WO 2024/191354 PCT/SG2024/050151

ENGINEERED ADENO-ASSOCIATED VIRUSES

CROSS-REFERENCE TO RELATED APPLICATIONS
[0001]  This application claims the benefit of priority of Singapore provisional application no.
10202300688R, filed 13 March 2023, the contents of it being hereby incorporated by reference in its

entirety for all purposes.

FIELD OF THE INVENTION
[0002]  The present invention relates generally to the field of biotechnology. In particular, the present

invention relates to engineering and/or attenuating adeno-associated viruses.

BACKGROUND OF THE INVENTION

[0003] Recombinant viral vectors based on adeno-associated virus (AAV) have emerged as an ideal
delivery platform for in vivo gene transfer and genome editing therapies. AAV vectors are derived from
wild-type viruses that naturally infect humans. As a consequence, depending on the AAV vector serotype,
up to two-thirds of humans arc scropositive to AAV, thercby impacting the usc of AAV for gene
transfection and transfer. Since AAV capsid structures are very similar with high amino acid sequence
homology, the various AAV serotypes can encounter cross-reactivity to antibodies (i.e., naturally occurring
AAV serotypes have conserved sequences that are neutralized by the same antibodies).

[0004] Thus, there is an unmet need for adeno-associated viruses that are capable of evading pre-

existing anti-AAV antibodies.

SUMMARY
[0005]  In one aspect, the present disclosure refers to a composition comprising at least one modified
adeno-associated viral (AAV) capsid protein, wherein the composition is resistant to neutralisation or is not
neutralised by human neutralising antibodies, wherein the at least one modified adeno-associated viral
(AAYV) capsid protein is modified at any one or more of residues 24 to 47, 48 to 97, 72 to 121, 120 to 167
and 168 to 217 of an adeno-associated viral (AAV) VP1 capsid protein or an ortholog thereof.
[0006] In another aspect, the present disclosure refers to a nucleic acid sequence encoding the
composition described herein, or encoding the one or more modified adeno-associated viral (AAV) capsid
proteins described herein.
[0007]  In yet another aspect, the present disclosure refers to a vector comprising the nucleic acid
sequence disclosed herein.
[0008]  In a further aspect, the present disclosure refers to a host cell comprising the vector described

herein or the nucleic acid scquence described herein.



WO 2024/191354 PCT/SG2024/050151

[0009]  In one aspect, the present disclosure refers to the composition disclosed herein, the nucleic acid
disclosed herein, the vector disclosed herein, the host cell disclosed herein, or the adeno-associated virus
particle disclosed herein, for use in gene therapy.
[0010] In yet another aspect, the present disclosure refers to a method of identifying an adeno-
associated viral (AAV) capsid protein or peptide which is resistant to neutralisation or is not neutralised by
human neutralising antibodies, the method comprising (a) contacting the adeno-associated viral capsid
protein or peptide with sera known to contain adeno-associated virus neutralising antibodies, thereby
allowing the ncutralising antibodics to bind to an cpitopc compriscd within the adeno-associated viral
capsid protein or peptide; (b) removing the neutralising antibody-bound epitope from the adeno-associated
viral capsid protein or peptide; and (c) identifying the adeno-associated viral capsid protein or peptide that
did not bind to the neutralising antibodies.
[0011]  In a further aspect, the present disclosure refers to a method of preventing an immune response
to an engineered adeno-associated virus, the method comprising administering to a subject an engineered
adeno-associated virus comprising at least one modified adeno-associated viral (AAV) capsid protein
described herein.

BRIEF DESCRIPTION OF THE DRAWINGS
[0012]  The invention will be better understood with reference to the detailed description when
considered in conjunction with the non-limiting examples and the accompanying drawings, in which:
[0013]  FIG. 1 shows a summary of phage immunoprecipitation sequencing method. FIG. 1A shows an
AAYV and CRISPR-Cas phage library that were designed with protein sequences from UniProt and NCBI
Protein database. The library consists of roughly 10 000 peptides tiles of 49 amino acids with 25 amino
acid overlaps. The DNA sequences encoding the peptides tiles were synthesized, cloned, and packaged into
T7 phages that display the encoded peptide on the phage surfaces. Next, the phage library was mixed and
incubated with patient serum that contains antibodies. The antibodies bound to their target peptide
sequences as displayed by the phages, and the complexes were enriched from the sample using protein
A/G- coupled beads (IP — immunoprecipitation). After the immunoprecipitation, the genomes of phages
bound to antibodies were amplitied by polymerase chain reaction (PCR) and sequenced, identifying the
peptide sequences bound by the antibodies. The results are represented by a heat map where darker shade
represents higher level of antibodies recognizing particular epitope. Assessment of the library
representation as an input library (FIG. 1B) and as a cloned library (FIG. 1C), before and after cloning and
packaging, are shown. FIG. 1D shows the results of assessment of the library quality by Sanger sequencing
of 20 randomly chosen clones.
[0014] FIG. 2 shows the heatmap results of epitope-mapping of AAV serotypes by human antibodies
using PhIP-seq. AAV epitopes recognized by antibodies in pooled serum sample (left) or an individual

paticnt’s scrum (right) arc shown.
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[0015]  FIG. 3 shows a column graph showing AAV variants showing increase vector yield. Wild-type
AAV-DJ and AAV variants packaging a self-complementary green fluorescent protein (GFP) genome were
produced by triple-transfection in HEK293T cells and titrated by quantitative polymerase chain reaction
(PCR). Results are shown as mean + SD of two independent titrations.

[0016]  FIG. 4 shows fluorescent microscope images of AAV variants showing superior transduction
efficiency and neutralisation escape. FIG. 4A shows the results of in vitro transduction of HEK293 cells
with AAV vectors encoding GFP at a multiplicity of infection (MOI) of 20 000. Analysis was performed
48 hours later. FIG. 4B shows the rcsults of an in vitro ncutralisation assay: WT AAV-DJ or AAV-
DJ_D213A encoding a green fluorescent protein (GFP) were mixed with a serial dilution of human sera for
1 hour at 37°C. The mixture was then added to the cells and incubated for 48 hours at 37°C.

[0017] FIG. 5 shows tluorescent microscope images of AAYV variants showed escape from pre-existing
NAb in human serum. Results of in vitro neutralisation assay using WT AAV2 versus AAV2 D213A
(FIG. 5A), WT AAV9 versus AAV9_D213A (FIG. 5B) and WT AAD-DIJ versus AAV-Dj_A70R (FIG.
5C). AAV vectors at a multiplicity of infection (MOI) of 50 000 (serotypes 2 and 9) or 20 000 (serotype
DJ) were mixed with a serial dilution of human sera for 1 hour at 37°C. The mixture was then added to the
cclls and incubatcd for 48 hours.

[0018]  FIG. 6 shows a line graph showing results indicating complete resistance to pre-existing
neutralising antibodies in human serum with AAV-DJ_D213A and AAV-DJ_A70R_D213A. This figure
illustrates the impact of either the D213A or the A70R_D213A amino acid substitutions on the
neutralization by pre-existing neutralising antibodies (Nabs) in AAV-DJ. The experiment was performed
using an in vitro neutralization assay. As a control for 100% transduction efficiency, vectors were mixed
only with DMEM (no serum.) The mixture was incubated for 1 hour at 37°C before being added to the
cells. After 48 hours of incubation, the green fluorescent protein (GFP) expression was measured. The
dotted line at 50 represents neutralising antibody (Nab)-mediated inhibition of AAV transduction by 50%.
Solid lines represent relative transduction efficiencies of WT AAV (black), AAV_D213A (Grey, dotted),
and AAV-DJ_A70R_D213A (black, dottcd) at diffcrent dilutions of scrum. Error bars represent SD (n =2
for WT AAV-DJ and AAV-DJ_D213A and n=1 for AAV-DJ_AT70R_D213A).

DETAILED DESCRIPTION

[0019]  Adeno-associated viruses (AAV) are commercially and clinically effective delivery vectors but
are commonly neutralised and rendered ineffective by antibodies in the patients. Thus, the present
disclosure describes compositions comprising AAV capsids that are resistant to, or capable of, evading
neutralisation by neutralising antibodies that may be present in a host or subject.

[0020]  As used herein, the term “AAV” or “adeno-associated virus™ refers to a non-pathogenic, small
viruscs of the Parvovirus family which infect humans. The term “AAV™ includes, but is not limited to,
AAV subtypes, for example, AAV type 1 (AAV-1), AAV type 2 (AAV-2), AAV type 3 (AAV-3), AAV
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type 4 (AAV-4), AAV type 5 (AAV-5), AAV type 6 (AAV-6), AAV type 7 (AAV-7), and AAV type §
(AAV-8). Furthermore, as used herein, the terms “AAV virus”, “AAV viral particle”, or “rAAV vector
particle” refer to a viral particle composed of at least one AAV capsid protein (typically by all of the capsid
proteins of a wild-type AAV) and an encapsidated nucleotide recombinant AAV vector. If the viral particle
comprises a heterologous polynucleotide (i.e. a polynucleotide other than a wild-type AAV genome such
as a transgene to be delivered to a mammalian cell), it is typically referred to as a recombinant AAV vector
(rAAV vector), arAAV particle, or arAAV vector.

[0021]  Disclosed herein are compositions comprising AAV capsids resistant to neutralisation by pre-
cxisting human antibodics. In other words, the present specification discloses AAV capsids that arc so-
called “epitope masked”, and therefore are not bound by neutralising antibodies that may be present in a
subject. In one example, the composition is a pharmaceutical composition comprising one or more of the
AAV capsid proteins disclosed herein. In another example, the composition comprises one or more of the
AAV capsid proteins disclosed herein and pharmaceutically acceptable carriers and/or buffers.

[0022]  Without being bound by theory, it is thought that compositions disclosed herein evade antibody
ncutralisation duc to cpitopc masking. As uscd hcrein, the term “cpitopc masked” rcfers to an antigenic
sequence of a virus, for example, the AAV capsid (i.e., antigen is bound by antibody) disclosed herein
which is engineered to remove or minimize the binding of the antibody. The result is evasion of antibody
binding (including, but not limited to, that of neutralising antibodies), without compromising or losing the
desired function of the AAV (which can be described and/or quantified as a titre (as a measure of infectivity
of a virus) and/or transduction efficiency of the AAV). Maintaining desired function of the virus is
important because mutation of the antigen while losing function would not be considered “masking”. A
loss of function (either infectivity or reduction in virulence or pathogenicity) would instead be understood
as viral attenuation.

[0023]  Such epitope masking can be performed, for example, by inserting one or more mutations within
the relevant sections of the viral genome. The person skilled in the art would be able to inscrt or generate
mutations in the viral genome or sections thereof, or within a specific gene, or replace specific nucleotide
residues, for example, by inserting extrancous nucleotides (frame-shift mutations) or by
replacement/substitution of specific nucleotides. The same mutations can also be generated on the protein
level. A person skilled in the art would be aware of how to perform such amino acid substitution on virus
particles.

[0024] As used herein, the term “protein” refers to a whole molecule. In contrast, as used herein, the
term “peptide” refers to a sub-segment or part of the whole (protein) molecule.

[0025]  Asused herein, the term “epitope” refers to an immunogenic peptide sequence within a protein
(also referred to in this cxample as an “antigen™). In othcr words, an cpitope refers to a group of amino
acids (peptides or proteins) or other chemical groups exposed on the surface of a molecule (the antigen),

which can generate an antigenic response and bind an antibody.
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[0026]  The antibody antigenic footprint on different adeno-associated virus (AAV) orthologues were
identified using phage display, specifically phage-immunoprecipitation sequencing (PhIP-Seq). An
antibody epitope common to all tested AAV serotypes was also identified. AAVs engineered for protein
residue substitution in this common epitope were shown to be resistant to neutralisation, if not completely
resistant to neutralisation by pre-existing antibodies. The use of this modified adeno-associated virus
(AAV) will enable more efficacious gene delivery by AAV through evading undesirable antibody immune
response. Thus, in one example, there is disclosed a composition comprising at least one modified adeno-
associated viral (AAV) capsid protein, wherein the composition is resistant to neutralisation or is not
ncutraliscd by human ncutralising antibodics.

[0027] Presented herein is also the development of adeno-associated virus (AAV) capsids that are
resistant to neutralization by pre-existing antibodies. The present disclosure describes AAVs as part of
compositions that are engineered at a B-cell epitope with amino acid sequences that were previously not
known to (1) engage the human antibodies and (2) have been shown to evade humoral immunity when
engineered. Additionally, the neutralising antibody resistant AAV variants described herein showed an
increase in vitro transduction ctficiency in the presence and in the absence of neutralising antibody (NADbs).
[0028]  The present disclosure describes mutations that are performed to obtain mutated or modified
adeno-associated virus (AAV) vectors or virus particles. In one example, the mutations are at residues
within epitopes residing in the N-terminal regions of the AAV capsid proteins. These residues of the
epitopes referred to herein can be, but are not limited to, the following residues: amino acids 24 to 73,
amino acids 48 to 93, amino acids 168 to 217, amino acids 48 to 97, amino-acids 72 to 121, amino acids
120 to 167, and combinations thereof. The numbering disclosed herein is provided in reference to the full-
length sequence of the AAV VP1 capsid protein.

[0029] A total of five (5) serum samples from Southeast Asian patients and a commercially pooled
serum sample (from 526 healthy donors between the ages 18 to 65) were tested in a phage-based
immunoprecipitation assay. After identifying enriched peptides immunoprecipitated by the human
antibodics, significant antibody binding sitcs in the N- and C- terminal parts of different AAV scrotypes
were detected. The C-terminal part of the AAV capsid containing the VP3 region has previously been
described as a hotspot for the antibody binding but the data disclosed herein highlights that all human
samples were reactive to epitopes from the N-terminal region of AAV capsids (VP1/ VP2 common regions
(from 24 to 217 aa) (Figure 2). Without being bound by theory, it is also thought that mutated phage display
tiles show decreased binding to human sera (data not shown).

[0030]  The N-terminal was therefore chosen as an epitope because it is highly immunogenic based on
the phage display data. In addition, much less is known about the N-terminus since it is unstable and the
crystal structurc of AAV capsid docs not capturc its structurc. Also, the data presented herewith has shown

that highly efficient immune evasion is obtained by masking this epitope.
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[0031]  Thus, in one example, the at least one modified adeno-associated viral (AAV) capsid protein is
modified at any one or more of residues 24 to 47, 48 to 97, 72 to 121, 120 to 167 and 168 to 217 of an
adeno-associated viral (AAV) VP1 capsid protein or an ortholog thereof. As used herein, the term
“ortholog” refers to any of two or more homologous gene sequences found in different species related by
linear descent.

[0032]  In one example, the at least one modified adeno-associated viral (AAV) capsid protein is
modified at any one or more of residues selected from the group consisting of positions 24 to 73 and 48 to
93. In another cxample, the at lcast onc modificd adeno-associated viral (AAV) capsid protein is modificd
at any one or more of residues selected from the group consisting of residues 24 to 93.

[0033] The AAVs disclosed herein can comprise one or more mutations in order to, for example,
epitope mask said virus, resulting in modified adeno-associated viral (AAV) capsid proteins. In one
example, the at least one modified adeno-associated viral (AAV) capsid protein comprises at least one, at
least two, at least three mutations, or more. In another example, the at least one modified adeno-associated
viral (AAV) capsid protein comprises at least one mutation. In yet another example, the at least one
modified adeno-associated viral (AAV) capsid protein comprises at least two mutations. In a further
cxample, the at Icast onc modificd adeno-associated viral (AAV) capsid protcin compriscs at Icast thrce
mutations. In one example, the one or more mutations result in the modified adeno-associated viral (AAV)
capsid protein being epitope masked. In other words, the one or more mutations result in the modified
adeno-associated viral (AAV) capsid protein being able to evade neutralisation by antibodies already
present in a host or a subject.

[0034]  The results indicated that the mutations did not affect the genome packaging efficiency.
Furthermore, it was observed that few mutations resulted in an increase in yield (Figure 3A and Table 2).
Various mutations, as well as multiple mutations in the same variant, are contemplated within the scope of
the disclosure as presented herewith. Without being bound by theory, mutations can be included in the
claimed variant, so long as the mutation(s) do not impact negatively affect the transduction efficiency of
the capsid protein disclosed herein.

[0035]  As disclosed above, mutations can be inscrted on the genc or protein level. In the present
disclosure, the mutation is inserted into the viral genome. In one example, the mutation is selected from the
group consisting of a “gca” mutation (alanine), a “cgg” mutation (arginine), and a “tct” mutation (serine).
In another example, the mutation is a “gca” mutation (alanine). In another example, the mutation is a “cgg”
mutation (arginine). In yet another example, the mutation is a “tct” mutation (serine). In yet another
example, the mutation is a “gau” or “gac” mutation (aspartic acid). A person skilled in the art would
appreciate that due to codon redundancy, other equivalent mutations may be used other than those described
in the present disclosure. In onc example, the residucs arc numbered at positions according to the wild-type
sequence. In one example, the wild-type sequence or reference sequence is an adeno-associated viral (AAV)

VP1 capsid protein or an ortholog thereof.
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[0036]  In one example, the at least one mutation is present at any one or more of the residues selected
from the group consisting of A70, R168, K169, R170, L171, N172, F173, G174, Q175, T176, G177, D178,
A179, D180, S181, V182, P183, D184, P185, Q186, P187, 1188, G189, E190, P191A, P192, P195, A193,
A194, P195, S196, G197, V198, G199, S200, L201, T202, M203, A204, A205, G206, G207, G208, A209,
P210, M211, A212, D213, N214, N215, E216, G217, N215, A70, and combinations thereof.

[0037]  In another example, the at least one mutation is selected from the group consisting of A70R,
RI168A, K169R, R170A, L171A, N172A, F173A, G174A, Q175A, T176A, G177A, D178A, A179R,
D180A, S181A, VI82A, P183A, D184A, P185A. Q186A, P187A, 1188A, G189A, E190A, P191A, P192A,
P195D, A193R, A194R, P195A, S196A, G197A, VI98A, G199A, S200A, L201A, T202A, M203A,
A204R. A205R, G206A, G207A, G208A, A209R, P210A, M211A, A212R, D213A, N214A, N215A,
E216A, G217A, N215S, A70R, and combinations thereof.

[0038]  In another example, the at least one “gea” mutation (alanine) is present at any one or more of
the residues selected from the group consisting of R168, R170, L171, N172, F173, G174, Q175, T176,
G177, D178, D180, S181, V182, P183, D184, P185, Q186, P187, 1188, G189, E190, P191, P192, P195,
$196, G197, V198, G199A, S200, L201, T202, M203, G206, G207, G208, P210, M211, D213, N214,
N215, E216, G217, and combinations thercof.

[0039]  In another example, the at least one “cgg™ mutation (arginine) is present at any one or more of
the residues selected from the group consisting of A70, K169, A179, A193, A194, A204, A205, A209,
A212, A70, and combinations thereof.

[0040] In another example, the at least one “tct” mutation (serine) is present at N215.

[0041]  In another example, the at least one “gau” or “gac” mutation (aspartic acid) is present at P195.
[0042]  Inoneexample, the at least one mutation is D213A. In another example, there are two mutations.
In another example, there are two mutations, which are D213A and A70R.

Also disclosed herein are modified adeno-associated viral (AAV) capsid protein comprising the one or
more mutations disclosed herein, at the residues disclosed herein. This, in one example, there is described
at least one modified adeno-associated viral (AAV) capsid protein is selected from the group consisting of
AAV-DJ_R168A, AAV-DJ_KI69R, AAV-DJ_R170A, AAV-DJ_L171A, AAV-DJ_NI172A, AAV-
DI_F173A, AAV-DI_GI174A, AAV-DI_Q175A, AAV-DI_T176A, AAV-DI_G177A, AAV-DI_D178A,
AAV-DJ_A179R, AAV-DJ_DI180A, AAV-DJ_S181A, AAV-DJ_VI182A, AAV-DJ_P183A, AAV-
DJ D184A, AAV-DJ_PI85A, AAV-DJ _Q186A, AAV-DJ P187A, AAV-DJ 1188A, AAV-DJ_G189A,
AAV-DI_EI90A, AAV-DI_PI91A, AAV-DJ_P192A, AAV-DJ_P195D, AAV-DJ_A193R, AAV-
DJ_A194R, AAV-DJ P195A, AAV-DJ S196A, AAV-DJ G197A, AAV-DJ V198A, AAV-DJ_G199A,
AAV-DJ_S200A, AAV-DJ_L201A, AAV-DJ_T202A, AAV-DI_M203A, AAV-DI_A204R, AAV-
DJ_A205R, AAV-DJ_G206A, AAV-DJ_G207A, AAV-DI_G208A, AAV-DI_A209R, AAV-DJ_P210A,
AAV-D]_M211A, AAV-DJ_A212R, AAV-DJ_D213A, AAV-DI_N214A, AAV-DI_N215A, AAV-
DJ_E216A, AAV-DJ_G217A, AAV-DJ_N215S, AAV2_D213A, AAV9_D213A, AAV-DJ_AT0R, and
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AAV-DJ_A70R_D213A. Non-exhaustive examples of such adeno-associated viral (AAV) capsid proteins

can be found in Table 1.

[0043]

[0044]

Table 1: AAV-D]J variants
Variant# Mutation Variant# Mutation
Variant#1 AAV-DJ_RI168A Variant#26 AAV-DJ_A193R
Variant#2 AAV-DJ_K169R Variant#27 AAV-DJ_A194R
Variant#3 AAV-DJ_R170A Variant#28 AAV-DJ_P195A
Variant#4 AAV-DJ_L171A Variant#29 AAV-DJ_S196A
Variant#5 AAV-DJ_NI172A Variant#30 AAV-DI_GI97A
Variant#6 AAV-DI_F173A Variant#31 AAV-DJ_VI198A
Variant#7 AAV-DI_G174A Variant#32 AAV-DJ_G19%9A
Variant#8 AAV-DJ_QI175A Variant#33 AAV-DJ_S200A
Variant#9 AAV-DJ_T176A Variant#34 AAV-DJ_L201A
Variant#10 AAV-DJ _GI177A Variant#35 AAV-DJ T202A
Variant#11 AAV-DJ _DI178A Variant#36 AAV-DJ]_M203A
Variant#12 AAV-DJ_A179R Variant#37 AAV-DJ_A204R
Variant#13 AAV-DJ_DI180A Variant#38 AAV-DJ_A205R
Variant#14 AAV-DJ_S181A Variant#39 AAV-DJ_G206A
Variant#15 AAV-DJ VI82A Variant#40 AAV-DJ _G207A
Variant#16 AAV-DJ_P183A Variant#41 AAV-DJ_G208A
Variant#17 AAV-DJ_D 184A Variant#42 AAV-DJ_A209R
Variant#18 AAV-DJ_P185A Variant#43 AAV-DJ_P210A
Variant#19 AAV-DJ_QI86A Variant#44 AAV-DJ M211A
Variant#20 AAV-DJ P187A Variant#45 AAV-DJ_A212R
Variant#21 AAV-DI_T188A Variant#46 AAV-DI_D213A
Variant#22 AAV-DI_G189A Variant#47 AAV-DJ_N214A
Variant#23 AAV-DJ_E190A Variant#48 AAV-DJ_N215A
Variant#24 AAV-DJ_P191A Variant#49 AAV-DJ_E216A
Variant#25 AAV-DJ_P192A Variant#50 AAV-DJ_G217A
Variant #51 AAV-DJ_P195D Variant #52 AAV-DJ_N215S
Variant #53 AAV2-D213A Variant #54 AAVI-D213A
Variant #55 AAV-DJ_AT0R Variant #56 | AAV-DJ_A70R_D213A

In onc cxample, thc onc adcno-associated viral (AAV) capsid protein disclosed herein

comprises or is selected from the group consisting of SEQ ID Nos 30 to 57 and 61 to 62, or is encoded by

a nucleic acid sequence selected from the group consisting of SEQ ID Nos 1 to 29 and 58 to 60.
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[0045]  In one example, the at least one adeno-associated viral (AAV) capsid protein does not comprise
or consist of a B-cell epitope. In another example, the modified adeno-associated viral (AAV) capsid
proteins disclosed herein comprise or are selected from the group consisting of the sequences disclosed
herein. See, for example, the sequence listing section of this application.

[0046] The in vitro transduction efficiencies of the variants in HEK293, HepG2, and SK-Hep-1 cell
lines were tested. The findings indicated that the mutations, with the exception of R170A, did not affect the
transduction efficiency of the AAV-DIJ variant.

[0047]  Few mutants displayed an improvement in transduction efficiency in HEK293T, and SK-Hep1
cells when compared to the wild-type AAV-DJ vector. (Table 2) It is also noted that transduction cfficacy
may vary in terms of distribution of variants across different tissues and cell populations, as well as in
factors like, but not limited to, vector yield, transduction efficiency in vitro and biodistribution in vivo.
[0048]  The ability of the single AAV variants to avoid neutralization by human sera (pooled from 526
healthy donors between the ages 18 to 65) was evaluated using an in vitro neutralisation assay. Stringent
conditions were used by including undiluted serum (1:1) and dilutions up to 1:316. The exclusion criterion
used in ongoing clinical trials for indications requiring systemic administration of AAV is a NAb titre of 1:
5.

A number of variants (R168A, T176A, P183A, P187A, P192A, P195A, S196A, G197A, L201A, A205R,
N214A, E216A, G217A) showed improved neutralization resistance than WT AAV-DJ (one to two log
decrease in NAD titre). In particular, the D213A variant displayed a complete resistance to neutralisation
by pre-existing antibodies (titre 1:3.16) (Figure 4B), which with the current exclusion criteria, the patients
will be considered as compatible subjects (similar to naive / no pre-existing antibodies against the AAV).
Hence, the compositions and modified AAV capsid proteins disclosed here exhibit evasion of human
neutralising antibodies.

[0049]  Table 2: Summary of vector titre yield, in vitro transduction efficiency and neutralising

antibody (Nab) titre.

AAV- Ve.ctor Transducti | Transducti Trans?lucti Transducti | Transducti
DJ titer Nab onin on in onin on in SK1 on in SK1
variant | (GC/ul; | titer HEK293T ) i
s n=3) HepG2 HEK293 (n=3) hepl hepl (n =3)
(in fold-change to WT)
1:31.
3.19E+0 6-
WT 9 1:10 1.0 1.0 1 1.0 1
0
RI168A 1'079“0 1:10 0.7 13 0.98 0.8 0.94
T176A 1'219E+O 1:10 4.1 33 1.1 4.0
sigia | #2013 0.5 1.0 1.48 0.4 2.53
V182A 2'0%E+0 1:10 1.8 2.2 0.78 1.5 0.50
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AAV- Ve.:ctor Transducti | Transducti T]‘allelllCtl Transducti | Transducti
DJ titer Nab . . on in . .
ariant | (GC/ul; | titer on in on in HEK293T | °min SK1- | onin SK1-
v M HepG2 HEK293 hepl hepl (n = 3)
s n=23) n=3)
1;10
236E+1 | -
PIS3A o 131 1.4 1.6 0.96 12 116
6
DI84A 3'099E+0 1:10 2.2 25 0.9 1.8 0.69
P185A 1'310E+1 1:21' 1.7 2.0 1.7 1.3 1.88
206E40 || o1
QI86A 9 P 1.1 1.7 n.a 1.0 na
1:10
268E+0 | -
PIS7A 0 131, 0.9 13 1.30 0.7 0.70
6
G189A 3'519b+0 1:10 0.3 0.7 1.9 0.3 1.48
E190A ]'S%E” ]:2]' 0.8 1.0 1.19 0.7 0.54
LT
P191A 9 P 2.0 2.2 n.a 1.5 na.
110
L1IE+l | -
P192A 0 131, 1.2 17 1.47 1.2 0.99
6
A193R 8'0"8'1*0 1:21‘ 16 18 121 1.4 1.00
n.a.
P195A 1'498E+0 1:10 4.3 3.6 n.a 3.9 n.a.
)
S196A 2'709E+O 1:10 12 15 1.53 1.0 171
G197A 8'219E+0 1:10 2.6 2.1 0.97 1.6 1.43
V198A 1'259E+0 1:10 1.0 1.9 1.61 1.4 218
S200A 1'009E+0 n.a 1.8 1.9 1.34 1.4 221
L201A 1'039E+0 n.a 4.7 3.8 n.a 23 na
A205R 6'678E+0 1:10 0.9 15 1.24 0.9 0.80
G206A 1'960E+1 1:10 1.2 2.0 0.85 1.1 1.32
G208A 5'9%E” 1:21* 1.2 1.8 1.09 1.4 0.93
D213A 3'519E+° 1:2'1 23 23 0.96 0.9 0.82
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AgJV ng::r Nab Transducti | Transducti Tra::ls;ll:mtl Transducti | Transducti

ariant | (GC/ul; | titer on in on in HEK293T | °" in SK1- | onin SK1-
v M HepG2 HEK293 hepl hepl (n = 3)

s n=23) n=3)
N214A 1'939E+° 1:10 1.9 2.1 1.56 13 0.83
N215A 1'259E+° 1:10 14 2.0 151 11 274
E216A 3'1‘;‘5*0 1:10 14 1.9 0.87 15 1.50
2

G217A “'8‘;'5*0 1:10 2.8 3.1 1.03 2.7 130

[0050]  Table 3: Non-Alanine substitutions for avoiding neutralising antibody (Nab) recognition.

Variants NAb Titer
WT-AAV-DJ 1:31.6 - 1:100
AAV-DJ_PI95A 1:10
AAV-DJ_P195D 1:10-1:31.6
AAV-DJ_N215A 1:10
AAV-DJ_N215S 1:10-1:31.6

[0051]  Next, it was tested to see whether the D213A substitution enables escape from pre-existing
NAbs in human serum across different AAV serotypes. First, AAV2_D213A and AAV9_D213A were
produced and the genome titres determined. Similar to previous results obtained with AAV-DJ_D213A,
the D213A mutation did not negatively impact bioproduction yield. Notably, the substitution D213A
resulted in a reduction in neutralization by pre-existing antibodies, as evidenced by a drop of two logs in
Nab titre for AAV2 D213A (titre 1:10 versus 1:316 for WT AAV2) and one log for AAV9_D213A (1:1
versus 1:3.16 for WT AAV9, Table 3).

[0052]  Building on the results of epitope-mapping disclosed herein, residues 24-73 and 48-93 were
selected for further analysis. Specific residues were identified and selected based on their conservation
across a range of AAV serotypes. Following this, AAV-DJ variants were produced and evaluated in their
in vitro transduction efficiency. A number variants exhibited infectious capabilities. Subsequently, their
potential to evade neutralization by pre-existing NAbs in human sera was assessed using an in vitro assay.
Notably, thc AAV-DJ_A70R variant dcmonstratcd resistance to prc-cxisting NAbs, with a onc-log
reduction in Nab titre (1:10) compared to wild-type AAV-DJ (Table 3).

[0053] It was sought to determine if combining the A70R and D213A mutations was capable of
synergistically enhancing evasion from pre-existing NAbs in human serum. To this end, the double mutant
was prodced. It was observed that the A70R_D213A mutation did not impact either the bioproduction yield

(Table 3) or the in vitro transduction efficiency. The results were similar to those observed for both AAV-



WO 2024/191354 PCT/SG2024/050151

12

DJ_D213A and AAV-DJ_A70R_D213A, with the Nab titre further dropping to 1:3.16 compared to WT
AAV-DJ (1:31.6 - 1:100, Table 4, Figure 6).
[0054]  Table 4: Additional variants for avoiding Nab recognition.

AAYV variant Genome titre (GC/pl) Nab titre (1:X)

AAV2 _D213A 2.39E+09 10
AAV9_D213A 7.09E+09 1
WT AAV-DJ 1.54E+09 31.6-100
AAV-DJ_A70R 2.00E+09 10
AAV-DJ A70R D213A 6:50E+09 3.16

[0055] Importantly, maintaining desired function of the virus is important because mutation of the
antigen while losing function would not be considered “masking”. Thus, in one example, the at least one
mutations present in the modified adeno-associated viral (AAV) capsid protein do not negatively impact
the transduction efficiency of modified AAV capsid protein. In other words, the modified adeno-associated
viral (AAV) capsid protcins discloscd herein arc capable of infection host cells, as well as transfection their
payload into said host cell, thereby resulting in expression of said payload by the host cell.

[0056]  In another example, the present disclosure describes a nucleic acid sequence encoding the
composition disclosed herein, or encoding the one or more modified adeno-associated viral (AAV) capsid
proteins as described herein.

[0057] Further disclosed herein is, in one example, a vector comprising one or more nucleic acid
sequences disclosed herein. In another example, there is disclosed a vector encoding the one or more
modified adeno-associated viral (AAV) capsid proteins disclosed herein.

[0058]  Described herein is, for example, a host cell comprising the vector disclosed herein or the
nucleic acid sequence disclosed herein. In another example, there is disclosed an adeno-associated virus
particle comprising the modified AAV capsid proteins disclosed herein.

[0059] Another use described in the present disclosure is the use of the compositions, vectors, or
modified AAV capsid proteins, adeno-associated virus particles disclosed herein in situations where
binding to any antibodics present is not desirable. For cxample, in gene therapy, the vector (for cxample, a
payload-carrying virus particle) needs to reach its intended target (the target cell), among others, in order
to be effective. For this reason, vectors that are bound to by antibodies are not considered to be effective in
their intended application. Thus, also disclosed herein is the composition, the nucleic acid, the vector, the
host cell, or the adeno-associated virus particle disclosed herein, for use in gene therapy. In another
example, there is disclosed a method of treating a subject in need thereof, the method of treating a subject
comprising administering to the subject a therapeutically effective amount of the composition the nucleic
acid, the vecetor, the host cell, or the adeno-associated virus particle disclosed herein. In yet another example,

there is disclose use of the composition, the nucleic acid, the vector, the host cell, or the adeno-associated
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virus particle disclosed herein, in the manufacture of a medicament, wherein the medicament is used in or
for gene therapy. In a further example, the present disclosure describes use of the composition, the nucleic
acid, the vector, the host cell, or the adeno-associated virus particle disclosed herein, in the manufacture of
a medicament for gene therapy.

[0060] A further use described herein is when an AAV is to be administered to a subject more than
once. Upon first administration, the subject may develop antibodies to the AAV that had been administered,
thereby precluding the same subject from receiving further doses or administrations of the same AAV in
future. Thus, in one example, the modified AAV capsid proteins disclosed herein do not elicit an immune
responsc in the host. In another cxample, there is also described a method of preventing an immunc responsc
to an engineered adeno-associated virus, the method comprising administering to a subject an engineered
adeno-associated virus comprising at least one modified adeno-associated viral (AAV) capsid protein.
[0061]  Also disclosed herein is a method of identifying an adeno-associated viral (AAV) capsid protein
or peptide which is resistant to neutralisation or is not neutralised by human neutralising antibodies, the
method comprising (a) contacting the adeno-associated viral capsid protein or peptide with sera known to
contain adcno-associated virus ncutralising antibodics, thercby allowing the ncutralising antibodics to bind
to an epitope comprised within the adeno-associated viral capsid protein or peptide; (b) removing the
neutralising antibody-bound epitope from the adeno-associated viral capsid protein or peptide; and (c)
identifying the adeno-associated viral capsid protein or peptide that did not bind to the neutralising
antibodies. In another example, the adeno-associated viral (AAV) capsid protein or peptide is selected from
the group consisting of AAV-DJ, AAVI, AAV2, AAV3, AAV3, AAV4, AAVS, AAVG6, AAVT, AAVS,
AAV9, AAV10, AAV11, AAV12 AAV13, or an ortholog thereof.

[0062]  The invention illustratively described herein may suitably be practiced in the absence of any
element or elements, limitation or limitations, not specifically disclosed herein. Thus, for example, the
terms "comprising”, "including", "containing”, etc. shall be read expansively and without limitation.
Additionally, the terms and expressions cmployed herein have been used as terms of description and not of
limitation, and there is no intention in the use of such terms and expressions of excluding any equivalents
of the features shown and described or portions thereof, but it is recognized that various modifications are
possible within the scope of the invention claimed. Thus, it should be understood that although the present
invention has been specifically disclosed by preferred embodiments and optional features, modification and
variation of the inventions embodied therein herein disclosed may be resorted to by those skilled in the art,
and that such modifications and variations are considered to be within the scope of this invention.

[0063]  As used in this application, the singular form “a,” “an,” and “the” include plural references
unless the context clearly dictates otherwise. For example, the term “a genetic marker” includes a plurality
of genetic markers to, including mixtures and combinations thereof.

[0064]  As used herein, the term “about”, in the context of concentrations of components of the

formulations, typically means +/- 5% of the stated value, more typically +/- 4% of the stated value, more
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typically +/- 3% of the stated value, more typically, +/- 2% of the stated value, even more typically +/- 1%
of the stated value, and even more typically +/- 0.5% of the stated value.

[0065] Throughout this disclosure, certain embodiments may be disclosed in a range format. It should
be understood that the description in range format is merely for convenience and brevity and should not be
construed as an inflexible limitation on the scope of the disclosed ranges. Accordingly, the description of a
range should be considered to have specifically disclosed all the possible sub-ranges as well as individual
numerical values within that range. For example, description of a range such as from 1 to 6 should be
considered to have specifically disclosed sub-ranges such as from 1 to 3, from 1 to 4, from 1 to 5, from 2
to 4, from 2 to 6, from 3 to 6 ctc., as well as individual numbers within that range, for cxample, 1, 2, 3, 4,
5. and 6. This applies regardless of the breadth of the range.

[0066] Certain embodiments may also be described broadly and generically herein. Each of the
narrower species and sub-generic groupings falling within the generic disclosure also form part of the
disclosure. This includes the generic description of the embodiments with a proviso or negative limitation
removing any subject matter from the genus, regardless of whether or not the excised material is specifically
recited herein.

[0067]  The invention has been described broadly and generically herein. Each of the narrower species
and sub-generic groupings falling within the generic disclosure also form part of the invention. This
includes the generic description of the invention with a proviso or negative limitation removing any subject
matter from the genus, regardless of whether or not the excised material is specifically recited herein.
[0068]  Other embodiments are within the following claims and non- limiting examples. In addition,
where features or aspects of the invention are described in terms of Markush groups, those skilled in the art
will recognize that the invention is also thereby described in terms of any individual member or subgroup

of members of the Markush group.

EXPERIMENTAL SECTION

Identification of epitopes on AAVs with human sera

[0069]  The pre-cxisting anti-AAYV antibodics posc a scrious challenge for the cfficacy of genc transfer
mediated by AAV vectors. While there have been a few studies characterizing the extent of pre-existing
immunity in human populations, the identification of the exact epitopes involved has not yet been
comprehensively evaluated. To characterize the anti-AAV antibody repertoire in human subjects, a phage
display library composed of approximatively 10,000 unique tiles across different AAV capsid orthologues
was generated (Figure 1). This library also contains tiles from known Cas9, Cas12 and Cas13 proteins. A
python script described by Mohan et al. Nature protocols 2018 (PMID: 30190553) was used. It is noted
that thc phage display tiles referred to herein also consist of scgments from the AAV orthologucs. The
phage display can comprise sequences that differ from the naturally occurring ones, such as single residue
or multiple residues substitutions/insertions/deletions. This library has the additional advantage of probing

antibody binding to sequence variants.
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Design, Production and Characterization of the phage library

[0070]  The phage library contained the protein sequences from the most common AAV serotypes
(AAV1- AAV13, AAV DJ), together with the most common orthologues of Cas9, Cas12 and Cas13. Each
protein was computationally divided into 49-amino acid peptide tiles with a 24-amino acid overlapping
window. The amino acid sequences of these tiles were then reverse translated with an E. coli codon
optimized algorithm called “pepsin™ into DNA sequences. This library was provided as a Twist library,
with the addition of universal forward, reverse primers, and with EcoR1 and Hindlll digestion sites inserted
to the fragments. The oligo pool was amplified with Q5 Polymerase. The library was then digested with
EcoRI and Hindlll for 1 hour at 37 °C and ligated into pre-digested T7Scleet 10-3b Vector Arms (EMD;
16 hours at 16 °C), before being packaged into phages with T7Select® Packaging Extract (EMD). The
phage library titre was determined by the plaque assay and the library was further amplified using BLT5403
E. coli cultures. The library was then amplified and concentrated by precipitation with 20% PEG8000 and
2M NaCl, before being resuspended in storage buffer (20 mM Tris-HCI, pH 7.5, 100 mM NaCl, 6 mM
MgCl).

[0071]  The library was tested with five (5) different, individual patient sera and a commercially
available pooled serum sample that had been collected from 526 patients between the ages of 18 to 65.
[0072]  For each sample subjected to the PhTP-seq assay, 10! pfu of phage library was mixed with sera
containing 2 ug of IgG (quantified by ELISA). The samples were incubated for 18 hours at 4°C. As a
positive control, 2 ng of commercially available SpCas9 polyclonal antibodies was used. Two technical
replicates were performed for each sample. Next, 20ul of protein A and 20ul of protein G Dynabeads were
added to each tube and incubated for another 4 hours at 4°C. Beads were washed twice with 170 ul of IP
buffer (S0 mM Tris-HCL, pH 7.5, 150 mM NaCl, 0.1% NP-40). After removing the wash solution, the beads
were directly used for polymerase chain reaction (PCR). For lllumina library preparation, phage DNA was
PCR-amplified with Q5 High-Fidelity DNA polymerase (New England Biolabs) in two rounds to produce
Illumina librarics containing adaptor scquecnces and barcodes for multiplexing. The first round of
polymerase chain reactions (PCRs) was performed using immunoprecipitated beads as template and with
the primers amplifying the tiles.

[0073]  In the sccond polymerasc chain rcaction (PCR), 2 uL of first reaction was uscd as template, and
unique dual-indexed primers (NEBNext® Multiplex Oligos for Illumina) were used for barcoding. The
PCR reactions were purified using SPRI Beads. The quality of the DNA fragments was confirmed on
Bioanalyzer and the library was quantified by Qubit. The samples were then pooled in equimolar quantities
and submitted for sequencing on a HiSeq with paired-end reads. To determine the significance of enriched
peptides from noise that may be introduced by non-specific binding, the sample sets were fit to the Gamma
Poisson  model in the phip-stat Python package provided by the Laserson Lab
(https://github.com/lascrsonlab/phip-stat). In brict, after scquencing, the reads were mapped to the original
library using Bowtie2. SAM tools were used to count the number of reads for each peptide in the input and

for each sample. The gamma Poisson model was fitted to the distribution of the output samples. This mode
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was used to generate (-logio) P values for the probability of enrichment of each peptide. For each run, data
from mock-IP controls (no antibody) were included with the patient sample data to better account for the
abundance and non-specific binding associated with each peptide in the phage library.

[0074]  In addition, the generalisable method to mask the other identified epitopes consists of (1)
identifying the epitopes via phage display, (2) optionally selecting the strongest / most immune dominant
epitopes for masking (as performed in the example described herein), (3) modifying the amino acid
sequences of selected epitopes to eliminate the antibody-recognised sequences, (4) validating immune
evasion and retention of transduction function.

AAV capsids engineered for immune evasion by epitope-masking

[0075] Based on the epitope-mapping, residues 168 to 217 of the AAV VP1 capsid protein were
selected for epitope-masking. These residues had not been previously described to influence the biological
properties of AAV vector, nor had these residues been previously known as an antibody epitope of any
AAV serotypes. Multiple, evolved AAV variants were generated using alanine screening mutagenesis
(Table 1) using the pRep2-AAVCapDI as a template. The PCR product was then treated with Dpnl and T4
polynucleotide kinasc at 37 °C for 1 hour before being ligated using T4 DNA ligase and incubated overnight
at 16°C. Ligated product was then transformed into chemically competent 5-alpha E. coli. The generated
plasmid was Sanger sequenced for sequence verification and the correct clone was amplified and purified
using plasmid plus maxi kit. Using this method, the AAV-DJ variants shown in Table 1 were generated.

[0076]  Table S: Primer sequences for AAV-D]J plasmids cloning.

Residue | Mutation | Primer name Primer sequence SEQ ID NO:
168 RtoA |168_SDM_R_A_ | GCAGCCTGCAgcaAAAAGATTGA | 912
For ATTTTGGTCAGACTG

168_SDM_R_A_ | TGGCCCGCCTTTCCGGTT (SEQ ID | 913
Rev NO: 913)

170 RtoA | 170_SDM_R_A.F | TGCAAGAAAAgcaTTGAATTTTGG | 914
or TCAGACTGGAGACGCAG
170_SDM_R_A. | GGCTGCTGGCCCGCCTTT 915
Rev

171 LtoA 171_SDM_L_A.F | AAGAAAAAGAgcaAATTTTGGTC | 916
or AGACTGGAGACGCAGACTCAGT

CCCAGACC

171_SDM_L_A. | GCAGGCTGCTGGCCCGCC 917
Rev

172 NtoA | 172_SDM_N_A. | AAAAAGATTGgcaTTTGGTCAGA | 918
For CTGGAGACGCAGACTCAG
172_SDM_N_A. | CTTGCAGGCTGCTGGCCC 919
Rev

173 Fto A 173_SDM_F_A_ | AAGATTGAATgcaGGTCAGACTG | 920
For GAGACG
173_SDM_F_A_ | TTTCTTGCAGGCTGCTGG 921
Rev

174 GtoA | 174_SDM_G_A_ | ATTGAATTTTgcaCAGACTGGAGA | 922
for CG
174_SDM_G_A_ | CTTTTTCTTGCAGGCTGC 923
Rev
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Residue | Mutation | Primer name Primer sequence SEQ ID NO:

175 Qto A 175_SDM_Q_A. | GAATTTTGGTgcaACTGGAGACGC | 924
For AGAC
175_SDM_Q_A. | AATCTTTTTCTTGCAGGC 925
Rev

176 Tto A 176_SDM_T_A_ | TTTTGGTCAGgcaGGAGACGCAG 926
For
176_SDM_T_A_ | TTCAATCTTTTTCTTGCAGGC 927
Rev

177 Gto A 177_SDM_G_A_ | TGGTCAGACTgcaGACGCAGACT | 928
For
177_SDM_G_A_ | AAATTCAATCTTTTTCTTGCAGG | 929
Rev CTG

178 Dto A 178_SDM_D_A. | TCAGACTGGAgcaGCAGACTCAG | 930
For
178_SDM_D_A. | CCAAAATTCAATCTTITTITCTTG 931
Rev

179 AtoR 179_SDM_A_R_ | GACTGGAGACcggGACTCAGTCC | 932
For
179_SDM_A_R_ | TGACCAAAATTCAATCTTTITTIC 933
Rev

180 Dto A 180_SDM_D_A_ | TGGAGACGCAgcaTCAGTCCCAG | 934
For
180_SDM_D_A_ | GTCTGACCAAAATTCAATCTTTT | 935
Rev TC

181 Sto A 181_SDM_S_A_ | AGACGCAGACgcaGTCCCAGACC | 936
For
181_SDM_S_A_ | CCAGTCTGACCAAAATTCAATCT | 937
Rev TTTTCTTG

182 Vit A 182_SDM_V_A. | CGCAGACTCAgcaCCAGACCCTC 938
For
182 SDM_V_A. | TCTCCAGTCTGACCAAAATTC 939
Rev

183 Pto A 183_SDM_P_A_ | AGACTCAGTCgcaGACCCTCAAC 940
For
183_ SDM P _A | GCGTCTCCAGTCTGACCA 941
Rev

184 Dto A 184_SDM_D_A_ | CTCAGTCCCAgcaCCTCAACCAAT | 942
For C
184 SDM_D_A_ | TCTGCGTCTCCAGTCTGA 943
Rev

185 Pto A 185_SDM_P_A_ | AGTCCCAGACgcaCAACCAATCG | 944
For
185_SDM_P_A_ | GAGTCTGCGTCTCCAGTC 945
Rev

186 Qto A 186_SDM_Q_A_ | CCCAGACCCTgcaCCAATCGGAG | 946
for
86_SDM_Q A R | ACTGAGTCTGCGTCTCCA 947
ev

187 Pto A 187_SDM_P_A_ | AGACCCTCAAgcaATCGGAGAAC | 948
For
187_SDM_P_A_ | GGGACTGAGTCTGCGTCT 949
Rev
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Residue | Mutation | Primer name Primer sequence SEQ ID NO:

188 ITto A 188_SDM_I_A_F | CCCTCAACCAgcaGGAGAACCTC | 950
or CCG
188_SDM_I_A_R | TCTGGGACTGAGTCTGCG 951
ev

189 Gto A 189_SDM_G_A_ | TCAACCAATCgcaGAACCTCCCG 952
For
189_SDM_G_A_ | GGGTCTGGGACTGAGTCT 953
Rev

190 Eto A 190_SDM_E_A_ | ACCAATCGGAgcaCCTCCCGCAG | 954
For
190_SDM_E_A_ | TGAGGGTCTGGGACTGAGTC 955
Rev

191 Pto A 191_SDM_P_A_ | AATCGGAGAAgcaCCCGCAGCCC | 956
For
191_SDM_P_A_ | GGTTGAGGGTCTGGGACTG 957
Rev

192 Pto A 192_SDM_P_A_ | CGGAGAACCTgcaGCAGCCCCCT | 958
For
192_SDM_P_A_ | ATTGGTTGAGGGTCTGGGACTG 959
Rev

193 AtoR 193_SDM_A_R_ | AGAACCTCCCcggGCCCCCTCAG | 960
For
193_SDM_A_R_ | CCGATTGGTTGAGGGTCT 961
Rev

194 AtoR 194 SDM_A_R_ | ACCTCCCGCAcggCCCTCAGGTG 962
For
194_SDM_A_R_ | TCTCCGATTGGTTGAGGG 963
Rev

195 Pto A 195_SDM_P_A_ | TCCCGCAGCCgcaTCAGGTGTGG 964
For
195 SDM_P_A_ | GGTTCTCCGATTGGTTGAGGGTC | 965
Rev

196 Sto A 196_SDM_S_A_ | CGCAGCCCCCgcaGGTGTGGGAT | 966
For
196_SDM_S A | GGAGGTTCTCCGATTGGTTGAGG | 967
Rev GTC

197 Gto A 197_SDM_G_A_ | AGCCCCCTCAgcaGTGGGATCTC 968
For
197_SDM_G_A_ | GCGGGAGGTTCTCCGATT 969
Rev

198 Vito A 198_SDM_V_A_ | CCCCTCAGGTgcaGGATCTCITAC | 970
For AATGGC
198_SDM_V_A_ | GCTGCGGGAGGTTCTCCG 971
Rev

199 Gto A 199_SDM_G_A_ | CTCAGGTGTGgecaTCTCTTACAAT | 972
For GGCTG
199 SDM_G_A_ | GGGGCTGCGGGAGGTTCT 973
Rev

200 Sto A 200_SDM_S_A_ | AGGTGTGGGAgcaCTTACAATGG | 974
For CTGCAGG
200_SDM_S A | GAGGGGGCTGCGGGAGGT 975
Rev
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201 LtoA 201_SDM_L_A_ | TGTGGGATCTgcaACAATGGCTGC | 976
For AGGCGG
201_SDM_L_A_ | CCTGAGGGGGCTGCGGGA 977
Rev

202 Tto A 202_SDM_T_A_ | GGGATCTCTTgcaATGGCTGCAGG | 978
For
202_SDM_T_A_ | ACACCTGAGGGGGCTGCG 979
Rev

203 Mto A | 203_SDM_M_A_ | ATCTCTTACAgcaGCTGCAGGCGG | 980
For TGGCG
203_SDM_M_A_ | CCCACACCTGAGGGGGCT 981
Rev

204 AtoR |204_SDM_A R_ | TCTTACAATGeggGCAGGCGGTG | 982
For GC
204_SDM_A_R_ | GATCCCACACCTGAGGGG 983
Rev

205 AtoR 205_SDM_A_R_ | TACAATGGCTeggGGCGGTGGCG | 984
For
205_SDM_A_R_ | AGAGATCCCACACCTGAG 985
Rev

206 GtoA | 206_SDM_G_A_ | AATGGCTGCAgcaGGTGGCGCAC | 986
For
206_SDM_G_A_ | GTAAGAGATCCCACACCTG 987
Rev

207 GtoA | 207_SDM_G_A_ | GGCTGCAGGCgcaGGCGCACCAA | 988
For
207_SDM_G_A_ | ATTGTAAGAGATCCCACACCTGA | 989
Rev GG

208 GtoA | 208_SDM_G_A_ | TGCAGGCGGTgecaGCACCAATGG | 990
For
208_SDM_G_A_ | GCCATTGTAAGAGATCCCAC 991
Rev

209 AtoR 209_SDM_A_R_ | AGGCGGTGGCcggCCAATGGCAG | 992
For
209 SDM_A R_ | GCAGCCATTGTAAGAGATC 993
Rev

210 Pto A 210_SDM_P_A_ | CGGTGGCGCAgcaATGGCAGACA | 994
For
210 SDM_P_A_ | CCTGCAGCCATTGTAAGAGATCC | 995
Rev CAC

211 MtoA |211_SDM_M_A_ | TGGCGCACCAgcaGCAGACAATA | 996
For ACGAG
211_SDM_M_A_ | CCGCCTGCAGCCATTGTA 997
Rev

212 AtoR 212_SDM_A_R_ | CGCACCAATGcggGACAATAACG | 998
For AGGGCGC
212 SDM_A R_ | CCACCGCCTGCAGCCATT 999
Rev

213 DtoA |213_SDM_D_A_ | ACCAATGGCAgcaAATAACGAGG | 1000
For GCGCCGACG
213_SDM_D_A_ | GCGCCACCGCCTGCAGCC 1001
Rev
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214 NtoA |214_ SDM_N_A_ | AATGGCAGACgcaAACGAGGGCG | 1002
For CCGACGG
214_SDM_N_A_ | GGTGCGCCACCGCCTGCA 1003
Rev

215 NtoA | 215_SDM_N_A_ | GGCAGACAATgecaGAGGGCGCCG | 1004
For ACGG
215_SDM_N_A_ | ATTGGTGCGCCACCGCCT 1005
Rev

216 EtoA |216_SDM_E_A_ | AGACAATAACgcaGGCGCCGACG | 1006
For GAGTG
216_SDM_E_A_ | GCCATTGGTGCGCCACCG 1007
Rev

217 GtoA |217_SDM_G_A_ | CAATAACGAGgcaGCCGACGGAG | 1008
For TGGG
217_SDM_G_A_ | TCTGCCATTGGTGCGCCA 1009
Rev

[0077]  The AAV-DJ and the different variants were produced containing a self-complementary GFP
genome driven by a ubiquitous Casi promoter. The genome titre of AAV-DI variants and the wild-type
(WT) AAV-DJ vectors were cvaluated using quantitative PCR (qPCR).

AAV vector production

[0078]  AAV vectors were produced by triple transfection of HEK293T cells and purified via an
iodixanol gradient. Cells were transfected with 20 pg of a helper plasmid, 10 pg of an ITR cargo plasmid,
and 10 pg of rep-cap plasmid. 24 hours later, the medium was changed to a fresh culture medium containing
2% foetal bovine serum (FBS). Three days after transfection, cells were collected and resuspended in lysis
buffer (Tris HC1 pH 7.5, 2 mM MgCl:, 150 mM NaCl) and lysed in three freeze/thaw cycles. The
supernatant was collected and treated with 50 U/ml of benzonase and 1 U/ml of RNase cocktail for 30
minutes at 37 °C to remove unpackaged nucleic acids. After incubation, the lysatc was loaded on top of a
discontinuous density gradient (15%, 25%. 40%, and 60%) and ultracentrifuged at 54,000 rpm, at 18 °C,
for 1.5 hours, on a Typc 70 Ti rotor. The 40% fraction was cxtracted and dialyzed with 1xPBS (pH 7.2)
with 0.001% pluronic acid, using Amicon ultra-15 (100 kDa MWCO). The vectors were titrated against an
AAV2 RSM vector by quantitative PCR using primers and probe binding within the AAV2 ITR.

In vitro neutralisation assay

[0079] HEK293 expressing adenoviral E4 protein in a doxycycline-inducible manner were seeded in
96-well plate at a density of 2x10? cells/well in 100 pL. DMEM containing 10% FBS. The next day, the
vectors prepared at a multiplicity of infection (MOI) of 20 000 and were pre-mixed with a serial dilution of
human serum and incubated for 1 hour at 37°C. As a positive control, the vector was diluted with DMEM.
10 pL of the mixturc was added to the wells and incubated for 48 hours at 37 °C. The total GFP protcin
was quantified using a GFP quantification kit (Biovision) on a multi-well plate reader (Tecan). The

neutralising titre was determined as the highest sample dilution at which at least 50% inhibition occurred.
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SEQUENCE LISTING
[0080]  The following sequences are disclosed in the present application.
SEQ ID NO: | Name Sequence
1 AAV-DJRI68A | ATGGCTGCCGATGGTTATCTTCCAGATTGGCTCGAGGACACT

CTCTCTGAAGGAATAAGACAGTGGTGGAAGCTCAAACCTGG
CCCACCACCACCAAAGCCCGCAGAGCGGCATAAGGACGAC
AGcaGGGGTCTTGTGCTTCCTGGGTACAAGTACCTCGGACCC
TTCAACGGACTCGACAAGGGAGAGCCGGTCAACGAGGCAG
ACGCCGCGGCCCTCGAGCACGACAAAGCCTACGACCGGCAG
CTCGACAGCGGAGACAACCCGTACCTCAAGTACAACCACGC
CGACGCCGAGTTCCAGGAGCGGCTCAAAGAAGATACGTCTT
TTGGGGGCAACCTCGGGCGAGCAGTCTTCCAGGCCAAAAAG
AGGCTTCTTGAACCTCTTGGTCTGGTTGAGGAAGCGGCTAA
GACGGCTCCTGGAAAGAAGAGGCCTGTAGAGCACTCTCCTG
TGGAGCCAGACTCCTCCTCGGGAACCGGAAAGGCGGGCCAG
CAGCCTGCAgcaAAAAGATTGAATTTTGGTCAGACTGGAGAC
GCAGACTCAGTCCCAGACCCTCAACCAATCGGAGAACCLCCC
GCAGCCCCCTCAGGTGTGGGATCTICTITACAATGGCTGCAGG
CGGTGGCGCACCAATGGCAGACAATAACGAGGGCGCCGAC
GGAGTGGGTAATTCCTCGGGAAATTGGCATTGCGATTCCAC
ATGGATGGGCGACAGAGTCATCACCACCAGCACCCGAACCT
GGGCCCTGCCCACCTACAACAACCACCTCTACAAGCAAATC
TCCAACAGCACATCTGGAGGATCTTCAAATGACAACGCCTA
CTTCGGCTACAGCACCCCCTGGGGGTATTTTGACTTTAACAG
ATTCCACTGCCACTTTTCACCACGTGACTGGCAGCGACTCAT
CAACAACAACTGGGGATTCCGGCCCAAGAGACTCAGCTTCA
AGCTCTTCAACATCCAGGTCAAGGAGGTCACGCAGAATGAA
GGCACCAAGACCATCGCCAATAACCTCACCAGCACCATCCA
GGTGTTTACGGACTCGGAGTACCAGCTGCCGTACGTTCTCGG
CTCTGCCCACCAGGGCTGCCTGCCTCCGTTCCCGGCGGACGT
GTTCATGATTCCCCAGTACGGCTACCTAACACTCAACAACG
GTAGTCAGGCCGTGGGACGCTCCTCCTTCTACTGCCTGGAAT
ACTTTCCTTCGCAGATGCTGAGAACCGGCAACAACTTCCAGT
TTACTTACACCTTCGAGGACGTGCCTTTCCACAGCAGCTACG
CCCACAGCCAGAGCTTGGACCGGCTGATGAATCCTCTGATT
GACCAGTACCTGTACTACTTGTCTCGGACTCAAACAACAGG
AGGCACGACAAATACGCAGACTCTGGGCTTCAGCCAAGGTG
GGCCTAATACAATGGCCAATCAGGCAAAGAACTGGCTGCCA
GGACCCTGTTACCGCCAGCAGCGAGTATCAAAGACATCTGC
GGATAACAACAACAGTGAATACTCGTGGACTGGAGCTACCA
AGTACCACCTCAATGGCAGAGACTCTCTGGTGAATCCGGGC
CCGGCCATGGCAAGCCACAAGGACGATGAAGAAAAGTTTTT
TCCTCAGAGCGGGGTTCTCATCTTTGGGAAGCAAGGCTCAG
AGAAAACAAATGTGGACATTGAAAAGGTCATGATTACAGAC
GAAGAGGAAATCAGGACAACCAATCCCGTGGCTACGGAGC
AGTATGCGTTCTGTATCTACCAACCTCCAGAGAGGCAACAGA
CAAGCAGCTACCGCAGATGTCAACACACAAgGCGTTCTTCC
AGGCATGGTCTGGCAGGACAGAGATGTGTACCTTCAGGGGC
CCATCTGGGCAAAGATTCCACACACGGACGGACATTITCAC
CCCTCTCCCCTCATGGGTGGATTCGGACTTAAACACCCTCCG
CCTCAGATCCTGATCAAGAACACGCCTGTACCTGCGGATCCT
CCGACCACCTTCAACCAGTCAAAGCTGAACTCTTTCATCACC
CAGTATTCTACTGGCCAAGTCAGCGTGGAGATCGAGTGGGA
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SEQ ID NO:

Name

Sequence

GCTGCAGAAGGAAAACAGCAAGCGCTGGAACCCCGAGATC
CAGTACACCTCCAACTACTACAAATCTACAAGTGTGGACTTT
GCTGTTAATACAGAAGGCGTGTACTCTGAACCCCGCCCCATT
GGCACCCGTTACCTCACCCGTAATCTGTAA

AAV-DJ
T176A:

ATGGCTGCCGATGGTTATCITCCAGATTGGCTCGAGGACACT
CTCTCTGAAGGAATAAGACAGTGGTGGAAGCTCAAACCTGG
CCCACCACCACCAAAGCCCGCAGAGCGGCATAAGGACGAC
AGcaGGGGTCTTGTGCTTCCTGGGTACAAGTACCTCGGACCC
TTCAACGGACTCGACAAGGGAGAGCCGGTCAACGAGGCAG
ACGCCGCGGCCCTCGAGCACGACAAAGCCTACGACCGGCAG
CTCGACAGCGGAGACAACCCGTACCTCAAGTACAACCACGC
CGACGCCGAGTTCCAGGAGCGGCTCAAAGAAGATACGTCTT
TTGGGGGCAACCTCGGGCGAGCAGTCTTCCAGGCCAAAAAG
AGGCTTCTTGAACCTCTTGGTCTGGTTGAGGAAGCGGCTAA
GACGGCTCCTGGAAAGAAGAGGCCTGTAGAGCACTCTCCTG
TGGAGCCAGACTCCTCCTCGGGAACCGGAAAGGCGGGCCAG
CAGCCTGCAAGAAAAAGATTGAATTTTGGTCAGgeaGGAGAC
GCAGACTCAGTCCCAGACCCTCAACCAATCGGAGAACCICCC
GCAGCCCCCTCAGGTGTGGGATCTCTTACAATGGCTGCAGG
CGGTGGCGCACCAATGGCAGACAATAACGAGGGCGCCGAC
GGAGTGGGTAATTCCTCGGGAAATTGGCATTGCGATTCCAC
ATGGATGGGCGACAGAGTCATCACCACCAGCACCCGAACCT
GGGCCCTGCCCACCTACAACAACCACCTCTACAAGCAAATC
TCCAACAGCACATCTGGAGGATCTTCAAATGACAACGCCTA
CTTCGGCTACAGCACCCCCTGGGGGTATTTTGACTTTAACAG
ATTCCACTGCCACTTTTCACCACGTGACTGGCAGCGACTCAT
CAACAACAACTGGGGATTCCGGCCCAAGAGACTCAGCTTCA
AGCTCTTCAACATCCAGGTCAAGGAGGTCACGCAGAATGAA
GGCACCAAGACCATCGCCAATAACCTCACCAGCACCATCCA
GGTGTTTACGGACTCGGAGTACCAGCTGCCGTACGTTCTCGG
CTCTGCCCACCAGGGCTGCCTGCCTCCGTTCCCGGCGGACGT
GTTCATGATTCCCCAGTACGGCTACCTAACACTCAACAACG
GTAGTCAGGCCGTGGGACGCTCCTCCTTCTACTGCCTGGAAT
ACTTTCCTTCGCAGATGCTGAGAACCGGCAACAACTTCCAGT
TTACTTACACCTTCGAGGACGTGCCTTTCCACAGCAGCTACG
CCCACAGCCAGAGCTTGGACCGGCTGATGAATCCTCTGATT
GACCAGTACCTGTACTACTTGTCTCGGACTCAAACAACAGG
AGGCACGACAAATACGCAGACTCTGGGCTTCAGCCAAGGTG
GGCCTAATACAATGGCCAATCAGGCAAAGAACTGGCTGCCA
GGACCCTGTTACCGCCAGCAGCGAGTATCAAAGACATCTGC
GGATAACAACAACAGTGAATACTCGTGGACTGGAGCTACCA
AGTACCACCTCAATGGCAGAGACTCTCTGGTGAATCCGGGC
CCGGCCATGGCAAGCCACAAGGACGATGAAGAAAAGTTTIT
TCCTCAGAGCGGGGTTCTCATCTTTGGGAAGCAAGGCTCAG
AGAAAACAAATGTGGACATTGAAAAGGTCATGATTACAGAC
GAAGAGGAAATCAGGACAACCAATCCCGTGGCTACGGAGC
AGTATGGTTCTGTATCTACCAACCTCCAGAGAGGCAACAGA
CAAGCAGCTACCGCAGATGTCAACACACAAgGCGTTCITCC
AGGCATGGTCTGGCAGGACAGAGATGTGTACCTTCAGGGGC
CCATCTGGGCAAAGATTCCACACACGGACGGACATTTTCAC
CCCTCTCCCCTCATGGGTGGATTCGGACTTAAACACCCTCCG
CCTCAGATCCTGATCAAGAACACGCCTGTACCTGCGGATCCT
CCGACCACCTTCAACCAGTCAAAGCTGAACTCTTTCATCACC
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CAGTATTCTACTGGCCAAGTCAGCGTGGAGATCGAGTGGGA
GCTGCAGAAGGAAAACAGCAAGCGCTGGAACCCCGAGATC
CAGTACACCTCCAACTACTACAAATCTACAAGTGTGGACTTT
GCTGTTAATACAGAAGGCGTGTACTCTGAACCCCGCCCCATT
GGCACCCGTTACCTCACCCGTAATCTGTAA

AAV-
DJ_SI81A

ATGGCTGCCGATGGTTATCTTCCAGATTGGCTCGAGGACACT
CTCTCTGAAGGAATAAGACAGTGGTGGAAGCTCAAACCTGG
CCCACCACCACCAAAGCCCGCAGAGCGGCATAAGGACGAC
AGcaGGGGTCTTGTGCTTCCTGGGTACAAGTACCTCGGACCC
TTCAACGGACTCGACAAGGGAGAGCCGGTCAACGAGGCAG
ACGCCGCGGCCCTCGAGCACGACAAAGCCTACGACCGGCAG
CTCGACAGCGGAGACAACCCGTACCTCAAGTACAACCACGC
CGACGCCGAGTTCCAGGAGCGGCTCAAAGAAGATACGTCIT
TTGGGGGCAACCTCGGGCGAGCAGTCTTCCAGGCCAAAAAG
AGGCTTCTTGAACCTCTTGGTCTGGTTGAGGAAGCGGCTAA
GACGGCTCCTGGAAAGAAGAGGCCTGTAGAGCACTCTCCTG
TGGAGCCAGACTCCTCCTCGGGAACCGGAAAGGCGGGCCAG
CAGCCTGCAAGAAAAAGATTGAATTTTGGTCAGACTGGAGA
CGCAGACgeaGTCCCAGACCCTCAACCAATCGGAGAACCHCC
CGCAGCCCCCTCAGGTGTGGGATCTCTTACAATGGCTGCAG
GCGGTGGCGCACCAATGGCAGACAATAACGAGGGCGCCGA
CGGAGTGGGTAATTCCTCGGGAAATTGGCATTGCGATTCCA
CATGGATGGGCGACAGAGTCATCACCACCAGCACCCGAACC
TGGGCCCTGCCCACCTACAACAACCACCTCTACAAGCAAAT
CTCCAACAGCACATCTGGAGGATCTTCAAATGACAACGCCT
ACTTCGGCTACAGCACCCCCTGGGGGTATTTTGACTTTAACA
GATTCCACTGCCACTTTTCACCACGTGACTGGCAGCGACTCA
TCAACAACAACTGGGGATTCCGGCCCAAGAGACTCAGCTTC
AAGCTCTTCAACATCCAGGTCAAGGAGGTCACGCAGAATGA
AGGCACCAAGACCATCGCCAATAACCTCACCAGCACCATCC
AGGTGTTTACGGACTCGGAGTACCAGCTGCCGTACGTTCTCG
GCTCTGCCCACCAGGGCTGCCTGCCTCCGTTCCCGGCGGACG
TGTTCATGATTCCCCAGTACGGCTACCTAACACTCAACAACG
GTAGTCAGGCCGTGGGACGCTCCTCCTTCTACTGCCTGGAAT
ACTTTCCTTCGCAGATGCTGAGAACCGGCAACAACTTCCAGT
TTACTTACACCTTCGAGGACGTGCCTTTCCACAGCAGCTACG
CCCACAGCCAGAGCTTGGACCGGCTGATGAATCCTCTGATT
GACCAGTACCTGTACTACTTGTCTCGGACTCAAACAACAGG
AGGCACGACAAATACGCAGACTCTGGGCTTCAGCCAAGGTG
GGCCTAATACAATGGCCAATCAGGCAAAGAACTGGCTGCCA
GGACCCTGTTACCGCCAGCAGCGAGTATCAAAGACATCTGC
GGATAACAACAACAGTGAATACTCGTGGACTGGAGCTACCA
AGTACCACCTCAATGGCAGAGACTCTCTGGTGAATCCGGGC
CCGGCCATGGCAAGCCACAAGGACGATGAAGAAAAGTTTTT
TCCTCAGAGCGGGGTTCTCATCTTTGGGAAGCAAGGCTCAG
AGAAAACAAATGTGGACATTGAAAAGGTCATGATTACAGAC
GAAGAGGAAATCAGGACAACCAATCCCGTGGCTACGGAGC
AGTATGGTTCTGTATCTACCAACCTCCAGAGAGGCAACAGA
CAAGCAGCTACCGCAGATGTCAACACACAAgGCGTTCTTCC
AGGCATGGTCTGGCAGGACAGAGATGTGTACCTTCAGGGGC
CCATCTGGGCAAAGATTCCACACACGGACGGACATTTTCAC
CCCTCTCCCCTCATGGGTGGATTCGGACTTAAACACCCTCCG
CCTCAGATCCTGATCAAGAACACGCCTGTACCTGCGGATCCT
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CCGACCACCTTCAACCAGTCAAAGCTGAACTCTTTCATCACC
CAGTATTCTACTGGCCAAGTCAGCGTGGAGATCGAGTGGGA
GCTGCAGAAGGAAAACAGCAAGCGCTGGAACCCCGAGATC
CAGTACACCTCCAACTACTACAAATCTACAAGTGTGGACTTT
GCTGTTAATACAGAAGGCGTGTACTCTGAACCCCGCCCCATT
GGCACCCGTTACCTCACCCGTAATCTGTAA

AAV-
DJ_V182A

ATGGCTGCCGATGGTTATCTTCCAGATTGGCTCGAGGACACT
CTCTCTGAAGGAATAAGACAGTGGTGGAAGCTCAAACCTGG
CCCACCACCACCAAAGCCCGCAGAGCGGCATAAGGACGAC
AGcaGGGGTCTTGTGCTTCCTGGGTACAAGTACCTCGGACCC
TTCAACGGACTCGACAAGGGAGAGCCGGTCAACGAGGCAG
ACGCCGCGGCCCTCGAGCACGACAAAGCCTACGACCGGCAG
CTCGACAGCGGAGACAACCCGTACCTCAAGTACAACCACGC
CGACGCCGAGTTCCAGGAGCGGCTCAAAGAAGATACGTCTT
TTGGGGGCAACCTCGGGCGAGCAGTCTTCCAGGCCAAAAAG
AGGCTTCTTGAACCTCTTGGTCTGGTTGAGGAAGCGGCTAA
GACGGCTCCTGGAAAGAAGAGGCCTGTAGAGCACTCTCCTG
TGGAGCCAGACTCCTCCTCGGGAACCGGAAAGGCGGGCCAG
CAGCCTGCAAGAAAAAGATTGAATTTTGGTCAGACTGGAGA
CGCAGACTCAgeaCCAGACCCTCAACCAATCGGAGAACCHICC
CGCAGCCCCCTCAGGTGTGGGATCTCTTACAATGGCTGCAG
GCGGTGGCGCACCAATGGCAGACAATAACGAGGGCGCCGA
CGGAGTGGGTAATTCCTCGGGAAATTGGCATTGCGATTCCA
CATGGATGGGCGACAGAGTCATCACCACCAGCACCCGAACC
TGGGCCCTGCCCACCTACAACAACCACCTCTACAAGCAAAT
CTCCAACAGCACATCTGGAGGATCTTCAAATGACAACGCCT
ACTTCGGCTACAGCACCCCCTGGGGGTATTTTGACTTTAACA
GATTCCACTGCCACTTTTCACCACGTGACTGGCAGCGACTCA
TCAACAACAACTGGGGATTCCGGCCCAAGAGACTCAGCTTC
AAGCTCTTCAACATCCAGGTCAAGGAGGTCACGCAGAATGA
AGGCACCAAGACCATCGCCAATAACCTCACCAGCACCATCC
AGGTGTTTACGGACTCGGAGTACCAGCTGCCGTACGTTCTCG
GCTCTGCCCACCAGGGCTGCCTGCCTCCGTTCCCGGCGGACG
TGTTCATGATTCCCCAGTACGGCTACCTAACACTCAACAACG
GTAGTCAGGCCGTGGGACGCTCCTCCTTCTACTGCCTGGAAT
ACTTTCCTTCGCAGATGCTGAGAACCGGCAACAACTTCCAGT
TTACTTACACCTTCGAGGACGTGCCTTTCCACAGCAGCTACG
CCCACAGCCAGAGCTTGGACCGGCTGATGAATCCTCTGATT
GACCAGTACCTGTACTACTTGTCTCGGACTCAAACAACAGG
AGGCACGACAAATACGCAGACTCTGGGCTTCAGCCAAGGTG
GGCCTAATACAATGGCCAATCAGGCAAAGAACTGGCTGCCA
GGACCCTGTTACCGCCAGCAGCGAGTATCAAAGACATCTGC
GGATAACAACAACAGTGAATACTCGTGGACTGGAGCTACCA
AGTACCACCTCAATGGCAGAGACTCTCTGGTGAATCCGGGC
CCGGCCATGGCAAGCCACAAGGACGATGAAGAAAAGTTTIT
TCCTCAGAGCGGGGTTCTCATCTTTGGGAAGCAAGGCTCAG
AGAAAACAAATGTGGACATTGAAAAGGTCATGATTACAGAC
GAAGAGGAAATCAGGACAACCAATCCCGTGGCTACGGAGC
AGTATGGTTCTGTATCTACCAACCTCCAGAGAGGCAACAGA
CAAGCAGCTACCGCAGATGTCAACACACAAgGCGTTCTTCC
AGGCATGGTCTGGCAGGACAGAGATGTGTACCTTCAGGGGC
CCATCTGGGCAAAGATTCCACACACGGACGGACATTTTCAC
CCCTCTCCCCTCATGGGTGGATTCGGACTTAAACACCCTCCG
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CCTCAGATCCTGATCAAGAACACGCCTGTACCTGCGGATCCT
CCGACCACCTTCAACCAGTCAAAGCTGAACTCTTTCATCACC
CAGTATTCTACTGGCCAAGTCAGCGTGGAGATCGAGTGGGA
GCTGCAGAAGGAAAACAGCAAGCGCTGGAACCCCGAGATC
CAGTACACCTCCAACTACTACAAATCTACAAGTGTGGACTTT
GCTGTTAATACAGAAGGCGTGTACTCTGAACCCCGCCCCATT
GGCACCCGTTACCTCACCCGTAATCTGTAA

AAV-
DI_P183A

ATGGCTGCCGATGGTTATCITCCAGATTGGCTCGAGGACACT
CTCTCTGAAGGAATAAGACAGTGGTGGAAGCTCAAACCTGG
CCCACCACCACCAAAGCCCGCAGAGCGGCATAAGGACGAC
AGcaGGGGTCTTGTGCTTCCTGGGTACAAGTACCTCGGACCC
TTCAACGGACTCGACAAGGGAGAGCCGGTCAACGAGGCAG
ACGCCGCGGCCCTCGAGCACGACAAAGCCTACGACCGGCAG
CTCGACAGCGGAGACAACCCGTACCTCAAGTACAACCACGC
CGACGCCGAGTTCCAGGAGCGGCTCAAAGAAGATACGTCTT
TTGGGGGCAACCTCGGGCGAGCAGTCTTCCAGGCCAAAAAG
AGGCTTCTTGAACCTCTTGGTCTGGTTGAGGAAGCGGCTAA
GACGGCTCCTGGAAAGAAGAGGCCTGTAGAGCACTCTCCTG
TGGAGCCAGACTCCTCCTCGGGAACCGGAAAGGCGGGCCAG
CAGCCTGCAAGAAAAAGATTGAATTTTGGTCAGACTGGAGA
CGCAGACTCAGTCgeaGACCCTCAACCAATCGGAGAACCICCC
GCAGCCCCCTCAGGTGTGGGATCTCTTACAATGGCTGCAGG
CGGTGGCGCACCAATGGCAGACAATAACGAGGGCGCCGAC
GGAGTGGGTAATTCCTCGGGAAATTGGCATTGCGATTCCAC
ATGGATGGGCGACAGAGTCATCACCACCAGCACCCGAACCT
GGGCCCTGCCCACCTACAACAACCACCTCTACAAGCAAATC
TCCAACAGCACATCTGGAGGATCTTCAAATGACAACGCCTA
CTTCGGCTACAGCACCCCCTGGGGGTATTTTGACTTTAACAG
ATTCCACTGCCACTTTTCACCACGTGACTGGCAGCGACTCAT
CAACAACAACTGGGGATTCCGGCCCAAGAGACTCAGCTTCA
AGCTCTTCAACATCCAGGTCAAGGAGGTCACGCAGAATGAA
GGCACCAAGACCATCGCCAATAACCTCACCAGCACCATCCA
GGTGTTTACGGACTCGGAGTACCAGCTGCCGTACGTTCTCGG
CTCTGCCCACCAGGGCTGCCTGCCTCCGTTCCCGGCGGACGT
GTTCATGATTCCCCAGTACGGCTACCTAACACTCAACAACG
GTAGTCAGGCCGTGGGACGCTCCTCCTTCTACTGCCTGGAAT
ACTTTCCTTCGCAGATGCTGAGAACCGGCAACAACTTCCAGT
TTACTTACACCTTCGAGGACGTGCCTTTCCACAGCAGCTACG
CCCACAGCCAGAGCTTGGACCGGCTGATGAATCCTCTGATT
GACCAGTACCTGTACTACTTGTCTCGGACTCAAACAACAGG
AGGCACGACAAATACGCAGACTCTGGGCTTCAGCCAAGGTG
GGCCTAATACAATGGCCAATCAGGCAAAGAACTGGCTGCCA
GGACCCTGTTACCGCCAGCAGCGAGTATCAAAGACATCTGC
GGATAACAACAACAGTGAATACTCGTGGACTGGAGCTACCA
AGTACCACCTCAATGGCAGAGACTCTCTGGTGAATCCGGGC
CCGGCCATGGCAAGCCACAAGGACGATGAAGAAAAGTTTTIT
TCCTCAGAGCGGGGTTCTCATCTTTGGGAAGCAAGGCTCAG
AGAAAACAAATGTGGACATTGAAAAGGTCATGATTACAGAC
GAAGAGGAAATCAGGACAACCAATCCCGTGGCTACGGAGC
AGTATGGTTCTGTATCTACCAACCTCCAGAGAGGCAACAGA
CAAGCAGCTACCGCAGATGTCAACACACAAgGCGTTCTTCC
AGGCATGGTCTGGCAGGACAGAGATGTGTACCTTCAGGGGC
CCATCTGGGCAAAGATTCCACACACGGACGGACATTITCAC
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CCCTCTCCCCTCATGGGTGGATTCGGACTTAAACACCCTCCG
CCTCAGATCCTGATCAAGAACACGCCTGTACCTGCGGATCCT
CCGACCACCTTCAACCAGTCAAAGCTGAACTCTTTCATCACC
CAGTATTCTACTGGCCAAGTCAGCGTGGAGATCGAGTGGGA
GCTGCAGAAGGAAAACAGCAAGCGCTGGAACCCCGAGATC
CAGTACACCTCCAACTACTACAAATCTACAAGTGTGGACTTT
GCTGTTAATACAGAAGGCGTGTACTCTGAACCCCGCCCCATT
GGCACCCGTTACCTCACCCGTAATCTGTAA

AAV-
DJ_D184A

ATGGCTGCCGATGGTTATCTTCCAGATTGGCTCGAGGACACT
CTCTCTGAAGGAATAAGACAGTGGTGGAAGCTCAAACCTGG
CCCACCACCACCAAAGCCCGCAGAGCGGCATAAGGACGAC
AGcaGGGGTCTTGTGCTTCCTGGGTACAAGTACCTCGGACCC
TTCAACGGACTCGACAAGGGAGAGCCGGTCAACGAGGCAG
ACGCCGCGGCCCTCGAGCACGACAAAGCCTACGACCGGCAG
CTCGACAGCGGAGACAACCCGTACCTCAAGTACAACCACGC
CGACGCCGAGTTCCAGGAGCGGCTCAAAGAAGATACGTCTIT
TTGGGGGCAACCTCGGGCGAGCAGTCTTCCAGGCCAAAAAG
AGGCTTCTTGAACCTCTTGGTCTGGTTGAGGAAGCGGCTAA
GACGGCTCCTGGAAAGAAGAGGCCTGTAGAGCACTCTCCTG
TGGAGCCAGACTCCTCCTCGGGAACCGGAAAGGCGGGCCAG
CAGCCTGCAAGAAAAAGATTGAATTTTGGTCAGACTGGAGA
CGCAGACTCAGTCCCAgcaCCTCAACCAATCGGAGAACCICCC
GCAGCCCCCTCAGGTGTGGGATCTCTTACAATGGCTGCAGG
CGGTGGCGCACCAATGGCAGACAATAACGAGGGCGCCGAC
GGAGTGGGTAATTCCTCGGGAAATTGGCATTGCGATTCCAC
ATGGATGGGCGACAGAGTCATCACCACCAGCACCCGAACCT
GGGCCCTGCCCACCTACAACAACCACCTCTACAAGCAAATC
TCCAACAGCACATCTGGAGGATCTTCAAATGACAACGCCTA
CTTCGGCTACAGCACCCCCTGGGGGTATTTTGACTTTAACAG
ATTCCACTGCCACTTTTCACCACGTGACTGGCAGCGACTCAT
CAACAACAACTGGGGATTCCGGCCCAAGAGACTCAGCTTCA
AGCTCTTCAACATCCAGGTCAAGGAGGTCACGCAGAATGAA
GGCACCAAGACCATCGCCAATAACCTCACCAGCACCATCCA
GGTGTTTACGGACTCGGAGTACCAGCTGCCGTACGTTCTCGG
CTCTGCCCACCAGGGCTGCCTGCCTCCGTTCCCGGCGGACGT
GTTCATGATTCCCCAGTACGGCTACCTAACACTCAACAACG
GTAGTCAGGCCGTGGGACGCTCCTCCTTCTACTGCCTGGAAT
ACTTTCCTTCGCAGATGCTGAGAACCGGCAACAACTTCCAGT
TTACTTACACCTTCGAGGACGTGCCTTTCCACAGCAGCTACG
CCCACAGCCAGAGCTTGGACCGGCTGATGAATCCTCTGATT
GACCAGTACCTGTACTACTTGTCTCGGACTCAAACAACAGG
AGGCACGACAAATACGCAGACTCTGGGCTTCAGCCAAGGTG
GGCCTAATACAATGGCCAATCAGGCAAAGAACTGGCTGCCA
GGACCCTGTTACCGCCAGCAGCGAGTATCAAAGACATCTGC
GGATAACAACAACAGTGAATACTCGTGGACTGGAGCTACCA
AGTACCACCTCAATGGCAGAGACTCTCTGGTGAATCCGGGC
CCGGCCATGGCAAGCCACAAGGACGATGAAGAAAAGTTTTT
TCCTCAGAGCGGGGTTCTCATCTTTGGGAAGCAAGGCTCAG
AGAAAACAAATGTGGACATTGAAAAGGTCATGATTACAGAC
GAAGAGGAAATCAGGACAACCAATCCCGTGGCTACGGAGC
AGTATGGTTCTGTATCTACCAACCTCCAGAGAGGCAACAGA
CAAGCAGCTACCGCAGATGTCAACACACAAgGCGTTCTTCC
AGGCATGGTCTGGCAGGACAGAGATGTGTACCTTCAGGGGC
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CCATCTGGGCAAAGATTCCACACACGGACGGACATTTTCAC
CCCTCTCCCCTCATGGGTGGATTCGGACTTAAACACCCTCCG
CCTCAGATCCTGATCAAGAACACGCCTGTACCTGCGGATCCT
CCGACCACCTTCAACCAGTCAAAGCTGAACTCTTTCATCACC
CAGTATTCTACTGGCCAAGTCAGCGTGGAGATCGAGTGGGA
GCTGCAGAAGGAAAACAGCAAGCGCTGGAACCCCGAGATC
CAGTACACCTCCAACTACTACAAATCTACAAGTGTGGACTTT
GCTGTTAATACAGAAGGCGTGTACTCTGAACCCCGCCCCATT
GGCACCCGTTACCTCACCCGTAATCTGTAA

AAV-
DIJ_P185A

ATGGCTGCCGATGGTTATCTITCCAGATTGGCTCGAGGACACT
CTCTCTGAAGGAATAAGACAGTGGTGGAAGCTCAAACCTGG
CCCACCACCACCAAAGCCCGCAGAGCGGCATAAGGACGAC
AGcaGGGGTCTTGTGCTTCCTGGGTACAAGTACCTCGGACCC
TTCAACGGACTCGACAAGGGAGAGCCGGTCAACGAGGCAG
ACGCCGCGGCCCTCGAGCACGACAAAGCCTACGACCGGCAG
CTCGACAGCGGAGACAACCCGTACCTCAAGTACAACCACGC
CGACGCCGAGTTCCAGGAGCGGCTCAAAGAAGATACGTCTT
TTGGGGGCAACCTCGGGCGAGCAGTCTTCCAGGCCAAAAAG
AGGCTTCTTGAACCTCTTGGTCTGGTTGAGGAAGCGGCTAA
GACGGCTCCTGGAAAGAAGAGGCCTGTAGAGCACTCTCCTG
TGGAGCCAGACTCCTCCTCGGGAACCGGAAAGGCGGGCCAG
CAGCCTGCAAGAAAAAGATTGAATTTTGGTCAGACTGGAGA
CGCAGACTCAGTCCCAGACgcaCAACCAATCGGAGAACCHCC
CGCAGCCCCCTCAGGTGTGGGATCTCTTACAATGGCTGCAG
GCGGTGGCGCACCAATGGCAGACAATAACGAGGGCGCCGA
CGGAGTGGGTAATTCCTCGGGAAATTGGCATTGCGATTCCA
CATGGATGGGCGACAGAGTCATCACCACCAGCACCCGAACC
TGGGCCCTGCCCACCTACAACAACCACCTCTACAAGCAAAT
CTCCAACAGCACATCTGGAGGATCTTCAAATGACAACGCCT
ACTTCGGCTACAGCACCCCCTGGGGGTATTTTGACTTTAACA
GATTCCACTGCCACTTTTCACCACGTGACTGGCAGCGACTCA
TCAACAACAACTGGGGATTCCGGCCCAAGAGACTCAGCTTC
AAGCTCTTCAACATCCAGGTCAAGGAGGTCACGCAGAATGA
AGGCACCAAGACCATCGCCAATAACCTCACCAGCACCATCC
AGGTGTTTACGGACTCGGAGTACCAGCTGCCGTACGTTCTCG
GCTCTGCCCACCAGGGCTGCCTGCCTCCGTTCCCGGCGGACG
TGTTCATGATTCCCCAGTACGGCTACCTAACACTCAACAACG
GTAGTCAGGCCGTGGGACGCTCCTCCTTCTACTGCCTGGAAT
ACTTTCCTTCGCAGATGCTGAGAACCGGCAACAACTTCCAGT
TTACTTACACCTTCGAGGACGTGCCTTTCCACAGCAGCTACG
CCCACAGCCAGAGCTTGGACCGGCTGATGAATCCTCTGATT
GACCAGTACCTGTACTACTTGTCTCGGACTCAAACAACAGG
AGGCACGACAAATACGCAGACTCTGGGCTTCAGCCAAGGTG
GGCCTAATACAATGGCCAATCAGGCAAAGAACTGGCTGCCA
GGACCCTGTTACCGCCAGCAGCGAGTATCAAAGACATCTGC
GGATAACAACAACAGTGAATACTCGTGGACTGGAGCTACCA
AGTACCACCTCAATGGCAGAGACTCTCTGGTGAATCCGGGC
CCGGCCATGGCAAGCCACAAGGACGATGAAGAAAAGTTTTT
TCCTCAGAGCGGGGTTCTCATCTTTGGGAAGCAAGGCTCAG
AGAAAACAAATGTGGACATTGAAAAGGTCATGATTACAGAC
GAAGAGGAAATCAGGACAACCAATCCCGTGGCTACGGAGC
AGTATGGTTCTGTATCTACCAACCTCCAGAGAGGCAACAGA
CAAGCAGCTACCGCAGATGTCAACACACAAgGCGTTCITCC
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AGGCATGGTCTGGCAGGACAGAGATGTGTACCTTCAGGGGC
CCATCTGGGCAAAGATTCCACACACGGACGGACATTTTCAC
CCCTCTCCCCTCATGGGTGGATTCGGACTTAAACACCCTCCG
CCTCAGATCCTGATCAAGAACACGCCTGTACCTGCGGATCCT
CCGACCACCTTCAACCAGTCAAAGCTGAACTCTTTCATCACC
CAGTATTCTACTGGCCAAGTCAGCGTGGAGATCGAGTGGGA
GCTGCAGAAGGAAAACAGCAAGCGCTGGAACCCCGAGATC
CAGTACACCTCCAACTACTACAAATCTACAAGTGTGGACTTT
GCTGTTAATACAGAAGGCGTGTACTCTGAACCCCGCCCCATT
GGCACCCGTTACCTCACCCGTAATCTGTAA

AAV-
DJ_Q186A

ATGGCTGCCGATGGTTATCTTCCAGATTGGCTCGAGGACACT
CTCTCTGAAGGAATAAGACAGTGGTGGAAGCTCAAACCTGG
CCCACCACCACCAAAGCCCGCAGAGCGGCATAAGGACGAC
AGcaGGGGTCTTGTGCTTCCTGGGTACAAGTACCTCGGACCC
TTCAACGGACTCGACAAGGGAGAGCCGGTCAACGAGGCAG
ACGCCGCGGCCCTCGAGCACGACAAAGCCTACGACCGGCAG
CTCGACAGCGGAGACAACCCGTACCTCAAGTACAACCACGC
CGACGCCGAGTTCCAGGAGCGGCTCAAAGAAGATACGTCTIT
TTGGGGGCAACCTCGGGCGAGCAGTCTTCCAGGCCAAAAAG
AGGCTTCTTGAACCTCTTGGTCTGGTTGAGGAAGCGGCTAA
GACGGCTCCTGGAAAGAAGAGGCCTGTAGAGCACTCTCCTG
TGGAGCCAGACTCCTCCTCGGGAACCGGAAAGGCGGGCCAG
CAGCCTGCAAGAAAAAGATTGAATTTTGGTCAGACTGGAGA
CGCAGACTCAGTCCCAGACCCTgeaCCAATCGGAGAACCCCC
GCAGCCCCCTCAGGTGTGGGATCTCTTACAATGGCTGCAGG
CGGTGGCGCACCAATGGCAGACAATAACGAGGGCGCCGAC
GGAGTGGGTAATTCCTCGGGAAATTGGCATTGCGATTCCAC
ATGGATGGGCGACAGAGTCATCACCACCAGCACCCGAACCT
GGGCCCTGCCCACCTACAACAACCACCTCTACAAGCAAATC
TCCAACAGCACATCTGGAGGATCTTCAAATGACAACGCCTA
CTTCGGCTACAGCACCCCCTGGGGGTATTTTGACTTTAACAG
ATTCCACTGCCACTTTTCACCACGTGACTGGCAGCGACTCAT
CAACAACAACTGGGGATTCCGGCCCAAGAGACTCAGCTTCA
AGCTCTTCAACATCCAGGTCAAGGAGGTCACGCAGAATGAA
GGCACCAAGACCATCGCCAATAACCTCACCAGCACCATCCA
GGTGTTTACGGACTCGGAGTACCAGCTGCCGTACGTTCTCGG
CTCTGCCCACCAGGGCTGCCTGCCTCCGTTCCCGGCGGACGT
GTTCATGATTCCCCAGTACGGCTACCTAACACTCAACAACG
GTAGTCAGGCCGTGGGACGCTCCTCCTTCTACTGCCTGGAAT
ACTTTCCTTCGCAGATGCTGAGAACCGGCAACAACTTCCAGT
TTACTTACACCTTCGAGGACGTGCCTTTCCACAGCAGCTACG
CCCACAGCCAGAGCTTGGACCGGCTGATGAATCCTCTGATT
GACCAGTACCTGTACTACTTGTCTCGGACTCAAACAACAGG
AGGCACGACAAATACGCAGACTCTGGGCTTCAGCCAAGGTG
GGCCTAATACAATGGCCAATCAGGCAAAGAACTGGCTGCCA
GGACCCTGTTACCGCCAGCAGCGAGTATCAAAGACATCTGC
GGATAACAACAACAGTGAATACTCGTGGACTGGAGCTACCA
AGTACCACCTCAATGGCAGAGACTCTICTGGTGAATCCGGGC
CCGGCCATGGCAAGCCACAAGGACGATGAAGAAAAGTTTTIT
TCCTCAGAGCGGGGTTCTCATCTTTGGGAAGCAAGGCTCAG
AGAAAACAAATGTGGACATTGAAAAGGTCATGATTACAGAC
GAAGAGGAAATCAGGACAACCAATCCCGTGGCTACGGAGC
AGTATGGTTCTGTATCTACCAACCTCCAGAGAGGCAACAGA
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CAAGCAGCTACCGCAGATGTCAACACACAAgGCGTTCTTCC
AGGCATGGTCTGGCAGGACAGAGATGTGTACCTTCAGGGGC
CCATCTGGGCAAAGATTCCACACACGGACGGACATTITCAC
CCCTCTCCCCTCATGGGTGGATTCGGACTTAAACACCCTCCG
CCTCAGATCCTGATCAAGAACACGCCTGTACCTGCGGATCCT
CCGACCACCTTCAACCAGTCAAAGCTGAACTCTTTCATCACC
CAGTATTCTACTGGCCAAGTCAGCGTGGAGATCGAGTGGGA
GCTGCAGAAGGAAAACAGCAAGCGCTGGAACCCCGAGATC
CAGTACACCTCCAACTACTACAAATCTACAAGTGTGGACTTT
GCTGTTAATACAGAAGGCGTGTACTCTGAACCCCGCCCCATT
GGCACCCGTTACCTCACCCGTAATCTGTAA

AAV-
DIJ_P187A

ATGGCTGCCGATGGTTATCTTCCAGATTGGCTCGAGGACACT
CTCTCTGAAGGAATAAGACAGTGGTGGAAGCTCAAACCTGG
CCCACCACCACCAAAGCCCGCAGAGCGGCATAAGGACGAC
AGcaGGGGTCTTGTGCTTCCTGGGTACAAGTACCTCGGACCC
TTCAACGGACTCGACAAGGGAGAGCCGGTCAACGAGGCAG
ACGCCGCGGCCCTCGAGCACGACAAAGCCTACGACCGGCAG
CTCGACAGCGGAGACAACCCGTACCTCAAGTACAACCACGC
CGACGCCGAGTTCCAGGAGCGGCTCAAAGAAGATACGTCTT
TTGGGGGCAACCTCGGGCGAGCAGTCTTCCAGGCCAAAAAG
AGGCTTCTTGAACCTCTTGGTCTGGTTGAGGAAGCGGCTAA
GACGGCTCCTGGAAAGAAGAGGCCTGTAGAGCACTCTCCTG
TGGAGCCAGACTCCTCCTCGGGAACCGGAAAGGCGGGCCAG
CAGCCTGCAAGAAAAAGATTGAATTTTGGTCAGACTGGAGA
CGCAGACTCAGTCCCAGACCCTCAAgcaATCGGAGAACCICCC
GCAGCCCCCTCAGGTGTGGGATCTCTTACAATGGCTGCAGG
CGGTGGCGCACCAATGGCAGACAATAACGAGGGCGCCGAC
GGAGTGGGTAATTCCTCGGGAAATTGGCATTGCGATTCCAC
ATGGATGGGCGACAGAGTCATCACCACCAGCACCCGAACCT
GGGCCCTGCCCACCTACAACAACCACCTCTACAAGCAAATC
TCCAACAGCACATCTGGAGGATCTTCAAATGACAACGCCTA
CTTCGGCTACAGCACCCCCTGGGGGTATITTGACTTTAACAG
ATTCCACTGCCACTTTTCACCACGTGACTGGCAGCGACTCAT
CAACAACAACTGGGGATTCCGGCCCAAGAGACTCAGCTTCA
AGCTCTTCAACATCCAGGTCAAGGAGGTCACGCAGAATGAA
GGCACCAAGACCATCGCCAATAACCTCACCAGCACCATCCA
GGTGTTTACGGACTCGGAGTACCAGCTGCCGTACGTTCTCGG
CTCTGCCCACCAGGGCTGCCTGCCTCCGTTCCCGGCGGACGT
GTTCATGATTCCCCAGTACGGCTACCTAACACTCAACAACG
GTAGTCAGGCCGTGGGACGCTCCTCCTTCTACTGCCTGGAAT
ACTTTCCTTCGCAGATGCTGAGAACCGGCAACAACTTCCAGT
TTACTTACACCTTCGAGGACGTGCCTTTCCACAGCAGCTACG
CCCACAGCCAGAGCTTGGACCGGCTGATGAATCCTCTGATT
GACCAGTACCTGTACTACTTGTCTCGGACTCAAACAACAGG
AGGCACGACAAATACGCAGACTCTGGGCTTCAGCCAAGGTG
GGCCTAATACAATGGCCAATCAGGCAAAGAACTGGCTGCCA
GGACCCTGTTACCGCCAGCAGCGAGTATCAAAGACATCTGC
GGATAACAACAACAGTGAATACTCGTGGACTGGAGCTACCA
AGTACCACCTCAATGGCAGAGACTCTCTGGTGAATCCGGGC
CCGGCCATGGCAAGCCACAAGGACGATGAAGAAAAGTTTTT
TCCTCAGAGCGGGGTTCTCATCTTTGGGAAGCAAGGCTCAG
AGAAAACAAATGTGGACATTGAAAAGGTCATGATTACAGAC
GAAGAGGAAATCAGGACAACCAATCCCGTGGCTACGGAGC
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AGTATGGTTCTGTATCTACCAACCTCCAGAGAGGCAACAGA
CAAGCAGCTACCGCAGATGTCAACACACAAgGCGTTCITCC
AGGCATGGTCTGGCAGGACAGAGATGTGTACCTTCAGGGGC
CCATCTGGGCAAAGATTCCACACACGGACGGACATTITCAC
CCCTCTCCCCTCATGGGTGGATTCGGACTTAAACACCCTCCG
CCTCAGATCCTGATCAAGAACACGCCTGTACCTGCGGATCCT
CCGACCACCTTCAACCAGTCAAAGCTGAACTCTTTCATCACC
CAGTATTCTACTGGCCAAGTCAGCGTGGAGATCGAGTGGGA
GCTGCAGAAGGAAAACAGCAAGCGCTGGAACCCCGAGATC
CAGTACACCTCCAACTACTACAAATCTACAAGTGTGGACTTT
GCTGTTAATACAGAAGGCGTGTACTCTGAACCCCGCCCCATT
GGCACCCGTTACCTCACCCGTAATCTGTAA

10

AAV-
DI_G189A

ATGGCTGCCGATGGTTATCITCCAGATTGGCTCGAGGACACT
CTCTCTGAAGGAATAAGACAGTGGTGGAAGCTCAAACCTGG
CCCACCACCACCAAAGCCCGCAGAGCGGCATAAGGACGAC
AGcaGGGGTCTTGTGCTTCCTGGGTACAAGTACCTCGGACCC
TTCAACGGACTCGACAAGGGAGAGCCGGTCAACGAGGCAG
ACGCCGCGGCCCTCGAGCACGACAAAGCCTACGACCGGCAG
CTCGACAGCGGAGACAACCCGTACCTCAAGTACAACCACGC
CGACGCCGAGTTCCAGGAGCGGCTCAAAGAAGATACGTCTT
TTGGGGGCAACCTCGGGCGAGCAGTCTTCCAGGCCAAAAAG
AGGCTTCTTGAACCTCTTGGTCTGGTTGAGGAAGCGGCTAA
GACGGCTCCTGGAAAGAAGAGGCCTGTAGAGCACTCTCCTG
TGGAGCCAGACTCCTCCTCGGGAACCGGAAAGGCGGGCCAG
CAGCCTGCAAGAAAAAGATTGAATTTTGGTCAGACTGGAGA
CGCAGACTCAGTCCCAGACCCTCAACCAATCgeaGAACCICCC
GCAGCCCCCTCAGGTGTGGGATCTCTTACAATGGCTGCAGG
CGGTGGCGCACCAATGGCAGACAATAACGAGGGCGCCGAC
GGAGTGGGTAATTCCTCGGGAAATTGGCATTGCGATTCCAC
ATGGATGGGCGACAGAGTCATCACCACCAGCACCCGAACCT
GGGCCCTGCCCACCTACAACAACCACCTCTACAAGCAAATC
TCCAACAGCACATCTGGAGGATCTTCAAATGACAACGCCTA
CTTCGGCTACAGCACCCCCTGGGGGTATTTTGACTTTAACAG
ATTCCACTGCCACTTTTCACCACGTGACTGGCAGCGACTCAT
CAACAACAACTGGGGATTCCGGCCCAAGAGACTCAGCTTCA
AGCTCTTCAACATCCAGGTCAAGGAGGTCACGCAGAATGAA
GGCACCAAGACCATCGCCAATAACCTCACCAGCACCATCCA
GGTGTTTACGGACTCGGAGTACCAGCTGCCGTACGTTCTCGG
CTCTGCCCACCAGGGCTGCCTGCCTCCGTTCCCGGCGGACGT
GTTCATGATTCCCCAGTACGGCTACCTAACACTCAACAACG
GTAGTCAGGCCGTGGGACGCTCCTCCTTCTACTGCCTGGAAT
ACTTTCCTTCGCAGATGCTGAGAACCGGCAACAACTTCCAGT
TTACTTACACCTTCGAGGACGTGCCTTTCCACAGCAGCTACG
CCCACAGCCAGAGCTTGGACCGGCTGATGAATCCTCTGATT
GACCAGTACCTGTACTACTTGTCTCGGACTCAAACAACAGG
AGGCACGACAAATACGCAGACTCTGGGCTTCAGCCAAGGTG
GGCCTAATACAATGGCCAATCAGGCAAAGAACTGGCTGCCA
GGACCCTGTTACCGCCAGCAGCGAGTATCAAAGACATCTGC
GGATAACAACAACAGTGAATACTCGTGGACTGGAGCTACCA
AGTACCACCTCAATGGCAGAGACTCTCTGGTGAATCCGGGC
CCGGCCATGGCAAGCCACAAGGACGATGAAGAAAAGTTTTT
TCCTCAGAGCGGGGTTCTCATCTTTGGGAAGCAAGGCTCAG
AGAAAACAAATGTGGACATTGAAAAGGTCATGATTACAGAC
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GAAGAGGAAATCAGGACAACCAATCCCGTGGCTACGGAGC
AGTATGGTTCTGTATCTACCAACCTCCAGAGAGGCAACAGA
CAAGCAGCTACCGCAGATGTCAACACACAAgGCGTTCTITCC
AGGCATGGTCTGGCAGGACAGAGATGTGTACCTTCAGGGGC
CCATCTGGGCAAAGATTCCACACACGGACGGACATTTTCAC
CCCTCTCCCCTCATGGGTGGATTCGGACTTAAACACCCTCCG
CCTCAGATCCTGATCAAGAACACGCCTGTACCTGCGGATCCT
CCGACCACCTTCAACCAGTCAAAGCTGAACTCTTTCATCACC
CAGTATTCTACTGGCCAAGTCAGCGTGGAGATCGAGTGGGA
GCTGCAGAAGGAAAACAGCAAGCGCTGGAACCCCGAGATC
CAGTACACCTCCAACTACTACAAATCTACAAGTGTGGACTTT
GCTGTTAATACAGAAGGCGTGTACTCTGAACCCCGCCCCATT
GGCACCCGTTACCTCACCCGTAATCTGTAA

11

AAV-
DJ _E190A

ATGGCTGCCGATGGTTATCTTCCAGATTGGCTCGAGGACACT
CTCTCTGAAGGAATAAGACAGTGGTGGAAGCTCAAACCTGG
CCCACCACCACCAAAGCCCGCAGAGCGGCATAAGGACGAC
AGcaGGGGTCTTGTGCTTCCTGGGTACAAGTACCTCGGACCC
TTCAACGGACTCGACAAGGGAGAGCCGGTCAACGAGGCAG
ACGCCGCGGCCCTCGAGCACGACAAAGCCTACGACCGGCAG
CTCGACAGCGGAGACAACCCGTACCTCAAGTACAACCACGC
CGACGCCGAGTTCCAGGAGCGGCTCAAAGAAGATACGTCIT
TTGGGGGCAACCTCGGGCGAGCAGTCTTCCAGGCCAAAAAG
AGGCTTCTTGAACCTCTTGGTCTGGTTGAGGAAGCGGCTAA
GACGGCTCCTGGAAAGAAGAGGCCTGTAGAGCACTCTCCTG
TGGAGCCAGACTCCTCCTCGGGAACCGGAAAGGCGGGCCAG
CAGCCTGCAAGAAAAAGATTGAATTTTGGTCAGACTGGAGA
CGCAGACTCAGTCCCAGACCCTCAACCAATCGGAgZeaCCtCCC
GCAGCCCCCTCAGGTGTGGGATCTCTTACAATGGCTGCAGG
CGGTGGCGCACCAATGGCAGACAATAACGAGGGCGCCGAC
GGAGTGGGTAATTCCTCGGGAAATTGGCATTGCGATTCCAC
ATGGATGGGCGACAGAGTCATCACCACCAGCACCCGAACCT
GGGCCCTGCCCACCTACAACAACCACCTCTACAAGCAAATC
TCCAACAGCACATCTGGAGGATCTTCAAATGACAACGCCTA
CTTCGGCTACAGCACCCCCTGGGGGTATTTTGACTTTAACAG
ATTCCACTGCCACTTTTCACCACGTGACTGGCAGCGACTCAT
CAACAACAACTGGGGATTCCGGCCCAAGAGACTCAGCTTCA
AGCTCTTCAACATCCAGGTCAAGGAGGTCACGCAGAATGAA
GGCACCAAGACCATCGCCAATAACCTCACCAGCACCATCCA
GGTGTTTACGGACTCGGAGTACCAGCTGCCGTACGTTCTCGG
CTCTGCCCACCAGGGCTGCCTGCCTCCGTTCCCGGCGGACGT
GTTCATGATTCCCCAGTACGGCTACCTAACACTCAACAACG
GTAGTCAGGCCGTGGGACGCTCCTCCTTCTACTGCCTGGAAT
ACTTTCCTTCGCAGATGCTGAGAACCGGCAACAACTTCCAGT
TTACTTACACCTTCGAGGACGTGCCTTTCCACAGCAGCTACG
CCCACAGCCAGAGCTTGGACCGGCTGATGAATCCTCTGATT
GACCAGTACCTGTACTACTTGTCTCGGACTCAAACAACAGG
AGGCACGACAAATACGCAGACTCTGGGCTTCAGCCAAGGTG
GGCCTAATACAATGGCCAATCAGGCAAAGAACTGGCTGCCA
GGACCCTGTTACCGCCAGCAGCGAGTATCAAAGACATCTGC
GGATAACAACAACAGTGAATACTCGTGGACTGGAGCTACCA
AGTACCACCTCAATGGCAGAGACTCTCTGGTGAATCCGGGC
CCGGCCATGGCAAGCCACAAGGACGATGAAGAAAAGTTTTT
TCCTCAGAGCGGGGTTCTCATCTTTGGGAAGCAAGGCTCAG
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AGAAAACAAATGCGTGGACATTGAAAAGGTCATGATTACAGAC
GAAGAGGAAATCAGGACAACCAATCCCGTGGCTACGGAGC
AGTATGGTTCTGTATCTACCAACCTCCAGAGAGGCAACAGA
CAAGCAGCTACCGCAGATGTCAACACACAAgGCGTTCTTCC
AGGCATGGTCTGGCAGGACAGAGATGTGTACCTTCAGGGGC
CCATCTGGGCAAAGATTCCACACACGGACGGACATTTTCAC
CCCTCTCCCCTCATGGGTGGATTCGGACTTAAACACCCTCCG
CCTCAGATCCTGATCAAGAACACGCCTGTACCTGCGGATCCT
CCGACCACCTTCAACCAGTCAAAGCTGAACTCTTTCATCACC
CAGTATTCTACTGGCCAAGTCAGCGTGGAGATCGAGTGGGA
GCTGCAGAAGGAAAACAGCAAGCGCTGGAACCCCGAGATC
CAGTACACCTCCAACTACTACAAATCTACAAGTGTGGACTTT
GCTGTTAATACAGAAGGCGTGTACTCTGAACCCCGCCCCATT
GGCACCCGTTACCTCACCCGTAATCTGTAA

12

AAV-
DIJ_PI91A

ATGGCTGCCGATGGTTATCTTCCAGATTGGCTCGAGGACACT
CTCTCTGAAGGAATAAGACAGTGGTGGAAGCTCAAACCTGG
CCCACCACCACCAAAGCCCGCAGAGCGGCATAAGGACGAC
AGcaGGGGTCTTGTGCTTCCTGGGTACAAGTACCTCGGACCC
TTCAACGGACTCGACAAGGGAGAGCCGGTCAACGAGGCAG
ACGCCGCGGCCCTCGAGCACGACAAAGCCTACGACCGGCAG
CTCGACAGCGGAGACAACCCGTACCTCAAGTACAACCACGC
CGACGCCGAGTTCCAGGAGCGGCTCAAAGAAGATACGTCTT
TTGGGGGCAACCTCGGGCGAGCAGTCTTCCAGGCCAAAAAG
AGGCTTCTTGAACCTCTTGGTCTGGTTGAGGAAGCGGCTAA
GACGGCTCCTGGAAAGAAGAGGCCTGTAGAGCACTCTCCTG
TGGAGCCAGACTCCTCCTCGGGAACCGGAAAGGCGGGCCAG
CAGCCTGCAAGAAAAAGATTGAATTTTGGTCAGACTGGAGA
CGCAGACTCAGTCCCAGACCCTCAACCAATCGGAGAAgeaCC
CGCAGCCCCCTCAGGTGTGGGATCTCTTACAATGGCTGCAG
GCGGTGGCGCACCAATGGCAGACAATAACGAGGGCGCCGA
CGGAGTGGGTAATTCCTCGGGAAATTGGCATTGCGATTCCA
CATGGATGGGCGACAGAGTCATCACCACCAGCACCCGAACC
TGGGCCCTGCCCACCTACAACAACCACCTCTACAAGCAAAT
CTCCAACAGCACATCTGGAGGATCTTCAAATGACAACGCCT
ACTTCGGCTACAGCACCCCCTGGGGGTATTTTGACTTTAACA
GATTCCACTGCCACTTTTCACCACGTGACTGGCAGCGACTCA
TCAACAACAACTGGGGATTCCGGCCCAAGAGACTCAGCTTC
AAGCTCTTCAACATCCAGGTCAAGGAGGTCACGCAGAATGA
AGGCACCAAGACCATCGCCAATAACCTCACCAGCACCATCC
AGGTGTTTACGGACTCGGAGTACCAGCTGCCGTACGTTCTCG
GCTCTGCCCACCAGGGCTGCCTGCCTCCGTTCCCGGCGGACG
TGTTCATGATTCCCCAGTACGGCTACCTAACACTCAACAACG
GTAGTCAGGCCGTGGGACGCTCCTCCTTCTACTGCCTGGAAT
ACTTTCCTTCGCAGATGCTGAGAACCGGCAACAACTTCCAGT
TTACTTACACCTTCGAGGACGTGCCTTTCCACAGCAGCTACG
CCCACAGCCAGAGCTTGGACCGGCTGATGAATCCTCTGATT
GACCAGTACCTGTACTACTTGTCTCGGACTCAAACAACAGG
AGGCACGACAAATACGCAGACTCTGGGCTTCAGCCAAGGTG
GGCCTAATACAATGGCCAATCAGGCAAAGAACTGGCTGCCA
GGACCCTGTTACCGCCAGCAGCGAGTATCAAAGACATCTGC
GGATAACAACAACAGTGAATACTCGTGGACTGGAGCTACCA
AGTACCACCTCAATGGCAGAGACTCTCTGGTGAATCCGGGC
CCGGCCATGGCAAGCCACAAGGACGATGAAGAAAAGTTTITT
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TCCTCAGAGCGGGGTTCTCATCTTTGGGAAGCAAGGCTCAG
AGAAAACAAATGTGGACATTGAAAAGGTCATGATTACAGAC
GAAGAGGAAATCAGGACAACCAATCCCGTGGCTACGGAGC
AGTATGGTTCTGTATCTACCAACCTCCAGAGAGGCAACAGA
CAAGCAGCTACCGCAGATGTCAACACACAAgGCGTTCTTCC
AGGCATGGTCTGGCAGGACAGAGATGTGTACCTTCAGGGGC
CCATCTGGGCAAAGATTCCACACACGGACGGACATTTTCAC
CCCTCTCCCCTCATGGGTGGATTCGGACTTAAACACCCTCCG
CCTCAGATCCTGATCAAGAACACGCCTGTACCTGCGGATCCT
CCGACCACCTTCAACCAGTCAAAGCTGAACTCTTTCATCACC
CAGTATTCTACTGGCCAAGTCAGCGTGGAGATCGAGTGGGA
GCTGCAGAAGGAAAACAGCAAGCGCTGGAACCCCGAGATC
CAGTACACCTCCAACTACTACAAATCTACAAGTGTGGACTTT
GCTGTTAATACAGAAGGCGTGTACTCTGAACCCCGCCCCATT
GGCACCCGTTACCTCACCCGTAATCTGTAA

13

AAV-
DI_P192A

ATGGCTGCCGATGGTTATCTTCCAGATTGGCTCGAGGACACT
CTCTCTGAAGGAATAAGACAGTGGTGGAAGCTCAAACCTGG
CCCACCACCACCAAAGCCCGCAGAGCGGCATAAGGACGAC
AGcaGGGGTCTTGTGCTTCCTGGGTACAAGTACCTCGGACCC
TTCAACGGACTCGACAAGGGAGAGCCGGTCAACGAGGCAG
ACGCCGCGGCCCTCGAGCACGACAAAGCCTACGACCGGCAG
CTCGACAGCGGAGACAACCCGTACCTCAAGTACAACCACGC
CGACGCCGAGTTCCAGGAGCGGCTCAAAGAAGATACGTCIT
TTGGGGGCAACCTCGGGCGAGCAGTCTTCCAGGCCAAAAAG
AGGCTTCTTGAACCTCTTGGTCTGGTTGAGGAAGCGGCTAA
GACGGCTCCTGGAAAGAAGAGGCCTGTAGAGCACTCTCCTG
TGGAGCCAGACTCCTCCTCGGGAACCGGAAAGGCGGGCCAG
CAGCCTGCAAGAAAAAGATTGAATTTTGGTCAGACTGGAGA
CGCAGACTCAGTCCCAGACCCTCAACCAATCGGAGAACCtge
aGCAGCCCCCTCAGGTGTGGGATCTCTTACAATGGCTGCAGG
CGGTGGCGCACCAATGGCAGACAATAACGAGGGCGCCGAC
GGAGTGGGTAATTCCTCGGGAAATTGGCATTGCGATTCCAC
ATGGATGGGCGACAGAGTCATCACCACCAGCACCCGAACCT
GGGCCCTGCCCACCTACAACAACCACCTCTACAAGCAAATC
TCCAACAGCACATCTGGAGGATCTTCAAATGACAACGCCTA
CTTCGGCTACAGCACCCCCTGGGGGTATTTTGACTTTAACAG
ATTCCACTGCCACTTTTCACCACGTGACTGGCAGCGACTCAT
CAACAACAACTGGGGATTCCGGCCCAAGAGACTCAGCTTCA
AGCTCTTCAACATCCAGGTCAAGGAGGTCACGCAGAATGAA
GGCACCAAGACCATCGCCAATAACCTCACCAGCACCATCCA
GGTGTTTACGGACTCGGAGTACCAGCTGCCGTACGTTCTCGG
CTCTGCCCACCAGGGCTGCCTGCCTCCGTTCCCGGCGGACGT
GTTCATGATTCCCCAGTACGGCTACCTAACACTCAACAACG
GTAGTCAGGCCGTGGGACGCTCCTCCTTCTACTGCCTGGAAT
ACTTTCCTTCGCAGATGCTGAGAACCGGCAACAACTTCCAGT
TTACTTACACCTTCGAGGACGTGCCTTTCCACAGCAGCTACG
CCCACAGCCAGAGCTTGGACCGGCTGATGAATCCTCTGATT
GACCAGTACCTGTACTACTTGTCTCGGACTCAAACAACAGG
AGGCACGACAAATACGCAGACTCTGGGCTTCAGCCAAGGTG
GGCCTAATACAATGGCCAATCAGGCAAAGAACTGGCTGCCA
GGACCCTGTTACCGCCAGCAGCGAGTATCAAAGACATCTGC
GGATAACAACAACAGTGAATACTCGTGGACTGGAGCTACCA
AGTACCACCTCAATGGCAGAGACTCICTGGTGAATCCGGGC
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CCGGCCATGGCAAGCCACAAGGACGATGAAGAAAAGTTTTT
TCCTCAGAGCGGGGTTCTCATCTTTGGGAAGCAAGGCTCAG
AGAAAACAAATGTGGACATTGAAAAGGTCATGATTACAGAC
GAAGAGGAAATCAGGACAACCAATCCCGTGGCTACGGAGC
AGTATGGTTCTGTATCTACCAACCTCCAGAGAGGCAACAGA
CAAGCAGCTACCGCAGATGTCAACACACAAgGCGTTCTTCC
AGGCATGGTCTGGCAGGACAGAGATGTGTACCTTCAGGGGC
CCATCTGGGCAAAGATTCCACACACGGACGGACATTTTCAC
CCCTCTCCCCTCATGGGTGGATTCGGACTTAAACACCCTCCG
CCTCAGATCCTGATCAAGAACACGCCTGTACCTGCGGATCCT
CCGACCACCTTCAACCAGTCAAAGCTGAACTCTTTCATCACC
CAGTATTCTACTGGCCAAGTCAGCGTGGAGATCGAGTGGGA
GCTGCAGAAGGAAAACAGCAAGCGCTGGAACCCCGAGATC
CAGTACACCTCCAACTACTACAAATCTACAAGTGTGGACTTT
GCTGTTAATACAGAAGGCGTGTACTCTGAACCCCGCCCCATT
GGCACCCGTTACCTCACCCGTAATCTGTAA

14

AAV-
DIJ_A193R

ATGGCTGCCGATGGTTATCTTCCAGATTGGCTCGAGGACACT
CTCTCTGAAGGAATAAGACAGTGGTGGAAGCTCAAACCTGG
CCCACCACCACCAAAGCCCGCAGAGCGGCATAAGGACGAC
AGcaGGGGTCTTGTGCTTCCTGGGTACAAGTACCTCGGACCC
TTCAACGGACTCGACAAGGGAGAGCCGGTCAACGAGGCAG
ACGCCGCGGCCCTCGAGCACGACAAAGCCTACGACCGGCAG
CTCGACAGCGGAGACAACCCGTACCTCAAGTACAACCACGC
CGACGCCGAGTTCCAGGAGCGGCTCAAAGAAGATACGTCTIT
TTGGGGGCAACCTCGGGCGAGCAGTCTTCCAGGCCAAAAAG
AGGCTTCTTGAACCTCTTGGTCTGGTTGAGGAAGCGGCTAA
GACGGCTCCTGGAAAGAAGAGGCCTGTAGAGCACTCTCCTG
TGGAGCCAGACTCCTCCTCGGGAACCGGAAAGGCGGGCCAG
CAGCCTGCAAGAAAAAGATTGAATTTTGGTCAGACTGGAGA
CGCAGACTCAGTCCCAGACCCTCAACCAATCGGAGAACCICC
CegaGCCCCCTCAGGTGTGGGATCTCTTACAATGGCTGCAGG
CGGTGGCGCACCAATGGCAGACAATAACGAGGGCGCCGAC
GGAGTGGGTAATTCCTCGGCGAAATTGGCATTGCGATTCCAC
ATGGATGGGCGACAGAGTCATCACCACCAGCACCCGAACCT
GGGCCCTGCCCACCTACAACAACCACCTCTACAAGCAAATC
TCCAACAGCACATCTGGAGGATCTTCAAATGACAACGCCTA
CTTCGGCTACAGCACCCCCTGGGGGTATTTTIGACTTTAACAG
ATTCCACTGCCACTTTTCACCACGTGACTGGCAGCGACTCAT
CAACAACAACTGGGGATTCCGGCCCAAGAGACTCAGCTTCA
AGCTCTTCAACATCCAGGTCAAGGAGGTCACGCAGAATGAA
GGCACCAAGACCATCGCCAATAACCTCACCAGCACCATCCA
GGTGTTTACGGACTCGGAGTACCAGCTGCCGTACGTTCTCGG
CTCTGCCCACCAGGGCTGCCTGCCTCCGTTCCCGGCGGACGT
GTTCATGATTCCCCAGTACGGCTACCTAACACTCAACAACG
GTAGTCAGGCCGTGGGACGCTCCTCCTTCTACTGCCTGGAAT
ACTTTCCTTCGCAGATGCTGAGAACCGGCAACAACTTCCAGT
TTACTTACACCTTCGAGGACGTGCCTTTCCACAGCAGCTACG
CCCACAGCCAGAGCTTGGACCGGCTGATGAATCCTCTGATT
GACCAGTACCTGTACTACTTGTCTCGGACTCAAACAACAGG
AGGCACGACAAATACGCAGACTCTGGGCTTCAGCCAAGGTG
GGCCTAATACAATGGCCAATCAGGCAAAGAACTGGCTGCCA
GGACCCTGTTACCGCCAGCAGCGAGTATCAAAGACATCTGC
GGATAACAACAACAGTGAATACTCGTGGACTGGAGCTACCA
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AGTACCACCTCAATGGCAGAGACTCTCTGGTGAATCCGGGC
CCGGCCATGGCAAGCCACAAGGACGATGAAGAAAAGTTTTT
TCCTCAGAGCGGGGTTCTCATCTTTGGGAAGCAAGGCTCAG
AGAAAACAAATGTGGACATTGAAAAGGTCATGATTACAGAC
GAAGAGGAAATCAGGACAACCAATCCCGTGGCTACGGAGC
AGTATGGTTCTGTATCTACCAACCTCCAGAGAGGCAACAGA
CAAGCAGCTACCGCAGATGTCAACACACAAgGCGTTCTTCC
AGGCATGGTCTGGCAGGACAGAGATGTGTACCTTCAGGGGC
CCATCTGGGCAAAGATTCCACACACGGACGGACATTITCAC
CCCTCTCCCCTCATGGGTGGATTCGGACTTAAACACCCTCCG
CCTCAGATCCTGATCAAGAACACGCCTGTACCTGCGGATCCT
CCGACCACCTTCAACCAGTCAAAGCTGAACTCTTTCATCACC
CAGTATTCTACTGGCCAAGTCAGCGTGGAGATCGAGTGGGA
GCTGCAGAAGGAAAACAGCAAGCGCTGGAACCCCGAGATC
CAGTACACCTCCAACTACTACAAATCTACAAGTGTGGACTTT
GCTGTTAATACAGAAGGCGTGTACTCTGAACCCCGCCCCATT
GGCACCCGTTACCTCACCCGTAATCTGTAA

15

AAV-
DJ_P195A

ATGGCTGCCGATGGTTATCTTCCAGATTGGCTCGAGGACACT
CTCTCTGAAGGAATAAGACAGTGGTGGAAGCTCAAACCTGG
CCCACCACCACCAAAGCCCGCAGAGCGGCATAAGGACGAC
AGcaGGGGTCTTGTGCTTCCTGGGTACAAGTACCTCGGACCC
TTCAACGGACTCGACAAGGGAGAGCCGGTCAACGAGGCAG
ACGCCGCGGCCCTCGAGCACGACAAAGCCTACGACCGGCAG
CTCGACAGCGGAGACAACCCGTACCTCAAGTACAACCACGC
CGACGCCGAGTTCCAGGAGCGGCTCAAAGAAGATACGTCTT
TTGGGGGCAACCTCGGGCGAGCAGTCTTCCAGGCCAAAAAG
AGGCTTCTTGAACCTCTTGGTCTGGTTGAGGAAGCGGCTAA
GACGGCTCCTGGAAAGAAGAGGCCTGTAGAGCACTCTCCTG
TGGAGCCAGACTCCTCCTCGGGAACCGGAAAGGCGGGCCAG
CAGCCTGCAAGAAAAAGATTGAATTTTGGTCAGACTGGAGA
CGCAGACTCAGTCCCAGACCCTCAACCAATCGGAGAACCLCC
CGCAGCCgealCAGGTGTGGGATCTCTTACAATGGCTGCAGG
CGGTGGCGCACCAATGGCAGACAATAACGAGGGCGCCGAC
GGAGTGGGTAATTCCTCGGGAAATTGGCATTGCGATTCCAC
ATGGATGGGCGACAGAGTCATCACCACCAGCACCCGAACCT
GGGCCCTGCCCACCTACAACAACCACCTCTACAAGCAAATC
TCCAACAGCACATCTGGAGGATCTTCAAATGACAACGCCTA
CTTCGGCTACAGCACCCCCTGGGGGTATTTTGACTTTAACAG
ATTCCACTGCCACTTTTCACCACGTGACTGGCAGCGACTCAT
CAACAACAACTGGGGATTCCGGCCCAAGAGACTCAGCTTCA
AGCTCTTCAACATCCAGGTCAAGGAGGTCACGCAGAATGAA
GGCACCAAGACCATCGCCAATAACCTCACCAGCACCATCCA
GGTGTTTACGGACTCGGAGTACCAGCTGCCGTACGTTCTCGG
CTCTGCCCACCAGGGCTGCCTGCCTCCGTTCCCGGCGGACGT
GTTCATGATTCCCCAGTACGGCTACCTAACACTCAACAACG
GTAGTCAGGCCGTGGGACGCTCCTCCTTCTACTGCCTGGAAT
ACTTTCCTTCGCAGATGCTGAGAACCGGCAACAACTTCCAGT
TTACTTACACCTTCGAGGACGTGCCTTTCCACAGCAGCTACG
CCCACAGCCAGAGCTTGGACCGGCTGATGAATCCTCTGATT
GACCAGTACCTGTACTACTTGTCTCGGACTCAAACAACAGG
AGGCACGACAAATACGCAGACTCTGGGCTTCAGCCAAGGTG
GGCCTAATACAATGGCCAATCAGGCAAAGAACTGGCTGCCA
GGACCCTGTTACCGCCAGCAGCGAGTATCAAAGACATCTGC
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GGATAACAACAACAGTGAATACTCGTGGACTGGAGCTACCA
AGTACCACCTCAATGGCAGAGACTCTCTGGTGAATCCGGGC
CCGGCCATGGCAAGCCACAAGGACGATGAAGAAAAGTTTIT
TCCTCAGAGCGGGGTTCTCATCTTTGGGAAGCAAGGCTCAG
AGAAAACAAATGTGGACATTGAAAAGGTCATGATTACAGAC
GAAGAGGAAATCAGGACAACCAATCCCGTGGCTACGGAGC
AGTATGGTTCTGTATCTACCAACCTCCAGAGAGGCAACAGA
CAAGCAGCTACCGCAGATGTCAACACACAAgGCGTTCTITCC
AGGCATGGTCTGGCAGGACAGAGATGTGTACCTTCAGGGGC
CCATCTGGGCAAAGATTCCACACACGGACGGACATTTITCAC
CCCTCTCCCCTCATGGGTGGATTCGGACTTAAACACCCTCCG
CCTCAGATCCTGATCAAGAACACGCCTGTACCTGCGGATCCT
CCGACCACCTTCAACCAGTCAAAGCTGAACTCTTTCATCACC
CAGTATTCTACTGGCCAAGTCAGCGTGGAGATCGAGTGGGA
GCTGCAGAAGGAAAACAGCAAGCGCTGGAACCCCGAGATC
CAGTACACCTCCAACTACTACAAATCTACAAGTGTGGACTTT
GCTGTTAATACAGAAGGCGTGTACTCTGAACCCCGCCCCATT
GGCACCCGTTACCTCACCCGTAATCTGTAA

16

AAV-
DI_S196A

ATGGCTGCCGATGGTTATCTTCCAGATTGGCTCGAGGACACT
CTCTCTGAAGGAATAAGACAGTGGTGGAAGCTCAAACCTGG
CCCACCACCACCAAAGCCCGCAGAGCGGCATAAGGACGAC
AGcaGGGGTCTTGTGCTTCCTGGGTACAAGTACCTCGGACCC
TTCAACGGACTCGACAAGGGAGAGCCGGTCAACGAGGCAG
ACGCCGCGGCCCTCGAGCACGACAAAGCCTACGACCGGCAG
CTCGACAGCGGAGACAACCCGTACCTCAAGTACAACCACGC
CGACGCCGAGTTCCAGGAGCGGCTCAAAGAAGATACGTCIT
TTGGGGGCAACCTCGGGCGAGCAGTCTTCCAGGCCAAAAAG
AGGCTTCTTGAACCTCTTGGTCTGGTTGAGGAAGCGGCTAA
GACGGCTCCTGGAAAGAAGAGGCCTGTAGAGCACTCTCCTG
TGGAGCCAGACTCCTCCTCGGGAACCGGAAAGGCGGGCCAG
CAGCCTGCAAGAAAAAGATTGAATTTTGGTCAGACTGGAGA
CGCAGACTCAGTCCCAGACCCTCAACCAATCGGAGAACCICC
CGCAGCCCCCgeaGGTGTGGGATCTCTTACAATGGCTGCAGG
CGGTGGCGCACCAATGGCAGACAATAACGAGGGCGCCGAC
GGAGTGGGTAATTCCTCGGGAAATTGGCATTGCGATTCCAC
ATGGATGGGCGACAGAGTCATCACCACCAGCACCCGAACCT
GGGCCCTGCCCACCTACAACAACCACCTCTACAAGCAAATC
TCCAACAGCACATCTGGAGGATCTTCAAATGACAACGCCTA
CTTCGGCTACAGCACCCCCTGGGGGTATTTTGACTTTAACAG
ATTCCACTGCCACTTTTCACCACGTGACTGGCAGCGACTCAT
CAACAACAACTGGGGATTCCGGCCCAAGAGACTCAGCTTCA
AGCTCTTCAACATCCAGGTCAAGGAGGTCACGCAGAATGAA
GGCACCAAGACCATCGCCAATAACCTCACCAGCACCATCCA
GGTGTTTACGGACTCGGAGTACCAGCTGCCGTACGTTCTCGG
CTCTGCCCACCAGGGCTGCCTGCCTCCGTTCCCGGCGGACGT
GTTCATGATTCCCCAGTACGGCTACCTAACACTCAACAACG
GTAGTCAGGCCGTGGGACGCTCCTCCTTCTACTGCCTGGAAT
ACTTTCCTTCGCAGATGCTGAGAACCGGCAACAACTTCCAGT
TTACTTACACCTTCGAGGACGTGCCTTTCCACAGCAGCTACG
CCCACAGCCAGAGCTTGGACCGGCTGATGAATCCTCTGATT
GACCAGTACCTGTACTACTTGTCTCGGACTCAAACAACAGG
AGGCACGACAAATACGCAGACTCTGGGCTTCAGCCAAGGTG
GGCCTAATACAATGGCCAATCAGGCAAAGAACTGGCTGCCA
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GGACCCTGTTACCGCCAGCAGCGAGTATCAAAGACATCTGC
GGATAACAACAACAGTGAATACTCGTGGACTGGAGCTACCA
AGTACCACCTCAATGGCAGAGACTCTCTGGTGAATCCGGGC
CCGGCCATGGCAAGCCACAAGGACGATGAAGAAAAGTTTIT
TCCTCAGAGCGGGGTTCTCATCTTTGGGAAGCAAGGCTCAG
AGAAAACAAATGTGGACATTGAAAAGGTCATGATTACAGAC
GAAGAGGAAATCAGGACAACCAATCCCGTGGCTACGGAGC
AGTATGGTTCTGTATCTACCAACCTCCAGAGAGGCAACAGA
CAAGCAGCTACCGCAGATGTCAACACACAAgGCGTTCTTCC
AGGCATGGTCTGGCAGGACAGAGATGTGTACCTTCAGGGGC
CCATCTGGGCAAAGATTCCACACACGGACGGACATTTTCAC
CCCTCTCCCCTCATGGGTGGATTCGGACTTAAACACCCTCCG
CCTCAGATCCTGATCAAGAACACGCCTGTACCTGCGGATCCT
CCGACCACCTTCAACCAGTCAAAGCTGAACTCTTTCATCACC
CAGTATTCTACTGGCCAAGTCAGCGTGGAGATCGAGTGGGA
GCTGCAGAAGGAAAACAGCAAGCGCTGGAACCCCGAGATC
CAGTACACCTCCAACTACTACAAATCTACAAGTGTGGACTTT
GCTGTTAATACAGAAGGCGTGTACTCTGAACCCCGCCCCATT
GGCACCCGTTACCTCACCCGTAATCTGTAA

17

AAV-
DJ_G197A

ATGGCTGCCGATGGTTATCTTCCAGATTGGCTCGAGGACACT
CTCTCTGAAGGAATAAGACAGTGGTGGAAGCTCAAACCTGG
CCCACCACCACCAAAGCCCGCAGAGCGGCATAAGGACGAC
AGcaGGGGTCTTGTGCTTCCTGGGTACAAGTACCTCGGACCC
TTCAACGGACTCGACAAGGGAGAGCCGGTCAACGAGGCAG
ACGCCGCGGCCCTCGAGCACGACAAAGCCTACGACCGGCAG
CTCGACAGCGGAGACAACCCGTACCTCAAGTACAACCACGC
CGACGCCGAGTTCCAGGAGCGGCTCAAAGAAGATACGTCTT
TTGGGGGCAACCTCGGGCGAGCAGTCTTCCAGGCCAAAAAG
AGGCTTCTTGAACCTCTTGGTCTGGTTGAGGAAGCGGCTAA
GACGGCTCCTGGAAAGAAGAGGCCTGTAGAGCACTCTCCTG
TGGAGCCAGACTCCTCCTCGGGAACCGGAAAGGCGGGCCAG
CAGCCTGCAAGAAAAAGATTGAATTTTGGTCAGACTGGAGA
CGCAGACTCAGTCCCAGACCCTCAACCAATCGGAGAACCICC
CGCAGCCCCCTCAgeaGTGGGATCTCTTACAATGGCTGCAGG
CGGTGGCGCACCAATGGCAGACAATAACGAGGGCGCCGAC
GGAGTGGGTAATTCCTCGGGAAATTGGCATTGCGATTCCAC
ATGGATGGGCGACAGAGTCATCACCACCAGCACCCGAACCT
GGGCCCTGCCCACCTACAACAACCACCTCTACAAGCAAATC
TCCAACAGCACATCTGGAGGATCTTCAAATGACAACGCCTA
CTTCGGCTACAGCACCCCCTGGGGGTATTTTGACTTTAACAG
ATTCCACTGCCACTTTTCACCACGTGACTGGCAGCGACTCAT
CAACAACAACTGGGGATTCCGGCCCAAGAGACTCAGCTTCA
AGCTCTTCAACATCCAGGTCAAGGAGGTCACGCAGAATGAA
GGCACCAAGACCATCGCCAATAACCTCACCAGCACCATCCA
GGTGTTTACGGACTCGGAGTACCAGCTGCCGTACGTTCTCGG
CTCTGCCCACCAGGGCTGCCTGCCTCCGTTCCCGGCGGACGT
GTTCATGATTCCCCAGTACGGCTACCTAACACTCAACAACG
GTAGTCAGGCCGTGGGACGCTCCTCCTTCTACTGCCTGGAAT
ACTTTCCTTCGCAGATGCTGAGAACCGGCAACAACTTCCAGT
TTACTTACACCTTCGAGGACGTGCCTTTCCACAGCAGCTACG
CCCACAGCCAGAGCTTGGACCGGCTGATGAATCCTCTGATT
GACCAGTACCTGTACTACTTGTCTCGGACTCAAACAACAGG
AGGCACGACAAATACGCAGACTCTGGGCTTCAGCCAAGGTG
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GGCCTAATACAATGGCCAATCAGGCAAAGAACTGGCTGCCA
GGACCCTGTTACCGCCAGCAGCGAGTATCAAAGACATCTGC
GGATAACAACAACAGTGAATACTCGTGGACTGGAGCTACCA
AGTACCACCTCAATGGCAGAGACTCTCTGGTGAATCCGGGC
CCGGCCATGGCAAGCCACAAGGACGATGAAGAAAAGTTTTT
TCCTCAGAGCGGGGTTCTCATCTTTGGGAAGCAAGGCTCAG
AGAAAACAAATGTGGACATTGAAAAGGTCATGATTACAGAC
GAAGAGGAAATCAGGACAACCAATCCCGTGGCTACGGAGC
AGTATGGTTCTGTATCTACCAACCTCCAGAGAGGCAACAGA
CAAGCAGCTACCGCAGATGTCAACACACAAgGCGTTCTTCC
AGGCATGGTCTGGCAGGACAGAGATGTGTACCTTCAGGGGC
CCATCTGGGCAAAGATTCCACACACGGACGGACATTITCAC
CCCTCTCCCCTCATGGGTGGATTCGGACTTAAACACCCTCCG
CCTCAGATCCTGATCAAGAACACGCCTGTACCTGCGGATCCT
CCGACCACCTTCAACCAGTCAAAGCTGAACTCTTTCATCACC
CAGTATTCTACTGGCCAAGTCAGCGTGGAGATCGAGTGGGA
GCTGCAGAAGGAAAACAGCAAGCGCTGGAACCCCGAGATC
CAGTACACCTCCAACTACTACAAATCTACAAGTGTGGACTTT
GCTGTTAATACAGAAGGCGTGTACTCTGAACCCCGCCCCATT
GGCACCCGTTACCTCACCCGTAATCTGTAA

18

AAV-
DJ_V198A

ATGGCTGCCGATGGTTATCITCCAGATTGGCTCGAGGACACT
CTCTCTGAAGGAATAAGACAGTGGTGGAAGCTCAAACCTGG
CCCACCACCACCAAAGCCCGCAGAGCGGCATAAGGACGAC
AGcaGGGGTCTTGTGCTTCCTGGGTACAAGTACCTCGGACCC
TTCAACGGACTCGACAAGGGAGAGCCGGTCAACGAGGCAG
ACGCCGCGGCCCTCGAGCACGACAAAGCCTACGACCGGCAG
CTCGACAGCGGAGACAACCCGTACCTCAAGTACAACCACGC
CGACGCCGAGTTCCAGGAGCGGCTCAAAGAAGATACGTCTT
TTGGGGGCAACCTCGGGCGAGCAGTCTTCCAGGCCAAAAAG
AGGCTTCTTGAACCTCTTGGTCTGGTTGAGGAAGCGGCTAA
GACGGCTCCTGGAAAGAAGAGGCCTGTAGAGCACTCTCCTG
TGGAGCCAGACTCCTCCTCGGGAACCGGAAAGGCGGGCCAG
CAGCCTGCAAGAAAAAGATTCGAATTTTGGTCAGACTGGAGA
CGCAGACTCAGTCCCAGACCCTCAACCAATCGGAGAACCICC
CGCAGCCCCCTCAGGTgeaGGATCTCTTACAATGGCTGCAGG
CGGTGGCGCACCAATGGCAGACAATAACGAGGGCGCCGAC
GGAGTGGGTAATTCCTCGGGAAATTGGCATTGCGATTCCAC
ATGGATGGGCGACAGAGTCATCACCACCAGCACCCGAACCT
GGGCCCTGCCCACCTACAACAACCACCTCTACAAGCAAATC
TCCAACAGCACATCTGGAGGATCTTCAAATGACAACGCCTA
CTTCGGCTACAGCACCCCCTGGGGGTATTTTGACTTTAACAG
ATTCCACTGCCACTTTTCACCACGTGACTGGCAGCGACTCAT
CAACAACAACTGGGGATTCCGGCCCAAGAGACTCAGCTTCA
AGCTCTTCAACATCCAGGTCAAGGAGGTCACGCAGAATGAA
GGCACCAAGACCATCGCCAATAACCTCACCAGCACCATCCA
GGTGTTTACGGACTCGGAGTACCAGCTGCCGTACGTTCTCGG
CTCTGCCCACCAGGGCTGCCTGCCTCCGTTCCCGGCGGACGT
GTTCATGATTCCCCAGTACGGCTACCTAACACTCAACAACG
GTAGTCAGGCCGTGGGACGCTCCTCCTTCTACTGCCTGGAAT
ACTTTCCTTCGCAGATGCTGAGAACCGGCAACAACTTCCAGT
TTACTTACACCTTCGAGGACGTGCCTTTCCACAGCAGCTACG
CCCACAGCCAGAGCTTGGACCGGCTGATGAATCCTCTGATT
GACCAGTACCTGTACTACTTGTCTCGGACTCAAACAACAGG
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AGGCACGACAAATACGCAGACTCTGGGCTTCAGCCAAGGTG
GGCCTAATACAATGGCCAATCAGGCAAAGAACTGGCTGCCA
GGACCCTGTTACCGCCAGCAGCGAGTATCAAAGACATCTGC
GGATAACAACAACAGTGAATACTCGTGGACTGGAGCTACCA
AGTACCACCTCAATGGCAGAGACTCTCTGGTGAATCCGGGC
CCGGCCATGGCAAGCCACAAGGACGATGAAGAAAAGTTTTT
TCCTCAGAGCGGGGTTCTCATCTTTGGGAAGCAAGGCTCAG
AGAAAACAAATGTGGACATTGAAAAGGTCATGATTACAGAC
GAAGAGGAAATCAGGACAACCAATCCCGTGGCTACGGAGC
AGTATGGTTCTGTATCTACCAACCTCCAGAGAGGCAACAGA
CAAGCAGCTACCGCAGATGTCAACACACAAgGCGTTCITCC
AGGCATGGTCTGGCAGGACAGAGATGTGTACCTTCAGGGGC
CCATCTGGGCAAAGATTCCACACACGGACGGACATTTTCAC
CCCTCTCCCCTCATGGGTGGATTCGGACTTAAACACCCTCCG
CCTCAGATCCTGATCAAGAACACGCCTGTACCTGCGGATCCT
CCGACCACCTTCAACCAGTCAAAGCTGAACTCTTTCATCACC
CAGTATTCTACTGGCCAAGTCAGCGTGGAGATCGAGTGGGA
GCTGCAGAAGGAAAACAGCAAGCGCTGGAACCCCGAGATC
CAGTACACCTCCAACTACTACAAATCTACAAGTGTGGACTTT
GCTGTTAATACAGAAGGCGTGTACTCTGAACCCCGCCCCATT
GGCACCCGTTACCTCACCCGTAATCTGTAA

19

AAV-
DJ_S200A

ATGGCTGCCGATGGTTATCTTCCAGATTGGCTCGAGGACACT
CTCTCTGAAGGAATAAGACAGTGGTGGAAGCTCAAACCTGG
CCCACCACCACCAAAGCCCGCAGAGCGGCATAAGGACGAC
AGcaGGGGTCTTGTGCTTCCTGGGTACAAGTACCTCGGACCC
TTCAACGGACTCGACAAGGGAGAGCCGGTCAACGAGGCAG
ACGCCGCGGCCCTCGAGCACGACAAAGCCTACGACCGGCAG
CTCGACAGCGGAGACAACCCGTACCTCAAGTACAACCACGC
CGACGCCGAGTTCCAGGAGCGGCTCAAAGAAGATACGTCIT
TTGGGGGCAACCTCGGGCGAGCAGTCTTCCAGGCCAAAAAG
AGGCTTCTTGAACCTCTTGGTCTGGTTGAGGAAGCGGCTAA
GACGGCTCCTGGAAAGAAGAGGCCTGTAGAGCACTCTCCTG
TGGAGCCAGACTCCTCCTCGGGAACCGGAAAGGCGGGCCAG
CAGCCTGCAAGAAAAAGATTGAATTTTGGTCAGACTGGAGA
CGCAGACTCAGTCCCAGACCCTCAACCAATCGGAGAACCHCC
CGCAGCCCCCTCAGGTGTGGGAgecaCTTACAATGGCTGCAGG
CGGTGGCGCACCAATGGCAGACAATAACGAGGGCGCCGAC
GGAGTGGGTAATTCCTCGGGAAATTGGCATTGCGATTCCAC
ATGGATGGGCGACAGAGTCATCACCACCAGCACCCGAACCT
GGGCCCTGCCCACCTACAACAACCACCTCTACAAGCAAATC
TCCAACAGCACATCTGGAGGATCTTCAAATGACAACGCCTA
CTTCGGCTACAGCACCCCCTGGGGGTATTTTGACTTTAACAG
ATTCCACTGCCACTTTTCACCACGTGACTGGCAGCGACTCAT
CAACAACAACTGGGGATTCCGGCCCAAGAGACTCAGCTTCA
AGCTCTTCAACATCCAGGTCAAGGAGGTCACGCAGAATGAA
GGCACCAAGACCATCGCCAATAACCTCACCAGCACCATCCA
GGTGTTTACGGACTCGGAGTACCAGCTGCCGTACGTTCTCGG
CTCTGCCCACCAGGGCTGCCTGCCTCCGTTCCCGGCGGACGT
GTTCATGATTCCCCAGTACGGCTACCTAACACTCAACAACG
GTAGTCAGGCCGTGGGACGCTCCTCCTTCTACTGCCTGGAAT
ACTTTCCTTCGCAGATGCTGAGAACCGGCAACAACTTCCAGT
TTACTTACACCTTCGAGGACGTGCCTTTCCACAGCAGCTACG
CCCACAGCCAGAGCTTGGACCGGCTGATGAATCCTCTGATT
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GACCAGTACCTGTACTACTTGTCTCGGACTCAAACAACAGG
AGGCACGACAAATACGCAGACTCTGGGCTTCAGCCAAGGTG
GGCCTAATACAATGGCCAATCAGGCAAAGAACTGGCTGCCA
GGACCCTGTTACCGCCAGCAGCGAGTATCAAAGACATCTGC
GGATAACAACAACAGTGAATACTCGTGGACTGGAGCTACCA
AGTACCACCTCAATGGCAGAGACTCTCTGGTGAATCCGGGC
CCGGCCATGGCAAGCCACAAGGACGATGAAGAAAAGTTTTT
TCCTCAGAGCGGGGTTCTCATCTTTGGGAAGCAAGGCTCAG
AGAAAACAAATGTGGACATTGAAAAGGTCATGATTACAGAC
GAAGAGGAAATCAGGACAACCAATCCCGTGGCTACGGAGC
AGTATGGTTCTGTATCTACCAACCTCCAGAGAGGCAACAGA
CAAGCAGCTACCGCAGATGTCAACACACAAgGCGTTCTTCC
AGGCATGGTCTGGCAGGACAGAGATGTGTACCTTCAGGGGC
CCATCTGGGCAAAGATTCCACACACGGACGGACATTTTCAC
CCCTCTCCCCTCATGGGTGGATTCGGACTTAAACACCCTCCG
CCTCAGATCCTGATCAAGAACACGCCTGTACCTGCGGATCCT
CCGACCACCTTCAACCAGTCAAAGCTGAACTCTTTCATCACC
CAGTATTCTACTGGCCAAGTCAGCGTGGAGATCGAGTGGGA
GCTGCAGAAGGAAAACAGCAAGCGCTGGAACCCCGAGATC
CAGTACACCTCCAACTACTACAAATCTACAAGTGTGGACTTT
GCTGTTAATACAGAAGGCGTGTACTCTGAACCCCGCCCCATT
GGCACCCGTTACCTCACCCGTAATCTGTAA

20

AAV-
DIJ_L201A

ATGGCTGCCGATGGTTATCTTCCAGATTGGCTCGAGGACACT
CTCTCTGAAGGAATAAGACAGTGGTGGAAGCTCAAACCTGG
CCCACCACCACCAAAGCCCGCAGAGCGGCATAAGGACGAC
AGcaGGGGTCTTGTGCTTCCTGGGTACAAGTACCTCGGACCC
TTCAACGGACTCGACAAGGGAGAGCCGGTCAACGAGGCAG
ACGCCGCGGCCCTCGAGCACGACAAAGCCTACGACCGGCAG
CTCGACAGCGGAGACAACCCGTACCTCAAGTACAACCACGC
CGACGCCGAGTTCCAGGAGCGGCTCAAAGAAGATACGTCTT
TTGGGGGCAACCTCGGGCGAGCAGTCTTCCAGGCCAAAAAG
AGGCTTCTTGAACCTCTTGGTCTGGTTGAGGAAGCGGCTAA
GACGGCTCCTGGAAAGAAGAGGCCTGTAGAGCACTCTCCTG
TGGAGCCAGACTCCTCCTCGGGAACCGGAAAGGCGGGCCAG
CAGCCTGCAAGAAAAAGATTGAATTTTGGTCAGACTGGAGA
CGCAGACTCAGTCCCAGACCCTCAACCAATCGGAGAACCICC
CGCAGCCCCCTCAGGTGTGGGATCTgeaACAATGGCTGCAGG
CGGTGGCGCACCAATGGCAGACAATAACGAGGGCGCCGAC
GGAGTGGGTAATTCCTCGGGAAATTGGCATTGCGATTCCAC
ATGGATGGGCGACAGAGTCATCACCACCAGCACCCGAACCT
GGGCCCTGCCCACCTACAACAACCACCTCTACAAGCAAATC
TCCAACAGCACATCTGGAGGATCTTCAAATGACAACGCCTA
CTTCGGCTACAGCACCCCCTGGGGGTATTTTGACTTTAACAG
ATTCCACTGCCACTTTTCACCACGTGACTGGCAGCGACTCAT
CAACAACAACTGGGGATTCCGGCCCAAGAGACTCAGCTTCA
AGCTCTTCAACATCCAGGTCAAGGAGGTCACGCAGAATGAA
GGCACCAAGACCATCGCCAATAACCTCACCAGCACCATCCA
GGTGTTTACGGACTCGGAGTACCAGCTGCCGTACGTTCTCGG
CTCTGCCCACCAGGGCTGCCTGCCTCCGTTCCCGGCGGACGT
GTTCATGATTCCCCAGTACGGCTACCTAACACTCAACAACG
GTAGTCAGGCCGTGGGACGCTCCTCCTTCTACTGCCTGGAAT
ACTTTCCTTCGCAGATGCTGAGAACCGGCAACAACTTCCAGT
TTACTTACACCTTCGAGGACGTGCCTTTCCACAGCAGCTACG
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CCCACAGCCAGAGCTTGGACCGGCTGATGAATCCTCTGATT
GACCAGTACCTGTACTACTTGTCTCGGACTCAAACAACAGG
AGGCACGACAAATACGCAGACTCTGGGCTTCAGCCAAGGTG
GGCCTAATACAATGGCCAATCAGGCAAAGAACTGGCTGCCA
GGACCCTGTTACCGCCAGCAGCGAGTATCAAAGACATCTGC
GGATAACAACAACAGTGAATACTCGTGGACTGGAGCTACCA
AGTACCACCTCAATGGCAGAGACTCTCTGGTGAATCCGGGC
CCGGCCATGGCAAGCCACAAGGACGATGAAGAAAAGTTTTT
TCCTCAGAGCGGGGTTCTCATCTTTGGGAAGCAAGGCTCAG
AGAAAACAAATGTGGACATTGAAAAGGTCATGATTACAGAC
GAAGAGGAAATCAGGACAACCAATCCCGTGGCTACGGAGC
AGTATGGTTCTGTATCTACCAACCTCCAGAGAGGCAACAGA
CAAGCAGCTACCGCAGATGTCAACACACAAgGCGTTCTTCC
AGGCATGGTCTGGCAGGACAGAGATGTGTACCTTCAGGGGC
CCATCTGGGCAAAGATTCCACACACGGACGGACATTTTCAC
CCCTCTCCCCTCATGGGTGGATTCGGACTTAAACACCCTCCG
CCTCAGATCCTGATCAAGAACACGCCTGTACCTGCGGATCCT
CCGACCACCTTCAACCAGTCAAAGCTGAACTCTTTCATCACC
CAGTATTCTACTGGCCAAGTCAGCGTGGAGATCGAGTGGGA
GCTGCAGAAGGAAAACAGCAAGCGCTGGAACCCCGAGATC
CAGTACACCTCCAACTACTACAAATCTACAAGTGTGGACTTT
GCTGTTAATACAGAAGGCGTGTACTCTGAACCCCGCCCCATT
GGCACCCGTTACCTCACCCGTAATCTGTAA

21

AAV-
DIJ_A205R

ATGGCTGCCGATGGTTATCTTCCAGATTGGCTCGAGGACACT
CTCTCTGAAGGAATAAGACAGTGGTGGAAGCTCAAACCTGG
CCCACCACCACCAAAGCCCGCAGAGCGGCATAAGGACGAC
AGcaGGGGTCTTGTGCTTCCTGGGTACAAGTACCTCGGACCC
TTCAACGGACTCGACAAGGGAGAGCCGGTCAACGAGGCAG
ACGCCGCGGCCCTCGAGCACGACAAAGCCTACGACCGGCAG
CTCGACAGCGGAGACAACCCGTACCTCAAGTACAACCACGC
CGACGCCGAGTTCCAGGAGCGGCTCAAAGAAGATACGTCTT
TTGGGGGCAACCTCGGGCGAGCAGTCTTCCAGGCCAAAAAG
AGGCTTCTTGAACCTCTTGGTCTGGTTGAGGAAGCGGCTAA
GACGGCTCCTGGAAAGAAGAGGCCTGTAGAGCACTCTCCTG
TGGAGCCAGACTCCTCCTCGGGAACCGGAAAGGCGGGCCAG
CAGCCTGCAAGAAAAAGATTGAATTTTGGTCAGACTGGAGA
CGCAGACTCAGTCCCAGACCCTCAACCAATCGGAGAACCICC
CGCAGCCCCCTCAGGTGTGGGATCTCTTACAATGGCTegaGG
CGGTGGCGCACCAATGGCAGACAATAACGAGGGCGCCGAC
GGAGTGGGTAATTCCTCGGGAAATTGGCATTGCGATTCCAC
ATGGATGGGCGACAGAGTCATCACCACCAGCACCCGAACCT
GGGCCCTGCCCACCTACAACAACCACCTCTACAAGCAAATC
TCCAACAGCACATCTGGAGGATCTTCAAATGACAACGCCTA
CTTCGGCTACAGCACCCCCTGGGGGTATTTTGACTTTAACAG
ATTCCACTGCCACTTTTCACCACGTGACTGGCAGCGACTCAT
CAACAACAACTGGGGATTCCGGCCCAAGAGACTCAGCTTCA
AGCTCTTCAACATCCAGGTCAAGGAGGTCACGCAGAATGAA
GGCACCAAGACCATCGCCAATAACCTCACCAGCACCATCCA
GGTGTTTACGGACTCGGAGTACCAGCTGCCGTACGTTCTCGG
CTCTGCCCACCAGGGCTGCCTGCCTCCGTTCCCGGCGGACGT
GTTCATGATTCCCCAGTACGGCTACCTAACACTCAACAACG
GTAGTCAGGCCGTGGGACGCTCCTCCTTCTACTGCCTGGAAT
ACTTTCCTTCGCAGATGCTGAGAACCGGCAACAACTTCCAGT
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TTACTTACACCTTCGAGGACGTGCCTTTCCACAGCAGCTACG
CCCACAGCCAGAGCTTGGACCGGCTGATGAATCCTCTGATT
GACCAGTACCTGTACTACTTGTCTCGGACTCAAACAACAGG
AGGCACGACAAATACGCAGACTCTGGGCTTCAGCCAAGGTG
GGCCTAATACAATGGCCAATCAGGCAAAGAACTGGCTGCCA
GGACCCTGTTACCGCCAGCAGCGAGTATCAAAGACATCTGC
GGATAACAACAACAGTGAATACTCGTGGACTGGAGCTACCA
AGTACCACCTCAATGGCAGAGACTCTCTGGTGAATCCGGGC
CCGGCCATGGCAAGCCACAAGGACGATGAAGAAAAGTTTTIT
TCCTCAGAGCGGGGTTCTCATCTTTGGGAAGCAAGGCTCAG
AGAAAACAAATGTGGACATTGAAAAGGTCATGATTACAGAC
GAAGAGGAAATCAGGACAACCAATCCCGTGGCTACGGAGC
AGTATGGTTCTGTATCTACCAACCTCCAGAGAGGCAACAGA
CAAGCAGCTACCGCAGATGTCAACACACAAgGCGTTCTITCC
AGGCATGGTCTGGCAGGACAGAGATGTGTACCTTCAGGGGC
CCATCTGGGCAAAGATTCCACACACGGACGGACATTTTCAC
CCCTCTCCCCTCATGGGTGGATTCGGACTTAAACACCCTCCG
CCTCAGATCCTGATCAAGAACACGCCTGTACCTGCGGATCCT
CCGACCACCTTCAACCAGTCAAAGCTGAACTCTTTCATCACC
CAGTATTCTACTGGCCAAGTCAGCGTGGAGATCGAGTGGGA
GCTGCAGAAGGAAAACAGCAAGCGCTGGAACCCCGAGATC
CAGTACACCTCCAACTACTACAAATCTACAAGTGTGGACTTT
GCTGTTAATACAGAAGGCGTGTACTCTGAACCCCGCCCCATT
GGCACCCGTTACCTCACCCGTAATCTGTAA

22

AAV-
DJ_G206A

ATGGCTGCCGATGGTTATCTTCCAGATTGGCTCGAGGACACT
CTCTCTGAAGGAATAAGACAGTGGTGGAAGCTCAAACCTGG
CCCACCACCACCAAAGCCCGCAGAGCGGCATAAGGACGAC
AGcaGGGGTCTTGTGCTTCCTGGGTACAAGTACCTCGGACCC
TTCAACGGACTCGACAAGGGAGAGCCGGTCAACGAGGCAG
ACGCCGCGGCCCTCGAGCACGACAAAGCCTACGACCGGCAG
CTCGACAGCGGAGACAACCCGTACCTCAAGTACAACCACGC
CGACGCCGAGTTCCAGGAGCGGCTCAAAGAAGATACGTCIT
TTGGGGGCAACCTCGGGCGAGCAGTCTTCCAGGCCAAAAAG
AGGCTTCTTGAACCTCTTGGTCTGGTTGAGGAAGCGGCTAA
GACGGCTCCTGGAAAGAAGAGGCCTGTAGAGCACTCTCCTG
TGGAGCCAGACTCCTCCTCGGGAACCGGAAAGGCGGGCCAG
CAGCCTGCAAGAAAAAGATTGAATTTTGGTCAGACTGGAGA
CGCAGACTCAGTCCCAGACCCTCAACCAATCGGAGAACCCC
CGCAGCCCCCTCAGGTGTGGGATCTCTTACAATGGCTGCAge
aGGTGGCGCACCAATGGCAGACAATAACGAGGGCGCCGACG
GAGTGGGTAATTCCTCGGGAAATTGGCATTGCGATTCCACA
TGGATGGGCGACAGAGTCATCACCACCAGCACCCGAACCTG
GGCCCTGCCCACCTACAACAACCACCTCTACAAGCAAATCT
CCAACAGCACATCTGGAGGATCTTCAAATGACAACGCCTAC
TTCGGCTACAGCACCCCCTGGGGGTATTTTGACTTTAACAGA
TTCCACTGCCACTTTTCACCACGTGACTGGCAGCGACTCATC
AACAACAACTGGGGATTCCGGCCCAAGAGACTCAGCTTCAA
GCTCTTCAACATCCAGGTCAAGGAGGTCACGCAGAATGAAG
GCACCAAGACCATCGCCAATAACCTCACCAGCACCATCCAG
GTGTTTACGGACTCGGAGTACCAGCTGCCGTACGTTCTCGGC
TCTGCCCACCAGGGCTGCCTGCCTCCGTTCCCGGCGGACGTG
TTCATGATTCCCCAGTACGGCTACCTAACACTCAACAACGGT
AGTCAGGCCGTGGGACGCTCCTCCTTCTACTGCCTGGAATAC
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TTTCCTTCGCAGATGCTGAGAACCGGCAACAACTTCCAGTTT
ACTTACACCTTCGAGGACGTGCCTTTCCACAGCAGCTACGCC
CACAGCCAGAGCTTGGACCGGCTGATGAATCCTCTGATTGA
CCAGTACCTGTACTACTTGTCTCGGACTCAAACAACAGGAG
GCACGACAAATACGCAGACTCTGGGCTTCAGCCAAGGTGGG
CCTAATACAATGGCCAATCAGGCAAAGAACTGGCTGCCAGG
ACCCTGTTACCGCCAGCAGCGAGTATCAAAGACATCTGCGG
ATAACAACAACAGTGAATACTCGTGGACTGGAGCTACCAAG
TACCACCTCAATGGCAGAGACTCTCTGGTGAATCCGGGCCC
GGCCATGGCAAGCCACAAGGACGATGAAGAAAAGTTTTTTC
CTCAGAGCGGGGTTCTCATCTITGGGAAGCAAGGCTCAGAG
AAAACAAATGTGGACATTGAAAAGGTCATGATTACAGACGA
AGAGGAAATCAGGACAACCAATCCCGTGGCTACGGAGCAGT
ATGGTTCTGTATCTACCAACCTCCAGAGAGGCAACAGACAA
GCAGCTACCGCAGATGTCAACACACAAgGCGTTCTTCCAGG
CATGGTCTGGCAGGACAGAGATGTGTACCTTCAGGGGCCCA
TCTGGGCAAAGATTCCACACACGGACGGACATTTTCACCCC
TCTCCCCTCATGGGTGGATTCGGACTTAAACACCCTCCGCCT
CAGATCCTGATCAAGAACACGCCTGTACCTGCGGATCCTCC
GACCACCTTCAACCAGTCAAAGCTGAACTCTTTCATCACCCA
GTATTCTACTGGCCAAGTCAGCGTGGAGATCGAGTGGGAGC
TGCAGAAGGAAAACAGCAAGCGCTGGAACCCCGAGATCCA
GTACACCTCCAACTACTACAAATCTACAAGTGTGGACTTTGC
TGTTAATACAGAAGGCGTGTACTCTGAACCCCGCCCCATTG
GCACCCGTTACCTCACCCGTAATCTGTAA

23

AAV-
DJ_G208A

ATGGCTGCCGATGGTTATCTITCCAGATTGGCTCGAGGACACT
CTCTCTGAAGGAATAAGACAGTGGTGGAAGCTCAAACCTGG
CCCACCACCACCAAAGCCCGCAGAGCGGCATAAGGACGAC
AGcaGGGGTCTTGTGCTTCCTGGGTACAAGTACCTCGGACCC
TTCAACGGACTCGACAAGGGAGAGCCGGTCAACGAGGCAG
ACGCCGCGGCCCTCGAGCACGACAAAGCCTACGACCGGCAG
CTCGACAGCGGAGACAACCCGTACCTCAAGTACAACCACGC
CGACGCCGAGTTCCAGGAGCGGCTCAAAGAAGATACGTCTT
TTGGGGGCAACCTCGGGCGAGCAGTCTTCCAGGCCAAAAAG
AGGCTTCTTGAACCTCTTGGTCTGGTTGAGGAAGCGGCTAA
GACGGCTCCTGGAAAGAAGAGGCCTGTAGAGCACTCTCCTG
TGGAGCCAGACTCCTCCTCGGGAACCGGAAAGGCGGGCCAG
CAGCCTGCAAGAAAAAGATTCGAATTTTGGTCAGACTGGAGA
CGCAGACTCAGTCCCAGACCCTCAACCAATCGGAGAACCICC
CGCAGCCCCCTCAGGTGTGGGATCTCTTACAATGGCTGCAG
GCGGTgeaGCACCAATGGCAGACAATAACGAGGGCGCCGAC
GGAGTGGGTAATTCCTCGGGAAATTGGCATTGCGATTCCAC
ATGGATGGGCGACAGAGTCATCACCACCAGCACCCGAACCT
GGGCCCTGCCCACCTACAACAACCACCTCTACAAGCAAATC
TCCAACAGCACATCTGGAGGATCTTCAAATGACAACGCCTA
CTTCGGCTACAGCACCCCCTGGGGGTATTTTGACTTTAACAG
ATTCCACTGCCACTTTTCACCACGTGACTGGCAGCGACTCAT
CAACAACAACTGGGGATTCCGGCCCAAGAGACTCAGCTTCA
AGCTCTTCAACATCCAGGTCAAGGAGGTCACGCAGAATGAA
GGCACCAAGACCATCGCCAATAACCTCACCAGCACCATCCA
GGTGTTTACGGACTCGGAGTACCAGCTGCCGTACGTTCTCGG
CTCTGCCCACCAGGGCTGCCTGCCTCCGTTCCCGGCGGACGT
GTTCATGATTCCCCAGTACGGCTACCTAACACTCAACAACG
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GTAGTCAGGCCGTGGGACGCTCCTCCTTCTACTGCCTGGAAT
ACTTTCCTTCGCAGATGCTGAGAACCGGCAACAACTTCCAGT
TTACTTACACCTTCGAGGACGTGCCTTTCCACAGCAGCTACG
CCCACAGCCAGAGCTTGGACCGGCTGATGAATCCTCTGATT
GACCAGTACCTGTACTACTTGTCTCGGACTCAAACAACAGG
AGGCACGACAAATACGCAGACTCTGGGCTTCAGCCAAGGTG
GGCCTAATACAATGGCCAATCAGGCAAAGAACTGGCTGCCA
GGACCCTGTTACCGCCAGCAGCGAGTATCAAAGACATCTGC
GGATAACAACAACAGTGAATACTCGTGGACTGGAGCTACCA
AGTACCACCTCAATGGCAGAGACTCTCTGGTGAATCCGGGC
CCGGCCATGGCAAGCCACAAGGACGATGAAGAAAAGTTTIT
TCCTCAGAGCGGGGTTCTCATCTTTGGGAAGCAAGGCTCAG
AGAAAACAAATGTGGACATTGAAAAGGTCATGATTACAGAC
GAAGAGGAAATCAGGACAACCAATCCCGTGGCTACGGAGC
AGTATGGTTCTGTATCTACCAACCTCCAGAGAGGCAACAGA
CAAGCAGCTACCGCAGATGTCAACACACAAgGCGTTCITCC
AGGCATGGTCTGGCAGGACAGAGATGTGTACCTTCAGGGGC
CCATCTGGGCAAAGATTCCACACACGGACGGACATTTTCAC
CCCTCTCCCCTCATGGGTGGATTCGGACTTAAACACCCTCCG
CCTCAGATCCTGATCAAGAACACGCCTGTACCTGCGGATCCT
CCGACCACCTTCAACCAGTCAAAGCTGAACTCTTTCATCACC
CAGTATTCTACTGGCCAAGTCAGCGTGGAGATCGAGTGGGA
GCTGCAGAAGGAAAACAGCAAGCGCTGGAACCCCGAGATC
CAGTACACCTCCAACTACTACAAATCTACAAGTGTGGACTTT
GCTGTTAATACAGAAGGCGTGTACTCTGAACCCCGCCCCATT
GGCACCCGTTACCTCACCCGTAATCTGTAA

24

AAV-
DI_D213A

ATGGCTGCCGATGGTTATCTTCCAGATTGGCTCGAGGACACT
CTCTCTGAAGGAATAAGACAGTGGTGGAAGCTCAAACCTGG
CCCACCACCACCAAAGCCCGCAGAGCGGCATAAGGACGAC
AGcaGGGGTCTTGTGCTTCCTGGGTACAAGTACCTCGGACCC
TTCAACGGACTCGACAAGGGAGAGCCGGTCAACGAGGCAG
ACGCCGCGGCCCTCGAGCACGACAAAGCCTACGACCGGCAG
CTCGACAGCGGAGACAACCCGTACCTCAAGTACAACCACGC
CGACGCCGAGTTCCAGGAGCGGCTCAAAGAAGATACGTCTT
TTGGGGGCAACCTCGGGCGAGCAGTCTTCCAGGCCAAAAAG
AGGCTTCTTGAACCTCTTGGTCTGGTTGAGGAAGCGGCTAA
GACGGCTCCTGGAAAGAAGAGGCCTGTAGAGCACTCTCCTG
TGGAGCCAGACTCCTCCTCGGGAACCGGAAAGGCGGGCCAG
CAGCCTGCAAGAAAAAGATTGAATTTTGGTCAGACTGGAGA
CGCAGACTCAGTCCCAGACCCTCAACCAATCGGAGAACCHCC
CGCAGCCCCCTCAGGTGTGGGATCTCTTACAATGGCTGCAG
GCGGTGGCGCACCAATGGCAgeaAATAACGAGGGCGCCGAC
GGAGTGGGTAATTCCTCGGGAAATTGGCATTGCGATTCCAC
ATGGATGGGCGACAGAGTCATCACCACCAGCACCCGAACCT
GGGCCCTGCCCACCTACAACAACCACCTCTACAAGCAAATC
TCCAACAGCACATCTGGAGGATCTTCAAATGACAACGCCTA
CTTCGGCTACAGCACCCCCTGGGGGTATTTTGACTTTAACAG
ATTCCACTGCCACTTTTCACCACGTGACTGGCAGCGACTCAT
CAACAACAACTGGGGATTCCGGCCCAAGAGACTCAGCTTCA
AGCTCTTCAACATCCAGGTCAAGGAGGTCACGCAGAATGAA
GGCACCAAGACCATCGCCAATAACCTCACCAGCACCATCCA
GGTGTTTACGGACTCGGAGTACCAGCTGCCGTACGTTCTCGG
CTCTGCCCACCAGGGCTGCCTGCCTCCGTTCCCGGCGGACGT




WO 2024/191354

PCT/SG2024/050151

45

SEQ ID NO:

Name

Sequence

GTTCATGATTCCCCAGTACGGCTACCTAACACTCAACAACG
GTAGTCAGGCCGTGGGACGCTCCTCCTTCTACTGCCTGGAAT
ACTTTCCTTCGCAGATGCTGAGAACCGGCAACAACTTCCAGT
TTACTTACACCTTCGAGGACGTGCCTTTCCACAGCAGCTACG
CCCACAGCCAGAGCTTGGACCGGCTGATGAATCCTCTGATT
GACCAGTACCTGTACTACTTGTCTCGGACTCAAACAACAGG
AGGCACGACAAATACGCAGACTCTGGGCTTCAGCCAAGGTG
GGCCTAATACAATGGCCAATCAGGCAAAGAACTGGCTGCCA
GGACCCTGTTACCGCCAGCAGCGAGTATCAAAGACATCTGC
GGATAACAACAACAGTGAATACTCGTGGACTGGAGCTACCA
AGTACCACCTCAATGGCAGAGACTCICTGGTGAATCCGGGC
CCGGCCATGGCAAGCCACAAGGACGATGAAGAAAAGTTTTT
TCCTCAGAGCGGGGTTCTCATCTTTGGGAAGCAAGGCTCAG
AGAAAACAAATGTGGACATTGAAAAGGTCATGATTACAGAC
GAAGAGGAAATCAGGACAACCAATCCCGTGGCTACGGAGC
AGTATGGTTCTGTATCTACCAACCTCCAGAGAGGCAACAGA
CAAGCAGCTACCGCAGATGTCAACACACAAgGCGTTCTTCC
AGGCATGGTCTGGCAGGACAGAGATGTGTACCTTCAGGGGC
CCATCTGGGCAAAGATTCCACACACGGACGGACATTTTCAC
CCCTCTCCCCTCATGGGTGGATTCGGACTTAAACACCCTCCG
CCTCAGATCCTGATCAAGAACACGCCTGTACCTGCGGATCCT
CCGACCACCTTCAACCAGTCAAAGCTGAACTCTTTCATCACC
CAGTATTCTACTGGCCAAGTCAGCGTGGAGATCGAGTGGGA
GCTGCAGAAGGAAAACAGCAAGCGCTGGAACCCCGAGATC
CAGTACACCTCCAACTACTACAAATCTACAAGTGTGGACTTT
GCTGTTAATACAGAAGGCGTGTACTCTGAACCCCGCCCCATT
GGCACCCGTTACCTCACCCGTAATCTGTAA

25

AAV-
DJ _N214A

ATGGCTGCCGATGGTTATCTTCCAGATTGGCTCGAGGACACT
CTCTCTGAAGGAATAAGACAGTGGTGGAAGCTCAAACCTGG
CCCACCACCACCAAAGCCCGCAGAGCGGCATAAGGACGAC
AGcaGGGGTCTTGTGCTTCCTGGGTACAAGTACCTCGGACCC
TTCAACGGACTCGACAAGGGAGAGCCGGTCAACGAGGCAG
ACGCCGCGGCCCTCGAGCACGACAAAGCCTACGACCGGCAG
CTCGACAGCGGAGACAACCCGTACCTCAAGTACAACCACGC
CGACGCCGAGTTCCAGGAGCGGCTCAAAGAAGATACGTCTIT
TTGGGGGCAACCTCGGGCGAGCAGTCTTCCAGGCCAAAAAG
AGGCTTCTTGAACCTCTTGGTCTGGTTGAGGAAGCGGCTAA
GACGGCTCCTGGAAAGAAGAGGCCTGTAGAGCACTCTCCTG
TGGAGCCAGACTCCTCCTCGGGAACCGGAAAGGCGGGCCAG
CAGCCTGCAAGAAAAAGATTGAATTTTGGTCAGACTGGAGA
CGCAGACTCAGTCCCAGACCCTCAACCAATCGGAGAACCICC
CGCAGCCCCCTCAGGTGTGGGATCTCTTACAATGGCTGCAG
GCGGTGGCGCACCAATGGCAGACgcaAACGAGGGCGCCGAC
GGAGTGGGTAATTCCTCGGGAAATTGGCATTGCGATTCCAC
ATGGATGGGCGACAGAGTCATCACCACCAGCACCCGAACCT
GGGCCCTGCCCACCTACAACAACCACCTCTACAAGCAAATC
TCCAACAGCACATCTGGAGGATCTTCAAATGACAACGCCTA
CTTCGGCTACAGCACCCCCTGGGGGTATTTTGACTTTAACAG
ATTCCACTGCCACTTTTCACCACGTGACTGGCAGCGACTCAT
CAACAACAACTGGGGATTCCGGCCCAAGAGACTCAGCTTCA
AGCTCTTCAACATCCAGGTCAAGGAGGTCACGCAGAATGAA
GGCACCAAGACCATCGCCAATAACCTCACCAGCACCATCCA
GGTGTTTACGGACTCGGAGTACCAGCTGCCGTACGTICTCGG
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CTCTGCCCACCAGGGCTGCCTGCCTCCGTTCCCGGCGGACGT
GTTCATGATTCCCCAGTACGGCTACCTAACACTCAACAACG
GTAGTCAGGCCGTGGGACGCTCCTCCTTCTACTGCCTGGAAT
ACTTTCCTTCGCAGATGCTGAGAACCGGCAACAACTTCCAGT
TTACTTACACCTTCGAGGACGTGCCTTTCCACAGCAGCTACG
CCCACAGCCAGAGCTTGGACCGGCTGATGAATCCTCTGATT
GACCAGTACCTGTACTACTTGTCTCGGACTCAAACAACAGG
AGGCACGACAAATACGCAGACTCTGGGCTTCAGCCAAGGTG
GGCCTAATACAATGGCCAATCAGGCAAAGAACTGGCTGCCA
GGACCCTGTTACCGCCAGCAGCGAGTATCAAAGACATCTGC
GGATAACAACAACAGTGAATACTCGTGGACTGGAGCTACCA
AGTACCACCTCAATGGCAGAGACTCTCTGGTGAATCCGGGC
CCGGCCATGGCAAGCCACAAGGACGATGAAGAAAAGTTTTT
TCCTCAGAGCGGGGTTCTCATCTTTGGGAAGCAAGGCTCAG
AGAAAACAAATGTGGACATTGAAAAGGTCATGATTACAGAC
GAAGAGGAAATCAGGACAACCAATCCCGTGGCTACGGAGC
AGTATGGTTCTGTATCTACCAACCTCCAGAGAGGCAACAGA
CAAGCAGCTACCGCAGATGTCAACACACAAgGCGTTCTTCC
AGGCATGGTCTGGCAGGACAGAGATGTGTACCTTCAGGGGC
CCATCTGGGCAAAGATTCCACACACGGACGGACATTITCAC
CCCTCTCCCCTCATGGGTGGATTCGGACTTAAACACCCTCCG
CCTCAGATCCTGATCAAGAACACGCCTGTACCTGCGGATCCT
CCGACCACCTTCAACCAGTCAAAGCTGAACTCTTTCATCACC
CAGTATTCTACTGGCCAAGTCAGCGTGGAGATCGAGTGGGA
GCTGCAGAAGGAAAACAGCAAGCGCTGGAACCCCGAGATC
CAGTACACCTCCAACTACTACAAATCTACAAGTGTGGACTTT
GCTGTTAATACAGAAGGCGTGTACTCTGAACCCCGCCCCATT
GGCACCCGTTACCTCACCCGTAATCTGTAA

26

AAV-
DI_N215A

ATGGCTGCCGATGGTTATCITCCAGATTGGCTCGAGGACACT
CTCTCTGAAGGAATAAGACAGTGGTGGAAGCTCAAACCTGG
CCCACCACCACCAAAGCCCGCAGAGCGGCATAAGGACGAC
AGcaGGGGTCTTGTGCTTCCTGGGTACAAGTACCTCGGACCC
TTCAACGGACTCGACAAGGGAGAGCCGGTCAACGAGGCAG
ACGCCGCGGCCCTCGAGCACGACAAAGCCTACGACCGGCAG
CTCGACAGCGGAGACAACCCGTACCTCAAGTACAACCACGC
CGACGCCGAGTTCCAGGAGCGGCTCAAAGAAGATACGTCTT
TTGGGGGCAACCTCGGGCGAGCAGTCTTCCAGGCCAAAAAG
AGGCTTCTTGAACCTCTTGGTCTGGTTGAGGAAGCGGCTAA
GACGGCTCCTGGAAAGAAGAGGCCTGTAGAGCACTCTCCTG
TGGAGCCAGACTCCTCCTCGGGAACCGGAAAGGCGGGCCAG
CAGCCTGCAAGAAAAAGATTGAATTTTGGTCAGACTGGAGA
CGCAGACTCAGTCCCAGACCCTCAACCAATCGGAGAACCICC
CGCAGCCCCCTCAGGTGTGGGATCTCTTACAATGGCTGCAG
GCGGTGGCGCACCAATGGCAGACAATZeaGAGGGCGCCGAC
GGAGTGGGTAATTCCTCGGGAAATTGGCATTGCGATTCCAC
ATGGATGGGCGACAGAGTCATCACCACCAGCACCCGAACCT
GGGCCCTGCCCACCTACAACAACCACCTCTACAAGCAAATC
TCCAACAGCACATCTGGAGGATCTTCAAATGACAACGCCTA
CTTCGGCTACAGCACCCCCTGGGGGTATTTTGACTTTAACAG
ATTCCACTGCCACTTTTCACCACGTGACTGGCAGCGACTCAT
CAACAACAACTGGGGATTCCGGCCCAAGAGACTCAGCTTCA
AGCTCTTCAACATCCAGGTCAAGGAGGTCACGCAGAATGAA
GGCACCAAGACCATCGCCAATAACCTCACCAGCACCATCCA
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GGTGTTTACGGACTCGGAGTACCAGCTGCCGTACGTTCTCGG
CTCTGCCCACCAGGGCTGCCTGCCTCCGTTCCCGGCGGACGT
GTTCATGATTCCCCAGTACGGCTACCTAACACTCAACAACG
GTAGTCAGGCCGTGGGACGCTCCTCCTTCTACTGCCTGGAAT
ACTTTCCTTCGCAGATGCTGAGAACCGGCAACAACTTCCAGT
TTACTTACACCTTCGAGGACGTGCCTTTCCACAGCAGCTACG
CCCACAGCCAGAGCTTGGACCGGCTGATGAATCCTCTGATT
GACCAGTACCTGTACTACTTGTCTCGGACTCAAACAACAGG
AGGCACGACAAATACGCAGACTCTGGGCTTCAGCCAAGGTG
GGCCTAATACAATGGCCAATCAGGCAAAGAACTGGCTGCCA
GGACCCTGTTACCGCCAGCAGCGAGTATCAAAGACATCTGC
GGATAACAACAACAGTGAATACTCGTGGACTGGAGCTACCA
AGTACCACCTCAATGGCAGAGACTCTCTGGTGAATCCGGGC
CCGGCCATGGCAAGCCACAAGGACGATGAAGAAAAGTTTIT
TCCTCAGAGCGGGGTTCTCATCTTTGGGAAGCAAGGCTCAG
AGAAAACAAATGTGGACATTGAAAAGGTCATGATTACAGAC
GAAGAGGAAATCAGGACAACCAATCCCGTGGCTACGGAGC
AGTATGGTTCTGTATCTACCAACCTCCAGAGAGGCAACAGA
CAAGCAGCTACCGCAGATGTCAACACACAAgGCGTTCTTCC
AGGCATGGTCTGGCAGGACAGAGATGTGTACCTTCAGGGGC
CCATCTGGGCAAAGATTCCACACACGGACGGACATTTTCAC
CCCTCTCCCCTCATGGGTGGATTCGGACTTAAACACCCTCCG
CCTCAGATCCTGATCAAGAACACGCCTGTACCTGCGGATCCT
CCGACCACCTTCAACCAGTCAAAGCTGAACTCTTTCATCACC
CAGTATTCTACTGGCCAAGTCAGCGTGGAGATCGAGTGGGA
GCTGCAGAAGGAAAACAGCAAGCGCTGGAACCCCGAGATC
CAGTACACCTCCAACTACTACAAATCTACAAGTGTGGACTTT
GCTGTTAATACAGAAGGCGTGTACTCTGAACCCCGCCCCATT
GGCACCCGTTACCTCACCCGTAATCTGTAA

27

AAV-
DJ_E216A

ATGGCTGCCGATGGTTATCTTCCAGATTGGCTCGAGGACACT
CTCTCTGAAGGAATAAGACAGTGGTGGAAGCTCAAACCTGG
CCCACCACCACCAAAGCCCGCAGAGCGGCATAAGGACGAC
AGcaGGGGTCTTGTGCTTCCTGGGTACAAGTACCTCGGACCC
TTCAACGGACTCGACAAGGGAGAGCCGGTCAACGAGGCAG
ACGCCGCGGCCCTCGAGCACGACAAAGCCTACGACCGGCAG
CTCGACAGCGGAGACAACCCGTACCTCAAGTACAACCACGC
CGACGCCGAGTTCCAGGAGCGGCTCAAAGAAGATACGTCIT
TTGGGGGCAACCTCGGGCGAGCAGTCTTCCAGGCCAAAAAG
AGGCTTCTTGAACCTCTTGGTCTGGTTGAGGAAGCGGCTAA
GACGGCTCCTGGAAAGAAGAGGCCTGTAGAGCACTCTCCTG
TGGAGCCAGACTCCTCCTCGGGAACCGGAAAGGCGGGCCAG
CAGCCTGCAAGAAAAAGATTGAATTTTGGTCAGACTGGAGA
CGCAGACTCAGTCCCAGACCCTCAACCAATCGGAGAACCICC
CGCAGCCCCCTCAGGTGTGGGATCTCTTACAATGGCTGCAG
GCGGTGGCGCACCAATGGCAGACAATAACgecaGGCGCCGAC
GGAGTGGGTAATTCCTCGGGAAATTGGCATTGCGATTCCAC
ATGGATGGGCGACAGAGTCATCACCACCAGCACCCGAACCT
GGGCCCTGCCCACCTACAACAACCACCTCTACAAGCAAATC
TCCAACAGCACATCTGGAGGATCTTCAAATGACAACGCCTA
CTTCGGCTACAGCACCCCCTGGGGGTATTTTGACTTTAACAG
ATTCCACTGCCACTTTTCACCACGTGACTGGCAGCGACTCAT
CAACAACAACTGGGGATTCCGGCCCAAGAGACTCAGCTTCA
AGCTCTTCAACATCCAGGTCAAGGAGGTCACGCAGAATGAA
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GGCACCAAGACCATCGCCAATAACCTCACCAGCACCATCCA
GGTGTTTACGGACTCGGAGTACCAGCTGCCGTACGTTCTCGG
CTCTGCCCACCAGGGCTGCCTGCCTCCGTTCCCGGCGGACGT
GTTCATGATTCCCCAGTACGGCTACCTAACACTCAACAACG
GTAGTCAGGCCGTGGGACGCTCCTCCTTCTACTGCCTGGAAT
ACTTTCCTTCGCAGATGCTGAGAACCGGCAACAACTTCCAGT
TTACTTACACCTTCGAGGACGTGCCTTTCCACAGCAGCTACG
CCCACAGCCAGAGCTTGGACCGGCTGATGAATCCTCTGATT
GACCAGTACCTGTACTACTTGTCTCGGACTCAAACAACAGG
AGGCACGACAAATACGCAGACTCTGGGCTTCAGCCAAGGTG
GGCCTAATACAATGGCCAATCAGGCAAAGAACTGGCTGCCA
GGACCCTGTTACCGCCAGCAGCGAGTATCAAAGACATCTGC
GGATAACAACAACAGTGAATACTCGTGGACTGGAGCTACCA
AGTACCACCTCAATGGCAGAGACTCTCTGGTGAATCCGGGC
CCGGCCATGGCAAGCCACAAGGACGATGAAGAAAAGTTTTT
TCCTCAGAGCGGGGTTCTCATCTTTGGGAAGCAAGGCTCAG
AGAAAACAAATGTGGACATTGAAAAGGTCATGATTACAGAC
GAAGAGGAAATCAGGACAACCAATCCCGTGGCTACGGAGC
AGTATGGTTCTGTATCTACCAACCTCCAGAGAGGCAACAGA
CAAGCAGCTACCGCAGATGTCAACACACAAgGCGTTCTTCC
AGGCATGGTCTGGCAGGACAGAGATGTGTACCTTCAGGGGC
CCATCTGGGCAAAGATTCCACACACGGACGGACATTTTCAC
CCCTCTCCCCTCATGGGTGGATTCGGACTTAAACACCCTCCG
CCTCAGATCCTGATCAAGAACACGCCTGTACCTGCGGATCCT
CCGACCACCTTCAACCAGTCAAAGCTGAACTCTTTCATCACC
CAGTATTCTACTGGCCAAGTCAGCGTGGAGATCGAGTGGGA
GCTGCAGAAGGAAAACAGCAAGCGCTGGAACCCCGAGATC
CAGTACACCTCCAACTACTACAAATCTACAAGTGTGGACTTT
GCTGTTAATACAGAAGGCGTGTACTCTGAACCCCGCCCCATT
GGCACCCGTTACCTCACCCGTAATCTGTAA

28

AAV-
DI_G217A

ATGGCTGCCGATGGTTATCTTCCAGATTGGCTCGAGGACACT
CTCTCTGAAGGAATAAGACAGTGGTGGAAGCTCAAACCTGG
CCCACCACCACCAAAGCCCGCAGAGCGGCATAAGGACGAC
AGcaGGGGTCTTGTGCTTCCTGGGTACAAGTACCTCGGACCC
TTCAACGGACTCGACAAGGGAGAGCCGGTCAACGAGGCAG
ACGCCGCGGCCCTCGAGCACGACAAAGCCTACGACCGGCAG
CTCGACAGCGGAGACAACCCGTACCTCAAGTACAACCACGC
CGACGCCGAGTTCCAGGAGCGGCTCAAAGAAGATACGTCTT
TTGGGGGCAACCTCGGGCGAGCAGTCTTCCAGGCCAAAAAG
AGGCTTCTTGAACCTCTTGGTCTGGTTGAGGAAGCGGCTAA
GACGGCTCCTGGAAAGAAGAGGCCTGTAGAGCACTCTCCTG
TGGAGCCAGACTCCTCCTCGGGAACCGGAAAGGCGGGCCAG
CAGCCTGCAAGAAAAAGATTGAATTTTGGTCAGACTGGAGA
CGCAGACTCAGTCCCAGACCCTCAACCAATCGGAGAACCLCC
CGCAGCCCCCTCAGGTGTGGGATCTCTTACAATGGCTGCAG
GCGGTGGCGCACCAATGGCAGACAATAACGAGgeaGCCGAC
GGAGTGGGTAATTCCTCGGGAAATTGGCATTGCGATTCCAC
ATGGATGGGCGACAGAGTCATCACCACCAGCACCCGAACCT
GGGCCCTGCCCACCTACAACAACCACCTCTACAAGCAAATC
TCCAACAGCACATCTGGAGGATCTTCAAATGACAACGCCTA
CTTCGGCTACAGCACCCCCTGGGGGTATTTTGACTTTAACAG
ATTCCACTGCCACTTTTCACCACGTGACTGGCAGCGACTCAT
CAACAACAACTGGGGATTCCGGCCCAAGAGACTCAGCTTCA
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AGCTCTTCAACATCCAGGTCAAGGAGGTCACGCAGAATGAA
GGCACCAAGACCATCGCCAATAACCTCACCAGCACCATCCA
GGTGTTTACGGACTCGGAGTACCAGCTGCCGTACGTTCTCGG
CTCTGCCCACCAGGGCTGCCTGCCTCCGTTCCCGGCGGACGT
GTTCATGATTCCCCAGTACGGCTACCTAACACTCAACAACG
GTAGTCAGGCCGTGGGACGCTCCTCCTTCTACTGCCTGGAAT
ACTTTCCTTCGCAGATGCTGAGAACCGGCAACAACTTCCAGT
TTACTTACACCTTCGAGGACGTGCCTTTCCACAGCAGCTACG
CCCACAGCCAGAGCTTGGACCGGCTGATGAATCCTCTGATT
GACCAGTACCTGTACTACTTGTCTCGGACTCAAACAACAGG
AGGCACGACAAATACGCAGACTCTGGGCTTCAGCCAAGGTG
GGCCTAATACAATGGCCAATCAGGCAAAGAACTGGCTGCCA
GGACCCTGTTACCGCCAGCAGCGAGTATCAAAGACATCTGC
GGATAACAACAACAGTGAATACTCGTGGACTGGAGCTACCA
AGTACCACCTCAATGGCAGAGACTCTCTGGTGAATCCGGGC
CCGGCCATGGCAAGCCACAAGGACGATGAAGAAAAGTTTIT
TCCTCAGAGCGGGGTTCTCATCTTTGGGAAGCAAGGCTCAG
AGAAAACAAATGTGGACATTGAAAAGGTCATGATTACAGAC
GAAGAGGAAATCAGGACAACCAATCCCGTGGCTACGGAGC
AGTATGGTTCTGTATCTACCAACCTCCAGAGAGGCAACAGA
CAAGCAGCTACCGCAGATGTCAACACACAAgGCGTTCTTCC
AGGCATGGTCTGGCAGGACAGAGATGTGTACCTTCAGGGGC
CCATCTGGGCAAAGATTCCACACACGGACGGACATTTTCAC
CCCTCTCCCCTCATGGGTGGATTCGGACTTAAACACCCTCCG
CCTCAGATCCTGATCAAGAACACGCCTGTACCTGCGGATCCT
CCGACCACCTTCAACCAGTCAAAGCTGAACTCTTTCATCACC
CAGTATTCTACTGGCCAAGTCAGCGTGGAGATCGAGTGGGA
GCTGCAGAAGGAAAACAGCAAGCGCTGGAACCCCGAGATC
CAGTACACCTCCAACTACTACAAATCTACAAGTGTGGACTTT
GCTGTTAATACAGAAGGCGTGTACTCTGAACCCCGCCCCATT
GGCACCCGTTACCTCACCCGTAATCTGTAA

29

AAV-DJ R168A

MAADGYLPDWLEDTLSEGIRQW WKLKPGPPPPKPAERHKDDS
RGLVLPGYKYLCGPFNGLDKGEPVNEADAAALEHDKAYDRQL
DSGDNPYLKYNHADAEFQERLKEDTSFGGNLGRAVFQAKKRL
LEPLGLVEEAAKTAPGKKRPVEHSPVEPDSSSGTGKAGQQPAA
KRLNFGQTGDADSVPDPQPIGEPPAAPSGVGSLTMAAGGGAP
MADNNEGADGVGNSSGNWHCDSTWMGDRVITTSTRTWALPT
YNNHLYKQISNSTSGGSSNDNAYFGYSTPWGYFDENRFHCHFS
PRDWQRLINNNWGFRPKRLSFKLFNIQVKEVTQNEGTKTIANN
LTSTIQVFTDSEYQLPY VLGSAHQGCLPPEPADVEMIPQYGYLT
LNNGSQAVGRSSFYCLEYFPSQMLRTGNNFQFTYTFEDVPFHS
SYAHSQSLDRLMNPLIDQYLYYLSRTQTTGGTINTQTLGFSQG
GPNTMANQAKNWLPGPCYRQQRVSKTSADNNNSEYSWTGAT
KYHLNGRDSLVNPGPAMASHKDDEEKFFPQSGVLIFGKQGSEK
TNVDIEKVMITDEEEIRTTNPVATEQYGSVSTNLQRGNRQAAT
ADVNTQGVLPGMVWQDRDVYLQGPIWAKIPHTDGHFHPSPL
MGGFGLKHPPPQILIKNTPVPADPPTTENQSKLNSFITQYSTGQV
SVEIEWELQKENSKRWNPEIQYTSNY YKSTSVDFAVNTEGVYS
EPRPIGTRYLTRNL

30

AAV-DJ T176A

MAADGYLPDWLEDTLSEGIRQW WKLKPGPPPPKPAERHKDDS
RGLVLPGYKYLGPFNGLDKGEPVNEADAAALEHDKAYDRQL

DSGDNPYLKYNHADAEFQERLKEDTSFGGNLGRAVFQAKKRL
LEPLGLVEEAAKTAPGKKRPVEHSPVEPDSSSGTGKAGQQPAR
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SEQ ID NO:

Name

Sequence

KRLNFGQAGDADSVPDPQPIGEPPAAPSGVGSLTMAAGGGAP
MADNNEGADGVGNSSGNWHCDSTWMGDRVITTSTRTWALPT
YNNHLYKQISNSTSGGSSNDNAYFGYSTPWGYFDENRFHCHES
PRDWQRLINNNWGFRPKRLSFKLFNIQVKEVTQNEGTKTIANN
LTSTIQVFTDSEYQLPYVLGSAHQGCLPPFPADVEMIPQYGYLT
LNNGSQAVGRSSFYCLEYFPSQMLRTGNNFQFTYTFEDVPFHS
SYAHSQSLDRLMNPLIDQYLYYLSRTQTTGGTTNTQTLGFSQG
GPNTMANQAKNWLPGPCYRQQRVSKTSADNNNSEYSWTGAT
KYHLNGRDSLVNPGPAMASHKDDEEKFFPQSGVLIFGKQGSEK
TNVDIEKVMITDEEEIRTTNPVATEQYGSVSTNLQRGNRQAAT
ADVNTQGVLPGMVWQDRDVYLQGPIWAKIPHTDGHFHPSPL
MGGFGLKHPPPQILIKNTPVPADPPTTENQSKLNSFITQYSTGQV
SVEIEWELQKENSKRWNPEIQYTSNYYKSTSVDFAVNTEGVYS
EPRPIGTRYLTRNL

31

AAV-
DIJ_S181A

MAADGYLPDWLEDTLSEGIRQWWKLKPGPPPPKPAERHKDDS
RGLVLPGYKYLGPFNGLDKGEPVNEADAAALEHDKAYDRQL
DSGDNPYLKYNHADAEFQERLKEDTSFGGNLGRAVFQAKKRL
LEPLGLVEEAAKTAPGKKRPVEHSPVEPDSSSGTGKAGQQPAR
KRLNFGQTGDADAVPDPQPIGEPPAAPSGVGSLTMAAGGGAP
MADNNEGADGVGNSSGNWHCDSTWMGDRVITTSTRTWALPT
YNNHLYKQISNSTSGGSSNDNAYFGYSTPWGYFDFENRFHCHFS
PRDWQRLINNNWGFRPKRLSFKLENIQVKEVTQNEGTKTIANN
LTSTIQVFTDSEYQLPYVLGSAHQGCLPPFPADVFMIPQYGYLT
LNNGSQAVGRSSFYCLEYFPSQMLRTGNNFQFTYTFEDVPFHS
SYAHSQSLDRLMNPLIDQYLYYLSRTQTTGGTTNTQTLGFSQG
GPNTMANQAKNWLPGPCYRQQRVSKTSADNNNSEYSWTGAT
KYHLNGRDSLVNPGPAMASHKDDEEKFFPQSGVLIFGKQGSEK
TNVDIEKVMITDEEEIRTTNPVATEQYGSVSTNLQRGNRQAAT
ADVNTQGVLPGMVWQDRDVYLQGPIWAKIPHTDGHFHPSPL
MGGFGLKHPPPQILIKNTPVPADPPTTFNQSKLNSFITQYSTGQV
SVEIEWELQKENSKRWNPEIQYTSNY YKSTSVDFAVNTEGVYS
EPRPIGTRYLTRNL

32

AAV-
DJ_VI182A

MAADGYLPDWLEDTLSEGIRQWWKLKPGPPPPKPAERHKDDS
RGLVLPGYKYLGPFNGLDKGEPVNEADAAALEHDKAYDRQL
DSGDNPYLKYNHADAEFQERLKEDTSFGGNLGRAVFQAKKRL
LEPLGLVEEAAKTAPGKKRPVEHSPVEPDSSSGTGKAGQQPAR
KRLNFGQTGDADSAPDPQPIGEPPAAPSGVGSLTMAAGGGAP
MADNNEGADGVGNSSGNWHCDSTWMGDRVITTSTRTWALPT
YNNHLYKQISNSTSGGSSNDNAYFGYSTPWGYFDENRFHCHEFS
PRDWQRLINNNWGFRPKRLSFKLFNIQVKEVTQNEGTKTIANN
LTSTIQVFTDSEYQLPYVLGSAHQGCLPPFPADVEMIPQYGYLT
LNNGSQAVGRSSFYCLEYFPSQMLRTGNNFQFTYTFEDVPFHS
SYAHSQSLDRLMNPLIDQYLYYLSRTQTTGGTTNTQTLGFSQG
GPNTMANQAKNWLPGPCYRQQRVSKTSADNNNSEYSWTGAT
KYHLNGRDSLVNPGPAMASHKDDEEKFFPQSGVLIFGKQGSEK
TNVDIEKVMITDEEEIRTTNPVATEQYGSVSTNLQRGNRQAAT
ADVNTQGVLPGMVWQDRDVYLQGPIWAKIPHTDGHFHPSPL
MGGFGLKHPPPQILIKNTPVPADPPTTENQSKLNSFITQYSTGQV
SVEIEWELQKENSKRWNPEIQYTSNYYKSTSVDFAVNTEGVYS
EPRPIGTRYLTRNL

(98]
(98]

AAV-
DJ_P183A

MAADGYLPDWLEDTLSEGIRQWWKLKPGPPPPKPAERHKDDS
RGLVLPGYKYLGPFNGLDKGEPVNEADAAALEHDKAYDRQL
DSGDNPYLKYNHADAEFQERLKEDTSFGGNLGRAVFQAKKRL
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SEQID NO: | Name Sequence

LEPLGLVEEAAKTAPGKKRPVEHSPVEPDSSSGTGKAGQQPAR
KRLNFGQTGDADSVADPQPIGEPPAAPSGVGSLTMAAGGGAP

MADNNEGADGVGNSSGNWHCDSTWMGDRVITTSTRTWALPT
YNNHLYKQISNSTSGGSSNDNAYFGYSTPWGYFDFNRFHCHFS
PRDWQRLINNNWGFRPKRLSFKLFNIQVKEVTQNEGTKTIANN
LTSTIQVFTDSEYQLPYVLGSAHQGCLPPFPADVEMIPQYGYLT
LNNGSQAVGRSSFYCLEYFPSQMLRTGNNFQFTYTFEDVPFHS

SYAHSQSLDRLMNPLIDQYLY YLSRTQTTGGTTINTQTLGFSQG
GPNTMANQAKNWLPGPCYRQQRVSKTSADNNNSEYSWTGAT
KYHLNGRDSLVNPGPAMASHKDDEEKFFPQSGVLIFGKQGSEK
TNVDIEKVMITDEEEIRTTNPVATEQYGSVSTNLQRGNRQAAT

ADVNTQGVLPGMVWQDRDVYLQGPIWAKIPHTDGHFHPSPL

MGGFGLKHPPPQILIKNTPVPADPPTTENQSKLNSFITQYSTGQV
SVEIEWELQKENSKRWNPEIQYTSNY YKSTSVDFAVNTEGVYS

EPRPIGTRYLTRNL
34 AAV- MAADGYLPDWLEDTLSEGIRQWWKLKPGPPPPKPAERHKDDS
DI_D184A RGLVLPGYKYLGPFNGLDKGEPVNEADAAALEHDKAYDRQL

DSGDNPYLKYNHADAEFQERLKEDTSFGGNLGRAVFQAKKRL
LEPLGLVEEAAKTAPGKKRPVEHSPVEPDSSSGTGKAGQQPAR
KRLNFGQTGDADSVPAPQPIGEPPAAPSGVGSLTMAAGGGAP
MADNNEGADGVGNSSGNWHCDSTWMGDRVITTSTRTWALPT
YNNHLYKQISNSTSGGSSNDNAYFGYSTPWGYFDENRFHCHFS
PRDWQRLINNNWGFRPKRLSFKLFNIQVKEVTQNEGTKTIANN
LTSTIQVFTDSEYQLPYVLGSAHQGCLPPFPADVEMIPQYGYLT
LNNGSQAVGRSSFYCLEYFPSQMLRTGNNFQFTYTFEDVPFHS
SYAHSQSLDRLMNPLIDQYLYYLSRTQTTGGTTNTQTLGFSQG
GPNTMANQAKNWLPGPCYRQQRVSKTSADNNNSEYSWTGAT
KYHLNGRDSLVNPGPAMASHKDDEEKFFPQSGVLIFGKQGSEK
TNVDIEKVMITDEEEIRTTNPVATEQYGSVSTNLQRGNRQAAT
ADVNTQGVLPGMVWQDRDVYLQGPIWAKIPHTDGHFHPSPL
MGGFGLKHPPPQILIKNTPVPADPPTTENQSKLNSFITQYSTGQV
SVEIEWELQKENSKRWNPEIQYTSNY YKSTSVDFAVNTEGVYS

EPRPIGTRYLTRNL
35 AAV- MAADGYLPDWLEDTLSEGIRQW WKLKPGPPPPKPAERHKDDS
DJ_P185A RGLVLPGYKYLGPFNGLDKGEPVNEADAAALEHDKAYDRQL

DSGDNPYLKYNHADAEFQERLKEDTSFGGNLGRAVFQAKKRL
LEPLGLVEEAAKTAPGKKRPVEHSPVEPDSSSGTGKAGQQPAR
KRLNFGQTGDADSVPDAQPIGEPPAAPSGVGSLTMAAGGGAP
MADNNEGADGVGNSSGNWHCDSTWMGDRVITTSTRTWALPT
YNNHLYKQISNSTSGGSSNDNAYFGYSTPWGYFDENRFHCHFS
PRDWQRLINNNWGFRPKRLSFKLFNIQVKEVTQNEGTKTIANN
LTSTIQVFTDSEYQLPY VLGSAHQGCLPPEPADVEMIPQYGYLT
LNNGSQAVGRSSFYCLEYFPSQMLRTGNNFQFTYTFEDVPFHS
SYAHSQSLDRLMNPLIDQYLYYLSRTQTTGGTTINTQTLGFSQG
GPNTMANQAKNWLPGPCYRQQRVSKTSADNNNSEYSWTGAT
KYHLNGRDSLVNPGPAMASHKDDEEKFFPQSGVLIFGKQGSEK
TNVDIEKVMITDEEEIRTTNPVATEQYGSVSTNLQRGNRQAAT
ADVNTQGVLPGMVWQDRDVYLQGPIWAKIPHTDGHFHPSPL
MGGFGLKHPPPQILIKNTPVPADPPTTENQSKLNSFITQYSTGQV
SVEIEWELQKENSKRWNPEIQYTSNY YKSTSVDFAVNTEGVYS
EPRPIGTRYLTRNL

36 AAV- MAADGYLPDWLEDTLSEGIRQW WKLKPGPPPPKPAERHKDDS
DJ_QI86A RGLVLPGYKYLGPFNGLDKGEPVNEADAAALEHDKAYDRQL
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DSGDNPYLKYNHADAEFQERLKEDTSFGGNLGRAVFQAKKRL
LEPLGLVEEAAKTAPGKKRPVEHSPVEPDSSSGTGKAGQQPAR
KRLNEGQTGDADSVPDPAPIGEPPAAPSGVGSLTMAAGGGAP
MADNNEGADGVGNSSGNWHCDSTWMGDRVITTSTRTWALPT
YNNHLYKQISNSTSGGSSNDNAYFGYSTPWGYFDFENRFHCHFS
PRDWQRLINNNWGFRPKRLSFKLFNIQVKEVTQNEGTKTIANN
LTSTIQVFTDSEYQLPYVLGSAHQGCLPPFPADVFEMIPQYGYLT
LNNGSQAVGRSSFYCLEYFPSQMLRTGNNFQFTYTFEDVPFHS
SYAHSQSLDRLMNPLIDQYLYYLSRTQTTGGTTNTQTLGFSQG
GPNTMANQAKNWILPGPCYRQQRVSKTSADNNNSEYSWTGAT
KYHLNGRDSLVNPGPAMASHKDDEEKFFPQSGVLIFGKQGSEK
TNVDIEKVMITDEEEIRTTNPVATEQYGSVSTNLQRGNRQAAT
ADVNTQGVLPGMVWQDRDVYLQGPIWAKIPHTDGHFHPSPL
MGGEGLKHPPPQILIKNTPVPADPPTTENQSKLNSFITQYSTGQV
SVEIEWELQKENSKRWNPEIQYTSNYYKSTSVDFAVNTEGVYS
EPRPIGTRYLTRNL

37

AAV-
DI_PI87A

MAADGYLPDWLEDTLSEGIRQWWKLKPGPPPPKPAERHKDDS
RGLVLPGYKYLGPFNGLDKGEPVNEADAAALEHDKAYDRQL
DSGDNPYLKYNHADAEFQERLKEDTSFGGNLGRAVFQAKKRL
LEPLGLVEEAAKTAPGKKRPVEHSPVEPDSSSGTGKAGQQPAR
KRLNFGQTGDADSVPDPQAIGEPPAAPSGVGSLTMAAGGGAP
MADNNEGADGVGNSSGNWHCDSTWMGDRVITTSTRTWALPT
YNNHLYKQISNSTSGGSSNDNAYFGYSTPWGYFDFNRFHCHFS
PRDWQRLINNNWGFRPKRLSFKLFNIQVKEVTQNEGTKTIANN
LTSTIQVFTDSEYQLPYVLGSAHQGCLPPFPADVEMIPQYGYLT
LNNGSQAVGRSSFYCLEYFPSQMLRTGNNFQFTYTFEDVPFHS
SYAHSQSLDRLMNPLIDQYLYYLSRTQTTGGTTNTQTLGFSQG
GPNTMANQAKNWLPGPCYRQQRVSKTSADNNNSEYSWTGAT
KYHLNGRDSLVNPGPAMASHKDDEEKFFPQSGVLIFGKQGSEK
TNVDIEKVMITDEEEIRTTNPVATEQYGSVSTNLQRGNRQAAT
ADVNTQGVLPGMVWQDRDVYLQGPIWAKIPHTDGHFHPSPL
MGGEGLKHPPPQILIKNTPVPADPPTTENQSKLNSFITQYSTGQVY
SVEIEWELQKENSKRWNPEIQYTSNYYKSTSVDFAVNTEGVYS
EPRPIGTRYLTRNL

38

AAV-
DJ_G189A

MAADGYLPDWLEDTLSEGIRQWWKLKPGPPPPKPAERHKDDS
RGLVLPGYKYLGPFNGLDKGEPVNEADAAALEHDKAYDRQL
DSGDNPYLKYNHADAEFQERLKEDTSFGGNLGRAVFQAKKRL
LEPLGLVEEAAKTAPGKKRPVEHSPVEPDSSSGTGKAGQQPAR
KRLNFGQTGDADSVPDPQPIAEPPAAPSGVGSLTMAAGGGAP
MADNNEGADGVGNSSGNWHCDSTWMGDRVITTSTRTWALPT
YNNHLYKQISNSTSGGSSNDNAYFGYSTPWGYFDFNRFHCHFS
PRDWQRLINNNWGFRPKRLSFKLFENIQVKEVTQNEGTKTIANN
LTSTIQVFTDSEYQLPYVLGSAHQGCLPPFPADVEMIPQYGYLT
LNNGSQAVGRSSFYCLEYFPSQMLRTGNNFQFTYTFEDVPFHS
SYAHSQSLDRLMNPLIDQYLYYLSRTQTTGGTTNTQTLGFSQG
GPNTMANQAKNWLPGPCYRQQRVSKTSADNNNSEYSWTGAT
KYHLNGRDSLVNPGPAMASHKDDEEKFFPQSGVLIFGKQGSEK
TNVDIEKVMITDEEEIRTTNPVATEQYGSVSTNLQRGNRQAAT
ADVNTQGVLPGMVWQDRDVYLQGPIWAKIPHTDGHFHPSPL
MGGFGLKHPPPQILIKNTPVPADPPTTENQSKLNSFITQYSTGQV
SVEIEWELQKENSKRWNPEIQYTSNYYKSTSVDFAVNTEGVYS
EPRPIGTRYLTRNL
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53
SEQID NO: | Name Sequence
39 AAV- MAADGYLPDWLEDTLSEGIRQWWKLKPGPPPPKPAERHKDDS
DJ_E190A RGLVLPGYKYLGPFNGLDKGEPVNEADAAALEHDKAYDRQL

DSGDNPYLKYNHADAEFQERLKEDTSFGGNLGRAVFQAKKRL
LEPLGLVEEAAKTAPGKKRPVEHSPVEPDSSSGTGKAGQQPAR
KRLNFGQTGDADSVPDPQPIGAPPAAPSGVGSLTMAAGGGAP

MADNNEGADGYGNSSGNWHCDSTWMGDRVITTSTRTWALPT
YNNHLYKQISNSTSGGSSNDNAYFGYSTPWGYFDENRFHCHFS
PRDWQRLINNNWGFRPKRLSFKLFNIQVKEVTQNEGTKTIANN
LTSTIQVFTDSEYQLPYVLGSAHQGCLPPFPADVEMIPQYGYLT
LNNGSQAVGRSSFYCLEYFPSQMLRTGNNFQFTYTFEDVPFHS

SYAHSQSLDRLMNPLIDQYLY YLSRTQTTGGTTNTQTLGFSQG
GPNTMANQAKNWLPGPCYRQQRVSKTSADNNNSEYSWTGAT
KYHLNGRDSLVNPGPAMASHKDDEEKFFPQSGVLIFGKQGSEK
TNVDIEKVMITDEEEIRTTNPYATEQYGSVSTNLQRGNRQAAT

ADVNTQGVLPGMVWQDRDVYLQGPIWAKIPHTDGHFHPSPL

MGGFGLKHPPPQILIKNTPVPADPPTTENQSKLNSFITQYSTGQV
SVEIEWELQKENSKRWNPEIQYTSNYYKSTSVDFAVNTEGVYS

EPRPIGTRYLTRNL
40 AAV- MAADGYLPDWLEDTLSEGIRQWWKLKPGPPPPKPAERHKDDS
DJ_P191A RGLVLPGYKYLGPFNGLDKGEPVNEADAAALEHDKAYDRQL

DSGDNPYLKYNHADAEFQERLKEDTSFGGNLGRAVFQAKKRL
LEPLGLVEEAAKTAPGKKRPVEHSPVEPDSSSGTGKAGQQPAR
KRLNFGQTGDADSVPDPQPIGEAPAAPSGVGSLTMAAGGGAP
MADNNEGADGVGNSSGNWHCDSTWMGDRVITTSTRTWALPT
YNNHLYKQISNSTSGGSSNDNAYFGYSTPWGYFDFNRFHCHFS
PRDWQRLINNNWGFRPKRLSFKLFNIQVKEVTQNEGTKTIANN
LTSTIQVFTDSEYQLPYVLGSAHQGCLPPFPADVEMIPQYGYLT
LNNGSQAVGRSSFYCLEYFPSQMLRTGNNFQFTYTFEDVPFHS
SYAHSQSLDRLMNPLIDQYLYYLSRTQTTGGTTNTQTLGFSQG
GPNTMANQAKNWLPGPCYRQQRVSKTSADNNNSEYSWTGAT
KYHLNGRDSLVNPGPAMASHKDDEEKFFPQSGVLIFGKQGSEK
TNVDIEKVMITDEEEIRTTNPYVATEQYGSVSTNLQRGNRQAAT
ADVNTQGVLPGMVWQDRDVYLQGPIWAKIPHTDGHFHPSPL
MGGFGLKHPPPQILIKNTPVPADPPTTENQSKLNSFITQYSTGQV
SVEIEWELQKENSKRWNPEIQYTSNYYKSTSVDFAVNTEGVYS

EPRPIGTRYLTRNL
41 AAV- MAADGYLPDWLEDTLSEGIRQWWKLKPGPPPPKPAERHKDDS
DI_P192A RGLVLPGYKYLGPFNGLDKGEPVNEADAAALEHDKAYDRQL

DSGDNPYLKYNHADAEFQERLKEDTSFGGNLGRAVFQAKKRL
LEPLGLVEEAAKTAPGKKRPVEHSPVEPDSSSGTGKAGQQPAR
KRLNFGQTGDADSVPDPQPIGEPAAAPSGVGSLTMAAGGGAP
MADNNEGADGYGNSSGNWHCDSTWMGDRVITTSTRTWALPT
YNNHLYKQISNSTSGGSSNDNAYFGYSTPWGYFDENRFHCHFS
PRDWQRLINNNWGFRPKRLSFKLFNIQVKEVTQNEGTKTIANN
LTSTIQVFTDSEYQLPYVLGSAHQGCLPPFPADVEMIPQYGYLT
LNNGSQAVGRSSFYCLEYFPSQMLRTGNNFQFTYTFEDVPFHS
SYAHSQSLDRLMNPLIDQYLYYLSRTQTTGGTTNTQTLGFSQG
GPNTMANQAKNWLPGPCYRQQRVSKTSADNNNSEYSWTGAT
KYHLNGRDSLVNPGPAMASHKDDEEKFFPQSGVLIFGKQGSEK
TNVDIEKVMITDEEEIRTTNPYATEQYGSVSTNLQRGNRQAAT
ADVNTQGVLPGMVWQDRDVYLQGPIWAKIPHTDGHFHPSPL
MGGFGLKHPPPQILIKNTPVPADPPTTENQSKLNSFITQYSTGQV
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SVEIEWELQKENSKRWNPEIQYTSNYYKSTSVDFAVNTEGVYS
EPRPIGTRYLTRNL

e)

AAV-
DI_A193R

MAADGYLPDWLEDTLSEGIRQWWKLKPGPPPPKPAERHKDDS
RGLVLPGYKYLGPFNGLDKGEPVNEADAAALEHDKAYDRQL
DSGDNPYLKYNHADAEFQERLKEDTSFGGNLGRAVFQAKKRL
LEPLGLVEEAAKTAPGKKRPVEHSPVEPDSSSGTGKAGQQPAR
KRLNFGQTGDADSVPDPQPIGEPPRAPSGVGSLTMAAGGGAPM
ADNNEGADGVGNSSGNWHCDSTWMGDRVITTSTRTWALPTY
NNHLYKQISNSTSGGSSNDNAYFGYSTPWGYFDFNRFHCHFSP
RDWQRLINNNWGEFRPKRLSFKLFNIQVKEVTQNEGTKTIANNL
TSTIQVFTDSEYQLPY VLGSAHQGCLPPFPADVFMIPQYGYLTL
NNGSQAVGRSSFYCLEYFPSQMLRTGNNFQFTYTFEDVPFHSS
YAHSQSLDRLMNPLIDQYLY YLSRTQTTGGTTNTQTLGFSQGG
PNTMANQAKNWLPGPCYRQQRVSKTSADNNNSEYSWTGATK
YHLNGRDSLVNPGPAMASHKDDEEKFFPQSGVLIFGKQGSEKT
NVDIEKVMITDEEEIRTTNPVATEQYGSVSTNLQRGNRQAATA
DVNTQGVLPGMVWQDRDVYLQGPIWAKIPHTDGHFHPSPLM
GGFGLKHPPPQILIKNTPVPADPPTTENQSKLNSFITQYSTGQVS
VEIEWELQKENSKRWNPEIQYTSNYYKSTSVDFAVNTEGVYSE
PRPIGTRYLTRNL

43

AAV-
DIJ_P195A

MAADGYLPDWLEDTLSEGIRQWWKLKPGPPPPKPAERHKDDS
RGLVLPGYKYLGPFNGLDKGEPVNEADAAALEHDKAYDRQL
DSGDNPYLKYNHADAEFQERLKEDTSFGGNLGRAVFQAKKRL
LEPLGLVEEAAKTAPGKKRPVEHSPVEPDSSSGTGKAGQQPAR
KRLNFGQTGDADSVPDPQPIGEPPAAASGVGSLTMAAGGGAP
MADNNEGADGYGNSSGNWHCDSTWMGDRVITTSTRTWALPT
YNNHLYKQISNSTSGGSSNDNAYFGYSTPWGYFDENRFHCHFS
PRDWQRLINNNWGFRPKRLSFKLFNIQVKEVTQNEGTKTIANN
LTSTIQVFTDSEYQLPYVLGSAHQGCLPPFPADVEMIPQYGYLT
LNNGSQAVGRSSFYCLEYFPSQMLRTGNNFQFTYTFEDVPFHS
SYAHSQSLDRLMNPLIDQYLY YLSRTQTTGGTTNTQTLGFSQG
GPNTMANQAKNWLPGPCYRQQRVSKTSADNNNSEYSWTGAT
KYHLNGRDSLVNPGPAMASHKDDEEKFFPQSGVLIFGKQGSEK
TNVDIEKVMITDEEEIRTTNPYATEQYGSVSTNLQRGNRQAAT
ADVNTQGVLPGMVWQDRDVYLQGPIWAKIPHTDGHFHPSPL
MGGFGLKHPPPQILIKNTPVPADPPTTENQSKLNSFITQYSTGQV
SVEIEWELQKENSKRWNPEIQYTSNYYKSTSVDFAVNTEGVYS
EPRPIGTRYLTRNL

44

AAV-
DJ_S196A

MAADGYLPDWLEDTLSEGIRQWWKLKPGPPPPKPAERHKDDS
RGLVLPGYKYLGPFNGLDKGEPVNEADAAALEHDKAYDRQL
DSGDNPYLKYNHADAEFQERLKEDTSFGGNLGRAVFQAKKRL
LEPLGLVEEAAKTAPGKKRPVEHSPVEPDSSSGTGKAGQQPAR
KRLNFGQTGDADSVPDPQPIGEPPAAPAGVGSLTMAAGGGAP
MADNNEGADGVGNSSGNWHCDSTWMGDRVITTSTRTWALPT
YNNHLYKQISNSTSGGSSNDNAYFGYSTPWGYFDFNRFHCHFS
PRDWQRLINNNWGFRPKRLSFKLFNIQVKEVTQNEGTKTIANN
LTSTIQVFTDSEYQLPYVLGSAHQGCLPPFPADVEMIPQYGYLT
LNNGSQAVGRSSFYCLEYFPSQMLRTGNNFQFTYTFEDVPFHS
SYAHSQSLDRLMNPLIDQYLYYLSRTQTTGGTTNTQTLGFSQG
GPNTMANQAKNWLPGPCYRQQRVSKTSADNNNSEYSWTGAT
KYHLNGRDSLVNPGPAMASHKDDEEKFFPQSGVLIFGKQGSEK
TNVDIEKVMITDEEEIRTTNPYATEQYGSVSTNLQRGNRQAAT
ADVNTQGVLPGMVWQDRDVYLQGPIWAKIPHTDGHFHPSPL
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MGGFGLKHPPPQILIKNTPVPADPPTTENQSKLNSFITQYSTGQV
SVEIEWELQKENSKRWNPEIQYTSNYYKSTSVDFAVNTEGVYS
EPRPIGTRYLTRNL

AAV-
DJ_G197A

MAADGYLPDWLEDTLSEGIRQWWKLKPGPPPPKPAERHKDDS
RGLVLPGYKYLGPFNGLDKGEPVNEADAAALEHDKAYDRQL
DSGDNPYLKYNHADAEFQERLKEDTSFGGNLGRAVFQAKKRL
LEPLGLVEEAAKTAPGKKRPVEHSPVEPDSSSGTGKAGQQPAR
KRLNEGQTGDADSVPDPQPIGEPPAAPSAVGSLTMAAGGGAP
MADNNEGADGVGNSSGNWHCDSTWMGDRVITTSTRTWALPT
YNNHLYKQISNSTSGGSSNDNAYFGYSTPWGYFDFENRFHCHFS
PRDWQRLINNNWGFRPKRLSFKLFNIQVKEVTQNEGTKTIANN
LTSTIQVFTDSEYQLPYVLGSAHQGCLPPEPADVEMIPQYGYLT
LNNGSQAVGRSSFYCLEYFPSQMLRTGNNEQETYTEEDVPFHS
SYAHSQSLDRLMNPLIDQYLYYLSRTQTTGGTTNTQTLGFSQG
GPNTMANQAKNWLPGPCYRQQRVSKTSADNNNSEYSWTGAT
KYHLNGRDSLVNPGPAMASHKDDEEKFFPQSGVLIFGKQGSEK
TNVDIEKVMITDEEEIRTTNPVATEQYGSVSTNLQRGNRQAAT
ADVNTQGVLPGMVWQDRDVYLQGPIWAKIPHTDGHFHPSPL
MGGFGLKHPPPQILIKNTPVPADPPTTENQSKLNSFITQYSTGQV
SVEIEWELQKENSKRWNPEIQYTSNYYKSTSVDFAVNTEGVYS
EPRPIGTRYLTRNL

46

AAV-
DI_V198A

MAADGYLPDWLEDTLSEGIRQWWKLKPGPPPPKPAERHKDDS
RGLVLPGYKYLGPFNGLDKGEPVNEADAAALEHDKAYDRQL
DSGDNPYLKYNHADAEFQERLKEDTSFGGNLGRAVFQAKKRL
LEPLGLVEEAAKTAPGKKRPVEHSPVEPDSSSGTGKAGQQPAR
KRLNFGQTGDADSVPDPQPIGEPPAAPSGAGSLTMAAGGGAP
MADNNEGADGVGNSSGNWHCDSTWMGDRVITTSTRTWALPT
YNNHLYKQISNSTSGGSSNDNAYFGYSTPWGYFDFNRFHCHFS
PRDWQRLINNNWGFRPKRLSFKLFNIQVKEVTQNEGTKTIANN
LTSTIQVFTDSEYQLPYVLGSAHQGCLPPFPADVFMIPQYGYLT
LNNGSQAVGRSSFYCLEYFPSQMLRTGNNFQFTYTFEDVPFHS
SYAHSQSLDRLMNPLIDQYLYYLSRTQTTGGTTNTQTLGFSQG
GPNTMANQAKNWLPGPCYRQQRVSKTSADNNNSEYSWTGAT
KYHLNGRDSLVNPGPAMASHKDDEEKFFPQSGVLIFGKQGSEK
TNVDIEKVMITDEEEIRTTNPVATEQYGSVSTNLQRGNRQAAT
ADVNTQGVLPGMVWQDRDVYLQGPIWAKIPHTDGHFHPSPL
MGGFGLKHPPPQILIKNTPVPADPPTTFNQSKLNSFITQYSTGQV
SVEIEWELQKENSKRWNPEIQYTSNYYKSTSVDFAVNTEGVYS
EPRPIGTRYLTRNL

47

AAV-
DJ_S200A

MAADGYLPDWLEDTLSEGIRQWWKLKPGPPPPKPAERHKDDS
RGLVLPGYKYLGPFNGLDKGEPVNEADAAALEHDKAYDRQL
DSGDNPYLKYNHADAEFQERLKEDTSFGGNLGRAVFQAKKRL
LEPLGLVEEAAKTAPGKKRPVEHSPVEPDSSSGTGKAGQQPAR
KRLNEGQTGDADSVPDPQPIGEPPAAPSGVGALTMAAGGGAP
MADNNEGADGVGNSSGNWHCDSTWMGDRVITTSTRTWALPT
YNNHLYKQISNSTSGGSSNDNAYFGYSTPWGYFDFENRFHCHFS
PRDWQRLINNNWGFRPKRLSFKLFNIQVKEVTQNEGTKTIANN
LTSTIQVFTDSEYQLPYVLGSAHQGCLPPFPADVFEMIPQYGYLT
LNNGSQAVGRSSFYCLEYFPSQMLRTGNNFQFTYTFEDVPFHS
SYAHSQSLDRLMNPLIDQYLYYLSRTQTTGGTTNTQTLGFSQG
GPNTMANQAKNWLPGPCYRQQRVSKTSADNNNSEYSWTGAT
KYHLNGRDSLVNPGPAMASHKDDEEKFFPQSGVLIFGKQGSEK
TNVDIEKVMITDEEEIRTTNPVATEQYGSVSTNLQRGNRQAAT
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SEQID NO: | Name Sequence

ADVNTQGVLPGMVWQDRDVYLQGPIWAKIPHTDGHFHPSPL
MGGFGLKHPPPQILIKNTPVPADPPTTENQSKLNSFITQYSTGQV
SVEIEWELQKENSKRWNPEIQYTSNYYKSTSVDFAVNTEGVYS

EPRPIGTRYLTRNL
48 AAV- MAADGYLPDWLEDTLSEGIRQWWKLKPGPPPPKPAERHKDDS
DJ_L201A RGLVLPGYKYLGPFNGLDKGEPVNEADAAALEHDKAYDRQL

DSGDNPYLKYNHADAEFQERLKEDTSFGGNLGRAVFQAKKRL
LEPLGLVEEAAKTAPGKKRPVEHSPVEPDSSSGTGKAGQQPAR
KRLNFGQTGDADSVPDPQPIGEPPAAPSGVGSATMAAGGGAP
MADNNEGADGVGNSSGNWHCDSTWMGDRVITTSTRTWALPT
YNNHLYKQISNSTSGGSSNDNAYFGYSTPWGYFDENRFHCHES
PRDWQRLINNNWGFRPKRLSFKLFNIQVKEVTQNEGTKTIANN
LTSTIQVFTDSEYQLPY VLGSAHQGCLPPFPADVEMIPQYGYLT
LNNGSQAVGRSSFYCLEYFPSQMLRTGNNFQFTYTFEDVPFHS
SYAHSQSLDRLMNPLIDQYLYYLSRTQTTGGTTNTQTLGFSQG
GPNTMANQAKNWLPGPCYRQQRVSKTSADNNNSEYSWTGAT
KYHLNGRDSLVNPGPAMASHKDDEEKFFPQSGVLIFGKQGSEK
TNVDIEKVMITDEEEIRTTNPVATEQYGSVSTNLQRGNRQAAT
ADVNTQGVLPGMVWQDRDVYLQGPIWAKIPHTDGHFHPSPL
MGGFGLKHPPPQILIKNTPVPADPPTTENQSKLNSFITQYSTGQV
SVEIEWELQKENSKRWNPEIQYTSNYYKSTSVDFAVNTEGVYS

EPRPIGTRYLTRNL
49 AAV- MAADGYLPDWLEDTLSEGIRQW WKLKPGPPPPKPAERHKDDS
DJ_A205R RGLVLPGYKYLGPFNGLDKGEPVNEADAAALEHDKAYDRQL

DSGDNPYLKYNHADAEFQERLKEDTSFGGNLGRAVFQAKKRL
LEPLGLVEEAAKTAPGKKRPVEHSPVEPDSSSGTGKAGQQPAR
KRLNFGQTGDADSVPDPQPIGEPPA APSGVGSLTMARGGGAPM
ADNNEGADGVGNSSGNWHCDSTWMGDR VITTSTRTWALPTY
NNHLYKQISNSTSGGSSNDNAYFGYSTPWGYFDFNRFHCHFSP
RDWQRLINNNWGFRPKRLSFKLENIQVKEVTQNEGTKTIANNL
TSTIQVFTDSEYQLPY VLGSAHQGCLPPFPADVEMIPQYGYLTL
NNGSQAVGRSSFYCLEYFPSQMLRTGNNFQFTYTFEDVPFHSS
YAHSQSLDRLMNPLIDQYLYYLSRTQTTGGTINTQTLGFSQGG
PNTMANQAKNWLPGPCYRQQRVSKTSADNNNSEYSWTGATK
YHLNGRDSLVNPGPAMASHKDDEEKFFPQSGVLIFGKQGSEKT
NVDIEKVMITDEEEIRTTNPVATEQYGSVSTNLQRGNRQAATA
DVNTQGVLPGMVWQDRDVYLQGPIWAKIPHTDGHFHPSPLM
GGFGLKHPPPQILIKNTPVPADPPTTENQSKLNSFITQYSTGQVS
VEIEWELQKENSKRWNPEIQYTSNYYKSTSVDFAVNTEGVYSE

PRPIGTRYLTRNL
50 AAV- MAADGYLPDWLEDTLSEGIRQWWKLKPGPPPPKPAERHKDDS
DJ_G206A RGLVLPGYKYLGPFNGLDKGEPVNEADAAALEHDKAYDRQL

DSGDNPYLKYNHADAEFQERLKEDTSFGGNLGRAVFQAKKRL
LEPLGLVEEAAKTAPGKKRPVEHSPVEPDSSSGTGKAGQQPAR
KRLNFGQTGDADSVPDPQPIGEPPAAPSGVGSLTMAAAGGAP
MADNNEGADGVGNSSGNWHCDSTWMGDRVITTSTRTWALPT
YNNHLYKQISNSTSGGSSNDNAYFGYSTPWGYFDFNRFHCHFS
PRDWQRLINNNWGFRPKRLSFKLENIQVKEVTQNEGTKTIANN
LTSTIQVFTDSEYQLPYVLGSAHQGCLPPFPADVEMIPQYGYLT
LNNGSQAVGRSSFYCLEYFPSQMLRTGNNFQFTYTFEDVPFHS
SYAHSQSLDRLMNPLIDQYLYYLSRTQTTGGTTNTQTLGFSQG
GPNTMANQAKNWLPGPCYRQQRVSKTSADNNNSEYSWTGAT
KYHLNGRDSLVNPGPAMASHKDDEEKFFPQSGVLIFGKQGSEK
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TNVDIEKVMITDEEEIRTTNPVATEQYGSVSTNLQRGNRQAAT
ADVNTQGVLPGMVWQDRDVYLQGPIWAKIPHTDGHFHPSPL
MGGFGLKHPPPQILIKNTPVPADPPTTENQSKLNSFITQYSTGQV
SVEIEWELQKENSKRWNPEIQYTSNYYKSTSVDFAVNTEGVYS
EPRPIGTRYLTRNL

AAV-
DJ_G208A

MAADGYLPDWLEDTLSEGIRQWWKLKPGPPPPKPAERHKDDS
RGLVLPGYKYLGPFNGLDKGEPVNEADAAALEHDKAYDRQL
DSGDNPYLKYNHADAEFQERLKEDTSFGGNLGRAVFQAKKRL
LEPLGLVEEAAKTAPGKKRPVEHSPVEPDSSSGTGKAGQQPAR
KRLNFGQTGDADSVPDPQPIGEPPAAPSGVGSLTMAAGGAAP
MADNNEGADGVGNSSGNWHCDSTWMGDRVITTSTRTWALPT
YNNHLYKQISNSTSGGSSNDNAYFGYSTPWGYFDFNRFHCHFS
PRDWQRLINNNWGEFRPKRLSFKLENIQVKEVTQNEGTKTIANN
LTSTIQVFTDSEYQLPYVLGSAHQGCLPPFPADVEMIPQYGYLT
LNNGSQAVGRSSFYCLEYFPSQMLRTGNNFQFTYTFEDVPFHS
SYAHSQSLDRLMNPLIDQYLYYLSRTQTTGGTTNTQTLGFSQG
GPNTMANQAKNWLPGPCYRQQRVSKTSADNNNSEYSWTGAT
KYHLNGRDSLVNPGPAMASHKDDEEKFFPQSGVLIFGKQGSEK
TNVDIEKVMITDEEEIRTTNPVATEQYGSVSTNLQRGNRQAAT
ADVNTQGVLPGMVWQDRDVYLQGPIWAKIPHTDGHFHPSPL
MGGFGLKHPPPQILIKNTPVPADPPTTENQSKLNSFITQYSTGQV
SVEIEWELQKENSKRWNPEIQYTSNYYKSTSVDFAVNTEGVYS
EPRPIGTRYLTRNL

52

AAV-
DI_D213A

MAADGYLPDWLEDTLSEGIRQW WKLKPGPPPPKPAERHKDDS
RGLVLPGYKYLGPFNGLDKGEPVNEADAAALEHDKAYDRQL
DSGDNPYLKYNHADAEFQERLKEDTSFGGNLGRAVFQAKKRL
LEPLGLVEEAAKTAPGKKRPVEHSPVEPDSSSGTGKAGQQPAR
KRLNFGQTGDADSVPDPQPIGEPPAAPSGVGSLTMAAGGGAP
MAANNEGADGVGNSSGNWHCDSTWMGDRVITTSTRTWALPT
YNNHLYKQISNSTSGGSSNDNAYFGYSTPWGYFDFNRFHCHFS
PRDWQRLINNNWGFRPKRLSFKLFNIQVKEVTQNEGTKTIANN
LTSTIQVFTDSEYQLPYVLGSAHQGCLPPFPADVFMIPQYGYLT
LNNGSQAVGRSSFYCLEYFPSQMLRTGNNFQFTYTFEDVPFHS
SYAHSQSLDRLMNPLIDQYLY YLSRTQTTGGTTNTQTLGFSQG
GPNTMANQAKNWLPGPCYRQQRVSKTSADNNNSEYSWTGAT
KYHLNGRDSLVNPGPAMASHKDDEEKFFPQSGVLIFGKQGSEK
TNVDIEKVMITDEEEIRTTNPVATEQYGSVSTNLQRGNRQAAT
ADVNTQGVLPGMVWQDRDVYLQGPITWAKIPHTDGHFHPSPL
MGGFGLKHPPPQILIKNTPVPADPPTTFNQSKLNSFITQYSTGQV
SVEIEWELQKENSKRWNPEIQYTSNYYKSTSVDFAVNTEGVYS
EPRPIGTRYLTRNL

53

AAV-
DIJ_N214A

MAADGYLPDWLEDTLSEGIRQWWKLKPGPPPPKPAERHKDDS
RGLVLPGYKYLGPFNGLDKGEPVNEADAAALEHDKAYDRQL

DSGDNPYLKYNHADAEFQERLKEDTSFGGNLGRAVFQAKKRL
LEPLGLVEEAAKTAPGKKRPVEHSPVEPDSSSGTGKAGQQPAR
KRLNFGQTGDADSVPDPQPIGEPPAAPSGVGSLTMAAGGGAP

MADANEGADGYGNSSGNWHCDSTWMGDRVITTSTRTWALPT
YNNHLYKQISNSTSGGSSNDNAYFGYSTPWGYFDENRFHCHFS
PRDWQRLINNNWGFRPKRLSFKLFNIQVKEVTQNEGTKTIANN
LTSTIQVFTDSEYQLPYVLGSAHQGCLPPFPADVFMIPQYGYLT
LNNGSQAVGRSSFYCLEYFPSQMLRTGNNFQFTYTFEDVPFHS
SYAHSQSLDRLMNPLIDQYLY YLSRTQTTGGTTNTQTLGFSQG
GPNTMANQAKNWLPGPCYRQQRVSKTSADNNNSEYSWTGAT
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SEQID NO: | Name Sequence

KYHLNGRDSLVNPGPAMASHKDDEEKFFPQSGVLIFGKQGSEK
TNVDIEKVMITDEEEIRTTNPVATEQYGSVSTNLQRGNRQAAT
ADVNTQGVLPGMVWQDRDVYLQGPIWAKIPHTDGHFHPSPL
MGGFGLKHPPPQILIKNTPVPADPPTTENQSKLNSFITQYSTGQV
SVEIEWELQKENSKRWNPEIQYTSNYYKSTSVDFAVNTEGVYS

EPRPIGTRYLTRNL
54 AAV- MAADGYLPDWLEDTLSEGIRQWWKLKPGPPPPKPAERHKDDS
DJ_N215A RGLVLPGYKYLGPFNGLDKGEPVNEADAAALEHDKAYDRQL

DSGDNPYLKYNHADAEFQERLKEDTSFGGNLGRAVFQAKKRL
LEPLGLVEEAAKTAPGKKRPVEHSPVEPDSSSGTGKAGQQPAR
KRLNFGQTGDADSVPDPQPIGEPPAAPSGVGSLTMAAGGGAP
MADNAEGADGVGNSSGNWHCDSTWMGDRVITTSTRTWALPT
YNNHLYKQISNSTSGGSSNDNAYFGYSTPWGY FDENRFHCHES
PRDWQRLINNNWGFRPKRLSFKLFNIQVKEVTQNEGTKTIANN
LTSTIQVFTDSEYQLPYVLGSAHQGCLPPFPADVEMIPQYGYLT
LNNGSQAVGRSSFYCLEYFPSQMLRTGNNFQFTYTFEDVPFHS
SYAHSQSLDRLMNPLIDQYLYYLSRTQTTGGTTNTQTLGFSQG
GPNTMANQAKNWLPGPCYRQQRVSKTSADNNNSEYSWTGAT
KYHLNGRDSLVNPGPAMASHKDDEEKFFPQSGVLIFGKQGSEK
TNVDIEKVMITDEEEIRTTNPVATEQYGSVSTNLQRGNRQAAT
ADVNTQGVLPGMVWQDRDVYLQGPIWAKIPHTDGHFHPSPL
MGGFGLKHPPPQILIKNTPVPADPPTTENQSKLNSFITQYSTGQV
SVEIEWELQKENSKRWNPEIQYTSNYYKSTSVDFAVNTEGVYS

EPRPIGTRYLTRNL
55 AAV- MAADGYLPDWLEDTLSEGIRQWWKLKPGPPPPKPAERHKDDS
DIJ_E216A RGLVLPGYKYLGPFNGLDKGEPVNEADAAALEHDKAYDRQL

DSGDNPYLKYNHADAEFQERLKEDTSFGGNLGRAVFQAKKRL
LEPLGLVEEAAKTAPGKKRPVEHSPVEPDSSSGTGKAGQQPAR
KRLNFGQTGDADSVPDPQPIGEPPAAPSGVGSLTMAAGGGAP

MADNNAGADGVGNSSGNWHCDSTWMGDRVITTSTRTWALPT
YNNHLYKQISNSTSGGSSNDNAYFGYSTPWGYFDFENRFHCHFS
PRDWQRLINNNWGFRPKRLSFKLENIQVKEVTQNEGTKTIANN
LTSTIQVFTDSEYQLPYVLGSAHQGCLPPFPADVFMIPQYGYLT
LNNGSQAVGRSSFYCLEYFPSQMLRTGNNEQETYTEEDVPEHS

SYAHSQSLDRLMNPLIDQYLYYLSRTQTTGGTTNTQTLGFSQG
GPNTMANQAKNWLPGPCYRQQRVSKTSADNNNSEYSWTGAT
KYHLNGRDSLVNPGPAMASHKDDEEKFFPQSGVLIFGKQGSEK
TNVDIEKVMITDEEEIRTTNPVATEQYGSVSTNLQRGNRQAAT

ADVNTQGVLPGMVWQDRDVYLQGPIWAKIPHTDGHFHPSPL

MGGFGLKHPPPQILIKNTPVPADPPTTFNQSKLNSFITQYSTGQV
SVEIEWELQKENSKRWNPEIQYTSNY YKSTSVDFAVNTEGVYS

EPRPIGTRYLTRNL
56 AAV- MAADGYLPDWLEDTLSEGIRQWWKLKPGPPPPKPAERHKDDS
DJ_G217A RGLVLPGYKYLGPFNGLDKGEPVNEADAAALEHDKAYDRQL

DSGDNPYLKYNHADAEFQERLKEDTSFGGNLGRAVFQAKKRL
LEPLGLVEEAAKTAPGKKRPVEHSPVEPDSSSGTGKAGQQPAR
KRLNFGQTGDADSVPDPQPIGEPPAAPSGVGSLTMAAGGGAP
MADNNEAADGVGNSSGNWHCDSTWMGDRVITTSTRTWALPT
YNNHLYKQISNSTSGGSSNDNAYFGYSTPWGYFDFNRFHCHFS
PRDWQRLINNNWGFRPKRLSFKLFNIQVKEVTQNEGTKTIANN
LTSTIQVFTDSEYQLPYVLGSAHQGCLPPFPADVEMIPQYGYLT
LNNGSQAVGRSSFYCLEYFPSQMLRTGNNFQFTYTFEDVPFHS
SYAHSQSLDRLMNPLIDQYLYYLSRTQTTGGTTNTQTLGFSQG
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SEQ ID NO:
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GPNTMANQAKNWLPGPCYRQQRVSKTSADNNNSEYSWTGAT
KYHLNGRDSLVNPGPAMASHKDDEEKFFPQSGVLIFGKQGSEK
TNVDIEKVMITDEEEIRTTNPVATEQYGSVSTNLQRGNRQAAT
ADVNTQGVLPGMVWQDRDVYLQGPIWAKIPHTDGHFHPSPL
MGGFGLKHPPPQILIKNTPVPADPPTTENQSKLNSFITQYSTGQV
SVEIEWELQKENSKRWNPEIQYTSNYYKSTSVDFAVNTEGVYS
EPRPIGTRYLTRNL

57

AAV2 D213A

atggctgecgatggttatcticcagattggetcgaggacactetetetgaaggaataagacagtggte
gaagctcaaacctggeccaccaccaccaaageecgeagageggcataaggacgacageaggegg
tettgtgettectgggtacaagtaccteggacecttcaacggactegacaagggagagecggteaac
gaggcagacgecgeggecctcgageacgacaaagectacgaccggeagetcgacageggaga
caacccgtacctcaagtacaaccacgecgacgeggagtttcaggagegecttaaagaagatacgtc
ttttgggggcaaccticggacgageagtcttccaggegaaaaagagggttcttgaacctetgggectg
gttgaggaacctgttaagacggctcegggaaaaaagaggccggtagageactctectgtggagee
agactcctcetcgggaaccggaaaggegggccageagectgecaagaaaaagattgaattttggte
agactggagacgcagactcagtacctgacccecagectetcggacagecaccageageccectet
getetgggaactaatacgatggcetacaggeagtggegeaccaatggeaGCCaataacgaggge
geegacggagtgggtaattcetecgggaaattggeattgegattccacatggatgggegacagagtc
atcaccaccagcacccgaacctgggecctgeccacctacaacaaccacctctacaaacaaatttee
agccaatcaggagcctcgaacgacaatcactactttggcetacageaccecttgggggtattttgactt
caacagattccactgecacttttcaccacgtgactggeaaagacteatcaacaacaactggggattec
gacccaagagactcaacttcaagctctttaacattcaagtcaaagaggtcacgcagaatgacggtac
gacgacgattgccaataaccttaccagcacggttcaggtgtttactgactcggagtaccagceteeegt
acgtecteggeteggegeatcaaggatgecteeegecgttcccageagacgrettcatggtgeeac
agtatggatacctcaccctgaacaacgggagtcaggcagtaggacgctcttcattttactgectgga
gtactttcettctcagatgetgegtaccggaaacaactttacettcagetacacttitgaggacgttecttt
ccacagcagctacgetcacagecagagtetggaccgtctcatgaatcctctcatcgaccagtacetg
tattacttgagcagaacaaacactccaagtggaaccaccacgeagtcaaggcttcagttttctcagge
cggagegagtgacattcgggaccagtetaggaactggettectggacectgttacegecageageg
agtatcaaagacatctgcggataacaacaacagtgaatactcgtggactggagetaccaagtacca
cctcaatggeagagactctetggtgaatcegggeccggecatggcaagecacaaggacgatgaag
aaaagttttttcctcagageggggtictcatctttgggaagcaaggctcagagaaaacaaatgtggac
attgaaaaggtcatgattacagacgaagaggaaatcaggacaaccaatcecgtggetacggagea
gtatggttctgtatctaccaacctccagagaggcaacagacaageagetaccgeagatgtcaacac
acaaggcgttcttccaggeatggtctggcaggacagagatgtgtaccttcaggggeccatctggge
aaagattccacacacggacggacattttcacccctctceectcatgggtggattcggacttaaacace
ctectecacagattetcatcaagaacaceeeggtacetgegaateettegaceaccttcagtgeggea
aagtttgettecttcatcacacagtactccacgggacaggtcagegtggagatcgagtggoagctgc
agaaggaaaacagcaaacgctggaatcccgaaattcagtacacttccaactacaacaagtctgttaa
tgtggactttactgtggacactaatggegtgtattcagagectegeeccattggeaccagatacctga
ctegtaatctgtaa

58

AAV6 D213A

atggctgecgatggttatcticcagattggetcgaggacaacctetctgagggcattcgegagtggte
ggacttgaaacctggageeccgaaacccaaagecaaccageaiaageaggacgacggecggg

gtctggtgcttcetggetacaagtacctcggacccttcaacggactcgacaagggggageecgtca
acgcggeggatgeageggecctegageacgacaaggectacgaccageagetcaaagegggtg
acaatccgtacctgeggtataaccacgecgacgecgagtttcaggagegtctgcaagaagatacgt
cttttgggggcaacclcgggegageagicticcaggecaagaagagggtictcgaaccttttggtet

ggttgaggaaggtoctaagacggctcctggaaagaaacgtccggtagagecagtcgecacaagag
ccagactcctcetegggcattggcaagacaggecageageccgctaaaaagagactcaattttggt
cagactggegactcagagicagicecegacceacaaccteteggagaacctecageaaceecege
tgctgtgggacctactacaatggcttcaggeggtgecgcaccaatggcaGCCaataacgaagg

cgeegacggagtgggtaatgectcaggaaattggeattgegattecacatggetgggegacagagt
catcaccaccagceaccegaacatggececttgeccacctataacaaccacctctacaagcaaatctce
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SEQ ID NO:

Name
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agtgcttcaacgggggccagcaacgacaaccactacttcggcetacageaccccctgggagtatttt
gatttcaacagattccactgecatttctcaccacgtgactggeagegactcatcaacaacaattggge
attccggeccaagagactcaacttcaagetettcaacatccaagtcaaggaggtcacgacgaatgat
ggcgtcacgaccatcgcetaataaccttaccageacggttcaagtcttctcggactcggagtaccagtt
geegtacgtecteggetetgegeaccagggetgecteeeteegticeeggeggacgtgttcatgatt
ccgcagtacggetacctaacgcetcaacaatggeagecaggeagtgggacggtcatccttttactge
ctggaatatttccecatcgeagatgetgagaacgggeaataactttaccttcagetacaccttcgagga
cgtgectttccacageagetacgegeacagecagagectggacceggetgatgaatcctetcatcga
ccagtacctgtattacctgaacagaactcagaatcagtccggaagtgcccaaaacaaggacttgetg
tttagccgggggtctccagetggeatgtetgttcageccaaaaactggetacctggacectgttaceg
geageagegegtttctaaaacaaaaacagacaacaacaacagcaactttacctggactggtgctica
aaatataaccttaatgggcgtgaatctataatcaaccctggeactgetatggectcacacaaagacga
caaagacaagttctttcccatgageggtgtcatgatttttggaaaggagagegecggagcettcaaac
actgcattggacaatgtcatgatcacagacgaagaggaaatcaaagecactaaccecgtggecace
gaaagatttgggactgtggcagtcaatctccagageageagceacagaccetgegaccggagatgt
geatgttatgggagecttacctggaatggtgtggeaagacagagacgtatacctgeagggtectattt
gggccaaaattcctcacacggatggacactrtcacecgtetectetecatgggeggctttggacttaag
cacccgecteetcagatectcatcaaaaacacgectgttecctgegaatceteceggeagagttttcggc
tacaaagtttgettcattcatcacccagtattccacaggacaagtgagegtggagatigaatgggage
tgcagaaagaaaacagcaaacgctggaatcccgaagtgcagtatacatctaactatgcaaaatctge
caacgttgatttcactgtggacaacaatggactttatactgagectcgeeccattggcacceegttacct
cacccgteeectgtaa

59

AAVI D213A

atggctgecgatggttatcttccagattggetcgaggacaaccttagtgaaggaattcgegagtggtg
ggctttgaaacctggageccctcaacccaaggceaaatcaacaacatcaagacaacgetcgaggtet
tgtgcttccgggttacaaataccttggacceggcaacggactcgacaagggggagecggtcaacg
cagcagacgcggeggecctcgageacgacaaggectacgaccageagetcaaggecggagac
aacccgtacctcaagtacaaccacgecgacgecgagticcaggageggctcaaagaagatacgte
tittgggegcaacctegggcgageagtettccaggecaaaaagaggeticttgaacctettggtctg
gttgaggaageggctaagacggetectggaaagaagaggectgtagageagietectcaggaace
ggactcetcegegggtattggcaaatcgggtgcacageccgctaaaaagagactcaatttcggtca
gactggcgacacagagtcagtcccagaccectcaaccaatcggagaacctececgeageecccteag
gtgtgggatctcttacaatggeticaggtggtggegeaccagtggcaGCCaataacgaaggtge
cgatggagtgggtagttcctcgggaaattggcattgcgattcccaatggetggggagacagagtcatc
accaccageacccgaacctgggecctgeecacctacaacaatcacctctacaageaaatctccaac
agcacatctggaggatcttcaaatgacaacgectacttcggetacageacceectgggggtattttga
cttcaacagattccactgccacttctcaccacgtgactggeagegactcatcaacaacaactgggea
tteceggectaagegactcaacttcaagetettcaacattcaggtcagagaggttacggacaacaatgg
agtcaagaccatcgccaataaccttaccageacggtccaggtcttcacggactcagactatcagete
cegtacgtgetcgggteggctcacgagggctgectcecegecegttecccageggacgttttcatgattc
cteagtacgggtatctgacgettaatgatggaagecaggeegtgggtegttegtecttttactgectgy
aatatttcccgtcgcaaatgctaagaacgggtaacaacttccagttcagetacgagtttgagaacgta
cctttecatageagetacgetcacagecaaagectggaccgactaatgaatceactcatcgaccaat
acttgtactatctctcaaagactattaacggtictggacagaatcaacaaacgctaaaattcagtgteg
ccggacccageaacatggetgtccagggaagaaactacatacctggacccagetaccgacaacaa
cgtgtetcaaccactgtgactcaaaacaacaacagegaatttgettggectggagettettetiggget
ctcaatggacgtaatagcttgatgaatcctggacctgctatggecagecacaaagaaggagaggac
cgtttctttcetttgtctggatctttaatttttggcaaacaaggaactggaagagacaacgtggatgegg
acaaagtcatgataaccaacgaagaagaaattaaaactactaacccggtagcaacggagtcctatg
gacaagtggccacaaaccaccagagtgeccaageacaggegeagaceggetgggttcaaaacc
aaggaatacttccgggtatggtttggcaggacagagatgtgtacctgeaaggacccatttgggccaa
aattcctcacacggacggcaactttcaccettctcegetgatgggagggtitggaatgaageacccg
cctectcagateetcatcaaaaacacacctgtacctgeggatectccaacggecttcaacaaggaca
agctgaactctitcatcacccagtattctactggecaagtcagegtggagatcgagtggaagetgca
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SEQ ID NO:

Name

Sequence

gaaggaaaacagcaagegetggaacccggagatccagtacacttccaactattacaagtctaataat
gttgaatttgctgttaatactgaaggtgtatatagtgaaccecgececattggeaccagatacctgact
cgtaatctg

60

AAV-DJ_AT70R

MAADGYLPDWLEDTLSEGIRQWWKLKPGPPPPKPAERHKDDS
RGLVLPGYKYLGPFNGLDKGEPVNEADRAALEHDKAYDRQL
DSGDNPYLKYNHADAEFQERLKEDTSFGGNLGRAVFQAKKRL
LEPLGLVEEAAKTAPGKKRPVEHSPVEPDSSSGTGKAGQQPAR
KRLNEGQTGDADSVPDPQPIGEPPAAPSGVGSLTMAAGGGAP
MADNNEGADGVGNSSGNWHCDSTWMGDRVITTSTRTWALPT
YNNHLYKQISNSTSGGSSNDNAYFGYSTPWGYFDFNRFHCHFS
PRDWQRLINNNWGFRPKRLSFKLFNIQVKEVTQNEGTKTIANN
LTSTIQVFTDSEYQLPYVLGSAHQGCLPPEPADVEMIPQYGYLT
LNNGSQAVGRSSFYCLEYFPSQMLRTGNNEQETYTEEDVPFHS
SYAHSQSLDRLMNPLIDQYLYYLSRTQTTGGTTNTQTLGFSQG
GPNTMANQAKNWLPGPCYRQQRVSKTSADNNNSEYSWTGAT
KYHLNGRDSLVNPGPAMASHKDDEEKFFPQSGVLIFGKQGSEK
TNVDIEKVMITDEEEIRTTNPVATEQYGSVSTNLQRGNRQAAT
ADVNTQGVLPGMVWQDRDVYLQGPIWAKIPHTDGHFHPSPL
MGGFGLKHPPPQILIKNTPVPADPPTTENQSKLNSFITQYSTGQV
SVEIEWELQKENSKRWNPEIQYTSNYYKSTSVDFAVNTEGVYS
EPRPIGTRYLTRNL

61

AAV-
DJ_A70R_D21
3A

MAADGYLPDWLEDTLSEGIRQWWKLKPGPPPPKPAERHKDDS
RGLVLPGYKYLGPFNGLDKGEPVNEADRAALEHDKAYDRQLD
SGDNPYLKYNHADAEFQERLKEDTSFGGNLGRAVFQAKKRLL
EPLGLVEEAAKTAPGKKRPVEHSPVEPDSSSGTGKAGQQPARK
RLNFGQTGDADSVPDPQPIGEPPAAPSGVGSLTMAAGGGAPM
AANNEGADGVGNSSGNWHCDSTWMGDRVITTSTRTWALPTY
NNHLYKQISNSTSGGSSNDNAYFGYSTPWGYFDFNRFHCHFSP
RDWQRLINNNWGFRPKRLSFKLFNIQVKEVTQNEGTKTIANNL
TSTIQVFTDSEYQLPYVLGSAHQGCLPPFPADVFMIPQYGYLTL
NNGSQAVGRSSFYCLEYFPSQMLRTGNNFQFTYTFEDVPFHSS
YAHSQSLDRLMNPLIDQYLYYLSRTQTTGGTTNTQTLGFSQGG
PNTMANQAKNWLPGPCYRQQRVSKTSADNNNSEYSWTGATK
YHLNGRDSLYNPGPAMASHKDDEEKFEPQSGVYLIFGKQGSEKT
NVDIEKVMITDEEEIRTTNPVATEQYGSVSTNLQRGNRQAATA
DVNTQGVLPGMVWQDRDVYLQGPIWAKIPHTDGHFHPSPLM
GGFGLKHPPPQILIKNTPVPADPPTTFNQSKLNSFITQYSTGQVS
VEIEWELQKENSKRWNPEIQYTSNYYKSTSVDFAVNTEGVYSE
PRPIGTRYLTRNL

62

AAV_DIJ capsi
d|0-49

ATGGCAGCCGATGGATACCTTCCGGACTGGCTTGAGGACAC

ACTGAGCGAAGGTATACGTCAGTGGTGGAAATTGAAGCCGG
GCCCGCCGCCGCCGAAGCCGGCTGAGCGTCATAAAGATGAT
TCACGCGGGCTGGTTTTACCGGGG

AAV_DI_capsi
d|24-73

CTGAAACCGGGCCCGCCGCCGCCGAAACCGGCCGAACGTCA
TAAAGATGATAGTCGTGGCCTTGTACTGCCGGGCTATAAAT
ATCTGGGGCCGTTTAATGGTCTGGATAAAGGCGAACCGGTT
AATGAGGCAGATGCTGCAGCGCTT

64

AAV_DI_capsi
dj48-97

GGATATAAATACTTAGGACCGTTTAATGGCTTAGACAAAGG
CGAGCCGGTAAATGAAGCTGACGCGGCGGCGTTGGAACATG
ATAAAGCGTATGATCGCCAGCTTGACAGCGGCGATAACCCG
TACTTAAAGTATAATCATGCGGAT
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SEQID NO: | Name Sequence
65 AAV_DIJ_capsi | CTGGAACATGATAAAGCCTATGACCGTCAACTGGACAGTGG
d|72-121 AGATAACCCGTATCTGAAATACAATCATGCAGACGCAGAAT
TTCAAGAGCGCCTGAAAGAAGATACGTCATTTGGGGGAAAT
CTGGGACGTGCTGTGTTCCAAGCG
66 AAV_DIJ capsi | GACGCGGAGTTTCAAGAGCGCCTGAAAGAAGATACAAGTIT
d|96-145 CGGAGGAAATCTGGGTCGTGCGGTATTCCAGGCAAAAAAAC
GTCTGCTGGAGCCGCTGGGGCTTGTTGAAGAAGCAGCGAAA
ACAGCGCCGGGCAAAAAACGCCCG
67 AAV_DIJ _capsi | GCTAAAAAACGCCTGCTTGAACCGTTAGGCCTGGTCGAGGA
d|120-169 GGCAGCGAAGACTGCACCGGGTAAAAAACGTCCGGTAGAG
CATAGTCCGGTGGAACCGGATTCTAGCAGTGGCACGGGCAA
AGCGGGCCAGCAGCCGGCCCGTAAA
68 AAV_DIJ_capsi | CCGGTGGAACATTCACCGGTGGAGCCGGACTCTAGTAGCGG
d|144-193 AACCGGCAAAGCTGGCCAACAACCGGCCCGCAAGCGTTTIGA
ATTTCGGCCAGACCGGCGATGCGGATAGCGTTCCGGACCCG
CAACCGATCGGTGAGCCGCCGGCT
69 AAV_DJ_capsi | AAACGTCTGAACTTCGGACAGACTGGCGATGCTGATTCTGT
d|168-217 ACCGGATCCGCAGCCGATTGGCGAACCGCCGGCAGCCCCGT
CAGGAGTCGGGTCATTAACTATGGCTGCCGGCGGAGGGGCT
CCGATGGCCGATAACAATGAAGGC
70 AAV_DJ_capsi | GCCGCCCCGTCTGGTGTAGGAAGTTIGACAATGGCGGCGGG
d|192-241 CGGCGGCGCTCCGATGGCGGATAATAACGAAGGTGCGGATG
GTGTAGGAAATTCAAGTGGTAATTGGCATTGCGATTCTACAT
GGATGGGCGATCGTGTGATTACA
71 AAV_DIJ _capsi | GGCGCTGATGGTGTTGGCAATTCTAGTGGCAATTGGCATTGT
d|216-265 GACAGCACTTGGATGGGTGACCGTGTCATTACCACCTCAAC
CCGCACTTGGGCCCTGCCGACTTATAATAATCATTTATATAA
ACAGATTAGTAATAGTACAAGT
72 AAV_DIJ_capsi | ACAACTTCAACACGCACATGGGCACTGCCGACTTACAACAA
d|240-289 TCATTTATACAAACAAATCTCAAACTCTACGAGTGGCGGAT
CTAGCAATGATAACGCGTATTTCGGTTATAGTACCCCGTGGG
GTTACTTTGACTTCAATCGCTTT
73 AAV_DJ_capsi | AGTGGAGGCTCAAGTAACGATAACGCATATTTCGGCTATAG
d|264-313 TACGCCGTGGGGCTATTTTGATTITTAACCGTTTTCATTGTCAT
TTTTCTCCGCGCGACTGGCAGCGCTTAATTAACAACAATTGG
GGGTTCCGCCCGAAACGTTTA
74 AAV_DIJ capsi | TTCCATTGTCATTTTAGTCCGCGTGACTGGCAGCGTTTAATC
d|288-337 AATAATAACTGGGGTTTTCGTCCGAAGCGTCTGTCATTCAAA
TTATTTAATATTCAGGTGAAAGAAGTCACGCAGAATGAAGG
CACAAAAACCATTGCCAATAAC
75 AAV_DIJ _capsi | TTGAGTTTCAAACTTTTTAATATCCAGGTTAAAGAAGTCACA
d|312-361 CAGAATGAAGGTACAAAAACCATTGCAAACAACCTGACCTC
TACGATCCAGGTCTTTACAGACAGTGAGTATCAGCTGCCGT
ATGTTTTAGGTTCAGCCCATCAG
76 AAV_DIJ_capsi | AACTTAACGAGCACTATTCAGGTATTTACGGATTCTGAATAT
d|336-385 CAGCTGCCGTATGTGTTAGGTTCAGCGCATCAAGGCTGTTTG
CCGCCGTTTCCGGCCGATGTCTTCATGATTCCGCAGTACGGA
TACCTGACATTGAATAACGGT
77 AAV_DJ_capsi | CAGGGCTGCTTGCCGCCGTTTCCGGCCGATGTTTTTATGATT
d|360-409 CCGCAGTACGGCTATCTTACCTTAAATAATGGTTCTCAAGCA
GTTGGGCGCTCATCATTCTATTGCTTGGAATATTTCCCGAGT
CAAATGCTTCGTACCGGAAAC
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SEQ ID NO:

Name

Sequence

78

AAV_DIJ_capsi
d|384-433

GGCTCACAAGCCGTGGGCCGTTCTAGTTTITTATTGTCTGGAA

TACTTTCCGAGCCAGATGTTACGCACCGGTAATAACTTTCAG
TTTACATACACCTTTGAAGATGTCCCGTTTCATTCATCTTATG
CCCATAGCCAGTCTCTGGAT

79

AAV_DIJ capsi
d|408-457

AATAACTTTCAATTTACGTATACCTTCGAAGATGTACCGTTC

CATAGCAGTTATGCGCATTCTCAGTCTTTGGATCGTTTAATG

AATCCGTTGATCGACCAATACCTGTATTATCTGTCACGCACG
CAGACAACGGGGGGAACTACA

80

AAV_DIJ_capsi

GACCGCCTGATGAACCCGTTGATCGACCAATACCTGTATTAT

dj432-481 TTGAGCCGTACACAGACTACCGGCGGGACGACAAATACTCA
GACCTTGGGCTTTTCACAGGGTGGCCCGAATACGATGGCAA
ATCAAGCCAAGAATTGGCTGCCG
81 AAV_DIJ _capsi | ACAAACACACAGACTTTGGGATTTTCTCAGGGCGGTCCGAA
d|456-505 TACTATGGCCAATCAGGCGAAAAATTGGTTGCCGGGTCCGT
GTTACCGCCAGCAACGTGTTTCAAAGACATCTGCGGATAAC
AATAATAGTGAGTATTCTTGGACC
82 AAV_DJ_capsi | CCGGGCCCGTGCTACCGTCAGCAGCGTGTGTCTAAAACATC
d]480-529 AGCCGATAATAATAATAGCGAATACAGTTGGACCGGAGCCA

CCAAATACCATCITAACGGTCGCGATTCTTITAGTTAACCCGG
GCCCGGCGATGGCAAGCCATAAG

83

AAV_DJ_capsi
d|504-533

ACTGGTGCCACAAAATACCATTTGAATGGGCGTGACAGCTT
GGTCAACCCGGGCCCGGCCATGGCTAGTCATAAGGACGATG
AAGAAAAATTCTTTCCGCAAAGCGGAGTGTTAATTITTGGA
AAACAAGGTTCAGAAAAAACTAAT

84

AAV_DJ_capsi

AAAGATGATGAAGAAAAGTTTTTTCCGCAGAGTGGGGTTCT

d|528-577 TATCTTCGGGAAACAGGGAAGCGAAAAGACAAACGTTGATA

TAGAAAAGGTGATGATTACCGACGAAGAAGAGATTCGTACG
ACTAACCCGGTGGCAACTGAGCAG

85 AAV_DIJ _capsi | AATGTAGACATCGAAAAAGTAATGATCACTGATGAAGAGGA

d|552-601 AATTCGCACGACCAATCCGGTAGCTACCGAACAATACGGTA

GCGTGTCAACTAATCTGCAGCGCGGTAATCGCCAGGCTGCT
ACTGCAGATGTGAATACACAGGGA

86

AAV_DIJ_capsi
d|576-625

CAGTATGGTAGTGTTAGCACAAATCTGCAGCGTGGCAATCG
CCAGGCCGCAACGGCAGATGTTAATACTCAGGGCGTGCTGC
CGGGTATGGTTTGGCAAGATCGCGACGTGTATTTACAGGGT

CCGATTTGGGCCAAAATCCCGCAT

87

AAV_DIJ capsi
d|600-649

GGAGTTTTACCGGGCATGGTGTGGCAAGATCGTGATGTCTA

CCTGCAGGGCCCGATATGGGCCAAGATCCCGCATACGGATG
GTCATTTCCATCCGAGCCCGCTTATGGGTGGGTTTGGTTTAA
AACATCCGCCGCCGCAGATTTTG

88

AAV_DIJ_capsi

CATACCGATGGACATTTTCATCCGAGCCCGTTAATGGGTGGT

d|624-673 TTTGGTTTGAAGCATCCGCCGCCGCAGATATTAATTAAAAAT
ACCCCGGTTCCGGCGGACCCGCCGACGACCTTCAATCAGTC
AAAACTGAATAGCTTCATAACG
89 AAV_DIJ _capsi | CTGATTAAAAACACACCGGTACCGGCAGATCCGCCGACCAC
d|648-697 CTTCAACCAATCTAAGCTGAACTCTTTTATCACACAGTACTC

TACGGGGCAAGTTAGTGTTGAAATTGAGTGGGAGCTTCAAA
AAGAAAATTCTAAACGTTGGAAT

90

AAV_DIJ_capsi
d|672-721

ACCCAGTATAGCACCGGTCAGGTTAGTGTGGAGATTGAGTG
GGAGTTACAAAAAGAGAACTCAAAGCGTTGGAATCCGGAA
ATACAATATACATCAAATTATTACAAATCAACCTCAGTCGAT
TITGCTGTAAATACAGAGGGCGTA
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SEQ ID NO:

Name
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91

AAV1_capsid|0
-49

ATGGCAGCAGATGGCTATCTTCCGGATTGGCTTGAAGATAA
TCTTAGCGAAGGTATTCGCGAATGGTGGGATTTGAAACCGG
GGGCACCGAAACCGAAAGCAAATCAGCAGAAACAGGATGA
TGGTCGTGGACTGGTTCTTCCGGGC

92

AAV1 capsid|2
4-73

CTGAAACCGGGAGCTCCGAAACCGAAAGCCAATCAGCAAA
AACAAGATGATGGCCGTGGCCTTGTGCTTCCGGGGTATAAA
TATTTAGGCCCGTTTAACGGTTTAGACAAAGGCGAACCGGT
CAATGCTGCAGATGCCGCAGCACTG

93

AAV1_capsid|4
8-97

GGGTATAAATATTTGGGACCGTTTAACGGCCTGGACAAAGG
CGAACCGGTGAACGCGGCTGATGCAGCGGCTCTTGAGCATG
ATAAAGCGTACGATCAGCAATTAAAGGCTGGCGATAATCCG
TACTTACGTTACAATCATGCTGAT

94

AAVI capsid|7
2-121

CTGGAACATGACAAGGCGTACGACCAACAGCTGAAAGCAG

GAGATAATCCGTACCTTCGCTATAATCATGCTGACGCGGAA

TTTCAGGAACGTCTGCAGGAGGATACGAGTTTTGGGGGCAA
TCTGGGTCGCGCGGTGTTTCAGGCT

95

AAVI1_capsid|9
6-145

GATGCAGAGTTTCAAGAGCGTTTACAAGAAGATACCAGCTT
TGGCGGTAATCTGGGTCGTGCGGTGTTTCAGGCCAAAAAAC
GCGTTCTGGAACCGCTGGGATTGGTTGAGGAAGGGGCTAAA
ACCGCGCCGGGTAAAAAACGTCCG

96

AAV1_capsid|l
20-169

GCCAAAAAGCGCGTACTGGAACCGCTGGGACTTGTTGAAGA
AGGCGCTAAAACTGCACCGGGTAAAAAGCGCCCGGTCGAAC
AAAGTCCGCAGGAACCGGATAGCTCAAGTGGCATTGGTAAG
ACTGGTCAGCAGCCGGCCAAGAAA

97

AAV1_capsid|l
44-193

CCGGTCGAACAATCACCGCAGGAACCGGACTCTTCTTCTGG
AATAGGTAAAACCGGACAGCAGCCGGCAAAGAAACGTCIT
AACTTTGGTCAAACAGGGGATAGCGAAAGCGTGCCGGATCC
GCAACCGTTGGGCGAACCGCCGGCT

98

AAVI1_capsid|l
68-217

AAACGCCTTAACTTTGGTCAAACCGGTGACAGCGAAAGCGT
GCCGGACCCGCAACCGCTGGGGGAACCGCCGGCAACCCCGG
CCGCGGTAGGCCCGACAACAATGGCTAGTGGCGGTGGTGCT
CCGATGGCGGATAATAATGAAGGC

99

AAV1_capsid|l
02-241

GCTACGCCGGCAGCAGTTGGCCCGACGACGATGGCATCTGG
CGGTGGAGCACCGATGGCCGACAATAACGAAGGGGCGGAT
GGAGTTGGCAATGCTTCAGGCAACTGGCATTGTGACTCAAC
ATGGTTGGGAGACCGCGTTATCACT

100

AAV1 capsid|2
16-265

GGAGCGGACGGTGTGGGCAATGCGAGCGGTAATTGGCATTG
TGATAGTACATGGCTGGGCGATCGTGTTATCACAACATCTAC
ACGCACATGGGCTCTTCCGACATATAACAACCATCTGTACA
AACAGATCTCAAGTGCTAGCACT

101

AAV1_capsid|2
40-289

ACAACGAGTACCCGTACATGGGCGCTGCCGACGTATAACAA
TCATCTTTACAAACAGATAAGTAGCGCTTCAACAGGGGCAA
GCAACGACAACCATTACTTCGGTTACAGTACGCCGTGGGGT
TACTTTGATTTTAACCGTTTITCAT

102

AAV1_capsid|2
64-313

ACTGGTGCTTCAAACGACAATCATTATTTTGGCTACTCTACC
CCGTGGGGTTACTTTGACTTCAACCGTTTTCATTGTCATTTTA
GTCCGCGTGACTGGCAACGTTTGATTAACAACAATTGGGGC
TTTCGCCCGAAACGTTTGAAC

103

AAV1_capsid|2
88-337

CATTGTCATTTTTCACCGCGTGACTGGCAGCGCCTGATAAAT
AACAATTGGGGTTTCCGTCCGAAACGCCTTAATTTCAAACTG
TTTAATATCCAGGTAAAGGAAGTGACAACCAACGATGGCGT
GACTACTATCGCCAATAATTTA
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104

AAV1_capsid|3
12-361

AATTTTAAACTGTTTAACATTCAAGTGAAGGAAGTCACGAC
AAATGACGGGGTCACAACTATCGCAAATAACTTGACGTCTA
CGGTTCAGGTCTTTAGTGATTCTGAATACCAGTTGCCGTACG
TTCTTGGTAGCGCTCATCAGGGC

105

AAVI1_capsid|3
36-385

TTAACCAGTACTGTACAGGTTTTCTCAGACTCTGAATACCAA
CTTCCGTATGTCCTGGGTAGCGCACATCAGGGGTGCCTGCCG
CCGTTTCCGGCCGATGTGTTCATGATTCCGCAGTACGGATAT
CTGACACTTAACAACGGTTCA

106

AAV1_capsid|3
60-409

GGGTGTTTGCCGCCGTTCCCGGCGGACGTGTTITATGATCCCG
CAGTATGGATATCTGACTCTTAATAATGGATCTCAGGCCGTG
GGTCGTAGCAGCTTTTATTGTCTTGAATATTTTCCGTCTCAG
ATGCTGCGCACAGGTAATAAC

107

AAV1_capsid|3
84-433

TCTCAGGCGGTTGGCCGTTCATCATTTTACTGCCTTGAATAC
TTTCCGAGTCAAATGCTGCGCACGGGAAACAACTTTACCTTT
AGCTACACATTTGAGGAGGTTCCGTTTCATTCTTCATATGCT
CATAGCCAGAGTTTGGATCGT

108

AAVI1_capsid|4
08-457

AATTTTACCTTTAGTITATACTTTTGAAGAAGTGCCGTTTCATT
CAAGTTATGCTCATTCACAGTCTCTGGATCGTCTGATGAACC
CGCTTATCGACCAGTATCTGTATTATTTGAATCGTACTCAGA
ATCAGTCAGGCAGTGCGCAG

109

AAV1_capsid|4
32-481

CGTCTGATGAACCCGCTGATTGATCAGTATTTATATTATCTG
AACCGTACCCAAAATCAGAGCGGGAGTGCCCAAAATAAGG
ACCTTCTGTTTAGTCGTGGTTCACCGGCAGGGATGTCAGTCC
AGCCGAAGAATTGGCTGCCGGGG

110

AAV1_capsid|4
56-505

CAAAATAAAGATCTTCTTTTCTCACGCGGAAGCCCGGCCGG
TATGTCTGTGCAACCGAAGAACTGGCTGCCGGGCCCGTGTT
ACCGTCAGCAGCGTGTGTCAAAAACTAAAACAGATAATAAT
AATAGTAATTTCACCTGGACAGGA

111

AAVI1_capsid|4
80-529

GGTCCGTGTTACCGCCAGCAACGCGTCTCTAAAACTAAGAC
AGACAACAATAATAGTAACTTTACCTGGACCGGCGCATCAA
AATATAACTTAAATGGTCGTGAGAGCATAATAAATCCGGGA
ACAGCAATGGCATCACATAAAGAT

112

AAV1_capsid|5
04-553

GGCGCTAGTAAATATAACCTGAATGGTCGCGAGTCAATTAT
AAATCCGGGGACCGCGATGGCGTCACATAAGGATGATGAAG
ATAAATTITITCCGATGTCTGGCGTGATGATTTITCGGAAAAG
AAAGTGCCGGTGCTAGCAATACG

113

AAV1_capsid|5
28-577

GACGACGAAGATAAATTTTTCCCGATGAGCGGAGTGATGAT
TTTCGGGAAAGAAAGCGCAGGTGCAAGTAACACTGCACTGG
ATAATGTCATGATTACGGACGAAGAAGAAATTAAAGCCACA
AACCCGGTGGCAACCGAGCGCTTC

114

AAV1_capsid|5
52-601

ACCGCCCTTGACAACGTTATGATTACTGACGAAGAGGAAAT
AAAAGCGACCAATCCGGTTGCAACAGAACGTTTTGGGACGG
TCGCAGTCAATTTCCAAAGCTCAAGTACAGATCCGGCGACC

GGAGACGTACATGCAATGGGTGCT

AAVI_capsid|5
76-625

TTTGGCACAGTCGCGGTTAATTTCCAGAGCAGCTCAACGGA
TCCGGCCACGGGAGATGTACATGCCATGGGGGCATTACCGG
GTATGGTCTGGCAAGATCGTGATGTATATCTTCAGGGGCCG
ATCTGGGCAAAGATCCCGCATACT

116

AAV1_capsid|6
00-649

GCACTGCCGGGCATGGTGTGGCAGGATCGTGATGTCTATTT
GCAGGGTCCGATCTGGGCTAAAATACCGCATACTGATGGCC
ATTTCCATCCGAGTCCGCTTATGGGCGGTTTCGGCCTTAAAA
ATCCGCCGCCGCAGATACTGATA
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Sequence

117

AAV1_capsid|6
24-673

ACCGATGGACATTTTCATCCGAGCCCGCTGATGGGTGGCTTC
GGATTGAAAAATCCGCCGCCGCAAATCTTGATCAAAAACAC
ACCGGTTCCGGCCAATCCGCCGGCTGAATTTAGCGCTACGA
AATTTGCGTCATTCATTACGCAA

1138

AAV1 capsid|6
48-697

ATCAAAAATACTCCGGTGCCGGCGAATCCGCCGGCGGAGTT
TTCAGCGACTAAATTTGCGAGTTTTATAACACAGTATTCAAC
GGGACAAGTAAGTGTTGAAATAGAGTGGGAACTTCAGAAA
GAAAATAGCAAGCGTTGGAATCCG

119

AAV1_capsid|6
72-721

CAGTATAGCACTGGGCAGGTCTCTGTCGAGATTGAATGGGA
ACTTCAGAAAGAAAACTCTAAACGTTGGAATCCGGAGGTAC
AATATACATCTAATTATGCTAAATCTGCAAATGTTGATTTTA
CAGTCGACAACAATGGGTTGTAT

120

AAV2_capsid|0
49

ATGGCGGCCGATGGTTACCTGCCGGATTGGCTTGAAGATAC
GTTAAGCGAAGGTATTCGCCAGTGGTGGAAACTGAAACCGG
GTCCGCCGCCGCCGAAACCGGCTGAGCGCCATAAAGATGAC
AGTCGCGGGCTGGTTTTGCCGGGA

121

AAV2_capsid|2
473

CTGAAGCCGGGACCGCCGCCGCCGAAACCGGCTGAACGTCA
TAAAGATGATAGCCGTGGTCTGGTTCTTCCGGGCTATAAATA
TTTAGGCCCGTTTAACGGTCTGGACAAGGGTGAACCGGTCA
ATGAGGCTGATGCCGCAGCGCTG

AAV2_capsid[4
8-97

GGGTACAAATATCTGGGACCGTTCAACGGTCTGGATAAAGG
GGAACCGGTTAACGAAGCCGACGCAGCCGCCCTTGAACATG
ATAAAGCGTATGATCGCCAACTGGACTCAGGCGATAATCCG
TACCTTAAGTATAATCATGCGGAT

123

AAV2_capsid|7
2-121

TTAGAGCATGACAAAGCGTATGATCGCCAGTTAGACAGCGG
TGATAATCCGTATCTGAAATATAATCATGCCGATGCTGAATT
TCAGGAACGTCTTAAAGAAGATACGAGCTTCGGAGGTAATC
TGGGACGCGCAGTATTTCAAGCA

124

AAV2_capsid|9
6-145

GATGCAGAATTTCAGGAGCGTCTTAAGGAGGACACGTCTTT
TGGCGGTAACCTTGGTCGCGCCGTATTCCAAGCTAAAAAAC
GCGTGCTGGAGCCGTTAGGCCTTGTAGAAGAACCGGTTAAA
ACCGCACCGGGCAAAAAGCGTCCG

125

AAV2_capsid|l
20-169

GCGAAAAAACGCGTGCTGGAACCGCTGGGCTTGGTCGAAGA
GCCGGTGAAGACGGCCCCGGGTAAAAAGCGTCCGGTGGAG
CATAGTCCGGTGGAACCGGACTCTTCATCTGGAACGGGTAA
AGCTGGTCAGCAGCCGGCCCGTAAA

126

AAV2 capsid|l
44-193

CCGGTGGAACATTCTCCGGTGGAGCCGGACTCAAGCTCTGG
GACCGGAAAAGCGGGGCAACAGCCGGCTCGCAAACGTTTA
AACTTCGGTCAAACCGGCGACGCGGATAGCGTGCCGGATCC
GCAGCCGCTTGGCCAGCCGCCGGCT

127

AAV2_capsid|l
68-217

AAACGCCTGAATTTCGGTCAGACCGGTGATGCTGATTCAGT
ACCGGATCCGCAACCGCTGGGTCAGCCGCCGGCAGCGCCGT
CTGGCTTAGGTACAAATACCATGGCAACGGGTAGCGGGGCC
CCGATGGCGGATAATAATGAAGGC

128

AAV2_capsid|1
92-241

GCAGCCCCGTCAGGATTAGGCACAAATACGATGGCGACAGG
TAGTGGTGCACCGATGGCCGATAATAATGAAGGTGCGGATG
GGGTGGGAAATAGCTCTGGAAATTGGCATTGTGATTCAACT
TGGATGGGAGACCGTGTTATTACA

129

AAV2_capsid|2
16-265

GGCGCAGACGGAGTAGGCAATAGTTCAGGGAACTGGCATTG
CGACAGCACGTGGATGGGAGATCGTGTCATTACCACGTCAA
CGCGCACCTGGGCGCTGCCGACTTACAATAACCATCTGTAT
AAACAAATATCAAGCCAGTCAGGA
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130

AAV2_capsid|2
40-289

ACAACGAGCACGCGTACTTGGGCGTTACCGACCTATAATAA
CCATTTGTATAAGCAGATTTCATCTCAGAGCGGAGCTAGCA
ACGATAATCATTATTTTGGTTATAGTACACCGTGGGGTTATT
TCGATTTTAATCGCTTCCATTGT

131

AAV2 capsid|2
64-313

GGTGCATCAAATGACAATCATTATTTCGGATATAGCACACC
GTGGGGATACTTTGATTTITAACCGTTTTCATTGTCATTTTTCT
CCGCGCGACTGGCAACGTCTGATCAATAACAATTGGGGATT
TCGTCCGAAACGTTTGAATTTT

132

AAV2_capsid|2
88-337

TGTCATTTCTCACCGCGTGATTGGCAACGTTTAATAAACAAT
AACTGGGGGTTCCGTCCGAAGCGTCTGAATTTCAAGCTGTTC
AATATCCAAGTTAAAGAAGTGACCCAAAACGATGGCACAAC
CACAATCGCAAACAATCTGACA

133

AAV2_capsid|3
12-361

TTTAAACTGTTTAATATCCAGGTCAAAGAAGTAACTCAGAA
TGATGGCACAACAACCATTGCTAATAATCTGACCTCTACGGT
GCAGGTGTTTACCGATTCTGAATATCAACTTCCGTACGTTCT
GGGTTCTGCCCATCAAGGCTGT

134

AAV2_capsid|3
36-385

ACCAGTACTGTCCAGGTGTTCACAGATAGCGAGTACCAATT
GCCGTATGTATTGGGTAGTGCCCATCAGGGATGCCTTCCGCC
GTTTCCGGCCGATGTATTCATGGTTCCGCAATACGGTTATCT
GACGTTGAACAACGGTTCTCAA

AAV2_capsid|3
60-409

TGTCTGCCGCCGTTTCCGGCGGACGTCTTCATGGTTCCGCAG
TATGGCTATCTGACGCTGAATAACGGCAGCCAGGCCGTCGG
CCGCAGTTCATTTTATTGCTTGGAATATTTTCCGAGTCAAAT
GCTGCGCACAGGGAATAACTTT

136

AAV2_capsid|3
84-433

CAAGCAGTTGGACGCAGTAGTTTTTACTGTCTGGAATACTTT
CCGAGTCAGATGTTACGCACAGGTAACAACTTTACCTTTTCT
TACACGTTCGAAGATGTGCCGTTTCATTCATCATACGCACAT
TCACAGAGCCTGGATCGTTTIG

137

AAV2_capsid|4
08-457

TTTACTTTTAGTTATACATTTGAAGATGTCCCGTTCCATTCTA
GTTATGCTCATTCTCAGTCTCTGGATCGTCTGATGAACCCGT
TAATCGACCAGTACCTGTACTATTTGAGCCGCACCAACACCC
CGAGTGGTACGACCACCCAG

138

AAV2_capsid|4
32-481

CTGATGAATCCGCTGATTGATCAATATTTATATTATCTGAGC
CGTACTAACACCCCGAGCGGTACCACTACGCAGTCTCGTCT
GCAGTTTAGCCAGGCGGGAGCATCAGATATACGCGATCAGA
GTCGCAACTGGCTGCCGGGTCCG

AAV2 capsid|4
56-505

CAATCACGTTTGCAGTTTTCTCAGGCAGGGGCTTCAGATATA
CGCGATCAAAGCCGTAATTGGTTGCCGGGCCCGTGCTATCG
TCAGCAGCGTGTGTCAAAAACCAGCGCAGATAATAATAATA
GCGAATACTCATGGACCGGCGCT

140

AAV2_capsid|4
80-529

CCGTGCTACCGCCAACAACGTGTGTCAAAAACCAGCGCGGA
TAATAATAATAGTGAATATTCATGGACTGGTGCGACCAAAT

ATCATCTGAATGGACGTGATAGTCTGGTCAACCCGGGACCG
GCCATGGCTAGCCATAAAGACGAC

141

AAV2_capsid|5
04-553

GCTACAAAATATCATCTGAACGGGCGTGACTCTTTGGTGAA
TCCGGGACCGGCCATGGCATCTCATAAAGACGACGAAGAGA
AATTCTTTCCGCAAAGCGGCGTGCTGATATTTGGAAAACAG
GGCTCTGAGAAAACAAATGTGGAC

142

AAV2_capsid|5
28-577

GACGAAGAAAAGTTTTTTCCGCAGTCTGGTGTATTGATCTTC
GGGAAACAGGGTTCTGAAAAAACCAACGTTGATATCGAAAA
AGTTATGATCACCGATGAAGAAGAAATTCGTACCACGAATC

CGGTTGCAACAGAGCAGTACGGA
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143

AAV2_capsid|5
52-601

GATATCGAAAAAGTGATGATAACAGACGAGGAAGAAATTC
GCACCACCAACCCGGTAGCCACTGAACAGTACGGTTCAGTG
TCTACGAATCTGCAGCGCGGTAACCGTCAGGCCGCAACAGC
AGATGTTAATACGCAGGGGGTCCTG

144

AAV2 capsid|5
76-625

GGCAGCGTTAGCACCAATTTACAGCGCGGTAACCGCCAGGC
AGCGACGGCGGATGTAAATACGCAAGGAGTATTGCCGGGTA
TGGTATGGCAGGATCGCGATGTTITACCTGCAGGGACCGATT
TGGGCGAAAATTCCGCATACAGAT

AAV2_capsid|6
00-649

TTGCCGGGCATGGTGTGGCAGGACCGTGATGTATACCTGCA
GGGTCCGATTTGGGCGAAGATTCCGCATACCGATGGTCATTT
TCATCCGAGTCCGCTGATGGGAGGCTTTGGCTTGAAACATCC
GCCGCCGCAGATTTTGATTAAA

146

AAV2_capsid|6
24-673

GATGGTCATTTTCATCCGAGCCCGTTAATGGGAGGCTTTGGC
CTTAAACATCCGCCGCCGCAGATCCTTATAAAAAATACCCC
GGTACCGGCAAATCCGAGCACAACCTTCTCTGCTGCGAAGT
TTGCAAGTTTTATTACCCAATAT

147

AAV2_capsid|6
48-697

AAGAATACGCCGGTACCGGCTAACCCGAGCACGACTTTCTC
AGCAGCCAAATTTGCAAGTTTTATCACCCAATACTCTACTGG
CCAAGTCTCAGTTGAGATTGAATGGGAGCTGCAAAAAGAGA
ACTCAAAACGTTGGAACCCGGAA

148

AAV2_capsid|6
72-721

TATAGTACTGGACAGGTGAGTGTAGAAATAGAATGGGAGCT
TCAAAAGGAGAATAGCAAACGTTGGAACCCGGAAATACAG
TATACATCTAATTATAATAAAAGCGTGAATGTTGATTTCACC
GTTGACACTAACGGGGTGTATAGT

149

AAV3_capsid|0
49

ATGGCCGCTGACGGCTACTTGCCGGACTGGCTTGAAGATAA

TCTGTCAGAAGGTATTCGTGAATGGTGGGCGCTGAAACCGG
GCGTACCGCAACCGAAAGCTAATCAGCAGCATCAGGATAAT
CGTCGTGGTCTIGGTTCTGCCGGGC

150

AAV3_capsid|2
473

CTTAAACCGGGTGTACCGCAACCGAAAGCAAACCAGCAACA
TCAAGATAACCGTCGCGGCTTGGTTTTACCGGGATACAAGT
ATCTGGGTCCGGGTAATGGTTITGGACAAAGGCGAACCGGTT
AATGAAGCTGATGCTGCGGCTCTG

151

AAV3_capsid|4
8-97

GGCTATAAATACCTTGGTCCGGGTAACGGGCTGGACAAGGG
AGAGCCGGTAAACGAAGCGGATGCTGCAGCACTGGAGCAT
GACAAGGCCTACGATCAGCAGCTGAAGGCCGGTGATAACCC
GTACTTGAAATATAATCATGCCGAC

AAV3_capsid|7
2-121

CTGGAACATGATAAAGCATACGACCAACAACTGAAAGCAG
GCGACAACCCGTACCTTAAATACAACCATGCAGATGCGGAG
TTTCAGGAACGCTTGCAAGAAGACACATCTTTTGGAGGAAA
TCTGGGTCGTGCAGTCTTTCAGGCA

AAV3_capsid|9
6-145

GACGCGGAATTTCAAGAACGTCTGCAGGAGGATACTAGCTT
TGGCGGGAACTTAGGTCGCGCAGTTTTCCAAGCAAAAAAGC
GCATTTTAGAACCGTTGGGTTTAGTTGAAGAAGCTGCAAAA
ACCGCCCCGGGTAAAAAAGGTGCG

AAV3_capsid|l
20-169

GCGAAGAAGCGTATACTGGAACCGCTGGGGTTAGTGGAAGA
AGCAGCAAAGACCGCCCCGGGTAAAAAAGGAGCAGTAGAT
CAATCTCCGCAAGAACCGGATTCATCTAGTGGAGTCGGCAA
AAGCGGTAAACAGCCGGCGCGTAAA

155

AAV3_capsid|l
44-193

GCAGTCGATCAGTCACCGCAAGAGCCGGATTCAAGTTCAGG
AGTGGGAAAAAGTGGGAAGCAACCGGCTCGCAAACGTCTG
AATTTTGGGCAGACAGGTGATTCTGAAAGTGTCCCGGACCC
GCAGCCGTTGGGAGAACCGCCGGCG
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156

AAV3_capsid|l
68-217

AAGCGTCTTAACTTTGGTCAGACCGGTGATAGTGAATCAGT
CCCGGACCCGCAGCCGCTGGGCGAGCCGCCGGCTGCCCCGA
CGAGTCTGGGTTCTAATACAATGGCTTCAGGTGGCGGTGCC
CCGATGGCTGATAATAACGAGGGT

157

AAV3_capsid|l
92-241

GCGGCACCGACCTCATTAGGTAGTAATACTATGGCATCAGG
GGGTGGTGCCCCGATGGCTGACAACAATGAGGGCGCCGACG
GGGTTGGAAATAGTTCAGGTAACTGGCATTGCGACAGCCAG
TGGCTGGGAGACCGCGTGATCACT

AAV3_capsid|2
16-265

GGCGCCGATGGTGTTGGTAACTCAAGTGGAAACTGGCATTG
TGATAGTCAATGGCTTGGGGATCGTGTGATTACTACGAGTA
CTCGCACCTGGGCGTTGCCGACCTACAACAATCATTTATATA
AGCAGATAAGCAGCCAGAGTGGA

159

AAV3_capsid|2
40-289

ACCACATCTACACGCACATGGGCGCTGCCGACGTACAACAA
TCATCTGTATAAACAGATCAGCAGCCAGAGTGGCGCCTCTA
ATGACAATCATTATTITCGGATATTCAACCCCGTGGGGATATT
TCGATTTTAATCGCTTCCATTGT

160

AAV3_capsid|2
64-313

GGCGCTAGTAACGATAACCATTACTTTGGTTATTCTACCCCG
TGGGGATATTTCGACTTCAACCGTTTITCATTGTCATTTTAGC
CCGCGTGATTGGCAGCGCCTGATCAATAATAATTGGGGGTT
TCGTCCGAAAAAGTTGAGCTTC

161

AAV3_capsid|2
88-337

TGCCATTTCAGCCCGCGCGACTGGCAGCGTTTAATAAATAA
CAACTGGGGTTTTCGTCCGAAGAAACTGAGTTTCAAGTTATT
CAACATTCAGGTGCGTGGTGTTACTCAGAACGACGGGACGA
CCACCATAGCAAATAACCTGACC

162

AAV3_capsid|3
12-361

TTTAAACTGTTTAATATCCAGGTGCGCGGCGTGACGCAGAA
CGATGGAACCACAACCATTGCAAATAACCTGACCTCTACGG
TCCAGGTGTTCACGGATTCTGAGTATCAACTTCCGTACGTTT
TAGGATCTGCTCATCAGGGCTGT

163

AAV3_capsid|3
36-385

ACCTCTACGGTACAAGTATTTACAGATTCTGAGTACCAGCTT
CCGTATGTGCTTGGCTCAGCGCATCAGGGGTGCCTGCCGCC
GTTTCCGGCTGATGTGTTCATGGTGCCGCAGTACGGCTACTT
AACCCTGAACAACGGTAGCCAA

164

AAV3_capsid|3
60-409

TGCTTACCGCCGTTTCCGGCAGACGTTTTTATGGTTCCGCAA
TATGGCTATCTGACTCTGAATAATGGATCACAGGCAGTCGG
ACGCAGTTCATTTTATTGCCTTGAGTACTTTCCGTCTCAGAT
GTTACGCACTGGGAATAACTTC

AAV3_ capsid|3
84-433

CAAGCGGTTGGGCGCAGCTCTTTCTATTGCCTGGAGTATTTT

CCGAGTCAAATGTTGCGTACTGGTAACAACTTCCAGTTCTCT
TATACCTTTGAAGATGTTCCGTTTCATTCTTCATACGCCCATT
CACAGTCTCTGGATCGCTTG

166

AAV3_capsid|4
08-457

TTCCAGTTCTCATATACCTTTGAGGACGTTCCGTTTCATTCAT
CATATGCACATTCACAATCACTGGACCGCCTGATGAACCCG
CTGATCGACCAGTATCTTTACTACCTGAATCGCACCCAGGGT
ACAACATCAGGAACCACGAAC

167

AAV3_capsid|4
32-481

TTGATGAATCCGCTGATTGATCAGTACTTGTATTATCTGAAT
CGTACTCAGGGCACGACCAGCGGCACAACAAACCAGAGTCG
TTTGCTGTTTAGTCAGGCCGGTCCGCAGTCTATGAGTCTGCA
GGCTCGTAATTGGTTGCCGGGT

168

AAV3_capsid|4
56-505

AATCAGTCTCGTCTGCTGTTCAGCCAGGCTGGCCCGCAGAGT
ATGTCACTGCAGGCACGCAACTGGTTACCGGGTCCGTGTTAT
CGCCAACAACGTCTTITCTAAAACAGCAAATGATAATAATAA
CTCAAACTTCCCGTGGACGGCC
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169

AAV3_capsid|4
80-529

GGTCCGTGCTATCGCCAACAGCGCTTGAGTAAAACTGCCAA
CGACAATAACAATAGTAACTTTCCGTGGACGGCAGCCTCAA
AATACCATTTGAACGGACGCGATAGTCTTGTAAATCCGGGG
CCGGCTATGGCAAGCCATAAGGAT

170

AAV3_capsid|5
04-553

GCAGCAAGTAAGTATCATCTTAATGGGCGTGATAGCCTTGT
GAATCCGGGCCCGGCAATGGCATCACATAAAGATGACGAGG
AAAAGTTTTITCCGATGCATGGCAATTTGATATTICGGAAAAG
AAGGTACAACCGCATCTAACGCG

171

AAV3_capsid|5
28-577

GATGATGAAGAGAAATTTTTTCCGATGCATGGCAATCTTATT
TTCGGAAAGGAAGGTACGACTGCCTCTAATGCTGAACTGGA

CAATGTCATGATTACTGATGAAGAGGAAATCCGTACAACCA

ACCCGGTTGCTACGGAGCAGTAC

172

AAV3_capsid|5
52-601

GCTGAACTGGACAATGTCATGATAACCGATGAGGAGGAAAT
TCGCACCACGAATCCGGTTGCTACCGAACAGTATGGTACTG
TAGCCAACAATCTGCAGAGCTCTAATACTGCGCCGACCACC
GGAACCGTTAACCATCAAGGTGCT

173

AAV3_capsid|5
76-625

TATGGAACTGTGGCGAACAATTTACAGAGCAGTAACACCGC
CCCGACAACAGGGACGGTCAACCATCAAGGGGCCCTTCCGG
GTATGGTCTGGCAGGACCGTGATGTCTATTTGCAGGGACCG
ATCTGGGCGAAAATTCCGCATACC

174

AAV3_capsid|6
00-649

GCCTTACCGGGCATGGTCTGGCAAGATCGTGATGTATATTTA
CAGGGGCCGATCTGGGCCAAAATTCCGCATACAGATGGGCA
TTTTCATCCGAGCCCGTTGATGGGAGGGTTCGGACTGAAAC
ATCCGCCGCCGCAGATCATGATT

AAV3_capsid|6
24-673

ACGGACGGACATTTTCATCCGAGCCCGCTGATGGGAGGGTT
CGGGCTGAAGCATCCGCCGCCGCAAATTATGATCAAGAATA
CACCGGTACCGGCTAACCCGCCGACGACCTTTAGCCCGGCG
AAGTTCGCATCTTTCATCACCCAG

176

AAV3_capsid|6
48-697

ATAAAGAATACTCCGGTACCGGCAAATCCGCCGACAACGTT
TAGTCCGGCGAAGTTCGCGAGTTTTATTACCCAGTACAGCAC
GGGCCAGGTGAGCGTTGAAATCGAATGGGAACTGCAGAAA
GAAAATTCAAAACGCTGGAATCCG

177

AAV3_capsid|6
72-721

CAATATAGTACTGGGCAGGTTAGTGTGGAGATAGAATGGGA
GCTTCAGAAAGAAAATTCTAAACGCTGGAATCCGGAAATTC
AGTACACTTCTAATTACAACAAATCAGTTAATGTGGATTTTA
CTGTGGATACCAATGGGGTCTAC

178

AAV4_capsid|0
-49

ATGACTGATGGATATTTACCGGATTGGTTAGAAGACAACCT
GTCTGAAGGCGTTCGTGAATGGTGGGCATTACAACCGGGCG
CTCCGAAACCGAAAGCTAACCAGCAGCATCAAGATAATGCT
CGTGGTTTAGTTCTGCCGGGCTAT

179

AAV4_capsid|2
473

CAGCCGGGTGCACCGAAACCGAAGGCTAATCAGCAGCATCA
GGATAACGCGCGTGGTCTGGTACTTCCGGGATACAAGTATT
TAGGACCGGGTAACGGCCTTGACAAAGGCGAACCGGTGAAT
GCGGCTGATGCCGCGGCACTGGAA

180

AAV4_capsidl4
8-97

TATAAGTATCTGGGGCCGGGGAACGGTTTGGACAAAGGGGA
ACCGGTTAACGCAGCCGATGCTGCTGCGCTTGAACATGACA
AAGCATACGATCAACAACTGAAAGCTGGAGACAATCCGTAT
CTTAAATATAATCATGCAGATGCT

181

AAV4_capsid|7
2-121

GAACATGATAAGGCCTATGACCAGCAGCTGAAAGCTGGTGA
CAACCCGTACCTTAAATACAATCATGCCGACGCAGAGTTCC
AGCAGCGTCTGCAGGGGGACACATCATTCGGGGGTAACCTT
GGTCGCGCGGTCTTCCAGGCTAAG
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182

AAV4_capsid|9
6-145

GCCGAGTTCCAACAACGCCTGCAAGGAGACACCTCTITTTGG
GGGCAACCTGGGTCGCGCGGTATTCCAAGCTAAAAAACGCG
TGTTAGAACCGCTTGGCTTAGTGGAACAGGCAGGGGAAACT
GCACCGGGAAAGAAACGCCCGCTG

183

AAV4 capsid|l
20-169

AAAAAGCGCGTGCTGGAGCCGCTGGGGTTAGTTGAGCAAGC
AGGCGAAACCGCCCCGGGCAAGAAACGTCCGCTGATAGAAT
CACCGCAGCAGCCGGACAGCAGTACAGGGATAGGTAAGAA
AGGTAAACAGCCGGCTAAAAAAAAA

184

AAV4_capsid|l
44-193

CTGATCGAATCACCGCAGCAGCCGGATAGCTCAACCGGGAT
TGGAAAAAAGGGCAAACAGCCGGCCAAAAAAAAACTGGTC

TTCGAAGACGAAACTGGTGCTGGCGATGGCCCGCCGGAGGG
TAGCACATCTGGAGCTATGAGTGAT

AAV4_capsid|1
68-217

AAACTGGTGTTCGAGGATGAAACCGGGGCAGGTGACGGTCC
GCCGGAAGGCTCAACGAGCGGAGCGATGTCTGATGATAGTG
AAATGCGCGCTGCGGCAGGCGGAGCAGCAGTAGAAGGCGG
ACAGGGGGCTGATGGTGTGGGTAAT

186

AAV4_capsid|l
92-241

GATGATTCAGAAATGCGCGCTGCGGCCGGCGGGGCAGCTGT
TGAGGGTGGCCAGGGTGCCGATGGCGTTGGGAATGCAAGTG
GTGATTGGCATTGCGACTCAACTTGGTCAGAGGGTCATGTC
ACGACTACAAGCACACGTACTTGG

187

AAV4_capsid|2
16-265

AATGCTTCTGGGGATTGGCATTGTGACTCAACGTGGAGTGA
GGGCCATGTCACGACCACGAGTACCCGTACCTGGGTGCTTC
CGACCTACAACAACCATCTGTACAAACGTCTGGGCGAGAGC
CTGCAATCTAACACTTATAATGGT

188

AAV4 _capsid|2
40-289

TGGGTACTGCCGACTTATAACAACCATTTATATAAACGTCTG
GGCGAAAGTCTGCAGAGTAACACGTATAACGGTTTTAGCAC
ACCGTGGGGTTATTTTGATTTCAATCGTTTTCATTGCCATTTC
TCTCCGCGTGACTGGCAGCGT

189

AAV4_capsid|2
64-313

GGCTTTAGTACCCCGTGGGGGTATTTTGACTTTAATCGTTTC
CATTGCCATTTTAGTCCGCGCGACTGGCAGCGCTTAATAAAT
AACAACTGGGGGATGCGCCCGAAGGCTATGCGCGTGAAGAT
CTTCAATATTCAGGTTAAAGAA

190

AAV4_capsid|2
88-337

CGCTTAATCAATAATAATTGGGGTATGCGTCCGAAGGCAAT
GCGTGTTAAAATTTTTAATATTCAGGTCAAAGAAGTGACAA
CAAGCAATGGTGAAACTACAGTAGCGAATAATTTAACCTCT
ACAGTCCAGATTTTTGCCGATTCT

191

AAV4_capsid|3
12-361

GAGGTAACTACATCTAATGGAGAGACAACAGTTGCAAATAA
CTTGACCAGCACCGTCCAAATTTTTGCTGATTCATCTTATGA
GTTGCCGTACGTGATGGATGCGGGACAAGAAGGGAGTCTGC
CGCCGTTCCCGAACGATGTGTTT

192

AAV4_capsid|3
36-385

AGTTCATACGAACTTCCGTATGTTATGGATGCCGGTCAAGA
GGGAAGTCTGCCGCCGTTTCCGAATGACGTGTTCATGGTACC
GCAATATGGTTATTGCGGGCTGGTAACCGGTAACACAAGTC
AGCAACAGACCGACCGTAACGCC

193

AAV4_capsid|3
60-409

TTTATGGTTCCGCAGTACGGTTATTGTGGGCTGGTCACCGGT
AATACTTCACAGCAACAGACTGACCGTAACGCATTTTACTGT
TTAGAATATTITCCGAGTCAGATGCTGCGTACAGGGAACAA
CTTTGAAATAACATATAGTTTT

194

AAV4_capsid|3
84-433

GCTTTCTACTGTCTGGAATATTTTCCGAGTCAGATGCTTCGT
ACAGGGAATAACTTCGAAATTACATATTCTTTCGAAAAAGT
GCCGTTTCATTCTATGTACGCTCATAGTCAGTCTTTAGACCG
CTTAATGAATCCGCTGATCGAC
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195

AAV4_capsid|4
08-457

TTTGAAAAGGTGCCGTTTCATTCTATGTATGCCCATTCACAG
AGCCTTGATCGTCTGATGAATCCGCTGATTGATCAATATCTG
TGGGGGCTGCAATCTACTACTACTGGTACCACGCTGAATGC
AGGTACGGCAACCACCAATTIT

196

AAV4 capsid|4
32-481

GACCAGTACCTGTGGGGTCTGCAGTCAACCACCACCGGAAC
CACTCTGAATGCGGGCACTGCGACTACGAATTTTACAAAAC
TTCGTCCGACCAACTTTAGTAATTTTAAGAAAAACTGGCTGC
CGGGGCCGAGTATTAAACAGCAG

197

AAV4_capsid|4
56-505

TTTACGAAATTACGTCCGACCAATTTCTCAAATTTCAAAAAA
AACTGGTTGCCGGGACCGTCAATTAAACAGCAGGGCTTCAG
CAAGACTGCTAACCAAAACTACAAAATTCCGGCGACCGGAT
CTGATAGTCTGATCAAGTATGAA

198

AAV4_capsid|4
80-529

CAGGGATTTAGCAAAACCGCTAATCAAAATTATAAGATCCC
GGCGACAGGGTCAGACTCTTTGATTAAGTACGAGACGCATA
GCACCTTAGATGGCCGTTGGAGCGCTCTTACCCCGGGTCCGC
CGATGGCAACCGCCGGTCCGGCA

199

AAV4_capsid|5
04-553

GAAACCCATAGTACATTGGATGGGCGTTGGTCTGCACTTAC
GCCGGGCCCGCCGATGGCGACCGCGGGCCCGGCCGATAGCA
AGTTTTCAAACAGCCAGCTGATTTTTGCTGGCCCGAAACAG
AATGGTAACACTGCTACCGTTCCG

200

AAV4_capsid|5
28-577

GCAGACAGTAAATTCTCAAACAGCCAATTAATCTTTGCGGG
CCCGAAACAGAATGGAAATACAGCAACCGTACCGGGAACTC
TGATCTTCACGAGTGAAGAGGAGTTGGCCGCGACCAATGCG
ACAGACACGGATATGTGGGGAAAC

201

AAV4 _capsid|5
52-601

CCGGGCACGCTGATCTTTACCAGCGAGGAAGAACTGGCAGC
CACGAACGCCACGGATACGGACATGTGGGGCAATCTGCCGG
GGGGTGATCAGAGCAACTCAAATCTTCCGACCGTAGATCGT
TTAACGGCTTIGGGCGCAGTTCCG

202

AAV4_capsid|5
76-625

AATCTGCCGGGAGGTGACCAGTCAAATAGCAATCTGCCGAC
CGTAGATCGTCTTACAGCCCTGGGTGCTGTTCCGGGTATGGT
GTGGCAGAATCGCGATATATATTATCAGGGACCGATTTGGG

CAAAAATTCCGCATACCGATGGA

203

AAV4_capsid|6
00-649

CCGGGTATGGTATGGCAAAACCGTGATATCTATTACCAGGG
GCCGATTTGGGCTAAGATACCGCATACCGATGGACATTTCC
ATCCGAGCCCGTTAATAGGTGGTTTTGGTTTGAAACATCCGC
CGCCGCAGATTTTTATTAAAAAT

204

AAV4 capsid|6
24-673

GGTCATTTCCATCCGTCACCGCTTATTGGGGGGTTCGGTTITA
AAACATCCGCCGCCGCAGATTTTTATCAAGAATACTCCGGT

GCCGGCAAACCCGGCCACGACGTTTTCTAGCACTCCGGTCA
ACTCTTTTATTACCCAATATTCA

AAV4_capsid|6
48-697

AATACGCCGGTACCGGCAAATCCGGCCACAACCTTTTCTAG
CACACCGGTAAATTCATTITATCACCCAGTATAGCACCGGCC
AGGTATCTGTGCAGATTGACTGGGAAATTCAGAAAGAACGT
TCAAAACGCTGGAACCCGGAGGTT

206

AAV4_capsid|6
72-721

AGTACCGGCCAGGTATCTGTTCAAATTGACTGGGAGATTCA
GAAAGAACGCTCAAAACGCTGGAATCCGGAGGTTCAGTTTA
CGTCAAACTATGGACAGCAAAATTCTTTATTATGGGCCCCG
GATGCTGCCGGCAAATATACCGAG

207

AAV3_capsid|0
-49

ATGAGTTTTGTGGATCATCCGCCGGATTGGCTTGAAGAAGT
AGGAGAGGGTCTGCGTGAATTTTTGGGTCTGGAGGCGGGCC
CGCCGAAACCGAAACCGAATCAGCAGCATCAGGATCAGGCC
CGTGGGTTAGTCCTTCCGGGATAT
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208

AAVS5_capsid|2
4-73

GAAGCGGGGCCGCCGAAGCCGAAACCGAACCAACAACATC
AGGACCAGGCACGCGGATTAGTTTITGCCGGGCTATAATTAC
CTGGGGCCGGGCAACGGGTTGGATCGTGGAGAACCGGTGAA
TCGTGCAGATGAAGTGGCACGCGAG

209

AAVS_capsid|4
8-97

TATAATTATTTAGGGCCGGGTAACGGTCTGGATCGCGGAGA

GCCGGTCAATCGCGCAGACGAGGTGGCTCGCGAGCATGACA
TATCATATAATGAACAGCTGGAAGCCGGGGACAACCCGTAT
CTGAAGTATAATCATGCCGATGCA

210

AAVS5_capsid|7
2-121

GAACATGATATCTCATATAACGAACAACTTGAAGCTGGAGA

TAACCCGTATTTGAAATATAACCATGCTGACGCCGAATTTCA
AGAGAAACTTGCGGATGACACTTCATTCGGTGGAAACTTAG

GTAAGGCGGTTTTCCAGGCTAAG

211

AAVS5_capsid|9
6-145

GCAGAGTTCCAGGAAAAACTGGCGGATGATACAAGTTTTGG
CGGCAATTTGGGGAAGGCGGTGTTTCAGGCGAAAAAACGCG
TATTGGAACCGTTTGGCCTGGTTGAAGAAGGTGCTAAAACG
GCCCCGACGGGCAAACGCATTGAC

212

AAV5_capsid|l
20-169

AAAAAACGCGTGCTTGAACCGTTTGGCCTTGTGGAGGAAGG
GGCTAAGACTGCCCCGACCGGTAAACGTATAGACGATCATT
TTCCGAAACGCAAAAAAGCACGTACCGAGGAAGACAGTAA

ACCGTCAACGAGTTCAGACGCCGAG

213

AAVS5_capsid|l
44-193

GATGATCATTTCCCGAAGCGTAAAAAAGCACGTACAGAGGA
AGACAGCAAACCGAGCACGTCAAGCGACGCTGAGGCGGGG
CCGAGTGGTAGCCAGCAATTACAGATACCGGCCCAGCCGGC
AAGCTCTCTGGGGGCTGATACTATG

214

AAVS5_capsid|l
68-217

GAGGCCGGACCGTCTGGAAGCCAACAGCTTCAGATTCCGGC
CCAGCCGGCGTCAAGTCTGGGTGCCGACACCATGAGTGCTG
GTGGTGGAGGTCCGCTTGGTGATAACAACCAAGGCGCCGAT
GGCGTGGGCAACGCATCAGGTGAT

215

AAVS5_capsid|1
92-241

ATGAGTGCCGGTGGTGGCGGCCCGCTGGGCGACAATAATCA
GGGTGCTGACGGAGTGGGTAATGCATCAGGGGATTGGCATT
GCGATAGCACTTGGATGGGAGACCGTGTGGTTACAAAATCT
ACACGTACATGGGTGCTGCCGAGC

216

AAV5_capsid|2
16-265

GACTGGCATTGTGATTCAACTTGGATGGGTGATCGTGTTGTA
ACCAAGAGCACGCGCACTTGGGTCTTACCGAGCTATAATAA
TCATCAATATCGTGAAATAAAATCAGGATCTGTGGATGGGA
GCAATGCGAACGCCTATTTITGGT

217

AAVS_capsid|2
40-289

AGTTATAATAACCATCAATACCGCGAGATTAAGAGCGGCAG
TGTTGATGGAAGTAACGCCAACGCCTATTTTGGATATAGCA
CGCCGTGGGGGTATTTTGACTTTAACCGTTTCCATTCACATT
GGTCACCGCGTGACTGGCAGCGT

218

AAVS5_capsid|2
64-313

GGCTATTCAACTCCGTGGGGCTATTTTGACTTCAACCGTTTT
CATAGCCATTGGTCACCGCGTGACTGGCAGCGCCTGATCAA
CAACTATTGGGGTTTCCGTCCGCGTTCTCTGCGTGTGAAAAT
TTTCAATATTCAGGTTAAAGAA

219

AAVS5_capsid|2
88-337

CGCCTGATCAACAATTATTGGGGGTTCCGTCCGCGTAGTTTG
CGCGTCAAAATTTTTAATATTCAGGTAAAAGAAGTTACGGT
GCAGGACAGTACCACCACCATTGCCAATAATCTGACCAGCA
CAGTGCAGGTTTTTACGGACGAT

220

AAV35_capsid|3
12-361

GAAGTTACCGTTCAAGATAGTACCACTACTATAGCCAATAA
CTTGACCAGTACAGTCCAGGTGTTCACAGATGACGATTATC
AACTGCCGTATGTAGTTGGGAATGGTACGGAAGGATGCCTG
CCGGCCTTTCCGCCGCAGGTGTTT
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221

AAVS5_capsid|3
36-385

GATGATTATCAGCTGCCGTATGTCGTGGGAAACGGTACCGA
AGGTTGTCTTCCGGCGTTCCCGCCGCAAGTATTCACACTGCC
GCAATATGGGTACGCTACGCTGAACCGTGATAATACAGAGA
ATCCGACAGAGCGTTCTAGTTTC

222

AAVS_capsid|3
60-409

TTTACCCTTCCGCAGTATGGATATGCCACATTAAATCGTGAC
AACACCGAGAACCCGACCGAGCGTAGCAGTTTTTTCTGCTIT
GGAGTACTTTCCGTCTAAGATGTTACGCACTGGCAACAATTT
CGAGTTTACATACAACTTCGAA

223

AAVS5_capsid|3
84-433

TTCTTTTGTCTGGAATATTTTCCGTCTAAGATGCTGCGCACT
GGAAATAATTTCGAATTTACCTACAACTTTGAAGAGGTCCC
GTTTCATAGCTCTTTCGCCCCGAGTCAAAACCTGTTCAAGCT
GGCTAACCCGTTAGTCGATCAG

224

AAVS5_capsid|4
08-457

GAAGAGGTACCGTTTCATAGTTCTTTCGCACCGAGCCAGAA
TTTATTTAAACTTGCAAACCCGCTGGTAGATCAATATCTGTA
TCGCTTTGTGTCAACCAACAATACGGGGGGCGTGCAATTCA
ATAAGAACCTGGCAGGTCGCTAT

225

AAV35_capsid|4
32-481

CAGTATCTTTACCGTTTTGTGTCTACCAACAATACCGGAGGC
GTACAATTTAATAAAAATCTGGCAGGTCGCTACGCAAACAC
CTACAAAAACTGGTTTCCGGGCCCGATGGGGCGCACACAAG
GTTGGAATTTGGGAAGTGGGGTG

226

AAVS5_capsid[4
56-505

TATGCGAATACTTACAAAAATTGGTTTCCGGGTCCGATGGGT
CGTACGCAAGGCTGGAATCTGGGTAGCGGTGTGAATCGCGC
CTCTGTGTCAGCATTTGCGACTACAAACCGTATGGAATTAGA
AGGTGCCAGTTATCAGGTGCCG

227

AAVS5_capsid|4
80-529

GTAAACCGTGCGAGTGTCTCTGCCTTTGCAACTACAAACCGC
ATGGAGCTTGAAGGTGCATCATATCAGGTGCCGCCGCAGCC
GAATGGCATGACAAATAATCTGCAAGGCTCAAACACCTATG
CACTGGAAAATACCATGATTTIC

228

AAVS5_capsid|5
04-553

CCGCCGCAACCGAATGGCATGACTAATAATTTACAAGGGTC
AAATACCTATGCGCTGGAAAATACAATGATATTTAACAGCC
AGCCGGCTAATCCGGGCACAACCGCGACTTATCTGGAAGGT
AACATGTTAATTACCAGCGAAAGC

229

AAV5_capsid|5
28-577

TTCAATAGTCAGCCGGCGAACCCGGGCACCACGGCAACCTA
CTTAGAAGGTAACATGCTGATAACAAGTGAATCAGAAACGC
AACCGGTCAATCGCGTTGCTTATAACGTTGGCGGTCAAATG
GCCACCAATAATCAGTCTAGCACT

230

AAVS_capsid|5
52-601

AGTGAGACCCAACCGGTCAATCGCGTAGCATATAATGTGGG
TGGACAGATGGCGACCAATAACCAGTCTTCTACGACAGCCC
CGGCTACTGGCACGTATAACCTGCAGGAAATCGTTCCGGGC
TCAGTCTGGATGGAACGCGACGIT

231

AAV5_capsid|5
76-625

ACCACAGCGCCGGCCACCGGCACGTATAATTTACAAGAAAT
AGTACCGGGTTCAGTGTGGATGGAACGCGATGTATATCTGC
AGGGGCCGATATGGGCCAAAATACCGGAAACCGGTGCCCAT
TTTCATCCGAGCCCGGCAATGGGA

232

AAVS5_capsid|6
00-649

GTTTATCTGCAGGGACCGATCTGGGCTAAGATCCCGGAAAC
TGGGGCCCATTTTCATCCGAGTCCGGCCATGGGAGGGTTCG
GCCTGAAACATCCGCCGCCGATGATGCTTATTAAGAATACT
CCGGTGCCGGGCAACATCACCTCA

233

AAV3_capsid|6
24-673

GGTGGCTTTGGTCTGAAACATCCGCCGCCGATGATGCTGAT
AAAAAACACGCCGGTACCGGGTAATATCACATCTTTCAGCG
ACGTACCGGTGAGTAGCTTTATAACCCAATATAGTACGGGG
CAAGTTACCGTAGAAATGGAATGG
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234

AAVS5_capsid|6
48-697

AGTTTCTCTGATGTCCCGGTATCATCATITATTACCCAGTAC
AGTACGGGCCAGGTTACCGTCGAAATGGAATGGGAATTAAA
AAAGGAAAATTCTAAACGTTGGAATCCGGAAATACAATATA
CGAATAATTATAACGATCCGCAA

235

AAVS5_capsid|6
72-721

TGGGAACTGAAAAAGGAAAACTCAAAACGCTGGAACCCGG
AGATTCAATATACAAACAATTATAATGATCCGCAATTCGTA
GATTTCGCGCCGGACTCTACTGGAGAATACCGCACCACTCG
TCCGATTGGTACACGTTATCTGACT

236

AAV6_capsid|0
49

ATGGCAGCCGATGGCTATCTGCCGGATTGGCTGGAGGATAA
TTTGTCTGAAGGTATTCGTGAATGGTGGGATTTGAAACCGG
GTGCGCCGAAACCGAAGGCCAACCAGCAAAAACAGGACGA
TGGTCGCGGACTGGTACTGCCGGGG

237

AAV6_capsid|2
473

CTGAAACCGGGTGCTCCGAAGCCGAAAGCGAATCAGCAGA
AACAAGATGATGGCCGTGGGTTGGTGCTGCCGGGGTACAAA
TATCTTGGTCCGTTCAATGGTTTGGATAAAGGTGAACCGGTT
AATGCCGCGGACGCGGCCGCCTTA

238

AAV6_capsid|4
8-97

GGTTACAAATATTTGGGTCCGTTTAATGGGTTGGATAAAGG
GGAACCGGTCAATGCGGCCGATGCAGCAGCTCTGGAACATG
ATAAAGCATATGATCAGCAACTGAAAGCCGGTGATAATCCG
TACTTACGTTACAATCATGCCGAC

239

AAV6_capsid|7
2-121

TTAGAACATGACAAGGCTTACGATCAGCAGCTGAAAGCGGG
CGATAATCCGTACCTGCGTTATAACCATGCGGATGCTGAATT
TCAAGAGCGCTTACAGGAAGATACCAGCTTTGGCGGGAATT
TAGGACGCGCAGTATTTCAAGCT

240

AAVG6_capsid|9
6-145

GATGCGGAATTTCAGGAACGTCTGCAGGAAGATACGTCITT
TGGGGGTAACCTTGGGCGTGCGGTGTTCCAAGCTAAAAAAC
GCGTTCTTGAACCGTTTGGTCTGGTCGAAGAAGGAGCCAAA
ACGGCTCCGGGTAAAAAACGTCCG

241

AAVG6_capsid|1
20-169

GCAAAAAAACGCGTTTTGGAACCGTTTGGCTTGGTTGAGGA
AGGCGCGAAAACGGCCCCGGGGAAAAAACGTCCGGTAGAG
CAAAGTCCGCAGGAGCCGGACTCAAGTAGCGGCATCGGAA

AAACGGGTCAACAGCCGGCAAAAAAG

242

AAV6_capsid|l
44-193

CCGGTGGAGCAGTCACCGCAAGAACCGGATTCTTCTAGTGG
CATTGGGAAAACGGGTCAGCAGCCGGCCAAAAAACGCTTAA
ACTTTGGCCAAACCGGCGACAGTGAATCTGTTCCGGACCCG
CAGCCGCTGGGTGAACCGCCGGCG

243

AAV6_capsid|l
68-217

AAACGCTTGAATTTTGGTCAGACAGGGGATTCAGAATCTGT
GCCGGATCCGCAGCCGCTTGGCGAGCCGCCGGCGACCCCGG
CCGCAGTAGGGCCGACCACAATGGCTAGCGGCGGCGGTGCA
CCGATGGCTGATAACAACGAGGGC

244

AAV6_capsid|l
92-241

GCAACCCCGGCCGCTGTGGGTCCGACGACTATGGCAAGTGG
TGGTGGCGCTCCGATGGCGGACAATAACGAAGGTGCGGATG
GTGTGGGGAACGCCAGCGGAAATTGGCATTGTGATTCTACC
TGGTTGGGAGATCGCGTGATTACC

AAV6_capsid|2
16-265

GGAGCGGATGGGGTTGGAAACGCGTCAGGTAATTGGCATTG
CGATTCAACGTGGCTGGGCGACCGTGTAATCACCACGTCAA
CGCGTACCTGGGCGTTGCCGACCTACAATAATCATCTGTATA
AACAGATATCTAGCGCCAGTACC

246

AAV6_capsid|2
40-289

ACCACATCAACACGCACGTGGGCGTTGCCGACCTACAATAA
TCATCTTTATAAACAGATTAGCAGCGCTAGCACGGGTGCGA
GCAATGATAACCATTATTTTGGTTACAGCACCCCGTGGGGCT
ATTTTGATTTTAATCGCTTCCAT
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247

AAV6_capsid|2
64-313

ACGGGCGCATCAAACGACAACCATTATTTTGGCTATAGCAC
ACCGTGGGGCTATTTTGATTTCAACCGCTTCCATTGTCATTIT
AGTCCGCGTGACTGGCAACGCCTGATTAACAATAATTGGGG
GTTTCGTCCGAAACGCCTGAAC

248

AAVG6_capsid|2
88-337

CATTGTCATTTITAGCCCGCGTGATTGGCAGCGTCTTATAAAC
AACAATTGGGGGTTTCGCCCGAAACGTCTGAATTTTAAACT
GTTTAATATCCAGGTTAAAGAAGTCACAACCAATGACGGAG
TGACCACTATTGCTAATAATCTG

249

AAV6_capsid|3
12-361

AACTTTAAATTATTTAATATACAGGTGAAGGAGGTTACCAC
CAATGATGGTGTCACAACTATTGCTAACAATTTAACCTCAAC
CGTACAAGTTTTTTCAGACAGTGAGTACCAATTGCCGTACGT
GCTGGGGTCTGCACATCAAGGA

250

AAV6_capsid|3
36-385

CTTACGAGCACCGTGCAGGTTTTTAGCGATTCTGAATATCAA
TTGCCGTATGTTTTAGGCTCAGCACATCAAGGATGTTTACCG
CCGTTTCCGGCTGACGTATTCATGATCCCGCAGTACGGGTAT
CTGACCTTAAATAACGGGAGT

251

AAV6_capsid|3
60-409

GGTTGCCTGCCGCCGTTTCCGGCAGACGTGTTTATGATCCCG
CAGTACGGCTATCTGACACTGAACAATGGAAGTCAAGCTGT
CGGACGTAGCTCATTITTATTGCCTGGAATATTTCCCGAGTCA
GATGTTACGCACAGGCAATAAT

252

AAV6_capsid|3
84-433

AGTCAGGCAGTAGGTCGCAGCAGCTTCTACTGCCTGGAATA
TTTTCCGAGTCAGATGTTACGTACTGGGAACAATTTCACATT
TAGCTACACTTTCGAGGATGTACCGTTTCATAGCTCATATGC
CCATTCACAGAGTTTAGACCGC

253

AAV6_capsid|4
08-457

AATTTCACGTTTTCATACACTTTCGAAGATGTACCGTTCCAT
AGCTCATATGCTCATAGTCAGAGCTTAGACCGTCTGATGAA
CCCGCTGATCGACCAGTATCTTTATTACTTAAATCGTACTCA
AAATCAATCAGGGTCAGCGCAG

254

AAVG6_capsid|4
32-481

CGCTTAATGAATCCGCTGATCGACCAGTATCTTTATTATCTG
AACCGCACCCAGAACCAATCTGGTTCTGCACAAAATAAAGA
TTTACTGTTTAGCCGTGGTAGTCCGGCCGGCATGTCTGTGCA
GCCGAAGAATTGGCTGCCGGGC

255

AAV6_capsid|4
56-505

CAGAACAAAGACCTGTTGTTCTCTCGTGGATCACCGGCCGG

GATGAGTGTACAGCCGAAAAATTGGCTGCCGGGCCCGTGTT
ATCGTCAGCAGCGTGTGAGTAAAACTAAAACCGATAACAAT
AACTCTAACTTCACCTGGACAGGC

256

AAV6_capsid|4
80-529

GGTCCGTGCTATCGCCAGCAGCGTGTGTCTAAAACTAAAAC
TGATAACAACAACAGTAATTTTACCTGGACCGGGGCCTCAA
AATACAACTTGAACGGTCGCGAGAGTATCATTAACCCGGGT
ACGGCGATGGCCTCACATAAAGAC

257

AAV6_capsid|5
04-553

GGCGCGTCAAAATACAATTTAAATGGCCGCGAATCAATTAT
AAACCCGGGCACAGCCATGGCCAGCCATAAGGACGATAAG
GATAAATTTTTITCCGATGAGTGGGGTCATGATCTTCGGAAAG
GAATCAGCCGGCGCATCTAATACA

258

AAV6_capsid|5
28-577

GATGACAAAGATAAATTTTTTCCGATGTCTGGGGTGATGAT
ATTCGGGAAAGAATCAGCGGGTGCATCTAATACAGCTCTGG
ATAATGTTATGATTACTGATGAAGAAGAAATCAAAGCAACC
AATCCGGTAGCAACAGAGCGTTTT

259

AAV6_capsid|5
52-601

ACCGCCCTGGATAACGTAATGATTACAGACGAAGAAGAAAT
AAAAGCCACCAACCCGGTGGCAACCGAGCGCTTTGGAACAG
TCGCCGTTAATCTGCAGAGTAGTTCTACGGATCCGGCCACCG
GAGACGTGCATGTGATGGGCGCG
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260

AAV6_capsid|5
76-625

TTTGGTACAGTGGCAGTTAACCTTCAGAGCAGCAGCACAGA
CCCGGCTACCGGAGATGTGCATGTCATGGGGGCCCTGCCGG
GTATGGTGTGGCAGGATCGCGATGTCTACTTACAAGGGCCG
ATTTGGGCGAAAATCCCGCATACG

261

AAV6_capsid|6
00-649

GCCCTGCCGGGGATGGTATGGCAAGACCGTGACGTATATTT
GCAAGGCCCGATATGGGCAAAAATTCCGCATACCGACGGTC
ATTTCCATCCGTCACCGTTAATGGGAGGTTTCGGCTTGAAGC
ATCCGCCGCCGCAAATCTITGATT

262

AAV6_capsid|6
24-673

ACCGATGGACATTTTCATCCGTCACCGTTGATGGGGGGGTTC
GGGTTGAAACATCCGCCGCCGCAGATCCTTATAAAAAATAC
CCCGGTACCGGCGAACCCGCCGGCTGAATTTTCAGCGACAA
AATTTGCCAGCTTTATAACGCAG

263

AAV6_capsid|6
48-697

ATAAAAAATACCCCGGTACCGGCGAACCCGCCGGCCGAGTT
TAGTGCCACCAAGTTCGCATCATTTATTACACAGTATAGTAC
CGGTCAGGTGAGTGTTGAGATAGAATGGGAATTGCAGAAGG
AAAACAGTAAACGCTGGAATCCG

264

AAV6_capsid|6
72-721

CAGTACTCTACTGGCCAGGTATCAGTGGAAATTGAGTGGGA
ACTGCAGAAGGAAAATTCAAAACGCTGGAACCCGGAAGTCC
AGTATACTTCTAATTACGCAAAAAGTGCTAATGTAGACTTCA
CCGTAGACAATAATGGCTTGTAT

AAVT_capsidY
P_077178.1/0-
49

ATGGCAGCCGACGGTTATCTGCCGGATTGGTTAGAAGATAA
TTTGAGCGAAGGTATCCGTGAATGGTGGGATCTGAAGCCGG
GGGCACCGAAACCGAAGGCTAACCAGCAGAAACAGGACAA
CGGGCGCGGCTTGGTACTGCCGGGA

266

AAVT_capsidY
P_077178.1)24-
73

TTGAAACCGGGTGCCCCGAAGCCGAAGGCGAACCAGCAGA
AACAGGATAACGGTCGCGGGCTGGTGTTACCGGGCTATAAG
TATCTTGGGCCGTTCAACGGTTTGGATAAAGGTGAACCGGT
CAATGCAGCAGACGCCGCTGCGTTG

267

AAV7T_capsidY
P _077178.1/48-
97

GGATATAAGTACTTAGGTCCGTTTAATGGCTTAGACAAGGG
TGAGCCGGTTAATGCAGCCGATGCGGCCGCACTGGAACATG
ATAAAGCGTATGATCAACAGTTGAAAGCTGGGGACAATCCG
TACCTGCGCTACAATCATGCGGAT

268

AAV7T_capsidY
P_077178.1|72-
121

CTGGAACATGATAAGGCATATGACCAGCAATTAAAAGCCGG
AGATAATCCGTACCTGCGTTATAACCATGCTGATGCCGAGTT
CCAAGAACGTTITGCAGGAGGATACTTCATTTGGGGGCAACC
TGGGCCCTGCGGTTTTCCAAGCT

269

AAVT _capsidY
P_077178.1/96-
145

GATGCTGAATTTCAGGAACGTTTACAGGAAGACACTAGCTT
CGGAGGCAATCTGGGCCGCGCCGTATTCCAGGCAAAAAAGC
GTGTTCTTGAGCCGCTGGGCTTAGTAGAAGAAGGCGCCAAA
ACTGCGCCGGCAAAGAAACGCCCG

270

AAVT_capsidY
P_077178.1]120
-169

GCGAAAAAACGTGTATTAGAGCCGCTGGGCCTGGTGGAGGA
GGGAGCAAAGACCGCGCCGGCCAAAAAACGTCCGGTAGAA
CCGAGCCCGCAGCGCAGCCCGGACTCTAGTACGGGAATTGG
TAAGAAGGGTCAGCAACCGGCGCGC

271

AAV7_capsidY
P 077178.1|144
-193

CCGGTTGAGCCGTCTCCGCAGCGTTCACCGGACAGTAGCAC
TGGCATTGGGAAAAAAGGTCAGCAGCCGGCACGTAAGCGCT
TAAACTTTGGTCAAACCGGCGACTCAGAAAGTGTCCCGGAT
CCGCAACCGCTTGGCGAACCGCCG

272

AAV7T_capsidY
P_077178.1|168
217

CGCAAACGTCTTAACTTCGGACAGACTGGCGATAGCGAGAG
TGTTCCGGATCCGCAGCCGCTTGGCGAACCGCCGGCAGCGC
CGAGTTCTGTGGGTAGCGGAACGGTGGCTGCAGGGGGTGGA
GCCCCGATGGCGGACAATAACGAA
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273

AAVT_capsidY
P_077178.1|192
-241

CCGGCGGCCCCGTCTTCAGTAGGTAGTGGCACTGTTGCAGC
AGGCGGAGGTGCGCCGATGGCGGATAATAATGAAGGTGCA
GACGGCGTTGGTAACGCCTCAGGGAACTGGCATTGTGATAG
CACCTGGTTGGGCGACCGCGTCATA

274

AAVT _capsidY
P_077178.1]216
-265

GAAGGTGCAGATGGCGTGGGTAATGCGAGCGGGAACTGGC
ATTGCGATTCTACTTGGCTTGGTGATCGCGTGATCACGACCT
CAACGCGCACTTGGGCCCTGCCGACATATAACAACCATCTG
TACAAGCAGATTAGTAGCGAAACA

AAVT_capsidY
P_077178.11240
-289

ATAACGACGTCAACTCGTACTTGGGCGTTACCGACATATAA
TAATCATTTGTACAAACAGATCAGCTCAGAAACAGCCGGCT
CAACCAATGATAACACGTATTTCGGTTATTCTACTCCGTGGG
GGTATTTCGATTTCAACCGCTTT

276

AAV7_capsidY
P 077178.1]264
-313

ACAGCTGGAAGCACTAATGACAATACATATTTTGGTTATAG
CACACCGTGGGGGTATTTCGATTTCAATCGTTTTCATTGCCA
TTTTAGCCCGCGTGATTGGCAACGTCTGATTAACAACAATTG
GGGCTTCCGTCCGAAAAAACTT

2717

AAV7T_capsidY
P_077178.1]288
-337

TTCCATTGTCATTTCTCTCCGCGTGATTGGCAACGTCTTATTA
ATAACAACTGGGGATTTCGTCCGAAGAAATTGCGTTTCAAA
CTGTTTAACATTCAAGTCAAAGAAGTCACAACTAACGACGG
CGTCACCACCATTGCAAACAAT

278

AAVT_capsidY
P_077178.1]312
-361

CTGCGTTTCAAGTTGTTTAATATTCAGGTCAAAGAGGTITACG
ACGAATGATGGGGTGACTACGATTGCGAATAACCTTACCAG
CACAATCCAAGTTTTTTCAGATAGCGAATATCAACTGCCGTA
TGTTCTGGGAAGTGCGCATCAG

279

AAVT_capsidY
P_077178.1|336
-385

AACTTGACTAGCACCATCCAAGTGTTCAGTGACTCTGAATAC
CAGTTGCCGTATGTTCTGGGTTCTGCGCATCAGGGTTGTCTT
CCGCCGTTTCCGGCGGATGTGTTTATGATCCCGCAGTACGGA
TATCTTACGCTGAATAATGGG

280

AAV7T_capsidY
P _077178.1|360
-409

CAGGGATGCCTGCCGCCGTTTCCGGCTGATGTATTTATGATT
CCGCAGTATGGGTATCTGACGTTAAATAATGGTTCTCAGAGT
GTCGGTCGTAGTTCTTTCTATTGTTTGGAATACTTTCCGAGTC
AGATGCTGCGCACGGGAAAC

281

AAV7T_capsidY
P_077178.1|384
-433

GGATCTCAGTCAGTAGGTCGTAGTTCTTTITTACTGCCTGGAG
TACTTCCCGAGCCAGATGTTGCGCACCGGTAACAACTTTGA
GTTTTCATATAGCTTTGAAGATGTTCCGTTTCATAGTTCITAT
GCCCATAGCCAAAGTCTGGAT

282

AAVT _capsidY
P_077178.1408
-457

AACAATTTTGAGTTTTCITATTCTTTCGAAGATGTTCCGTTTC
ATTCATCTTACGCCCATTCACAGAGCTTAGATCGTCTGATGA
ATCCGCTGATCGACCAGTACTTGTATTACCTTGCTCGTACAC
AGAGCAATCCGGGGGGTACA

283

AAVT_capsidY
P_077178.1}432
-481

GATCGTTTGATGAATCCGCTGATCGACCAGTACCTGTATTAC
TTGGCCCGTACCCAGTCTAATCCGGGTGGTACTGCTGGCAAC
CGCGAACTGCAATTTTATCAGGGCGGCCCGAGTACGATGGC
CGAACAGGCCAAAAACTGGCIT

284

AAV7_capsidY
P 077178.1]456
-505

ACAGCTGGCAATCGCGAGTTACAATTCTATCAGGGCGGCCC
GTCTACGATGGCCGAACAGGCCAAAAATTGGTTACCGGGCC
CGTGTTTTCGTCAGCAGCGCGTCAGTAAAACGCTGGATCAG
AACAACAATAGCAACTTCGCTTGG

285

AAV7T_capsidY
P_077178.11480
-529

CTGCCGGGTCCGTGCTTTCGCCAACAGCGTGTGTCAAAGAC
ATTAGATCAGAACAACAATTCTAATTTTGCGTGGACTGGAG
CCACTAAATATCATTTGAATGGACGCAACTCACTGGTGAAT
CCGGGAGTAGCTATGGCGACTCAT
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286

AAVT_capsidY
P_077178.1|504
-553

TGGACCGGCGCCACGAAATATCATCTITAATGGTCGTAATAG
TCTGGTTAATCCGGGAGTGGCCATGGCCACTCATAAAGACG
ATGAAGATCGTTTTTTCCCGTCATCTGGAGTACTTATCTITTG
GAAAAACTGGGGCAACCAACAAA

287

AAVT _capsidY
P_077178.1|528
-577

CATAAGGACGATGAGGATCGCTTTTTTCCGAGCAGCGGTGT
ACTGATTTTTGGTAAAACTGGCGCTACCAATAAAACCACAC
TTGAGAATGTTTTAATGACAAATGAGGAAGAGATCCGTCCG
ACCAATCCGGTAGCAACGGAAGAA

288

AAVT_capsidY
P_077178.1|552
-601

AAAACGACGCTTGAAAACGTTTTAATGACGAACGAAGAAGA
AATTCGTCCGACGAATCCGGTAGCAACCGAAGAATATGGGA
TTGTGTCATCTAATCTGCAAGCAGCTAATACAGCCGCGCAG
ACACAGGTCGTCAATAATCAGGGG

289

AAV7_capsidY
P _077178.1]576
-625

GAGTATGGTATTGTGAGCAGTAATCTTCAGGCTGCTAACAC
AGCTGCACAAACCCAAGTGGTGAACAATCAGGGCGCGCTGC
CGGGCATGGTGTGGCAGAATCGTGATGTCTACCTTCAGGGT
CCGATCTGGGCTAAGATTCCGCAT

290

AAV7T_capsidY
P_077178.1|600
-649

GGTGCGCTGCCGGGTATGGTGTGGCAGAACCGTGATGTGTA
TCTGCAAGGACCGATTTGGGCTAAGATCCCGCATACGGATG
GTAACTTTCATCCGAGTCCGCTTATGGGTGGATTTGGCCITA
AACATCCGCCGCCGCAGATCCTG

291

AAVT_capsidY
P_077178.1624
-673

CATACGGACGGAAACTTTCATCCGAGCCCGCTGATGGGTGG
CTTTGGTTTAAAGCATCCGCCGCCGCAAATCTTAATTAAAAA
TACGCCGGTGCCGGCGAACCCGCCGGAGGTGTTTACTCCGG
CGAAGTTCGCTTCATTTATCACG

292

AAVT_capsidY
P_077178.1|648
-697

TTGATTAAAAATACGCCGGTTCCGGCCAACCCGCCGGAAGT
GTTTACCCCGGCTAAATTCGCGTCATTTATCACACAATACTC
AACTGGCCAAGTGAGCGTTGAAATAGAGTGGGAATTACAAA
AGGAAAATTCAAAACGCTGGAAC

293

AAV7T_capsidY
P 077178.1|672
-721

ACTCAGTATAGTACCGGCCAAGTAAGTGTTGAAATCGAATG
GGAACTGCAGAAGGAAAACAGCAAACGCTGGAATCCGGAA
ATTCAGTATACTTCAAACTTTGAAAAACAGACGGGTGTGGA
CTTTGCAGTTGACTCACAAGGTGTA

294

AAVS8_capsid|0
49

ATGGCAGCAGACGGTTATCTGCCGGACTGGCTTGAAGACAA
CTTGTCAGAAGGCATCCGTGAATGGTGGGCTTTGAAGCCGG
GCGCCCCGAAACCGAAAGCCAACCAACAGAAACAGGATGA
CGGCCCTGGATTGGTCCTGCCGGGG

AAVSE_capsid|2
4-73

CTGAAACCGGGAGCGCCGAAACCGAAGGCAAATCAGCAGA
AACAGGATGACGGTCGCGGACTGGTGCTGCCGGGATATAAA
TATCTGGGTCCGTTTAATGGTCTGGACAAAGGTGAGCCGGTT
AATGCAGCAGATGCCGCTGCTTTG

296

AAVS8_capsid|4
8-97

GGCTACAAGTATCTTGGCCCGTTTAATGGACTGGACAAAGG
CGAACCGGTAAATGCTGCGGACGCCGCCGCATTAGAGCATG
ACAAGGCATATGATCAGCAGCTGCAAGCAGGCGACAATCCG
TACCTGCGCTACAACCATGCAGAC

297

AAVS_capsid|7
2-121

CTGGAACATGATAAGGCGTATGATCAGCAACTGCAGGCGGG
TGATAATCCGTATCTGCGTTACAATCATGCCGACGCTGAGTT
TCAGGAACGCCTTCAGGAAGATACGTCATTCGGCGGGAATT
TGGGCCGCGCCGTGTTTCAAGCT

298

AAV8_capsid|9
6-145

GATGCGGAATTTCAGGAACGCCTGCAGGAAGATACCAGTTT
TGGTGGTAATCTTGGACGTGCTGTATTCCAGGCTAAAAAAC
GTGTTTTAGAACCGCTTGGTCTTGTAGAAGAAGGTGCGAAG
ACGGCGCCGGGCAAAAAACGTCCG
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299

AAVS8_capsid|l
20-169

GCTAAGAAACGCGTCTTGGAGCCGCTGGGTCTGGTCGAGGA
AGGTGCGAAAACGGCCCCGGGGAAAAAGCGCCCGGTTGAG
CCGAGCCCGCAACGTTCACCGGATTCATCTACAGGTATCGG
CAAGAAGGGTCAGCAACCGGCGCGT

300

AAVSE_capsid|l
44-193

CCGGTGGAACCGAGTCCGCAGCGTTCTCCGGACTCTAGTAC
AGGAATTGGAAAAAAAGGACAACAGCCGGCCCGTAAGCGC
TTGAACTTTGGACAAACGGGAGACAGTGAATCAGTGCCGGA
CCCGCAGCCGCTGGGGGAACCGCCG

AAVS8_capsid|l
68-217

CGCAAACGCTTAAACTTTGGCCAGACTGGTGATTCAGAGAG
CGTCCCGGATCCGCAGCCGCTGGGCGAGCCGCCGGCGGCTC
CGAGTGGTGTTGGGCCGAACACGATGGCGGCTGGGGGTGGG
GCCCCGATGGCAGATAACAATGAG

302

AAVS_capsid|1
92-241

CCGGCAGCTCCGTCAGGTGTAGGCCCGAATACAATGGCCGC
GGGCGGTGGGGCCCCGATGGCCGACAATAATGAAGGTGCCG
ATGGTGTAGGGTCAAGCTCAGGTAATTGGCATTGTGATTCTA
CATGGCTGGGTGATCGTGTGATT

AAVS8_capsid|2
16-265

GAGGGTGCCGATGGTGTAGGCTCTTCATCAGGTAATTGGCA
TTGCGACAGTACATGGTTGGGAGATCGTGTAATAACCACAA
GTACCCGCACTTGGGCTCTGCCGACATACAACAACCATCTGT
ATAAGCAGATTTCAAACGGCACG

304

AAV8_capsid|2
40-289

ATTACAACAAGTACCCGTACTTGGGCTTTGCCGACTTACAAC
AATCATTTGTATAAACAGATTAGTAACGGGACATCTGGTGG
GGCGACGAACGACAATACTTACTTTGGCTACAGCACACCGT
GGGGTTATTTTGACTTTAATCGC

AAVS8_capsid|2
64-313

ACAAGTGGCGGCGCTACTAACGACAATACGTATTTCGGATA
TAGTACACCGTGGGGATATTTTGATTTTAACCGCTTCCATTG
CCATTTTAGCCCGCGCGACTGGCAACGCCTGATTAATAACA

ACTGGGGTTTTCGCCCGAAGCGT

306

AAVS_capsid|2
88-337

CGCTTCCATTGTCATTTTTCTCCGCGCGACTGGCAGCGCTTA
ATCAATAATAATTGGGGCTTCCGCCCGAAACGCCTGAGTTTC
AAACTGTTTAATATCCAGGTCAAAGAAGTGACTCAAAACGA
AGGTACTAAAACCATTGCAAAT

AAVS8_capsid|3
12-361

CGCCTGTCTTTTAAACTGTTTAACATCCAGGTTAAAGAGGTA
ACACAGAACGAAGGTACCAAAACTATTGCAAACAATCTGAC
TTCAACTATTCAAGTTTTCACCGACTCAGAATATCAGCTTCC
GTACGTACTGGGGAGTGCCCAT

308

AAVSE_capsid|3
36-385

AATAACTTAACGTCTACGATACAAGTCTTCACTGATTCTGAA
TATCAATTGCCGTACGTACTGGGCAGCGCGCATCAGGGTTG
TCTGCCGCCGTTCCCGGCAGATGTTTITTATGATTCCGCAGTA
CGGCTATTTAACCTTGAATAAT

AAVS8_capsid|3
60-409

CATCAAGGTTGTCTTCCGCCGTTTCCGGCGGATGTCTTTATG
ATCCCGCAGTATGGTTACCTGACGCTTAATAACGGAAGTCA
AGCAGTGGGTCGCAGCAGTTTCTACTGCCTGGAATACTTTCC
GTCACAAATGTTACGCACCGGT

310

AAVS_capsid|3
84-433

AACGGTTCTCAAGCTGTTGGCCGTTCTAGCTTTTATTGTCTG
GAATATTTTCCGAGTCAGATGCTGCGTACGGGGAACAACTT
TCAGTTTACATACACATTCGAAGACGTCCCGTTCCATAGTTC
ATATGCCCATTCTCAATCTCTT

AAV8_capsid|4
08-457

GGTAACAATTTTCAGTTCACGTACACGTTTGAAGACGTTCCG
TTTCATTCTTCTTATGCCCATTCTCAGAGTCTGGACCGCCTG
ATGAATCCGTTGATTGACCAGTATTTATACTACCTGAGCCGT
ACTCAGACAACGGGGGGCACA
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312

AAVS8_capsid|4
32-481

CTGGATCGTCTTATGAACCCGCTGATCGACCAATACCTTTAC
TACCTGTCTCGCACACAAACTACGGGCGGGACGGCTAACAC
TCAGACTCTGGGCTTTTCACAGGGCGGCCCGAACACTATGG
CGAATCAGGCAAAAAATTGGCTG

313

AAVSE_capsid|4
56-505

ACCGCAAACACTCAGACATTGGGTTTCAGCCAGGGCGGTCC
GAACACTATGGCAAATCAGGCGAAAAATTGGCTGCCGGGTC
CGTGCTACCGTCAACAGCGTGTGAGCACGACAACGGGGCAG
AATAATAACAGTAATTTCGCATGG

AAVS8_capsid|4
80-529

TTGCCGGGTCCGTGCTATCGTCAGCAACGCGTGTCTACAACG
ACCGGACAGAACAATAATAGTAATTTCGCATGGACCGCAGG
TACGAAATATCATTTAAATGGACGCAACTCTTTAGCCAATCC
GGGCATTGCAATGGCAACGCAT

AAVS_capsid|5
04-553

TGGACCGCAGGCACAAAATATCATCTGAATGGGCGTAACTC
TCTGGCAAACCCGGGAATCGCTATGGCTACGCATAAAGATG
ATGAGGAACGTTTTTTTCCGTCAAATGGCATTCTGATATTITG
GCAAACAGAACGCCGCTCGTGAT

AAV8_capsid|5
28-577

CATAAGGACGATGAGGAGCGTTTCTTTCCGTCAAATGGGAT
TCTGATTTTTGGCAAGCAAAATGCAGCCCGTGATAATGCTG
ATTATAGCGACGTAATGCTGACCAGCGAAGAAGAGATTAAA
ACTACTAACCCGGTCGCGACAGAA

317

AAV8_capsid|5
52-601

GATAATGCAGATTATAGTGACGTAATGCTTACCTCAGAAGA
GGAGATAAAGACAACTAATCCGGTAGCAACCGAAGAATAC
GGCATTGTTGCAGATAATCTGCAACAACAAAATACAGCTCC
GCAGATTGGTACGGTAAATAGCCAG

318

AAVS8_capsid|5
76-625

GAAGAATATGGAATCGTCGCCGACAACTTACAACAGCAAAA
TACTGCCCCGCAAATTGGAACGGTGAACAGTCAGGGGGCCC
TGCCGGGTATGGTCTGGCAAAATCGCGATGTGTACCTTCAA
GGTCCGATTTGGGCTAAAATTCCG

319

AAVS8_capsid|6
00-649

CAGGGAGCTCTGCCGGGTATGGTCTGGCAAAATCGTGACGT
GTATCTGCAGGGACCGATTTGGGCTAAAATACCGCATACAG
ATGGCAATTTTCATCCGTCTCCGCTGATGGGTGGATTTGGCT
TGAAACATCCGCCGCCGCAGATA

AAVS8_capsid|6
24-673

CCGCATACTGATGGCAACTTTCATCCGAGTCCGTTGATGGGT
GGCTTCGGCTTAAAACATCCGCCGCCGCAAATCCTGATTAA
AAATACCCCGGTGCCGGCGGATCCGCCGACCACGTTTAATC
AGAGCAAACTGAACAGCTTTATA

321

AAVSE_capsid|6
48-697

ATTCTGATTAAAAATACTCCGGTGCCGGCAGACCCGCCGAC
TACATTCAACCAAAGCAAACTGAATAGTTTTATTACACAAT
ACTCAACAGGACAGGTCTCAGTAGAAATCGAATGGGAGTTA
CAGAAGGAAAATTCTAAACGTTGG

AAVS8_capsid|6
72-721

ATTACACAGTATTCTACGGGTCAAGTTAGTGTTGAGATTGAG
TGGGAGCTGCAAAAAGAAAATAGCAAACGTTGGAATCCGG
AAATACAGTACACCAGCAATTATTATAAAAGCACGAGTGTT
GATTTTGCTGTGAACACTGAGGGC

323

AAV9_capsid|0
-49

ATGGCGGCGGATGGGTATCTGCCGGATTGGCTGGAGGATAA
TCTGAGTGAGGGAATCCGCGAATGGTGGGCCCTTAAGCCGG
GTGCGCCGCAGCCGAAAGCAAACCAGCAGCATCAAGATAAT
GCGCGCGGCCTTGTACTGCCGGGG

AAV9_capsid|2
4-73

CTGAAACCGGGAGCCCCGCAGCCGAAAGCCAACCAACAAC
ATCAAGATAACGCACGTGGACTGGTTCTTCCGGGTTACAAA
TACTTGGGGCCGGGCAATGGCTTGGACAAGGGAGAACCGGT
TAATGCCGCCGATGCTGCAGCATTG
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325

AAV9_capsid|4
8-97

GGTTACAAGTACCTGGGCCCGGGTAACGGGTTAGATAAGGG
TGAGCCGGTTAATGCCGCGGATGCCGCCGCCTTGGAACATG
ACAAGGCTTATGATCAGCAGCTGAAGGCAGGTGATAATCCG
TATCTTAAATATAATCATGCCGAT

326

AAV9 capsid|7
2-121

TTAGAACATGATAAGGCTTATGATCAGCAGTTAAAAGCAGG
AGATAATCCGTATCTTAAATATAACCATGCTGATGCCGAATT
TCAGGAGCGTCTGAAAGAGGACACCAGCTTCGGCGGTAACC
TGGGGCGCGCTGTCTTTCAGGCG

AAV9_capsid|9
6-145

GATGCTGAATTTCAGGAGCGTTTAAAGGAAGATACATCATT
TGGCGGGAACCTGGGACGCGCAGTTTTTCAGGCTAAGAAGC
GTTTGCTGGAACCGTTGGGTCTGGTCGAAGAAGCAGCGAAA
ACGGCTCCGGGGAAGAAGCGCCCG

328

AAVO_capsid|1
20-169

GCCAAAAAACGTCTTCTGGAACCGCTGGGTCTGGTAGAAGA
AGCAGCGAAGACTGCTCCGGGAAAGAAACGCCCGGTGGAG
CAAAGTCCGCAAGAACCGGACTCAAGCGCTGGGATAGGGA

AGTCTGGTGCGCAGCCGGCAAAGAAG

AAV9_capsid|l
44-193

CCGGTCGAACAATCACCGCAGGAACCGGACTCATCAGCGGG
GATCGGAAAAAGTGGCGCCCAGCCGGCTAAAAAACGTCTGA
ATTTTGGGCAGACCGGCGATACTGAATCAGTTCCGGACCCG
CAGCCGATTGGCGAACCGCCGGCG

330

AAV9_capsid|l
68-217

AAACGCCTGAACTTTGGCCAAACGGGGGACACTGAAAGCGT
GCCGGATCCGCAGCCGATTGGCGAGCCGCCGGCAGCTCCGT
CAGGCGTITGGAAGTCTGACAATGGCGTCAGGTGGCGGCGCT
CCGGTTGCAGATAACAACGAAGGC

331

AAV9 _capsid|l
92-241

GCGGCTCCGTCTGGAGTCGGATCTTTAACTATGGCATCTGGC
GGTGGAGCTCCGGTCGCCGATAACAACGAAGGAGCCGACG
GTGTGGGCAGCTCTTCTGGGAACTGGCATTGTGACTCTCAAT
GGCTGGGTGATCGTGTTATCACT

332

AAVO_capsid|2
16-265

GGCGCTGATGGCGTAGGTTCTTCAAGTGGGAATTGGCATTG
TGATTCTCAATGGCTGGGTGATCGCGTTATCACTACAAGTAC
ACGTACATGGGCGCTGCCGACATATAACAATCATTTATACA
AACAGATTAGCAACTCTACATCT

AAV9_capsid|2
40-289

ACAACAAGCACGCGTACATGGGCGCTGCCGACCTATAACAA
TCATCTTTATAAACAGATAAGCAATTCAACTAGCGGGGGAA
GCAGCAACGATAACGCGTATTTITGGATATAGTACGCCGTGG
GGTTACTTCGATTTCAATCGCTIT

334

AAV9 capsid|2
64-313

TCAGGCGGTAGCAGTAATGACAACGCGTATTTTGGTTATAG
CACCCCGTGGGGTTATTTTGATTTCAACCGCTTTCATTGCCA
TTTCAGCCCGCGTGACTGGCAGCGCTTGATAAATAATAATTG
GGGCTTCCGTCCGAAGCGCCTG

(98]
)
wn

AAV9_capsid|2
88-337

TTTCATTGTCATTTCTCACCGCGCGACTGGCAACGCCTTATA
AACAATAACTGGGGCTTTCGTCCGAAACGTCTTAACTTTAAA
CTTTTCAATATACAAGTCAAAGAGGTTACCGATAATAATGG
CGTTAAAACAATCGCAAACAAC

336

AAVO_capsid|3
12-361

CTTAATTTTAAATTATTCAACATCCAGGTCAAAGAGGTCACC
GACAATAATGGAGTAAAAACCATAGCAAACAATCTGACAA
GTACTGTGCAGGTTTTTACGGATAGCGATTATCAGTTACCGT
ATGTGTTGGGCAGCGCTCATGAA

AAV9_capsid|3
36-385

AACCTTACGAGCACCGTACAAGTGTTTACTGATAGTGATTAT
CAGCTGCCGTACGTATTAGGAAGTGCCCATGAAGGGTGTTT
GCCGCCGTTCCCGGCGGACGTGTTTATGATCCCGCAGTATGG
ATATCTTACGTTGAATGATGGA
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338

AAV9_capsid|3
60-409

GAAGGTTGTCTGCCGCCGTTTCCGGCAGACGTCTTTATGATT
CCGCAGTACGGATACCTTACCTTGAACGATGGTTCTCAGGC
GGTTGGTCGCTCAAGTTTTTACTGTCTGGAATATTTCCCGAG
TCAGATGCTGCGTACCGGAAAT

339

AAV9_ capsid|3
84-433

GGGAGCCAGGCGGTGGGACGTTCATCATTCTACTGCCTGGA
ATATTTTCCGAGTCAGATGTTACGTACCGGGAATAACTTTCA
GTTCTCATATGAATTTGAGAATGTTCCGTTCCATTCTTCITAC
GCGCATTCTCAGAGCCTGGAC

AAV9_capsid|4
08-457

AATAACTTCCAGTTTAGTTATGAATTTGAAAACGTGCCGTTT
CATTCAAGCTACGCGCATAGCCAGAGTTTAGATCGTCTGAT
GAATCCGCTGATCGATCAGTATCTGTACTACCTGAGCAAAA
CCATTAATGGCTCTGGCCAGAAC

341

AAVO_capsid|4
32-481

GATCGCTTAATGAACCCGCTTATTGATCAATACTTATATTAT
CTTTCAAAAACGATCAATGGAAGTGGTCAGAACCAACAGAC
CCTGAAATTTTCAGTTGCGGGTCCGTCTAATATGGCTGTCCA
GGGGCGCAACTACATTCCGGGT

AAV9_capsid|4
56-505

AATCAGCAGACGTTGAAATTTTCAGTTGCCGGACCGTCTAAT
ATGGCCGTTCAGGGACGCAATTACATTCCGGGTCCGTCITAT
CGTCAACAGCGCGTGAGTACAACGGTGACACAAAATAATAA
TTCAGAGTTTGCATGGCCGGGT

343

AAV9_capsid|4
80-529

GGTCCGAGCTATCGCCAGCAACGTGTGAGCACGACCGTTAC
GCAGAATAATAACAGTGAATTTGCCTGGCCGGGTGCTTCTA
GCTGGGCATTAAATGGGCGTAATAGTCTGATGAATCCGGGA
CCGGCAATGGCTAGCCATAAAGAA

344

AAV9_capsid|5
04-553

GGGGCATCTTCTTGGGCTTTAAACGGTCGCAACAGCTTAATG
AACCCGGGCCCGGCTATGGCGTCACATAAGGAAGGCGAAG
ACCGTTTTTTCCCGTTGAGCGGGTCTTTGATTTTCGGCAAGC
AGGGTACAGGCCGTGACAACGTT

345

AAVO_capsid|5
28-577

GAAGGGGAAGACCGTTTCTTTCCGCTGAGCGGGAGCTTGAT
TTTCGGGAAGCAGGGCACAGGACGCGATAATGTTGACGCCG
ACAAGGTTATGATAACAAATGAAGAAGAGATAAAAACAAC
CAATCCGGTTGCCACCGAAAGTTAT

AAV9_capsid|5
52-601

GTTGATGCTGACAAGGTGATGATTACAAACGAGGAGGAGAT
TAAAACCACTAATCCGGTCGCCACCGAAAGTTACGGTCAGG
TTGCAACAAACCATCAGTCAGCACAGGCGCAGGCCCAAACG
GGCTGGGTTCAGAATCAGGGTATT

347

AAV9 capsid|5
76-625

TACGGTCAAGTTGCAACAAACCATCAGTCAGCACAGGCCCA
GGCGCAAACTGGATGGGTACAAAACCAAGGTATCTTACCGG
GGATGGTCTGGCAAGACCGCGATGTGTATCTGCAAGGCCCG
ATTTGGGCGAAAATTCCGCATACC

AAV9_capsid|6
00-649

ATTTTACCGGGAATGGTTTGGCAGGATCGCGATGTATATTTA
CAAGGGCCGATCTGGGCCAAGATCCCGCATACTGATGGAAA
CTTCCATCCGTCTCCGCTGATGGGTGGATTTGGGATGAAACA
TCCGCCGCCGCAGATCCTGATC

349

AAV9_capsid|6
24-673

ACCGATGGGAACTTTCATCCGTCTCCGTTAATGGGAGGGTTC
GGAATGAAACATCCGCCGCCGCAAATTCTGATCAAAAATAC
CCCGGTGCCGGCGGACCCGCCGACCGCCTTTAATAAAGATA
AATTAAACTCATTTATCACCCAG

AAV9_capsid|6
48-697

ATTAAAAATACACCGGTCCCGGCCGACCCGCCGACGGCATT
TAACAAGGATAAGTTAAATTCTTTTATAACACAGTACAGCA
CGGGCCAGGTCAGCGTGGAAATTGAGTGGGAATTACAAAAG
GAAAACTCTAAACGCTGGAATCCG
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351

AAV9_capsid|6
72-721

CAGTATTCTACTGGTCAGGTTTCAGTTGAGATTGAATGGGAG
CTGCAAAAAGAAAACAGCAAACGCTGGAACCCGGAAATAC
AGTATACAAGTAATTATTACAAATCTAACAACGTCGAATTT
GCCGTGAATACCGAAGGTGTCTAC

352

AAV10_capsid|
0-49

ATGGCTGCAGATGGGTACTTGCCGGATTGGTTAGAGGATAA

CCTGAGTGAAGGGATCCGCGAATGGTGGGATCTGAAACCGG
GGGCGCCGAAACCGAAAGCGAATCAACAAAAACAGGACGA
TGGTCGTGGATTGGTCTTACCGGGA

)
wn
w

AAV10_capsid|
24-73

CTGAAGCCGGGTGCGCCGAAGCCGAAGGCAAATCAGCAGA

AGCAGGACGACGGACGTGGCCTGGTTCTGCCGGGTTACAAG
TATCTGGGTCCGTTCAACGGACTGGATAAGGGTGAACCGGT
GAACGCGGCAGACGCAGCAGCTCTT

354

AAV10_capsid|
48-97

GGTTACAAATATTTAGGTCCGTTCAACGGTCTGGATAAAGG
CGAACCGGTAAACGCCGCGGATGCAGCAGCTCTTGAACATG
ACAAAGCATATGATCAACAACTGAAGGCTGGTGATAATCCG
TACTTACGTTATAATCATGCCGAT

AAV10_capsid|
72-121

TTGGAACATGATAAGGCTTACGACCAGCAATTGAAAGCAGG
AGATAACCCGTACCTGCGTTATAACCATGCCGATGCAGAGT
TCCAAGAACGCTTGCAGGAAGACACGTCATTCGGTGGGAAT
CTTGGGCGTGCCGTGTTCCAAGCC

356

AAV10_capsid|
96-145

GATGCTGAGTTTCAGGAACGTCTTCAGGAAGATACCAGTTTT
GGTGGGAATCTGGGTCGCGCTGTTTTCCAGGCCAAGAAACG
CGTGTTGGAACCGCTGGGATTGGTAGAAGAGGCGGCAAAAA
CGGCGCCGGGCAAAAAGCGTCCG

357

AAV10_capsid|
120-169

GCCAAAAAACGTGTGCTGGAACCGCTGGGCTTAGTTGAAGA
GGCTGCGAAGACCGCCCCGGGCAAAAAACGTCCGGTGGAA
CCGTCTCCGCAGCGCTCTCCGGACTCTTCTACCGGCATTGGC
AAGAAGGGCCAGCAGCCGGCAAAA

358

AAV10_capsid|
144-193

CCGGTAGAACCGTCACCGCAGCGTTCTCCGGATAGTAGTAC
GGGGATCGGTAAAAAGGGGCAGCAGCCGGCAAAAAAGCGT
CTTAATTTCGGTCAAACTGGTGAAAGCGAATCTGTGCCGGA

TCCGCAGCCGATAGGGGAACCGCCG

AAV10_capsid|
168-217

AAAAAACGTTTAAACTTTGGTCAGACAGGAGAAAGTGAGAG
TGTCCCGGACCCGCAGCCGATTGGAGAGCCGCCGGCAGGAC
CGAGTGGATTAGGTAGCGGGACTATGGCGGCAGGAGGTGGT
GCACCGATGGCGGACAATAACGAG

360

AAV10_capsid|
192-241

CCGGCGGGACCGTCAGGATTGGGAAGCGGTACTATGGCGGC
GGGCGGTGGTGCCCCGATGGCGGATAATAACGAAGGCGCG
GACGGAGTGGGTAGTAGCTCTGGTAATTGGCATTGTGATAG
CACTTGGCTTGGTGACCGTGTGATT

AAV10_capsid|

GAAGGCGCAGATGGCGTTGGCTCTAGTTCAGGGAATTGGCA

216-265 TTGTGACTCAACATGGCTGGGTGATCGTGTAATTACGACTAG
TACCCGCACCTGGGCACTGCCGACTTATAATAATCATTITATA
TAAACAGATTAGCAACGGAACC

362 AAV10_capsid] | ATAACTACGTCAACTCGTACCTGGGCGCTTCCGACGTACAAT

240-289 AATCATCTGTACAAACAAATTAGCAACGGGACATCTGGAGG

GAGTACTAATGATAACACGTATTTTGGCTACAGTACGCCGT
GGGGCTATTTTGATTTTAACCGT

AAV10_capsid|
264-313

ACCTCAGGCGGTAGCACGAATGATAATACTTACTTTGGATA
CTCAACTCCGTGGGGTTACTTTGATTTCAATCGTTTTCATTGC
CATTTCAGCCCGCGTGACTGGCAGCGTTTGATAAATAACAA
TTGGGGTTTITCGTCCGAAGCGT
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364

AAV10_capsid|
288-337

CGCTTTCATTGTCATTTCAGTCCGCGTGACTGGCAGCGTTTA
ATCAACAATAATTGGGGATTCCGTCCGAAGCGTCTGTCTITTC
AAACTGTTCAACATTCAGGTGAAAGAAGTCACCCAAAATGA
AGGTACCAAAACCATCGCTAAT

365

AAV10_capsid|
312-361

CGTCTGTCATTTAAGTTGTTTAATATCCAGGTAAAAGAAGTA
ACGCAAAACGAGGGGACTAAAACGATTGCAAATAATCTGAC
CTCTACCATTCAAGTGTTTACCGATAGCGAATATCAACTGCC
GTATGTGCTTGGAAGCGCACAT

AAV10_capsid|

AACAACTTGACCTCTACCATTCAGGTTTTCACAGATTCAGAA

336-385 TACCAATTACCGTACGTCCTGGGCAGCGCTCATCAAGGCTG
CTTGCCGCCGTTTCCGGCGGATGTGTTCATGATACCGCAATA
TGGCTATCTTACGCTGAATAAT

367 AAV10_capsid] | CATCAGGGGTGTCTTCCGCCGTTTCCGGCAGATGTATTTATG

360-409 ATTCCGCAATACGGTTATCTGACATTAAACAACGGATCACA

GGCCGTCGGTCGCAGCTCTITTCTACTGTCTTGAATACTTCCC
GTCACAGATGTTGCGCACCGGG

AAV10_capsid|
384-433

AACGGTAGTCAGGCGGTGGGTCGTAGCTCATTTTATTGCTITG
GAATATTTITCCGTCTCAAATGTTACGTACAGGGAATAACTTT
GAATTTTCATATACCTTCGAAGATGTTCCGTTTCATTCATCTT
ACGCACATAGCCAGTCATTA

369

AAV10_capsid|
408-457

GGTAATAACTTTGAATTTAGCTATACGTTTGAGGATGTACCG
TTTCATAGCTCTTATGCACATAGCCAAAGCCTGGACCGCCTG
ATGAACCCGTTGATTGATCAGTATCTTTATTATCTTTCTCGC
ACACAGTCTACTGGAGGCACG

370

AAV10_capsid|
432-481

TTAGACCGTCTTATGAACCCGCTTATCGATCAGTACCTGTAC
TATCTGAGTCGTACGCAGAGCACAGGGGGAACTCAGGGCAC
ACAACAGTTATTGTTTAGTCAGGCAGGCCCGGCCAATATGT
CTGCGCAAGCCAAGAATTGGTTA

371

AAV10_capsid|
456-505

ACCCAGGGCACGCAGCAGCTTTTATTCTCACAGGCCGGTCC
GGCAAACATGAGCGCGCAGGCCAAGAATTGGCTGCCGGGTC
CGTGCTACCGTCAACAACGCGTCTCTACGACCTTGAGCCAG
AATAACAATAGCAACTTTGCTTGG

AAV10_capsid|
480-529

CTTCCGGGACCGTGTTATCGTCAACAGCGTGTCTCTACAACT
TTATCTCAGAATAATAATAGCAATTTCGCATGGACCGGAGC
TACAAAGTATCATCTGAACGGACGTGATTCACTGGTTAATCC
GGCGTGTCGCGATGGCAACCCAT

373

AAV10_capsid|
504-553

TGGACCGGCGCGACAAAGTACCATCTGAACGGCCGTGATAG
CCTGGTGAATCCGGGTGTTGCAATGGCGACGCATAAAGATG
ATGAGGAGCGTTTTTTTCCGTCTTCAGGGGTATTGATGTTCG
GAAAACAGGGCGCTGGTCGTGAT

AAV10_capsid|

CATAAGGATGATGAAGAGCGTTTCTTCCCGAGCAGCGGGGT

528-577 TTTGATGTTCGGTAAACAGGGGGCTGGCCGCGATAATGTGG
ATTATAGCAGCGTCATGCTGACGAGCGAAGAAGAGATCAAG
ACAACCAACCCGGTCGCGACTGAA

375 AAV10_capsid] | GACAACGTCGATTATAGTAGCGTTATGCTGACATCTGAGGA

552-601 AGAGATCAAAACTACTAATCCGGTGGCCACAGAGCAATATG

GTGTCGTTGCGGACAATCTGCAACAGGCGAACACCGGCCCG
ATTGTAGGTAACGTCAATTCTCAG

AAV10_capsid|
576-625

GAACAGTATGGTGTAGTAGCCGATAATTTGCAACAGGCGAA
TACCGGACCGATCGTCGGGAATGTGAATAGCCAAGGCGCAC
TGCCGGGGATGGTCTGGCAGAATCGCGACGTTITACCTGCAG

GGTCCGATCTGGGCGAAGATCCCG
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371

AAV10_capsid|
600-649

CAAGGTGCCCTTCCGGGCATGGTCTGGCAGAATCGTGACGT
ATATTTGCAGGGTCCGATCTGGGCGAAGATACCGCATACTG
ACGGGAATTTTCATCCGTCTCCGCTGATGGGTGGCTTCGGCT
TAAAACATCCGCCGCCGCAGATA

378

AAV10_capsid|
624-673

CCGCATACAGACGGTAATTTCCATCCGTCTCCGCTTATGGGT
GGATTTGGTTTGAAACATCCGCCGCCGCAGATTTTGATTAAA
AATACCCCGGTGCCGGCCGATCCGCCGACCACATTTAGCCA
AGCAAAACTGGCCTCTTITATA

AAV10_capsid|
648-697

ATTCTGATTAAAAATACGCCGGTTCCGGCGGACCCGCCGAC
GACATTTAGCCAAGCTAAACTTGCCAGCTTTATAACACAGT
ATAGCACCGGACAGGTAAGTGTAGAAATTGAATGGGAGCTG
CAGAAAGAAAATAGCAAACGCTGG

380

AAV10_capsid|
672-721

ATTACGCAGTACAGCACTGGACAGGTGTCAGTGGAAATAGA
ATGGGAACTGCAGAAAGAAAACAGCAAACGCTGGAACCCG
GAAATCCAGTACACCAGCAACTACTACAAAAGTACCAATGT
GGATTTTGCAGTGAATACAGAAGGA

AAV11_capsid|
0-49

ATGGCGGCGGATGGCTACTTGCCGGATTGGCTGGAAGATAA
CTTAAGTGAGGGCATTCGTGAATGGTGGGACCTGAAACCGG
GTGCACCGAAACCGAAGGCAAACCAGCAAAAACAGGATGA
CGGCCGCGGGTTGGTATTACCGGGG

382

AAV11_capsid|
24-73

CTGAAACCGGGAGCTCCGAAACCGAAAGCTAATCAACAGA
AACAGGATGATGGTCGCGGTTTAGTCCTGCCGGGTTATAAA
TACCTGGGCCCGTTTAACGGCCTGGATAAAGGTGAACCGGT
GAATGCTGCTGATGCCGCTGCTCTG

383

AAV11_capsid|
48-97

GGTTATAAATATTTAGGACCGTTTAATGGTTTAGATAAGGGT
GAACCGGTTAATGCCGCAGATGCAGCCGCGCTTGAACATGA
TAAAGCGTATGACCAACAATTAAAAGCGGGAGATAACCCGT
ATTTACGTTATAATCATGCTGAT

384

AAVT1I1_capsid]|
72-121

CTTGAACATGATAAGGCCTATGACCAGCAGCTTAAAGCAGG
AGATAATCCGTACCTGCGTTATAATCATGCCGACGCCGAATT
TCAGGAGCGCTTGCAGGAAGATACGTCTTTTGGGGGCAACC
TTGGACGTGCAGTTTTTCAGGCT

AAV11_capsid|
96-145

GACGCGGAATTTCAGGAGCGTTTACAGGAAGATACCAGCTT
CGGGGGTAATCTTGGTCGCGCTGTTTTTCAGGCTAAGAAAC
GTGTGCTGGAGCCGTTGGGATTGGTCGAAGAGGGTGCGAAG
ACAGCGCCGGGAAAGAAACGTCCG

386

AAV11 capsid|
120-169

GCGAAAAAACGTGTTCTGGAGCCGCTGGGACTTGTTGAAGA
GGGTGCGAAAACCGCCCCGGGAAAAAAGCGCCCGTTAGAG
AGTCCGCAAGAACCGGATTCATCATCTGGTATCGGGAAAAA
AGGAAAACAGCCGGCGCGCAAACGT

AAV11_capsid|
144-193

CCGCTTGAAAGCCCGCAAGAGCCGGATTCTAGTAGCGGAAT
TGGGAAGAAAGGCAAACAGCCGGCCCGCAAACGTTTAAATT
TCGAGGAAGATACTGGTGCAGGCGACGGACCGCCGGAAGG
AAGCGATACCTCAGCCATGTCATCA

388

AAV11_capsid|
168-217

CGTCTGAATTTCGAGGAGGATACTGGCGCGGGTGATGGGCC
GCCGGAGGGCAGCGACACCTCAGCAATGAGCAGCGACATC
GAAATGCGCGCGGCTCCGGGAGGTAACGCCGTAGATGCGGG
GCAGGGGTCAGACGGTGTGGGGAAT

AAV11_capsid|
192-241

TCTGATATAGAAATGCGTGCCGCCCCGGGTGGAAATGCGGT

CGATGCGGGACAGGGGAGCGATGGCGTGGGCAACGCGAGC

GGTGATTGGCATTGCGATAGTACATGGTCAGAAGGGAAGGT
CACAACAACGTCTACGCGCACATGG
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390 AAV11_capsid| | AATGCTTCAGGTGATTGGCATTGTGATTCAACCTGGTCTGAA
216-265 GGCAAGGTAACTACAACCTCTACACGTACGTGGGTTITTGCC
GACCTATAATAACCATCTTITACTTACGCTTGGGGACAACCAG
TAGCTCTAATACCTATAATGGC
391 AAV11 capsid] | TGGGTTCTGCCGACGTACAATAATCATCTTTACCTGCGTCTG
240-289 GGTACCACATCTAGTTCTAATACGTATAATGGGTTCAGCACG
CCGTGGGGATATTTTGACTTTAATCGTTTCCATTGTCATTTCT
CACCGCGCGATTGGCAGCGT
392 AAV11_capsid| | GGCTTCAGCACGCCGTGGGGCTATTTCGATTTCAACCGCTTC
264-313 CATTGTCATTTCAGCCCGCGTGATTGGCAGCGCCTTATCAAT
AACAACTGGGGCCTGCGCCCGAAAGCCATGCGTGTGAAAAT
TTTTAACATCCAAGTAAAGGAA
393 AAV11_capsid] | CGTCTGATAAACAATAACTGGGGATTGCGTCCGAAAGCAAT
288-337 GCGCGTTAAGATCTTTAATATACAAGTTAAAGAAGTTACGA
CCAGTAATGGAGAAACGACGGTTGCAAACAACCTTACGAGC
ACGGTCCAGATCTTTGCCGACAGC
394 AAV1I1_capsid| | GAAGTGACAACGTCTAATGGCGAGACAACCGTTGCAAACAA
312-361 CCTGACCAGCACAGTTCAAATCTTCGCGGACTCTAGTTATGA
ATTGCCGTATGTAATGGACGCAGGGCAGGAAGGAAGTTTAC
CGCCGTTCCCGAATGACGTGTTC
395 AAV11_capsid] | AGCAGCTACGAACTGCCGTATGTGATGGATGCCGGACAGGA
336-385 AGGTTCATTACCGCCGTTCCCGAATGACGTGTTCATGGTCCC
GCAGTATGGTTACTGCGGTATTGTGACGGGCGAAAATCAAA
ACCAAACCGATCGCAATGCGTTC
396 AAV11 _capsid| | TTTATGGTTCCGCAGTATGGCTATTGTGGTATTGTAACCGGT
360-409 GAAAATCAAAATCAGACAGATCGCAATGCGTTTTATTGTCT
GGAGTATTTCCCGTCTCAGATGCTGCGCACCGGTAACAATTT
TGAAATGGCATATAACTTCGAG
397 AAVI1I1_capsid| | TTTTATTGTTTAGAGTATTTCCCGAGCCAGATGCTGCGTACA
384-433 GGTAATAATTTTGAGATGGCTTACAATTTCGAAAAAGTTCCG
TTCCATAGTATGTATGCGCATTCTCAGAGCCTGGACCGCCTT
ATGAATCCGTTATTGGATCAA
398 AAV1I1_capsid| | GAGAAGGTACCGTTCCATAGCATGTATGCTCATAGCCAGAG
408-457 CCTTGACCGCCTTATGAATCCGTTGTTAGACCAGTATCTTTG
GCATCTGCAGTCAACGACGAGCGGCGAGACCTTAAATCAGG
GGAACGCCGCCACAACGTTCGGC
399 AAV11 capsid] | CAGTATTTGTGGCATTTACAGAGCACAACGAGCGGAGAGAC
432-481 TTTGAATCAAGGCAACGCGGCGACGACGTTTGGGAAAATAC
GTTCTGGCGATTTTGCTTTTTATCGCAAAAACTGGTTACCGG
GTCCGTGCGTTAAACAACAACGT
400 AAV11_capsid] | GGAAAGATCCGCTCTGGCGATTTCGCATTTTATCGCAAAAAT
456-505 TGGCTGCCGGGTCCGTGTGTAAAACAGCAACGCTTCAGCAA
AACCGCAAGCCAGAACTATAAAATACCGGCCTCTGGTGGCA
ATGCTCTGCTGAAATATGACACG
401 AAV11_capsid] | CGTTTTTCAAAAACTGCGAGCCAGAATTATAAAATTCCGGCT
480-529 AGTGGCGGAAACGCCCTTCTGAAGTATGACACACATTATAC
ATTGAACAACCGCTGGAGCAATATTGCTCCGGGACCGCCGA
TGGCCACTGCCGGTCCGAGTGAT
402 AAV11_capsid| | ACGCATTATACGCTTAATAACCGTTGGTCAAATATTGCACCG
504-553 GGTCCGCCGATGGCTACAGCGGGTCCGAGCGATGGGGATTT
TAGCAATGCACAGTTAATTTTCCCGGGTCCGAGTGTCACCGG
TAATACCACTACGAGCGCGAAC
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403 AAV11_capsid| | GATGGGGACTTTTCAAACGCGCAGCTGATCTTTCCGGGGCC
528-577 GAGCGTTACTGGAAATACCACTACGTCAGCAAACAACCTGC
TGTTCACCAGCGAAGAAGAAATCGCCGCTACCAATCCGCGC
GATACCGACATGTTCGGTCAGATC
404 AAV11 capsid] | AATAATTTATTATTCACGTCAGAGGAAGAGATTGCTGCTAC
552-601 GAACCCGCGCGATACGGACATGTTCGGTCAGATCGCAGATA
ATAACCAAAACGCCACGACTGCCCCGATTACAGGAAATGTG
ACTGCGATGGGTGTGTTACCGGGT
405 AAV11_capsid| | ATTGCCGACAACAATCAGAACGCGACGACTGCCCCGATCAC
576-625 CGGAAACGTGACCGCCATGGGGGTGCTTCCGGGCATGGTTT
GGCAGAACCGTGATATTTATTATCAAGGCCCGATCTGGGCA
AAAATTCCGCATGCCGATGGTCAT
406 AAV11_capsid] | GGCATGGTGTGGCAGAACCGTGACATTTATTATCAGGGTCC
600-649 GATCTGGGCCAAAATCCCGCATGCAGATGGTCATTTCCATCC
GTCACCGCTGATCGGGGGCTTCGGATTAAAGCATCCGCCGC
CGCAGATATTTATTAAAAATACA
407 AAV1I1_capsid| | CATTTTCATCCGAGCCCGCTGATTGGCGGGTTCGGGCTTAAA
624-673 CATCCGCCGCCGCAGATTTTTATCAAGAATACCCCGGTCCCG
GCGAATCCGGCCACCACCTTCACGGCAGCGCGTIGTTGATAG
TTTTATTACACAGTACTCTACT
408 AAV11_capsid] | ACACCGGTGCCGGCAAATCCGGCAACAACGTTTACTGCAGC
648-697 GCGCGTTGATTCTTTTATTACACAATATTCTACTGGTCAGGT
TGCGGTGCAGATTGAATGGGAAATCGAGAAGGAGCGCTCAA
AACGTTGGAATCCGGAAGTCCAA
409 AAV11 _capsid| | ACGGGTCAGGTCGCAGTCCAGATCGAATGGGAAATTGAGAA
672-721 GGAACGTAGCAAACGTTGGAATCCGGAAGTCCAGTTTACGA
GCAACTACGGAAACCAATCTTCAATGCTGTGGGCGCCGGAC
ACCACCGGGAAATATACCGAGCCG
410 AAVI12_capsid] | ATGGCCGCCGATGGATATCTGCCGGATTGGCTTGAAGATAA
0-49 TCTTAGTGAAGGGATACGTGAGTGGTGGGCATTGAAGCCGG
GCGCCCCGCAACCGAAAGCAAACCAGCAGCATCAGGATAA
CGGACGCGGCCTGGTCCTTCCGGGT
411 AAV12_capsid| | CTGAAACCGGGCGCACCGCAGCCGAAAGCGAATCAGCAAC
24-73 ATCAAGATAACGGCCGTGGCCTTGTCCTTCCGGGATACAAA
TATCTGGGTCCGTTTAATGGCCTGGACAAGGGTGAGCCGGT
AAATGAAGCTGATGCAGCAGCGTTA
412 AAV12 capsid] | GGATATAAATACCTGGGCCCGTTCAACGGTTTAGATAAGGG
48-97 TGAACCGGTGAATGAAGCAGATGCAGCAGCGTTAGAACATG
ATAAAGCCTATGACAAACAGCTGGAGCAGGGTGACAATCCG
TACCTGAAATATAATCATGCGGAC
413 AAV12_capsid| | CTGGAGCATGACAAGGCATATGATAAACAACTGGAACAAG
72-121 GCGACAATCCGTATCTTAAGTACAACCATGCCGATGCAGAA
TTTCAACAGCGCTTAGCAACCGATACTTCATTTGGTGGAAAT
CTTGGCCGCGCAGTATTTCAGGCC
414 AAV12_capsid] | GACGCAGAATTTCAGCAGCGCTTGGCAACCGATACATCTTTT
96-145 GGAGGTAACCTGGGCCGTGCGGTTTTTCAGGCAAAGAAACG
TATCCTGGAGCCGCTTGGCCTGGTTGAGGAGGGCGTTAAAA
CAGCCCCGGGGAAAAAGCGCCCG
415 AAV12_capsid| | GCCAAAAAACGTATATTAGAGCCGCTGGGGCTGGTTGAGGA
120-169 GGGGGTTAAAACTGCACCGGGCAAGAAACGCCCGTTGGAG
AAAACGCCGAACCGCCCGACAAACCCGGACAGCGGGAAAG
CACCGGCTAAAAAAAAACAAAAAGAT
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416

AAV12_capsid|
144-193

CCGCTTGAGAAGACCCCGAATCGTCCGACCAATCCGGATAG
TGGGAAAGCTCCGGCTAAAAAAAAGCAGAAAGATGGAGAG
CCGGCCGATAGTGCTCGTCGCACATTAGACTTTGAAGATAG
CGGCGCGGGCGATGGACCGCCGGAA

417

AAV12 capsid|
168-217

GATGGCGAGCCGGCGGACTCTGCTCGCCGTACCCTGGATTTIT
GAAGATAGCGGAGCTGGGGACGGGCCGCCGGAAGGAAGCA
GCAGCGGAGAAATGTCACATGATGCAGAAATGCGCGCAGC
ACCGGGGGGGAATGCAGTCGAGGCC

418

AAV12_capsid|
192-241

GAAGGTTCTAGCTCTGGGGAAATGAGCCATGATGCGGAGAT
GCGTGCCGCACCGGGTGGCAATGCCGTCGAGGCTGGTCAGG
GTGCTGATGGGGTGGGCAACGCGTCTGGCGACTGGCATTGT
GACAGTACTTGGAGCGAAGGTCGC

240-289

419 AAV12_capsid] | GCGGGACAAGGGGCAGATGGTGTGGGCAACGCCTCTGGGG
216-265 ATTGGCATTGTGATAGTACTTGGAGTGAGGGACGTGTCACG
ACAACGAGCACCCGTACTTGGGTGTTACCGACCTATAATAA
TCATCTGTATCTGCGCATAGGCACT
420 AAVI12_capsid| | CGCGTAACAACAACAAGTACTCGCACATGGGTATTGCCGAC

TTATAACAATCATCTTTACCTGCGTATAGGCACGACCGCCAA
TAGTAACACATACAATGGTTITTCTACACCGTGGGGCTACTT
CGACTTTAATCGCTTCCATTGT

421

AAV12_capsid|
264-313

ACTACTGCCAATAGCAATACTTATAATGGCTTCAGCACTCCG
TGGGGATATTTTGACTTTAACCGTTTCCATTGCCATTTTAGTC
CGCGCGACTGGCAACGTCTGATTAACAACAACTGGGGCCTG
CGTCCGAAGTCTATGCGTGTG

422

AAV12_capsid|
288-337

TGCCATTTTTCTCCGCGCGACTGGCAGCGCCTTATTAATAAT
AACTGGGGCCTGCGCCCGAAAAGTATGCGCGTAAAAATTIT
CAATATACAGGTCAAAGAAGTTACTACTTCTAACGGTGAAA
CTACGGTCGCTAACAATITAACT

423

AAVI12_capsid|
312-361

GTCAAAATCTTTAACATTCAGGTGAAAGAGGTAACGACCAG
CAATGGAGAAACAACGGTCGCCAACAATCTGACAAGCACA
GTACAAATTTTTGCCGACTCTACTTATGAGCTTCCGTATGTC
ATGGATGCTGGCCAGGAGGGAAGT

424

AAV12_capsid|
336-385

ACCTCTACCGTTCAAATTTTTGCTGATAGCACCTACGAACTT
CCGTATGTTATGGACGCGGGACAGGAGGGTAGTTTTCCGCC
GTTTCCGAACGACGTCTTITATGGTCCCGCAATACGGCTACTG
TGGTGTAGTGACCGGTAAAAAC

AAV12 capsid|
360-409

TCTTTCCCGCCGTTTCCGAATGACGTGTTCATGGTACCGCAA
TACGGCTACTGTGGTGTGGTCACAGGGAAAAACCAAAACCA
GACGGATCGTAATGCATTCTATTGCTTGGAATACTTCCCGTC
TCAGATGTTACGCACCGGAAAT

426

AAV12_capsid|

AATCAGAATCAGACAGACCGCAATGCATTCTATTGTTTGGA

384-433 ATATTTTCCGAGCCAGATGCTGCGTACAGGTAATAATTTCGA
AGTGTCTTATCAGTTCGAGAAGGTTCCGTTTCATTCAATGTA
TGCGCATAGCCAATCACTTGAT

427 AAV12_capsid] | AACAACTTTGAAGTTTCATATCAGTTTGAAAAGGTCCCGTTT

408-457 CATTCAATGTACGCACATTCACAGTCATTGGACCGCATGATG

AACCCGCTGTTGGATCAGTATTTATGGCATTTACAGAGTACT
ACAACTGGTAACAGTCTGAAT

428

AAV12_capsid|
432-481

GATCGCATGATGAATCCGTTACTTGATCAATATCTGTGGCAT
CTGCAGTCAACTACTACTGGAAATTCTCTGAACCAAGGTAC
AGCGACCACTACTTATGGGAAGATCACAACGGGCGACTTTG
CTTATTATCGTAAAAACTGGTTA
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429

AAV12_capsid|
456-505

AACCAGGGGACGGCTACTACAACGTATGGAAAAATTACGAC
TGGTGACTTCGCATATTATCGTAAAAATTGGCTGCCGGGTGC
CTGTATAAAACAGCAGAAATTCTCTAAGAATGCAAACCAGA
ATTACAAGATCCCGGCTAGCGGT

430

AAV12 capsid|
480-529

CTGCCGGGCGCATGCATTAAACAACAGAAATTITCAAAGAA
TGCTAATCAAAATTATAAAATTCCGGCTTCTGGGGGAGACG
CATTATTGAAATATGATACGCATACTACGCTGAATGGTCGTT
GGTCTAACATGGCGCCGGGCCCG

431

AAV12_capsid|

GGGGGCGATGCCCTGTTAAAGTATGATACTCATACCACACT

504-553 GAACGGCCGTTGGAGTAATATGGCACCGGGTCCGCCGATGG
CTACAGCAGGAGCCGGCGATTCTGACTTTTCTAACTCTCAGC
TTATTTTCGCTGGGCCGAATCCG

432 AAV12_capsid] | CCGCCGATGGCAACCGCAGGGGCGGGTGATTCAGACTTTTC

528-577 AAACAGTCAGTTAATTTTCGCCGGACCGAATCCGAGCGGAA

ATACTACGACGTCAAGTAATAACCTTITTATTTACCTCAGAGG
AAGAGATTGCCACTACCAATCCG

433

AAVI12_capsid|
552-601

CCGTCAGGTAACACCACAACGTCTAGCAATAACCTGTTATTT
ACATCAGAAGAAGAAATAGCCACGACAAATCCGCGTGACA
CGGACATGTTTGGCCAAATTGCTGACAATAATCAAAATGCG
ACCACCGCTCCGCATATAGCTAAC

434

AAV12_capsid|
576-625

CCGCGCGACACAGATATGTTCGGTCAAATTGCTGATAATAA
CCAGAATGCCACTACAGCGCCGCATATAGCAAATCTGGACG
CGATGGGTATAGTTCCGGGAATGGTATGGCAGAACCGCGAT
ATTTACTATCAAGGGCCGATATGG

AAV12_capsid|
600-649

AATTTAGACGCGATGGGTATTGTACCGGGTATGGTTTGGCA
AAATCGTGACATATATTACCAGGGACCGATATGGGCCAAGG
TACCGCATACTGATGGACATTTTCATCCGAGCCCGTTAATGG
GAGGGTTCGGCCTGAAACATCCG

436

AAVI12_capsid|
624-673

TGGGCTAAAGTACCGCATACTGACGGTCATTTTCATCCGAGT
CCGCTGATGGGTGGTTTCGGTCTGAAACATCCGCCGCCGCA
AATCTTCATCAAAAACACACCGGTGCCGGCGAACCCGAATA
CTACGTTCAGTGCCGCACGCATC

437

AAV12_capsid|
648-697

CCGCCGCCGCAAATTTTTATTAAAAATACACCGGTACCGGC
CAATCCGAACACCACATTTAGTGCCGCGCGTATCAATAGCTT
TCTGACGCAGTATAGCACCGGACAAGTCGCTGTGCAGATTG
ATTGGGAAATCCAGAAGGAACAT

438

AAV12 capsid|
672-721

ATAAACAGTTTCCTGACCCAATATTCAACAGGCCAGGTGGC
GGTTCAGATAGACTGGGAGATTCAGAAAGAGCATAGCAAAC
GTTGGAATCCGGAGGTTCAGTTCACGTCTAATTATGGAACCC
AAAATAGCATGTTATGGGCTCCG

439

AAV13_capsid|
0-49

ATGACCGACGGGTATCTGCCGGACTGGTTGGAAGATAACTT
GTCTGAAGGTGTGCGCGAATGGTGGGCTCTGCAACCGGGCG
CACCGAAACCGAAAGCTAATCAGCAGCATCAGGACAACGC
ACGTGGCTTAGTTTTACCGGGATAT

440

AAV13_capsid|
24-73

CAGCCGGGAGCGCCGAAACCGAAAGCCAACCAGCAACATC
AAGATAACGCACGTGGTCITGTGTTACCGGGGTATAAGTAT
CTTGGCCCGGGAAACGGTCTGGACAAAGGTGAACCGGTTAA
CGCTGCCGATGCCGCGGCATTAGAA

441

AAV13_capsid|
48-97

TATAAATATCTGGGCCCGGGCAATGGTCTTGATAAAGGGGA
GCCGGTTAATGCAGCTGACGCAGCCGCTCTGGAGCATGATA
AAGCCTATGATCAGCAACTGAAAGCCGGGGATAACCCGTAC
CTGAAGTACAATCATGCTGATGCG
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442 AAV13_capsid| | GAACATCGATAAGGCGTATGATCAGCAATTAAAAGCGGGTGA
72-121 TAATCCGTATCTTAAATATAATCATGCCGATGCAGAGTTTCA
AGAACGTTTGCAGGAAGATACGAGTTTCGGCGGAAATCTTG
GTCGTGCCGTTTTTCAGGCAAAA
443 AAV13 capsid] | GCCGAATTTCAGGAGCGTCTGCAGGAAGATACATCATTIGG
96-145 CGGTAACTTAGGTCGCGCAGTTTTCCAGGCAAAAAAACGTA
TTCTGGAACCGCTTGGCTTGGTTGAAGAAGCGGCCAAAACA
GCTCCGGGTAAAAAACGTCCGGTG
444 AAV13_capsid| | AAAAAGCGTATTTTGGAACCGCTGGGCTTAGTAGAAGAAGC
120-169 GGCGAAAACCGCCCCGGGGAAAAAGCGCCCGGTGGAACAA
AGTCCGGCTGAGCCGGATTCTTCAAGTGGTATTGGCAAGAG
CGGTCAGCAGCCGGCCCGCAAACGC
445 AAV13_capsid] | GTTGAACAGAGCCCGGCAGAACCGGACAGTTCTTCTGGGAT
144-193 TGGTAAATCTGGTCAGCAGCCGGCACGCAAACGCCTGAATT
TCGGTCAGACGGGTGACACCGAAAGCGTGCCGGATCCGCAG
CCGCTTGGTCAACCGCCGGCGGCT
446 AAV13_capsid| | CGTCTGAACTTCGGGCAGACGGGCGACACTGAAAGTGTGCC
168-217 GGATCCGCAGCCGCTTGGGCAGCCGCCGGCAGCACCGAGCG
GGGTTGGCTCAACAACAATGGCAAGCGGTGGTGGTGCACCG
ATGGCGGACAATAATGAAGGCGCT
447 AAV13_capsid| | GCTCCGAGCGGTGTTGGGAGCACAACTATGGCGTCTGGCGG
192-241 CGGCGCCCCGATGGCTGACAACAATGAGGGTGCCGATGGAG
TCGGGAACTCTTCAGGCAACTGGCATTGTGATTCTCAGTGGC
TTGGTGACCGTGTAATCACCACT
448 AAV13_capsid| | GCGGATGGCGTTGGCAATAGTTCAGGCAACTGGCATTGTGA
216-265 TTCTCAGTGGCTGGGTGATCGCGTAATTACCACCAGCACAC
GCACATGGGCCCTGCCGACTTATAACAACCATTTATATAAG
CAAATATCTAGCCAAAGCGGCGCT
449 AAVI13_capsid] | ACTAGTACGCGTACCTGGGCTTTACCGACTTATAATAACCAT
240-289 TTGTATAAACAGATCAGTTCACAATCAGGAGCTACGAATGA
TAATCATTATTTITGGGTATTCTACACCGTGGGGTTATTTTGA
TTTTAATCGTTTTCATTGTCAT
450 AAV13_capsid| | GCAACTAATGATAACCATTATTTCGGCTATAGTACTCCGTGG
264-313 GGATACTTTGATTTTAATCGTTTCCATTGCCATTITTTCACCGC
GCGATTGGCAACGCCTGATTAACAACAATTGGGGTTTCCGT
CCGAAACGCTCTGAATTTTAAA
451 AAV13 capsid] | CATTTTAGCCCGCGTGATTGGCAGCGTTTAATAAACAACAAT
288-337 TGGGGTTTTCGCCCGAAGCGCCTGAACTTCAAACTGTTTAAT
ATACAGGTCAAAGAAGTAACACAGAATGATGGAACAACAA
CCATTGCAAACAACCTTACTAGC
452 AAV13_capsid| | AAGTTATTTAATATCCAAGTGAAAGAAGTTACGCAGAACGA
312-361 TGGCACGACTACAATCGCCAACAATCTGACTTCAACAGTGC
AGGTATTCACGGATTCTGAATATCAACTGCCGTATGTGCTGG
GATCTGCCCATCAGGGTTGTCTG
453 AAV13_capsid] | TCTACCGTACAAGTTTTTACTGATTCAGAATATCAACTGCCG
336-385 TACGTTTTAGGCTCAGCTCATCAAGGTTGTCTTCCGCCGTTT
CCGGCAGATGTTTTTATGGTGCCGCAATATGGATATCTGACG
TTGAATAACGGCAGTCAGGCA
454 AAV13_capsid| | TTACCGCCGTTTCCGGCAGATGTTITTATGGTCCCGCAGTAC
360-409 GGTTATCTTACTCTGAATAACGGCAGTCAAGCTGTTGGACGC
AGCAGCTTTTATTGTCTGGAATACTTCCCGAGCCAAATGTTA
CGCACAGGAAATAATTTTCAG




WO 2024/191354 PCT/SG2024/050151
92
SEQID NO: | Name Sequence
455 AAV13_capsid| | GCTGTTGGCCGTAGCAGCTTCTATTGTTTGGAATATTTTCCG
384-433 AGTCAGATGCTGCGCACCGGCAACAACTTCCAGTTTAGCTA
TACCTTCGAAGATGTGCCGTTTCATAGCAGCTACGCTCATAG
TCAGTCATTGGATCGCTTAATG
456 AAV13 capsid] | CAGTTTTCATATACGTTCGAAGACGTGCCGTTCCATTCTTCT
408-457 TATGCCCATAGCCAGTCACTGGATCGTTTAATGAACCCGCTG
ATTGATCAATATTTATACTATTTAAATCGTACCCAGACCGCC
TCAGGGACACAGCAGAGTCGC
457 AAV13_capsid| | ATGAACCCGTTAATTGATCAGTACCTGTACTATCTGAACCGC
432-481 ACTCAAACGGCATCTGGCACTCAGCAAAGTCGCCTGCTGTT
CAGTCAGGCGGGTCCGACGAGCATGAGCTTACAGGCCAAAA
ACTGGTTGCCGGGACCGTGTTAT
458 AAV13_capsid] | CGTCTGCTTTTTAGCCAGGCTGGACCGACCTCTATGAGCTTG
456-505 CAAGCTAAAAATTGGCTGCCGGGCCCGTGCTATCGTCAGCA
GCGTCTGTCAAAGCAGGCGAATGATAATAATAATTCAAACT
TCCCGTGGACAGGAGCCACTAAG
459 AAV13_capsid| | TACCGCCAACAGCGTCTTAGCAAACAAGCTAACGACAATAA
480-529 TAATTCAAATTTTCCGTGGACAGGCGCGACAAAATACCATIT
AAATGGTCGCGACAGCTTAGTGAACCCGGGTCCGGCGATGG
CAAGCCATAAAGATCATAAAGAA
460 AAV13_capsid] | AAATACCATCTGAACGGACGTGATTCATTAGTGAATCCGGG
504-553 CCCGGCTATGGCATCACATAAGGATGATAAAGAGAAATTITT
TCCCGATGCATGGAACGCTGATTTTTGGAAAAGAGGGTACT
AACGCCAATAATGCCGATTTAGAA
461 AAV13_capsid| | GAGAAATTTTITCCGATGCATGGGACTCTTATATTTGGGAAG
528-577 GAAGGCACCAATGCTAACAATGCCGACTTAGAAAACGTTAT
GATTACCGACGAAGAGGAGATCCGCACCACCAATCCGGTTG
CTACCGAGCAGTATGGCACCGTC
462 AAVI13_capsid] | GAGAATGTCATGATTACGGATGAAGAAGAAATCCGTACGAC
552-601 TAATCCGGTGGCGACCGAGCAGTACGGAACAGTGTCTAACA
ATCTTCAGAACTCAAACGCCGGTCCGACCACTGGAACCGTG
AACCATCAAGGCGCACTGCCGGGC
463 AAV13_capsid| | GTTAGCAATAATTTGCAAAATTCTAACGCGGGTCCGACCAC
576-625 GGGCACTGTCAATCATCAGGGTGCTCTGCCGGGCATGGTGT
GGCAGGACCGCGATGTGTATTTACAGGGTCCGATCTGGGCG
AAAATACCGCATACTGATGGTCAT
464 AAV13 capsid] | GGAATGGTTTGGCAAGATCGTGACGTGTACTTGCAGGGACC
600-649 GATATGGGCAAAAATTCCGCATACAGATGGTCATTTCCATC
CGTCACCGCTGATGGGAGGTTTTGGCTTAAAACATCCGCCG
CCGCAAATAATGATTAAAAATACA
465 AAV13_capsid| | CATTTTCATCCGTCTCCGTTGATGGGAGGCTTCGGCCTGAAA
624-673 CATCCGCCGCCGCAAATTATGATTAAAAATACGCCGGTTCC
GGCCAACCCGCCGACCAACTTCAGTGCTGCAAAATTCGCAA
GTTTTATTACACAGTATAGCACT
466 AAV13_capsid] | ACACCGGTTCCGGCAAACCCGCCGACGAATTTTAGTGCAGC
648-697 AAAATTCGCCAGCTTTATAACCCAGTATTCAACGGGACAGG
TCAGCGTGGAAATCGAGTGGGAACTGCAGAAGGAAAACAG
CAAGCGCTGGAACCCGGAGATCCAG
467 AAV13_capsid| | ACGGGACAGGTCAGCGTGGAAATAGAATGGGAGTTACAAA
672-721 AAGAAAACTCTAAACGTTGGAATCCGGAAATACAGTATACC
AGCAATTATAATAAATCAGTCAATGTTGATTTTACTGTGGAT
ACCAATGGGGTGTATAGCGAACCG
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468

AAVI13_Rep|0-
49

ATGCCGGGGTTCTATGAGATTGTATTGAAAGTGCCGAGTGA
TCTGGATGAGCATTTACCGGGTATTTCAGATAGTTTTGTCAA
TTGGGTGGCTGAGAAAGAATGGGAATTGCCGCCGGATTCAG
ACATGGACCTTAATCTGATTGAA

469

AAV13 Rep]24
73

AGTTTCGTCAATTGGGTGGCAGAAAAAGAATGGGAATTGCC
GCCGGATAGCGATATGGATTTAAATCTTATTGAACAAGCAC
CGTTGACAGTTGCCGAAAAACTGCAGCGTGAATTTCTGGTC
GAGTGGCGTCGCGTGAGCAAGGCA

470

AAVI13_Rep|48
-97

GAACAGGCTCCGCTTACCGTAGCAGAAAAGCTGCAACGTGA
GTTCCTTGTTGAATGGCGTCGTGTTTCAAAGGCACCGGAAGC
CTTGTTTTTCGTGCAGTTTGAAAAAGGAGACTCTTATTTTCA
TTTACATATATTAGTCGAAACC

471

AAV13_Rep|72
-121

GCCCCGGAAGCTCTTTTTTTTGTTCAGTTTGAGAAAGGAGAT
AGTTATTTTCATCTTCATATCCTGGTGGAAACCGTTGGTGTT
AAAAGTATGGTAGTTGGCCGCTATGTAAGTCAAATCAAAGA
GAAATTAGTAACACGCATATAT

472

AAV13_Rep|96
145

ACTGTGGGTGTGAAATCTATGGTGGTAGGTCGCTACGTAAG
CCAGATTAAGGAGAAATTAGTTACGCGCATTTATCGCGGAG
TTGAGCCGCAGCTGCCGAACTGGTTCGCAGTTACGAAAACC
CGTAACGGTGCAGGCGGTGGTAAC

473

AAV13_Rep|12
0-169

TATCGTGGAGTCGAACCGCAACTGCCGAATTGGTTTGCAGT
AACAAAAACTCGTAATGGCGCAGGGGGTGGTAACAAAGTA
GTGGATGATTGTTACATTCCGAATTATTTGTTACCGAAGACG
CAACCGGAGCTGCAATGGGCCTGG

474

AAVI13_Rep|14
4-193

AATAAAGTGGTTGATGATTGTTATATTCCGAATTATTTACTG
CCGAAGACTCAGCCGGAATTACAGTGGGCATGGACTAATAT
GGATCAGTATCTGAGCGCTTGCCTGAATTTAGCTGAACGTA
AGCGCCTGGTAGCCCAGCATTTG

475

AAV13_Rep|16
8-217

TGGACCAATATGGACCAGTACTTGTCAGCATGTCTGAACTTG
GCGGAACGTAAACGTCTGGTAGCACAGCATCTGACGCATGT
GTCACAGACACAGGAGCAGAATAAGGAGAATCAGAATCCG
AACAGCGATGCCCCGGTGATTCGC

476

AAV13_Rep|19
2-241

TTGACTCATGTATCTCAAACGCAGGAACAGAATAAAGAGAA
TCAGAATCCGAATAGCGATGCCCCGGTTATACGTTCAAAGA

CGTCTGCCCGCTATATGGAGCTTGTCGGTTGGTTGGTTGATC
GCGGCATTACGAGCGAAAAACAG

477

AAV13 Rep]21
6-265

CGTTCTAAAACCAGCGCCCGTTACATGGAATTAGTAGGGTG
GCTGGTTGATCGTGGAATTACATCAGAAAAACAATGGATTC
AAGAGGATCAGGCTAGCTATATCAGCTTCAATGCGGCCAGC
AATAGCCGCTCACAAATTAAAGCT

478

AAVI13_Rep|24
0-289

CAGTGGATCCAGGAAGACCAGGCCTCATACATCAGTTTTAA

CGCAGCTAGCAACAGTCGTAGCCAGATCAAGGCTGCGCTGG
ATAATGCCAGCAAATTCATGTCTTTGACCAAGACCGCGCCG

GACTACTTAGTGGGAAACAATCCG

479

AAV13_Rep|26
4313

GCTGCCCTTGATAATGCCAGCAAATTTATGTCATTAACAAAA
ACAGCTCCGGATTATCTTGTGGGCAATAATCCGCCGGAAGA
TATAACATCTAATCGTATTTACAAAATTCTGGAGATGAATGG
TTACGATCCGCAATACGCCGCA

430

AAV13_Rep|28
8-337

CCGCCGGAAGATATAACCAGTAATCGCATCTACAAAATCTT
AGAAATGAATGGCTATGATCCGCAGTATGCCGCAAGCGTGT
TCCTGGGTTGGGCACAGAAAAAGTTTGGCAAGCGTAACACC
ATCTGGTTATTTGGCCCGGCGACC
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481

AAVI13_Rep|31
2-361

GCGAGCGTCTTTCTTGGTTGGGCGCAGAAAAAGTTTGGGAA
ACGCAACACAATTTGGTITGTTTGGCCCGGCAACCACCGGTA
AGACCAACATCGCGGAAGCCATTGCACATGCGGTGCCGTTT
TACGGATGCGTGAATTGGACTAAT

432

AAV13 Rep|33
6-385

ACTACCGGCAAGACAAACATTGCGGAAGCAATTGCTCATGC
CGTGCCGTTCTATGGGTGCGTGAACTGGACGAACGAGAACT

TTCCGTTCAACGATTGCGTTGATAAAATGGTCATATGGTGGG
AAGAAGGTAAAATGACTGCGAAA

483

AAVI13_Rep|36
0-409

AACGAAAACTTCCCGTTTAACGATTGTGTAGATAAAATGGT

CATCTGGTGGGAGGAAGGAAAGATGACGGCCAAAGTAGTT

GAATCTGCGAAAGCTATACTGGGTGGCAGCAAAGTCCGTGT
CGACCAGAAATGCAAAAGCAGCGCC

484

AAVI13_Rep|38
4-433

AAAGTGGTGGAAAGCGCAAAAGCGATCCTGGGAGGGAGCA

AAGTACGCGTCGATCAGAAATGCAAGAGCTCAGCTCAGATT
GATCCGACCCCGGTTATAGTTACTAGCAATACCAATATGTGT
GCCGTAATTGATGGCAATAGTACG

485

AAV13_Repl40
8-457

GCTCAGATCGATCCGACCCCGGTTATTGTTACATCAAATACC
AATATGTGCGCCGTAATCGATGGTAATTCAACAACTTTCGA
GCATCAGCAGCCGTTACAAGATCGTATGTTTAAGTTTGAACT
GACAAAACGCCTTGAGCATGAT

486

AAVI3_Repl43
2-481

ACTACATTCGAACATCAGCAACCGCTGCAGGATCGTATGTTT
AAATTTGAGCTGACCAAACGTCTTGAACATGATTTTGGGAA
AGTCACAAAACAAGAAGTCAAAGATTTITTTTCGCTGGGCGT
CTGATCATGTCACGGAAGTCTCA

487

AAVI13_Rep|45
6-505

GATTTCGGTAAAGTTACAAAACAGGAAGTCAAGGATTTCTT
CCGTTGGGCCAGTGACCATGTAACTGAAGTCAGTCATGAAT
TTTACGTTCGCAAGGGTGGAGCTCGTAAGCGCCCGGCTCCG
AACGACGCAGATATCAGCGAACCG

488

AAV13_Rep|48
0-529

AGCCATGAATTTTACGTGCGTAAGGGAGGGGCCCGTAAACG
CCCGGCGCCGAACGATGCCGATATTAGTGAACCGAAGCGCG
CATGCCCGAGCGTTGCACAACCGAGTACCAGTGATGCTGAA
GCACCGGTCGATTATGCCGATCGT

489

AAV13_Rep|50
4-553

CCGAAACGTGCATGTCCGAGTGTCGCGCAGCCGTCAACGTC
AGATGCGGAAGCACCGGTGGATTATGCCGATCGTTATCAGA
ACAAGTGCAGTCGTCATGTGGGTATGAATCTGATGCTGTTTC
CCGTGTCGTCAGTGCGAGCGCATG

490

AAVI3 Rep|52
8-577

CGCTACCAGAATAAATGTAGCCGTCATGTTGGCATGAACCT

GATGTTATTTCCGTGTCGTCAGTGCGAACGCATGAACCAGA

ATGTTGATATTTGTTTTACCCATGGAGTCATGGATTGCGCTG
AATGCTTTCCGGTCTCTGAAAGT

491

AAVI13_Rep|55
2-601

ATGAATCAGAATGTCGATATTTGCTTCACTCATGGTGTTATG
GATTGTGCAGAGTGCTTTCCGGTTTCTGAGTCACAGCCGGTA
TCAGTGGTGCGCAAGCGCACATATCAAAAACTTTGCCCGAT
TCATCATATTATGGGCCGTGCC

492

AAVI12_Rep|0-
49

ATGCCGGGTTTCTACGAAGTTGTTATCAAGGTGCCGTCAGAT
CTGGATGAACATTTACCGGGCATAAGTGATAGTTTTGTCAAC
TGGGTGGCTGAAAAAGAGTGGGAACTGCCGCCGGACTCAGA
TATGGATCAAAACCTGATCGAG

493

AAV12_Rep|24
73

TCATTTGTGAACTGGGTGGCCGAAAAAGAGTGGGAGCTGCC
GCCGGATTCTGATATGGACCAGAACCTGATTGAACAAGCGC
CGTTAACTGTAGCGGAAAAGTTACAGCGTGAATTTCTGGTG
GAATGGCGTCGCCGTGAGCAAGTTT
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494

AAV12_Repl48
-97

GAACAAGCCCCGCTTACCGTGGCGGAAAAATTGCAGCGTGA
ATTTCTGGTCGAGTGGCGTCGTGTTAGTAAGTTCTTGGAAGC
CAAGTTTTTCGTCCAATTCGAGAAAGGCGATAGCTACTTTCA
TCTGCATATTTTAATAGAAATC

495

AAV12 Rep|72
-121

TTTTTAGAAGCAAAATTCTTCGTACAGTTTGAAAAAGGGGA

TTCTTACTTTCATCTTCATATCCTGATCGAGATAACCGGTGT

GAAAAGCATGGTGGTGGGACGTTATGTCAGTCAGATTCGCG
ACAAGTTAATTCAACGCATCTAT

496

AAV12_Rep|96
-145

ATCACCGGGGTTAAATCAATGGTAGTTGGCCGCTATGTCTCT
CAGATCCGCGATAAACTTATTCAGCGTATTITATCGTGGGGTA
GAGCCGCAACTGCCGAATTGGTTTGCCGTCACCAAAACACG
CAATGGTGCAGGCGGTGGTAAT

497

AAV12_Rep|12
0-169

TATCGTGGTGTAGAACCGCAGCTGCCGAACTGGTTTGCGGTT
ACCAAAACCCGTAATGGAGCAGGAGGTGGTAACAAAGTTGT
TGACGAATGTTATATACCGAATTATCTGTTACCGAAGGTGCA
GCCGGAGTTGCAGTGGGCGTGG

498

AAV12_Rep|l4
4-193

AATAAGGTGGTCGACGAGTGTTATATTCCGAATTATTTATTG
CCGAAAGTTCAGCCGGAACTGCAGTGGGCGTGGACAAATAT
GGAAGAGTATATAAGTGCATGTCTGAATTTGGCAGAACGTA
AACGTTTGGTTGCGCAACATCTG

499

AAV12_Rep|16
8-217

TGGACTAATATGGAAGAATACATCTCTGCCTGTTTGAATTTG
GCAGAACGTAAACGTCTGGTCGCCCAACATCTGACTCATGT
GAGCCAAACGCAAGAGGGGGATAAAGAAAACCTTAACCCG
AATAGTGACGCACCGGTAATTCGT

500

AAVI12_Rep|19
2-241

TTAACGCATGTCTCTCAGACACAGGAAGGAGATAAAGAGAA
TTTGAATCCGAATAGTGATGCACCGGTAATCCGCAGCAAGA
CAAGCGCCCGTTATATGGAATTGGTTGGATGGCTGGTAGAT
AAAGGAATAACAAGCGAAAAACAA

AAV12_Rep|2]
6-265

CGCAGTAAAACATCTGCGCGTTATATGGAACTGGTTGGGTG
GTTGGTGGATAAGGGCATCACGAGCGAGAAACAGTGGATTC
AAGAAGACCAAGCGTCATATATCTCATTTAATGCCGCTAGC
AACAGTCGCTCTCAAATTAAAGCC

AAV12_Rep|24
0-289

CAGTGGATTCAGGAAGATCAGGCATCATATATCAGTTTTAA

CGCCGCGAGCAATTCTCGTAGCCAGATCAAAGCGGCTTTAG
ATAATGCATCAAAAATCATGAGCTTAACCAAGACGGCACCG
GATTATCTGATTGGTCAGCAGCCG

503

AAV12 Rep|26
4313

GCGGCCCTGGATAATGCATCTAAAATAATGTCTCTGACCAA
GACAGCGCCGGACTATCTGATTGGACAGCAGCCGGTTGGTG
ATATTACGACCAACCGTATATATAAAATTCTTGAGCTGAAC

GGCTACGATCCGCAATATGCAGCG

AAV12_Rep|28
8-337

CCGGTAGGCGATATAACAACTAATCGTATTTATAAAATTCTT
GAGCTTAATGGTTATGACCCGCAGTATGCGGCTTCAGTTTTT
CTTGGCTGGGCTCAGAAAAAGTTTGGTAAACGCAACACGAT

CTGGCTTTTCGGCCCGGCTACT

AAV12_Rep|3]
2-361

GCTAGTGTATTTCTGGGGTGGGCCCAGAAGAAATTCGGCAA
ACGTAATACGATTTGGCTGTTCGGCCCGGCGACGACTGGTA
AAACAAACATCGCAGAAGCAATTGCGCATGCTGTCCCGTTT
TACGGGTGCGTAAACTGGACAAAT

AAV12_Rep|33
6-385

ACAACCGGGAAAACCAACATAGCAGAAGCCATTGCCCATGC
CGTACCGTTTTATGGTTGTGTTAACTGGACCAACGAAAACTT
CCCGTTTAATGATTGTGTGGATAAAATGGTTATTTGGTGGGA
AGAAGGTAAAATGACTGCAAAG




WO 2024/191354

PCT/SG2024/050151

96
SEQID NO: | Name Sequence
507 AAVI12_Rep|36 | AACGAAAACTTCCCGTTCAATGATTGCGTTGATAAAATGGTT
0-409 ATCTGGTGGGAAGAAGGTAAAATGACCGCCAAAGTGGTTGA
GAGTGCAAAAGCAATTCTTGGCGGGTCTAAAGTCCGCGTGG
ATCAAAAGTGCAAAGCCTCTGCG
508 AAV12 Rep|38 | AAGGTTGTAGAAAGTGCGAAGGCGATCTTAGGCGGGAGCA
4-433 AAGTACGTGTGGATCAGAAATGTAAGGCGAGCGCGCAGATT
GATCCGACTCCGGTTATTGTAACCTCAAACACTAATATGTGT
GCTGTGATTGATGGCAACTCTACG
509 AAV12_Rep|40 | GCCCAGATCGATCCGACGCCGGTGATCGTAACGAGTAACAC
8-457 CAATATGTGCGCCGTTATAGATGGGAACAGTACCACCTTCG
AGCATCAGCAACCGCTGCAAGACCGTATGTTTAAATTTGAG
TTAACACGTCGCCTGGACCATGAT
510 AAVI12_Rep|d43 | ACCACATTTGAGCATCAACAGCCGCTGCAAGACCGCATGTT
2-481 TAAATTTGAGTTGACTCGCCGTCTGGATCATGATTTCGGGAA
AGTGACAAAGCAGGAAGTTAAAGATTTTTTTCGTTGGGCGG
CCGATCATGTGACCGATGTGGCG
511 AAVI12_Repl45 | GATTTCGGGAAAGTGACTAAGCAAGAAGTGAAGGATTTCTT
6-505 CCGTTGGGCCGCAGATCATGTTACCGACGTGGCACATGAAT
TTTATGTGACGAAGGGCGGAGCGAAAAAGCGCCCGGCACCG
AGCGATGAGCGACATAAGTGAACCG
512 AAVI12_Rep[48 | GCTCATGAGTTITACGTCACAAAGGGTGGGGCGAAAAAACG
0-529 CCCGGCTCCGTCTGACGAAGACATTAGCGAACCGAAACGCC
CGCGCGTTAGCTTCGCGCAGCCGGAGACCAGTGACGCGGAA
GCGCCGGGTGACTTTGCGGATCGT
513 AAV12 Rep|50 | CCGAAACGTCCGCGTGTGAGCTTTGCACAGCCGGAAACGAG
4-353 CGACGCGGAAGCCCCGGGCGATTTCGCAGATCGTTATCAAA
ACAAATGTAGCCGTCATGCCGGGATGCTGCAGATGCTGTTC
CCGTGTAAAACGTGTGAACGCATG
514 AAVI2_Rep|52 | CGTTATCAAAATAAATGTTCTCGTCATGCTGGAATGTTGCAG
8-577 ATGCTGTTCCCGTGTAAAACCTGCGAACGTATGAACCAGAA

CTCTAATGTTTGCTTTACACATGGGCAAAAAGACTGTGGCG
AATGTTTCCCGGGGAGCGAAAGT

AAV12_Rep|55
2-601

ATGAACCAAAATTCAAACGTATGCTTCACGCATGGTCAAAA
GGATTGTGGTGAATGCTTTCCGGGGAGCGAAAGCCAACCGG
TCAGCGTTGTTCGCAAAACTTATCAGAAATTATGTATCCTGC
ATCAGCTGCGCGGCGCCCCGGAA

516

AAV11 Repl|0-
49

ATGCCGGGGTTTTATGAAATTGTTATTAAAGTGCCGTCTGAC
CTGGATGAGCATCTGCCGGGTATTAGTGATTCATTTGTGAAC
TGGGTCGCGGAAAAAGAATGGGAACTTCCGCCGGATTCAGA
TATGGACCGTAACTTGATCGAA

AAVI11_Rep|24
-73

TCTTTTGTTAACTGGGTTGCGGAAAAAGAATGGGAACTGCC
GCCGGATTCAGACATGGACCGTAACTTAATCGAGCAAGCTC
CGTTAACGGTCGCAGAAAAGTTGCAACGTGATTTTTTGGTTC
ATTGGCGTCGTGTTTCTAAAGCT

AAVI1T_Repl48
-97

GAACAGGCTCCGTTAACCGTAGCTGAGAAACTTCAGCGTGA
TTTTCTGGTCCATTGGCGTCGCGTAAGCAAGGCACCGGAAG
CCCTTTTTTTCGTGCAGTTCGAGAAGGGGGAATCATACTTTC
ATCTGCATGTACTTGTTGAAACA

AAV11_Rep|72
-121

GCACCGGAAGCGCTGTTTTTCGTGCAATTTGAAAAAGGCGA
ATCTTATTTTCATCTTCATGTGCTGGTTGAAACCACGGGTGT
TAAATCAATGGTGCTGGGTCGCTTTCTGAGCCAGATTCGTGA
TCGTTTAGTGCAGACAATTTAT
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520

AAV11_Rep|96
-145

ACAACTGGCGTTAAATCAATGGTACTGGGACGTTTTCTGAG
CCAAATTCGCGATCGCCTTGTCCAGACAATCTATCGCGGAGT
TGAACCGACGCTGCCGAACTGGTTTGCTGTGACAAAAACTC
GTAATGGCGCTGGCGGCGGTAAT

521

AAV11 Rep|12
0-169

TATCGCGGAGTTGAGCCGACACTGCCGAATTGGTTTGCGGTT
ACAAAAACCCGCAATGGCGCAGGGGGTGGCAATAAAGTTGT
TGACGAATGTTATATTCCGAATTATCTGTTACCGAAAACTCA
ACCGGAATTGCAGTGGGCATGG

522

AAVI11_Rep|14
4-193

AATAAAGTAGTCGACGAATGCTATATTCCGAACTATTTACTG
CCGAAAACTCAACCGGAATTACAATGGGCCTGGACAAATAT
GGAAGAATATATTTCTGCATGTTTAAACTTGGCAGAACGTA
AGCGTTTGGTCGCACAGCATCTG

AAVIT_Rep|16
8-217

TGGACCAACATGGAAGAATACATTAGTGCTTGCTTGAACCT
GGCCGAGCGTAAACGTTTAGTTGCGCAACATCTGACTCATG
TCTCTCAAACACAGGAACAGAACAAAGAGAATTITAAATCCG
AACAGTGACGCACCGGTAATCCGT

AAV11_Rep|19
2241

CTGACTCATGTATCTCAAACACAGGAGCAGAATAAGGAAAA
TCTTAACCCGAATAGCGATGCGCCGGTAATACGCAGTAAGA
CCTCAGCTCGCTACATGGAACTGGTTGGCTGGTTGGTTGACC
GTGGAATCACCTCAGAAAAACAG

AAV11_Rep]21
6-265

CGCTCAAAAACCTCAGCGCGTTATATGGAATTAGTCGGTTG
GCTGGTCGATCGCGGCATTACATCAGAAAAACAGTGGATTC
AAGAGGACCAGGCATCTTATATATCATTTAATGCAGCAAGC
AACAGCCGCTCACAAATCAAGGCG

526

AAVI11_Rep|24
0-289

CAGTGGATCCAGGAAGATCAAGCCTCATACATTAGCTTTAA

CGCTGCATCTAACAGCCGTAGTCAAATCAAGGCCGCCCTTG

ATAATGCGGGCAAAATTATGGCGTTGACAAAATCTGCACCG
GATTATTTAGTCGGCCCGTCICTT

AAVT1_Rep|26
4313

GCGGCCCTGGACAATGCTGGGAAAATTATGGCACTGACTAA
AAGCGCTCCGGACTATCTTGTGGGTCCGTCACTTCCGGCCGA
CATTAAAGCAAACCGCATTTACCGTATATTGGAATTAAATG
GCTATGATCCGGCATATGCTGGT

AAV11_Rep|28
8-337

CTGCCGGCGGATATTAAAGCTAACCGTATTTATCGTATCCTG
GAGTTAAATGGGTATGATCCGGCTTATGCAGGTTCAGTATTC
CTTGGTTGGGCCCAGAAAAAGTTTGGCAAACGCAATACCAT
CTGGCTGTTCGGCCCGGCAACC

529

AAV11 Rep[31
2-361

GGAAGCGTGTTCTTAGGGTGGGCCCAGAAAAAGTTTGGAAA
ACGTAACACCATTTGGTTATTTGGTCCGGCGACGACCGGTA
AAACTAATATCGCAGAGGCAATTGCGCATGCTGTACCGTTC
TATGGTTGTGTGAATTGGACTAAT

AAVI11_Rep|33
6-385

ACGACTGGTAAAACCAACATTGCCGAAGCCATTGCACATGC
GGTGCCGTTCTATGGTTGCGTGAACTGGACCAACGAGAACT
TTCCGTTCAACGATTGTGTTGATAAAATGGTAATATGGTGGG
AAGAAGGCAAAATGACTGCAAAA

AAV11_Rep[36
0-409

AACGAGAACTTTCCGTTCAATGATTGCGTTGACAAGATGGTT
ATTTGGTGGGAAGAAGGTAAAATGACAGCCAAAGTAGTCGA
AAGTGCAAAAGCGATTTTAGGCGGCAGCAAAGTACGTGTCG
ATCAGAAATGCAAGTCAAGTGCT

AAV11_Rep|38
4-433

AAGGTGGTGGAAAGCGCCAAGGCTATTCTGGGGGGTAGCAA
AGTTCGCGTCGATCAAAAATGCAAGAGCAGCGCCCAAATTG
ATCCGACGCCGGTGATTGTTACGAGTAACACTAACATGTGT
GCGGTTATCGATGGCAATAGCACC
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533

AAV11_Repl40
8-457

GCGCAAATCGATCCGACGCCGGTGATTGTTACAAGCAATAC
CAATATGTGTGCGGTAATCGATGGGAACAGCACGACCTTCG
AGCATCAGCAGCCGCTGCAGGATCGTATGTTCAAATTTGAG
CTGACCCGTCGTCTGGAACATGAC

534

AAVII Repld3
2-481

ACTACGTTTGAGCATCAACAACCGCTTCAAGATCGCATGTTT
AAATTTGAACTGACTCGTCGCTTGGAGCATGATTTTGGCAAG
GTAACTAAGCAGGAAGTCAAGGAGTTTITTTCGTTGGGCCCA
AGATCATGTGACCGAGGTGGCA

n
)
wn

AAVI11_Rep|45
6-505

GATTTCGGAAAGGTAACCAAGCAGGAGGTGAAAGAGTTCIT
TCGTTGGGCTCAAGACCATGTAACCGAAGTAGCGCATGAAT
TTTATGTTCGCAAGGGGGGCGCCACTAAACGCCCGGCGCCG
TCAGATGCTGATATAAGTGAACCG

536

AAVTT_Repl48
0-529

GCTCATGAGTTTTATGTGCGCAAAGGAGGGGCGACGAAACG
CCCGGCGCCGTCTGATGCTGATATTAGCGAACCGAAACGCG
CCTGTCCGAGCGTCCCGGAACCGTCTACAAGTGACGCGGAA
GCTCCGGTGGATTTTGCAGATCGT

AAV11_Rep|50
4-553

CCGAAACGCGCGTGTCCGTCAGTTCCGGAACCGAGTACTTC
TGATGCAGAAGCCCCGGTGGATTTTGCGGATCGTTACCAGA
ATAAATGCTCACGCCATGCGGGCATGTTGCAGATGTTATTCC
CGTGCAAAACGTGCGAACGCATG

538

AAV11_Rep|52
8-577

CGTTACCAGAATAAATGCTCTCGTCATGCCGGTATGTTACAA
ATGTTATTTCCGTGTAAAACCTGCGAACGCATGAACCAGAA
CTTCAACGTTTGCTTTACCCATGGTGTGCGCGACTGTAGTGA
ATGTTTTCCGGGCGCAAGTGAA

539

AAVI11_Rep|55
2-601

ATGAATCAGAATTTTAACGTATGTTTTACCCATGGTGTTCGT
GATTGCAGTGAGTGTTTTCCGGGTGCTTCTGAGTCACAACCG
GTTGTGCGTAAAAAAACTTATCAGAAGTTATGCGCGATTCA
TCATTTATTAGGTCGTGCGCCG

AAV10_Rep|0-
49

ATGCCGGGATTTTATGAGATTGTAATAAAAGTCCCGAGCGA
CTTAGATGAGCATCTGCCGGGTATCTCAGATTCTTTTGTGAA
CTGGGTCGCCGAAAAGGAATGGGAATTGCCGCCGGATTCAG
ACATGGATCGCAATCTGATCGAA

AAV10_Rep|24
-73

AGTTTTGTTAATTGGGTCGCTGAAAAAGAGTGGGAGTTACC

GCCGGATTCAGACATGGATCGCAATCTGATTGAACAGGCGC
CGCTGACTGTGGCGGAGAAGTTGCAGCGCGATTTCCTGGTT

CATTGGCGTCGCGTTTCAAAGGCA

542

AAV10_Repl48
97

GAACAGGCACCGCTGACCGTGGCTGAAAAATTGCAACGCGA
TTTTTTGGTGCATTGGCGTCGCGTGTCAAAGGCCCCGGAAGC
ATTATTCTTCGTACAGTTTGAAAAAGGCGAGTCTTATTTTCA
TTTGCATGTATTGGTAGAAACC

AAV10_Rep|72
-121

GCCCCGGAGGCTTTGTTTTTCGTGCAATTTGAAAAAGGTGAG
TCATATTTTCATTTACATGTTCTGGTCGAAACAACTGGTGTT
AAATCTATGGTTCTGGGTCGCTTCCTGAGTCAGATTCGTGAT
CGTTTAGTTCAGACTATTTAC

AAV10_Rep|96
-145

ACCACAGGAGTTAAGAGTATGGTTCTGGGACGTTTCCTGAG
TCAGATTCGCGACCGCTTAGTCCAGACCATATATCGTGGGGT
TGAACCGACCTTGCCGAATTGGTTTGCGGTGACAAAAACTC
GTAATGGAGCAGGCGGTGGCAAT

AAV10_Rep|12
0-169

TACCGCGGTGTCGAACCGACACTGCCGAATTGGTTCGCAGT
AACTAAGACGCGTAATGGGGCGGGAGGGGGTAACAAAGTG
GTAGATGAGTGTTACATCCCGAATTACCTTCTTCCGAAGACA
CAACCGGAGTTACAGTGGGCGTGG
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546

AAV10_Rep|14
4-193

AACAAAGTCGTAGATGAATGTTATATCCCGAATTATTTGTTA
CCGAAAACCCAACCGGAATTACAATGGGCGTGGACGAACAT
GGAGGAATACATTAGCGCGTGTCTGAACCTTGCAGAACGTA

AACGTCTTGTGGCACAGCATCTT

547

AAV10 Rep|16
8-217

TGGACTAACATGGAAGAATACATAAGCGCGTGTTTAAACCT
GGCTGAGCGTAAACGTTTGGTAGCTCAGCATTTGACGCATG
TTAGCCAGACCCAGGAGCAGAATAAGGAGAACCTGAATCCG
AACAGTGACGCGCCGGTGATCCGT

548

AAV10_Rep|19
2-241

CTGACGCATGTATCTCAGACGCAGGAACAGAATAAAGAGAA
CTTGAATCCGAACTCTGACGCTCCGGTAATCCGCAGTAAAA
CTTCAGCCCGCTATATGGAACTGGTCGGTTGGTTAGTAGACC
GTGGGATTACTTCAGAAAAGCAA

AAV10_Rep|2]
6-265

CGTTCTAAAACGTCTGCACGTTACATGGAACTGGTTGGATG
GCTTGTGGACCGTGGCATTACTAGCGAAAAGCAGTGGATTC
AGGAAGATCAAGCGTCATACATCAGCTTCAACGCCGCTAGT
AATTCTCGTAGCCAAATTAAAGCT

AAV10_Rep|24
0-289

CAGTGGATTCAGGAAGACCAGGCGTCTTATATTTCATTCAAT
GCTGCATCAAATTCTCGTTCACAGATTAAAGCTGCTCTGGAT
AATGCAGGTAAGATTATGGCACTTACCAAAAGCGCCCCGGA
TTACTTGGTAGGCCCGAGCCTT

AAV10_Rep|26
4-313

GCGGCGCTGGATAATGCAGGCAAGATCATGGCCTITAACGAA
AAGTGCCCCGGACTATCTTGTCGGCCCGTCTTTACCGGCAGA
TATCAAAGCTAATCGCATTTATCGCATTCTGGAACTGAATGG
TTACGACCCGGCGTACGCTGGG

AAV10_Rep|28
8-337

CTTCCGGCAGATATTAAAGCTAATCGCATTTACCGCATCCTG
GAATTAAACGGTTACGATCCGGCCTATGCCGGCTCTGTGTTT
CTGGGTTGGGCTCAAAAAAAGTTTGGCAAACGTAACACAAT
CTGGCTGTTIGGGCCGGCTACC

AAV10_Rep[31
2-361

GGCAGTGTGTTTCTGGGCTGGGCACAAAAAAAGTTCGGCAA
GCGTAACACCATATGGTTGTTCGGTCCGGCGACCACCGGCA
AAACTAACATTGCGGAGGCCATTGCTCATGCTGTTCCGTTCT
ATGGTTGCGTAAATTGGACCAAT

AAV10_Rep|33
6-385

ACCACTGGGAAAACAAACATCGCTGAAGCGATCGCGCATGC
AGTGCCGTTITACGGTTGCGTGAATTGGACGAATGAGAACT
TTCCGTTTAATGACTGCGTTGATAAAATGGTCATCTGGTGGG
AGGAGGGTAAAATGACGGCTAAA

AAV10_Rep|36
0-409

AATGAAAACTTCCCGTTTAACGACTGCGTGGACAAAATGGT
TATTTGGTGGGAGGAAGGGAAAATGACCGCCAAAGTCGTAG
AGAGCGCGAAAGCTATCCTGGGTGGTAGCAAAGTGCGCGTG
GATCAGAAATGCAAAAGCTICIGCG

AAV10_Rep|38
4-433

AAGGTTGTCGAGAGCGCGAAGGCCATTTTGGGTGGCTCAAA

AGTACGCGTCGATCAGAAATGTAAGAGTAGTGCCCAAATCG

ATCCGACACCGGTTATTGTTACGTCAAATACGAATATGTGTG
CTGTGATCGACGGTAATAGTACC

AAV10_Rep[40
8-457

GCACAAATCGATCCGACGCCGGTTATCGTCACGTCTAACAC
CAATATGTGCGCAGTAATAGATGGGAACTCAACCACATTCG
AACATCAGCAGCCGTTGCAGGATCGTATGTTTAAATTCGAA
CTTACTCGTCGCTTAGAGCATGAT

AAV10_Rep|d3
2-481

ACGACCTTTGAACATCAACAGCCGCTGCAGGATCGTATGTTT
AAGTTCGAATTGACCCGCCGCCTGGAGCATGATTTTGGTAA
GGTAACCAAACAGGAGGTTAAAGAATTTTTTCGTTGGGCCC
AGGACCATGTTACCGAAGTTACA
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559

AAVI10_Rep[45
6-505

GATTTCGGGAAGGTTACGAAACAGGAAGTCAAAGAATTTTT
CCGCTGGGCCCAGGATCATGTTACCGAAGTTACTCATGAGTT
CTATGTTCGCAAAGGTGGAGCAACAAAGCGTCCGGCCCCGT
CAGATGCAGACATTAGTGAGCCG

560

AAV10 Repl48
0-529

ACGCATGAATTTTACGTACGCAAAGGAGGTGCTACAAAACG
TCCGGCCCCGAGCGACGCGGACATATCAGAGCCGAAACGCG
CTTGCCCGTCTGTGGCGGAACCGAGTACGAGCGATGCAGAA
GCACCGGTCGATTTCGCGGATCGT

561

AAV10_Rep|50
4-553

CCGAAGCGTGCTTGTCCGAGCGTGGCCGAGCCGAGCACATC
AGATGCAGAAGCTCCGGTTGATTITGCGGATCGCTATCAAA
ACAAATGTTCACGTCATGCTGGTATGTTACAGATGTTATTTC
CGTGTAAAACCTGTGAACGCATG

AAV10_Rep|52
8-577

CGCTATCAGAATAAATGCAGCCGTCATGCGGGCATGCTGCA
AATGCTTTTTCCGTGCAAAACCTGTGAACGCATGAATCAGA
ATTTTAATGTATGTTTCACACATGGTGTACGTGATTGCAGTG
AATGCTTCCCGGGCGCTAGCGAG

AAV10_Rep|55
2-601

ATGAACCAAAACTTTAATGTGTGTTTITACACATGGCGTTCGT
GACTGTTCAGAATGTTTTCCGGGTGCAAGCGAGTCACAACC
GGTTGTTCGTAAGAAAACCTATCAAAAGCTGTGCGCAATCC
ATCATTTACTGGGTCGTGCGCCG

564

AAVS_Rep|0-
49

ATGCCGGGGTTTTACGAAATTGTGATTAAGGTACCGAGCGA
CCTGGATGAGCATCTGCCGGGAATTTCTGATTCATTCGTTAA
TTGGGTCGCCGAAAAAGAATGGGAGCTTCCGCCGGATAGCG
ATATGGATCGTAACCTGATTGAA

n
(o)
wn

AAVS8_Rep|24-
73

AGTTTTGTTAATTGGGTAGCAGAAAAGGAATGGGAGCTGCC
GCCGGATTCTGATATGGATCGCAACCTGATCGAGCAAGCAC
CGCTGACAGTTGCCGAGAAGCTGCAGCGTGACTTCTTGGTC
CAATGGCGTCGTGTTTCTAAAGCA

566

AAV8_Rep|48-
97

GAGCAAGCACCGCTGACGGTCGCAGAAAAATTACAGCGCG

ATTTTCTGGTACAATGGCGCCGCGTATCAAAAGCCCCGGAA
GCCCTTTTCTTIGTCCAGTTTGAGAAGGGGGAATCATATTTC
CATTTGCATGTGCTGGTAGAGACG

AAV8_Rep|72-
121

GCTCCGGAAGCTCTGTTCTTTGTCCAGTTTGAAAAAGGCGAG
TCTTATTTTCATCTTCATGTCCTGGTCGAAACCACTGGCGTT
AAATCTATGGTTCTGGGACGTTTCCTGTCTCAGATACGCGAA
AAATTAGGTCCGGATCATTTA

568

AAV8 Rep|96-
145

ACGACGGGAGTGAAATCTATGGTGCTGGGCCGTITTCTTAAG
CCAGATTCGCGAAAAGTTGGGCCCGGACCATCTGCCGGCGG
GAAGCAGTCCGACCCTGCCGAATTGGTTTGCAGTAACCAAA
GATGCGGTGATGGCACCGGCGGGA

AAVS_Rep|120
-169

CTGCCGGCAGGATCTAGCCCGACATTACCGAATTGGTTCGCT
GTTACCAAAGACGCGGTGATGGCCCCGGCAGGAGGCAATAA
AGTAGTCGATGAATGCTATATCCCGAATTATTTATTGCCGAA
GACTCAACCGGAACTGCAGTGG

AAVB_Rep|144
-193

GGGGGAAACAAAGTAGTCGATGAATGTTACATACCGAATTA
TTTACTGCCGAAGACTCAGCCGGAGTTGCAGTGGGCGTGGA
CCAATATGGAAGAGTATATAAGCGCGTGCCTGAACCTTGCG
GAGCGCAAACGTTTAGTTGCGCAA

AAVS_Rep|168
217

TGGGCGTGGACGAACATGGAAGAGTATATCAGTGCTTGTCT
GAATCTTGCTGAACGTAAACGTCTGGTTGCTCAGCATCTTAC
ACATGTATCACAAACACAGGAACAGAACAAGGAAAACTTA
AATCCGAATAGCGACGCTCCGGTT
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572

AAVS_Rep|192
241

CAACATCTGACTCATGTCTCTCAGACCCAAGAACAGAATAA
GGAAAATTTGAATCCGAATAGCGATGCGCCGGTTATTCGTT
CAAAAACATCTGCCCGCTACATGGAATTAGTAGGCTGGTTA
GTTGACCGTGGCATTACATCAGAG

573

AAVS_Rep]216
265

GTTATCCGTTCAAAGACCTCAGCTCGTTATATGGAACTGGTC
GGCTGGCTGGTTGATCGTGGTATAACAAGTGAAAAACAATG
GATCCAGGAGGATCAGGCCTCATACATTTCATTCAATGCGG
CTAGCAACTCACGCAGTCAGATT

574

AAVS_Rep|240
-289

GAAAAACAATGGATACAAGAGGATCAGGCAAGTTATATTTC
TTTTAACGCGGCCAGCAATTCACGCTCTCAAATTAAAGCTGC
TCTGGATAATGCAGGTAAAATCATGGCACTGACAAAGAGCG
CGCCGGATTATCTITGTCGGCCCG

n
~J]
W

AAVB_Rep|264
313

ATTAAGGCCGCGTTAGATAACGCGGGCAAGATAATGGCGCT
GACAAAGTCTGCACCGGATTATTTGGTTGGTCCGTCACTGCC
GGCGGACATAACGCAGAATCGTATTITACCGCATTTTGGCATT
GAATGGGTATGATCCGGCTTAT

AAVS_Rep|288
337

CCGTCTTTACCGGCGGATATCACTCAAAACCGTATTTATCGC
ATTTTGGCGTTGAACGGGTATGACCCGGCCTATGCTGGCAGT
GTCTTTTTGGGGTGGGCACAAAAAAAGTTTGGTAAGCGTAA
TACCATATGGTTGTTCGGTCCG

571

AAVS_Rep|312
361

TATGCGGGGTCTGTATTTICTTGGTTGGGCTCAGAAAAAGTTT
GGGAAGCGCAATACTATATGGCTTTTCGGTCCGGCAACGAC

TGGAAAGACGAATATCGCAGAAGCAATCGCCCATGCTGTTC
CGTTCTATGGCTGCGTAAATTGG

578

AAV8_Rep|336
-385

CCGGCAACGACCGGGAAAACCAACATTGCCGAGGCAATTGC
ACATGCTGTTCCGTTTTATGGATGTGTTAATTGGACAAATGA
GAATTTCCCGTTCAATGATTGCGTGGACAAGATGGTCATTTG
GTGGGAAGAGGGAAAGATGACG

AAVS8_Rep|360
-409

TGGACCAACGAAAATTTCCCGTTTAATGACTGCGTGGATAA

AATGGTTATCTGGTGGGAAGAAGGTAAAATGACGGCAAAA

GTAGTGGAGTCAGCCAAAGCAATTTTAGGTGGTTCAAAGGT
GCGTGTAGATCAAAAATGTAAAAGT

AAVS_Rep[384
-433

ACCGCGAAAGTGGTAGAAAGCGCGAAGGCTATCTTGGGAG
GCAGCAAGGTTCGCGTAGATCAAAAATGCAAGTCTAGTGCC
CAGATTGATCCGACTCCGGTGATTGTGACCAGCAATACTAA
TATGTGCGCAGTCATTGATGGTAAT

581

AAV8 Repl408
-457

TCAAGTGCTCAAATTGATCCGACTCCGGTAATTGTCACCTCA
AATACAAATATGTGCGCGGTCATAGATGGTAATAGTACAAC
TTTTGAACATCAGCAGCCGCTGCAAGATCGTATGTTTAAATT
CGAACTGACCCGTCGTTTGGAG

AAVS_Rep|432
-481

AATAGTACCACTTTTGAACATCAACAACCGTTGCAGGATCG
TATGTTCAAATTTGAGCTGACCCGCCGTCTGGAGCATGATTT
TGGTAAAGTAACAAAACAAGAAGTAAAGGAGTTCTTTCGTT
GGGCCTCTGATCATGTAACTGAA

AAV8_Rep|456
-505

GAGCATGATTTTGGCAAAGTAACCAAACAGGAAGTAAAGG
AATTTTTCCGTTGGGCATCTGATCATGTAACAGAGGTAGCGC
ATGAGTTCTATGTTCGTAAAGGAGGCGCATCTAAACGTCCG
GCGCCGGATGATGCGGACAAAAGT

AAVS_Rep|480
-529

GAAGTGGCGCATGAATTTTATGTCCGTAAAGGCGGCGCCTC
TAAACGCCCGGCCCCGGATGACGCGGATAAAAGTGAACCGA
AGCGCGCCTGTCCGAGCGTAGCGGATCCGTCTACTTCTGATG
CAGAGGGAGCTCCGGTTGATTTC
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585

AAV8_Rep|504
-553

TCTGAACCGAAGCGCGCCTGTCCGTCTGTGGCCGATCCGAG
TACATCAGACGCAGAGGGTGCCCCGGTTGATTTTGCCGACC
GTTATCAGAATAAATGTAGCCGCCATGCCGGCATGTTACAG
ATGCTTTTCCCGTGTAAGACATGT

586

AAV8 Rep|528
-577

TTTGCTGATCGCTATCAGAACAAGTGTAGTCGTCATGCAGGT
ATGTTACAGATGTTATTTCCGTGCAAGACCTGCGAGCGCATG
AACCAGAATTTTAACATTTGTTTCACCCATGGAGTGCGTGAT
TGCAGTGAGTGTTTTCCGGGC

587

AAVS_Rep|552
-601

TGCGAGCGTATGAATCAGAATTTCAATATCTGCTTCACCCAT
GGCGTCCGTGATTGCAGTGAATGTTTCCCGGGTGTATCTGAA
AGCCAGCCGGTCGTACGCAAACGCACGTATCGCAAACTGTG
CGCTATACATCATCTGCTTGGC

AAVS8_Rep|576
-625

GGCGTGTCAGAAAGTCAACCGGTGGTCCGCAAGCGTACCTA
TCGTAAACTGTGCGCGATCCATCATCTGCTGGGACGTGCTCC
GGAGATTGCCTGCTCTGCCTGTGATCTGGTTAATGTCGATCT
GGATGACTGTGTCTCAGAGCAG

AAV7T_Rep|0-
49

ATGCCGGGTTTCTACGAAATAGTGATTAAAGTCCCGAGCGA
TCTGGATGAGCATCTGCCGGGAATCTCTGACAGCTTCGTTAA
TTGGGTGGCCGAGAAGGAATGGGAGCTGCCGCCGGATTCAG
ATATGGATCTGAACCTGATCGAG

590

AAV7_Rep|24-
73

TCTTTTGTGAATTGGGTCGCAGAAAAGGAGTGGGAACTGCC
GCCGGATAGCGATATGGATTTAAACCTTATTGAACAAGCTC
CGCTGACTGTGGCCGAAAAACTTCAACGTGATTTTCTGGTGC
AGTGGCGCCGCGTGAGCAAAGCG

591

AAV7T_Rep|48-
97

GAGCAGGCACCGCTGACCGTTGCGGAAAAACTTCAGCGCGA
TTTCTTGGTCCAGTGGCGTCGCGTTAGCAAAGCACCGGAGG
CCCTTTTTTTCGTGCAATTTGAGAAAGGTGAGAGTTATTTCC
ATTTACATGTACTGGTGGAGACG

AAVT_Rep|72-
121

GCTCCGGAAGCTCTTTTTTTTGTTCAGTTTGAAAAAGGGGAA
TCATATTTCCATTTACATGTGTTAGTGGAAACAACCGGGGTA
AAATCTATGGTTCTGGGCCGCTTTCTGTCTCAGATACGCGAA
AAACTGGTTCAGACTATTTAT

AAV7_Rep|96-
145

ACCACCGGCGTTAAATCTATGGTTTTAGGACGTTTCCTGTCA
CAAATTCGTGAGAAGTTGGTGCAAACCATCTATCGTGGTGT
AGAGCCGACTCTGCCGAACTGGTTCGCAGTGACTAAAACCC
GCAATGGTGCGGGAGGCGGAAAC

594

AAVT_Rep|120
-169

TACCGTGGCGTGGAACCGACATTACCGAATTGGTTTGCGGTT
ACTAAGACCCGCAACGGAGCTGGGGGTGGGAACAAAGTCG
TTGACGAATGTTATATTCCGAACTATCTGCTGCCGAAAACCC
AACCGGAACTGCAGTGGGCATGG

n
el
N

AAVT_Rep|144
-193

AATAAAGTTGTGGATGAATGTTATATTCCGAACTATTITACTG
CCGAAAACTCAGCCGGAACTGCAATGGGCCTGGACAAATAT
GGAGGAATATATCTCAGCTTGCTTGAACCTTGCGGAGCGCA
AGCGCTTAGTGGCCCAGCATTTA

596

AAV7_Rep|168
-217

TGGACGAATATGGAAGAGTACATATCTGCATGCTTAAACCT
GGCAGAACGTAAACGCTTGGTGGCGCAGCATCTTACGCATG
TTTCTCAGACGCAGGAACAAAATAAAGAAAATCTITAATCCG
AACTCTGATGCTCCGGTTATCCGT

AAVT_Rep|192
241

CTGACTCATGTGTCACAAACCCAGGAGCAAAACAAAGAAAA
CCTGAATCCGAATAGTGATGCACCGGTGATACGCTCAAAAA
CATCTGCCCGTTATATGGAACTGGTTGGCTGGTTAGTCGACC
GTGGAATAACCTCAGAAAAACAA
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598

AAV7T_Rep|216
-265

CGCAGTAAAACTAGCGCCCGCTATATGGAACTGGTGGGTTG
GTTAGTTGATCGCGGCATCACGAGCGAAAAGCAGTGGATCC
AAGAAGATCAGGCGTCATACATTAGCTTCAATGCGGCGAGT
AACAGTCGCAGTCAAATCAAAGCG

599

AAVT_Rep|240
-289

CAGTGGATTCAAGAAGACCAGGCCAGCTATATATCTTTTAA
CGCTGCCTCAAATAGTCGTTCTCAAATCAAGGCAGCCTTGG
ATAATGCAGGCAAAATCATGGCACTGACTAAAAGCGCCCCG
GACTATTTAGTTGGACCGTCTCTG

600

AAVT_Rep|264
-313

GCTGCTCTGGACAACGCTGGTAAAATCATGGCCTTGACGAA
GTCAGCGCCGGATTACTTGGTCGGCCCGTCTTTACCGGCTGA
CATTAAGACAAATCGCATCTACCGTATACTGGAATTGAATG
GTTATGATCCGGCCTACGCGGGC

601

AAV7_Rep|288
-337

TTACCGGCTGACATCAAAACAAATCGTATCTATCGTATTTTG
GAACTGAACGGATATGATCCGGCCTACGCCGGCAGCGTTTT
CCTGGGTTGGGCGCAAAAGAAGTTTGGTAAACGTAACACCA
TTTGGCTGTTCGGCCCGGCAACG

602

AAVT_Rep|312
-361

GGCTCAGTATTCTTGGGCTGGGCCCAGAAAAAATTTGGGAA
GCGCAACACAATTTGGCTGTTTGGACCGGCTACGACCGGCA
AGACGAACATTGCCGAGGCTATTGCCCATGCGGTGCCGTTTT
ATGGGTCGTGTCAATTGGACCAAT

603

AAVT_Rep|336
385

ACTACTGGCAAGACAAATATTGCAGAAGCTATTGCCCATGC
CGTACCGTTTTACGGTTGCGTTAACTGGACCAATGAGAATTT
CCCGTTTAATGATTGTGTGGATAAAATGGTTATTTGGTGGGA
AGAAGGGAAAATGACTGCGAAA

604

AAV7T_Rep|360
-409

AATGAGAACTTTCCGTTCAATGATTGCGTGGATAAGATGGT
AATCTGGTGGGAAGAGGGCAAGATGACGGCTAAAGTCGTTG
AAAGTGCTAAAGCCATTCTGGGTGGAAGCAAAGTGCGTGTG
GACCAGAAGTGTAAAAGTAGCGCC

605

AAVT_Rep|384
-433

AAGGTAGTCGAAAGCGCCAAAGCAATATTAGGTGGCAGCA
AGGTCCGCGTGGATCAGAAATGTAAGTCTTCTGCGCAGATT
GATCCGACACCGGTGATTGTGACTAGTAATACAAATATGTG
CGCCGTGATTGATGGAAACTCAACG

606

AAV7_Rep|408
-457

GCGCAGATCGATCCGACTCCGGTGATTGTTACGAGCAATAC
AAACATGTGCGCTGTAATAGATGGCAACTCTACCACATTTG
AGCATCAACAGCCGTTACAGGACCGTATGTTTAAGTTTGAA
CTGACTCGTCGCCTTGAGCATGAT

607

AAVT_Rep|432
-481

ACGACATTCGAGCATCAGCAGCCGTTACAAGACCGTATGTT
TAAATTCGAACTGACACGTCGCCTGGAACATGACTTTGGGA
AAGTGACTAAACAGGAAGTGAAGGAGTTCTTTCGTTGGGCT
TCTGATCATGTAACCGAAGTAGCT

608

AAVT_Rep|456
-505

GATTTTGGTAAAGTGACGAAACAAGAGGTTAAAGAATTTTT
CCGTTGGGCTTCAGACCATGTAACTGAAGTGGCGCATGAAT
TTTACGTACGCAAGGGTGGGGCGTCAAAGCGCCCGGCTCCG
GACGATGCGGATATATCAGAACCG

609

AAV7_Rep|480
-529

GCTCATGAGTTTTATGTGCGCAAAGGCGGAGCATCAAAACG
CCCGGCGCCGGATGACGCGGATATATCAGAGCCGAAGCGCG
CGTGTCCGTCTGTAGCGGATCCGTCAACGTCTGATGCCGAG
GGAGCCCCGGTCGATTTCGCGGAT

610

AAVT_Rep|504
-553

CCGAAACGCGCTTGTCCGAGCGTAGCGGATCCGTCAACCTC
TGATGCCGAAGGTGCGCCGGTTGATTTTGCAGATCGCTACC

AGAACAAATGCTCACGTCATGCAGGCATGATTCAGATGCTG
TITCCGTGTAAAACCTGCGAACGT
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611

AAVT_Rep|528
-577

GATCGCTATCAGAATAAATGTTCTCGTCATGCCGGGATGAT

ACAGATGTTGTTCCCGTGCAAAACCTGCGAACGTATGAATC

AAAACTTCAATATTTGCTTTACTCATGGAGTACGTGATTGTT
TGGAGTGCTTTCCGGGTGTCTCA

612

AAV7T Rep|552
-601

CGCATGAACCAGAATTTCAATATCTGCTTTACTCATGGGGTA
CGTGATTGTCTTGAATGCTTTCCGGGGGTAAGTGAGTCTCAA
CCGGTCGTTCGTAAAAAAACATACCGTAAATTGTGTGCAAT
CCATCATTTGTTAGGTCGTGCC

613

AAV6_Rep|0-
49

ATGCCGGGTTTTTATGAAATCGTAATCAAAGTTCCGAGCGAT
CTGGATGAACATCTGCCGGGAATCTCTGATAGCTTTGTTAAC
TGGGTAGCTGAAAAAGAATGGGAACTTCCGCCGGATAGTGA
TATGGACTTAAACTTAATTGAA

614

AAV6_Rep|24-
73

TCTTTTGTGAATTGGGTAGCTGAAAAAGAATGGGAACTGCC
GCCGGATTCTGACATGGATCTTAACCTGATTGAACAAGCGC
CGTTGACCGTTGCAGAGAAGTTACAGCGCGATTTTITTGGTGC
AGTGGCGTCGTGTCAGCAAAGCG

615

AAV6_Rep|48-
97

GAACAGGCGCCGCTGACGGTGGCCGAAAAATTGCAGCGTGA
CTTTCTGGTTCAATGGCGCCGCGTCTCAAAGGCCCCGGAAG
CACTGTTTTTTGTACAATTTGAGAAAGGCGAATCTTATTTTC
ATTTGCATATTCTGGTGGAAACA

616

AAV6_Rep|72-
121

GCACCGGAGGCGTTATTCTTTGTGCAGTTTGAAAAAGGCGA
GTCTTATTTTCATCTTCATATTCTGGTTGAAACCACGGGGGT
TAAGAGTATGGTACTTGGACGCTTCCTGTCACAGATACGTG
ATAAATTGGTCCAAACCATCTAT

617

AAV6_Rep|96-
145

ACTACAGGGGTTAAATCAATGGTATTAGGACGTTTTTTAAGC
CAGATCCGCGATAAATTAGTACAAACAATATACCGTGGAAT
AGAACCGACGCTTCCGAATTGGTTTGCTGTAACCAAAACAC
GTAATGGCGCTGGTGGCGGGAAT

618

AAV6_Rep|120
-169

TATCGCGGCATCGAGCCGACCCTGCCGAATTGGTTCGCAGTT
ACCAAAACACGCAACGGCGCTGGCGGTGGTAATAAGGTTGT
TGATGAGTGCTATATCCCGAATTACTTATTGCCGAAGACTCA
ACCGGAATTACAGTGGGCCTGG

619

AAV6_Rep|144
-193

AATAAAGTTGTTGATGAATGCTATATACCGAATTATCTGCTG
CCGAAAACCCAGCCGGAACTTCAGTGGGCGTGGACCAATAT
GGAGGAATATATTTCAGCGTGTTTAAATTTGGCTGAACGTA
AACGTTTAGTTGCACATGATTTG

620

AAV6_Rep|168
=217

TGGACCAACATGGAAGAGTATATTICAGCGTGTTTAAACTT
GGCGGAACGCAAACGCCTGGTCGCGCATGACTTGACTCATG
TGTCACAGACTCAAGAACAGAATAAAGAAAACCTGAACCCG
AACAGTGATGCACCGGTTATTCGT

621

AAV6_Rep|192
-241

CTGACCCATGTTTCACAGACTCAAGAACAGAATAAAGAAAA
TCTTAATCCGAACAGCGATGCGCCGGTAATTCGCAGCAAAA
CCAGTGCTCGTTATATGGAGCTGGTAGGCTGGCTGGTAGAT
CGTGGTATCACGAGCGAAAAGCAG

622

AAV6_Rep216
-265

CGTTCTAAAACTAGTGCGCGCTACATGGAGCTTGTAGGGTG
GCTGGTGGATCGCGGTATCACTTCTGAAAAGCAGTGGATTC
AGGAGGATCAGGCGTCITATATTTCTTTCAACGCTGCGTCAA
ACAGTCGCTCACAAATTAAAGCA

623

AAV6_Rep|240
289

CAATGGATCCAAGAAGATCAGGCATCATATATCAGTTTTAA
TGCGGCATCAAACAGCCGCAGTCAGATAAAGGCAGCCCTGG
ATAATGCGGGGAAAATCATGGCCCTGACAAAAAGTGCTCCG
GATTACCTGGTTGGACCGGCACCG
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624

AAV6_Rep|264
313

GCAGCGCTGGATAATGCAGGCAAGATTATGGCCTTGACTAA
GAGCGCCCCGGATTATTTAGTAGGGCCGGCACCGCCGGCTG
ATATAAAGACCAACCGCATTTACCGCATTTTAGAATTGAAT
GGTTATGACCCGGCGTATGCCGGT

625

AAV6_Rep|288
-337

CCGCCGGCAGACATTAAAACAAATCGCATTTATCGTATACT
GGAACTTAATGGGTATGATCCGGCATATGCGGGCAGTGTAT
TTTTAGGTTGGGCACAAAAACGCTTTGGAAAGCGTAATACA
ATCTGGTTATTCGGTCCGGCGACC

626

AAV6_Rep|312
-361

GGCAGTGTATTCCTGGGGTGGGCGCAGAAACGTTTTGGTAA
ACGCAATACCATTTGGCTGTTCGGACCGGCAACGACCGGAA
AAACAAATATAGCTGAGGCTATCGCCCATGCTGTCCCGTTTT
ACGGCTGCGTGAATTGGACAAAT

627

AAV6_Rep|336
-385

ACCACAGGTAAAACAAACATCGCCGAAGCCATTGCCCATGC
CGTACCGTTTTATGGGTGCGTAAACTGGACAAATGAAAATT
TTCCGTTTAATGATTGTGTGGATAAAATGGTGATTTGGTGGG
AAGAAGGAAAAATGACTGCTAAA

628

AAV6_Rep|360
-409

AATGAAAATTTTCCGTTCAACGATTGTGTCGATAAAATGGTC
ATTTGGTGGGAGGAAGGTAAAATGACTGCCAAAGTAGTGGA
ATCAGCTAAGGCAATCCTTGGAGGTAGTAAAGTGCGTGTGG
ATCAGAAGTGTAAAAGCAGTGCA

629

AAV6_Rep|384
-433

AAGGTGGTCGAAAGCGCTAAGGCCATTTTAGGTGGTAGCAA
AGTTCGCGTCGATCAAAAATGCAAGAGCTCTGCCCAAATCG
ACCCGACTCCGGTTATAGTGACTAGCAATACGAACATGTGC

GCTGTGATTGATGGTAATAGTACC

630

AAV6_Rep|408
-457

GCTCAGATTGATCCGACGCCGGTTATTGTAACATCAAATAC
GAATATGTGCGCAGTTATCGATGGCAATTCAACAACTTTTGA
ACATCAACAGCCGCTGCAGGACCGTATGTTCAAGTTTGAAT
TGACTCGTCGCCTGGAGCATGAT

631

AAV6_Rep|432
-481

ACCACTTTTGAACATCAACAACCGTTGCAGGACCGTATGTTC
AAATTCGAGTTAACCCGCCGTCTGGAACATGATTTCGGCAA
GGTTACGAAACAAGAGGTTAAAGAGTTTTTTCGCTGGGCGC
AGGATCATGTTACAGAGGTAGCC

632

AAV6_Repld56
-505

GATTTTGGGAAAGTAACTAAACAGGAAGTTAAAGAGTTTTT
CCGTTGGGCCCAGGATCATGTCACTGAAGTGGCGCATGAGT
TCTACGTACGTAAAGGGGGCGCTAATAAGCGTCCGGCACCG
GATGACGCCGACAAATCAGAACCG

633

AAV6_Repl480
-529

GCCCATGAATTTTATGTGCGTAAGGGTGGAGCGAATAAACG
CCCGGCGCCGGATGATGCCGATAAAAGTGAACCGAAACGTG
CGTGCCCGAGCGTGGCTGATCCGTCTACATCAGACGCCGAA
GGAGCCCCGGTTGATTTTGCTGAT

634

AAV6_Rep|504
-553

CCGAAACGTGCATGTCCGAGTGTCGCGGATCCGAGTACCTC
AGATGCTGAGGGCGCTCCGGTAGACTTTGCTGACCGCTACC
AAAATAAGTGCAGTCGTCATGCGGGTATGTTACAGATGTTG
TTTCCGTGTAAGACGTGTGAACGT

AAV6_Rep|528
-577

GATCGTTATCAGAACAAATGTAGCCGCCATGCGGGTATGCT
GCAGATGCTGTTCCCGTGTAAGACCTGTGAGCGCATGAATC
AGAATTTCAACATTTGCTTCACCCATGGGACGCGTGACTGTA
GTGAGTGTTTTCCGGGAGTCTCT

636

AAV6_Rep|352
601

CGTATGAATCAGAACTTTAACATCTGTTTTACACATGGTACC
CGCGACTGTAGTGAATGTTTCCCGGGAGTCTCAGAAAGCCA
ACCGGTGGTCCGTAAACGTACTTACCGTAAACTGTGTGCTAT
TCATCATCTTCTGGGACGTGCC
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637

AAVS5_Repl0-
49

ATGGCCACGTTTTACGAAGTGATAGTGCGCGTTCCGTTCGAT
GTCGAGGAGCATCTGCCGGGGATTAGCGATTCATTCGTCGA
TTGGGTCACAGGACAGATTTGGGAATTACCGCCGGAGTCTG
ATCTTAATCTTACCTTGGTAGAA

638

AAVS5_Rep|24-
73

AGTTTTGTCGATTGGGTTACCGGTCAGATCTGGGAATTGCCG
CCGGAAAGCGACCTTAATCTGACACTGGTGGAACAGCCGCA
GTTAACGGTAGCGGATCGCATCCGCCGCGTCTTCCTGTACGA
ATGGAACAAATTTTCAAAACAA

639

AAVS5_Rep|48-
97

GAGCAACCGCAGCTGACCGTTGCCGACCGCATACGTCGTGT
GTTTCTTTATGAATGGAATAAGTTCAGCAAGCAAGAATCAA
AATTTTTTGTCCAATTTGAGAAAGGCTCTGAATACTTTCATT
TACATACGTTAGTCGAGACAAGT

640

AAVS5_Rep|72-
121

CAAGAGAGCAAATTTTTCGTTCAATTTGAAAAGGGTAGCGA
ATATTTCCATCTGCATACACTGGTCGAAACAAGTGGAATTTC
ATCTATGGTGTTGGGCCGCTACGTTAGCCAAATTCGTGCGCA
ACTGGTGAAGGTTGTGTTTCAA

641

AAV5_Rep|96-
145

AGTGGTATTAGTTCTATGGTTCTTGGGCGTTATGTAAGCCAA
ATCCGCGCGCAATTAGTAAAAGTTGTCTTTCAGGGAATTGA
GCCGCAGATAAACGATTGGGTTGCAATTACAAAGGTTAAGA
AGGGTGGGGCAAATAAAGTCGTC

642

AAV5_Rep|120
-169

CAAGGAATCGAACCGCAGATTAATGATTGGGTGGCGATAAC
CAAAGTTAAAAAGGGGGGCGCTAATAAGGTCGTTGATTCTG
GCTACATACCGGCGTATTTACTTCCGAAAGTTCAGCCGGAA
CTGCAGTGGGCCTGGACCAATCTG

643

AAV5_Rep|144
-193

GTGGATAGCGGGTATATTCCGGCTTACCTGCTGCCGAAAGT
ACAGCCGGAGCTGCAATGGGCGTGGACGAACCTTGATGAAT
ACAAACTGGCGGCACTGAATTTGGAAGAACGTAAGCGCCTT
GTAGCACAGTTTCTGGCGGAGAGT

644

AAVS5_Rep|168
-217

CTTGATGAATATAAACTGGCTGCACTTAATCTGGAAGAACG
TAAGCGTCTGGTTGCACAATTTTTAGCGGAATCAAGCCAGC
GTTCTCAGGAAGCCGCTTCTCAGCGTGAGTTCTCAGCAGATC
CGGTAATTAAGTCTAAAACCTCT

645

AAV5_Rep|192
-241

TCTAGTCAGCGTTCACAGGAGGCAGCAAGTCAGCGTGAATT
TAGTGCCGATCCGGTTATAAAAAGTAAAACTAGCCAGAAGT
ACATGGCACTGGTAAACTGGCTGGTGGAACATGGCATTACT
TCTGAGAAGCAGTGGATTCAGGAG

646

AAV5 Rep]216
265

TCACAGAAATATATGGCTCTGGTGAATTGGCTTGTAGAACA
TGGTATAACTTCTGAGAAACAGTGGATACAGGAAAACCAGG
AAAGTTATTTGAGTTTTAATTCTACAGGTAATTCACGCAGTC
AGATTAAGGCAGCCCTGGACAAC

647

AAV5_Rep|240
-289

GAAAATCAGGAATCATATCTGAGCTTTAACTCAACTGGCAA
TTCACGTTCACAAATTAAAGCTGCACTGGATAACGCGACGA
AAATAATGTCTTTGACTAAAAGCGCTGTGGATTATCTGGTCG
GCTCTTCAGTGCCGGAGGATATC

648

AAV5_Rep|264
313

AATGCCACCAAAATTATGAGCCTGACTAAATCAGCGGTGGA
CTACCTGGTTGGAAGTTCAGTGCCGGAAGATATTTCAAAAA
ATCGTATTTGGCAAATATTCGAGATGAATGGATATGATCCG
GCGTACGCCGGTTCAATTTTATAC

649

AAV5_Rep|288
337

ATATCAAAGAACCGTATCTGGCAGATTTTTGAAATGAATGG
TTATGATCCGGCTTATGCGGGTAGCATTTTATATGGTTGGTG
CCAGCGCAGTTTTAATAAACGTAATACCGTCTGGCTGTACG
GACCGGCAACAACGGGTAAGACT
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650

AAV5_Rep|312
-361

TACGGATGGTGTCAGCGTTCATTCAACAAACGCAACACCGT
GTGGTTATACGGCCCGGCAACCACCGGCAAGACTAACATTG
CGGAAGCAATAGCGCATACCGTGCCGTTTTATGGTTGCGTA
AACTGGACGAACGAGAACTTTICCG

651

AAVS5 Rep|336
-385

ACGAATATCGCTGAGGCGATTGCGCATACGGTCCCGTTTTAC
GGCTGTGTGAATTGGACGAACGAGAACTTCCCGTTTAATGA
TTGCGTCGATAAAATGCTGATCTGGTGGGAAGAGGGCAAGA
TGACAAACAAAGTGGTTGAGAGC

652

AAV5_Rep[360
-409

CCGTTTAACGATTGCGTAGATAAGATGCTGATATGGTGGGA
AGAAGGAAAAATGACTAACAAAGTCGTTGAATCTGCGAAG
GCGATCCTGGGGGGGAGCAAAGTTCGTGTAGATCAAAAATG
CAAATCTTCTGTCCAAATAGATICT

653

AAVS5_Rep|384
-433

AGCGCCAAGGCGATTTTGGGCGGATCTAAAGTTCGCGTAGA
TCAGAAATGCAAGTCTTCTGTTCAGATTGATTCTACTCCGGT
GATAGTTACTAGTAACACCAATATGTGTGTGGTCGTCGACG
GTAACTCTACCACGTTCGAACAT

654

AAV5_Rep[408
457

TCTACTCCGGTTATTGTCACGAGTAATACCAATATGTGTGTC

GTGGTAGACGGAAATAGCACAACCTTCGAACATCAGCAACC
GCTGGAAGATCGTATGTITCAAATTCGAACTTACTAAACGCTT
ACCGCCGGACTTTGGCAAAATC

AAV5_Rep|432
-481

CATCAACAGCCGCTGGAAGATCGCATGTTTAAGTTCGAGCT
GACAAAACGCTTACCGCCGGACTTTGGAAAAATTACTAAGC
AGGAAGTGAAAGATTTTTTTGCCTGGGCGAAAGTGAATCAG
GTGCCGGTGACCCATGAGTTTAAG

656

AAV5_Rep|456
-505

ATTACGAAGCAAGAGGTGAAAGATTTTTTTGCTTGGGCAAA
AGTGAATCAGGTGCCGGTCACACATGAATTTAAAGTGCCGC
GCGAGTTAGCAGGCACTAAAGGTGCGGAGAAAAGCCTGAA
ACGTCCGCTGGGCGATGTTACAAAT

657

AAVS5_Rep|480
-529

AAGGTACCGCGTGAACTGGCGGGTACTAAGGGTGCAGAAA
AATCATTGAAGCGCCCGCTGGGTGACGTCACCAATACTAGC
TATAAAAGCCTGGAGAAACGCGCCCGTCTGAGCTTCGTCCC
GGAAACCCCGCGCTCTTCAGACGTG

658

AAV5_Rep|504
-553

AATACATCTTATAAGTCTCTGGAAAAGCGTGCGCGTTTATCT
TTTGTGCCGGAAACTCCGCGTTCTTCAGATGTAACTGTGGAT
CCGGCTCCGCTGCGCCCGCTTAATTGGAATAGCCGCTATGAT
TGTAAATGCGACTATCATGCT

659

AAVS5 Rep|528
-577

GTGACTGTCGATCCGGCTCCGCTTCGTCCGCTGAATTGGAAC
TCACGCTACGATTGTAAGTGTGACTACCATGCGCAGTTCGAT
AATATTAGCAACAAATGTGACGAATGCGAATATCTTAATCG
CGGTAAGAACGGATGTATTTGT

660

AAV5_Rep|552
-601

GCTCAATTTGACAACATCAGCAATAAATGTGATGAATGTGA
GTACCTGAACCGTGGCAAAAATGGGTGTATTTGTCATAACG
TAACCCATTGCCAAATCTGTCATGGGATCCCGCCGTGGGAA
AAAGAAAACCTGTCTGACTTCGGC

73

661 AAV4_Rep|0- ATGCCGGGTTTCTACGAGATCGTTCTGAAGGTACCGTCAGA
49 CCTGGATGAACATCTGCCGGGTATAAGTGATAGCTTCGTAA
GCTGGGTTGCAGAGAAAGAGTGGGAGCTGCCGCCGGATAGC
GACATGGATTTAAATCTTATAGAA
662 AAV4_Rep|24- | AGTTTTGTCTCATGGGTTGCTGAGAAAGAATGGGAACTGCC

GCCGGATTCTGACATGGATCTTAACCTTATAGAACAGGCAC
CGTTGACGGTCGCGGAAAAACTGCAACGTGAATTTCTTGTG
GAGTGGCGCCGCGTGAGCAAAGCG
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663

AAV4_Rep|48-
97

GAACAAGCGCCGCTGACGGTCGCGGAAAAGCTGCAACGCG
AATTTTTGGTAGAATGGCGTCGTGTCTCAAAAGCACCGGAA
GCCCTGTTCTTTGTTCAGTTTGAAAAAGGCGACTCATATTTT
CATTTGCATATTTTGGTTGAAACT

664

AAV4 Rep|72-
121

GCACCGGAAGCGCTGTTCTTTGTCCAATTCGAGAAAGGCGA
TTCTTATTTTCATCTGCATATTCTGGTGGAAACGGTGGGCGT
GAAGAGCATGGTCGTTGGACGTTACGTGTCTCAAATTAAAG
AGAAGCTGGTGACACGTATATAT

AAV4_Rep|96-
145

ACAGTGGGGGTTAAATCTATGGTAGTTGGGCGCTATGTGTICT
CAGATTAAGGAGAAACTGGTTACCCGCATTTATCGTGGTGT
CGAACCGCAGCTGCCGAATTGGTTCGCCGTCACGAAAACAC
GTAATGGGGCTGGGGGAGGAAAT

666

AAV4_Rep|120
-169

TATCGCGGTGTCGAACCGCAACTGCCGAATTGGTTTGCGGTT
ACGAAAACCCGTAATGGTGCCGGCGGGGGCAACAAAGTGG
TGGACGATTGCTATATTCCGAATTATCTGCTGCCGAAAACTC
AGCCGGAACTTCAGTGGGCATGG

667

AAV4_Rep|144
-193

AATAAGGTTGTCGACGATTGCTACATACCGAACTATTTATTA
CCGAAAACGCAGCCGGAACTGCAGTGGGCATGGACAAACA
TGGACCAGTATATAAGCGCGTGTTTAAATCTGGCTGAACGT
AAACGCGTCTGGTTGCACAGCATTTA

663

AAV4_Rep|168
=217

TGGACGAACATGGATCAGTACATCAGTGCTTGTCTGAACCT
GGCAGAACGTAAACGTCTGGTTGCTCAACATCTGACACATG
TTTCTCAGACGCAGGAACAGAATAAAGAGAATCAAAATCCG
AACTCTGATGCGCCGGTGATTCGT

669

AAV4_Rep|192
241

CTTACACATGTGTCACAGACACAAGAACAGAACAAAGAGA
ACCAGAACCCGAATAGTGACGCGCCGGTTATACGTTCTAAA
ACAAGCGCGCGTTATATGGAATTGGTTGGTTGGCTTGTTGAC
CGCGGCATTACCAGTGAAAAACAG

670

AAV4_Rep216
-265

CGCAGTAAAACTAGCGCGCGCTACATGGAACTGGTTGGATG
GTTAGTTGATCGTGGCATCACGTCAGAGAAACAGTGGATTC
AGGAGGATCAGGCAAGCTATATTTCTTTCAATGCGGCATCT
AACTCTCGCTCACAGATCAAAGCG

671

AAV4_Rep|240
-289

CAATGGATTCAAGAGGACCAGGCCTCTTACATAAGTTTTAA
TGCAGCGTCTAATAGTCGCTCTCAGATTAAAGCGGCGCTGG
ATAATGCCTCTAAGATTATGTCTCTGACAAAGACCGCCCCG
GATTACTTGGTCGGTCAAAACCCG

672

AAV4 Rep|264
313

GCGGCTCTGGATAACGCAAGTAAAATCATGAGTCTGACGAA

AACGGCACCGGATTACCTGGTCGGTCAGAATCCGCCGGAAG

ATATAAGTTCAAACCGCATTTATCGCATTTTAGAAATGAACG
GCTATGATCCGCAGTATGCAGCC

673

AAV4_Rep|288
-337

CCGCCGGAAGACATTTCTAGCAACCGCATTTATCGTATTTTA
GAAATGAACGGATATGATCCGCAATATGCTGCCTCAGTGTT
TCTTGGTTGGGCGCAGAAGAAATTTGGAAAGCGTAATACCA
TTTGGCIGTTTGGCCCGGCGACC

674

AAV4_Rep|312
-361

GCGAGCGTGTTTTTGGGTTGGGCCCAGAAGAAATTTGGCAA
ACGCAATACCATTTGGTTATTTGGGCCGGCCACTACAGGTA
AAACAAATATCGCGGAGGCGATCGCGCATGCAGTCCCGTTC
TATGGGTGCGTAAATTGGACAAAC

675

AAV4_Rep]336
-385

ACGACCGGGAAAACTAACATCGCAGAAGCCATCGCACATGC
GGTTCCGTTTTACGGTTGCGTTAATTGGACGAATGAAAATTT
CCCGTTTAACGACTGCGTTGACAAAATGGTAATTTGGTGGG
AAGAGGGCAAAATGACGGCCAAA
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676

AAV4_Rep|360
-409

AACGAAAATTTCCCGTTTAACGATTGCGTAGATAAAATGGT
AATTTGGTGGGAAGAGGGTAAGATGACGGCAAAAGTGGTA
GAATCAGCGAAGGCGATTCTGGGCGGTTCAAAGGTGCGTGT
AGATCAGAAATGTAAGTCAAGCGCA

677

AAV4 Rep|384
-433

AAAGTGGTTGAGTCAGCAAAAGCCATTCTGGGGGGCAGTAA
GGTCCGCGTTGACCAAAAGTGTAAGTCTAGTGCGCAGATTG
ATCCGACCCCGGTTATAGTAACATCAAATACTAACATGTGT
GCCGTTATCGATGGTAACTCAACG

678

AAV4_Rep|408
-457

GCGCAGATAGATCCGACACCGGTAATCGTTACATCTAATAC
CAACATGTGCGCAGTGATAGACGGGAACAGTACAACGTTCG
AACATCAACAACCGTTACAGGATCGTATGTTCAAATTTGAA
CTGACAAAGCGTTTGGAACATGAT

679

AAV4_Rep|d32
-481

ACTACCTTTGAACATCAGCAGCCGCTTCAGGATCGCATGTTC
AAATTCGAGCTGACGAAGCGTCTTGAACATGATTTTGGCAA
AGTCACAAAACAGGAGGTGAAAGATTTCTTTCGTTGGGCGA
GTGACCATGTTACAGAGGTCACT

680

AAV4_Rep|d56
-505

GACTTCGGAAAGGTGACTAAACAAGAAGTTAAAGATTTTTT
CCGCTGGGCCAGTGATCATGTCACTGAAGTAACTCATGAAT
TTTATGTACGCAAGGGTGGGGCTCGCAAACGCCCGGCTCCG
AATGATGCCGACATCAGCGAGCCG

681

AAV4_Repl480
-529

ACGCATGAGTTCTACGTGCGCAAAGGTGGCGCACGTAAACG
CCCGGCACCGAATGATGCGGATATTTCTGAACCGAAACGTG
CATGCCCGTCAGTGGCTCAACCGAGCACTTCAGACGCCGAA
GCACCGGTAGACTACGCTGATCGT

632

AAV4_Rep|504
-553

CCGAAACGTGCGTGTCCGTCAGTGGCCCAGCCGAGCACCTC
AGATGCAGAAGCTCCGGTCGACTATGCAGACCGCTACCAGA
ACAAGTGCAGTCGCCATGTGGGGATGAACTTAATGTTGTTTC
CGTGTCGTCAGTGTGAACGTATG

683

AAV4_Rep|528
-577

CGTTATCAAAATAAATGTAGTCGTCATGTAGGAATGAACTT
AATGCTGTTCCCGTGCCGCCAATGTGAACGCATGAACCAGA
ATGTAGACATATGCTTCACGCATGGGGTAATGGATTGTGCA
GAATGTTTTCCGGTCTCTGAAAGC

684

AAV4_Rep|552
-601

ATGAATCAGAACGTGGATATCTGTTTTACTCATGGAGTAATG
GATTGCGCAGAATGTTTTCCGGTTAGCGAGAGCCAGCCGGT
TTCTGTGGTGCGCAAACGTACCTATCAGAAACTGTGTCCGAT
CCATCATATTATGCGGTCGTGCG

AAV3_Rep|0-
49

ATGCCGGGATTTTATGAAATTGTGCTTAAAGTGCCGTCAGAT
CTGGATGAGCGCCTTCCGGGAATCAGTAACAGTTTCGTAAA
TTGGGTGGCCGAAAAAGAATGGGATGTTCCGCCGGATTCAG
ATATGGATCCGAATCTGATTGAA

636

AAV3_Rep|24-
73

AGCTTTGTGAACTGGGTTGCAGAAAAAGAATGGGATGTGCC
GCCGGACTCTGACATGGACCCGAATTTAATAGAACAAGCTC
CGCTTACCGTGGCCGAAAAGTTACAACGCGAGTTCTTAGTC
GAATGGCGCCGTGTAAGCAAAGCA

687

AAV3_Rep|48-
97

GAGCAAGCGCCGCTTACCGTCGCCGAAAAATTGCAGCGTGA
GTTTTTGGTTGAGTGGCGCCGTGTGAGTAAAGCGCCGGAAG
CGCTGTTCTTCGTTCAGTTTGAGAAAGGTGAAACCTATTTCC
ATCTGCATGTCCTTATAGAAACG

688

AAV3_Rep|72-
121

GCTCCGGAAGCGTTGTTTTTTGTGCAGTTTGAGAAAGGCGA
GACATACTTTCATCTGCATGTTTTAATAGAGACGATTGGTGT
TAAATCAATGGTCGTTGGGCGTTATGTTAGTCAGATCAAAG
AAAAACTGCGTAACGCGTATATAT
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689

AAV3_Rep|96-
145

ACTATTGGTGTTAAAAGTATGGTTGTGGGGCGCTATGTATCA
CAAATCAAAGAAAAATTAGTTACACGTATATATCGTGGTGT
TGAACCGCAGTTGCCGAATTGGTTCGCTGTGACCAAAACGC
GCAATGGCGCAGGCGGAGGCAAT

690

AAV3_ Rep|120
-169

TATCGTGGTGTCGAACCGCAACTGCCGAATTGGTTCGCGGT
GACTAAAACTCGTAACGGCGCAGGTGGAGGAAATAAGGTG
GTCGATGACTGCTACATTCCGAACTACCTGCTGCCGAAGACT
CAACCGGAACTTCAATGGGCGTGG

691

AAV3_Rep|144
-193

AATAAAGTTGTGGATGATTGTTATATCCCGAACTACCTTCTG
CCGAAAACGCAACCGGAACTGCAATGGGCATGGACTAACAT
GGACCAGTATTTGAGTGCATGCCTGAACTTAGCTGAGCGCA
AACGCCTGGTCGCCCAACATCTG

692

AAV3_Rep|168
-217

TGGACAAATATGGACCAGTACCTGTCTGCCTGCTTAAACCTT
GCAGAGCGCAAACGTCTGGTGGCCCAGCATTTGACTCATGT
AAGTCAGACTCAGGAACAGAACAAAGAAAATCAGAATCCG
AACAGTGACGCGCCGGTCATTCGT

693

AAV3_Rep|192
-241

CTGACGCATGTTAGTCAGACTCAGGAACAAAATAAAGAGAA
TCAGAACCCGAACTCAGACGCCCCGGTTATACGCTCAAAAA
CCAGTGCTCGTTATATGGAACTTGTTGGTTGGCTGGTTGATC
GCGGTATCACCTCAGAGAAACAA

694

AAV3_Rep]216
265

CGCAGCAAAACTTCTGCTCGTTATATGGAACTTGTTGGTTGG
CTTGTAGACCGTGGTATAACCAGTGAAAAGCAGTGGATTCA
GGAAGACCAGGCTTCATACATATCATTCAACGCAGCCTCAA
ATAGCCGTAGCCAGATAAAAGCT

AAV3_Rep|240
-289

CAGTGGATCCAGGAAGATCAGGCCTCTTACATTAGTTTCAA
CGCGGCGAGTAACAGTCGCTCACAGATTAAGGCAGCCCTGG
ACAATGCAAGTAAAATCATGAGTTTAACAAAAACGGCTCCG
GATTATTTAGTITGGTTCTAACCCG

696

AAV3_Rep|264
313

GCAGCCCTGGATAATGCCAGCAAGATAATGTCTCTGACAAA
AACGGCGCCGGATTACTTAGTCGGAAGTAATCCGCCGGAAG
ATATTACAAAAAATCGTATTTACCAAATCCTTGAGTTAAATG
GTTACGATCCGCAATATGCCGCA

697

AAV3_Rep|288
-337

CCGCCGGAAGACATTACCAAGAATCGTATATACCAGATTCT
GGAGTTGAACGGATACGATCCGCAATATGCAGCCAGCGTAT
TTCTGGGGTGGGCCCAGAAAAAATTTGGCAAACGCAATACA
ATTTGGCTGTTCGGTCCGGCTACG

698

AAV3 Rep|312
361

GCGTCTGTCTTCCTGGGCTGGGCGCAGAAAAAATTTGGAAA
ACGTAATACGATTTGGCTGTTTGGACCGGCGACCACAGGCA
AAACGAATATTGCCGAAGCTATTGCGCATGCAGTCCCGTTCT
ATGGATGTGTGAATTGGACAAAT

699

AAV3_Rep|336
-385

ACAACAGGGAAGACGAACATTGCAGAAGCTATAGCTCATGC
AGTACCGTTCTACGGGTGCGTCAATTGGACCAACGAAAACT
TCCCGTTCAATGACTGTGTGGATAAAATGGTGATCTGGTGG
GAGGAGGGTAAAATGACGGCTAAA

700

AAV3_Rep|360
-409

AATGAGAATTTTCCGTTTAACGATTGTGTTGATAAGATGGTG
ATATGGTGGGAAGAAGGAAAAATGACAGCGAAAGTGGTAG
AGAGCGCCAAAGCAATTTTGGGCGGAAGTAAAGTTCGCGTG
GATCAGAAATGCAAATCTTCAGCG

701

AAV3_Rep|384
433

AAAGTTGTGGAAAGTGCAAAAGCCATACTGGGCGGATCAAA
GGTTCGCGTTGATCAGAAATGCAAAAGCTCTGCTCAGATTG
AGCCGACCCCGGTAATCGTTACATCAAATACGAATATGTGC
GCTGTTATTGATGGCAATAGCACA
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702

AAV3_Rep|408
-457

GCGCAGATCGAACCGACACCGGTTATTGTGACCTCTAACAC
AAATATGTGCGCTGTCATTGACGGAAATTCAACCACCTTTGA
ACATCAGCAACCGTTGCAGGATCGTATGTTTGAATTTGAACT
GACACGTCGCCTGGATCATGAT

703

AAV3_Rep|d32
-481

ACTACGTTTGAACATCAACAGCCGCTGCAGGATCGCATGTTT
GAATTTGAGTTAACGCGTCGCCTGGACCATGACTTCGGAAA
GGTGACGAAGCAGGAAGTTAAAGACTTCTTTCGTTGGGCTA
GTGACCATGTCACGGATGTGGCA

704

AAV3_Rep|456
-505

GACTTTGGGAAGGTTACGAAACAGGAGGTAAAAGATTTTTT
TCGCTGGGCTAGTGATCATGTGACAGATGTGGCCCATGAAT
TTTATGTTCGTAAAGGCGGTGCTAAGAAGCGCCCGGCCAGT
AATGACGCCGATGTTAGTGAACCG

AAV3_Rep|480
-529

GCCCATGAGTTTTATGTTCGTAAAGGAGGCGCAAAAAAACG
CCCGGCCAGCAATGATGCTGATGTCTCAGAACCGAAACGTG
AATGCACGAGTTTAGCACAACCGACCACTAGTGATGCAGAA
GCACCGGCAGATTATGCAGATCGC

706

AAV3_Rep|504
-553

CCGAAGCGTGAATGCACGAGTTTAGCGCAGCCGACTACCTC
TGACGCCGAAGCACCGGCCGATTATGCAGATCGCTACCAGA
ATAAATGCTCTCGTCATGTCGGCATGAATCTGATGTTATTTC
CGTGCAAAACTTGCGAACGTATG

707

AAV3_Rep|528
-577

CGCTACCAAAACAAATGCTCTCGCCATGTTGGAATGAATCT
GATGCTTTTCCCGTGCAAAACGTGTGAGCGTATGAACCAAA
TAAGCAATGTGTGTTTCACACATGGTCAACGTGATTGCGGG
GAATGTTTCCCGGGTATGTCTGAA

708

AAV3_Rep|552
-601

ATGAATCAAATTAGTAACGTGTGCTTTACGCATGGCCAGCG
CGACTGCGGCGAATGTTTCCCGGGCATGTCAGAGTCACAAC
CGGTTTCAGTTGTGAAGAAAAAAACGTATCAGAAGTTATGT
CCGATCCATCATATTCTGGGCCGT

709

AAV2_Rep|0-
49

ATGCCGGGTTTTTATGAAATTGTAATCAAAGTACCGAGCGA
TTTAGACGAACATCTGCCGGGAATTTCTGACAGTTTCGTGAA
TTGGGTTGCAGAAAAGGAGTGGGAATTGCCGCCGGATAGCG
ATATGGATCTGAATTTAATCGAG

710

AAV2_Rep|24-
73

TCTTTTGTGAACTGGGTAGCCGAGAAAGAATGGGAGTTACC
GCCGGACAGTGACATGGATTTAAACTTAATCGAACAGGCAC
CGCTGACAGTTGCGGAGAAACTGCAGCGCGATTTTCTGACA
GAATGGCGCCGCGTTTCAAAAGCG

711

AAV2 Repl48-
97

GAGCAAGCGCCGTTGACGGTAGCGGAAAAGCTGCAGCGTG
ACTTCTTAACGGAATGGCGTCGCGTTTCAAAAGCACCGGAA
GCGCTGTTCTTCGTACAGTTCGAGAAAGGAGAAAGTTATTTC
CATATGCATGTGTTAGTAGAGACC

712

AAV2_Rep|72-
121

GCGCCGGAAGCGCTGTTTTTTGTACAATTTGAAAAAGGCGA
ATCATACTTCCATATGCATGTGCTGGTTGAAACGACCGGCGT
CAAATCTATGGTTCTGGGGCGCTTCCTGTCTCAGATCCGCGA
AAAATTGATACAACGCATTTAT

713

AAV2_Rep|96-
145

ACTACCGGCGTTAAGTCTATGGTTCTGGGCCGCTTTTTATCT
CAAATCCGCGAAAAACTGATTCAACGCATTTACCGTGGAAT
CGAACCGACTCTGCCGAACTGGTTCGCGGTGACAAAGACTC
GCAACGGCGCGGGAGGCGGGAAT

714

AAV2_Rep|120
169

TATCGCGGGATAGAACCGACTCTGCCGAACTGGTTCGCGGT
AACCAAGACACGTAATGGAGCTGGTGGCGGAAATAAAGTG
GTGGATGAATGTTATATACCGAATTATCTTTTGCCGAAAACC
CAGCCGGAGTTGCAGTGGGCCTGG
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715

AAV2_Rep|144
-193

AACAAAGTGGTAGATGAATGCTACATTCCGAATTATCTGTT
ACCGAAGACCCAACCGGAGTTACAATGGGCGTGGACCAATA
TGGAACAGTACCTTAGCGCATGTTTAAATCTTACCGAACGTA
AACGTTTGGTTGCTCAGCATCTG

716

AAV2 Rep|168
=217

TGGACGAACATGGAACAGTATTTATCAGCGTGTCTGAATCT
GACAGAGCGCAAACGTTTGGTGGCGCAACATCTGACTCATG
TTTCTCAGACTCAAGAACAGAATAAGGAGAATCAGAACCCG
AATAGCGATGCCCCGGTCATTCGC

717

AAV2_Rep|192
-241

TTGACACATGTTAGCCAAACTCAGGAGCAAAATAAAGAGAA
TCAAAACCCGAATAGTGACGCCCCGGTGATCCGTTCAAAAA
CGTCTGCACGCTATATGGAGCTTGTGGGATGGCTGGTTGAC
AAAGGCATAACGTCTGAAAAACAG

718

AAV2_Rep|216
-265

CGCAGCAAAACTAGCGCCCGTTATATGGAACTGGTGGGTTG
GCTTGTGGATAAAGGGATCACGTCTGAGAAGCAATGGATCC
AGGAAGACCAAGCATCATATATTTCTTTTAACGCGGCTAGT
AATTCACGCTCTCAAATAAAAGCG

719

AAV2_Rep|240
289

CAGTGGATTCAAGAGGATCAGGCGAGCTATATTAGCTTTAA
TGCAGCTTCAAATAGCCGTAGCCAAATCAAGGCGGCTCTTG
ACAATGCGGGAAAAATAATGAGTCTTACCAAAACCGCGCCG
GACTATTTAGTGGGCCAGCAGCCG

720

AAV2_Rep|264
313

GCGGCCTTAGACAATGCCGGAAAAATCATGTCTITTGACCAA
AACTGCGCCGGATTATTTAGTGGGTCAGCAACCGGTCGAAG
ATATTAGCAGTAATCGCATCTATAAAATCCTGGAGTTGAAT
GGTTATGATCCGCAATATGCTGCA

721

AAV2_Rep|288
-337

CCGGTGGAGGATATTTCAAGCAATCGCATCTATAAGATTCT
GGAGCTGAACGGTTACGACCCGCAATATGCCGCCAGTGITT
TTCTGGGTTGGGCAACGAAAAAGTTTGGGAAGCGCAATACG
ATCTGGCTTTTTGGTCCGGCTACC

722

AAV2_Rep|312
-361

GCGTCTGTCTTTTTAGGTTGGGCTACGAAAAAGTTTGGTAAA
CGTAATACAATCTGGCTTTTTGGCCCGGCCACTACAGGTAAA
ACAAACATAGCAGAGGCGATTGCGCATACAGTTCCGTTTITA
TGGTTGTGTTAATTGGACAAAT

723

AAV2_Rep|336
-385

ACCACCGGGAAGACCAACATTGCGGAAGCCATCGCCCATAC
AGTTCCGTTCTATGGGTGTGTAAACTGGACAAACGAAAATT
TCCCGTTCAATGATTGCGTCGATAAGATGGTTATCTGGTGGG
AAGAAGGCAAAATGACGGCGAAA

724

AAV2 Rep[360
-409

AACGAAAACTTCCCGTTTAACGACTGTGTGGATAAAATGGT
CATCTGGTGGGAAGAAGGTAAAATGACAGCAAAGGTGGTC
GAAAGCGCCAAAGCAATTCTTGGGGGGTCTAAGGTCCGTGT
CGATCAGAAATGTAAATCAAGTGCC

AAV2_Rep|384
-433

AAAGTTGTGGAAAGCGCTAAAGCCATCCTGGGTGGCTCAAA
AGTGCGTGTTGACCAGAAGTGCAAAAGTTCTGCACAAATAG
ATCCGACTCCGGTCATAGTAACCAGTAACACTAACATGTGT
GCCGTTATAGACGGAAATAGTACC

726

AAV2_Rep|408
-457

GCGCAAATCGACCCGACACCGGTGATTGTTACCAGCAATAC
CAACATGTGTGCAGTCATAGACGGCAACTCAACCACATTITG
AACATCAACAGCCGCTGCAGGATCGTATGTTITAAGTTTGAG
TTAACGCGTCGTCTGGATCATGAC

727

AAV2_Repld32
481

ACTACCTTCGAACATCAGCAGCCGCTGCAGGATCGTATGTTT
AAATTTGAACTGACGCGCCGTCTTGATCATGACTTCGGGAA
AGTTACCAAACAGGAAGTAAAGGATTTTTTTCGTTGGGCCA
AAGATCATGTAGTAGAAGTGGAA
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728

AAV2_Rep|456
-505

GATTTTGGTAAGGTGACAAAACAAGAAGTGAAAGATTTCTT
CCGCTGGGCTAAAGATCATGTCGTGGAGGTAGAGCATGAAT
TTTATGTTAAAAAAGGTGGAGCTAAAAAGCGCCCGGCCCCG
TCAGACGCAGATATTTCTGAGCCG

729

AAV2 Repl480
-529

GAGCATGAATTTTATGTTAAGAAAGGGGGTGCTAAAAAACG
TCCGGCCCCGTCAGATGCCGATATTTCTGAACCGAAGCGCG
TTCGCGAAAGCGTGGCACAACCGTCAACATCAGATGCCGAG
GCGTCTATTAATTATGCGGACCGC

730

AAV2_Rep|504
-553

CCGAAACGCGTCCGCGAGAGCGTCGCTCAGCCGAGCACGTC
TGACGCCGAAGCATCTATTAACTATGCAGATCGCTATCAAA
ATAAATGTAGCCGTCATGTCGGTATGAACCTGATGCTTTTCC
CGTGCCGCCAATGCGAACGCATG

731

AAV2_Rep|528
-577

CGTTACCAAAATAAATGCTCTCGCCATGTCGGGATGAACCT
GATGTTATTCCCGTGCCGTCAGTGCGAACGCATGAATCAGA
ACAGCAACATATGCTTCACACATGGGCAGAAAGATTGTTTA
GAATGTTTCCCGGTCAGTGAGAGT

732

AAV2_Rep|552
-601

ATGAATCAAAATTCAAATATATGTTTTACCCATGGACAAAA
AGACTGCTTGGAGTGTTTCCCGGTGAGCGAGTCTCAGCCGG
TGTCTGTTGTAAAAAAAGCCTATCAAAAACTTTGTTACATTC
ATCATATAATGGGCAAGGTGCCG

733

AAV1_Rep|0-
49

ATGCCGGGCTTTTACGAAATTGTCATTAAAGTGCCGAGCGA
CTTGGACGAGCATCTGCCGGGGATCAGCGATTCATTTGTTTC
ATGGGTTGCCGAAAAAGAGTGGGAATTACCGCCGGATTCAG
ACATGGATCTGAATCTGATCGAA

734

AAV1_Rep|24-
73

AGCTTTGTGTCATGGGTGGCTGAAAAGGAATGGGAGCTGCC
GCCGGATAGCGACATGGATCTGAATTTAATTGAACAAGCGC
CGCTTACAGTTGCGGAAAAACTGCAGCGTGACTTTCTGGTCC
AATGGCGCCGCGTGTCTAAAGCG

735

AAV1_Rep|48-
97

GAACAAGCCCCGTTGACCGTTGCAGAAAAACTGCAGCGTGA
TTTCCTGGTCCAGTGGCGCCGTGTGAGCAAAGCTCCGGAGG

CACTTTTTTTCGTGCAATTTGAAAAAGGAGAGAGTTACTTTIC
ATCTGCATATACTGGTTGAAACC

736

AAV1_Rep|72-
121

GCGCCGGAAGCACTTTTCTTTGTACAATTTGAGAAGGGCGA
GTCATATTTCCATTTACATATTCTGGTTGAGACAACCGGTGT
GAAAAGCATGGTATTAGGCCGCTTTITAAGCCAAATCCGTG
ATAAACTGGTCCAAACCATTTAT

737

AAV1_Rep|96-
145

ACGACGGGTGTAAAGTCTATGGTTTTAGGACGCTTTCTGTCA
CAGATACGTGACAAACTGGTTCAGACGATATACCGTGGCAT
CGAGCCGACGCTTCCGAACTGGTTTGCGGTTACCAAAACCC
GTAATGGTGCGGGTGGCGGCAAT

738

AAVI1_Rep|120
-169

TATCGTGGTATCGAGCCGACTCTTCCGAATTGGTTTGCAGTA
ACTAAAACCCGTAACGGTGCGGGAGGGGGCAACAAAGTTGT
CGATGAATGCTATATTCCGAACTACTTGCTGCCGAAAACAC
AACCGGAGCTTCAATGGGCGTGG

739

AAVI_Rep|144
-193

AACAAAGTCGTAGATGAATGTTATATCCCGAACTATCTTCTT
CCGAAAACCCAGCCGGAGTTACAGTGGGCCTGGACGAACAT
GGAAGAATATATTAGCGCCTGCCTGAACTTGGCAGAGCGTA

AACGTCTGGTGGCCCAGCATTTG

740

AAV1_Rep|168
217

TGGACCAACATGGAGGAATATATCTCTGCGTGTCTTAACCTG
GCAGAACGTAAACGCCTGGTGGCACAGCATTTGACCCATGT
ATCTCAAACACAAGAACAGAATAAAGAAAATCTGAACCCG
AACAGTGACGCACCGGTAATCCGC
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741

AAVI_Rep|192
241

CTGACACATGTAAGTCAGACTCAGGAGCAGAATAAAGAAA
ATTTAAATCCGAACAGCGATGCTCCGGTAATACGTTCAAAA
ACATCTGCCCGTTACATGGAACTGGTCGGATGGCTGGTGGA
TCGCGGCATAACCTCAGAAAAACAA

742

AAV1 Rep|216
-265

CGCAGCAAAACAAGCGCGCGCTATATGGAACTGGTTGGATG
GCTGGTTGATCGCGGCATCACTTCAGAGAAGCAGTGGATCC
AAGAAGACCAGGCGTCTTATATTTICTTTTAATGCCGCCAGCA
ACAGCCGTAGTCAGATTAAAGCT

743

AAVI1_Rep|240
-289

CAGTGGATTCAGGAAGATCAGGCCTCTTATATCAGTTTTAAT
GCCGCAAGCAACTCTCGTTCACAGATTAAAGCGGCTCTGGA
TAATGCCGGCAAAATTATGGCGCTGACAAAATCTGCCCCGG
ACTATCTGGTGGGACCGGCGCCG

744

AAVI_Rep|264
313

GCCGCACTGGATAATGCAGGCAAGATCATGGCTTTAACAAA
AAGCGCCCCGGATTATCTGGTAGGCCCGGCTCCGCCGGCCG
ACATTAAAACCAATCGCATTITATCGCATTTTGGAGCTGAACG
GTTATGAACCGGCGTACGCTGGC

745

AAV1_Rep|288
337

CCGCCGGCGGATATTAAGACTAATCGCATTTACCGCATACTT
GAGCTGAATGGTTATGAACCGGCCTACGCCGGATCTGTGTTT
CTGGGCTGGGCACAAAAACGTTTTGGCAAGCGCAATACTAT
TTGGCTTTTTGGACCGGCAACT

746

AAV1_Rep[312
-361

GGAAGCGTTTTCCTGGGTTGGGCTCAAAAGCGTTTTGGTAA
ACGCAATACAATTTGGTTATTTGGCCCGGCAACTACTGGAA
AAACCAACATCGCAGAGGCAATCGCGCATGCCGTTCCGTTT
TATGGGTGCGTGAATTGGACGAAC

747

AAVI1_Rep|336
-385

ACTACTGGTAAAACAAATATTGCTGAAGCGATTGCTCATGC
CGTACCGTTTTATGGGTGCGTGAACTGGACGAATGAGAATT
TTCCGTTTAACGATTGCGTTGACAAGATGGTTATCTGGTGGG
AAGAAGGTAAAATGACAGCAAAA

748

AAVI_Rep|360
-409

AATGAGAATTTCCCGTTTAATGATTGTGTTGACAAAATGGTT
ATTTGGTGGGAGGAGGGAAAGATGACCGCCAAGGTCGTTGA
AAGTGCCAAAGCGATCTTAGGCGGTAGCAAAGTCCGTGTGG
ATCAAAAATGCAAATCTTCAGCC

749

AAVI_Rep[384
-433

AAAGTTGTGGAAAGCGCTAAAGCGATCTTAGGCGGTTCTAA
AGTGCGTGTGGACCAGAAATGTAAAAGTTCAGCCCAGATTG
ACCCGACACCGGTTATCGTGACAAGCAACACTAATATGTGT
GCAGTGATTGACGGTAATTCAACG

750

AAV1 Repl408
-457

GCCCAGATAGATCCGACGCCGGTCATTGTTACCTCTAATACC
AATATGTGCGCTGTCATAGATGGCAATAGCACGACGTTTGA
ACATCAGCAACCGTTACAAGACCGCATGTTTAAATTCGAGT
TGACACGCCGCTTAGAGCATGAC

751

AAVI1_Rep|432
-481

ACGACTTTTGAACATCAACAACCGTTGCAAGATCGCATGTTT
AAGTTTGAGCTTACGCGTCGTCTTGAACATGATTTTGGCAAA
GTCACGAAACAGGAAGTTAAAGAATTTTTTCGCTGGGCGCA
GGACCATGTCACCGAAGTCGCG

752

AAV1_Rep|456
-505

GATTTTGGTAAAGTCACCAAACAAGAGGTCAAAGAATTTTT

TCGCTGGGCACAGGATCATGTGACAGAAGTTGCCCATGAGT
TTTATGTCCGCAAGGGGGGGGCCAATAAACGCCCGGCACCG
GATGATGCTGATAAGTCAGAACCG

753

AAV1_Rep|480
-529

GCACATGAATTTTATGTACGTAAGGGAGGTGCAAACAAACG
TCCGGCACCGGATGACGCAGATAAAAGTGAGCCGAAACGTG
CTTGCCCGAGTGTGGCTGATCCGAGCACCAGTGATGCCGAG
GGGGCACCGGTTGATTTTGCTGAT
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754

AAV1_Rep|504
-553

CCGAAACGCGCATGTCCGTCTGTCGCGGATCCGTCAACCAG
CGATGCGGAAGGAGCGCCGGTAGATTTITGCTGATCGTTACC
AGAATAAATGCAGTCGTCATGCAGGGATGCTTCAGATGTTG
TTTCCGTGTAAAACTTGTGAACGC

755

AAV1 Rep|528
-577

GATCGCTATCAGAATAAATGTAGTCGTCATGCAGGAATGCT
GCAAATGTTATTTCCGTGCAAAACGTGTGAACGCATGAATC

AGAATTTTAACATTTGCTTCACCCATGGTACCCGTGACTGCT
CTGAATGTTTTCCGGGCGTTICT

AAVI1_Rep|552
-601

CGTATGAACCAAAATTTCAATATTITGCTTTACTCATGGCACT
CGCGATTGCTCAGAATGTTTCCCGGGAGTTAGCGAATCTCA
GCCGGTGGTCCGCAAACGCACATACCGTAAATTATGTGCTA
TCCATCATCTGCTTGGCCGTGCT

757

AAV2_AAP|0-
49

ATGGAGACTCAAACGCAGTATTTAACACCGAGTCTGAGTGA

CTCACATCAACAACCGCCGTTGGTTTGGGAACTGATTCGTITG
GTTGCAGGCGGTAGCACATCAGTGGCAGACAATAACCCGTG
CACCGACGGAATGGGTAATTCCG

758

AAV2_AAP[24-
73

TTGATACGTTGGCTGCAAGCAGTTGCACATCAATGGCAGAC
CATCACACGTGCCCCGACAGAATGGGTTATTCCGCGCGAGA
TTGGTATCGCCATTCCGCATGGGTGGGCTACGGAAAGCAGC
CCGCCGGCTCCGGAGCCGGGTCCG

759

AAV2_AAP|48-
97

CCGCGTGAGATTGGTATCGCCATACCGCATGGGTGGGCAAC
GGAATCTTCACCGCCGGCGCCGGAACCGGGTCCGTGCCCGC
CGACCACCACCACTAGTACCAACAAATTCCCGGCTAACCAG
GAACCGCGTACGACCATCACAACC

760

AAV2_AAP[72-
121

CCGTGCCCGCCGACTACGACCACCTCAACCAACAAATTTCC
GGCAAATCAGGAACCGCGTACCACTATTACTACTTTGGCAA
CTGCCCCGCTGGGCGGCATTCTGACAAGTACAGACAGCACG
GCAACGTTTCATCATGTGACGGGT

761

AAV2_AAP|96-
145

ACCTTGGCAACCGCCCCGTTGGGTGGGATCCTGACTAGCAC
TGATAGTACGGCTACGTTCCATCATGTGACTGGCAAGGACA
GCAGCACGACAACCGGTGATAGTGACCCGCGCGATAGCACG
AGTAGTAGTTTGACCTTTAAAAGT

762

AAV2_AAP|12
0-169

GGCAAAGATAGTTCAACGACTACAGGAGATTCAGACCCGCG
TGACAGTACATCAAGTAGCTTAACATTCAAATCAAAGCGTT
CTCGTCGTATGACAGTCCGTCGTCGCCTGCCGATTACACTGC
CGGCACGCTTTCGTTGCCTTCTG

763

AAV2 AAP|14
4-193

TCAAAACGTAGCCGCCGTATGACCGTACGCCGTCGTTTGCC
GATAACTTTGCCGGCTCGTTTTCGCTGTCTGCTGACACGTTC
TACAAGTAGCCGTACTAGCAGTGCGCGCCGTATAAAGGATG
CCTCACGCCGCTCTCAGCAGACC

764

AAP|0-49

ATGGAGACCCAGACTCCGTATTTAACCCCGTCTCTGTCTGAC
TCTCATCAGCAGCCGCCGTTAGTATGGGAGTTGATTCGCTGG
TTGCAGGCCGTCGCACATCAGTGGCAGACTATTACACGTGC
CCCGACTGAATGGGTTATCCCG

765

AAP|24-73

TTAATCCGTTGGCTTCAGGCGGTGGCCCATCAGTGGCAGAC
CATAACGCGTGCTCCGACGGAATGGGTGATTCCGCGTGAAA
TTGGGATCGCGATCCCGCATGGATGGGCTACCGAGTCAAGT
CCGCCGGCGCCGGCTCCGGGTCTG

766

AAP[48-97

CCGCGCGAAATTGGTATTGCAATCCCGCATGGATGGGCCAC
CGAGTCAAGCCCGCCGGCCCCGGCGCCGGGGCTGTGTCCGC
CGACCACCACGATTTGCACGAGCCGTTTCCCGGCCAATCAA
GAGCATCGCACCACCACGACCACT
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767

AAP[72-121

CTGTGTCCGCCGACCACAACAATATGCACCAGCCGTTTCCCG
GCTAACCAGGAACATCGCACAACGACAACTACTCTTGCAAC
TGCTCCGTTAGGTGGTATTCTGACTAGTACCGACAGCACAGC
TACTTTCCATCATGTCACGGGT

768

AAP[96-145

ACGCTGGCCACCGCACCGCTGGGCGGGATCCTGACTAGCAC
CGACTCAACTGCTACATTCCATCATGTAACGGGCAAAGATT

CTAGCACTACAACCGGTGATTCTGATCCGAAGGATAGCACC
AGTTCTTGCCTTACTTTCAAGICT

769

AAP|120-169

GGTAAAGATAGTAGTACAACCACTGGTGATTCAGATCCGAA
AGACAGTACTAGCAGCTGTTTGACATTTAAAAGCCGTCGTTC
ACGCCGCATGACCGTACGCCGCCGCCTGCCGATAACTCTGC
CGGCGCGCTTCCGCTGCCTTITA

770

AAP|144-193

AGTCGTCGCTCACGCCGCATGACCGTGCGTCGCCGCTTACCG
ATTACCTTACCGGCCCGTTTCCGTTGTCTGCTTACCCGCAGC
ACGAGCAGTCGTACCTCAAGCGCCCGCCGTATTAAAGATGC
TAGCCGCCGTTTTCAACGCACC

771

AAV2_Xprotei
n]0-49

ATGGTACTTTATCTGCCGACGTCACGTGAAGCCACAGACAA
ACAACTTCCGCAGATGTCTACCCATAAAGCATTTTTTCAGGC
GTGGTCTGGGCGTACTGAAATGTGTACCTTTCGCGGTCCGAG
TGGCCAGCGTTTCCATACACGT

772

AAV2_Xprotei

TTTTTTCAAGCATGGAGTGGTCGTACCGAAATGTGCACATTC

n|24-73 CGTGGTCCGAGCGGTCAACGTTTTCATACCCGTACGGATATA
TTTACTCCGTTACCGTCITGGGTGGATTCTGATCTGAATACA
CTGCTTCATCGCTTTAGCTCA
773 AAV2 Xprotei | CGCACCGACATCTTCACACCGCTGCCGTCTTGGGTGGATAGC
n|48-97 GATTTAAACACTTTACTGCATCGCTTCAGTAGTCGTACGCCG
CGTTATTTACGCATCCTGCGCCCGCCGTCAGTACGCCAAAGC
CTGTTACCGAGTAGCCATTCA
774 AAV2 Xprotei | TCTCGTACACCGCGCTATTTACGCATTCTTCGTCCGCCGAGT
nf72-121 GTTCGTCAGTCACTGCTGCCGAGCTCTCATTCAACTCCGCGT

GATCGCTCTGCCTGGCGTTCATCAGGTTCTTGTCGCCGTAAA
ACTGCGAATGCTGGTATTCCG

775

AAV2_Xprotei

TCTACTCCGCGTGATCGCAGCGCCTGGCGTAGCTCAGGTAG

n|96-145 CTGTCGTCGTAAAACCGCAAACGCTGGTATTCCGAAATTCTC
AACCCTTCCGACCACAACCTCTTITACTTATGTGGACATTACT
TTGGACGCTGATGGCATGCATT
776 AVIAN_AAV_ | ATGAGCTTAATCTCTGATGCCATTCCGGATTGGTTAGAACGC
capsid|0-49 CTGGTTCGTAAAGGTGTTAATGCGGCCGCGGATTTTTACCAT
TTAGAATCAGGTCCGCCGGCCCCGAAAGCGAATCAGCAAAC
TCAGGAAAGTCCGGAAAAGGAT
771 AVIAN_AAV_ | GATTTCTACCATTTAGAATCTGGCCCGCCGGCACCGAAGGC

capsid|24-73

GAACCAGCAAACACAGGAAAGCCCGGAAAAAGATGATAGC
CGCGGTTTAGTGTTCCCGGGCTACAAGTACCTGGGCCCGTTC
AATGGGCTGGATAAAGGGGAACCG

778 AVIAN_AAV_ | GATGATTCACGTGGTCTGGTTTTTCCGGGCTATAAGTATTTA
capsid|48-97 GGACCGTTCAACGGTTTGGACAAGGGCGAACCGGTTAACGA
AGCGGATGCGGCAGCGCTGGAACATGATAAGGCCTATGATC
TGGAACTGAAAGACGGTCATAAT
779 AVIAN_AAV_ | CCGGTGAACGAAGCGGATGCCGCCGCATTAGAACATGATAA
capsid[72-121 AGCATATGATTTAGAACTGAAAGATGGACATAATCCGTATT

TCGAGTATAATGAAGCCGATCGCCGCTTTCAGGAGCGTCTG
AAAGACGACACCTCATTCGGTGGC
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780

AVIAN_AAV_
capsid|96-145

AATCCGTACTTTGAATATAACGAAGCGGACCGTCGTTTTCAA
GAACGTCTTAAGGACGACACTAGCTTTGGCGGTAACCTTGG
CAAGGCTATCTTTCAAGCGAAGAAGCGTGTACTGGAACCGT
TTGGCCTGATCGAACAACCGGAT

781

AVIAN _AAV_
capsid|120-169

GGTAACTTAGGTAAGGCCATTTTTCAGGCCAAAAAACGTGT
GCTGGAACCGTTTGGCCTTATCGAACAGCCGGATAATACTG
CTGGTACGGGTGAAAAACGCCCGGAACGTGTCGATGATTTT
TTTCCGAAGAAGAAAAAGGCAAAA

782

AVIAN_AAV_
capsid|144-193

GACAATACGGCGGGCACTGGTGAAAAACGTCCGGAACGTGT
GGATGACTTCTTCCCGAAGAAAAAGAAAGCAAAGACCGAA
CAGGGCAAAACCCCGGCGCAAACCGGTGAGGACCCGGGAG
AGGGTACGTCATCTAATGCAGGTICT

783

AVIAN_AAV_
capsid|168-217

AAAACAGAGCAAGGTAAAACCCCGGCCCAGACGGGGGAAG
ACCCGGGGGAGGGGACCTCTAGCAACGCCGGAAGCTCTGCG
CCGTCATCTGTGGGCTCAAGCGTAATGGCCGAGGGAGGAGG
TGGCCCGGTGGGGGATGCGGGTCAA

784

AVIAN_AAV_
capsid|192-241

AGTTCAGCACCGAGTAGCGTAGGCAGCAGTGTCATGGCAGA
GGGAGGGGGTGGCCCGGTCGGCGATGCAGGCCAGGGGGCG
GATGGTGTTGGTAACTCAAGTGGTAACTGGCATTGCGATTC
ACAGTGGCTGGATAACGGTGTAGTA

AVIAN_AAV_
capsid|216-265

CAGGGCGCCGACGGTGTTGGAAACTCATCTGGCAATTGGCA
TTGCGATTCTCAGTGGTTGGACAATGGCGTTGTTACGCGTAC
CACTCGCACCTGGGTTTTACCGAGCTATAATAACCATCTGTA
TAAACGTATTCAAGGCCCGGGC

7363

AVIAN_AAV_
capsid|240-289

GTCACGCGCACCACGCGTACCTGGGTACTGCCGTCTTATAAT
AATCATCTGTACAAACGCATCCAAGGCCCGGGAGGTACAGA
TAACAATAATAAATATTTTGGCTTTTCAACGCCGTGGGGGTA
TTTCGATTACAACCGCTTTCAT

787

AVIAN_AAV_
capsid|264-313

GGTGGGACAGATAATAACAACAAGTACTTTGGTTTTAGCAC
GCCGTGGGGCTATTTTGATTATAATCGCTTCCATTGTCATTT
CAGCCCGCGTGATTGGCAGCGCCTGATTAATAACAATTGGG
GCATACGTCCGAAGGCTATGCGC

788

AVIAN_AAV_
capsid|288-337

CATTGTCATTTTAGCCCGCGTGATTGGCAGCGTCTGATCAAT
AACAACTGGGGGATTCGTCCGAAGGCCATGCGTTTCCGCTT
ATTCAATATCCAAGTTAAGGAAGTTACCGTTCAAGATAGTA
ATACCACGATCGCAAATAACTTG

789

AVIAN AAV_
capsid|312-361

CGCTTTCGCTTGTTITAATATACAGGTTAAAGAAGTGACTGTA
CAGGATTCAAACACTACCATCGCGAACAACCTTACAAGTAC
GGTCCAGGTCTTTGCCGATAAAGACTACCAGCTGCCGTATGT
GTTAGGGAGCGCAACCGAGGGG

790

AVIAN_AAV_
capsid|336-385

TTGACTTCAACCGTGCAAGTATTTGCAGATAAGGATTATCAG
TTGCCGTATGTGCTGGGCTCAGCAACGGAAGGTACCTTTCCG
CCGTTCCCGGCCGACATCTATACCATTCCGCAGTACGGTTAC
TGTACGCTTAACTATAACAAT

791

AVIAN_AAV_
capsid|360-409

GGCACCTTTCCGCCGTTCCCGGCTGACATTTATACTATCCCG
CAGTATGGTTACTGCACGCTGAATTATAATAATGAAGCCGT
AGATCGTAGTGCGTTCTATTGCTTAGACTACTTCCCGTCAGA
CATGTTACGCACGGGAAATAAT

792

AVIAN_AAV_
capsid|384-433

AATGAAGCCGTGGACCGCAGTGCATTCTATTGTCTTGACTAT
TTTCCGTCTGATATGCTGCGTACTGGCAATAATTTTGAATTT
ACGTATACGTTTGAGGATGTCCCGTTTCATAGTATGTTTGCT
CATAATCAGACACTGGACCGT
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793

AVIAN_AAV_
capsid|408-457

AATTTCGAGTTTACGTACACCTTTGAGGATGTGCCGTTTCAT

TCTATGTTCGCGCATAATCAGACGTTAGATCGTTTAATGAAT
CCGCTGGTTGATCAGTATTTATGGGCGTTTTCTTCAGTCAGC

CAGCCGAGCTCAGGTCAGCGT

794

AVIAN _AAV_
capsid|432-481

CGCTTAATGAACCCGCTGGTGGACCAGTATITGTGGGCTTTT
TCTAGCGTTAGCCAGCCGAGTTCTGGACAGCGCCGCCTGAA
TTATTCTCGTGGTACCAAAAATAATATGGCCGTTCAATATAA
AAACTGGCTGCCGGGGCCGTTT

AVIAN_AAV_
capsid|456-503

CGTCGTTTGAACTACTCACGCGGCACAAAGAACAATATGGC
AGTTCAATATAAAAATTGGTTACCGGGCCCGTTTTTTCGCGA
TCAACAGATTTATACAGGCGCCTCTAATATTACACAGAACA
ACGTGTTTAACGTTTGGGATAAA

796

AVIAN_AAV_
capsid|480-529

TTTTTTCGCGATCAGCAGATTTATACAGGCGCATCTAATATT
ACACAGAACAACGTATTTAATGTATGGGACAAGGGAAAGCA
GTGGGTCATAGATAATCGCACAAACTTGATGCAGCCGGGCC
CGGCGGCGGCAACCACTTTTTCA

capsid|528-577

797 AVIAN_AAV_ | AAAGGTAAACAATGGGTCATAGATAATCGCACCAACCTGAT

capsid|504-553 | GCAGCCGGGGCCGGCTGCGGCTACCACATTCAGCGGTGAGC

CGGATCGCCAGGCTATGCAAAATACCCTGGCCTTTTCTCGTA
CCGTCTACGACCAAACTACATCT

798 AVIAN_AAV_ | AGCGGCGAACCGGATCGCCAGGCAATGCAGAACACCCTGGC

CTTTTCACGTACTGTTTATGATCAGACTACCAGTACCGCAGA
TCGTAACCAACTGTTAATAACGAACGAAGATGAGATCCGCC
CGACAAATAGTGTCGGTATAGAT

799

AVIAN_AAV_
capsid|552-601

TCAACGGCGGATCGCAACCAGCTGTTGATTACCAATGAAGA
TGAGATTCGTCCGACAAATAGCGTGGGGATCGACGTATGGG
GTGTCGTTCCGAATAATCAGCAGAGTAATGTTAGCCCGGGA
AATCGTACAGGGGTTAACAATCAG

800

AVIAN_AAV_
capsid|576-625

GATGTTTGGGGCGTTGTTCCGAATAATCAACAGAGCAACGT
CTCTCCGGGGAACCGCACTGGCGTGAATAATCAAGGTGCTT
TACCGGGCATGGTTTGGCAGAACCGTGACATTITATCTGCAG
GGTCCGATATGGGCAAAAGTACCG

801

AVIAN_AAV_
capsid|600-649

CAAGGGGCTCTTCCGGGTATGGTATGGCAAAATCGCGACAT
TTATTTGCAGGGCCCGATTTGGGCGAAAGTCCCGGATACAG
ATAATCATTTTCATCCGTCTCCGCTGATCGGTGGGTTTGGTT
GTAAACATCCGCCGCCGCAAATT

802

AVIAN AAV_
capsid|624-673

CCGGATACAGACAATCATTTICCATCCGTCTCCGTTAATTGGT
GGGTTCGGCTGTAAGCATCCGCCGCCGCAGATATTTATCAA
GAATACCCCGGTTCCGGCGAATCCGCCGGAAACATTCCAAA
CTGCTAAAGTAGCTTCATTTATT

803

AVIAN_AAV_
capsid|648-697

ATATTCATCAAAAATACGCCGGTACCGGCCAATCCGCCGGA
GACTTTTCAAACGGCGAAGGTTGCCTCTTTTATTAATCAGTA
TTCAACTGGCCAGTGCACCGTGGAAATTTTTTGGGAACTGA
AAAAGGAGACTAGTAAGCGCTGG

804

AVIAN_AAV_
capsid|672-721

ATTAATCAGTATAGCACGGGGCAATGCACAGTGGAAATTTT
CTGGGAATTAAAAAAAGAAACGTCTAAACGCTGGAATCCGG
AAATCCAGTTCACCTCTAACTTTGGTAATGCTGCCGATATTC
AATTCAGTGTAAGTGACACGGGA

805

Bovine_cap|0-
49

ATGAGTTTTGTGGATCATCCGCCGGATTGGCTGGAATCTATC
GGTGACGGGTTCCGCGAGTTTTTAGGTCTTGAAGCCGGGCC
GCCGAAGCCGAAAGCGAATCAACAGAAACAAGATAATGCC
CGCGGATTGGTTTTGCCGGGGTAT
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806

Bovine_cap|24-
73

GAAGCAGGTCCGCCGAAACCGAAAGCGAATCAGCAGAAAC
AGGATAATGCGCGTGGGCTGGTATTACCGGGTTACAAGTAT
CTTGGACCGGGCAACGGGCTGGATAAGGGCGACCCGGTTAA
CTTTGCAGACGAGGTAGCCCGCGAA

807

Bovine_capl48-
97

TATAAATATCTGGGACCGGGAAATGGCCTGGATAAAGGAGA
CCCGGTAAACTTCGCTGACGAGGTGGCTCGTGAGCATGATT
TAAGCTATCAAAAACAATTAGAGGCGGGGGATAACCCGTAT
TTAAAATATAATCATGCCGACGCA

808

Bovine_cap|72-
121

GAACATGATCTGTCTTATCAGAAACAACTGGAGGCCGGCGA
TAACCCGTACCTGAAATATAATCATGCGGATGCCGAATTTC
AGGAAAAACTGGCCAGTGATACCAGCTTTGGGGGGAACCTG
GGGAAAGCAGTGTTCCAGGCGAAA

809

Bovine_cap|96-
145

GCTGAATTTCAAGAAAAATTGGCATCTGATACGAGTTTTGG
CGGAAATCTGGGAAAGGCGGTTTITCAGGCTAAAAAACGTA
TCTTGGAGCCGCTGGGATTGGTGGAAACCCCGGATAAAACG
GCCCCGGCCGCAAAAAAACGTCCG

810

Bovine_cap|120
-169

AAAAAACGTATATTGGAACCGTTAGGACTGGTTGAGACGCC
GGATAAAACAGCTCCGGCTGCAAAAAAACGTCCGTTGGAGC
AGAGCCCGCAGGAACCGGACTCATCTTCAGGTGTAGGTAAA
AAGGGTAAACAGCCGGCTCGTAAA

811

Bovine_cap|144
-193

CCGTTAGAGCAAAGTCCGCAAGAGCCGGACTCTAGCTCTGG
CGTTGGTAAAAAGGGCAAGCAGCCGGCTCGCAAACGTTTGA
ATTTTGATGATGAGCCGGGGGCAGGTGATGGTCCGCCGCCG
GAAGGGCCGTCATCAGGTGCGATG

812

Bovine_cap|168
=217

AAACGTCTGAATTTCGACGATGAGCCGGGCGCGGGTGATGG
TCCGCCGCCGGAAGGACCGTCATCTGGCGCCATGAGTACCG
AAACAGAAATGCGTGCCGCTGCCGGTGGCAATGGGGGGGAT
GCAGGTCAGGGCGCCGAGGGCGTG

813

Bovine_cap|192
-241

ATGTCAACTGAAACGGAAATGCGTGCCGCGGCTGGAGGGAA
CGGCGGCGATGCTGGTCAGGGTGCCGAGGGTGTTGGGAATG
CAAGTGGCGATTGGCATTGTGATAGTACCTGGTCAGAGAGT
CATGTAACAACCACATCTACCCGT

814

Bovine_cap|216
-265

GTAGGGAATGCAAGTGGCGATTGGCATTGTGATTCTACGTG
GAGCGAAAGTCATGTGACAACCACTTCTACTCGCACCTGGG
TGCTGCCGACATATAACAATCATCTGTACTTACGCCTGGGCA
GTAGCAATGCGTCTGATACGTTT

Bovine_cap|240
-289

CGTACCTGGGTGTTGCCGACATATAACAATCATCTGTATCIT
CGTCTGGGGAGCTCAAATGCTAGCGATACCTTTAATGGTTIT
AGCACGCCGTGGGGTTATTTCGACTTTAATCGCTTTCATTGC

CATTTTTCTCCGCGCGATTGG

816

Bovine_cap|264
-313

TTTAATGGCTTTTCTACTCCGTGGGGCTATTTTGACTTTAATC
GTTTTCATTGCCATTTCAGCCCGCGCGATTGGCAGCGTTTGA

TAAATAACCATTGGGGGCTTCGCCCGAAAAGCATGCAAGTC

CGCATCTTTAATATCCAGGTA

817

Bovine_cap|288
-337

TGGCAGCGCCTGATTAATAATCATTGGGGTTTGCGCCCGAA
ATCTATGCAGGTGCGCATCTTCAATATCCAAGTAAAGGAAG
TTACCACCTCTAACGGTGAAACCACAGTTAGTAATAACCTG
ACCAGCACTGTACAGATCTTTGCT

818

Bovine_cap|312
-361

GTGAAGGAAGTTACCACAAGCAACGGCGAGACTACCGTCTC
TAATAACTTAACATCTACAGTTCAGATCTTTGCGGATAGCAC
CTATGAACTTCCGTACGTGATGGATGCCGGACAGGAAGGAT
CTTTACCGCCGTTTCCGAATGAC
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819

Bovine_cap[336
-385

GCCGATTCTACTTATGAATTGCCGTATGTTATGGATGCCGGT

CAGGAAGGATCATTGCCGCCGTTCCCGAATGATGTTTTCATG
GTCCCGCAGTATGGTTATTGTGGTTTAGTCACGGGTGGTTCT

TCTCAGAACCAGACCGATCGC

820

Bovine_cap|360
-409

GACGTTTTTATGGTTCCGCAGTACGGCTATTGTGGTCTGGTC
ACAGGTGGGTCATCACAGAATCAGACCGATCGCAATGCATT
TTATTGTCTTGAATACTTITCCGAGCCAAATGTTACGTACCGG
GAACAACTTCGAGATGGTATAT

821

Bovine_cap|384
-433

CGCAATGCCTTCTATTGCTTAGAATATTTTCCGAGTCAGATG
TTACGTACTGGTAATAATTTCGAGATGGTTTATAAATTCGAA
AATGTCCCGTTTCATTCTATGTATGCACATTCACAGTCACTG
GATCGTCTTATGAATCCGTTG

822

Bovine_capl408
457

TACAAATTCGAGAACGTGCCGTTTCATTCAATGTATGCCCAT
AGCCAGTCTTTGGACCGCTTAATGAATCCGTTACTTGATCAA
TATTTGTGGGAGTTGCAATCAACAACGAGCGGGGGGACACT
GAATCAGGGTAACTCAGCAACT

823

Bovine_cap|432
-481

TTGCTGGATCAGTACTTGTGGGAGCTGCAGTCTACTACGTCA
GGCGGTACATTAAATCAGGGAAACTCAGCGACGAACTTCGC
CAAGCTGACTAAAACCAATTTCAGTGGTTATCGTAAAAACT
GGTTACCGGGCCCGATGATGAAA

Bovine_capl456
-505

ACAAACTTCGCTAAACTTACTAAAACAAATTTITAGCGGCTAT
CGTAAGAACTGGTTGCCGGGTCCGATGATGAAACAGCAGCG
CTTTTCAAAAACCGCCAGTCAAAATTACAAGATACCGCAGG
GCCGCAACAATAGTCTGTTACAT

Bovine_cap|480
-529

AAACAGCAGCGTTTTTCTAAAACAGCGTCTCAGAATTACAA
AATCCCGCAGGGTCGCAACAATTCTCTGCTGCATTATGAAA
CTCGTACGACGCTGGATGGTCGCTGGAGCAACTTCGCACCG
GGAACAGCAATGGCAACTGCGGCC

826

Bovine_cap|504
-553

CATTACGAAACACGCACGACGCTGGATGGTCGTTGGTCTAA
CTTTGCCCCGGGTACAGCCATGGCCACCGCAGCCAACGACG
CGACCGACTTCAGTCAAGCGCAGCTTATTTTCGCGGGTCCGA
ATATCACTGGGAACACAACTACC

827

Bovine_cap|528
-577

GCTAACGACGCCACCGATTTITAGCCAGGCACAGTTAATCTTC
GCTGGCCCGAATATTACCGGTAACACGACCACTGATGCAAA
TAATTTGATGTTTACTTCAGAAGATGAGTTACGTGCCACAAA
CCCGCGCGACACCGACTTATTT

828

Bovine_cap|552
-601

ACAGATGCAAATAACTTAATGTTCACGAGCGAGGATGAACT
GCGTGCTACTAACCCGCGTGACACAGATCTGTTCGGTCATCT
TGCTACCAACCAGCAGAACGCTACCACCGTCCCGACGGTTG
ACGATGTAGATGGAGTCGGCGTT

829

Bovine_cap|576
-625

TTTGGCCATTTGGCCACTAATCAGCAAAATGCCACCACGGT
ACCGACGGTTGATGATGTTGATGGCGTAGGCGTGTACCCGG
GGATGGTTTGGCAAGATCGTGACATTTATTACCAAGGTCCG
ATCTGGGCCAAGATCCCGCATACC

830

Bovine_cap|600
-649

GTTTATCCGGGAATGGTGTGGCAAGATCGTGATATTTATTAT
CAGGGGCCGATCTGGGCCAAAATCCCGCATACGGATGGACA
TTTTCATCCGTCTCCGCTGATCGGCGGATTTGGACTGAAATC

ACCGCCGCCGCAGATATTTATC

831

Bovine_cap|624
-673

ACCGATGGGCATTTTCATCCGTCACCGTTGATTGGCGGTTIT
GGCTTGAAAAGTCCGCCGCCGCAGATTTTTATAAAGAATAC
TCCGGTTCCGGCTAACCCGGCGACCACCTTCTCACCGGCTCG
CATTAATAGCTTCATTACACAG
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832

Bovine_cap|648
-697

ATTAAAAACACGCCGGTGCCGGCTAACCCGGCCACCACCTT
TAGTCCGGCACGTATTAACAGCTTITATTACACAGTACTCAAC
AGGACAGGTTGCAGTTAAGATTGAATGGGAGATTCAGAAAG
AACGTTCAAAACGTTGGAATCCG

833

Bovine cap|672
=721

CAGTATTCTACCGGCCAGGTTGCAGTCAAGATCGAATGGGA

AATTCAGAAAGAACGCTCTAAACGCTGGAACCCGGAGGTCC
AATTCACCAGTAATTACGGCGCTCAGGACAGCCTGCTGTGG

GCCCCGGACAACGCCGGCGCTTAT

834

Bovine_Rep|0-
49

ATGGCGACCTTTTATGAAGTAATTGTTCGTGTGCCGTTCGAT
GTCGAAGAACATCTTCCGGGCATTTCTGACAATTTCGTTGAC
TGGGTTACAGGCCAAATTTGGGAACTTCCGCCGGAAAGCGA
CTTGAATCTGACCCTTATTGAA

Bovine_Rep|24-
73

AATTTCGTTGATTGGGTCACGGGCCAAATCTGGGAACTGCC
GCCGGAATCAGATCTGAATTTGACGCTTATAGAACAACCGC
AGCTTACGGTCGCAGACCGCATTCGTCGCGTGTTCCTTTATG
AATGGAATAAATTTTCTAAACAG

836

Bovine_Repl48-
97

GAGCAGCCGCAACTTACAGTGGCTGATCGCATTCGTCGTGT
GTTTTTATATGAATGGAATAAATTTTCAAAACAAGAAAGCA
AATTTTTCGTGCAGTTCGAAAAAGGCAGCGAGTACTTCCATT
TACATACACTGGTCGAGACCAGC

837

Bovine_Repl[72-
121

CAAGAAAGCAAGTTTTTTGTCCAGTTCGAAAAGGGTAGCGA
ATATTTTCATTTGCATACGTTGGTCGAGACGAGCGGAATCTC
ATCTATGGTTCTGGGTCGTTATGTTAGCCAGATTCGTGCACA
ACTTGTAAAAGTTGTTTTTCAA

838

Bovine Repl|96-
145

TCTGGTATTAGCAGCATGGTCCTTGGCCGTTACGTTTCACAA
ATACGCGCACAATTAGTAAAAGTTGTTTTCCAGAATATAGA
ACCGCGTATCAATGATTGGGTTGCTATTACTAAAGTCAAGA
AGGGAGGCGCAAATAAGGTAGTG

839

Bovine_Rep|120
-169

CAAAACATCGAACCGCGCATAAATGATTGGGTTGCCATTAC
AAAGGTGAAAAAAGGTGGTGCTAACAAAGTTGTCGATAGTG
GGTATATTCCGGCGTATTTATTGCCGAAAGTTCAACCGGAGC
TGCAATGGGCATGGACAAACCTT

840

Bovine_Rep|144
-193

GTGGATTCTGGTTACATCCCGGCGTATCTGTTGCCGAAGGTA
CAACCGGAGCTGCAATGGGCTTGGACCAACCTGGAAGAATA
CAAACTGGCCGCCTTGAACTTGGAGGAACGCAAACGTCIGG
TGGCACAATTCCAGCTTGAAAGC

841

Bovine Rep|168
=217

CTGGAAGAATATAAACTGGCGGCGCTGAATCTTGAAGAGCG
TAAGCGTCTTGTTGCACAGTTCCAGCTGGAATCAAGCCAGC
GTTCACAGGAAGCCTCTAGCCAGCGCGATGTCTCTGCTGAC
CCGGTTATTAAAAGTAAAACATCA

842

Bovine_Rep|192
-241

TCAAGCCAGCGCAGTCAGGAAGCCTCATCACAACGCGATGT
CAGTGCCGATCCGGTTATCAAGAGTAAAACAAGTCAGAAGT
ATATGGCTCTGGTATCTTGGCTTGTTGAGCATGGAATTACCA
GTGAAAAACAGTGGATCCAGGAA

843

Bovine_Rep|216
-265

TCACAAAAATATATGGCACTTGTGAGCTGGCTGGTGGAACA
TGGCATCACCTCTGAAAAGCAATGGATTCAGGAGAACCAAG
AGTCATATTTGTCTTTTAACTCAACCGGCAATAGTCGTAGTC
AGATCAAAGCAGCTTTGGATAAC

844

Bovine_Rep[240
-289

GAGAACCAGGAGAGCTACCTGAGCTTCAATAGTACAGGAAA
TAGCCGTTCTCAAATTAAGGCCGCTCTGGATAATGCATCAA
AAATAATGAGCTTAACGAAATCAGCTAGCGATTATCTGGTT
GGTCAGACCGTACCGGAAGACATC
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845

Bovine_Rep|264
-313

AATGCGTCTAAAATTATGAGCTTGACCAAGAGCGCATCAGA
TTATCTTGTCGGGCAGACTGTCCCGGAGGACATAAGCGAAA
ACCGCATCTGGCAGATTTTCGATTTAAATGGGTATGATCCGG
CCTATGCAGGTTCAGTCTTATAC

846

Bovine Rep|288
-337

ATCAGTGAGAATCGCATCTGGCAAATTITTGACTTGAATGGT
TATGACCCGGCATACGCCGGTTCTGTCCTGTATGGTTGGTGT
ACTCGCGCGTTTGGCAAGCGCAATACCGTATGGCTTITATGGT
CCGGCCACGACGGGTAAAACG

847

Bovine_Rep[312
-361

TATGGCTGGTGTACGCGCGCTTTTGGCAAGCGTAATACGGT
GTGGTTATATGGTCCGGCAACCACAGGCAAAACGAATATTG
CGGAAGCAATATCACATACTGTCCCGTTTTACGGGTGTGTCA
ATTGGACCAACGAAAATTTTCCG

848

Bovine_Rep|336
-385

ACTAACATTGCCGAGGCGATTTCTCATACAGTTCCGTTTTAT
GGGTGTGTGAATTGGACCAACGAGAACTTCCCGTTCAACGA
TTGCGTAGAAAAGATGTTGATCTGGTGGGAGGAGGGTAAGA
TGACAAGTAAGGTTGTCGAACCG

849

Bovine_Rep|360
-409

CCGTTTAACGACTGTGTCGAAAAGATGCTGATTTGGTGGGA
GGAGGGTAAAATGACTAGTAAAGTGGTCGAGCCGGCAAAA
GCCATCCTTGGTGGATCACGCGTACGCGTGGACCAAAAATG
CAAATCATCAGTCCAAGTGGATTCT

Bovine_Rep|384
-433

CCGGCTAAAGCAATCTTAGGTGGTAGCCGCGTTCGTGTTGAT
CAGAAATGCAAATCTAGCGTACAAGTTGATAGTACTCCGGT
GATAATTACCAGTAATACAAACATGTGCGTCGTTGTTGATG
GTAACTCAACCACCTTTGAGCAT

Bovine Repl408
-457

AGCACGCCGGTAATTATTACCTCTAATACCAACATGTGCGTG
GTAGTAGATGGGAACAGCACTACCTTTGAACATCAGCAGCC
GCTGGAGGACCGCATGTTCCGTTTTGAGCTTATGCGTCGCCT
GCCGCCGGATTTTGGCAAAATA

852

Bovine_Repl432
-481

CATCAGCAGCCGCTGGAGGATCGTATGTTCCGCTTTGAGCTG
ATGCGCCGCCTGCCGCCGGATTTTGGTAAGATTACTAAACA
AGAGGTGAAAGATTTCTTCGCTTGGGCTAAAGTCAATCAGG
TTCCGGTAACACATGAATTTATG

853

Bovine_Rep|456
-505

ATTACAAAACAGGAAGTAAAAGACTTTTTCGCCTGGGCGAA
AGTCAACCAGGTACCGGTGACCCATGAGTTCATGGTGCCGA
AAAAAGTCGCTGGTACTGAGCGTGCTGAGACCTCACGCAAA
CGCCCGCTGGATGATGTGACGAAC

Bovine Repl480
-529

ATGGTCCCGAAAAAGGTGGCCGGTACGGAGCGCGCTGAAAC
GTCTCGTAAACGCCCGTTAGACGACGTCACAAATACTAATT
ATAAAAGCCCGGAAAAACGTGCGCGCCTGTCTGTCGTACCG
GAAACCCCGCGTAGCTCTGACGTG

Bovine_Rep|504
-553

AATACAAATTATAAAAGTCCGGAAAAACGTGCACGTTTGAG
CGTGGTGCCGGAAACACCGCGCAGTTCAGATGTCCCGGTAG
AACCGGCACCGTTACGTCCGTTAAATTGGAGTTCTCGCTATG
AATGTCGCTGTGATTACCATGCA

856

Bovine_Rep|328
-571

GTTCCGGTGGAACCGGCGCCGCTTCGTCCGCTGAATTGGTCA
TCTCGTTATGAGTGCCGTTGCGATTACCATGCTAAATTTGAC
AGTGTTACTGGCGAGTGCGACGAATGCGAGTACTTAAACCG
CGGAAAAAATGGTTGTATCTTT

857

Bovine_Repl|552
-601

GCGAAATTCGACAGTGTAACTGGGGAATGTGACGAGTGCGA
GTATCTGAATCGCGGTAAAAATGGTTGCATTTTTCATAACGC
GACCCATTGTCAAATCTGCCATGCTGTACCGCCGTGGGAGA
AAGAAAACGTATCTGATTTTAAC
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858

R.pusillus_rep|0
-49

ATGAGCTATTACGGTATCGTAGTTCGTATACCGTGGGACGTT
ATCTATCAGTITACCGCAGGTTGCTGACAGTGTCCTGATTCAA
CATGAAACGGCACAGATATTTACTCCGGATGACTCAGATCT
GGATATTTATGAAATAAATAAC

859

R.pusillus_rep|2
4-73

GTCTTGATTCAGCATGAAACCGCACAGATATITACGCCGGA

CGACTCTGATCTGGACATTTATGAGATTAACAATGTGGAAT

GGTCAATGGCACAGGAAATGCATGAACATTTTATCAATAAA
TGGATTGAGATTACCAAGCATGAG

860

R.pusillus_rep|4
8-97

AACGTGGAGTGGAGCATGGCACAAGAGATGCATGAACATTT
TATTAATAAATGGATTGAAATCACGAAACATGAAGCCGTAA
AGTATTTCGCCCAACTTGAAAAGGGCAAAGAGTTTTTCCAT
ATTCATTACGTCATTGAGATGACC

861

R.pusillus_rep|7
2-121

GAAGCTGTGAAGTATTTTGCGCAGTTAGAGAAAGGGAAAGA
ATTTTTCCATATTCATTACGTTATTGAAATGACCGGTATGAA
GTCTATGTGTTTAGGCCGCTACCTGAACGTAATCGAAGGGC
ATGTTATCCGCGAGACGTTCGGA

862

R.pusillus_rep|9
6-145

ACAGGTATGAAGTCAATGTGCCTGGGACGCTATCTGAACGT
CATTGAGGGGCATGTGATTCGCGAGACGTTCGGAATTTACC
ATCATAAGATTGATAACTTTATCCAGATTGATAAGACCCGC
ACCAACGGACCGAACCGTCAGTAC

863

R.pusillus_rep|1
20-169

GGTATTTACCATCATAAGATTGATAACTTTATCCAGATAGAC
AAAACACGTACAAACGGACCGAATCGTCAGTATGATGATGA
TTTCATTTTAGCTTATCTGATTCCGAAACGCCAACCGGAACT
GCAATGGGCATGGACAACGATA

864

R.pusillus_rep|1
44-193

TACGATGACGATTTTATTTTAGCGTACCTGATCCCGAAGCGT
CAGCCGGAGCTGCAATGGGCATGGACAACAATTGATAAATT
CGCTCGCGCCGCCCTGAATATTGCGGAACGTGCCCGTCTGG
CCGAAGAATTTCAGTTAGGACTT

865

R.pusillus_rep|1
68-217

ATAGATAAGTTTGCTCGCGCCGCGCTGAACATTGCTGAACG
CGCGCGCTTAGCTGAAGAGTTCCAACTGGGCCTTGCTGCTCG
TCGTGAAGAAGCGCGCTTGGAGCGCATCAGTAACAATAATG
GTAACCCGAAAATTTGTGGCAAA

866

R.pusillus_rep|1
92-241

CTGGCTGCCCGCCGTGAAGAAGCGCGTTTGGAACGCATTAG
CAATAACAATGGGAATCCGAAGATTTGTGGCAAGAGCAGCC
GTCGCTATATGGAACTGGTGAACTGGTTAGTTGAGAAAGGC
GTGACCAGCGAGCGCGACTGGATT

867

R.pusillus_rep|2
16-265

AAATCTTCACGCCGCTATATGGAATTGGTCAATTGGTTGGTC
GAAAAGGGCGTCACGTCTGAGCGCGATTGGATAAAGGAGG
ATCAGGAATCTTATTTATCATATAATGCGACGGGCTCTITCTC
GCGGCCAGATTAAAGCCGCCTTA

868

R.pusillus_rep|2
40-289

ATTAAGGAGGACCAGGAAAGTTACCTTTCTTACAACGCAAC

CGGTTCAAGCCGTGGTCAGATCAAAGCGGCTTTAGAGAACG
CGTGTCGTATTATGTCTACCGTAAAGAAGGCTAGTGACTATC
TGGTGGGCACAGAATTTCCGGAA

869

R.pusillus_rep|2
64-313

CTTGAAAATGCATGTCGTATTATGAGTACCGTAAAAAAAGC
CAGCGATTATTTAGTCGGGACCGAATTTCCGGAAGATATCG
AAAAAAATCGCGTTTACCGCATCTTCCAGATGAATGGGTAT
GACCCGGCTTACGCGGGTTCAATC

870

R.pusillus_rep|2
88-337

GAAGATATTGAGAAAAACCGTGTTTATCGCATCTITTCAAAT
GAATGGCTACGATCCGGCGTATGCGGGCTCAATTTTCCTGG
GATGGTGCCGTCGTCAGTTTGGAAAGCGCAACACTATATGG
CTGTTCGGACCGGCCACAACCGGT
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871

R.pusillus_rep|3
12-361

ATCTTTCTGGGTTGGTGTCGTCGCCAATTTGGGAAACGCAAT
ACTATCTGGCTTTTITGGTCCGGCTACAACTGGTAAAACTAAT
ATTGCGGAAGCAGTGGCTCATGCCGTGCCGTTCTACGGCTGT
GTGAATTGGACGAACGAAAAC

872

R.pusillus_rep|3
36-385

GGCAAAACTAACATTGCGGAAGCCGTAGCGCATGCCGTTCC
GTTTTATGGGTGCGTCAATTGGACCAACGAGAATTTCCCGTT
CAATGACTGTGTCGATAAGATGATTATTTGGTGGGAAGAGG
GCAAGATGACTGCAAAGATTGTA

873

R.pusillus_rep|3
60-409

AACTTTCCGTTTAATGATTGTGTAGATAAAATGATAATATGG
TGGGAAGAGGGCAAAATGACGGCGAAAATAGTGGAGAGTG
CTAAGGCGATACTGGGTGGTAGTACCGTCCGCGTTGACCAG
AAATGTAAATCAAGCTGCCAGATT

874

R.pusillus_rep|3
84-433

GTCGAGAGTGCAAAGGCGATACTGGGTGGCTCAACGGTGCG
TGTGGATCAGAAATGTAAGAGCTCATGTCAAATAGAACAGA
CACCGGTCATAGTCACTTCTAATACGAACATGTGCGCAGTA
ATCGACGGAAACAGTACTACTTTT

875

R.pusillus_rep|4
08-457

ATCGAACAGACGCCGGTCATAGTCACATCAAATACCAATAT
GTGTGCTGTCATCGATGGCAACAGTACCACGTTCGAACATC
AACAGCCGTTAGAAGACCGCATGTTCAAGTTTGAGCTGACG
ACCCGCTTACAGTCTGACTTTGGG

876

R.pusillus_rep|4
32-481

TTTGAACATCAGCAACCGCTTGAGGATCGTATGTTCAAATTC
GAGTTAACCACTCGTCTTCAGAGTGATTTTGGAAAGATTAGC
AAGGCCGAAATAAAAGAATTTTTAGCATGGGCAGACGTAAA
CCGTGTGGAAGTGAAGCATGAA

877

R.pusillus_rep|4
56-505

GGCAAAATTTCAAAAGCCGAGATAAAAGAATTTCTGGCTTG
GGCAGATGTAAATCGTGTTGAAGTTAAACATGAATTTCGCG
TTCAGCGTGTTTACACCCATGTGATGATGAAACGTCCGGCCC
CGGCCTGGGAAGAGCCGACCGAA

878

R.pusillus_rep|4
80-529

GAGTTTCGTGTCCAGCGTGTGTACACGCATGTGATGATGAA
ACGTCCGGCCCCGGCATGGGAAGAGCCGACAGAGGGAATA
AACACAGCCAAGAAACTGAAAACGGAATCAGTGGCCGCAG
TACCGAGTGAGGGAGAAGAGGATTTT

879

R.pusillus_rep|5
04-553

GAAGGCATTAATACAGCCAAAAAACTGAAAACTGAGAGTGT
GGCCGCTGTACCGTCTGAAGGTGAGGAAGACTTCGGTCAAC
GCTATGTTAACCGTTGCACCAACCATATGAATTTAACCGTTA
TGCGCTTTCCGTGCAAATTTTGT

880

R.pusillus_rep|5
28-577

TTTGGCCAGCGTTATGTGAATCGCTGCACCAATCATATGAAC
CTGACGGTTATGCGTTTCCCGTGTAAATTCTGCGCGAAAATG
AATCAGACCGAAGACATCTGCTTCACACATGGCGCGAAGTC
ATGTGAAATCTGCTTTCCGACA

881

R.pusillus_rep|5
52-601

TGCGCTAAGATGAATCAGACCGAAGACATTTGTTTTACACA
TGGAGCGAAGTCATGTGAGATTTGTTTCCCGACCAACAACG
TCGTAAAACTTAGTCCGGTAAAGATACAGTACGAAGAAAAA
AAGGAACAGATTGTTGAGGCTICCG

882

R.pusillus_rep|5
76-625

ACAAATAATGTTGTGAAATTAAGTCCGGTAAAAATTCAATA

TGAAGAAAAAAAAGAACAAATAGTCGAGGCGCCGAAAGAA
CAAATTCTTCTTTGCGAAAAAATGGCCGATGTGGAAGAGGA
AATTAAAAAAAAAATACAGGAAGAG

883

R.pusillus_rep|6
00-649

CCGAAAGAACAGATTCTGCTGTGCGAGAAGATGGCGGATGT
TGAGGAAGAAATAAAAAAAAAAATACAGGAAGAACGTGAC
TTCGTTGAACAGTATGGCGACCGTTGTAATATTTGCAAGATG
CGTGGTTGGTTTAATCCGAAATGT
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884

Rhinolophus_ca
p|0-49

ATGATTCGTGTAGTCATGAGTTTTGTCGATTACCCGCCGGAT
TGGTTAAAAGAAGTGGCGGGTGGTTITGAAGGAGTTTATCGA
CCTGAAACCGGGAGCCCCGAAGCCGAAAGCTAACCAGCAG
AAACAAGATCAACGCGGCTTAGTG

885

Rhinolophus_ca
p|24-73

GAGTTTATCGACCTGAAACCGGGCGCGCCGAAGCCGAAAGC
GAATCAGCAGAAACAGGATCAACGCGGCCTGGTATTACCGG
GTTACAAATATCTGGGCCCGTTTAACGGTCTGGACAAAGGT
CAACCGGTGAATAAAGCTGATGAA

886

Rhinolophus_ca
pl48-97

GTGCTGCCGGGTTATAAATATCTGGGACCGTTCAACGGTTTA
GACAAAGGTCAGCCGGTTAATAAGGCTGACGAAGTAGCGCG
CGAGCATGACATTGAATATGATAAACTTTTGAAAGAGGGCG
ATAATCCGTACGTGAAATACAAC

887

Rhinolophus_ca
p|72-121

GAGGTTGCACGTGAACATGATATAGAATACGATAAGCTGCT
GAAAGAAGGTGACAATCCGTATGTTAAATACAACCATGCCG
ATCAGGAGTTTCAAGAGAAGTTAGAAGGAGACGAGTCTTTT
GGGGGTAACCTGGGGCGCGCTGTG

888

Rhinolophus_ca
p|96-145

AATCATGCCGACCAGGAGTTCCAGGAAAAACTGGAAGGGG
ACGAATCTTITGGGGGAAATTTAGGTCGTGCAGTCTTTCAGG
CTAAGAAGCGTTTATTAGAACCGTTTGGCTTGTCAGAGGAA
ACTCCGCCGCGTAAACGTCCGGCG

889

Rhinolophus_ca
p|120-169

GTTTTTCAGGCGAAAAAGCGCCTTTITAGAACCGTTTGGTCTG
TCAGAGGAGACGCCGCCGCGCAAACGTCCGGCCAGTGAAA
ACAACCAAAGCGATGTACCGGCGAAACGTCGTTTAATCCTG
GACCCGGAGGATAATGGTGCGGCT

890

Rhinolophus_ca
p|144-193

GCAAGTGAGAATAATCAAAGTGACGTCCCGGCAAAACGCCG
CCTTATCTTAGATCCGGAAGATAATGGGGCAGCAGAGGGGG
AGCCGATAGAACAGCAGCAACCGGCCAACGACATGGCAAG
CGCAGAAATGGCCGCAGGTGGCGGT

891

Rhinolophus_ca
p|168-217

GCAGAGGGAGAACCGATCGAACAGCAGCAGCCGGCAAATG
ACATGGCAAGCGCGGAAATGGCTGCAGGCGGTGGTGGTCCG
GTTGGTGACGACGCACAAGGTGCCGACGGCGTCGGTAGCGC
ATCAGGAAACTGGCATTGTGATAGC

892

Rhinolophus_ca
pl192-241

GGGGGTCCGGTCGGAGATGATGCTCAGGGCGCAGACGGTGT
CGGAAGCGCGAGTGGTAACTGGCATTGTGATTCTATATGGA
TGGGGGATCGTGTGATCACGAAGTCTACGCGTACATGGAGC
CTGCCGACATATAATAACCATTTG

893

Rhinolophus_ca

AGCATCTGGATGGGAGACCGTGTAATTACGAAGAGCACCCG

p|216-265 CACATGGAGCCTGCCGACTTATAATAACCATCTGTACAAAC
AAATCAATAGCAATACCACAGATGCGAAAGAAACCTATTTC
GGTTACTCAACGCCGTGGGGTTAC
894 Rhinolophus_ca | CTTTATAAACAAATCAATTCAAATACCACCGACGCCAAGGA
p|240-289 AACTTACTTCGGTTATTCTACTCCGTGGGGCTATTTTGATTTT

AACCGTTTTCATTGCCATTTCTCACCGCGCGATTGGCAGCGT
TTGATTAACAACCATTGGGGG

Rhinolophus_ca
p|264-313

TACTTCGATTTTAATCGTTTTCATTGCCATTTCAGTCCGCGCG
ACTGGCAGCGTTTAATCAATAACCATTGGGGTATGCGTCCG
AAACGCCTGAATTTCAAACTGTTTAATATCCAGGTGAAAGA
GGTAACCACCAATGATGGGACT

896

Rhinolophus_ca
pl288-337

GGTATGCGTCCGAAACGCCTGAATTTTAAGCTGTTCAACATA
CAGGTGAAGGAGGTTACCACTAACGATGGTACGAAAACTAT
TGCGAACAATTTAACTTCAACTGTTCAGGTATTCGCCGACAG
TGAATACCAGCTTCCGTATGTG
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897 Rhinolophus_ca | ACGAAAACCATTGCTAATAATTTAACGAGTACGGTGCAAGT
p|312-361 GTTTGCCGATAGTGAATACCAATTGCCGTACGTTCTTGGCAA
TGCTCATGAGGGCTGCTTTCCGCCGTTTCCGGCGGATGTGTT
CATGCTTCCGCAGTATGGTTAT
8908 Rhinolophus_ca | GTCCTGGGTAATGCTCATGAAGGCTGCTTCCCGCCGTTCCCG
p|336-385 GCGGATGTTTTCATGCTGCCGCAGTACGGATATCTGACTTTA
AATTCAAACGATAACAAAGCAATGCCGCAGAGTAGTTTCTA
TTGCTTGGAGTATTTCCCGAGT
899 Rhinolophus_ca | TATCTGACTCTTAACTCAAATGACAACAAAGCAATGCCGCA
p|360-409 GAGCAGCTTCTATTGCTTGGAATACTTCCCGAGCCAGATGCT
GCGTACGGGCAATAATTTCACTTTCAGCTATGAATTTGAATC
TGTTCCGTTTCATTCTATGTTC
900 Rhinolophus_ca | AGCCAGATGTTACGCACAGGTAATAACTTTACGTTTAGCTAT
p|3847433 GAATTTGAATCTGTTCCGTTCCATAGCATGTTCATGCATAAT
CAAAGCCTGGATCGTTTGATGAACCCGCTTATAGATCAATAT
CTGTGGTATCTTCATTCAACC
901 Rhinolophus_ca | TTTATGCATAACCAGAGTTTGGATCGCTTAATGAATCCGTTA
p|408-457 ATCGACCAGTACCTTTGGTACCTGCATTCTACGAACAGCCTT
TCACTGAATTTTAAGAAGGTTAAACGTGATCATTTGTATAAA
TATTATCGCAATTGGGTCCCG
902 Rhinolophus_ca | ACGAACTCACTTTCTCTGAACTTCAAAAAGGTGAAACGCGA
pl432-481 TCATCTTTATAAGTACTATCGCAACTGGGTTCCGGGGCCGGG
TCAACGTCGCCAACAGTGGTCAGAATCTGGAGGTGCAAATA
AACAACTGACTGACCTGTGGCCG
903 Rhinolophus_ca | CCGGGGCCGGGTCAGCGTCGCCAACAGTGGAGTGAGAGTGG
pl456-505 TGGTGCAAACAAGCAGTTAACGGATTTGTGGCCGTATAATA
ATAAGTACAATCTTATGGGCCGCTACAGTAGTCTTGCGCCG
GGTATGCCGCAAGCCGCGGCCGAT
904 Rhinolophus_ca | CCGTATAACAATAAATATAACCTGATGGGGCGCTACAGCTC
p|480-529 TTTGGCGCCGGGCATGCCGCAAGCTGCCGCGGACGGGTTTA
TTACAGCCGATGGGCAGTTAATTTTCAGTAACGTGCTTCAAG
AAAGCGAAGAGGCGTCAGGTGGT
905 Rhinolophus_ca | GATGGTTTTATTACCGCCGATGGACAGCTGATTTTTTCAAAC
p|504-553 GTTCTGCAAGAAAGCGAAGAAGCCTCTGGAGGGAAGCCGA
GTCCGAATCTTCTGATCACCAACGAAAGTGAGGTGCGCCCG
ACCAATCCGGCCATCAATGCCCCG
906 Rhinolophus_ca | GGCAAGCCGAGTCCGAATCTGCTGATTACGAACGAGTCAGA
pl528-577 AGTACGCCCGACAAACCCGGCGATAAACGCTCCGTGGGGCG
ATGTGGCCTTAAACCAGCAGACCAGCACAGTCACCCCGTCA
GTTGCGGAGGACAATGAAGCTCAT
907 Rhinolophus_ca | CCGTGGGGCGATGTGGCTCTGAATCAGCAGACCAGTACCGT
p|352-601 TACACCGAGTGTCGCGGAAGACAATGAGGCGCATATTTTTC
CGGGAATGGTGTGGCAGGATCGTGATATATACCTGCAGGGT
CCGATATGGGCTAAAATTCCGGAT
908 Rhinolophus_ca | CATATTTTTCCGGGGATGGTATGGCAAGACCGTGACATATAT
p|576-625 CTGCAAGGTCCGATTTGGGCTAAAATCCCGGATACTGATGG
GAGCTTCCATCCGTCTCCGCTGATGGGGGGCTTTGGTCTGAA
ACATCCGCCGCCGCAGATCTTG
909 Rhinolophus_ca | GATACGGATGGATCATTTCATCCGAGTCCGTTAATGGGCGG
pl600-649 CTTTGGACTGAAGCATCCGCCGCCGCAGATCTTAATAAAAA
ACACACCGGTACCGAGCGACCCGCCGTTAGAATITAACGGC
AAAAAAATTCAAAGTTTTATTACA
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910

Rhinolophus_ca
p|624-673

CTGATTAAAAACACGCCGGTTCCGAGTGATCCGCCGCTGGA
ATTTAATGGCAAGAAAATTCAATCTTTTATTACTCAATATAG
TACTGGTCAGGTAACAGTGGAGATCGAATGGGAATTGAAAA
AAGAACATTCAAAACGCTGGAAT

911

Rhinolophus_ca
p|648-697

ACGCAATATAGCACCGGGCAGGTAACCGTTGAAATTGAATG
GGAATTGAAAAAAGAACATAGCAAACGTTGGAACCCGGAA
ATTCAATATACCTCTAACTTTGATAATACAGATCGCGTCCAG
TTTAGCGTAAATGGTGCAGGGAAC

912

168_SDM_R_A
For

GCAGCCTGCAgcaAAAAGATTGAATTTTGGTCAGACTG

913

168 _ SDM_R_A
Rev

TGGCCCGCCTTTCCGGTT

914

170_SDM_R_A
.For

TGCAAGAAAAgcaTTGAATTTTGGTCAGACTGGAGACGCAG

170_SDM_R_A
Rev

GGCTGCTGGCCCGCCTTT

916

171_SDM_L_A
.For

AAGAAAAAGAgcaAATTTTGGTCAGACTGGAGACGCAGACTC
AGTCCCAGACC

917

171_SDM_L_A
Rev

GCAGGCTGCTGGCCCGCC

918

172_SDM_N_A
.For

AAAAAGATTGgcaTTTGGTCAGACTGGAGACGCAGACTCAG

919

172_SDM_N_A
Rev

CTTGCAGGCTGCTGGCCC

920

173_SDM_F A
For

AAGATTGAATgcaGGTCAGACTGGAGACG

921

173 SDM F A
Rev

TTTCTTGCAGGCTGCTGG

922

174 SDM G A
_for

ATTGAATTTTgcaCAGACTGGAGACG

923

174_SDM_G_A
Rev

CTTTTTCTTGCAGGCTGC

924

175 SDM Q A
.For

GAATTTTGGTgcaACTGGAGACGCAGAC

925

175_SDM_Q_A
Rev

AATCTTTTTCTTGCAGGC

926

176_SDM_T_A
For

TTTTGGTCAGgcaGGAGACGCAG

927

176_SDM_T_A
Rev

TTCAATCTTTTTCTTGCAGGC

928

177 SDM_G_A
For

TGGTCAGACTgcaGACGCAGACT

929

177 SDM_G_A
Rev

AAATTCAATCTTTTTCTTGCAGGCTG

930

178_SDM_D_A
For

TCAGACTGGAgcaGCAGACTCAG

931

178_SDM_D_A
Rey

CCAAAATTCAATCTTITTTICTTG

932

179_SDM_A_R
For

GACTGGAGACcggGACTCAGTCC

933

179_SDM_A_R
_Rev

TGACCAAAATTCAATCTTTTTC
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Name

Sequence

934

180_SDM_D_A
_For

TGGAGACGCAgcaTCAGTCCCAG

935

180_SDM_D_A
_Rev

GTCTGACCAAAATTCAATCTTTTTC

936

181_SDM_S_A
_For

AGACGCAGACgcaGTCCCAGACC

937

181_SDM_S_A
_Rev

CCAGTCTGACCAAAATTCAATCTTTTTCTTG

938

182_SDM_V_A
.For

CGCAGACTCAgcaCCAGACCCTC

939

182_SDM_V_A
.Rev

TCTCCAGTCTGACCAAAATTC

940

183_SDM_P_A
_For

AGACTCAGTCgcaGACCCTCAAC

941

183_SDM_P_A
_Rev

GCGTCTCCAGTCTGACCA

942

184_SDM_D_A
_For

CTCAGTCCCAgcaCCTCAACCAATC

943

184_SDM_D_A
_Rev

TCTGCGTCTCCAGTCTGA

944

185_SDM_P_A
_For

AGTCCCAGACgcaCAACCAATCG

945

185_SDM_P_A
_Rev

GAGTCTGCGTCTCCAGTC

946

186_SDM_Q_A
for

CCCAGACCCTgcaCCAATCGGAG

947

186_SDM_Q_A
_Rev

ACTGAGTCTGCGTCTCCA

948

187_SDM_P_A
_For

AGACCCTCAAgcaATCGGAGAAC

949

187_SDM_P_A
_Rev

GGGACTGAGTCTGCGTCT

950

188_SDM_I_A
_For

CCCTCAACCAgcaGGAGAACCTCCCG

951

188_SDM_I_A
_Rev

TCTGGGACTGAGTCTGCG

952

189_SDM_G_A
_For

TCAACCAATCgcaGAACCTCCCG

953

189_SDM_G_A
_Rev

GGGTCTGGGACTGAGTCT

954

190_SDM_E_A
_For

ACCAATCGGAgcaCCTCCCGCAG

190_SDM_E_A
_Rev

TGAGGGTCTGGGACTGAGTC

956

191_SDM_P_A
_For

AATCGGAGAAgcaCCCGCAGCCC

957

191_SDM_P_A
_Rev

GGTTGAGGGTCTGGGACTG

958

192_SDM_P_A

_For

CGGAGAACCTgcaGCAGCCCCCT

959

192_SDM_P_A
_Rev

ATTGGTTGAGGGTCTGGGACTG
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SEQ ID NO:

Name

Sequence

960

193_SDM_A_R
_For

AGAACCTCCCcggGCCCCCTCAG

961

193_SDM_A_R
_Rev

CCGATTGGTTGAGGGTCT

962

194_SDM_A_R
_For

ACCTCCCGCAcggCCCTCAGGTG

963

194_SDM_A_R
_Rev

TCTCCGATTGGTTGAGGG

964

195_SDM_P_A
_For

TCCCGCAGCCgcaTCAGGTGTGG

965

195_SDM_P_A
_Rev

GGTTCTCCGATTGGTTGAGGGTC

966

196_SDM_S_A
_For

CGCAGCCCCCgcaGGTGTGGGAT

967

196_SDM_S_A
_Rev

GGAGGTTCTCCGATTGGTTGAGGGTC

968

197_SDM_G_A
_For

AGCCCCCTCAgcaGTGGGATCTC

969

197_SDM_G_A
_Rev

GCGGGAGGTTCTCCGATT

970

198_SDM_V_A
_For

CCCCTCAGGTgcaGGATCTCTTACAATGGC

971

198_SDM_V_A
_Rev

GCTGCGGGAGGTTCTCCG

972

199_SDM_G_A
_For

CTCAGGTGTGgcaTCTCTTACAATGGCTG

973

199_SDM_G_A
_Rev

GGGGCTGCGGGAGGTTCT

974

200_SDM_S_A
_For

AGGTGTGGGAgcaCTTACAATGGCTGCAGG

975

200_SDM_S_A
_Rev

GAGGGGGCTGCGGGAGGT

976

201_SDM_L_A
_For

TGTGGGATCTgcaACAATGGCTGCAGGCGG

977

201_SDM_L_A
_Rev

CCTGAGGGGGCTGCGGGA

978

202_SDM_T_A
_For

GGGATCTCTTgecaATGGCTGCAGG

979

202_SDM_T_A
_Rev

ACACCTGAGGGGGCTGCG

980

203_SDM_M_
A_For

ATCTCTTACAgcaGCTGCAGGCGGTGGCG

981

203_SDM_M_
A_Rev

CCCACACCTGAGGGGGCT

982

204_SDM_A_R
_For

TCTTACAATGeggGCAGGCGGTGGC

983

204_SDM_A_R
_Rev

GATCCCACACCTGAGGGG

984

205_SDM_A_R

_For

TACAATGGCTcggGGCGGTGGCG

985

205_SDM_A_R
_Rev

AGAGATCCCACACCTGAG
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SEQ ID NO:

Name

Sequence

986

206_SDM_G_A
_For

AATGGCTGCAgcaGGTGGCGCAC

987

206_SDM_G_A
_Rev

GTAAGAGATCCCACACCTG

988

207_SDM_G_A
_For

GGCTGCAGGCgcaGGCGCACCAA

989

207_SDM_G_A
_Rev

ATTGTAAGAGATCCCACACCTGAGG

990

208_SDM_G_A
_For

TGCAGGCGGTgcaGCACCAATGG

991

208_SDM_G_A
_Rev

GCCATTGTAAGAGATCCCAC

992

209_SDM_A_R
_For

AGGCGGTGGCcggCCAATGGCAG

993

209_SDM_A_R
_Rev

GCAGCCATTGTAAGAGATC

994

210_SDM_P_A
_For

CGGTGGCGCAgcaATGGCAGACA

995

210_SDM_P_A
_Rev

CCTGCAGCCATTGTAAGAGATCCCAC

996

211_SDM_M_
A_For

TGGCGCACCAgcaGCAGACAATAACGAG

997

211_SDM_M_
A_Rev

CCGCCTGCAGCCATTGTA

998

212_SDM_A_R
For

CGCACCAATGcggGACAATAACGAGGGCGC

999

212 SDM_A R
_Rev

CCACCGCCTGCAGCCATT

1000

213_SDM_D_A
_For

ACCAATGGCAgcaAATAACGAGGGCGCCGACG

1001

213_SDM_D_A
_Rev

GCGCCACCGCCTGCAGCC

1002

214_SDM_N_A
_For

AATGGCAGACgcaAACGAGGGCGCCGACGG

1003

214_SDM_N_A
_Rev

GGTGCGCCACCGCCTGCA

1004

215_SDM_N_A
_For

GGCAGACAATgcaGAGGGCGCCGACGG

1005

215_SDM_N_A
_Rev

ATTGGTGCGCCACCGCCT

1006

216_SDM_E_A
_For

AGACAATAACgcaGGCGCCGACGGAGTG

1007

216_SDM_E_A
_Rev

GCCATTGGTGCGCCACCG

1008

217_SDM_G_A
_For

CAATAACGAGgcaGCCGACGGAGTGGG

1009

217_SDM_G_A
_Rev

TCTGCCATTGGTGCGCCA

1010

WT AAV-DJ

ATGGCTGCCGATGGTTATCTTCCAGATTGGCTCGAGGACACT
CTCTCTGAAGGAATAAGACAGTGGTGGAAGCTCAAACCTGG
CCCACCACCACCAAAGCCCGCAGAGCGGCATAAGGACGAC
AGcaGGGGTCTTGTGCTTCCTGGGTACAAGTACCTCGGACCC




WO 2024/191354

PCT/SG2024/050151

131

SEQ ID NO:

Name

Sequence

TTCAACGGACTCGACAAGGGAGAGCCGGTCAACGAGGCAG
ACGCCGCGGCCCTCGAGCACGACAAAGCCTACGACCGGCAG
CTCGACAGCGGAGACAACCCGTACCTCAAGTACAACCACGC
CGACGCCGAGTTCCAGGAGCGGCTCAAAGAAGATACGTCTT
TTGGGGGCAACCTCGGGCGAGCAGTCTTCCAGGCCAAAAAG
AGGCTTCTTGAACCTCTTGGTCTGGTTGAGGAAGCGGCTAA
GACGGCTCCTGGAAAGAAGAGGCCTGTAGAGCACTCTCCTG
TGGAGCCAGACTCCTCCTCGGGAACCGGAAAGGCGGGCCAG
CAGCCTGCAAGAAAAAGATTGAATTTTGGTCAGACTGGAGA
CGCAGACTCAGTCCCAGACCCTCAACCAATCGGAGAACCICC
CGCAGCCCCCTCAGGTGTGGGATCTCTTACAATGGCTGCAG
GCGGTGGCGCACCAATGGCAGACAATAACGAGGGCGCCGA
CGGAGTGGGTAATTCCTCGGGAAATTGGCATTGCGATTCCA
CATGGATGGGCGACAGAGTCATCACCACCAGCACCCGAACC
TGGGCCCTGCCCACCTACAACAACCACCTCTACAAGCAAAT
CTCCAACAGCACATCTGGAGGATCTTCAAATGACAACGCCT
ACTTCGGCTACAGCACCCCCTGGGGGTATTTTGACTTTAACA
GATTCCACTGCCACTTTTCACCACGTGACTGGCAGCGACTCA
TCAACAACAACTGGGGATTCCGGCCCAAGAGACTCAGCTTC
AAGCTCTTCAACATCCAGGTCAAGGAGGTCACGCAGAATGA
AGGCACCAAGACCATCGCCAATAACCTCACCAGCACCATCC
AGGTGTTTACGGACTCGGAGTACCAGCTGCCGTACGTTCTCG
GCTCTGCCCACCAGGGCTGCCTGCCTCCGTTCCCGGCGGACG
TGTTCATGATTCCCCAGTACGGCTACCTAACACTCAACAACG
GTAGTCAGGCCGTGGGACGCTCCTCCTTCTACTGCCTGGAAT
ACTTTCCTTCGCAGATGCTGAGAACCGGCAACAACTTCCAGT
TTACTTACACCTTCGAGGACGTGCCTTTCCACAGCAGCTACG
CCCACAGCCAGAGCTTGGACCGGCTGATGAATCCTCTGATT
GACCAGTACCTGTACTACTTGTCTCGGACTCAAACAACAGG
AGGCACGACAAATACGCAGACTCTGGGCTTCAGCCAAGGTG
GGCCTAATACAATGGCCAATCAGGCAAAGAACTGGCTGCCA
GGACCCTGTTACCGCCAGCAGCGAGTATCAAAGACATCTGC
GGATAACAACAACAGTGAATACTCGTGGACTGGAGCTACCA
AGTACCACCTCAATGGCAGAGACTCTCTGGTGAATCCGGGC
CCGGCCATGGCAAGCCACAAGGACGATGAAGAAAAGTTTTT
TCCTCAGAGCGGGGTTCTCATCTTTGGGAAGCAAGGCTCAG
AGAAAACAAATGTGGACATTGAAAAGGTCATGATTACAGAC
GAAGAGGAAATCAGGACAACCAATCCCGTGGCTACGGAGC
AGTATGGTTCTGTATCTACCAACCTCCAGAGAGGCAACAGA
CAAGCAGCTACCGCAGATGTCAACACACAAgGCGTTCTTCC
AGGCATGGTCTGGCAGGACAGAGATGTGTACCTTCAGGGGC
CCATCTGGGCAAAGATTCCACACACGGACGGACATTTTCAC
CCCTCTCCCCTCATGGGTGGATTCGGACTTAAACACCCTCCG
CCTCAGATCCTGATCAAGAACACGCCTGTACCTGCGGATCCT
CCGACCACCTTCAACCAGTCAAAGCTGAACTCTTTCATCACC
CAGTATTCTACTGGCCAAGTCAGCGTGGAGATCGAGTGGGA
GCTGCAGAAGGAAAACAGCAAGCGCTGGAACCCCGAGATC
CAGTACACCTCCAACTACTACAAATCTACAAGTGTGGACTTT
GCTGTTAATACAGAAGGCGTGTACTCTGAACCCCGCCCCATT
GGCACCCGTTACCTCACCCGTAATCTGTAA

1011

WTAAV-DJ

MAADGYLPDWLEDTLSEGIRQWWKLKPGPPPPKPAERHKDDS
RGLVLPGYKYLGPFNGLDKGEPVNEADAAALEHDKAYDRQL
DSGDNPYLKYNHADAEFQERLKEDTSFGGNLGRAVFQAKKRL
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SEQ ID NO:

Name

Sequence

LEPLGLVEEAAKTAPGKKRPVEHSPVEPDSSSGTGKAGQQPAR
KRLNFGQTGDADSVPDPQPIGEPPAAPSGVGSLTMAAGGGAP
MADNNEGADGVGNSSGNWHCDSTWMGDRVITTSTRTWALPT
YNNHLYKQISNSTSGGSSNDNAYFGY STPWGYFDFNRFHCHFS
PRDWQRLINNNWGFRPKRLSFKLFNIQVKEVTQNEGTKTIANN
LTSTIQVFTDSEYQLPY VLGSAHQGCLPPFPADVFMIPQYGYLT
LNNGSQAVGRSSFYCLEYFPSQMLRTGNNFQFTYTFEDVPFHS
SYAHSQSLDRLMNPLIDQYLYYLSRTQTTGGTTNTQTLGFSQG
GPNTMANQAKNWLPGPCYRQQRVSKTSADNNNSEYSWTGAT
KYHLNGRDSLVNPGPAMASHKDDEEKFFPQSGVLIFGKQGSEK
TNVDIEKVMITDEEEIRTTNPVATEQYGSVSTNLQRGNRQAAT
ADVNTQGVLPGMVWQDRDVYLQGPIWAKIPHTDGHFHPSPL
MGGFGLKHPPPQILIKNTPVPADPPTTFNQSKLNSFITQYSTGQV
SVEIEWELQKENSKRWNPEIQYTSNYYKSTSVDFAVNTEGVYS
EPRPIGTRYLTRNL
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CLAIMS

1. A composition comprising at least one modified adeno-associated viral (AAV) capsid protein,
wherein the composition is resistant to neutralisation or is not neutralised by human neutralising
antibodies, wherein the at least one modified adeno-associated viral (AAV) capsid protein is
modified at any one or more of residues 24 to 47, 48 to 97, 72 to 121, 120 to 167 and 168 to 217

of an adeno-associated viral (AAV) VP1 capsid protein or an ortholog thereof.

2. The composition of claim 1, wherein the at least one modified adeno-associated viral (AAV) capsid
protein is modified at any one or more of residues selected from the group consisting of residues

24 to 93.

3. The composition of claim 2, wherein the at least one modified adeno-associated viral (AAV) capsid
protein is modified at any one or more of residues selected from the group consisting of residues

24 to 73 and 48 to 93.

4. The composition of any one of the preceding claims, wherein the at least one moditied adeno-
associated viral (AAV) capsid protein comprises at least one, at least two, at least 3 mutations or

more.

5. The composition of any one of the preceding claims, wherein the mutation results in the modified

adeno-associated viral (AAV) capsid protein being epitope masked.

6. The composition of any of the preceding claims, wherein the mutation is selected from the group
consisting of a “gca” mutation (alanine), a “cgg” mutation (arginine), a “tct” mutation (serine), and

a “‘gau” or “gac” mutation (aspartic acid).

7. The composition of claim 6, wherein the at least one mutation is present at any one or more of the
residues selected from the group consisting of A70, R168, K169, R170, L171, N172, F173, G174,
Q175, T176, G177, D178, A179, D180, S181, V182, P183, D184, P185, Q186, P187, 1188, G189,
E190. P191A, P192, P195, A193, A194, P195, S196, G197, V198, G199, S200, L201, T202,
M203, A204, A205, G206, G207, G208, A209, P210, M211, A212, D213, N214, N215, E216,
G217, N215, A70, and combinations thereof.

8. The composition of any onc of claims 6 to 7, whercein the at lcast onc mutation is sclected from the
group consisting of A70R, R168A, K169R, R170A, L171A, N172A, F173A, G174A, Q175A,
T176A, G177A, D178A, A179R, D180A, S181A, V182A, P183A, DI184A, P185A, Q186A,
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9.

10.

11.

12.

13.

14.
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P187A,1188A, G189A, E190A, P191A, P192A, P195D, A193R, A194R, P195A, S196A, G197A,
V198A, G199A, S200A, L201A, T202A, M203A, A204R, A205R, AAV-DJ_G206A, G207A,
G208A, A209R, P210A, M211A, A212R, D213A, N214A, N215A, E216A, G217A, N215S,

A70R, and combinations thereof.

The composition of any one of claims 6 to 8, wherein the at least one *“gca” mutation is present at
any one or more of the residues selected from the group consisting of R168, R170, L171A, N172,
F173,G174,Q175,T176,G177,D178, D180, S181, V182, P183, D184, P185, Q186A, P187,1188,
G189, E190, P191, P192, P195, S196, G197, V198, G199, S200, L201, T202, M203, G206, G207,
G208, P210, M211, D213A, N214, N215, E216, G217, and combinations thereof.

The composition of any of the preceding claims, wherein the at least one modified adeno-associated
viral (AAV) capsid protein is selected from the group consisting of AAV-DJ_RI68A, AAV-
DI_K169R, AAV-DJ_R170A, AAV-DI_LI171A, AAV-DJ_N172A, AAV-DJ_F173A, AAV-
DJ_G174A, AAV-DJ_QI175A, AAV-DJ_T176A, AAV-DJ_G177A, AAV-DJ_DI178A, AAV-
DJ_A179R, AAV-DJ _DI180A, AAV-DJ_SI181A, AAV-DJ _V182A, AAV-DJ_PI83A, AAV-
DJ_D184A, AAV-DJ_P185A, AAV-DJ_QI186A, AAV-DJ_P187A, AAV-DJ_I188A, AAV-
DJ_GI89A, AAV-DJ EI190A, AAV-DJ PI91A, AAV-DJ _P192A, AAV-DJ_P195D, AAV-
DJ_A193R, AAV-DJ_A194R, AAV-DJ_P195A, AAV-DJ_S196A, AAV-DJ_G197A, AAV-
DJ VI198A, AAV-DJ GI99A, AAV-DJ S200A, AAV-DJ L201A, AAV-DJ T202A., AAV-
DJ_M203A, AAV-DJ_A204R, AAV-DJ_A205R, AAV-DJ_G206A, AAV-DJ_G207A, AAV-
DJ_G208A, AAV-DJ_A209R, AAV-DJ _P210A, AAV-DJ M211A, AAV-DJ A212R, AAV-
DJ D213A, AAV-DJ_N214A, AAV-DI_N215A, AAV-DJ E216A, AAV-DJ_G217A, AAV-
DJ_N215S, AAV2_D213A, AAV9_D213A, AAV-DJ_AT0R, and AAV-DJ_A70R_D213A.

The composition of any one of the preceding claims, wherein the at least one adeno-associated viral
(AAV) capsid protein comprises or is selected from the group consisting of SEQ ID Nos 30 to 57
and 61 to 62, or is encoded by a nucleic acid sequence selected from the group consisting of SEQ

ID Nos 1 to 29 and 58 to 60.

A nucleic acid sequence encoding the composition of any one of claims 1 to 11, or encoding the
one or more modified adeno-associated viral (AAV) capsid proteins according to any one of claims
1to11.

A vector comprising the nucleic acid sequence of claim 12.

A host cell comprising the vector of claim 13 or the nucleic acid sequence of claim 12.
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15.

16.

17.

18.

19.

An adeno-associated virus particle comprising the AAV capsid proteins according to any one of

claims 1 to 11.

The composition according to any one of claims 1 to 11, the nucleic acid of claim 12, the vector of
claim 13, the host cell of claim 14, or the adeno-associated virus particle of claim 15, for use in

gene therapy.

A method of identifying an adeno-associated viral (AAV) capsid protein or peptide which is
resistant to neutralisation or is not neutralised by human neutralising antibodies, the method
comprising
a. contacting the adeno-associated viral capsid protein or peptide with sera known to contain
adeno-associated virus neutralising antibodies, thereby allowing the neutralising antibodies
to bind to an epitope comprised within the adeno-associated viral capsid protein or peptide;
b. removing the ncutralising antibody-bound cpitope from the adeno-associated viral capsid
protein or peptide; and
c. identifying the adeno-associated viral capsid protein or peptide that did not bind to the

neutralising antibodies.

The method of claim 17, wherein the adeno-associated viral (AAV) capsid protein or peptide is
selected from the group consisting of AAV-DJ, AAV1, AAV2, AAV3, AAV3, AAV4, AAVS,
AAV6, AAV7, AAVE, AAVY, AAV10, AAV1], AAVI12 AAV13, or an ortholog thereof.

A mcthod of preventing an immunc response to an engincecred adeno-associated virus, the method
comprising administering to a subject an engineered adeno-associated virus comprising at least one

modified adeno-associated viral (AAV) capsid protein according to claims 1 to 11.



