis.

Preferably, a binding compound according to the invention comprises a CDR
sequence which is at least 75%, more preferably at least 80%, more preferably at least
85%, more preferably at least 86%, more preferably at least 87%, more preferably at
least 88%, more preferably at least 89%, more preferably at least 90% identical to at
least one of the CDR sequences depicted in Figure 1. Most preferably, a binding
compound according to the invention comprises a CDR sequence which is at least
91%, more preferably at least 92%, more preferably at least 93%, more preferably at
least 94%, more preferably at least 95% identical to at least one of the CDR sequences
depicted in Figure 1. The particularly preferred antibody F1, described above,
comprises CDR sequences which consist of the CDR sequences depicted in Figure 1. A
particularly preferred embodiment according to the invention thus provides an
isolated, synthetic or recombinant antibody or a functional equivalent thereof which is
capable of specifically binding S.aureus and/or S. epidermidis and which comprises:

- a heavy chain CDR1 sequence comprising the sequence RFAMS (SEQ ID NO:1),
and/or

- a heavy chain CDR2 sequence comprising the sequence SINNGNNPYYARSVQY
(SEQ ID NO:2), and/or

- a heavy chain CDR3 sequence comprising the sequence DHPSSGWPTFDS (SEQ ID
NO:3), and/or

- a light chain CDR1 sequence comprising the sequence RASENVGDWLA (SEQ ID
NO:4), and/or

- a light chain CDR2 sequence comprising the sequence KTSILES (SEQ ID NO:5),
and/or

- a light chain CDR3 sequence comprising the sequence QHYXRFPYT, wherein X i1s I
or M (SEQ ID NO:6).

In one embodiment a binding compound is provided which comprises the heavy
chain CDR1 and CDR2 sequences and the light chain CDR1 and CDR2 sequences as
depicted in Figure 1, or sequences that are at least 70%, preferably at least 75%, more
preferably at least 80%, more preferably at least 81%, more preferably at least 82%,

more preferably at least 83%, more preferably at least 84%, more preferably at least
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85% identical thereto. Further provided is therefore an isolated, synthetic or
recombinant antibody or a functional part thereof or an immunoglobulin chain or a
functional equivalent thereof which comprises a heavy chain CDR1 sequence
comprising a sequence which is at least 70% identical to the sequence RFAMS (SEQ
ID NO:1) and a heavy chain CDR2 sequence comprising a sequence which is at least
70% identical to the sequence SINNGNNPYYARSVQY (SEQ ID NO:2) and a light
chain CDR1 sequence comprising a sequence which is at least 70% identical to the
sequence RASENVGDWLA (SEQ ID NO:4) and a light chain CDR2 sequence
comprising a sequence which is at least 70% identical to the sequence KTSILES (SEQ
ID NO:5). Said binding compound preferably comprises CDR sequences which are at
least 75%, more preferably at least 80%, more preferably at least 85%, more
preferably at least 86%, more preferably at least 87%, more preferably at least 88%,
more preferably at least 89%, more preferably at least 90%, more preferably at least
91%, more preferably at least 92%, more preferably at least 93%, more preferably at
least 94%, most preferably at least 95% identical to the above mentioned heavy chain
CDR sequences and light chain CDR sequences. Preferably, said binding compound
also comprises a heavy chain CDR3 sequence comprising a sequence which is at least
70% identical to the sequence DHPSSGWPTFEFDS (SEQ ID NO:3), and/or a light chain
CDR3 sequence comprising a sequence which is at least 70% identical to the sequence
QHYXRFPYT, wherein X is I or M (SEQ ID NO:6). A binding compound comprising
the above mentioned heavy chain CDR1, CDR2 and CDR3 sequences as well as the
above mentioned light chain CDR1, CDR2 and CDR3 sequences is also provided.

Now that a human antibody capable of specifically binding Staphylococcus
species has been provided by the present invention, it has become possible to produce
an immunoglobulin chain or functional equivalent thereof comprising at least one
CDR sequence of a human immunoglobulin variable domain which 1s specific for
Staphylococcus species. Further provided is thus an isolated, recombinant or synthetic
immunoglobulin chain or functional equivalent thereof comprising at least one CDR
sequence of a human immunoglobulin variable region which is specific for
Staphylococcus species. In a preferred embodiment, a human antibody is provided.
Optionally, said at least one human CDR sequence or at least one sequence in at least

one of the framework regions is optimized, preferably in order to improve binding
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efficacy or stability. This is for instance done by mutagenesis experiments where after
the stability and/or binding efficacy of the resulting compounds are preferably tested

and an improved binding compound is selected.

Besides optimizing CDR sequences in order to improve binding efficacy or
stability, it is often advantageous to optimize at least one sequence in at least one of
the framework regions. This is preferably done in order to improve binding efficacy or
stability. Framework sequences are for instance optimized by mutating a nucleic acid
molecule encoding such framework sequence where after the characteristics of the
resulting antibody — or functional part — are preferably tested. This way, it is possible
to obtain improved antibodies or functional parts. In a preferred embodiment, human
germline sequences are used for framework regions in antibodies or functional parts
thereof or immunoglobulin chains or functional equivalents according to the
invention. The use of germline sequences preferably minimizes the risk of
immunogenicity of said antibodies, immunoglobulin chains or functional equivalents
or parts, because these sequences are less likely to contain somatic alterations which
are unique to individuals from which the framework regions are derived, and may
cause an immunogenic response when applied to another human individual.

Antibodies or functional parts thereof or immunoglobulin chains or functional
equivalents thereof comprising a heavy chain amino acid sequence which has at least
70% sequence identity to the heavy chain sequence as depicted in Figure 1 are also
provided. Such heavy chain sequence provides desired binding properties, as
evidenced by antibody F1. Moreover, light chain amino acid sequences which have at
least 70% sequence identity to the light chain sequence as depicted in Figure 1, and a
light chain sequence in which an isoleucine in CDR3 is altered to methionine, also
provide desired binding properties, as evidenced by antibody F1, and a variant of
antibody F1 comprising said alteration. Further provided is therefore an antibody or
functional part or immunoglobulin chain or functional equivalent according to the
invention, having a heavy chain sequence comprising a sequence which has at least
70% sequence identity to the sequence
EVQLLESGGGLVQPGGSLRLSCAASGFTLSRFAMSWVRQAPGRGLEWVASINNGN
NPYYARSVQYRFTVSRDVSQNTVSLQMNNLRAEDSATYFCAKDHPSSGWPTFDS
WGPGTLVTVSS (SEQ ID NO:7) and/or having a light chain sequence which has at
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least 70% sequence identity to the sequence
DIQLTQSPSALPASVGDRVSITCRASENVGDWLAWYRQKPGKAPNLLIYKTSILESG
VPSRFSGSGSGTEFTLTISSLQPDDFATYYCQHYXRFPYTFGQGTKLEIKRTV,
wherein in Xis I or M (SEQ ID NO:8).

Several variants of the F1 antibody have been developed, besides the variant
indicated herein above in which an isoleucine in light chain CDR3 is altered to
methionine. These variants are capable of binding to Staphylococcus species.
Examples of such antibody variants include antibodies or functional parts or
immunoglobulin chains or functional equivalents according to the invention, having a
heavy chain sequence comprising the sequence
EVQLVESGGGLVQPGGSLRLSCAASGFTLSRFAMSWVRQAPGRGLEWVASINNGN
NPYYARSVQYRFTVSRDVSQNTVSLQMNNLRAEDSATYFCAKDHPSSGWPTFDS
WGPGTLVTVSS (SEQ ID NO:9), and/or the sequence
EVQLLESGGGLVQPGGSLRLSCAASGFTLSRFAMSWVRQAPGRGLEWVASINNGN
NPYYARSVQYRFTVSRDVSQNTVSLQMNNLRAEDSATYFCAKDHPSSGWPTFDS
WGPGTLVTVSS (SEQ ID NO:7), and a light chain sequence comprising the sequence
DIQLTQSPSALPASVGDRVSITCRASENVGDWLAWYRQKPGKAPNLLIYKTSILESG
VPSRFSGSGSGTEFTLTISSLQPDDFATYYCQHYXRFPYTFGQGTKLEIKRA,
wherein X is I of M (SEQ ID NO:10), and/or the sequence
DIQLTQSPSALPASVGDRVSITCRASENVGDWLAWYRQKPGKAPNLLIYKTSILESG
VPSRFSGSGSGTEFTLTISSLQPDDFATYYCQHYXRFPYTFGQGTKVEIKRTV,
wherein X is I of M (SEQ ID NO:11), and/or the sequence
DIQLTQSPSALPASVGDRVSITCRASENVGDWLAWYRQKPGKAPNLLIYKTSILESG
VPSRFSGSGSGTEFTLTISSLQPDDFATYYCQHYXRFPYTFGQGTKLEIKRTV,
wherein X i1s I of M (SEQ ID NO:8).

An antibody or functional part or immunoglobulin chain or functional
equivalent thereof according to the invention specifically binds to proteins comprising
a serine-aspartate (SD) repeat. SD repeat (Sdr) proteins are cell-surface-associated
proteins that are present in several bacteria such as Staphylococcus species. Sdr
proteins i general comprise an aming-terminal signal sequence, a functional domain
called the A vegion, an 5D repeat region, a cell wall-spanning region, a LPYTG motif,

a hvdrophobic membrave-spanning domain, and a series of positively charged
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residues, The LPXTG motif is the target of a transpeptidase that cleaves the motif
between threonine and glyeine residues and anchors the protein to the peptidoglyean
of the eell wall of gram-positive bacteria. Sdr proteins are thought to interact with
host molecules. Known Sdr proteins include CIfA (SdrA), CIfB (SdrB), SdrC, SdrD and
SdrE of S. aureus, SdrF, SdrG and SdrH of S. epidermidis, SdrI of S. suprophyiicus,
SdrX of 8, capiiis, and SdrY and SdrZ of S. caprae.

Therefore, a preferred antibody or functional part thereof or immunoglobulin
chain or functional equivalent according to the invention specifically binds S. aureus,
S. epidermidis, S. saprophyticus, 3. copifis, and S. caprae. It is preferred that said
antibody, immunoglobulin chain or functional equivalent or part thereof binds to CIfA
(SdrA), CIfB (SdrB), SdrC, SdrD and SdrE of S. aureus, SdrF, SdrG and SdrH of S.
epidermidis, Sdrl of 5. saprophyticus, 3drX of 8. cupitis, and SdrY and SdrZ of S.
caprae. The epitope of the antibody, immunoglobulin chain or functional equivalent or
part thereof according to the invention comprises an SD repeat-dependent epitope in
Sdr proteins, for instance SD repeat-dependent epitopes as present in S. aureus CIfA,
CIfB, SdrC, SdrD and SdrE. An SD repeat-dependent epitope is herein defined as an
epitope recognized by antibody F1, which epitope require the presence of at least part
of an SD repeat region as present in, but not limited to, S. aureus CIfA, CIfB, SdrC,
SdrD and SdrE and S. epidermidis SdrF, SdrG and SdrH. In one embodiment said
epitope may comprise at least part of a molecule that binds to, or is associated with an
Sdr protein. Examples of such molecules include, but are not limited to, amino acids,
peptides, proteins, sugars and sugar residues. In another embodiment, said epitope
comprises modifications of the SD repeat region. Said modifications comprise, for
example, but are not limited to, glycosylation, amidation and/or phosphorylation. It
will be clear to a skilled person that combination of these two embodiments is also
possible.

Therefore, the invention provides an antibody or functional part or
immunoglobulin chain or functional equivalent according to the invention capable of
binding an SD repeat-dependent epitope. Also provided is an antibody or functional
part or immunoglobulin chain or functional equivalent capable of binding to S. aureus
CIfA, CIfB, SdrC, SdrD and SdrE. Further provided is an antibody or functional part
or immunoglobulin chain or functional equivalent which is capable of competing with

an antibody or functional part or immunoglobulin chain or functional equivalent
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according to the present invention for binding to a Staphylococcus species, preferably
S. aureus and/or S. epidermidis and/or 5. saprophyiicus andlor S, copitis andior S.

caprae, more preferably MRSA.

A disadvantage of antibodies is that their stability may be reduced, for
example under harsh conditions. For instance deamidation, the removal of a
functional amide group, may occur. Deamidation is a protein degradation pathway
that may affect the biological functions of proteins, and which occurs mainly at
asparagine residues, and to a lower extent at glutamine residues. In one embodiment,
therefore, deamidation of an antibody or functional part thereof or immunoglobulin
chain or functional equivalent thereof according to the invention is prevented by
replacing an asparagine or glutamine by another amino acid. An asparagine is
preferably replaced by an amino acid other than glutamine, because deamidation may
also occur at a glutamine residue. Replacement of an asparagine preferably does not
substantially affect binding affinity of an antibody according to the invention to an
antigen. In one embodiment deamidation of an asparagine at position 53 of the heavy
chain (numbering according to Kabat, 1991) is prevented by replacing said asparagine
by another amino acid. By preventing deamidation of an asparagine at position 53 the
stability of an antibody or functional part thereof or immunoglobulin chain or
functional equivalent thereof according to the invention is preferably increased. As is
shown in the examples, despite the fact that said asparagine is located in a CDR,
replacing an asparagine at said position does not substantially affect the binding
affinity for an antigen of an antibody or functional part thereof or immunoglobulin
chain or functional equivalent thereof according to the invention. An asparagine at
position 53 of the heavy chain is preferably replaced by an amino acid other than
glutamine, more preferably an asparagine at said position is replaced by serine.
Therefore, also provided by the invention is therefore an antibody or functional part
or immunoglobulin chain or functional equivalent according to the invention, wherein
an asparagine, preferably an asparagine at position 53 of the heavy chain, is replaced

by another amino acid, preferably serine.

In one embodiment, an antibody or functional part thereof or immunoglobulin

chain or functional equivalent thereof according to the invention is coupled to another
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moiety to form antibody-drug conjugates. An antibody or functional part thereof or
immunoglobulin chain or functional equivalent thereof according to the invention is
for instance coupled to a cytotoxic agent, such as an antibiotic. The term "cytotoxic
agent" as used herein refers to a substance that reduces or blocks the function, or
growth, of bacteria and/or causes destruction of bacteria. Said other moiety, for
example a cytotoxic agent, is preferably coupled to said antibody or functional part
thereof through a thiol group. Therefore, preferably one or more cysteines are
incorporated into said antibody or functional part thereof or immunoglobulin chain or
functional equivalent thereof. Cysteines contain a thiol group and therefore,
incorporation of one or more cysteines into, or replacement of one or more amino acids
by one or more cysteines of an antibody or functional part thereof according to the
invention enable coupling thereof to another moiety. Said one or more cysteines are
preferably introduced into an antibody of functional equivalent thereof according to
the invention at a position where it does not influence folding of said antibody or
functional equivalent, and does not alter antigen binding or effector function. The
invention therefore provides an antibody or functional part thereof or immunoglobulin
chain or functional equivalent thereof according to the invention wherein at least one
amino acid other than cysteine has been replaced by a cysteine. Preferably at least
two amino acids other than cysteine have been replaced by cysteine. In a preferred
embodiment, said at least one amino acid other than cysteine is valine at light chain
position 15, and/or alanine at light chain position 144, and/or serine at light chain
position 168, and/or valine at light chain position 205 and/or valine at light chain
position 110, and/or alanine at heavy chain position 84, and/or alanine at heavy chain
position 114, and/or alanine at heavy chain position 168, and/or serine at heavy chain
position 172, more preferably valine at light chain position 205 and/or valine at light
chain position 110, and/or alanine at heavy chain position 114 (numbering according
to Kabat, 1991). A skilled person will understand that, as an alternative or in
addition, one or more other amino acids of the heavy and/or light chain can be
replaced by cysteine if the replacement does not influence folding of said antibody or

functional equivalent, and does not alter antigen binding or effector function.

In international patent applications W0O2006/034488, W02008/141044,
W02009/052249, W02009/012256, WO2009/012268 and W02009/099728 methods for
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engineering antibodies with reactive cysteine residues are described as well as amino

acid positions suitable for cysteine engineering.

An antibody or functional part or immunoglobulin chain or functional
equivalent according to the invention preferably comprises a variable heavy chain
sequence and/or a variable light chain sequence which is at least 75%, more
preferably at least 80%, more preferably at least 85%, more preferably at least 90%,
most preferably at least 95% i1dentical to a heavy chain sequence and/or the light
chain sequence as depicted in Figure 1, or a light chain sequence as depicted in Figure
1 in which the isoleucine in CDR3 is altered to a methionine. The higher the identity,
the more closely said binding compound resembles antibody F1. An antibody or
functional part or immunoglobulin chain or functional equivalent according to the
invention preferably comprises a heavy chain as well as a light chain which resemble
the heavy and light chain of F1. Further provided is therefore an antibody or
functional part thereof or immunoglobulin chain or functional equivalent thereof
comprising a heavy chain sequence and a light chain sequence which are at least 70%,
more preferably at least 80%, more preferably at least 85%, more preferably at least
90%, most preferably at least 95% identical to the heavy chain sequence and the light
chain sequence as depicted in Figure 1, or a light chain sequence as depicted in Figure
1 in which the isoleucine in CDR3 is altered to a methionine. In one embodiment an
antibody or functional part is provided which has a heavy chain sequence as depicted
in Figure 1 and a light chain sequence as depicted in Figure 1 or a light chain
sequence as depicted in Figure 1 in which the isoleucine in CDR3 is altered to a

methionine.

One embodiment provides an antibody or functional part thereof or
immunoglobulin chain or functional equivalent thereof comprising a heavy chain
sequence consisting of the heavy chain sequence as depicted in Figure 1, and/or
comprising a light chain sequence consisting of the light chain sequence as depicted in
Figure 1 or a light chain sequence as depicted in Figure 1 in which the isoleucine in
CDR3 is altered to a methionine. Alternatively, as is well known by the skilled person,
it 1s possible to generate a shortened heavy chain or light chain sequence while

maintaining a binding property of interest. Preferably, such a shortened heavy chain
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or light chain is generated which has a shorter constant region, as compared to the
original heavy or light chain. The variable domain is preferably maintained. For

instance, a Fab fragment or F(ab')9 fragment or a single domain antibody or a single

chain antibody or a nanobody or an unibody or a scFv fragment based on a heavy
chain sequence or light chain sequence depicted in Figure 1 is produced. A functional
part of an antibody comprising at least a functional part of a sequence as depicted in
Figure 1, or a light chain sequence as depicted in Figure 1 in which the isoleucine in
CDR3 is altered to a methionine, is therefore also provided. Said functional part has a
length of at least 20 amino acids and comprises at least one sequence selected from
the group consisting of a sequence which is at least 70% identical to the heavy chain
CDR1 sequence depicted in Figure 1 and a sequence which is at least 70% identical to
the heavy chain CDR2 sequence depicted in Figure 1 and a sequence which is at least
70% identical to the heavy chain CDR3 sequence depicted in Figure 1 and a sequence
which is at least 70% identical to the light chain CDR1 sequence depicted in Figure 1
and a sequence which is at least 70% identical to the light chain CDR2 sequence
depicted in Figure 1 and a sequence which is at least 70% identical to the light chain
CDR3 sequence depicted in Figure 1, or a light chain CDR3 sequence as depicted in

Figure 1 in which the isoleucine is altered to a methionine.

The invention further provides an isolated, synthetic or recombinant nucleic
acid sequence or a functional equivalent thereof with a length of at least 15
nucleotides, preferably at least 30 nucleotides, more preferably at least 50
nucleotides, more preferably at least 75 nucleotides, encoding a binding compound
according to the invention. Such nucleic acid is for instance isolated from a B-cell
which is capable of producing an antibody according to the invention. A preferred
embodiment provides a nucleic acid sequence comprising a sequence which has at
least 70% sequence identity to at least 15 nucleotides of a nucleic acid sequence as
depicted in Figure 1. A nucleic acid sequence according to the invention preferably
comprises a sequence which has at least 75%, more preferably at least 80%, more
preferably at least 85%, more preferably at least 90%, most preferably at least 95%

sequence identity to at least 15 nucleotides of a nucleic acid sequence as depicted in
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Figure 1. Preferably, said nucleic acid sequence as depicted in Figure 1 comprises at

least one CDR encoding sequence.

One preferred embodiment provides an isolated, synthetic or recombinant
nucleic acid sequence with a length of at least 15 nucleotides, or a functional
equivalent thereof, encoding at least one CDR sequence of an antibody or
immunoglobulin chain according to the invention. Said nucleic acid sequence
preferably encodes at least one CDR sequence which has at least 70% sequence
identity to a CDR region of antibody F1. Nucleic acid sequences encoding F1 CDR
regions are depicted in Figure 1. Further provided is therefore an isolated, synthetic
or recombinant nucleic acid sequence, or a functional equivalent thereof, comprising a
sequence which has at least 70% sequence identity to a sequence selected from the
group consisting of cgetttgecatgage (SEQ ID NO:12),
tegatcaataatgggaataacccatactacgeacggteggtacaatac (SEQ ID NO:13),
gatcaccctagtagtggctggeccacctttgactee (SEQ ID NO:14),
cgggecagtgaaaacgttggtgactggttggee (SEQ ID NO:15), aagacatctattctagaaagt (SEQ ID
NO:16) and caacactatatacgtttceegtacact (SEQ ID NO:17).

Said nucleic acid sequence or functional equivalent preferably comprises a
sequence which has at least 75%, more preferably at least 80%, more preferably at
least 85%, more preferably at least 90% sequence identity to any of the above
mentioned sequences. Further provided is a nucleic acid sequence or functional
equivalent thereof comprising a sequence which has at least 70% sequence identity to
at least part of a nucleotide sequence as depicted in Figure 1, said part having at least

15 nucleotides and encoding at least one CDR region.

A nucleic acid sequence or functional equivalent thereof according to the
present invention preferably encodes a region which has at least 70% sequence
identity to an F1 CDR region, an F1 heavy chain and/or an F1 light chain. One
embodiment thus provides an isolated, synthetic or recombinant nucleic acid
sequence, or a functional equivalent thereof, comprising a sequence encoding an
amino acid sequence which has at least 70% sequence identity to the sequence
RFAMS (SEQ ID NO:1), and/or at least 70% sequence 1dentity to the sequence
SINNGNNPYYARSVQY (SEQ ID NO:2), and/or at least 70% sequence identity to the
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sequence DHPSSGWPTFDS (SEQ ID NO:3), and/or at least 70% sequence identity to
the sequence RASENVGDWLA (SEQ ID NO:4), and/or at least 70% sequence identity
to the sequence KTSILES (SEQ ID NO:5), and/or at least 70% sequence identity to the
sequence QHYXRFPYT, wherein X is I or M (SEQ ID NO:6), and/or at least 70%
sequence identity to the sequence
EVQLLESGGGLVQPGGSLRLSCAASGFTLSRFAMSWVRQAPGRGLEWVASINNGN
NPYYARSVQYRFTVSRDVSQNTVSLQMNNLRAEDSATYFCAKDHPSSGWPTFDS
WGPGTLVTVSS (SEQ ID NO:7), and/or at least 70% sequence identity to the
sequence
DIQLTQSPSALPASVGDRVSITCRASENVGDWLAWYRQKPGKAPNLLIYKTSILESG
VPSRFSGSGSGTEFTLTISSLQPDDFATYYCQHYXRFPYTFGQGTKLEIKRTYV,
wherein X is I or M (SEQ ID NO:8). Also provided are nucleic acid sequences or
functional equivalents thereof encoding variants of the F1 antibody according to the
invention. Provided by the invention are, for example, nucleic acid sequences encoding
a heavy chain sequence comprising the sequence
EVQLVESGGGLVQPGGSLRLSCAASGFTLSRFAMSWVRQAPGRGLEWVASINNGN
NPYYARSVQYRFTVSRDVSQNTVSLQMNNLRAEDSATYFCAKDHPSSGWPTFDS
WGPGTLVTVSS (SEQ ID NO:9), and/or the sequence
EVQLLESGGGLVQPGGSLRLSCAASGFTLSRFAMSWVRQAPGRGLEWVASINNGN
NPYYARSVQYRFTVSRDVSQNTVSLQMNNLRAEDSATYFCAKDHPSSGWPTFDS
WGPGTLVTVSS (SEQ ID NO:7), and encoding a light chain sequence comprising the
sequence
DIQLTQSPSALPASVGDRVSITCRASENVGDWLAWYRQKPGKAPNLLIYKTSILESG
VPSRFSGSGSGTEFTLTISSLQPDDFATYYCQHYXRFPYTFGQGTKLEIKRA,
wherein X is I of M (SEQ ID NO:10), and/or the sequence
DIQLTQSPSALPASVGDRVSITCRASENVGDWLAWYRQKPGKAPNLLIYKTSILESG
VPSRFSGSGSGTEFTLTISSLQPDDFATYYCQHYXRFPYTFGQGTKVEIKRTV,
wherein X is I of M (SEQ ID NO:11), and/or the sequence
DIQLTQSPSALPASVGDRVSITCRASENVGDWLAWYRQKPGKAPNLLIYKTSILESG
VPSRFSGSGSGTEFTLTISSLQPDDFATYYCQHYXRFPYTFGQGTKLEIKRTV,
wherein X is I of M (SEQ ID NO:8).

In one embodiment an asparagine at position 53 of the heavy chain

(numbering according to Kabat, 1991) is replaced by another amino acid other than
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glutamine, in order to prevent deamidation of the asparagine at said position.

Preferably said asparagine is replaced by a serine.

The term “% sequence identity” is defined herein as the percentage of residues
in a candidate amino acid of nucleic acid sequence that is identical with the residues
in a reference sequence after aligning the two sequences and introducing gaps, if
necessary, to achieve the maximum percent identity. Methods and computer
programs for the alignment are well known in the art.

As used herein, a nucleic acid molecule or nucleic acid sequence of the
invention preferably comprises a chain of nucleotides, more preferably DNA and/or
RNA. In other embodiments a nucleic acid molecule or nucleic acid sequence of the
invention comprises other kinds of nucleic acid structures such as for instance a
DNA/RNA helix, peptide nucleic acid (PNA), locked nucleic acid (LNA) and/or a
ribozyme. Such other nucleic acid structures are referred to as functional equivalents
of a nucleic acid sequence. The term “functional equivalent of a nucleic acid sequence”
also encompasses a chain comprising non-natural nucleotides, modified nucleotides

and/or non-nucleotide building blocks which exhibit the same function as natural

nucleotides.

A nucleic acid sequence according to the present invention is particularly
useful for generating binding compounds which are specific for S. aureus and/or S.
epidermidis. This is for instance done by introducing such nucleic acid sequence into a
cell so that the cell’s nucleic acid translation machinery will produce the encoded
binding compound. In one embodiment, genes encoding a heavy and/or light chain
according to the invention are expressed in so called producer cells, such as for
instance cells of a Chinese hamster ovary (CHO), NSO (a mouse myeloma) or 293(T)
cell line, some of which are adapted to commercial antibody production. Proliferation
of said producer cells results in a producer cell line capable of producing antibodies or
functional parts thereof according to the present invention. Preferably, said producer
cell line is suitable for producing compounds for use in humans. Hence, said producer
cell line is preferably free of pathogenic agents such as pathogenic micro-organisms.
Most preferably, binding compounds consisting of human sequences are generated

using a nucleic acid sequence according to the invention.
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An isolated or recombinant antibody producing cell capable of producing an
antibody or functional part or immunoglobulin chain or functional equivalent
according to the invention is therefore also provided, as well as a method for
producing an antibody or functional part or immunoglobulin chain or functional
equivalent according to the invention, comprising providing a cell with a nucleic acid
sequence or functional equivalent according to the invention and allowing said cell to
translate said nucleic acid sequence or functional equivalent according to the
invention, thereby producing said antibody or functional part or immunoglobulin
chain or functional equivalent according to the invention.

An antibody producing cell is defined herein as a cell which is capable of
producing and/or secreting an antibody or a functional part thereof, and/or which is
capable of developing into a cell which is capable of producing and/or secreting
antibody or a functional part thereof. An antibody producing cell according to the
invention is preferably a producer cell which is adapted to commercial antibody
production. Preferably, said producer cell is suitable for producing compounds for use

in humans.

A method according to the invention preferably further comprises a step of
harvesting, purifying and/or isolating said antibody or functional part or
immunoglobulin chain or functional equivalent according to the invention. The thus
obtained binding compounds according to the invention are preferably used in
diagnosis of Staphylococcus infection, isolation or detection of Staphylococcus
bacteria, distinguishing between Staphylococcus species and other gram-positive
bacteria and human therapy, optionally after additional purification, isolation and/or

other processing steps.

An antibody or functional part thereof or immunoglobulin chain or functional
equivalent thereof according to the present invention is particularly suitable for
diagnostic uses. For instance, a sample, such as a tissue or blood sample, can be
obtained from an individual or from any other source suspected to be infected with a
Staphylococcus bacteria, preferably S. aureus and/or S. epidermidis, more preferably

MRSA. Subsequently, said sample can be mixed with an antibody or immunoglobulin
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chain or functional equivalent or part thereof according to the invention. Said
antibody, immunoglobulin chain or functional equivalent or part will specifically bind
to Staphylococcus bacteria, preferably S. aureus and/or S. epidermidis. Bacteria
bound to an antibody, immunoglobulin chain or functional equivalent or part can be
isolated from the sample using any method known in the art, for example, but not
limited to, isolation using magnetic beads, streptavidin-coated beads, or isolation
through the use of secondary antibodies immobilized on a column. After washing of
the bound bacteria and antibody, immunoglobulin chain or functional equivalent or
part thereof, bacteria can be eluted from said antibody, immunoglobulin chain or
functional equivalent or part by any method known in the art. For instance, binding
between bacteria and antibody, immunoglobulin chain or functional equivalent or
part can be disrupted by increasing the concentration of salts and/or reducing or
increasing pH, and/or by addition of excess epitope.

Isolation of Staphylococcus bacteria, preferably S. aureus and/or S.
epidermidis, may be used for various applications. For instance, infection with several
different gram-positive bacteria may result in overlapping symptoms in an individual.
In such cases, it can be difficult to discriminate between S. aureus and/or S.
epidermidis and other gram-positive bacteria. An antibody, immunoglobulin chain or
functional equivalent or part thereof according to the present invention can then be
used to detect the presence of S. aureus and/or S. epidermidis, or for distinguishing
between S. aureus and/or S. epidermidis and other bacteria. Isolation of bacteria from
a sample of an individual suspected of suffering from an infection with S. aureus
and/or S. epidermidis or from any other source, such as a bacterial culture, can
facilitate detection of said Staphylococcus bacteria, because isolation results in an
increased concentration and/or a higher purity of said Staphylococcus bacteria.

Isolation of Staphylococcus species, preferably S. aureus and/or S. epidermidis,
more preferably MRSA, can for instance further be used to identify the specific S.
aureus and/or S. epidermidis strain, preferably the MRSA strain in a sample.
Identification of said strain can for instance be performed by determining the
sequence of the bacterial DNA. In such case it is preferred to first obtain an isolated
S. aureus and/or S. epidermidis.

In one embodiment of the invention, an antibody, immunoglobulin chain or

functional equivalent or part thereof according to the present invention is labeled in



WO 2011/008092 PCT/NL2010/050456

10

15

20

25

30

20

order to be able to detect said antibody, immunoglobulin chain, or functional
equivalent or part, for instance, but not limited to, fluorescently labeled, or
radioactively labeled. Alternatively, an antibody or functional part thereof or
immunoglobulin chain or functional equivalent thereof according to the invention is
detected using a labeled secondary antibody which is directed against said antibody,
immunoglobulin chain or functional equivalent or part thereof according to the
invention. If binding of said antibody, immunoglobulin chain or functional equivalent
or part thereof 1s detected, S. aureus and/or S. epidermidis is present.

Provided by the invention is therefore a use of an antibody or functional part
thereof or immunoglobulin chain or functional equivalent thereof according to the
invention for diagnosis of a Staphylococcus infection, preferably S. aureus infection,
more preferably MRSA infection, for detecting S. aureus and/or S. epidermidis,
preferably MRSA, and for distinguishing between S. aureus and/or S. epidermidis,
preferably MRSA and other gram-positive bacteria. Also provided is an antibody or
functional part thereof or an immunoglobulin chain or functional equivalent thereof
according to the invention for use in the diagnosis of a Staphylococcus infection,
preferably S. aureus infection, more preferably MRSA infection.

Further provided is a method for isolating S. aureus and/or S. epidermidis
bacteria from a solution using an antibody or functional part or an immunoglobulin
chain or functional equivalent thereof according to the invention. Said method
preferably comprises providing a sample of an individual suspected of suffering from
an infection with S. aureus and/or S. epidermidis, preferably MRSA, or from any other
source, such as a bacterial culture, adding an antibody or functional part or an
immunoglobulin chain or functional equivalent thereof according to the invention to
said sample, allowing binding of said antibody or functional part or an
immunoglobulin chain or functional equivalent thereof according to the invention to
S. aureus and/or S. epidermidis bacteria, when present, and isolating S. aureus and/or
S. epidermidis bacteria bound to an antibody or functional part or an immunoglobulin

chain or functional equivalent thereof according to the invention from said sample.

Now that Gram-positive bacteria-specific binding compounds according to the
invention and nucleic acid sequences coding therefore have been provided, including

human binding compounds, improved therapeutic applications have become available.
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Gram-positive bacteria such as S. aureus and/or S. epidermidis are counteracted by
binding compounds according to the invention. A binding compound according to the
invention is therefore particularly suitable for use as a medicine or prophylactic
agent. Preferably, binding compounds are used which consist of human sequences, or
which have at most 5% of non-human sequences, in order to reduce the chance of
adverse side effects when human individuals are treated. An antibody or functional
part or an immunoglobulin chain or functional equivalent thereof or a nucleic acid
sequence or functional equivalent thereof according to the invention for use as a
medicament and/or prophylactic agent is therefore also herewith provided. When a
nucleic acid or functional equivalent according to the invention is administered, 1t will
be translated in situ into a binding compound according to the invention. In a
particularly preferred embodiment said antibody comprises antibody F1, or a
functional part thereof. Said medicament or prophylactic agent is preferably used for
counteracting or at least in part preventing an infection by S. aureus and/or S.
epidermidis or for counteracting or at least in part preventing adverse effects of an
infection by S. aureus and/or S. epidermidis. Further provided is therefore an
antibody or functional part or an immunoglobulin chain or functional equivalent
thereof or a nucleic acid sequence or functional equivalent thereof according to the
invention for use as a medicament and/or prophylactic agent for at least in part
treating and/or preventing a condition related to S. aureus and/or S. epidermidis.
Non-limiting examples of such conditions are skin infections, pimples, impetigo, boils,
cellulitis folliculitis, furuncles, carbuncles, scalded skin syndrome, abscesses,
pneumonia, meningitis, osteomyelitis, endocarditis, toxic shock syndrome and
septicemia. Preferably, S. aureus infection is counteracted or at least in part
prevented. Most preferably, an MRSA-related condition is counteracted, diminished
and/or at least in part prevented. A use of an antibody or functional part or an
immunoglobulin chain or functional equivalent thereof or a nucleic acid sequence or
functional equivalent thereof according to the invention for the preparation of a
medicament and/or prophylactic agent for at least in part treating and/or preventing
S. aureus and/or S. epidermidis is therefore also provided, as well as a method for at
least in part treating or preventing a condition related to S. aureus and/or S.
epidermidis, the method comprising administering to an individual in need thereof a

therapeutically effective amount of an antibody or functional part or an
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immunoglobulin chain or functional equivalent according to the invention, preferably
after said individual has been diagnosed to be infected by S. aureus and/or S.
epidermidis. Said condition preferably comprises at least one of the S. aureus-related
conditions listed above, most preferably an MRSA-related condition.

Said antibody preferably comprises antibody F1, or a functional part thereof.

In order to counteract Gram-positive bacteria, a binding compound according
to the invention is preferably administered to an individual before an infection has
taken place. Alternatively, a binding compound according to the invention is
administered when an individual is already infected. Said binding compound is
preferably administered to individuals with an increased risk of complications, such
as for instance hospitalized individuals and/or individuals with compromised
immunity. Also elderly people have an increased risk of bacterial conditions. Binding
compounds according to the invention are preferably administered via one or more
injections. Dose ranges of binding compounds according to the invention to be used in
the therapeutic applications as described herein before are designed on the basis of
rising dose studies in the clinic in clinical trials for which rigorous protocol
requirements exist. Typical doses are between 0.1 and 10 mg per kg body weight. For
therapeutic application binding compounds according to the invention are typically
combined with a pharmaceutically acceptable carrier, diluent and/or excipient.
Examples of suitable carriers for instance comprise keyhole limpet haemocyanin
(KLH), serum albumin (e.g. BSA or RSA) and ovalbumin. In one preferred

embodiment said suitable carrier comprises a solution like for example saline.

In yet another embodiment a nucleic acid encoding a binding compound
according to the invention is used. As already described, upon administration of such
nucleic acid, binding compounds are produced by the host’s machinery. Produced
binding compounds are capable of preventing and/or counteracting Gram-positive
bacterial infection and/or the adverse effects of such infection. A nucleic acid sequence
or functional equivalent according to the invention for use as a medicament and/or
prophylactic agent is therefore also herewith provided. Said nucleic acid is preferably
used for counteracting S. aureus and/or S. epidermidis, more preferably S. aureus,

most preferably MRSA. Further provided is therefore a use of a nucleic acid sequence
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or functional equivalent according to the invention for the preparation of a medicament and/or
prophylactic agent for at least in part treating and/or preventing a Gram-positive bacterium-related
condition. Said Gram-positive bacterium-related condition preferably comprises an infection by

S. aureus or S. epidermidis, more preferably an S. aureus infection, most preferably an MRSA

infection.

Further provided is a pharmaceutical composition comprising an antibody or functional part
or an immunoglobulin chain or functional equivalent thereof or a nucleic acid sequence or functional
equivalent thereof according to the invention and a pharmaceutical acceptable carrier, diluent or

excipient. Said pharmaceutical composition is preferably suitable for human use.

The invention is further explained in the following examples. These examples do not limit the

scope of the invention, but merely serve to clarify the invention.

All patent documents and other publications that are referred to in the detailed description are

incorporated herein by reference for all purposes.

It is to be understood that, if any prior art publication is referred to herein, such reference does
not constitute an admission that the publication forms a part of the common general knowledge in the

art, in Australia or any other country.

In the claims which follow and in the description of the invention, except where the context
requires otherwise due to express language or necessary implication, the word “comprise™ or
variations such as “comprises” or “comprising” is used in an inclusive sense, i.¢. to specify the
presence of the stated features but not to preclude the presence or addition of further features in

various embodiments of the invention.

7154163_1 (GHMatters) P89303.AU MALCOLML 24-Nov-15
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Examples

Example 1

METHODS

B cell isolation

B-cells were obtained from fresh blood of adults by Ficoll separation and
CD4/CDS8 negative selection with MACS microbeads as described by the manufacturer
(Miltenyi Biotech). To obtain memory B cells, cells were sorted for CD19+*CD3-
CD27+IgD-IgA- on a FACSaria (Becton Dickinson). The use of these tissues was
approved by the medical ethical committees of the institution and was contingent on
informed consent. Donors were selected based on carrying hospital acquired MRSA

strains with genotype cluster 109 and 16.

Cell culture

B-cells maintained in standard culture medium containing IMDM (Gibco), 8%
FBS (HyClone) and penicillin/streptomycin (Roche) were co-cultured on y-irradiated
(50Gy) mouse L cell fibroblasts stably expressing CD40L (CD40L-L cells, 105 cells/ml)
and recombinant mouse IL-21 (25ng/ml, R&D systems). rhIL-4 (R&D) was used at
50ng/ml. Cells were routinely tested by PCR and were found negative for the presence
of mycoplasma and EBV (data not shown).

Bulk transduced human memory B cells double positive for NGFR and GFP
were purified by FACS cell sorting and cultured in 96 well plates at a cell density of
500 cell per well. Culture supernatants were tested in ELISAs using bacterial lysates
of the Newman and SH1000 strains. Positive cultures were subcloned at 10 cell/well
cell density in 96 well plates and again tested by ELISA. Subsequently positive
cultures were seeded at 1 cell per well and tested again by ELISA for reactivity

against S. aureus strains Newman and SH1000.
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Retroviral transduction

The BCL6 retroviral construct has been described before (Shvarts A. et al. Genes Dev
16, 681-686 (2002)). cDNA encoding human Bel-xI, was kindly provided by Dr. Stanley
Korsmeyer. BCL6 and Bel-xL were separately cloned into a BCL6-NGFR and a BelxL-
GFP construct. These constructs were transfected into the LZRS retroviral packaging
cells, phoenix as described before (Jaleco A.C. et al. Blood 94, 2637-2646 (1999);
Scheeren F.A. et al. Nat Immunol 6, 303-313 (2005)). Memory B-cells were double
transduced by the BCL6 and Bcl-xL containing retroviruses after activation on
CD40L-L cells in the presence of rmIL-21 for 36 hrs as described before (Diehl S.A. et
al. J Immunol 180, 4805-4815 (2008); Kwakkenbos M. et al. Nat Med in press (2009)).
Transduced cells were maintained on CD40L-L cells with rmIL-21.

ELISA

To determine antibody content ELISA plates were coated with anti-human IgG
(Jackson ImmunoResearch Laboratories) at 5 ug/ml in PBS for 1hr at 37°C or o/n at
4°C and washed in ELISA wash buffer (PBS, 0.5% Tween-20). 4% milk in PBS was
used as blocking agent, before serial dilution of cell culture supernatants and an
enzyme-conjugated detection antibody was added (dilution 1:2500 for HRP-conjugated
anti-IgG (Jackson)). TMB substrate/stop solution (Biosource) was used for
development of the ELISAs.

For screening purposes we used lysates from the Newman and SH1000 strains.
Both were made in PBS and directly coated at 5 to 10 pug ml! before B cell culture
supernatants were tested un- or 1:2 diluted.

To explore the antigen specificity of the human IgG1 clone F1, an LTA
detection ELISA was developed. Purified LTA preparations from S. aureus, B.
subtilis, S. faecalis and S. pyogenes (Sigma) was added to ELISA plates coated with
polyclonal IgG purified mouse anti-LTA (1/200 stock 1 mg ml!, QED Bioscience),
before secondary antibodies were added.

In addition, we tested several LTA preparations derived from a library
developed by W. Fischer (Institut fur Biochemie, Univ of Erlangen, Germany) and
kindly provided by B. Appelmelk (VU, Amsterdam, Netherlands) (see for more details
(Keller R. et al. Infect Immun 60, 3664-3672 (1992), Polotsky V.Y. et al. Infection and
Immunity 64, 380-383 (1996) and Greenberg J.W. et al. Infection and Immunity 64,
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3318-3325 (1996)) and reviewed in (Weidenmaier C. et al. Nat Rev Microbiol 6, 276-
287 (2008)) in direct ELISA’s. LTA preparations were coated at 1 pg ml-!before rF1
(10 pg ml?) or control antibodies (1:5 dilution of hybridoma supernatant) were added
and further detected with conjugated anti-human or mouse antibodies. The panel of
purified LTA preparations included: B. subtilis, S. aureus, L. lactis, L. garvieae, B.
bifidum, M. luteus, L. casei, L. mesenteroides, B. licheniformis, L. welshimeri, E.
hirae, L. raffinolactis, S. mutans, S. pneumoniae. Several variants contain or lack

alanine residues and/or lipid anchors (not depicted here).

Binding of the F1 antibody to bacterial cultures

The Newman S. aureus and the S. pneumoniae strain (serotype 3) were used.
Newman was cultured in TSH 50 ml O/N, then 1 ml was resuspendend in 100 ml for 2
to 2.5 hrs till OD:1 and bacteria were collected. S. prneumoniae was cultured in Todd
Hewitt medium mixed with yeast medium. Before, bacteria were incubated with F1
antibody, a control IgG (D25, a human anti-RSV antibody) or only with the secondary
antibody (IgG-PE only), cells were pretreated with 100% total mouse serum to prevent
background staining. After washing the secondary antibody was added (IgG-PE).

Antibody incubations were performed for 20 min on ice.

F1 sequence determination and expression cloning

We isolated total RNA using Trizol (Invitrogen), generated cDNA by using
superscript RT, performed PCR and cloned the heavy and light chain variable regions
into the pCR2.1 TA cloning vector (Invitrogen). To rule out reverse transcriptase or
DNA polymerase induced mutations, we performed several independent cloning
experiments. To produce recombinant F1 mAb we cloned F1 heavy and light variable
regions in frame with human IgG1 and Kappa constant regions into a pcDNA3.1
(Invitrogen) based vector and transiently transfected 293T cells. We purified

recombinant F1 from the culture supernatant with Protein A.

RESULTS

Generation of the F1 clone
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From three subjects who were tested positive for MRSA but were not sick, 50-60ml of
heparin blood was collected and peripheral B-cells were isolated after a ficoll
purification step. B-cells from several B-cell populations were double transduced with
retroviruses containing BCL6-NGFR and Bel-xL-GFP (Diehl et al and Kwakkenbos et
al). From the IgG, CD27 positive population, polyclonal mini-cultures B-cell cultures
were started in 96 wells plate with a cell density of 500 cells/well. Supernatant of
these mini-cultures was collected and used in ELISAs to screen for the presence of S.
aureus-specific IgG antibodies (in these ELISAs the coating was cell lysates of two S.
aureus strains, SH1000 and Newman). Mini-cultures that were screened positive in
both the SH1000 as well as the Newman S. aureus were seeded in new mini-cultures
at a density of 10 cells/well. Again, supernatant of these mini-cultures was collected
and screened in the SH1000 and Newman ELISAs. Clones that were screened positive
in both ELISAs were seeded into monoclonal cultures (i.e. 1 cell/well). After testing
the supernatant of these monoclonal cultures, one clone (named F1) was found to

produce S. aureus specific monoclonal IgG antibodies.

Antibodies in the supernatant of the F1 clone bind to LTA preparations from
S. aureus

Generating the F1 clone, we already found that supernatant of F1 bound to the
bacterial cell lysates of two S. aureus strains, SH1000 and Newman. The major cell
wall compound of Gram-positive bacteria is LTA, and therefore we decided to test
binding of F1 supernatant to S. aureus LTA preparations in an ELISA. As shown in
Table 1, supernatant of the F1 clone binds to bacterial cell lysates of the SH1000 and
Newman S. aureus strain but also to commercially purchased purified S. aureus LTA
preparations. We noted, however, that the binding to the LTA preparations was

significantly lower than that observed with whole bacteria.
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Table 1: Supernatant of the F1 clone binds to S. aureus LTA preparations. As a
negative control an anti-mouse-HRP conjugated secondary antibody was used.
Another control was an anti-influenza virus antibody that only detected influenza H3

protein.

mouse anti-flu

F1 clone anti-LTA control
SH1000 1,004 -0,010 -0,007
Newman 0,753 -0,007 0,007
SALTA (siam 0,176 -0,005 -0,009
Flu H3 0,003 -0,002 1,523
No coat -0,013 -0,014 -0,015

The recombinant produced F1 antibody binds to LTA preparations from
multiple sources

After cloning the antibody genes into expression vectors and producing recombinant
F1 (xrF1) antibody in an expression system, the rF1 antibody was tested on purified
LTA preparations from several bacteria. As shown in Figure 2A, the rF1 antibody
binds well to commercial LTA samples obtained from S. aureus and B. subtilis, and a
bit less profoundly to LTA samples from S. faecalis and S. pyogenes. The rF1 antibody
did not bind to an LTA sample from S. preumoniae (data not shown). In addition rF1
recognized highly purified LTA samples from B. subtilis, B. licheniformis and two
isolates of S. aureus (Figure 2b). rF1 did not bind to LTA preparations from S. mutans
(Fig. 2b) or from L. lactis, L. garvieae, B. bifidum, M. luteus, L. casei,

L. mesenteroides, L. welshimeri, E. hirae, L. raffinolactis, S. mutans and

S. preumoniae (results not shown).

Recombinant F1 antibody binds to living S. aureus bacteria
In order to study whether the rF1 antibody would also recognize living Gram-positive
bacteria, binding of the rF1 antibody to S. aureus and S. pneumoniae was tested by

using flow cytometry. As shown in figure 3A, the rF1 antibody binds to living S.
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aureus bacteria (Newman strain), but not to S. preumoniae. In addition we show that
rF1 recognized 6 clinical S. aureus isolates; one is a pathogenic strain which is PVL

positive, 3 regular strains and 2 MRSA strain (Figure 3b).

Example 2

METHODS

Bacterial strains and culture.

Methicillin-resistant S. aureus (MRSA) strains USA300 (1114), USA400,
N315, USA100, USA1000, COL, MRSA252, as well as methicillin-sensitive S. qureus
(MSSA) strains Reynolds, Becker, Smith Diffuse, MN8&, and vancomycin intermediate
sensitive (VISA) strain Mub0, were all obtained from the Network on Antibiotic
Resistance in Staphylococcus aureus (NARSA); MSSA strains Newman and
Rosenbach were from ATCC. Staphylococcus epidermidis, Bacillus subtilis,
Enterococcus faecalis, and Streptococcus pyogenes were obtained from Ward’s Natural
Science; Listeria monocytogenes was from ATCC. Bacteria were grown on tryptic soy
agar (TSA) plates supplemented with 5% sheep blood for 18 h at 37 °C. For liquid
cultures, single colonies from TSA plates were inoculated into tryptic soy broth (T'SB)
and incubated at 37 °C while shaking at 200 rpm for 18 h. Fresh 100-fold dilutions of

these cultures in fresh TSB were further subcultured for various times.

FACS analysis of rF1 binding to whole bacteria grown in vitro.

For antibody staining of whole cells, bacteria were harvested from TSA plates
or TSB cultures, and washed with Hank's Buffered Salt Solution (HBSS) without
phenol red supplemented with 0.1% BSA (IgG free; Sigma) and 10 mM Hepes, pH 7.4
(HB buffer), by centrifugation at 1700 x g for 20 min. Bacterial concentrations were
estimated by reading optical density at 630 nm. Bacterial suspensions of 20x1083
CFU/mL in HB buffer were mixed with equal volumes of 300 ug/mL of rabbit IgG
(Sigma), and incubated for 1 h at room temperature (RT) to block nonspecific IgG
binding. Primary antibodies, including rF1 and a human IgG1 isotype control, were

added to a final concentration of 2 pg/mL, and these mixtures were incubated for 15
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min at RT. After two washes with HB, bacterial pellets were resuspended in a
solution of fluorescent anti-human IgG secondary antibodies (Jackson
Immunoresearch) and incubated for 15 min at RT. The bacteria were washed twice
with PBS, resuspended in PBS with 1% paraformaldehyde, and analyzed by flow

cytomery.

FACS analysis of rF1 binding to whole bacteria from infected tissues.

For analysis of antibody binding to bacteria from infected tissue, 4 h
subcultures of USA300 in TSB were washed with PBS. Mice were injected
intravenously with a 100 uL of a suspension of USA300 in PBS with an estimated
concentration of 10x108 CFU/mL. Three days later, kidneys, livers, and lungs were
harvested and homogenized using conical tissue grinder tubes (VWR). When
indicated, organs were harvested at different time points of infection. To lyse mouse
cells, the homogenates were incubated for 10 min at RT in PBS containing 0.1%
Triton-X100 (Thermo), 10 ug/mL of DNAsel (Roche) and Complete Mini protease
inhibitor cocktail (Roche), and passed through a 40 um filter (Falcon). The cell
suspensions were washed twice with PBS and resuspended in HB buffer, mixed with
equal volumes of 600 ug/mL of human IgG (Sigma), and incubated for 1 h at RT.
Primary Abs, including rF'1 and a human IgG1 isotype control, were added to a final
concentration of 2 ug/mL. To differentiate bacteria from mouse organ debris, rabbit
IgG anti-S. aureus (Abcam) was added to a concentration of 20 pug/mL. After
incubation for 15 min at RT, cells were washed twice with HB buffer, and
resuspended in a mixture of anti-human IgG and anti-rabbit IgG secondary
antibodies, each labeled with a different fluorochrome (Jackson Immunoresearch).
After two washes with PBS, cells were resuspended in PBS with 2%
paraformaldehyde and analyzed by flow cytometry. After selecting bacteria from
double fluorescence plots by gating for positive staining with rabbit IgG anti-S.
aureus, overlay histogram plots of fluorescence intensities of rF1 and isotype control

were generated.

RESULTS

rF1 binds strongly to 14 S. aureus strains and S. epidermidis
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Seven Methicillin-resistant S. aureus (MRSA) strains, six methicillin-
sensitive S. aureus (MSSA) strains, one vancomycin intermediate sensitive S. qureus
(VISA) strain, S. epidermidis and several other gram-positive species were tested for
binding to rF1 antibody. As shown in figure 4, rF1 strongly binds to all 14 S. aureus
strains (figure 4A) and to S. epidermidis (figure 4B), but not to the other tested gram-

positive species (figure 4B).

rF1 binds to MRSA from different growth stages and from in vivo infection

We tested the ability of mAb rF1 to bind to bacteria both in different tissues
and over the course of infection. We found that rF1 bound to bacteria isolated from
murine kidney, liver and lung tissue two days after infection and that the binding to
bacteria isolated from infected kidneys was stable, binding bacteria 2, 3 and 8 days
after infection.

Binding of rF1 antibody to different growth stages of MRSA (strain USA300),
namely early logarithmical growth (2 hours) and post exponential growth (8 hours) in
TSB cultures, and growth of solid colonies on TSA plates was tested. rF1 strongly
binds to all growth stages tested (figure 5A).

Binding of rF1 antibody to MRSA (strain USA300) to whole bacteria from
infected tissue was tested in homogenized kidneys from mice three day after the mice
were systemically infected with MRSA. As shown in figure 5B rF1 binds to MRSA

obtained from infected tissue.

Example 3

Further experiments were performed to identify the epitope bound by
antibody rF1. Although binding to LTA preparations had been observed (see, e.g.,
Example 1), that binding was not as robust as binding to whole bacteria suggesting

that another epitope may be involved in rF1 binding.
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METHODS

Immunoprecipitation, Western blotting and mass spectrometry of cell wall
lysates of S. aureus and S. epidermidis and commercial WTA preparation

40 micrograms of a commercial wall teichoic acid (WTA) preparation from
Wood46 S. aureus strain (Biodesign/ Meridian Life Sciences, Maine) was split into two
parts and immunoprecipitated with 1 ug/ml of rF1 or isotype control human antibody.
Antibodies were captured with Protein A/G Ultralink Resin (Pierce). The samples
were then treated with 50mM dithiothreitol, 10mM 2-Iodoacetamide and run on an

8% Tris-glycine gel and subsequently Western blotted with rF1.

A cell wall preparation of a 20 ml overnight culture of USA300 S. aureus
strain was prepared by treatment of the culture (40 mg cell pellet/ml) with 100mg/ml
of lysostaphin in 30% raffinose buffer at 37°C for 30 minutes. The entire cell wall
prep was filtered, diluted up to 10 ml with NP40 Lysis buffer and incubated twice
with anti-Flag M2 Agarose (Sigma) to deplete as much protein-A from the cell wall
prep as possible. Final cell wall preparation was split into two parts and
immunoprecipitated with 1 ug/ml of rF1 or isotype control human antibody.
Antibodies were captured with Protein A/G Ultralink Resin (Pierce). The samples
were then treated with 50mM dithiothreitol, 10mM 2-Iodoacetamide and run on an

8% Tris-glycine gel and subsequently silver stained or Western blotted with rF1.

Lysates from a 20 ml overnight culture of Staphylococcus epidermidis was
prepared by bead beating in NP40 Lysis Buffer. The resulting lysate preparation was
diluted to 10 ml with NP40 Lysis Buffer, split into two parts and immunoprecipitated
with 1 ug/ml of rF'1 or control antibody. Antibodies were captured with Protein A/G
Ultralink Resin (Pierce). The samples were then treated with 50mM dithiothreitol,
10mM 2-Iodoacetamide and run on an 8% Tris-glycine gel and subsequently silver

stained or Western blotted with rF1.

For proteomic analysis, samples were applied to a precast SDS PAGE mini
gel and the resolved proteins stained with Coomassie Blue. Gel slices from the region

of the gel corresponding to bands visualized by rF1 western blot were excised and
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reduced, alkylated with iodoacetamide, and digested in situ with trypsin. Resulting
tryptic peptides were analyzed by microcapillary reverse-phase liquid
chromatography- nano electrospray tandem mass spectrometry on a hybrid linear ion
trap Fourier transform ion cyclotron resonance mass spectrometer (LTQ-FT; Thermo
Fisher) in a data-dependent experiment. Tandem mass spectral results were

submitted for database searching using Mascot software (Matrix Science).

Expression of exogenous CIfA expressed in S. aureus and E. coli

S.aureus expression of His-tagged CIfA: The Clumping factor-A (CIfA) gene
was PCR amplified from the sequence encoding the signal sequence to the sequence
encoding the glycine in the LPXTG motif from USA300 genomic DNA. A c-terminal
His Tag was engineered at the end of the LPXTG motif and ligated into the pTet
S.aureus expression vector (pSAS10 from Genentech). The resulting construct was
then electroporated into S. aureus WT RN4220. A 20 ml culture of either the
electroporated RN4220 or RN4220 empty (not carrying a pTet expression vector) was
inoculated from an overnight culture (starting ODsoo of 0.15), grown for 1 hr in
trypticase soy broth (TSB) and then induced protein expression for 2 hrs with
anhydrotetracycline (200 ng/ml). At the end of the induction period, the S. aureus
culture was pre-lysed with lysostaphin (50 ug/ml) and then further lysed by bead
beating in lysis buffer (150 mM NaCl, 20 mM Tris pH 7.5, 1% triton-X, and Roche
protease inhibitor EDTA-free tablets). Cleared lysates were then incubated with
NiNta resin (Qiagen) in the presence of 10 mM Imidazole for 1 hr at 4°C to pull-down

the recombinant CIfA protein.

E.coli expression of His-tagged Clfa: The Clumping factor-A (CIfA) gene was
PCR amplified from the sequence encoding the N-term signal sequence (with the start
methionine) to the sequence encoding the glycine in the C-term LPXTG motif from
USA300 genomic DNA. The amplified PCR product was then ligated in frame with a
c-terminal His tag into the pET 21b(+) E. coli expression vector (Novagen). The
resulting construct was transformed into E.coli BL21-gold (DE3) Competent Cells
(Stratagene) and induced for protein expression for 3.5 hrs with IPTG according to the
manufacturer’s instructions. The induced E. coli culture was lysed by bead beating in

Lysis Buffer (150 mM NaCl, 20 mM Tris pH 7.5, 1% triton-X, and Roche protease
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inhibitor EDTA-free tablets). Cleared lysates were then incubated with NiNta resin
(Qiagen) in the presence of 10 mM Imidazole for 1 hr at 4°C to pull-down the

recombinant CIfA protein.

Expression of exogenous CIfA expressed in E. coli and incubation with S.

aureus lysate_

Expression and Purification of S. aureus cell surface SDR proteins CIfA, CIfB,
SdrC, SdrD, SdrE in E.coli: The CIfA, CIfB, SdrC, SdrD and SdrE genes were PCR
amplified from the sequence encoding the mature start of the protein to the sequence
encoding the glycine in the LPXTG motif from USA300 genomic DNA and ligated in-
frame with an N-terminal Unizyme tag into the ST239 Vector (Genentech). The
constructs were transformed into E.coli 58F3 (Genentech), induced for protein

expression and subsequently purified.

NiNta capture of NT Unizyme tagged SDR proteins: 500ug of purified N-
terminal Unizyme tagged SDR proteins (CIfA, CIfB, SdrC, SdrD, SdrE) were diluted
in PBS containing protease inhibitors (EDTA-free) and incubated with NiNta resin
(Qiagen) for 1.5 hr at 4°C. NiNta resin with the captured Unizyme tagged SDR
protein was then washed once with wash buffer (50 mM NaHz2PO., 300mM NaCl; pH
8.0).

Modification of E.coli produced SDR proteins by S. aureus lysate: A 25 ml
culture was started from an overnight culture of APan Sdr mutant (CIfA-CIfB-
SdrCDE-null; gift of Tim Foster, Trinity College Dublin) Newman S. aureus (starting
ODsoo of 0.15) and grown in T'SB for 3 hrs (exponential phase) 37°C, 200 rpm. The
exponential phase culture was then resuspended in 1 ml of PBS and lysed with 200
ug/ml lysostaphin in the presence of 250 units of Benzonase Nuclease (Novagen) at
37°C for 30 minutes. The lysates were cleared of debris by spinning down at
maximum speed in a micro-centrifuge for 10 minutes at 4°C. Modification of NiNta
captured E.coli SDR protein was carried out by incubation with cleared APan Sdr

mutant S. aureus lysates for 1 hr at 37°C.
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Western Blotting of modified E.coli SDR protein: Non-modified or modified
NiNta captured E.coli SDR protein samples were then washed 3x with wash buffer
(50 mM NaH2PO4, 300mM NaCl, 10 mM Imidazole; pH 8.0), prepared for Western
Blotting and run on an 8% Tris Glycine Gel (Invitrogen). Western blots were blotted

with either the rF1 antibody or an anti-Unizyme antibody (Genentech).

Identification of SDR domain as antigen for rF1

S. aureus expression of MBP-SD Constructs: The maltose binding protein
(MBP) gene was PCR amplified from the pMAL-c5x vector (New England BioLabs
[NEB], Ipswich, MA, USA) from the sequence encoding the start of the mature protein
until the sequence encoding the end of the Factor Xa cleavage site. The varying
lengths of c-terminal His tagged SD (SD, SDS, DSD, SDSD, SDSDS, SDSDSD) were
synthesized as single stranded oligonucleotides and annealed together to make double
stranded dna. The Sdr region of the CIfA gene was PCR amplified from the sequence
encoding the beginning (560D) of the Sdr region and included up to either the
sequence encoding 618A or 709S of the SD region followed by the dna sequence coding
for a His Tag from the respective plasmids pTet.CIfA.SD618A or pTet.CIfA.SD709S
(Genentech). As a control, the sequence encoding the A domain of the CIfA gene from
the beginning of the mature protein until the sequence encoding the end of the A
domain (5638G) followed by the sequence coding for a His Tag was PCR amplified from
the plasmid pTet.CIfA.Adom.538G (Genentech). The MBP insert along with one of the
various SD inserts or CIfA A domain were ligated into the pTet S.aureus expression
vector (pSAS10 from Genentech). The resulting constructs were then electroporated
into the S. aureus RN4220 A sortase (sortase deletion mutant strain in the RN4220
background).

A 20 ml culture of either the electroporated RN4220 A sortase or RN4220 A
sortase empty (not carrying a pTet expression vector) was inoculated from an
overnight culture (starting ODeoo of 0.15), grown for 1 hr in trypticase soy broth (TSB)
supplemented with glucose (2 g/L) and then induced for protein expression for 2 hrs
with anhydrotetracycline (200 ng/ml). At the end of the induction period, the S.
aureus culture was resuspended in Column Buffer (150 mM NaCl, 20mM Tris pH 7.5
and Roche protease inhibitor EDTA-free tablets) and lysed with 200 ug/ml lysostaphin
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in the presence of 250 units of Benzonase Nuclease (Novagen) at 37°C for 30 minutes.
The lysates were cleared of debris by spinning down at maximum speed in a micro-
centrifuge for 10 minutes at 4°C. The cleared lysates were then incubated with
amylose resin (NEB) along with a final EDTA concentration of 1mM for 1.5 hrs at 4°C
to capture the expressed MBP-SD proteins.

Western Blotting of S. aureus expressed MBP-SD Constructs: Amylose resin
with the captured MBP-SD proteins were washed three times with Column Buffer,
further prepared for Western blotting analysis and run on an 8% Tris-glycine gel.
Western blots were blotted with either the rF1 antibody, an anti-penta His antibody
(Qiagen) or an anti-MBP antibody (NEB).

RESULTS

rF1 reacts to a unique family of SDR (Ser-Asp-repeat) proteins in S. aureus
and S. epidermidis

A commerecial teichoic acid preparation and cell wall lysate (WTA) of S.
aureus (USA300 strain) was tested for binding to rF1 after immunoprecipitation. rF1
binds to several components of the commercial teichoic acid preparation (figure 6A,
left panel) and of the cell wall lysate of S. aureus (figure 6B, left panel). Using mass
spectrometry these components of the WTA preparation and cell wall lysate were
identified as CIfA (SdrA), CIfB (SdrB), SdrC, SdrD and SdrE (figure 6A, right panel
and figure 6B, right panel)

A cell wall lysate of S. epidermidis was tested for binding to rF1 after
immunoprecipitation. Figure 6C (left panel) shows binding of rF1 to several
components of a cell wall lysate of S. epidermidis. These components were not
identified with a control antibody. Using mass spectrometry these cell wall

components were identified as SdrF, SdrG and SdrH (figure 6C right panel).

Exogenous CIfA expression in S. aureus and E.coli
Exogenous CIfA expressed in S. aureus is reactive to rF1, whereas CIfA

expressed in E. coli was not (figure 7A). However, incubation of E. coli expressed Sdr
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proteins CIfA (SdrA), CIfB (SdrB), SdrC, SdrD and SdrE with S. aureus lysate
regained rF1 reactivity (figure 7B).

rF1 binds to SDR domains expressed in S. aureus
rF1 antibody binds to CIfA Sdr regions consisting of the CIfA 560D-618S and
CIfA 560D-7098S (figure 8) expressed in S. aureus. rF1 does not bind to the A-domain

of CIfA or to small peptide sequences consisting of up to three SD repeats.

Example 4

METHODS
Cloning of the variable regions of rF1 into pRK vector

Phusion DNA polymerase, restriction enzymes EcoRV, Kpnl, Pvull, Apal,
Agel, and AhdI, T4 DNA ligase were purchased from New England BioLabs, Ipswich,
MA, USA. Pfu DNA polymerase, Quick change II Site-Directed Mutagenesis Kit were
purchased from Stratagene/Agilent Technologies, Santa Clara, California, USA. 2%
agarose gel was purchased from Invitrogen, Carlsbad, California, USA. pRK vectors
pRK.LPG3.HuKappa and pRK.LPG4.HumanHC were obtained from
Genentech/Roche, South San Francisco, California, USA.

The variable domains of heavy and light chains of rF1 Mab from the pCPEO
vectors were placed into the pPRK mammalian expression vectors. Polymerase chain
reaction (PCR) was performed in a total volume of 50 pl using Pfu DNA polymerase
according to standard PCR procedures. Vu was amplified with the primers YIHCF) 5'-
ATG GCT GAG GTG CAG CTG GTG GAG TCT G-3 (SEQ ID NO:18) and YiHCR2 5'-
GAA CAC GCT GGG GCC CTT GGT GCT GGC ACT CGA GAC TGT GAC CAG GGT
GCC AGG T*CC CCA G-3 (SEQ ID NO:19) (the restriction sites of Pvull and Apal
are underlined and the * indicates the single nucleotide G to T change to eliminate
the internal Apal site) and VoL was amplified with the primers YiLCF 5-CGG CTC
GAC CGA TAT CCA GCT GAC CCA GAG-3 (SEQ ID NO:20) and YiL.CR 5-GAT TTC
CAG CTT GGT ACC CTG GCC G-3 (SEQ ID NO:21) (the EcoRV and Kpnl are
underlined). Unique PCR products with 393 (Vi) and 328 (V1) bp, respectively, were
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directly digested by Pvull and Apal for Vu, EcoRV and KpnlI for Vi, followed by Gel
purification (Invitrogen, Catalog# K2100-12). Vu and VL were individually ligated
into pRK vector fragments of pRK/Pvull, Apal for Heavy chain and pRK/EcoRV, Kpnl
for light chain using T4 DNA ligase. The DNA plasmids were confirmed by restriction
enzyme digestion patterns, i.e. rF1Vureleased ~300 bp and 5.8 kb bands by Agel,
whereas rF1VL shown 2.3 and 3.1 kb bands by AhdI on 2% agarose gel.

Chemical stress testing

By comparing antibody primary sequence data to experimentally observed
degradation events, it has become clear that certain sequence motifs may be prone to
degradation (i.e, aspartate isomerization at DD, DG, and DS sequences and
asparagine deamidation at NG sequences). If such a degradation “hot spot” appears in
the CDR of an antibody, binding and potency may be negatively impacted. For
molecules containing hot spots, chemical stress testing provides a way to assess the
susceptibility of these motifs to degradation by putting the antibody into a platform
formulation buffer and comparing a control sample to one stressed at 40°C for two
weeks. If degradation is observed the primary sequence can be re-engineered to
remove the hot spot.

After the sample is stressed for two weeks at 40°C, a variety of analytical
assays are performed to assess where and how much degradation occurred. An imaged
capillary isoelectric focusing (iclEF) analysis was performed to examine charge
variants and the intact and reduced antibody mass was verified using mass
spectrometry, and an LC-MS/MS peptide map was performed to obtain site-specific

degradation information.

Mutagenesis

The rF1 pRK plasmids underwent a series of site-directed mutagenesis to
stabilize the rF1 Mab by N (AAC) 53S (AGC) in heavy chain CDR2 with using FHV 5'-
GGT GGC CAG CAT CAA CAG CGG CAA CAACCC CTACTA CG-3 (SEQ ID
NO:22) and RHV 5-CGT AGT AGG GGT TGT TGC CGC TGT TGA TGC TGG CCA
CC-3 (SEQ ID NO:23) (mutagenesis site is underlined) via Quik change II Site-

Directed Kit. The mutagenesis variant was sequenced.
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RESULTS

The primary sequence of antibody rF1 contained one potential
asparagine deamidation site in light chain CDR2: NNGNN (SEQ ID NO:24).
Stress testing revealed an increase of deamidation in stressed samples at N53
(numbering according to Kabat, 1991). Site-directed mutagenesis was performed
to stabilize the rF1 Mab by N (AAC, (SEQ ID NO:25)) to 53S (AGC, (SEQ ID
NO:26)) substitution in heavy chain CDR2. Sequencing of the mutagenesis variant

confirmed an N53S mutation.

Example 5

Development of Cys variants for antibody-drug conjugate (ADC)
applications

The rF1 pRK plasmids underwent a series of site-directed mutagenesis with
oligos of rF1pRK.LC(205/210)VCF (468075) 5-GGG CCT GAG CTC GCC CTIG CAC
AAA GAG CTT CAA CAG-3 (SEQ ID NO:27) and rF1pRK.LC(205/210)VCR
(468076) 5°-CTG TTG AAG CTC TTT GTG CAG GGC GAG CTC AGG CCC-3 (SEQ
ID NO:28) (Cys mutant is underlined) to generate the light chain linkers of rF1
thioMab, and rF1pRK. HCN53S.A121CF (468464) 5-CTG GTC ACA GTC TCG AGT
TGC AGC ACC AAG GGC CCA TC-3 (SEQ ID NO:29) and
rF1IpRK. HCN53S.A121CR (468465) 5-GAT GGG CCC TTG GTG CTG CAA CTC GAG
ACT GTG ACC AG-3’ (SEQ ID NO:30) (Cys mutant is underlined) to make the
heavy chain linkers of rF'1 thioMab via the Stratagene’s Site-Directed method. Light
chain V205C and heavy chain A114C were confirmed by sequencing of the variants

(figure 9).
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Brief description of the drawings

Figure 1: Heavy chain and light chain sequences of antibody F1

Figure 2: F1 antibody binds to LTA preparations from several Gram-positive
bacteria. (a) LTA preparations were derived from Sigma and tested in a capture
ELISA with a mouse polyclonal anti-LTA or (b) a highly purified set of LTA
preparations derived from W. Fischer. D25, a human anti-RSV antibody was used as
non-gpecific negative control and a mouse monoclonal anti-L'TA antibody as a positive

control.

Figure 3: Recombinant F1 antibody binds to S. aureuws but not to S. pneumoniae. (a)
Bacteria were incubated with F1 antibody, or a control IgG (D25, a human anti-RSV
antibody) or without first antibody (IgG-PE only). After washing the secondary
antibody was added (IgG-PE). (b) 6 clinical isolates were tested in two separate
experiments for the binding of F1. Tested were a PVL+ strain (SA-1), 3 regular (SA-2
SA-3 and SA-4), and 2 MRSA strains (SA-5 and SA-6).

Figure 4: (a) Binding of rF1 antibody to 14 S. aureus strains. (b) rF1 antibody binds
to S. epidermidis but not to Bacillus subtilis, Enterococcus faecalis, Listeria

monocytogenes and Streptococcus pyogenes.

Figure 5: (a) rF1 antibody binds to MRSA in different growth stages, Iso C: isotype
control, Med: media control (b) rF1 antibody binds to MRSA isolated from infected

tissue.

Figure 6: rF1 antibody binds to SDR proteins. (a) Immunoprecipitation (IP) of a
commercial teichoic acid preparation of S. aureus (Wood 46 strain) with rF1 or isotype
control antibody, followed by Western blotting with rF1 antibody (left) and mass
spectrometry analysis of fragments from the WTA preparation bound by rF1 antibody
(right), (b) Immunoprecipitation (IP) of cell wall lysate of S. aureus (USA300 strain)
with rF1 or control antibody, followed by Western blotting (WB) with rF1 antibody
(left) and mass spectrometry analysis of cell wall fragments (USA300 strain) bound by
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rF1 antibody (right) (¢) Immunoprecipitation of cell wall lysate of S. epidermidis with
rF1 or isotype control antibody, followed by Western blotting with rF1 antibody (left),

mass spectrometry analysis of cell wall fragments bound by rF1 antibody (right).

5  Figure 7: Binding of rF1 to SDR proteins expressed in S. aureus and E. coli. (a)
Western blotting of S. aureus and E. coli lysates containing overexpressed His-tagged
CIfA using anti-His (left) and rF1 (right) antibody. (b) Western Bloting of E. coli cell
lysates containing his-tagged CIfA, CIfB, SdrC, SdrD and SdrE following incubation
with S. aureus lysate with rF1 (top) or anti-His (bottom) antibody.

10
Figure 8: rF1 binds to SDR domains expressed by S. aureus. Constructs expressed by
S. aureus and tested for binding to rF1 (left), Western blots of S. aureus lysates
containing the expressed constructs with anti-MBP (maltose binding protein), anti-
His and rF1 antibody (right).

15

Figure 9: Sequences of heavy chain A114C (a) and light chain V205C (b) variants of
antibody rF1. Numbering according to Kabat (1991), boxes: CDRs.

20
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CLAIMS

1. An isolated antibody or a functional part thereof that binds to a Staphylococcus
species, wherein the antibody or functional part thereof comprises:

(a) a heavy chain CDR1 sequence RFAMS (SEQ ID NO:1); and

(b) a heavy chain CDR2 sequence SINNGNNPYYARSVQY (SEQ ID NO:2) or
SINSGNNPYYARSVQY (SEQ ID NO:60); and

(c) a heavy chain CDR3 sequence DHPSSGWPTFDS (SEQ ID NO:3); and

(d) a light chain CDR1 sequence RASENVGDWLA (SEQ ID NO:4); and

(e) a light chain CDR2 sequence KTSILES (SEQ ID NO:5); and

(f) a light chain CDR3 sequence having at least 88% identity to QHYXRFPYT (SEQ ID

NO:6), wherein X is any amino acid.

2. The antibody or functional part thereof of claim 1 wherein X is a hydrophobic amino

acid selected from the group consisting of I, M, A, V., L, F, Y, and W.

3. The antibody or functional part thereof of claim 1 wherein X is [ or M.

4. The antibody or functional part thereof of claim 3 wherein the light chain CDR3
sequence is QHYIRFPYT(SEQ ID NO:6).

5. The antibody or functional part thereof of claim 3 wherein the light chain CDR3
sequence is QHYMRFPYT(SEQ ID NO:6).

6. The antibody or functional part thereof of claim 1 wherein the antibody or functional
part thereof comprises a heavy chain variable domain comprising:

(a) framework 1 (FW1) which has at least 90% identity to
EVQLLESGGGLVQPGGSLRLSCAASGFTLS (SEQ ID NO:38);

(b) framework 2 (FW2) which has at least 90% identity to WVRQAPGRGLEWVA (SEQ ID
NO:40);

(c) framework 3 (FW3) which has at least 90% identity to
RFTVSRDVSQNTVSLOQMNNLRAEDSATYFCAK (SEQ ID NO:42); and

(d) framework 4 (FW4) which has at least 90% identity to WGPGTLVTVSS (SEQ ID
NO:44).

7655714_1 (GHMatters) P89303.AU 21-Apr-16
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7. The antibody or functional part thereof of claim 6 wherein the antibody or functional
part thereof has a heavy chain variable domain comprising:

(a) framework 1 (FW1) which has the sequence of
EVQLLESGGGLVQPGGSLRLSCAASGFTLS (SEQ ID NO:38) or
framework 1 (FW1) which has the sequence of EVQLVESGGGLVQPGGSLRLSCAASGFTLS
(SEQ ID NO:61);

(b) framework 2 (FW2) which has the sequence of WVRQAPGRGLEWVA (SEQ ID
NO:40);

(c) framework 3 (FW3) which has the sequence of
RFTVSRDVSQNTVSLOQMNNLRAEDSATYFCAK (SEQ ID NO:42); and

(d) framework 4 (FW4) which has the sequence of WGPGTLVTVSS (SEQ ID NO:44).

8. The antibody or functional part thereof of claim 1 wherein the antibody or functional
part thereof comprises a heavy chain variable domain comprising a sequence which has at least 90%
sequence identity to the sequence
EVQLLESGGGLVQPGGSLRLSCAASGFTLSRFAMSWVRQAPGRGLEWVASINNGNNPYYAR
SVQYRFTVSRDVSQNTVSLQMNNLRAEDSATYFCAKDHPSSGWPTFDSWGPGTLVTVSS
(SEQ ID NO:7).

9. The antibody or functional part thereof of claim 8 wherein the antibody or functional
part thereof comprises a heavy chain variable domain comprising a sequence of
EVQLLESGGGLVQPGGSLRLSCAASGFTLSRFAMSWVRQAPGRGLEWVASINNGNNPYYAR
SVQYRFTVSRDVSQNTVSLQMNNLRAEDSATYFCAKDHPSSGWPTFDSWGPGTLVTVSS
(SEQ ID NO:7).

10. The antibody or functional part thereof of claim 8 wherein the antibody or functional
part thereof comprises a heavy chain variable domain having a sequence of
EVQLVESGGGLVQPGGSLRLSCAASGFTLSRFAMSWVRQAPGRGLEWVASINSGNNPYYAR
SVQYRFTVSRDVSQNTVSLQMNNLRAEDSATYFCAKDHPSSGWPTFDSWGPGTLVTVSS
(SEQ ID NO:62).

11. The antibody or functional part thereof of claim 1 or claim 6 wherein the antibody or
functional part thereof has a light chain variable domain comprising:

(a) framework 1 (FW1) which has at least 90% identity to DIQLTQSPSALPASVGDRVSITC
(SEQ ID NO:48);

7655714_1 (GHMatters) P89303.AU 21-Apr-16
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(b) framework 2 (FW2) which has at least 90% identity to WYRQKPGKAPNLLIY (SEQ ID
NO:50);

(c) framework 3 (FW3) which has at least 90% identity to
GVPSRFSGSGSGTEFTLTISSLQPDDFATYYC (SEQ ID NO:52); and

(d) framework 4 (FW4) which has at least 90% identity to FGQGTKLEIKRTYV (SEQ ID
NO:54).

12. The antibody or functional part thereof of claim 11 wherein the antibody or
functional part thereof has a light chain variable domain comprising:

(a) framework 1 (FW1) which has the sequence of DIQLTQSPSALPASVGDRVSITC (SEQ
ID NO:48);

(b) framework 2 (FW2) which has the sequence of WYRQKPGKAPNLLIY (SEQ ID
NO:50);

(c) framework 3 (FW3) which has the sequence of
GVPSRFSGSGSGTEFTLTISSLQPDDFATYYC (SEQ ID NO:52); and

(d) framework 4 (FW4) which has the sequence of FGQGTKLEIKRTV (SEQ ID NO:54) or
framework 4 (FW4) which has the sequence of FGQGTKVEIKRTV (SEQ ID NO:59).

13. The antibody or functional part thereof of claim 11 wherein X is a hydrophobic
amino acid selected from the group consisting of I, M, A, V., L, F, Y, and W.

14. The antibody or functional part thereof of claim 11 wherein X is T or M.

15. The antibody or functional part thereof of claim 1 wherein the antibody or functional
part thereof comprises:

a heavy chain variable domain comprising:

(a) framework 1 (FW1) which comprises the sequence of
EVQLLESGGGLVQPGGSLRLSCAASGFTLS (SEQ ID NO:38) or framework 1 (FW1) which has
the sequence of EVQLVESGGGLVQPGGSLRLSCAASGFTLS (SEQ ID NO:61);

(b) framework 2 (FW2) which comprises the sequence of WVRQAPGRGLEWVA (SEQ ID
NO:40);

(¢) framework 3 (FW3) which comprises the sequence of
RFTVSRDVSQNTVSLOQMNNLRAEDSATYFCAK (SEQ ID NO:42);

(d) framework 4 (FW4) which comprises the sequence of WGPGTLVTVSS (SEQ ID
NO:44); and

a light chain variable domain comprising:

7655714_1 (GHMatters) P89303.AU 21-Apr-16
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(e) framework 1 (FW1) which comprises the sequence of DIQLTQSPSALPASVGDRVSITC
(SEQ ID NO:48);

(f) framework 2 (FW2) which comprises the sequence of WYRQKPGKAPNLLIY (SEQ ID
NO:50);

(g) framework 3 (FW3) which comprises the sequence of
GVPSRFSGSGSGTEFTLTISSLQPDDFATYYC (SEQ ID NO:52); and

(h) framework 4 (FW4) which comprises the sequence of FGQGTKLEIKRTV (SEQ ID
NO:54) or framework 4 (FW4) which has the sequence of FGQGTKVEIKRTV (SEQ ID NO:59).

16. The antibody or functional part thereof of claim 1 wherein the antibody or functional
part thereof comprises a light chain variable domain comprising a sequence which has at least 90%
sequence identity to the sequence
DIQLTQSPSALPASVGDRVSITCRASENVGDWLAWYRQKPGKAPNLLIYKTSILESGVPSRFS
GSGSGTEFTLTISSLQPDDFATYYCQHYXRFPYTFGQGTKVEIKRTV, wherein X is I or M
(SEQID NO:11).

17. The antibody or functional part thereof of claim 16 wherein the antibody or
functional part thereof comprises a light chain variable domain comprising a sequence of
DIQLTQSPSALPASVGDRVSITCRASENVGDWLAWYRQKPGKAPNLLIYKTSILESGVPSRFS
GSGSGTEFTLTISSLQPDDFATYYCQHYXRFPYTFGQGTKVEIKRTYV, wherein X is [ or M
(SEQID NO:11).

18. The antibody or functional part thereof of claim 1 wherein the antibody or functional
part thereof comprises:

(a) a heavy chain variable domain comprising a sequence of
EVQLLESGGGLVQPGGSLRLSCAASGFTLSRFAMSWVRQAPGRGLEWVASINNGNNPYYAR
SVQYRFTVSRDVSQNTVSLQMNNLRAEDSATYFCAKDHPSSGWPTFDSWGPGTLVTVSS
(SEQ ID NO:7); and

(b) a light chain variable domain comprising a sequence of
DIQLTQSPSALPASVGDRVSITCRASENVGDWLAWYRQKPGKAPNLLIYKTSILESGVPSRFS
GSGSGTEFTLTISSLQPDDFATYYCQHYXRFPYTFGQGTKVEIKRTV, wherein X is I or M
(SEQID NO:11).

19. The antibody or functional part thereof of claim 1 wherein the antibody or functional

part thereof comprises:
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(a) a heavy chain variable domain comprising a sequence of
EVQLVESGGGLVQPGGSLRLSCAASGFTLSRFAMSWVRQAPGRGLEWVASINNGNNPYYAR
SVQYRFTVSRDVSQNTVSLQMNNLRAEDSATYFCAKDHPSSGWPTFDSWGPGTLVTVSS
(SEQ ID NO:9); and

(b) a light chain variable domain comprising a sequence of
DIQLTQSPSALPASVGDRVSITCRASENVGDWLAWYRQKPGKAPNLLIYKTSILESGVPSRFS
GSGSGTEFTLTISSLQPDDFATYYCQHYXRFPYTFGQGTKLEIKRTV, wherein X is I or M (SEQ
ID NO:8).

20. The antibody or functional part thereof of claim 1 wherein the antibody or functional
part thereof comprises:

(a) a heavy chain variable domain comprising a sequence of
EVQLVESGGGLVQPGGSLRLSCAASGFTLSRFAMSWVRQAPGRGLEWVASINNGNNPYYAR
SVQYRFTVSRDVSQNTVSLQMNNLRAEDSATYFCAKDHPSSGWPTFDSWGPGTLVTVSS
(SEQ ID NO:9); and

(b) a light chain variable domain comprising a sequence of
DIQLTQSPSALPASVGDRVSITCRASENVGDWLAWYRQKPGKAPNLLIYKTSILESGVPSRFS
GSGSGTEFTLTISSLQPDDFATYYCQHYXRFPYTFGQGTKLEIKRA, wherein X is I or M (SEQ
ID NO:10).

21. The antibody or functional part thereof of claim 1 wherein the antibody or functional
part thereof comprises:

(a) a heavy chain variable domain comprising a sequence of
EVQLVESGGGLVQPGGSLRLSCAASGFTLSRFAMSWVRQAPGRGLEWVASINNGNNPYYAR
SVQYRFTVSRDVSQNTVSLQMNNLRAEDSATYFCAKDHPSSGWPTFDSWGPGTLVTVSS
(SEQ ID NO:9); and

(b) a light chain variable domain comprising a sequence of
DIQLTQSPSALPASVGDRVSITCRASENVGDWLAWYRQKPGKAPNLLIYKTSILESGVPSRFS
GSGSGTEFTLTISSLQPDDFATYYCQHYXRFPYTFGQGTKVEIKRTV, wherein X is I or M
(SEQ ID NO:11).

22. The antibody or functional part thereof of claim 1 wherein the antibody or functional
part thereof comprises:
(a) a heavy chain variable domain comprising a sequence of

EVQLLESGGGLVQPGGSLRLSCAASGFTLSRFAMSWVRQAPGRGLEWVASINNGNNPYYAR
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SVQYRFTVSRDVSQNTVSLQMNNLRAEDSATYFCAKDHPSSGWPTFDSWGPGTLVTVSS
(SEQ ID NO:7); and

(b) a light chain variable domain comprising a sequence of
DIQLTQSPSALPASVGDRVSITCRASENVGDWLAWYRQKPGKAPNLLIYKTSILESGVPSRFS
GSGSGTEFTLTISSLQPDDFATYYCQHYXRFPYTFGQGTKLEIKRTV, wherein X is I or M (SEQ
ID NO:8).

23. The antibody or functional part thereof of claim 1 wherein the antibody or functional
part thereof comprises:

(a) a heavy chain variable domain comprising a sequence of
EVQLLESGGGLVQPGGSLRLSCAASGFTLSRFAMSWVRQAPGRGLEWVASINNGNNPYYAR
SVQYRFTVSRDVSQNTVSLQMNNLRAEDSATYFCAKDHPSSGWPTFDSWGPGTLVTVSS
(SEQ ID NO:7); and

(b) a light chain variable domain comprising a sequence of
DIQLTQSPSALPASVGDRVSITCRASENVGDWLAWYRQKPGKAPNLLIYKTSILESGVPSRFS
GSGSGTEFTLTISSLQPDDFATYYCQHYXRFPYTFGQGTKLEIKRA, wherein X is I or M (SEQ
ID NO:10).

24, The antibody or functional part thereof of claim 1, wherein the antibody or functional
part thereof comprises:

(a) a heavy chain variable domain comprising a sequence of
EVQLVESGGGLVQPGGSLRLSCAASGFTLSRFAMSWVRQAPGRGLEWVASINSGNNPYYAR
SVQYRFTVSRDVSQNTVSLQMNNLRAEDSATYFCAKDHPSSGWPTFDSWGPGTLVTVSS
(SEQ ID NO:62); and/or

(b) a light chain variable domain comprising a sequence of
DIQLTQSPSALPASVGDRVSITCRASENVGDWLAWYRQKPGKAPNLLIYKTSILESGVPSRFS
GSGSGTEFTLTISSLQPDDFATYYCQHYXRFPYTFGQGTKVEIKRTV, wherein X is M (SEQ ID
NO:11).

25. The antibody or functional part thereof of any one of claims 1 to 24, further
comprising a heavy chain constant domain comprising the sequence of’
ASTKGPSVFPLAPSSKSTSGGTAALGCLVKDYFPEPVTVSWNSGALTSGVHTFPAVLQSSGLY
SLSSVVTVPSSSLGTQTYICNVNHKPSNTKVDKRVEPKSCDKTHTCP (SEQ ID NO:63).

26. The antibody or functional part thereof of any one of claims 1 to 24, further

comprising a light chain constant domain comprising the sequence of’
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AAPSVFIFPPSDEQLKSGTASVVCLLNNFYPREAKVQWKVDNALQSGNSQESVTEQDSKDST
YSLSSTLTLSKADYEKHKVYACEVTHQGLSSPVTKSFNRGEC (SEQ ID NO:64).

27. The antibody or functional part thereof of any one of claims 1 to 24, further
comprising

(a) a heavy chain constant domain comprising the sequence of’
ASTKGPSVFPLAPSSKSTSGGTAALGCLVKDYFPEPVTVSWNSGALTSGVHTFPAVLQSSGLY
SLSSVVTVPSSSLGTQTYICNVNHKPSNTKVDKRVEPKSCDKTHTCP (SEQ ID NO:63); and/or

(b) a light chain constant domain comprising the sequence of:
AAPSVFIFPPSDEQLKSGTASVVCLLNNFYPREAKVQWKVDNALQSGNSQESVTEQDSKDST
YSLSSTLTLSKADYEKHKVYACEVTHQGLSSPVTKSFNRGEC (SEQ ID NO:64).

28. The antibody or functional part thereof of any one of claims 1 to 24, further
comprising

(a) a heavy chain constant domain comprising the sequence of’
ASTKGPSVFPLAPSSKSTSGGTAALGCLVKDYFPEPVTVSWNSGALTSGVHTFPAVLQSSGLY
SLSSVVTVPSSSLGTQTYICNVNHKPSNTKVDKRVEPKSCDKTHTCP (SEQ ID NO:63); and/or

(b) a light chain constant domain comprising the sequence of’
AAPSVFIFPPSDEQLKSGTASVVCLLNNFYPREAKVQWKVDNALQSGNSQESVTEQDSKDST
YSLSSTLTLSKADYEKHKVYACEVTHQGLSSPCTKSFNRGEC (SEQ ID NO:65).

29. The antibody or functional part thereof of any one of claims 1 to 24, further
comprising

(a) a heavy chain constant domain comprising the sequence of’
CSTKGPSVFPLAPSSKSTSGGTAALGCLVKDYFPEPVTVSWNSGALTSGVHTFPAVLQSSGLY
SLSSVVTVPSSSLGTQTYICNVNHKPSNTKVDKKVEPKSCDKTHTCP (SEQ ID NO:66); and/or

(b) a light chain constant domain comprising the sequence of:
AAPSVFIFPPSDEQLKSGTASVVCLLNNFYPREAKVQWKVDNALQSGNSQESVTEQDSKDST
YSLSSTLTLSKADYEKHKVYACEVTHQGLSSPCTKSFNRGEC (SEQ ID NO:65).

30. The antibody or functional part thereof of any one of claims 1 to 24, further
comprising
(a) a heavy chain constant domain comprising the sequence of’
CSTKGPSVFPLAPSSKSTSGGTAALGCLVKDYFPEPVTVSWNSGALTSGVHTFPAVLQSSGLY
SLSSVVTVPSSSLGTQTYICNVNHKPSNTKVDKKVEPKSCDKTHTCP (SEQ ID NO:66); and/or
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(b) a light chain constant domain comprising the sequence of:
AAPSVFIFPPSDEQLKSGTASVVCLLNNFYPREAKVQWKVDNALQSGNSQESVTEQDSKDST
YSLSSTLTLSKADYEKHKVYACEVTHQGLSSPVTKSFNRGEC (SEQ ID NO:64).

31. An isolated antibody that binds to a Staphylococcus species, wherein the antibody
comprises:

(a) a heavy chain comprising a sequence of SEQ ID NO:55 and

(b) a light chain comprising a sequence of SEQ ID NO:57.

32. An isolated antibody that binds to a Staphylococcus species, wherein the antibody
comprises:

(a) a heavy chain comprising a sequence of SEQ ID NO:56 and

(b) a light chain comprising a sequence of SEQ ID NO:58.

33. The antibody or functional part thereof of any one of claims 1 to 32, wherein the

antibody or functional part thereof is coupled to a cytotoxic agent.

34, The antibody or functional part thereof of claim 33, wherein the cytotoxic agent is an
antibiotic.
35. The antibody or functional part thereof of any one of claims 1 to 34, wherein the

Staphylococcus species 1s S. aureus, S. epidermidis, S. caprae, S. saprophyticus, S. capitis, or

methicillin-resistant S. aureus (MRSA).

36. An isolated antibody comprising a heavy chain comprising a sequence of SEQ ID
NO:55, wherein the asparagine at position 53 in the heavy chain variable domain has been replaced
by another amino acid, whereby the amino acid numbering is according to Kabat numbering, and a

light chain comprising a sequence of SEQ ID NO:57.

37. An isolated antibody comprising a heavy chain comprising a sequence of SEQ ID
NO:55, wherein the asparagine at position 53 is replaced with a serine, wherein the alanine at position
114 is replaced with a cysteine, and wherein the arginine at position 222 is replaced with a lysine,
whereby the amino acid numbering is according to Kabat numbering, and a light chain comprising a
sequence of SEQ ID NO:57.
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38. An isolated antibody comprising a light chain comprising a sequence of SEQ ID
NO:57, wherein the valine at light chain variable domain position 205 is replaced with cysteine, the
alanine at light chain variable domain position 110 is replaced with valine, and the leucine at light
chain variable domain position 104 is replaced with a valine, whereby the amino acid numbering is

according to Kabat numbering, and a heavy chain comprising a sequence of SEQ ID NO:55.

39. The antibody or functional part thereof of claim 1 wherein one CDR is optimized to

improve binding efficacy or stability.

40. The antibody or functional part thereof of claim 1 further comprising at least one
framework region wherein at least one sequence in at least one framework region is optimized to

improve binding efficacy or stability.

41. The antibody or functional part thereof of claim 1 further comprising at least one
framework region wherein at least one sequence in at least one framework region is optimized to

minimize immunogenicity.

42. The antibody or functional part thereof of any one of claims 1 to 41, wherein said

antibody or said functional part thereof is human.

43, An isolated antibody or a functional part thereof which is capable of competing with
the antibody or functional part thereof of any one of claims 1 to 42 for binding to a Staphylococcus

species.

44, A pharmaceutical composition comprising the antibody or functional part thercof of

any one of claims 1 to 43, and optionally a pharmaceutical acceptable carrier, diluent or excipient.

45. A composition comprising a functional part of the antibody of any one of claims 1 to
43 wherein the functional part of an antibody is selected from the group consisting of a single domain
antibody, a single chain antibody, a nanobody, an unibody, a single chain variable fragment (scFv), a

Fab fragment and a F(ab'), fragment.
46. A method for treating an individual with a medicament and/or prophylactic agent

comprising administering to an individual in need thereof an effective amount of:

(a) the antibody or functional part thereof of any one of claims 1 to 43; or
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(b) an isolated, synthetic or recombinant nucleic acid sequence encoding the antibody or
functional part thereof of any one of claims 1 to 43; or

(c) an isolated, synthetic or recombinant nucleic acid sequence encoding heavy chain CDR1,
CDR?2 and CDR3 and light chain CDR1, CDR2, and CDR3 of the antibody or functional part thercof
of any one of claims 1 to 43, wherein the nucleic acid sequence comprises a sequence selected from
the group consisting of heavy chain CDR1 sequence cgctttgecatgage (SEQ ID NO:12), heavy chain
CDR?2 sequence tcgatcaataatgggaataacccatactacgcacggteggtacaatac (SEQ ID NO:13), heavy chain
CDR3 sequence gatcaccctagtagtggctggeccacctttgactce (SEQ ID NO:14), light chain CDR1 sequence
cgggccagtgaaaacgttggtgactggttggee (SEQ ID NO:15), light chain CDR2 sequence
aagacatctattctagaaagt (SEQ ID NO:16) and light chain CDR3 sequence caacactatatacgtttcccgtacact
(SEQ ID NO:17); or

(d) the composition of claim 44 or claim 45.

47. A method for treating and/or preventing a Gram-positive bacterium-related disorder
comprising administering to an individual in need thereof an effective amount of:

(a) the antibody or functional part thereof of any one of claims 1 to 43; or

(b) an isolated, synthetic or recombinant nucleic acid sequence encoding the antibody or
functional part thereof of any one of claims 1 to 43; or

(c) an isolated, synthetic or recombinant nucleic acid sequence encoding heavy chain CDR1,
CDR2 and CDR3 and light chain CDR1, CDR2, and CDR3 of the antibody or functional part thercof
of any one of claims 1 to 43, wherein the nucleic acid sequence comprises a sequence selected from
the group consisting of heavy chain CDR1 sequence cgctttgecatgage (SEQ ID NO:12), heavy chain
CDR2 sequence tcgatcaataatgggaataacccatactacgcacggteggtacaatac (SEQ ID NO:13), heavy chain
CDR3 sequence gatcaccctagtagtggctggeccacctttgactce (SEQ ID NO:14), light chain CDR1 sequence
cgggccagtgaaaacgttggtgactggttggee (SEQ ID NO:15), light chain CDR2 sequence
aagacatctattctagaaagt (SEQ ID NO:16) and light chain CDR3 sequence caacactatatacgtttcccgtacact
(SEQ ID NO:17); or

(d) the composition of claim 44 or claim 45.

48. Use of:

(a) the antibody or functional part thereof of any one of claims 1 to 43; or

(b) an isolated, synthetic or recombinant nucleic acid sequence encoding the antibody or
functional part thereof of any one of claims 1 to 43; or

(c) an isolated, synthetic or recombinant nucleic acid sequence encoding heavy chain CDR1,
CDR2 and CDR3 and light chain CDR1, CDR2, and CDR3 of the antibody or functional part thercof

of any one of claims 1 to 43, wherein the nucleic acid sequence comprises a sequence selected from
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the group consisting of heavy chain CDR1 sequence cgctttgecatgage (SEQ ID NO:12), heavy chain
CDR?2 sequence tcgatcaataatgggaataacccatactacgcacggteggtacaatac (SEQ ID NO:13), heavy chain
CDR3 sequence gatcaccctagtagtggctggeccacctttgactee (SEQ ID NO:14), light chain CDR1 sequence
cgggccagtgaaaacgttggtgactggttggee (SEQ ID NO:15), light chain CDR?2 sequence
aagacatctattctagaaagt (SEQ ID NO:16) and light chain CDR3 sequence caacactatatacgtttcccgtacact
(SEQ ID NO:17),

in the manufacture of a medicament and/or prophylactic agent for treating and/or preventing a

Gram-positive bacterium-related disorder.

49. A method for producing the antibody or functional part thereof of any one of claims 1
to 43, comprising providing a cell with a nucleic acid comprising:

(a) an isolated, synthetic or recombinant nucleic acid sequence encoding the antibody or
functional part thereof of any one of claims 1 to 43; or

(b) an isolated, synthetic or recombinant nucleic acid sequence encoding heavy chain CDRI1,
CDR?2 and CDR3 and light chain CDR1, CDR2, and CDR3 of the antibody or functional part thercof
of any one of claims 1 to 43, wherein the nucleic acid sequence comprises a sequence selected from
the group consisting of heavy chain CDR1 sequence cgctttgecatgage (SEQ ID NO:12), heavy chain
CDR?2 sequence tcgatcaataatgggaataacccatactacgcacggteggtacaatac (SEQ ID NO:13), heavy chain
CDR3 sequence gatcaccctagtagtggctggeccacctttgactce (SEQ ID NO:14), light chain CDR1 sequence
cgggccagtgaaaacgttggtgactggttggee (SEQ ID NO:15), light chain CDR2 sequence
aagacatctattctagaaagt (SEQ ID NO:16) and light chain CDR3 sequence caacactatatacgtttcccgtacact
(SEQ ID NO:17),

wherein said cell translates said nucleic acid, thereby producing said antibody or functional

part thereof.

50. The method of claim 49, further comprising harvesting, purifying and/or isolating

said antibody or functional part thereof.

51. A method for diagnosing a Staphylococcus infection comprising contacting a sample
with:

(a) the antibody or functional part thereof of any one of claims 1 to 43; or

(b) an isolated, synthetic or recombinant nucleic acid sequence encoding the antibody or
functional part thereof of any one of claims 1 to 43; or

(¢) an isolated, synthetic or recombinant nucleic acid sequence encoding for heavy chain
CDRI1, CDR2 and CDR3 and light chain CDR1, CDR2, and CDR3 of the antibody or functional part

thereof of any one of claims 1 to 43, wherein the nucleic acid sequence comprises a sequence selected
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from the group consisting of heavy chain CDR1 sequence cgctttgecatgage (SEQ ID NO:12), heavy
chain CDR2 sequence tcgatcaataatgggaataacccatactacgeacggtcggtacaatac (SEQ ID NO:13), heavy
chain CDR3 sequence gatcaccctagtagtggetggcccacctttgactce (SEQ ID NO:14), light chain CDR1
sequence cgggecagtgaaaacgttggtgactggttggce (SEQ ID NO:15), light chain CDR2 sequence
aagacatctattctagaaagt (SEQ ID NO:16) and light chain CDR3 sequence caacactatatacgtttcccgtacact
(SEQ ID NO:17).

52. Use of:

(a) the antibody or functional part thereof of any one of claims 1 to 43; or

(b) an isolated, synthetic or recombinant nucleic acid sequence encoding the antibody or
functional part thereof of any one of claims 1 to 43; or

(c) an isolated, synthetic or recombinant nucleic acid sequence encoding heavy chain CDR1,
CDR?2 and CDR3 and light chain CDR1, CDR2, and CDR3 of the antibody or functional part thercof
of any one of claims 1 to 43, wherein the nucleic acid sequence comprises a sequence selected from
the group consisting of heavy chain CDR1 sequence cgctttgecatgage (SEQ ID NO:12), heavy chain
CDR?2 sequence tcgatcaataatgggaataacccatactacgcacggteggtacaatac (SEQ ID NO:13), heavy chain
CDR3 sequence gatcaccctagtagtggctggeccacctttgactce (SEQ ID NO:14), light chain CDR1 sequence
cgggccagtgaaaacgttggtgactggttggee (SEQ ID NO:15), light chain CDR2 sequence
aagacatctattctagaaagt (SEQ ID NO:16) and light chain CDR3 sequence caacactatatacgtttcccgtacact
(SEQ ID NO:17),

for detecting S. aureus and/or S. epidermidis.

53. A diagnostic agent of a Staphylococcus infection comprising the antibody or

functional part thereof of any one of claims 1 to 43.

54. A method for isolating S. aureus and/or S. epidermidis bacteria from a solution using

the antibody or functional part thereof of any one of claims 1 to 43.

55. An antibody or functional part thereof produced by the method of claim 49 or

claim 50.

56. The antibody or functional part thereof of any one of claims 1, 31, 32, 36 to 38, 43 or
55, the composition of claim 44 or claim 45, the method of any one of claims 46, 47, 49, 51 or 54, the
use of claim 48 or claim 52, or the diagnostic agent of claim 33, substantially as hereinbefore

described with reference to the examples and figures.
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Figure 1

aMRSA F1 clone

NB: CDR numbering according to Kabat et al (1991)

Heavy chain

Recombined from gene segments:
IGHV3-23*01

IGHD6-19*%01

IGHJ4*02

AMINO ACID:

Fwl EVQLLESGGGLVQPGGSLRLSCAASGFTLS
CDR1 RFAMS

Fw2 WVRQAPGRGLEWVA

CDR2 SINNGNNPYYARSVQY

Fw3 RFTVSRDVSQNTVSLQMNNLRAEDSATYFCAK
CDR3 DHPSSGWPTFDS

Fw4 WGPGTLVTVSS

NUCLEOTIDE:

Fw1 gag gtg caa ctg ttg gag teg ggg ggg gge ttg gtg cag ceg ggg ggg tee ctg aga cte tee

tgt gea gee tet gga tte ace ctt age

CDR1 cgc ttt gee atg age

Fw2 tgg gtc cge cag get cca gga agg gga ctg gaa tgg gte gea

CDR2 tcg atc aat aat ggg aat aac cca tac tac gea cgg teg gta caa tac
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Fw3 cge tte acc gte tee cgg gac gte tec cag aac act gtg tet ctg cag atg aac aac ctg aga gee
gaa gac tcg gec aca tat tte tgt get aaa

CDR3 gat cac cct agt agt gge tgg cee ace ttt gac tee

Fw4 tgg gge ceg gga ace ctg gte ace gte tee teg

Light chain

Recombined from gene segments:
IGKV1-5*03
IGKJ2*01

AMINO ACID:

Fw1 DIQLTQSPSALPASVGDRVSITC

CDR1 RASENVGDWLA

Fw2 WYRQKPGKAPNLLIY

CDR2 KTSILES

Fw3 GVPSRFSGSGSGTEFTLTISSLQPDDFATYYC
CDR3 QHYIRFPYT

Fw4 FGQGTKLEIKRTV

NUCLEOTIDE:

Fw1 gac atc cag ttg acc cag tct cct tce gee ctg cct gea tet gtg gga gac aga gte age ate act

tgt

CDR1 cgg gee agt gaa aac gtt ggt gac tgg ttg gee

Fw2 tgg tat cgg cag aaa ccg ggg aaa gee cct aat ctt cte ate tat

CDR2 aag aca tct att cta gaa agt



WO 2011/008092 PCT/NL2010/050456
3/15

Fw3 ggg gtc cca teca agg tte age gge agt ggg tet ggg aca gaa tte act cte ace atc age age
ctg cag cct gat gat ttt gca act tat tac tgt

CDR3 caa cac tat ata cgt ttc ccg tac act

Fw4 ttt gge cag ggg acc aag ctg gag atc aaa cga act gtg
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2010271582 24 Nov 2015

1463328882405 egbisting
SEQUENCE EISTING

<118 BEAUMONT, Tim
KIWAKKENBOS ¢ Mark Jergen
BROWN, Erig 3.
MORISAKI, John Hirpshi
HAZENBOS , WouTer LW,
MARIATHASAN, Sanijesv
KATIHARA, Kimberly
KIA, Yi

<128> GRAM-POSITIVE BACTERIA SPECIFIC BINDING
COMPOUNDS

<138> 146392808248

A58 POT/ML221G/B50456
<151i» 2818-87-15

#278

<I5@> US £17225,5
-15

/i
«181> Z2869-87

<L5&y EP 89165558%
<151> 2889-87-15

<ingds 66

«178> FastSEQ for Windows Version 4.8
<dig> 1

<E3i> 5

212> PRY

¢313» Artificial Seguence

228>
C323x Synthetic construct

<2285 )
<223 CDRI Heavy Chain

<4885 1

Arg Phe Ala Met Ser
i 5
«218r 2

R2LE> 1§

<2iix PRT
<213 artificial Seguencs

DAY b
Page 1



2010271582 24 Nov 2015

1463920082485eghisting
<223» Synthetic construct

12285
L3233 CDRI Heawy Chain

<488y 2
Ser- Ele Asn Asn Gly Asn &sn Pro Tyr Tyr Ala Arg Ser Val Gin Tyr
3 5 18 15

<2ig> 3

<231y 12

£212> PRY

<213» Artiticial Seguence

L2285
£223> Synthetic construdt

L2y
<323» (DR3 Heavy Chain

<4EEy 3

Asp #His Pro Ser Ser Gly Trp Pro Thr Phe Asp Ser
1 5 ig

«218> 4

211> 11

CIrds PRY
213> artiticial Seguence

AL
223> Synthetic construct

A2y
<223 CORI Light Chaln

488> 4
frg Az Ser Glu Asn Val Gly Asp Trp Leu Als
1 & 18

218> 5

24E» 7

c213» PRT

213> artificial Zeguence
LRED

ol

223> Synthetic constrysy

© 238>
223> (DR2 Light Chain

Page 2



2010271582 24 Nov 2015

1463528882485 egh isting

<48@s 5

Lys Thr Ser Ile Leu Glu Ser
i 5

<218> §

<23i1» B

£2125 PRY
€213> Artificial Sequence

12283
223> Synthetic construst

1228y
223> COR3 Light Chain

L2EG

c23L» VARLANT
223> 4

223> Xag = M or I

488> &
Gin His Tyr ¥aa aArg Phe Pro Tyr Thr
i1 5

<3G 7

<231 1Ze

K2E2> PRY

<213x Artificial Seguence

228>
<333y Synthetic construct

228>
<223%> F1 Anitbody Vardant Heavy Chaln

486> 7
Glu Val Gln Leu Lew Glu Ser Gly Gly Gly Leu Val Gln Pro Gly Gly
i 5 18 15
Ser Ley Arg Ley Ser Oys Ala Ala Ser Gly Phe Thr Leu Ser Arg Phe
28 25 38
er Trp Val Arg 61n &la Pro Gly Arg Gly Leu Glu Trp Val
5 47 45
Ala Ser Ile aAsn Asn Gly Asn Asn Pro Tyr Tyr Als Arg Ser Val Gln
58 55 &8
Tyr Apg Phe The val Ser arg Asp ¥Yal Ser Gln Asn The val Ser Ley
55 78 75 BG
Gln Met Asn Asn Leu Arg Ala Glu Asp Ser Ala Thr Tyr Phe {ys Als
8BS 30 g5
Lys dsp Mis Pro Ser Ser Gly Trp Pro Thr Phe asp Ser Trp Gly Pro

&la Met

Page 3
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1463928882485egListing
iag 185 iig
Gly Thr Leu ¥al Thr val Ser Ser
115 138

<2i8> B

<2%%x 11

<333y PRT

213> Artificial Sequence

A28
£223> Synthetic constrygt

R8s
<223> F1 Amtibody Variant Light Chain

L2285

<334 VARIANT
«233r 92

223> Xga = M or [

R
Asp ¥le Gln Ley Thr Gin Ser Pro Ssr Ala Leu Pro Ala Ser ¥al Gly
3 5 ia 15
Asp &rg Val Ser Ile Thr Cys Arg Als Ser Glu Asn Val Gly Asp Trp
¥ 25 i@
Leu Ala Trp Tyr Arg Gin Lys Pro Gly Lys Ala Pro Asn Leu Ley Ile
35 48 45
Tyr Lys Thr Ser Ils Leu Glu Ser Gly val Pro Ser Arg Phe Ser Gly
5@ 55 &8
Ser Gly Ser Gly Thr Glu Fhe Thr Ley Thr Ile Ser Ser Leu Gln Pro
65 78 75 24
Asp Asp Phe Ala Thr Tyr Tyr Cys GIn His Tyr Xaa Arg Phe Pro Tyr
85 99 a5
Thy Phe Gly Gln Gly Thy Lys Lew Glu Ile Lys Arg Thr val
188 185 11a

218> @

211> 128

<21Z» PRT

233> Artificial Sequence

(228> _
323> Zynthetic construgy

<228y
323> F1 antibody Vardant Heavy Chain

488> 8
Glu val Gln bLsu ¥al Glu Ser Gly Gly Gly lLeu 'Val Gln Pro Gly Gly
i ) 19 15

Page 4
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1463928682485 eglisting
Ser Leu Arg Leu Sep (ys Ala Ala Ser Gly Phe Thr Leu Rer Arg Phe
28 25 38
Ala Met Ser Trp val Arg @ln Ala Pro Gly Arg Gly Leu Glu Trp val
35 48 45
&lz Ser Ile &sn Asn Gly Asn Asn Pro Tyr Tyr Ala Arg Ser ¥al Gln
58 55 58
Tyr Arg Phe Thr val Ser Arg Asp Vel Ser Gln Asn Thr Val Ser Leu
&5 78 75 g8
Gln Mel asn Asn Leu Arg Als Glu asp Ser &la The Tyr Phe (ys Ala
B5 58 85
Lys Asp His Pro Ser Ser Gly Trp Pro Thr Phe Asp Ser Trp G6ly Pro
199 165 13
Gly Thr Leu Val Thr Val Ser Ser
115 128

<218 18
$2311> 1e%
CELEx PRY
<2137 Artificial Sequence

C2E8>
<2237 Synthetic construct

3
<223y F1 Antibody Varilant Light Chain

L2328

<REYy VARIANT
1222y 92

<223> Haza = Mor 1

£488> 16
Asp Ile Gln Lew Thr Gla Ser Pro Ser Ala Leuw Pro Ala Ser Val Sly
i 5 18 15
Asp Arg val Ser Ile Thre Cys Arg Als Ser Glu Asn val Gly Asp Trp
28 25 38
Leuy ala Trp Tyr &rg Gl Lys Pro Gly Lys Ala Pro Asn leu Leu Ilg
35 49 4
¥s Thr Ser Ile Leu Glu Ser Gly Val Pro Ser A
@ 55 56
1y Ser Gly Thr Glu Bhe Thr Leu Thr Ile Ser Ser Leu Gln Pro
&5 7g 75 #28
Asp Asp Phe ala The Tyr Tye Cys Gln His Tyr Xaa Arg Phe Pro Tyr
“5 BY g5
Thr Phe Gly Gln Gly Thr Lys Leu Glu Ils Lys argédls
186 185

23]

L g Phe Ser Gly
5
G

219> 11
<211y 118
<2125 PRY

Page: 5
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1463826082405 egl isting

213> Artiticial Sequence
LEE
3332 Synthetic construct
228>
<333e F1 Antibody Veriant Light Chailn
Q22>
<23 VARIANT
<22 9P
223> ¥aa = Mor I
<G> 11
Asp Tle Gin Leu Thr Gin Ser Pro Ser Ala Leu Pro Als
1 5 18
Asp Arg val Ser Ile Thr Cys Arg Ala Ser Gly asn Val
g 25
Leuy ala Trp Tyr Arg Glin Lys Pro Gly Lys Ala Pro Asn
35 48 45
Tyr Lys Thr Ser Ile Leu Glu Ser Gly val Pro Ser Arg
Yo 55 &8
Sor Gly Ser Gly Thr Glu Fhe Thr Leu Thr Ile Ser Ber
3] 78 75
Asp Asp Phe Ales Thy Tyr Tyr Cys Gln His Tyr Xaa &rg
g5 98
Thr Phe Gly Gla 6ly The Lys val Glu Ile Lys Arg Thr
188 185
218> 14
<Z11> 15
<d1ix DHNA
213> artificial Seguence
CEIGx
<2235 Synthetic construct
CE3IG>
<223y F1 Heavy Chain (DRI
488y 12

pgetttgocs Ypage

<Eigx 1
<211> 42
212> DS

<213:x Artificial Sequence

AR

2285

<333 Synthetic construct

Page &

Ser

Gly
39
Ley

Phe §

Val
118

Val
15
Asp

Ley

Gly
Trp
Ile
Gly
Pro

Ba
Tyr
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1463920082 485eglisting
228y
<323» FliHeavy Chain CBR2

<4y 13
tegatcaata atgggaatas cccatactac gracggtcgg tacastac S8

<2igE> 14
<2iir 36
2212y BNA
<213> Artificial Ssguence

2B
223> Synthetic construct

(2485
€223% ¥l Heavy Chain CDR3

Aoy 44
gatcacccta gragtggety goccaccttt gactece

B
g

218> 1%

<33 33

<212» DN&

<213> artificiel Seguencs

<329
<223> Synthetic construct
€28y
223> F1 Light Chain (DRI

<468 1%
cgggccagtg azaacgbtgg tgactgetig goc

o
k273

<218> 1k

L2131 31

<212> DHA

<233> Artificiazl Sequenge

228>
<2233> Synthetic construct

328>
223> F1 Light Chain CDR2

488> 16
aagacaltcta tictagaaag t Sk

£318> 17

211> 27

<212% DNA

<213> Artiticial Sequence

Page 7
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CE3Er
X223y

488>

caacactata tacgLItoce glacact

CAEB»
231>
L2114
L2i3

228>

K223

L2280
EEE

<ABG>

1453928082485 qL isting

Synthetic construct

F1 Light Chain CDR3

17

i

18

28

B4

Artificial Sequence

Synthetic construct

Primer

13

atggctgage tgcagotegt ggaglaly 2R

<218
£213>
<332
<243

Ly

&
[ O]

28
3

LY

pL
2

W gy
v

S
ot ok

3

<4885

ig

61

B,

arvificial Seguence

Synthetic construct

Frimer

1%

gaacacgotg geggocctige tgctggeact cgagactygly accaggetec cagglooora 68

g

<318
¢211>
213>
<Zi3s

228>
CEZ3:

22>
<323

CEGEY

61
28
38
DA
Artiticial Seguence

Synthetic construct

Frimer

28

cggeteogace gatatocags tgaccoagag 38

Page &



2010271582 24 Nov 2015

<218
221>
CELE>
<333

<228
<2235

<228>
<223%>

488>

1463528882485 gListing

21

25

DuA

artificial Sequence

Synthetic construct

Primer

3

1

gatttcrage TLggtaccey ggrcg

L3218
213>
<22y
2238

~

<2
%,

28
23

¥

228>
223

<&88>

2z

38

D&,

Artificial Seguence

Synthetic consteuct

Primer

22

gglgpccags Atraacagey graacaancs ctactacyg

<2ie>
<211y
£212%

213>

238

223>

c3ig:

223>

<488

23

38

EiNA

Artificial Seguence

Synthetic construct

Primep

a3

cgtagtagey ptighigoog cighigatge tggocace

SE1G>
€311
<2i2>
<33

2>

CEE3

A28

24

]

PRT

artificisl Seguence

Ltynthetic construct

Page 9
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146392088248%eglisting
<233» Part of (DRI Heawy Chaln to Show Amidation

C2FLy MOD RES

<223y 2

£223>» Amidation

<ESg> 24

Asn Asn Gly Asn Asn
i 5
218> 25

211> 3

<212y DNA
€313 Artificial Sequence

L2268y
2330 Synthetic construct

LEEE>
2233y Codon for N

<A83> 25
gan

218> 26

231> 3

<313 DNA

213> artificial Sequencs

© 238
223> Synthetic construct

CEIGn
£223> Codon for §

<488 26
ARC

c3lés 27

+411>» 36

212> DHA

<213 Artifticial Seqguence

<22¢>
223> Synthetic construct

228>
<323y Olige

<Aag> 27
Page 18
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1463920882485eqlisting

ggpoctgage togooctgea coaagagett caacag

Y2180
<2%i>
<213>
<213

EAT N

228>
223>
228>
<AZE>

4885

e

36

DA

Artificial Seguence

Synthetic construct

Oligo

28

ctgttgaage tobtigliges gggogagele aggoce

12185
2AE>
<24
VAEY

<228>»
<223y

<238
<223y

480>

5

38

DRA

ArtifFicial Segusnce

Synthetic consiruct

aligo

28

ciggteacag tologagtiyg CagoacCaag gpoccals

218>
<21il>
Rtk Iy 3
<213>»

CE2E
<2232

<2LE>
€231
<212
<2L3>

228>

<RI

A

38

DNA

srvificial Seqguence

Synthetic construct

L]
oy
s

tggtgctgea actegaganrt gigacoag

&
PRYT
Artificlal Ssguence

Syrthetic construcyt

Page 11
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K228
223> Motif

4 &28>

{225 VARIANT

€A 3

<223y Xaa = Any Amine Acid

<4828> 31
Leu Pro Xaa Thr Gly
1 5

CZi8> 32
2211 4
<212> PRT

<233y Artifticial Segquence

<228>
<2235 Synthetic construgt

<228>

<223> His-tagged 5D insert

488> 32
Jer Asp Ser Asp
i

<Zid> 33

£311» &

<é12> PRY

213> Artificial Sequencs

< 228>
(223> Synthetic construct

€228
225> His-tagged 5L dnsert

<488 33

Ser Asp Ser Asp Ser
i 5
<218» 34

c21i» B

<F12> PRY
¢213s Artiticial Segusnge

228>
<323» Synthetic consirul

1463220682405 sl isting

Page 12



2010271582 24 Nov 2015

146382e882485e0tisting

<23
223> His-tagged sU insert

<4pg> 34

Ser Asp Ser Asp Ser Asp
1 5
218> 35

<211y 358
<213> DNA
<233 Artificial Seguence

<239>
€223y Synthetic construgl

<228>
€223> F1 Heavy Chain

CR2G>
<224y D5
22323 {1y, .{368)

488> 35 )
gag gtg cas ctg Tig gag Tog gge €88 BEC Tig gitg cag <Cg E8F 88§ a8
Glu val Gln Leu Leu Glu Ser Gly Gly Gly Leu Val Gln Pro Gly Gly

i 3 18 15

teo oty aga cte too tgt goa goo ot gge tio aco ol ago <go Tt B
Ser Leu Arg Leu Ser (ys Ala Alz Ser Gly Phe Thr Leu Ser Arg Phe
e 25 38

goo atg 3gc UgE Bte cge cag got <ca gEa agg ges ctg gaa tgg 2
Ala Met Ser Trp Val &rg Gln Ala Pro Gly Arg Gly Leuw Glu Trp Val
35 4G 45

goa teg ate aat gge aat sac o¢a tac tac goa ogg teg gta cas 183
Ala Ser Ile Asn Gly Asn Asn Pro Tyr Tyr Ala Arg Ser Val Gln
589 55 &8

o <t
[
oot

tac cge Iio acc gio toC cgg gac ghto toc cag aac acl gty Tt cig S84
Tyr arg FPhe Thr val Ser Arg Asp Val Ser Gln asn Thr Val Ser Lay
ah 79 75 88

cag atg e3¢ adc ctg aga ECC gaa gac Log gCC aca tat tic tgt get ﬁﬁ&
Gln Met aAsn Asn teu Arg &la Glu Asp Ser ala Thr Tyr Phe Cys Ala
85 98 85

o
it
1%

asa gat cac oot aght agt gge tgg coo ace tht gac too tgg gsc ocg
Lvs Asp Mis Fro Ser Ser Gly Trp Pro Thr Phe Asp Ser Trp Gly Pro
108 185 118



2010271582 24 Nov 2015

1463020082405¢egListing

gga acc ctg gte ace ghte too teg
Giy Thr Leu Val Thr ¥Val Ser Ser
115 128

2
i)
Fs]

<219> 36

233> 128

<212y FRY

£213» artificial Sequence

LLEs
£223> Synthetic construct
L4@E> 36
Glu Val Gin Leuw teu Glu Ser Gly Gly Gly Leu Val Gin Pro Gly Gly
1 5 1@ 15
Ser Ley Arg Leu Sgr Cys &la Als Ser Gly Phe Thr Leuw Ser Arg Fhe
28 25 38
Ala Met Ser Trp Val arg Gln aAls Pro Gly Arg Gly Leu Glu Trp Val
35 48 45
&la Ser Ile Asn Asn Glv Asn Ask Pro Tyr Tyr Ala Arg Ser Val Gin
Sé 55 58
Tyr Arg Phe Thr Val Ser Arg Asp Val Ser Gln Asn Thr Val Ser Leu
&5 % 75 g
Gln Mst Asn Asn Leu Arg Als Slu Asp Ser &la Thr Tyr Phe (ys Ala
g5 G9g Y&
Lys Asp His Pro Ser Ser Gly Trp Pro The Phe Asp Ser Trp Gly Pro
ieg 185 118
Gly Thr Leu Val Thr Val Ser 3er
11k 128
238> 37
<23%y B
«212» DNA
(213> Artiticisl Seguence
<2382
223> Synthatic construct
<238
223> F1 Heavy Chaln FWl
T8
221> (D%
€322y {1})..(98)}
<Agg> 37
gag gtg <as Ctg TIg gag tCg gEE 2BK E8C g gty <ag C<og S84 B8g S8
Glu val Gin Leu Leu Glu Ser Gly Gly Gly Leu ¥al Gln Pro Gly Gly
1 ) 18 15

Page 14
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1463920082485¢eqlisting

iy
=

toe chbg aga ote tego tgt gea goo fel gga tto ace oit &ge
Ser Leu Arg Leu Ser Cys &lg Ala Ser Gly Phe Thr Leu Ser
28 25 3¢

218> 38

<2EE> 38

<233x PRY

2335 Artificial Seguence

<238
223> Synthetic construgt

428> 38
Glu val 6In Leuw Leu Glu Ser Gly Gly Gly Leu Val Gln Pro Gly Gly
1 5 1@ 15
Ser beu Arg beu Szr (ys Ala als Ser Gly -Phe Thr Leu Ser
28 25 38

<212> DA
<213> Artiticial Sequence

<223 Synthetic construst

<223> F1 Heavy Chain FW2

221> CDs

c23s {1})..(42)

488> 39

tEE gL¢ CEC €ag gCt ©Ca@ ggA AQE EEA chg gaa tEg gtc gea

Trp Val Arg Gln ala Pro Gly Arg Gly Leu Glu Trp Val Als
1 5 18

-
P

(218> 48

<21ix 14

<217y PRT

213> Artificial Seguencs

(248>
2223 Synthetic constouct

<4838y 48
Trp Val Arg Gle Ale Pro Gly Arg Gly Lew Glu Trp Vel Als

Page 1%
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1463920882485eqglisting
% & 18

<238 41

L3115 95

<212> DA

213> Arvificial Sequenge

228>
<223> Synthetic construct

s328>
<223> Fl1 Heavy Chain FW3

<228
2321 ChS
223> {1}, .{983

<d389> 41

cge tte ace gl too ¢gg gac gic too ¢ag aac act gtg tot otg cag S8

Arg Phe Thr Val Ser Arg Asp Val Ser Gln Asn Thr Val Ser Lsu Gln

1 3 ig 15

atg #ac sac oty 8ga ECC £33 gac tog Boo acs tat tic tgt got aas 85

Mat Asn Asn Leu Arg Als Glu Asp Ser Als Thr Tyr Phe (ys Ala Lys '
29 25 38

218> 42

<231s 32

<212> ERT

<E13>» Artiticial Seguenge

L2280
<233%>» Synthetic construct

488> 42
Arg Phe Thr Val Ser Arg Asp Val Ser Gln Asn Thr Val Ser Leu Gln
1 5 14 15
Mat Asn Asn o Leu Arg ala Glu asp Ser ala The Tyr Phe (ys Ala Lys
8 25 38
218> 43
<21ty 33

212> DA
213> artificlal Sequencs

<2287
<223> Synthetic sonstrust

CEIB>
Page 156
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€233
CF28
<224
222>

<385

188 BBC C<Cg gea aco g ghe acce ghe tee teog

1463930682485 eglisting
F1 Heavy Chaln Fwd

oos
(1%..{33)

43

3.0
£5>3

Trp Sly Pro Gly The Leu Yal Thr Val Ser Ser

i

<318
<2y
<2125
<2i3>

{2EBy
23230

<488

1

<218
211>
CELZ>
c313»

CR2E>
©233:

CE2G>
423
SIEE>
CEE s
€322

7
o
2z

<488

gac ate cag ttg ace cag tot oot too goo oty ool goa tol gtg gea 48

) 18
44
11
PRT
artificial Seguence

Synthetic construct

44

Tep Gly Bro Gly The Leu Val Thr Val Ser Ser

5 ig

45

338

DNA&

Artificial Sequence

Synthetic construct
F1 Light Chain
R

(1), .{338)

45

Asp Ile Gln Leu Thr Gln Ser Pro Ser Als Leu Pro Ala Ser Val Gly

1

5 18 15

gac aga gL agc ato act gl cgg goo st gaa asc gttt ggt gac tge b
Asp Arg Val Ser Ile Thr Oys Arg Ala Ser Glu Asn ¥al Gly asp Trp

ttg goo tgg Yot Cgg Cag 333 CCf EEE aad BCC oot aat ott

28 25 38

e ate 148

Lew Ala Trp Tyr Arg Gl Lys Pro Sly Lys 8la Pro Aspn Ley Lsy Ile

35 49 45

Page 17
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1463928082405l isting

tat asg aca Tov att Cta gaa agyt gge gtc coa
Tyr Lys Thr Ser Ile Leu Slu Ser Gly Val Fro
S 55

3gt gEE tet gmeg aca gae tie act of¢ aco atc
Ser Gly Ser Gly Thr Glu Phe Thr Leu Thr Ile
&5 78 75

gat gat ttt gra acl tat tac gt cas <ac tat
Asp Asp Phe Ala Thre Tye Tyr Oys Gln His Tyr
8% 9%

act UL gge cag ggy ace asg cig gag aic 2aa
Thr Phe Gly Gln Gly Thr Lys Leuw Glu Ile Lys
180 185

<218> 44

<2ii» 1ie

<3&12> PRY

<213» Artificial Seguengs

L

223> Synthetic construct

<488 46
Asp Ile Gln Leu Thr Gin Sar Pro Ser Ala Leuy
1 5 i@
Asp Arg Val Ser Xle Thr Cys Arg Ala Ser Glu
28 25
Leu Ala Trp Tye Arg Gln Lys Pro Gly Lys ala
35 ]
Tyr Lys The Ser Ile Leu Glu Ser Gly val Pro
¢ 55
Ser Gly Ser Gly The Glu Phe Thre Lew Thr Ile
B> 76 75
Asp Asp Phe &la Thr Tyr Tyr Cys Gln His Tyr
8% 1
Thr Phe Gly Gin Gly Thr Lys Leu Glu Ile Lys
198 185

<Eigs 47

<2li: 68

212> D&

<313x Artiticial Sequesnce

<223> Aynthetic construdl

S
<223> F1 Light Chain Ful
Page 18

tca agg ttc
Ser Arg Phe

58
3gc

Ser

ata
Iie

CES
Arg

Pro
AER
2o
Ser
69

Lepr

Iis

Arg

age
Sepr

gt
Arg

act
Thr

Ala
Val
Asn
45

Arg
Ser

Aprg

Thr

ctg
Leu

t¢

Phs

gLg
Val
118

Ser
Gly
38

Leu

Phe

age
Sep

Cag
31n

CLg
Fro
G5

Yal
15

Asp
Lot
Sep

Gin

Pro
a5

EBC
Gly

et
Pro
g8

tac
Tyr

Gly
Trp
le
Gly
Fro

28
Tyr
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<228
221>
CRIL>

488

14639208R248%eqlisting

O
(1}, ,{89)

47

gac atc cag ttg ace cag tot oot oo gee clg oot gea ot ghg gza
Adsp Ile Gln Leuw The Gln Ser Pro Ser Ala bLeu Pro Als Ser Wal Gly

i

5 ig

gac aga gto age ate act gt
asp Arg Val Ser Ils Thr Oys

<338
<231
<234

CEL3N

228>
Q223>

<488>

28

48

23

PRT

Artiticial Sequesis

Synthetic construey

48

13

Asp Ile Gln Leu Thr Sln Ser Pro Ser Ala Leu Pro Ala Ser Val Gly

1

& 18

asp Arg Val Ser Ile Thr {ys

23180
<231%>
<212>
£343>

2328y
£3323>»
£3235
248>
CE3Ls

222>

<498

28

44

45

DA

artificial Segusnce

Synthetic construct

Fi Light Chain FWZ

CRs

(1y..(45)

45

15

tgg Lal gy <ag aas CCf g88 aaa geo oot aat ottt cte ate tat

Trop Tyr Arg Gln

3

5 i8

Page 19

Lys Fro Gly Lys Ala Pro Asn Leu Leu Ile Tyr

15

B

g0

By iv]

D)

R
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1463028082405 eqglisting
A4A> 15
<213> PRT
2213y Artificial Sequsnce

<228>
¢223» Synthetic construct

488> 58
Trp Tyr Arg Gin Lys Pro Gly Lys ala Pro Asn Ley Leu Ile Tyr
3 5 ig 15

<2lg> 51

<2311» BH

2212> DNA

<233 Arvificlal Seguence

L2280

<223>» synthelic construcy

L2EE
£223» F1 Light Chain FW}

£ > L0
223> (13..{98)

498 51

g8y gYc <o toa agp U BgC gEc agt gep tol ggg aca gaa tie act 4
Gly val Pro Ser arg Fhe Ser Gly Ser Gly Ser Gly Thr Glu Phe Thre

% 5 18 15

£to ace atr agc age ¢bg cag oot gat gat it gea act fat tac tgt B
Lew Thr Ile Ser Ser Leu Gln Pro Aso Asp Phe &ls The Twr Tyr (vs
28 25 38

<318 52

<231y 32

212> BRY

213> Artiticial Sequencs

12285
<223 Synthetic ronstruct

<4885 53
1

Gly ¥al Pro Zer Arg Phe Ser Gly Sep Gly Ser Gly The Glu Phe Thr
1 5 19 15
Leu Thr Ile Ser Ser Leu GIn Prg Asp Asp Phe &la Thr Tyr Tyr (ys
28 25 38
<3Eg> 53

Page 28
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1463920082405egkisting
£231> 39
2E2> DN&
€213x Artifticial Segquence

L2285
<333> Aynthetlc construct

228
<223> F1 Light Chain FWé

$238%
<221> CD5
<22%> (13..{39}

<48g» 53 .

ThY ggc Cag gee 8¢ sag cig geg atc aaa cga act gty 33

Phe Gly Gln Gly Thr Lys Ley Glu Ile Lys Arg Thr val

i 5 i@

<2318> 54

121%> 13

<212> PRY

€<213> Artificial Sequenss

228>

<223> Synthetic consirudt

488> %4

Phe Gly Gln Gly The Lys Leu Glu Ile Lvs Arg The val

i & 19

238> 5%

CEIA 238

<212» PRY

<213> artificial Seguence

<&3G>

<223> Synthetic construgd)

<438

223> rfl Heavy Chain

488> 55

Glu Wal Gln Leu Val Glu Ser Gly Gly Gly Leu Val &ln Pro Gly Gly

3 5 ig is

Ser Leu Arg Leu Ser (ys Alz &la Ser Gly Phe Thr Lsau Ser Arg Phs

e 25 38

Ala Met Ser Trp Yal arg Gln Als Pro Gly Arg Gly Leu Glu Trp Val

38 48 45

Ala Ser Ile Asn Asn Gly Asn Asn Pro Tyr Tyr Alz Arg Ser Val gl
Page 21
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1463928082485 egl isting
58 55 68
Tyr Arg Phe Thr Val Ser Arg Asp val Ser Gln &sn Thr val Ser Leu
&5 78 75 a8
Gln et Asn Ash Lew &rg &la Glu Asp Ser Als Thr Tyr Phe Oys als
85 o8 a5
Lys Asp His Pro Ser Ser Gly Trp Pro Thr Phe Asp Ser Trp Gly Pro
188 185 1i¢
Gly Thr Lsu Val Thr val Ser Ser Ala Ser Thr Lys Gly Pro Ser val
115 138 125
Phe Pro Leu Ala Pro Ssr Ser Lys Ser Thr Ser Gly Gly Thr Alas Ala
13@ 135 14@
Leu Gly Cys Leu Val Lys Asp Tyr Phe Pro Gly Pro Val Thy Val Ser
145 158 155 166
Trp Asn Ser Gly Ale Leu Thr Ser Gly Val His Thr Phe Pro Ala Val
188 178 175
Lew Gln Ser Ser Gly Leu Tyr Ser Leu S&r Ser Val Val The Val Pro
188 185 198
Ser Ser Ser Ley Gly Thr 8Gin Thr Tyr Ile Cys Asn Val Asn His Lys
1835 286 285
Pro Ser Asn The Lys Val Asp Lys Arg Val Glu Pro Lys Ser Cys Asp
218 2358 238
Lys Thr His Thr Oys Pro
225 238

<2185 58

2211> 238

<213> PRT

<213y Artificial Sequence

238>
<223> Synthetic construct

<228
<223> rFl A%214C

488> 56
Glu val &ln Leu ¥al Glu Ser Gly Gly Gly Leu Wal &ln Pro Gly Gly
1 5 18 iz
Ser Leu Arg leu Ser {ys Ala Alap Ser Gly Phe Thr Leu Ser Arg Phe
3 25 39
Ala Met Ser Trp Val Arg Gln Als Pro Gly Arg Gly Leu Glu Trp Val
35 48 45
Ala Ser Ile Asn Ser 4Gly 4sn Asp Pro Tyr Tyr ala Arg Ser Val Gln
58 35 &8
Tyr &rg Phe Thr ¥al Ser Arg Asp Val Ser Gln Asn Thr Val Ser Leu
&5 79 75 28
Gln Met Asn Asn Leu aArg Als Glu Asp Ber Ala Thr Tyr Phe s Ala
g5 28
Lys Asp His Fro Ser Ser Gly Trp Pro Thr Phe Asp Ser Trp
188 185 118
Gly Thr Leu Val Thr Val Ser Ser Cys Ser Thr Lys Gly Pro Ser Val

B
i U e
i

&1

¥y Bro

Page 23
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Phe Pro
i3g

ey Gly

145

Trp Asn

Leu Gln
Ser Ser

Pro Ser
218
Lys The

225

FAFae

«318x 57
<21i> 23
<2145 PR

115
Leu

Cys
Ser
ser
Sap
185

Asn

His

3
H

51a
Ley
Gly
Ser
186G
Lau

Thr

Thr

Pro
Yal
Ala
165
Gly
Gly
Lys

Cys

Ser Ler
i35

Lys Asp

158

Lew Thr

iey Tyr
Thr Gla
Yal Asp

215

Pro
238

<213 Artificial Sequenis

<2285

<323= Synthetic

€323: r¥F1 Light

<4agEs 57

Aso Ils
1

Asp Arg

Ley Als

Tyr kys
58

Ser Gly

&5

Asp Asp

Thr Phe
Ser ¥al

Ala Ser
138

Gln
Val
Trp
35

Thi
Ser
Phe
Gly
Phe

115
Val

Yal Gin Tr

145

Ser Yal T

Thr Ley 1

Lay

Glin
166
Ile
Val
Lys
Gl

Leu

construct

Chain

Thr
5
Iis
Arg

Ile

Thr
25
Gly

Phe

Val

Gin
i68s
Ser

gln Ser
Thr Cys
3in Lys

Leu Glu
55
Glu Phe
78
Tyr Tyr
Thr kys
Pro Pro
Leu Leu
13s
Asp Asn
158
Asp Ser

Lys Ala

14632708682485%aglisting

12¢
Lys

Tyr
Ser
Ser
Thy

208
Lys

Pro
Arg
Pro
48

ser

Thr

Leu
Ser
128
Asn

Ala

Sgr Thr Ser

Phe
Gly
Ley
185
Tyr

Lys

Sep
Ala

25

Gly

Ley
Gin
Glu
185
Asp
Asn
Lay

Asp

Tyr

Pro
Val
178
sSer
Ile

val

Ala
18
Sep

Thre
His
58

Ile

Glu

Phe T

Glu
i&%
His
ser

Cys

Glu

Leu
Glu
Ala
Fro

1ls

Gly
148
Pro
The
Wal

AL

Fro
228

Pro
Asn
Pro
qer
68

Senr
Met
Arg
Ley
Bro
148
Sly

Typ

125
Gly

Val
Fhea
val
val

285
Lys

Ala
Val
Asn
A%

Arg
Ser
Arg
&la
Lys

135
Arg

&sn 8

Ser

Lys

Thr
The
Pro
The
199

Asn

Sepr

Ser

Gly
1]
Ley

RPha

Ley

i3
118
Ser

Ala
Yal
Ala

175
Val

£ys

¥al
s

Asp
Ley
Sep
Gin
Pro

85
&la

Ala
Gin
sepr

175
Tyr

Ala
Ser
168
val
Pro

Lyvs

Asp

Terp
Iie
Gly
Prg
8o

Tyr
Prg
Thr
Lys
Glu
16

ser

Ala
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188

1463928682485 eglisting

185

19¢

Cys Glu Val Thr His Gln Gly Leu Ser Ser Pro Vel Thr Lys Ser Phe

185

Asn Arg Gly Glu Cys

2ig

<316x &H
<dii» 21
212> PR

<2133

X228

<33

22285

223>

<488y 58

Asp
1
Asp
Lou
Tyr
Ser
&5
Asp
Thr
Bro
Thr
Lys

145
Glu

Phe

Iie
Arg
Ala
Lys
5@

Gly
Asp
Phe
Sepr
Ala
138
val
Lepr
Thr
Cys

Asn
218

+318x &8
211> 13
<3LZ2y PRT
<213» Artificial Seguence

a3

H

Gin
Y¥al
Trop
358

Thr
Ser
Phe
Gly
Val
115
Ser
Gln
¥al
Leay
Glu

195
Arg

rF1 V285C

Lau
Ser

PLS
Ty

Gln
168
Fhe
Ya 1.
Tre
Thre
Thr

i8¢
Val

Thr
Ils

Arg

 Ile

Thpr
The
85

Gly
Ile
Val
Lys
Giu
185

Leu

Th

ZRCYRY

Gin
Yhr
Gln
Leu
Glu
78

Tye
Thr
Phe
Cys
Val

is58
Gln

Artificial Seguence

Synthetic construdt

Pha
Tyr
Lys
Prg

Loy
135

Asp

asp
Lys

Gin

288

Pro
Arg

Fro

Thr
£vs
Yal
Fro

148
Ley

Sep
Ala

Gly
288

Gly
185
ser

185

Leu &

Ala
ig

g Ser

Val
Thr
His
%

Ile
Asp
Asn
Leu
Asp

176
Tyr

Page 24

Leu

ilu

Ala

Pro

Iis

Phe

Gln
155
Ser

Pro

Asn

Fro

Ser

15
sar

Met

Arg 1

Gin
Typ
149
Ler

The

Lys

» Pro

285

ala
Val

Asn
45

feu
125
Fro
Gly
Tyr
His

{ys
285

Sap

Gly
39
Leu

- Phe

* ey

Phe
Val
118
Lys
Arg
Asn
Sep
Lys

198
Tar

Bro
35

&la
Ser

Gl

Sepr

Loy S

175
Val

Lys

Gly
Trp
Iis
Gly
Bro
24

Tyr

Ala
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148392008240%eglisting

<328
223> Synthetic construct

<4@By 52

Phe Gly 61n 61y The Lys Val 6lu Ils Lys Arg Thr Val
1 5 i@

L2185 59

23> 16

<213> PRT

2213> artificial Sequence

<3G
22235 Synthetic construct

<223y rFl A1L4C

488> 68
Ser Ile Asn Ser Gly Asn Asn Pro Tyr Tve ala Arg Ser Val Gln Tyr

i 5 18 15

218> 61

211> 3@

CE3Zs PRY

213> Artificial Seguence

<

Wy B

28>
23» synthetic construct

P
%

LB
©223» rF1 Heavy Chain

<Aady 61
Glu val Gln Leu ¥Wal Glu Ser $ly Gly Gly Leu Val Gin Pro Gly Gly
i 5 19 1%
Ser Leu &rg Leu Ser Cys &la Als Ser Gly Phe Thr Leu Ser
28 5 L

<318 62

213> 128

212> PRY

¢213x artificial Sequence

228>
$223x Synthetic «construcd

Page 25
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<328

<2332 rF1 A114C

<488 82

Giu val
1

Sar Ley

Ala Met

Ala Ser
59

Tyr ArCE

&5

Glin Met

Lys Asp
Gly Thre
<23ig> &3

«313x 313
<412> PR

Glin
Arg
Ser
35

Tle
Bhe
Asn
His
Ley

115

8
H

ey
L
28

Trp
ASH
Thr
Asn
Pro

188
Val

Val

Sep

Val

¥al
Leu
B85

Ser

Thy

Sap
78

Arg
Ser

Yal

Ser g

Ala

Asn
55

Arg
Ala
Gly

sSer

213> Artificial Sequence

220>

223> Synthetic

£248%

223> rFi1 Heavy

2488 &3

Ala Ser
1

Ser The

Phe Pro

Gly val
5@

Let Ser S

65
Tyr Ele

arg val

Thr

2er

Glu
35

Mis

<216> 64
<21%> 14
22125 FRT

Lys

Gly
28
Pro

Fro
168

construct

Chain

Gly

Gly 1

val

Phe

Val

Y Val

85
Lys

Fro

Ser

Ala

- Wal

Ala
55
Val

His

1463928082485 eqlisting

Ala
48

Asn
Asp
Glu
Trp

Ler
128

Yal
Ala
Ser
49

Val
rg
Lvs

Asp

Ser
25

Fro G

Pro
Val
Asp

Pro
185

Phe

Ley

1@és

' Qly

18
Gly

Tyr
Sap
Ser

214
Thr

Pro
18

Gly C

Asn
Gin
Ser
Ser

a8
Thr

Page 26

Loy

Phe

Arg G

Tye
Gln
75

&la

Phe

Leu

Sar
Ser
Ler
75

&sn

His

Yal

The

Als
58

Asn ¥

The -

Asp

Ala
Ley
Gly

Ser
(%5

Ley &

Thr

Thre

Pra 5

Val
Ala

45
Gly

Lys

Cys

Pro
Sep
38

Glu
Ser
Yal
Phe

Trp
118

Lew
The
Val

Pro
118

Gly
18
Arg

Trp

val «

sSer
Cys

g5
Gly

Sap
i5

Asp

Tyr
Gin

Asp
95

Leu
B8
Ala

Pro

Lys
Tyr
Sep
Ser
Thr

B
Lys



1463920682485 eqlisting
213> artificial Ssguence

<236
«223y Synthetic construst

CEIH>
<223y rRL Light Chain

<4A98> 64
&1z Ala Pro Ser ¥al Phe Ile Phe Pro Pro Ser Asp Glu Gln Leu Lys
1 5 i9 15
Ser Gly Thr Ala Ser ¥al Val Cys Leu Leu 4sn Asn Phe Tyr Pro Arg
6 25 38
Glu Ala Lys Val GIn Trp Lys Val asp &sn &la Leu Gln Ser Gly Asn
35 DA 45
Ser Gln Glu Ser Val Thr Glu Gln Asp Ser Lys Asp Ser Thr Tyr Ser
58 55 &¢
Leu Ser Ser Thr Leuw Thr Leu Ser Lys Ala Asp Tyr Glu Lys His Lys
&5 78 75 g2
val Tyr &la Cyvs Glu Val The His Gln Gly Leu Ser Ser Pro ¥al Thr
85 58 &5
Lys Ser Phe Asn Arg Gly Glu (ys
188

2010271582 24 Nov 2015

<2185 85

211> 184

<213> PRY

<213y Artificial Sequence

228>
<223 Synthetic construct

228>
223> rFl Light Chain

<4885 85

Ala &la Pro Ser ¥al Phe Ile Phe Pre Pro Ser Asp Glu Gln Leu Lys
1 5 18 15

Ser Gly The Ala Ser ¥Wal Val Cys Leu Leu Asn Asn Phe Tyr Pro Arg

28 25 38
Glu ala Lys val 6ln Trp Lys Val Asp asn Alas Leu Gln Ser Gly Asn
35 48 45
Ser Gln Glu Ser Val Thr Glu Gln Asp Ser Lys asp Ser Thr Tyr Ser
58 5% &8

Leu Ser Ser Thr Leu Thr Leu Ser Lys Ala-&sp Tyr Glu Lys His Lys

85 74 75 88

Yal Tyr ala Oys Glu Val Thr His &ln Gly Leu Ser Ser Pro Cys Thre

85 g4 95
Lys Ser Phe Asn Arg Gly Glu {ys

Page 27
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53 218> 68
O «23i» 118
AN <2125 pRY
> 213> Artifdcial Sequence
(@
Z <220
<& x223> Synthstic construct
[\
(23>
N <223y rFL Heavy Chain
00
LO) <488> &6
i
FG Cys Ser Thr Lys Gly Pro Ser ¥al Phe Pro Leu Ala Pro Ser Ser Lys
o i 5 10 13
EE; Ser Thr Ser Gly Gly Thre Ala Ala Leu O8ly Cys Lew Val Lys Asp Tyr
28 5 39
N Phe Pro Glu Bro Val Thr val Ser Trp ssn Ser Gly Ala Leu Thr Ser
35 48 45
Gly Val His Thr Phe Pro aAla val Leu Gln Ser Ser Gly Leu Tyr Ser
S8 55 22
Ley Ser Ser Val Val Thr Val Pro Ser Ser Ser leu Gly Thr éln The
65 78 75 84
Tyr Ile Cys Asn Val Asn His Lys Pro Ser Asn Thr Lys ¥al Asp Lys
8% a8 &5
Lys ¥alk Glu Pro Lys Ser Oys Asp Lys The His The Cvs Pro
189 19% 118

Page 28
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