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Abstract 

 

The present invention relates to an adeno-associated virus (AAV) capsid polypeptide bonded 

to a binding peptide comprising an amino acid sequence RGDX1X2X3X4, with X1 to X4 being 

independently selected amino acids, for use in treating and/or preventing a muscular disease 5 

and/or in muscle regeneration. The present invention further relates to polynucleotides, host 

cells, adeno-associated virus (AAV) capsids, pharmaceutical compositions, uses, and methods 

related to said AAV capsid polypeptide. 
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___________________________________________________________________________ 

Modified AAV capsid polypeptides for Treatment of Muscular Diseases 

___________________________________________________________________________ 

CROSS-REFERENCE TO RELATED APPLICATIONS 

This application is a divisional of Australian Application No. 2019258830 filed 26 April 5 

2019, is related to PCT/EP2019/060790, and claims priority from European Application No. 

18169822.6 filed 27 April 2018, the disclosure of each of which is incorporated by reference 

in its entirety herein for all purposes. 

SEQUENCE LISTING 

Preceding applications contained a sequence listing which was originally submitted 10 

electronically in ASCII format and is hereby incorporated by reference in its entirety. Said 

ASCII copy is 120,327 bytes in size. The instant application contains a sequence listing which 

has been submitted electronically as an XML document in the ST.26 format and is hereby 

incorporated by reference in its entirety. Said XML copy, created on 16 December 2025, is 

named "UH15166PCEP sequence listing.xml" and is 104,951 bytes in size. 15 

BACKGROUND AND DESCRIPTION 

The present invention relates to an adeno-associated virus (AAV) capsid polypeptide bonded 

to a binding peptide comprising an amino acid sequence RGDX1X2X3X4 (SEQ ID NO: 1), 

with X1 to X4 being independently selected amino acids, for use in treating and/or preventing 

a muscular disease and/or in muscle regeneration. The present invention further relates to 20 

polynucleotides, host cells, adeno-associated virus (AAV) capsids, pharmaceutical 

compositions, uses, and methods related to said AAV capsid polypeptide. 

Adeno-associated virus (AAV) vectors have been known to enable transfer and long-term 

expression of foreign DNA, including therapeutic genes, in a variety of cell types. The 

different serotypes of AAV have been shown to have different tropisms in cultured cells and 25 

within an organism, with AAV9 e.g. having the broadest tropism. Transduction efficiencies 

and cell specificities obtainable with AAV vectors comprising unmodified capsids are good 

for some cell types, however, they are far too low to be of experimental or therapeutic use for 

CROSS-REFERENCE TO RELATED APPLICATIONS
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1a 

most other cell types. A further problem in retargeting AAV is that while it may be possible to 

confer a new specificity to an AAV strain by including amino acid exchanges and/or 

additional peptides into the capsid protein, frequently a substantial infectivity for the liver, the 

major target of AAV, remains, which is undesirable for most applications.  

Over the last decade many novel synthetic AAV variants have emerged by using a variety of 5 

capsid engineering techniques, one of which is the insertion of small, 7 amino acid-long, 

peptides into an exposed loop of the capsid protein, called variable region VIII (VRVIII). The 

implementation of a novel peptide into a wild type capsid has shown to be very promising for 

permanently changing the tropism of the variant. Insertion of a peptide P1 (RGDLGLS) into 

the capsid gene of AAV9 was found to increase infection of astrocytes (see PhD thesis of 10 

Eike Kienle, Ruprecht-Karls-Universität Heidelberg, 2014) and primary breast cancer cells 

(Michelfelder et al. (2009)). 

One desirable target for AAV infection are muscle cells. A variety of AAV variants has been 

provided with improved infectivity for these cells (Yu et al (2009), Choudhury et al (2016), 

[TEXT CONTINUES ON PAGE 2] 15 
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2 

and Yang et al (2009)); nonetheless, there is still a need in the art for improved AAV vectors 

targeting these cells. In various embodiments, the present invention advantageously provides 

means and methods to comply with the aforementioned needs, avoiding at least in part the 

shortcomings of the prior art.  

Any reference to publications cited in this specification is not an admission that the 5 

disclosures constitute common general knowledge in Australia. 

Accordingly, the present invention relates to an adeno-associated virus (AAV) capsid 

polypeptide bonded to a binding peptide comprising an amino acid sequence RGDX1X2X3X4 

(SEQ ID NO: 1), with X1 to X4 being independently selected amino acids, for use in treating 

and/or preventing a muscular disease and/or in muscle regeneration. 10 

As used in the following, the terms “have”, “comprise” or “include” or any arbitrary 

grammatical variations thereof are used in a non-exclusive way. Thus, these terms may both 

refer to a situation in which, besides the feature introduced by these terms, no further features 

are present in the entity described in this context and to a situation in which one or more 

further features are present. As an example, the expressions “A has B”, “A comprises B” and 15 

“A includes B” may both refer to a situation in which, besides B, no other element is present 

in A (i.e. a situation in which A solely and exclusively consists of B) and to a situation in 

which, besides B, one or more further elements are present in entity A, such as element C, 

elements C and D or even further elements.  

Further, as used in the following, the terms "preferably", "more preferably", "most 20 

preferably", "particularly", "more particularly", "specifically", "more specifically" or similar 

terms are used in conjunction with optional features, without restricting further possibilities. 

Thus, features introduced by these terms are optional features and are not intended to restrict 

the scope of the claims in any way. The invention may, as the skilled person will recognize, 

be performed by using alternative features. Similarly, features introduced by "in an 25 

embodiment of the invention" or similar expressions are intended to be optional features, 

without any restriction regarding further embodiments of the invention, without any 

restrictions regarding the scope of the invention and without any restriction regarding the 

possibility of combining the features introduced in such way with other optional or non-

optional features of the invention. 30 

5

15

elements C and D or even further elements.

20

25

30

2

20
26

20
20

70
   

   
18

 M
ar

 2
02

6

1
8
 
M
a
r
 
2
0
2
6

2
0
2
6
2
0
2
0
7
0

2



    

              

           

               

                

               

            

             

               

           

            

              

              

             

             

              

                

              

              

               

              

           

               

                  

  

 

               

             

              

               

               

            

              

                   

              

3

5

10

15

20

25

30

20
26

20
20

70
   

   
18

 M
ar

 2
02

6

1
8
 
M
a
r
 
2
0
2
6

5

2
0
2
6
2
0
2
0
7
0

1
0

2
5



    

                    

            

             

              

            

          

          

          

          

           

           

          

              

   

 

             

             

            

             

            

             

               

                

             

            

             

               

               

             

                 

                

              

                 

            

44

20
26

20
20

70
   

   
18

 M
ar

 2
02

6

1
8
 
M
a
r
 
2
0
2
6

2
0
2
6
2
0
2
0
7
0

4



    

             

              

             

                

                

                

             

              

              

            

           

              

             

              

                  

              

           

            

               

               

            

       

           

  

 

             

              

             

           

                  

           

                

               

         

5

5

10

15

20

25

30

5

20
26

20
20

70
   

   
18

 M
ar

 2
02

6

1
8
 
M
a
r
 
2
0
2
6

5

2
0
2
6
2
0
2
0
7
0

2
5

5



    

                

             

               

                

          

               

              

            

             

                     

                     

                       

                     

                  

                  

                 

                   

                  

                    

                   

            

             

               

            

               

             

            

              

             

              

           

          

6

5

10

15

20

25

30

6

20
26

20
20

70
   

   
18

 M
ar

 2
02

6

1
8
 
M
a
r
 
2
0
2
6

2
0
2
6
2
0
2
0
7
0

1
0



    

               

               

                  

                

               

              

              

            

            

           

       

             

               

                

               

              

               

            

 

             

               

              

             

             

            

            

                  

              

             

                   

             

                

            

7

5

10

15

20

25

30

7

20
26

20
20

70
   

   
18

 M
ar

 2
02

6

1
8
 
M
a
r
 
2
0
2
6

5

2
0
2
6
2
0
2
0
7
0

1
0

2
0

7



    

               

              

          

             

                   

               

                 

               

               

                   

                     

         

           

                

              

   

      

      
         

         
        

         
         

         

         

     

     

     

     

         

        

             

                 

                 

              

8

5

10

15

Modified Amino
Site

AAV1

AAV2

AAV4

AAV5

AAV6

AAV7 - -

- I

AAV9 - -

- -

20

20
26

20
20

70
   

   
18

 M
ar

 2
02

6

1
8
 
M
a
r
 
2
0
2
6

5

2
0
2
6
2
0
2
0
7
0

1
0

M
o
d
i
f
i
e
d

A
m
i
n
o

A
A
V
1

A
A
V
4

-
-

|
-

-
I

-
-

8



    

           

           

              

                

             

              

             

               

              

             

               

             

            

              

             

             

                

               

              

             

      

            

               

             

              

             

                  

               

              

             

 

9

5

10

15

20

25

9

20
26

20
20

70
   

   
18

 M
ar

 2
02

6

1
8
 
M
a
r
 
2
0
2
6

2
0
2
6
2
0
2
0
7
0

1
0



    

                

              

                

                

                 

             

              

                

          

              

                  

               

                

                 

                

               

            

       

               

                   

               

             

                

              

             

              

                

             

               

               

            

            

              

10

5

10

15

20

25

30

10

20
26

20
20

70
   

   
18

 M
ar

 2
02

6

1
8
 
M
a
r
 
2
0
2
6

5

2
0
2
6
2
0
2
0
7
0

1
0

1
0



    

                 

     

                 

               

                

                

               

              

                        

                

              

              

                

             

          

       

            

          

          

          

         

           

          

          

          

         

            

            

         

            

       

11

5

10

15

20

25

30

11

20
26

20
20

70
   

   
18

 M
ar

 2
02

6

1
8
 
M
a
r
 
2
0
2
6

2
0
2
6
2
0
2
0
7
0

1
1



    

           

          

         

            

          

         

        

        

         

           

           

            

           

          

           

        

            

             

  

               

                

          

               

               

              

             

             

                  

              

12

5

10

15

20

25

30

12

20
26

20
20

70
   

   
18

 M
ar

 2
02

6

2
0
2
6
2
0
2
0
7
0
 
1
8
 
M
a
r
 
2
0
2
6

1
2



    

          

             

              

             

                

           

              

              

                  

             

            

             

              

             

             

               

          

              

              

         

              

            

             

            

            

               

           

                 

           

             

             

              

13

5

10

15

20

25

30

13

20
26

20
20

70
   

   
18

 M
ar

 2
02

6

1
8
 
M
a
r
 
2
0
2
6

5

2
0
2
6
2
0
2
0
7
0

1
0

1
3



    

              

             

               

             

                

               

     

              

                

             

           

           

                

              

                  

             

               

               

            

                

                

             

               

                

         

             

              

               

                 

             

      

14

5

10

15

20

25

30

14

20
26

20
20

70
   

   
18

 M
ar

 2
02

6

1
8
 
M
a
r
 
2
0
2
6

5

2
0
2
6
2
0
2
0
7
0

1
0

1
4



    

              

            

               

            

              

            

             

    

             

              

     

             

               

            

             

                     

                

             

           

          

             

            

               

           

               

           

           

             

              

           

                 

            

15

5

10

15

20

25

30

15

20
26

20
20

70
   

   
18

 M
ar

 2
02

6

1
8
 
M
a
r
 
2
0
2
6

2
0
2
6
2
0
2
0
7
0

1
0

1
5



    

                 

            

              

                  

             

          

               

            

            

             

                     

             

         

           

             

              

               

                

             

               

                    

           

             

                     

                

               

                

              

            

              

               

                

           

               

16

5

10

15

20

25

30

16

20
26

20
20

70
   

   
18

 M
ar

 2
02

6

1
8
 
M
a
r
 
2
0
2
6

5

2
0
2
6
2
0
2
0
7
0

1
0

1
6



    

               

             

             

             

            

               

              

             

                

               

                     

              

           

            

              

                

            

            

              

                

             

             

             

              

         

         

           

  

               

              

  

             

           

17

5

10

15

20

25

30

17

20
26

20
20

70
   

   
18

 M
ar

 2
02

6

1
8
 
M
a
r
 
2
0
2
6

5

2
0
2
6
2
0
2
0
7
0

1
0

1
7



    

                

             

            

         

           

                

                

               

              

              

                  

              

              

             

             

          

           

             

          

            

           

               

             

                

             

              

             

            

               

           

               

             

        

         

18

5

10

15

20

25

30

18

20
26

20
20

70
   

   
18

 M
ar

 2
02

6

1
8
 
M
a
r
 
2
0
2
6

2
0
2
6
2
0
2
0
7
0

1
0

1
8



    

            

               

            

                

                

  

              

            

               

        

                 

                  

                 

                  

                   

              

       

           

              

           

               

                

             

              

               

            

            

            

               

                 

               

            

19

5

15

20

25

30

19

20
26

20
20

70
   

   
18

 M
ar

 2
02

6

1
8
 
M
a
r
 
2
0
2
6

5

2
0
2
6
2
0
2
0
7
0

1
9



    

            

              

              

              

                

             

             

              

            

              

   

            

            

               

                

          

              

              

                

                

                

             

               

                

               

              

               

           

              

               

             

             

           

20

5

10

15

20

25

30

20

20
26

20
20

70
   

   
18

 M
ar

 2
02

6

1
8
 
M
a
r
 
2
0
2
6

5

2
0
2
6
2
0
2
0
7
0

1
0

2
0



    

             

              

             

        

             

            

           

         

          

           

           

              

             

           

             

         

               

           

           

               

               

                

    

                

             

            

            

            

                 

                

              

              

               

21

15

20

25

30

21

20
26

20
20

70
   

   
18

 M
ar

 2
02

6

1
8
 
M
a
r
 
2
0
2
6

2
0
2
6
2
0
2
0
7
0

2
1



    

               

              

            

                   

            

            

                     

                    

           

               

              

             

               

                     

                

                  

                

            

                

              

                

        

            

              

             

           

                 

             

             

             

              

             

           

22

5

10

15

20

30

22

20
26

20
20

70
   

   
18

 M
ar

 2
02

6

1
8
 
M
a
r
 
2
0
2
6

5

2
0
2
6
2
0
2
0
7
0

1
0

2
2



    

               

           

             

               

               

              

           

               

                 

             

               

               

                

                  

              

                

                

                

             

                

                

   

 

           

            

               

              

     

               

        

              

23

25

1.

30

2.

23

20
26

20
20

70
   

   
18

 M
ar

 2
02

6

1
8
 
M
a
r
 
2
0
2
6

2
0
2
6
2
0
2
0
7
0

2
5

2
3



    

              

            

               

            

          

                 

                      

                 

        

                  

            

        

                 

            

    

                 

         

                 

                

      

                 

             

           

           

                  

             

            

          

          

              

            

              

  

                id

24

4.

5

5.

10 7.

8.

15

10.

20

11.

25 12.

30

regeneration.

14.

24

20
26

20
20

70
   

   
18

 M
ar

 2
02

6

1
8
 
M
a
r
 
2
0
2
6

2
0
2
6
2
0
2
0
7
0

1
0

2
4



    

              

                 

             

            

     

                 

        

       

       

   

                 

           

                 

            

    

             

                

  

              

           

              

             

               

   

            

                 

      

              

    

               

      

                

           

               

25

5

10

17.

15 Cas nuclease.

20.

20

25

30 24.

25.

25

20
26

20
20

70
   

   
18

 M
ar

 2
02

6

1
8
 
M
a
r
 
2
0
2
6

2
0
2
6
2
0
2
0
7
0

1
0

2
5



    

           

           

           

          

             

   

           

               

               

                  

      

             

             

               

                 

             

     

                 

             

                  

           

             

   

                

   

                    

                

                 

  

                     

                 

             

                 

              

26

5

and DMD.

26.

10

15

28.

20

29.

30.

25

use.

30 33.

26

20
26

20
20

70
   

   
18

 M
ar

 2
02

6

1
8
 
M
a
r
 
2
0
2
6

2
0
2
6
2
0
2
0
7
0

1
0

u
s
e
.

2
6



    

      

               

              

             

                 

          

            

          

              

       

              

             

         

           

               

           

            

               

            

               

             

             

              

             

                

              

      

             

               

                

           

                

       

27

5

36.

10

39.

15

40.

20 41.

42.

25

30

44.

27

20
26

20
20

70
   

   
18

 M
ar

 2
02

6

1
8
 
M
a
r
 
2
0
2
6

2
0
2
6
2
0
2
0
7
0

1
0

2
7



    

              

            

  

   

              

            

             

               

               

        

             

                 

              

           

       

 

              

            

      

               

              

       

            

           

                   

        

             

28

5

10

15

20

25

30

20
26

20
20

70
   

   
18

 M
ar

 2
02

6

1
8
 
M
a
r
 
2
0
2
6

2
0
2
6
2
0
2
0
7
0

1
0

2
0

2
8



    

             

           

  

             

               

             

            

       

 

             

              

               

         

            

           

            

               

             

             

             

            

                

               

               

            

             

             

       

29

5

10

15

20

25

30

29

20
26

20
20

70
   

   
18

 M
ar

 2
02

6

1
8
 
M
a
r
 
2
0
2
6

2
0
2
6
2
0
2
0
7
0

1
0

2
9



    

   

             

              

              

               

             

                

                

            

                

              

             

             

                

 

              

               

              

                 

               

             

            

                

            

              

            

              

     

    

     

                

         

30

5

10

15

20

25

30

30

20
26

20
20

70
   

   
18

 M
ar

 2
02

6

1
8
 
M
a
r
 
2
0
2
6

2
0
2
6
2
0
2
0
7
0

1
0

1
5

3
0



    

             

                

             

             

                 

             

                

          

             

          

               

               

               

             

               

      

         

             

            

    

      

    

    

    

    

           

          

          

      

   

  

31

5

10

15

20

Heart

10.6 1.6

18.0

9.2

6.8 22.4

10.0 50.3

20
26

20
20

70
   

   
18

 M
ar

 2
02

6

1
8
 
M
a
r
 
2
0
2
6

2
0
2
6
2
0
2
0
7
0

1
0

H
e
a
r
t

1
8
.
0

1
0
.
0

5
0
.
3

3
1



    

   

   

   

     

            

              

               

             

            

              

               

      

               

            

                

                

                

               

               

                

              

              

                 

            

               

           

            

             

             

             

                

32

AAV6wt 10.3

10

15

20

30

32

20
26

20
20

70
   

   
18

 M
ar

 2
02

6

1
8
 
M
a
r
 
2
0
2
6

A
A
V
6
w
t

1
0
.
3

5

2
0
2
6
2
0
2
0
7
0

3
2



    

                

              

                

                 

              

             

                  

                 

                

               

            

           

         

          

      

      

     

     

     

     

     

     

     

     

     

     

           

       

           

    

33

5

10

15

Variant Heart

2.8 3.1

7.0

31.3

42.3

14.5 38.9 42.3

14.8 80.7

63.6 1409.5

248.2 146.5

20

33

20
26

20
20

70
   

   
18

 M
ar

 2
02

6

1
8
 
M
a
r
 
2
0
2
6

2
0
2
6
2
0
2
0
7
0

1
0

V
a
r
i
a
n
t

H
e
a
r
t

2
.
8

7
.
0

1
4
.
5

4
2
.
3

1
4
.
8

1
4
0
9
.
5

2
4
8
.
2

1
4
6
.
5



    

     

   

   

   

   

   

   

   

   

   

   

   

      

              

             

           

                

            

             

             

            

            

             

           

               

             

               

          

       

34

Variant

7.5 77.3

48.4 3.6

51.5

31.7

AAV6wt 2.2

5

10

15

20

34

20
26

20
20

70
   

   
18

 M
ar

 2
02

6

V
a
r
i
a
n
t

M
a
r
 
2
0
2
6

7
.
5

2
0
2
6
2
0
2
0
7
0
 
1
8

5
1
.
5

A
A
V
6
w
t

2
.
2

3
4



    

            

                

              

             

               

                

              

               

 

         

                

               

                

              

               

         

 

   

              

             

        

           

       

            

        

                

        

        

             

                  

           

35

5

10

15

20

25

30

20
26

20
20

70
   

   
18

 M
ar

 2
02

6

1
8
 
M
a
r
 
2
0
2
6

2
0
2
6
2
0
2
0
7
0

1
0

2
0



    

 

            

              

             

          

          

               

            

                   

                  

          

                  

           

         

                  

               

     

                  

             

           

           

                  

        

                   

             

                 

            

          

        

              

               

  

                 

                

     

36

Claims

1.

5

2.

10 3.

4.

15

5.

20

7.

25 8.

30

11.

35

36

20
26

20
20

70
   

   
18

 M
ar

 2
02

6

C
l
a
i
m
s

1
8
 
M
a
r
 
2
0
2
6

5

2
0
2
6
2
0
2
0
7
0

1
0

1
5

2
0

2
5

9
. 1
0
.

3
5

3
6



    

              

               

   

           

                 

                

          

                 

              

               

  

                

     

37

12.

13.

5

10

15.

use is an in vitro use.

37

20
26

20
20

70
   

   
18

 M
ar

 2
02

6

1
8
 
M
a
r
 
2
0
2
6

5

2
0
2
6
2
0
2
0
7
0

1
0

3
7



1/23

AAV9_P1

1.0

0.8

normalized proportion per cell

0.6

0.4

0.2

0.0
Aa At B

BIC

C Di -
Du Eye FatB

H K S
FatW

Li Lu
o P QF St

AAV9wt

1.0

0.8

normalized proportion per cell

0.6

0.4

0.2

IN

0.0

-Aa At
B

BIC

C
Di Du Eye

H K P S
FatB FatW !7 Lu

o QF St

Fig. 1

20
26

20
20

70
   

   
18

 M
ar

 2
02

6

2
0
2
6
2
0
2
0
7
0
 
1
8
 
M
a
r
 
2
0
2
6

A
A
V
9
_
P
1

1
.
0

0
.
8

normalized proportion per cell

0
.
6

0
.
4

0
.
2

0
.
0

B
C

-
H

K
L
i

o
P
S

A
A
V
9
w
t

1
.
0

0
.
8

normalized proportion per cell

0
.
6

0
.
4

0
.
2

0
.
0

B
-

c
H

K
S

o
P



Fig. 1 (continued)
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Fig. 4 (continued)
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Sequence Listing
1 Sequence Listing

Information
1-1 File Name UH15166PCEP sequence listing.xml
1-2 DTD Version V1_3
1-3 Software Name WIPO Sequence
1-4 Software Version 2.3.0
1-5 Production Date 2025-12-16
1-6 Original free text language

code
1-7 Non English free text

language code

2 General Information
2-1 Current application: IP

Office
EP

2-2 Current application:
Application number

EP19722029.6

2-3 Current application: Filing
date

2019-04-26

2-4 Current application:
Applicant file reference

UH15166PCEP

2-5 Earliest priority application:
IP Office

EP

2-6 Earliest priority application:
Application number

EP18169822.6

2-7 Earliest priority application:
Filing date

2018-04-27

2-8en Applicant name
2-8 Applicant name: Name

Latin
Untiversitaet Heidelberg

2-9en Inventor name
2-9 Inventor name: Name Latin
2-10en Invention title Modified AAV capsid polypeptides for Treatment of Muscular Diseases
2-11 Sequence Total Quantity 55

1

Information

1-1 File Name

1-2 DTD Version V1_3

1-3 Software Name

1-4 Software Version 2.3.0

1-5 Production Date 2025-12-16

1-6

code

1-7

2 General Information

2-1 EP
Office

2-2 EP19722029.6

2-3 2019-04-26

date

2-4 UH15166PCEP

2-5 EP
IP Office

2-6

2-7 2018-04-27

2-8en

2-8

Latin

2-9en Inventor name

2-9 Inventor name: Name Latin

2-10en Invention title

2-11 55
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3-1 Sequences
3-1-1 Sequence Number [ID] 1
3-1-2 Molecule Type
3-1-3 Length
3-1-4 Features

Location/Qualifiers
NonEnglishQualifier Value

3-1-5 Residues 000 3

3-2 Sequences
3-2-1 Sequence Number [ID] 2
3-2-2 Molecule Type AA
3-2-3 Length 7
3-2-4 Features

Location/Qualifiers
REGION 1..7
note=binding peptide P1
source 1..7
mol_type=protein
organism=synthetic construct

NonEnglishQualifier Value
3-2-5 Residues RGDLGLS 7

3-3 Sequences
3-3-1 Sequence Number [ID] 3
3-3-2 Molecule Type AA
3-3-3 Length 7
3-3-4 Features

Location/Qualifiers
REGION 1..7
note=binding paptide P3
source 1..7
mol_type=protein
organism=synthetic construct

NonEnglishQualifier Value
3-3-5 Residues RGDAVGV 7

3-4 Sequences
3-4-1 Sequence Number [ID] 4
3-4-2 Molecule Type AA
3-4-3 Length 8
3-4-4 Features

Location/Qualifiers
REGION 1..8
note=binding peptide A1
source 1..8
mol_type=protein
organism=synthetic construct

NonEnglishQualifier Value
3-4-5 Residues MPLGAAGA 8

3-5 Sequences
3-5-1 Sequence Number [ID] 5
3-5-2 Molecule Type AA
3-5-3 Length 8
3-5-4 Features

Location/Qualifiers
REGION 1..8
note=binding peptide K3
source 1..8
mol_type=protein
organism=synthetic construct

NonEnglishQualifier Value
3-5-5 Residues RGDLRVSA 8

3-6 Sequences
3-6-1 Sequence Number [ID] 6
3-6-2 Molecule Type AA
3-6-3 Length 7
3-6-4 Features

Location/Qualifiers
REGION 1..7
note=binding peptide MTP
source 1..7
mol_type=protein
organism=synthetic construct

NonEnglishQualifier Value
3-6-5 Residues ASSLNIA 7

3-7 Sequences
3-7-1 Sequence Number [ID] 7
3-7-2 Molecule Type AA
3-7-3 Length 21
3-7-4 Features REGION 1..21

3-1

3-1-1

3-1-2

3-1-3

3-1-4 Features

Location/Qualifiers

3-1-5 Residues 000 3

2

3-2-2 AA
7

3-2-4 REGION 1..7

source 1..7

3-2-5 Residues RGDLGLS 7

3-3

3-3-2 AA

3-3-4 REGION 1..7

source 1..7

7

3-4

4

AA

source 1..8

3-4-5 Residues MPLGAAGA 8

3-5

3-5-1 5

3-5-2 AA
8

3-5-4 Features REGION 1..8

Location/Qualifiers

source 1..8

3-5-5 Residues RGDLRVSA 8

3-6

3-6-1 6

3-6-2 AA
3-6-3 7

Features REGION 1..7

Location/Qualifiers

source 1..7

3-6-5 Residues ASSLNIA 7

3-7

3-7-1

3-7-2 AA
3-7-3 21

3-7-4 Features REGION 1..21

20
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Location/Qualifiers note=AAV9_P1 insertion site
source 1..21
mol_type=protein
organism=synthetic construct

NonEnglishQualifier Value
3-7-5 Residues NHQGQSGRGD LGLSAQAAQT G 21

3-8 Sequences
3-8-1 Sequence Number [ID] 8
3-8-2 Molecule Type AA
3-8-3 Length 21
3-8-4 Features

Location/Qualifiers
REGION 1..21
note=AAV9_P3 insertion site
source 1..21
mol_type=protein
organism=synthetic construct

NonEnglishQualifier Value
3-8-5 Residues NHQGQSGRGD AVGVAQAAQT G 21

3-9 Sequences
3-9-1 Sequence Number [ID] 9
3-9-2 Molecule Type AA
3-9-3 Length 21
3-9-4 Features

Location/Qualifiers
REGION 1..21
note=AAVpo1_A1 insertion site
source 1..21
mol_type=protein
organism=synthetic construct

NonEnglishQualifier Value
3-9-5 Residues NNQGQRGMPL GAAGAQAATV G 21

3-10 Sequences
3-10-1 Sequence Number [ID] 10
3-10-2 Molecule Type AA
3-10-3 Length 21
3-10-4 Features

Location/Qualifiers
REGION 1..21
note=AAV9_K3 insertion site
source 1..21
mol_type=protein
organism=synthetic construct

NonEnglishQualifier Value
3-10-5 Residues HQSGQAGRGD LRVSAQAATG W 21

3-11 Sequences
3-11-1 Sequence Number [ID] 11
3-11-2 Molecule Type AA
3-11-3 Length 21
3-11-4 Features

Location/Qualifiers
REGION 1..21
note=AAV-MTP insertion site
source 1..21
mol_type=protein
organism=synthetic construct

NonEnglishQualifier Value
3-11-5 Residues NLQRGNTGAS SLNIAGLSRQ A 21

3-12 Sequences
3-12-1 Sequence Number [ID] 12
3-12-2 Molecule Type AA
3-12-3 Length 745
3-12-4 Features

Location/Qualifiers
REGION 1..745
note=AAV9_P1 capsid polypeptide, insertion site 588
source 1..745
mol_type=protein
organism=synthetic construct

NonEnglishQualifier Value
3-12-5 Residues MAADGYLPDW LEDNLSEGIR EWWALKPGAP QPKANQQHQD NARGLVLPGY KYLGPGNGLD 60

KGEPVNAADA AALEHDKAYD QQLKAGDNPY LKYNHADAEF QERLKEDTSF GGNLGRAVFQ 120
AKKRLLEPLG LVEEAAKTAP GKKRPVEQSP QEPDSSAGIG KSGAQPAKKR LNFGQTGDTE 180
SVPDPQPIGE PPAAPSGVGS LTMASGGGAP VADNNEGADG VGSSSGNWHC DSQWLGDRVI 240
TTSTRTWALP TYNNHLYKQI SNSTSGGSSN DNAYFGYSTP WGYFDFNRFH CHFSPRDWQR 300
LINNNWGFRP KRLNFKLFNI QVKEVTDNNG VKTIANNLTS TVQVFTDSDY QLPYVLGSAH 360
EGCLPPFPAD VFMIPQYGYL TLNDGSQAVG RSSFYCLEYF PSQMLRTGNN FQFSYEFENV 420
PFHSSYAHSQ SLDRLMNPLI DQYLYYLSKT INGSGQNQQT LKFSVAGPSN MAVQGRNYIP 480
GPSYRQQRVS TTVTQNNNSE FAWPGASSWA LNGRNSLMNP GPAMASHKEG EDRFFPLSGS 540

Location/Qualifiers

source 1..21

3-7-5 Residues 21

3-8

3-8-1

3-8-2 AA
3-8-3 21

3-8-4 Features

Location/Qualifiers

source 1..21

3-8-5 Residues 21

3-9

3-9-2

3-9-3 21

3-9-4 Features REGION 1..21

Location/Qualifiers

source 1..21

3-9-5 Residues 21

3-10

3-10-1

3-10-2 AA
3-10-3 21

3-10-4 Features REGION 1..21

Location/Qualifiers

source 1..21

3-10-5 Residues 21

3-11

3-11-1

3-11-2

3-11-3 21

3-11-4 Features

Location/Qualifiers

source 1..21

mol_type=protein

3-11-5 Residues 21

3-12

3-12-1

3-12-2

3-12-3 745

3-12-4 Features

Location/Qualifiers

source 1..745

3-12-5 Residues

AKKRLLEPLG LVEEAAKTAP GKKRPVEQSP QEPDSSAGIG KSGAQPAKKR LNFGQTGDTE 180
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LIFGKQGTGR DNVDADKVMI TNEEEIKTTN PVATESYGQV ATNHQGQSGR GDLGLSAQAA 600
QTGWVQNQGI LPGMVWQDRD VYLQGPIWAK IPHTDGNFHP SPLMGGFGMK HPPPQILIKN 660
TPVPADPPTA FNKDKLNSFI TQYSTGQVSV EIEWELQKEN SKRWNPEIQY TSNYYKSNNV 720
EFAVNTEGVY SEPRPIGTRY LTRNL 745

3-13 Sequences
3-13-1 Sequence Number [ID] 13
3-13-2 Molecule Type DNA
3-13-3 Length 2238
3-13-4 Features

Location/Qualifiers
misc_feature 1..2238
note=AAV9_P1 capsid polypeptide encoding, insertion site amino acid 5 88
source 1..2238
mol_type=other DNA
organism=synthetic construct

NonEnglishQualifier Value
3-13-5 Residues atggctgccg atggttatct tccagattgg ctcgaggaca accttagtga aggaattcgc 60

gagtggtggg ctttgaaacc tggagcccct caacccaagg caaatcaaca acatcaagac 120
aacgctcgag gtcttgtgct tccgggttac aaataccttg gacccggcaa cggactcgac 180
aagggggagc cggtcaacgc agcagacgcg gcggccctcg agcacgacaa ggcctacgac 240
cagcagctca aggccggaga caacccgtac ctcaagtaca accacgccga cgccgagttc 300
caggagcggc tcaaagaaga tacgtctttt gggggcaacc tcgggcgagc agtcttccag 360
gccaaaaaga ggcttcttga acctcttggt ctggttgagg aagcggctaa gacggctcct 420
ggaaagaaga ggcctgtaga gcagtctcct caggaaccgg actcctccgc gggtattggc 480
aaatcgggtg cacagcccgc taaaaagaga ctcaatttcg gtcagactgg cgacacagag 540
tcagtcccag accctcaacc aatcggagaa cctcccgcag ccccctcagg tgtgggatct 600
cttacaatgg cttcaggtgg tggcgcacca gtggcagaca ataacgaagg tgccgatgga 660
gtgggtagtt cctcgggaaa ttggcattgc gattcccaat ggctggggga cagagtcatc 720
accaccagca cccgaacctg ggccctgccc acctacaaca atcacctcta caagcaaatc 780
tccaacagca catctggagg atcttcaaat gacaacgcct acttcggcta cagcaccccc 840
tgggggtatt ttgacttcaa cagattccac tgccacttct caccacgtga ctggcagcga 900
ctcatcaaca acaactgggg attccggcct aagcgactca acttcaagct cttcaacatt 960
caggtcaaag aggttacgga caacaatgga gtcaagacca tcgccaataa ccttaccagc 1020
acggtccagg tcttcacgga ctcagactat cagctcccgt acgtgctcgg gtcggctcac 1080
gagggctgcc tcccgccgtt cccagcggac gttttcatga ttcctcagta cgggtatctg 1140
acgcttaatg atggaagcca ggccgtgggt cgttcgtcct tttactgcct ggaatatttc 1200
ccgtcgcaaa tgctaagaac gggtaacaac ttccagttca gctacgagtt tgagaacgta 1260
cctttccata gcagctacgc tcacagccaa agcctggacc gactaatgaa tccactcatc 1320
gaccaatact tgtactatct ctcaaagact attaacggtt ctggacagaa tcaacaaacg 1380
ctaaaattca gtgtggccgg acccagcaac atggctgtcc agggaagaaa ctacatacct 1440
ggacccagct accgacaaca acgtgtctca accactgtga ctcaaaacaa caacagcgaa 1500
tttgcttggc ctggagcttc ttcttgggct ctcaatggac gtaatagctt gatgaatcct 1560
ggacctgcta tggccagcca caaagaagga gaggaccgtt tctttccttt gtctggatct 1620
ttaatttttg gcaaacaagg aactggaaga gacaacgtgg atgcggacaa agtcatgata 1680
accaacgaag aagaaattaa aactactaac ccggtagcaa cggagtccta tggacaagtg 1740
gccacaaacc accagggcca gagtggccgc ggcgatctgg gcctgagcgc ccaggcggcc 1800
cagaccggct gggttcaaaa ccaaggaata cttccgggta tggtttggca ggacagagat 1860
gtgtacctgc aaggacccat ttgggccaaa attcctcaca cggacggcaa ctttcaccct 1920
tctccgctga tgggagggtt tggaatgaaa cacccgcctc ctcagatcct catcaaaaac 1980
acacctgtac ctgcggatcc tccaacggcc ttcaacaagg acaagctgaa ctctttcatc 2040
acccagtatt ctactggcca agtcagcgtg gagatcgagt gggagctgca gaaggaaaac 2100
agcaagcgct ggaacccgga gatccagtac acttccaact attacaagtc taataatgtt 2160
gaatttgctg ttaatactga aggtgtatat agtgaacccc gccccattgg caccagatac 2220
ctgactcgta atctgtaa 2238

3-14 Sequences
3-14-1 Sequence Number [ID] 14
3-14-2 Molecule Type AA
3-14-3 Length 745
3-14-4 Features

Location/Qualifiers
REGION 1..745
note=AAV9LD_P1 capsid polypeptide, insertion site 588
source 1..745
mol_type=protein
organism=synthetic construct

NonEnglishQualifier Value
3-14-5 Residues MAADGYLPDW LEDNLSEGIR EWWALKPGAP QPKANQQHQD NARGLVLPGY KYLGPGNGLD 60

KGEPVNAADA AALEHDKAYD QQLKAGDNPY LKYNHADAEF QERLKEDTSF GGNLGRAVFQ 120
AKKRLLEPLG LVEEAAKTAP GKKRPVEQSP QEPDSSAGIG KSGAQPAKKR LNFGQTGDTE 180
SVPDPQPIGE PPAAPSGVGS LTMASGGGAP VADNNEGADG VGSSSGNWHC DSQWLGDRVI 240
TTSTRTWALP TYNNHLYKQI SNSTSGGSSN DNAYFGYSTP WGYFDFNRFH CHFSPRDWQR 300
LINNNWGFRP KRLNFKLFNI QVKEVTDNNG VKTIANNLTS TVQVFTDSDY QLPYVLGSAH 360
EGCLPPFPAD VFMIPQYGYL TLNDGSQAVG RSSFYCLEYF PSQMLRTGNN FQFSYEFENV 420
PFHSSYAHSQ SLDRLMNPLI DQYLYYLSKT INGSGQNQQT LKFSVAGPSN MAVQGRNYIP 480
GPSYRQQRVS TTVTQNNNSE FAWAAASSWA LNGRNSLMNP GPAMASHKEG EDRFFPLSGS 540
LIFGKQGTGR DNVDADKVMI TNEEEIKTTN PVATESYGQV ATNHQGQSGR GDLGLSAQAA 600
QTGWVQNQGI LPGMVWQDRD VYLQGPIWAK IPHTDGNFHP SPLMGGFGMK HPPPQILIKN 660

LIFGKQGTGR DNVDADKVMI TNEEEIKTTN PVATESYGQV ATNHQGQSGR GDLGLSAQAA 600

QTGWVQNQGI LPGMVWQDRD VYLQGPIWAK IPHTDGNFHP SPLMGGFGMK HPPPQILIKN 660

745

3-13

3-13-1 13

2238

3-13-5 Residues

1620

2238

3-14

3-14-1 14

AA

NonEnglishQualifier Value

3-14-5 Residues
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TPVPADPPTA FNKDKLNSFI TQYSTGQVSV EIEWELQKEN SKRWNPEIQY TSNYYKSNNV 720
EFAVNTEGVY SEPRPIGTRY LTRNL 745

3-15 Sequences
3-15-1 Sequence Number [ID] 15
3-15-2 Molecule Type DNA
3-15-3 Length 2238
3-15-4 Features

Location/Qualifiers
misc_feature 1..2238
note=AAV9LD_P1 capsid polypeptide encoding, insertion site amino acid 588
source 1..2238
mol_type=other DNA
organism=synthetic construct

NonEnglishQualifier Value
3-15-5 Residues atggctgccg atggttatct tccagattgg ctcgaggaca accttagtga aggaattcgc 60

gagtggtggg ctttgaaacc tggagcccct caacccaagg caaatcaaca acatcaagac 120
aacgctcgag gtcttgtgct tccgggttac aaataccttg gacccggcaa cggactcgac 180
aagggggagc cggtcaacgc agcagacgcg gcggccctcg agcacgacaa ggcctacgac 240
cagcagctca aggccggaga caacccgtac ctcaagtaca accacgccga cgccgagttc 300
caggagcggc tcaaagaaga tacgtctttt gggggcaacc tcgggcgagc agtcttccag 360
gccaaaaaga ggcttcttga acctcttggt ctggttgagg aagcggctaa gacggctcct 420
ggaaagaaga ggcctgtaga gcagtctcct caggaaccgg actcctccgc gggtattggc 480
aaatcgggtg cacagcccgc taaaaagaga ctcaatttcg gtcagactgg cgacacagag 540
tcagtcccag accctcaacc aatcggagaa cctcccgcag ccccctcagg tgtgggatct 600
cttacaatgg cttcaggtgg tggcgcacca gtggcagaca ataacgaagg tgccgatgga 660
gtgggtagtt cctcgggaaa ttggcattgc gattcccaat ggctggggga cagagtcatc 720
accaccagca cccgaacctg ggccctgccc acctacaaca atcacctcta caagcaaatc 780
tccaacagca catctggagg atcttcaaat gacaacgcct acttcggcta cagcaccccc 840
tgggggtatt ttgacttcaa cagattccac tgccacttct caccacgtga ctggcagcga 900
ctcatcaaca acaactgggg attccggcct aagcgactca acttcaagct cttcaacatt 960
caggtcaaag aggttacgga caacaatgga gtcaagacca tcgccaataa ccttaccagc 1020
acggtccagg tcttcacgga ctcagactat cagctcccgt acgtgctcgg gtcggctcac 1080
gagggctgcc tcccgccgtt cccagcggac gttttcatga ttcctcagta cgggtatctg 1140
acgcttaatg atggaagcca ggccgtgggt cgttcgtcct tttactgcct ggaatatttc 1200
ccgtcgcaaa tgctaagaac gggtaacaac ttccagttca gctacgagtt tgagaacgta 1260
cctttccata gcagctacgc tcacagccaa agcctggacc gactaatgaa tccactcatc 1320
gaccaatact tgtactatct ctcaaagact attaacggtt ctggacagaa tcaacaaacg 1380
ctaaaattca gtgtggccgg acccagcaac atggctgtcc agggaagaaa ctacatacct 1440
ggacccagct accgacaaca acgtgtctca accactgtga ctcaaaacaa caacagcgaa 1500
tttgcttggg ctgcagcttc ttcttgggct ctcaatggac gtaatagctt gatgaatcct 1560
ggacctgcta tggccagcca caaagaagga gaggaccgtt tctttccttt gtctggatct 1620
ttaatttttg gcaaacaagg aactggaaga gacaacgtgg atgcggacaa agtcatgata 1680
accaacgaag aagaaattaa aactactaac ccggtagcaa cggagtccta tggacaagtg 1740
gccacaaacc accagggcca gagtggccgc ggcgatctgg gcctgagcgc ccaggcggcc 1800
cagaccggct gggttcaaaa ccaaggaata cttccgggta tggtttggca ggacagagat 1860
gtgtacctgc aaggacccat ttgggccaaa attcctcaca cggacggcaa ctttcaccct 1920
tctccgctga tgggagggtt tggaatgaaa cacccgcctc ctcagatcct catcaaaaac 1980
acacctgtac ctgcggatcc tccaacggcc ttcaacaagg acaagctgaa ctctttcatc 2040
acccagtatt ctactggcca agtcagcgtg gagatcgagt gggagctgca gaaggaaaac 2100
agcaagcgct ggaacccgga gatccagtac acttccaact attacaagtc taataatgtt 2160
gaatttgctg ttaatactga aggtgtatat agtgaacccc gccccattgg caccagatac 2220
ctgactcgta atctgtaa 2238

3-16 Sequences
3-16-1 Sequence Number [ID] 16
3-16-2 Molecule Type AA
3-16-3 Length 745
3-16-4 Features

Location/Qualifiers
REGION 1..745
note=AAV9_P1 capsid polypeptide, insertion site 589
source 1..745
mol_type=protein
organism=synthetic construct

NonEnglishQualifier Value
3-16-5 Residues MAADGYLPDW LEDNLSEGIR EWWALKPGAP QPKANQQHQD NARGLVLPGY KYLGPGNGLD 60

KGEPVNAADA AALEHDKAYD QQLKAGDNPY LKYNHADAEF QERLKEDTSF GGNLGRAVFQ 120
AKKRLLEPLG LVEEAAKTAP GKKRPVEQSP QEPDSSAGIG KSGAQPAKKR LNFGQTGDTE 180
SVPDPQPIGE PPAAPSGVGS LTMASGGGAP VADNNEGADG VGSSSGNWHC DSQWLGDRVI 240
TTSTRTWALP TYNNHLYKQI SNSTSGGSSN DNAYFGYSTP WGYFDFNRFH CHFSPRDWQR 300
LINNNWGFRP KRLNFKLFNI QVKEVTDNNG VKTIANNLTS TVQVFTDSDY QLPYVLGSAH 360
EGCLPPFPAD VFMIPQYGYL TLNDGSQAVG RSSFYCLEYF PSQMLRTGNN FQFSYEFENV 420
PFHSSYAHSQ SLDRLMNPLI DQYLYYLSKT INGSGQNQQT LKFSVAGPSN MAVQGRNYIP 480
GPSYRQQRVS TTVTQNNNSE FAWPGASSWA LNGRNSLMNP GPAMASHKEG EDRFFPLSGS 540
LIFGKQGTGR DNVDADKVMI TNEEEIKTTN PVATESYGQV ATNHQSGQSG RGDLGLSAQA 600
ATGWVQNQGI LPGMVWQDRD VYLQGPIWAK IPHTDGNFHP SPLMGGFGMK HPPPQILIKN 660
TPVPADPPTA FNKDKLNSFI TQYSTGQVSV EIEWELQKEN SKRWNPEIQY TSNYYKSNNV 720
EFAVNTEGVY SEPRPIGTRY LTRNL 745

TPVPADPPTA FNKDKLNSFI TQYSTGQVSV EIEWELQKEN SKRWNPEIQY TSNYYKSNNV 720

EFAVNTEGVY SEPRPIGTRY LTRNL 745

3-15

3-15-1

DNA

3-15-5 Residues

ggacccagct accgacaaca acgtgtctca accactgtga ctcaaaacaa caacagcgaa 1500

2238

3-16

3-16-1

AA

3-16-5 Residues

LINNNWGFRP KRLNFKLFNI QVKEVTDNNG VKTIANNLTS TVQVFTDSDY QLPYVLGSAH 360

GPSYRQQRVS TTVTQNNNSE FAWPGASSWA LNGRNSLMNP GPAMASHKEG EDRFFPLSGS 540

LIFGKQGTGR DNVDADKVMI TNEEEIKTTN PVATESYGQV ATNHQSGQSG RGDLGLSAQA 600

20
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20
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3-17 Sequences
3-17-1 Sequence Number [ID] 17
3-17-2 Molecule Type DNA
3-17-3 Length 2238
3-17-4 Features

Location/Qualifiers
misc_feature 1..2238
note=AAV9_P1 capsid polypeptide 2 encoding, insertion site amino acid 589
source 1..2238
mol_type=other DNA
organism=synthetic construct

NonEnglishQualifier Value
3-17-5 Residues atggctgccg atggttatct tccagattgg ctcgaggaca accttagtga aggaattcgc 60

gagtggtggg ctttgaaacc tggagcccct caacccaagg caaatcaaca acatcaagac 120
aacgctcgag gtcttgtgct tccgggttac aaataccttg gacccggcaa cggactcgac 180
aagggggagc cggtcaacgc agcagacgcg gcggccctcg agcacgacaa ggcctacgac 240
cagcagctca aggccggaga caacccgtac ctcaagtaca accacgccga cgccgagttc 300
caggagcggc tcaaagaaga tacgtctttt gggggcaacc tcgggcgagc agtcttccag 360
gccaaaaaga ggcttcttga acctcttggt ctggttgagg aagcggctaa gacggctcct 420
ggaaagaaga ggcctgtaga gcagtctcct caggaaccgg actcctccgc gggtattggc 480
aaatcgggtg cacagcccgc taaaaagaga ctcaatttcg gtcagactgg cgacacagag 540
tcagtcccag accctcaacc aatcggagaa cctcccgcag ccccctcagg tgtgggatct 600
cttacaatgg cttcaggtgg tggcgcacca gtggcagaca ataacgaagg tgccgatgga 660
gtgggtagtt cctcgggaaa ttggcattgc gattcccaat ggctggggga cagagtcatc 720
accaccagca cccgaacctg ggccctgccc acctacaaca atcacctcta caagcaaatc 780
tccaacagca catctggagg atcttcaaat gacaacgcct acttcggcta cagcaccccc 840
tgggggtatt ttgacttcaa cagattccac tgccacttct caccacgtga ctggcagcga 900
ctcatcaaca acaactgggg attccggcct aagcgactca acttcaagct cttcaacatt 960
caggtcaaag aggttacgga caacaatgga gtcaagacca tcgccaataa ccttaccagc 1020
acggtccagg tcttcacgga ctcagactat cagctcccgt acgtgctcgg gtcggctcac 1080
gagggctgcc tcccgccgtt cccagcggac gttttcatga ttcctcagta cgggtatctg 1140
acgcttaatg atggaagcca ggccgtgggt cgttcgtcct tttactgcct ggaatatttc 1200
ccgtcgcaaa tgctaagaac gggtaacaac ttccagttca gctacgagtt tgagaacgta 1260
cctttccata gcagctacgc tcacagccaa agcctggacc gactaatgaa tccactcatc 1320
gaccaatact tgtactatct ctcaaagact attaacggtt ctggacagaa tcaacaaacg 1380
ctaaaattca gtgtggccgg acccagcaac atggctgtcc agggaagaaa ctacatacct 1440
ggacccagct accgacaaca acgtgtctca accactgtga ctcaaaacaa caacagcgaa 1500
tttgcttggc ctggagcttc ttcttgggct ctcaatggac gtaatagctt gatgaatcct 1560
ggacctgcta tggccagcca caaagaagga gaggaccgtt tctttccttt gtctggatct 1620
ttaatttttg gcaaacaagg aactggaaga gacaacgtgg atgcggacaa agtcatgata 1680
accaacgaag aagaaattaa aactactaac ccggtagcaa cggagtccta tggacaagtg 1740
gccacaaacc accagagtgg ccagagtggc cgcggcgatc tgggcctgag cgcccaggcg 1800
gccaccggct gggttcaaaa ccaaggaata cttccgggta tggtttggca ggacagagat 1860
gtgtacctgc aaggacccat ttgggccaaa attcctcaca cggacggcaa ctttcaccct 1920
tctccgctga tgggagggtt tggaatgaaa cacccgcctc ctcagatcct catcaaaaac 1980
acacctgtac ctgcggatcc tccaacggcc ttcaacaagg acaagctgaa ctctttcatc 2040
acccagtatt ctactggcca agtcagcgtg gagatcgagt gggagctgca gaaggaaaac 2100
agcaagcgct ggaacccgga gatccagtac acttccaact attacaagtc taataatgtt 2160
gaatttgctg ttaatactga aggtgtatat agtgaacccc gccccattgg caccagatac 2220
ctgactcgta atctgtaa 2238

3-18 Sequences
3-18-1 Sequence Number [ID] 18
3-18-2 Molecule Type AA
3-18-3 Length 745
3-18-4 Features

Location/Qualifiers
REGION 1..745
note=AAV9_P3 capsid polypeptide, insertion site 588
source 1..745
mol_type=protein
organism=synthetic construct

NonEnglishQualifier Value
3-18-5 Residues MAADGYLPDW LEDNLSEGIR EWWALKPGAP QPKANQQHQD NARGLVLPGY KYLGPGNGLD 60

KGEPVNAADA AALEHDKAYD QQLKAGDNPY LKYNHADAEF QERLKEDTSF GGNLGRAVFQ 120
AKKRLLEPLG LVEEAAKTAP GKKRPVEQSP QEPDSSAGIG KSGAQPAKKR LNFGQTGDTE 180
SVPDPQPIGE PPAAPSGVGS LTMASGGGAP VADNNEGADG VGSSSGNWHC DSQWLGDRVI 240
TTSTRTWALP TYNNHLYKQI SNSTSGGSSN DNAYFGYSTP WGYFDFNRFH CHFSPRDWQR 300
LINNNWGFRP KRLNFKLFNI QVKEVTDNNG VKTIANNLTS TVQVFTDSDY QLPYVLGSAH 360
EGCLPPFPAD VFMIPQYGYL TLNDGSQAVG RSSFYCLEYF PSQMLRTGNN FQFSYEFENV 420
PFHSSYAHSQ SLDRLMNPLI DQYLYYLSKT INGSGQNQQT LKFSVAGPSN MAVQGRNYIP 480
GPSYRQQRVS TTVTQNNNSE FAWPGASSWA LNGRNSLMNP GPAMASHKEG EDRFFPLSGS 540
LIFGKQGTGR DNVDADKVMI TNEEEIKTTN PVATESYGQV ATNHQGQSGR GDAVGVAQAA 600
QTGWVQNQGI LPGMVWQDRD VYLQGPIWAK IPHTDGNFHP SPLMGGFGMK HPPPQILIKN 660
TPVPADPPTA FNKDKLNSFI TQYSTGQVSV EIEWELQKEN SKRWNPEIQY TSNYYKSNNV 720
EFAVNTEGVY SEPRPIGTRY LTRNL 745

3-19 Sequences
3-19-1 Sequence Number [ID] 19

3-17

3-17-1

DNA

3-17-5 Residues

2238

3-18-1

AA

3-18-5 Residues

SVPDPQPIGE PPAAPSGVGS LTMASGGGAP VADNNEGADG VGSSSGNWHC DSQWLGDRVI 240

PFHSSYAHSQ SLDRLMNPLI DQYLYYLSKT INGSGQNQQT LKFSVAGPSN MAVQGRNYIP 480

EFAVNTEGVY SEPRPIGTRY LTRNL 745

3-19

3-19-1

20
26

20
20
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3-19-2 Molecule Type DNA
3-19-3 Length 2238
3-19-4 Features

Location/Qualifiers
misc_feature 1..2238
note=AAV9_P3 capsid polypeptide encoding, insertion site 588
source 1..2238
mol_type=other DNA
organism=synthetic construct

NonEnglishQualifier Value
3-19-5 Residues atggctgccg atggttatct tccagattgg ctcgaggaca accttagtga aggaattcgc 60

gagtggtggg ctttgaaacc tggagcccct caacccaagg caaatcaaca acatcaagac 120
aacgctcgag gtcttgtgct tccgggttac aaataccttg gacccggcaa cggactcgac 180
aagggggagc cggtcaacgc agcagacgcg gcggccctcg agcacgacaa ggcctacgac 240
cagcagctca aggccggaga caacccgtac ctcaagtaca accacgccga cgccgagttc 300
caggagcggc tcaaagaaga tacgtctttt gggggcaacc tcgggcgagc agtcttccag 360
gccaaaaaga ggcttcttga acctcttggt ctggttgagg aagcggctaa gacggctcct 420
ggaaagaaga ggcctgtaga gcagtctcct caggaaccgg actcctccgc gggtattggc 480
aaatcgggtg cacagcccgc taaaaagaga ctcaatttcg gtcagactgg cgacacagag 540
tcagtcccag accctcaacc aatcggagaa cctcccgcag ccccctcagg tgtgggatct 600
cttacaatgg cttcaggtgg tggcgcacca gtggcagaca ataacgaagg tgccgatgga 660
gtgggtagtt cctcgggaaa ttggcattgc gattcccaat ggctggggga cagagtcatc 720
accaccagca cccgaacctg ggccctgccc acctacaaca atcacctcta caagcaaatc 780
tccaacagca catctggagg atcttcaaat gacaacgcct acttcggcta cagcaccccc 840
tgggggtatt ttgacttcaa cagattccac tgccacttct caccacgtga ctggcagcga 900
ctcatcaaca acaactgggg attccggcct aagcgactca acttcaagct cttcaacatt 960
caggtcaaag aggttacgga caacaatgga gtcaagacca tcgccaataa ccttaccagc 1020
acggtccagg tcttcacgga ctcagactat cagctcccgt acgtgctcgg gtcggctcac 1080
gagggctgcc tcccgccgtt cccagcggac gttttcatga ttcctcagta cgggtatctg 1140
acgcttaatg atggaagcca ggccgtgggt cgttcgtcct tttactgcct ggaatatttc 1200
ccgtcgcaaa tgctaagaac gggtaacaac ttccagttca gctacgagtt tgagaacgta 1260
cctttccata gcagctacgc tcacagccaa agcctggacc gactaatgaa tccactcatc 1320
gaccaatact tgtactatct ctcaaagact attaacggtt ctggacagaa tcaacaaacg 1380
ctaaaattca gtgtggccgg acccagcaac atggctgtcc agggaagaaa ctacatacct 1440
ggacccagct accgacaaca acgtgtctca accactgtga ctcaaaacaa caacagcgaa 1500
tttgcttggc ctggagcttc ttcttgggct ctcaatggac gtaatagctt gatgaatcct 1560
ggacctgcta tggccagcca caaagaagga gaggaccgtt tctttccttt gtctggatct 1620
ttaatttttg gcaaacaagg aactggaaga gacaacgtgg atgcggacaa agtcatgata 1680
accaacgaag aagaaattaa aactactaac ccggtagcaa cggagtccta tggacaagtg 1740
gccacaaacc accagggcca gagtggccgc ggcgatgcgg tgggcgtggc ccaggcggcc 1800
cagaccggct gggttcaaaa ccaaggaata cttccgggta tggtttggca ggacagagat 1860
gtgtacctgc aaggacccat ttgggccaaa attcctcaca cggacggcaa ctttcaccct 1920
tctccgctga tgggagggtt tggaatgaaa cacccgcctc ctcagatcct catcaaaaac 1980
acacctgtac ctgcggatcc tccaacggcc ttcaacaagg acaagctgaa ctctttcatc 2040
acccagtatt ctactggcca agtcagcgtg gagatcgagt gggagctgca gaaggaaaac 2100
agcaagcgct ggaacccgga gatccagtac acttccaact attacaagtc taataatgtt 2160
gaatttgctg ttaatactga aggtgtatat agtgaacccc gccccattgg caccagatac 2220
ctgactcgta atctgtaa 2238

3-20 Sequences
3-20-1 Sequence Number [ID] 20
3-20-2 Molecule Type AA
3-20-3 Length 745
3-20-4 Features

Location/Qualifiers
REGION 1..745
note=AAV9_P3 capsid polypeptide 2, insertion site 589
source 1..745
mol_type=protein
organism=synthetic construct

NonEnglishQualifier Value
3-20-5 Residues MAADGYLPDW LEDNLSEGIR EWWALKPGAP QPKANQQHQD NARGLVLPGY KYLGPGNGLD 60

KGEPVNAADA AALEHDKAYD QQLKAGDNPY LKYNHADAEF QERLKEDTSF GGNLGRAVFQ 120
AKKRLLEPLG LVEEAAKTAP GKKRPVEQSP QEPDSSAGIG KSGAQPAKKR LNFGQTGDTE 180
SVPDPQPIGE PPAAPSGVGS LTMASGGGAP VADNNEGADG VGSSSGNWHC DSQWLGDRVI 240
TTSTRTWALP TYNNHLYKQI SNSTSGGSSN DNAYFGYSTP WGYFDFNRFH CHFSPRDWQR 300
LINNNWGFRP KRLNFKLFNI QVKEVTDNNG VKTIANNLTS TVQVFTDSDY QLPYVLGSAH 360
EGCLPPFPAD VFMIPQYGYL TLNDGSQAVG RSSFYCLEYF PSQMLRTGNN FQFSYEFENV 420
PFHSSYAHSQ SLDRLMNPLI DQYLYYLSKT INGSGQNQQT LKFSVAGPSN MAVQGRNYIP 480
GPSYRQQRVS TTVTQNNNSE FAWPGASSWA LNGRNSLMNP GPAMASHKEG EDRFFPLSGS 540
LIFGKQGTGR DNVDADKVMI TNEEEIKTTN PVATESYGQV ATNHQSGQSG RGDAVGVAQA 600
ATGWVQNQGI LPGMVWQDRD VYLQGPIWAK IPHTDGNFHP SPLMGGFGMK HPPPQILIKN 660
TPVPADPPTA FNKDKLNSFI TQYSTGQVSV EIEWELQKEN SKRWNPEIQY TSNYYKSNNV 720
EFAVNTEGVY SEPRPIGTRY LTRNL 745

3-21 Sequences
3-21-1 Sequence Number [ID] 21
3-21-2 Molecule Type DNA
3-21-3 Length 2238

3-19-2 DNA
3-19-3 2238

3-19-4 Features misc_feature 1..2238

Location/Qualifiers

source 1..2238

3-19-5 Residues

3-20

3-20-1 20

3-20-2 AA
3-20-3 745

3-20-4 Features REGION 1..745

Location/Qualifiers

source 1..745

3-20-5 Residues

3-21

3-21-1 21

3-21-2 DNA
3-21-3 2238

20
26

20
20
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3-21-4 Features
Location/Qualifiers

misc_feature 1..2238
note=AAV9_P3 capsid polypeptide 2 encoding, insertion site 589
source 1..2238
mol_type=other DNA
organism=synthetic construct

NonEnglishQualifier Value
3-21-5 Residues atggctgccg atggttatct tccagattgg ctcgaggaca accttagtga aggaattcgc 60

gagtggtggg ctttgaaacc tggagcccct caacccaagg caaatcaaca acatcaagac 120
aacgctcgag gtcttgtgct tccgggttac aaataccttg gacccggcaa cggactcgac 180
aagggggagc cggtcaacgc agcagacgcg gcggccctcg agcacgacaa ggcctacgac 240
cagcagctca aggccggaga caacccgtac ctcaagtaca accacgccga cgccgagttc 300
caggagcggc tcaaagaaga tacgtctttt gggggcaacc tcgggcgagc agtcttccag 360
gccaaaaaga ggcttcttga acctcttggt ctggttgagg aagcggctaa gacggctcct 420
ggaaagaaga ggcctgtaga gcagtctcct caggaaccgg actcctccgc gggtattggc 480
aaatcgggtg cacagcccgc taaaaagaga ctcaatttcg gtcagactgg cgacacagag 540
tcagtcccag accctcaacc aatcggagaa cctcccgcag ccccctcagg tgtgggatct 600
cttacaatgg cttcaggtgg tggcgcacca gtggcagaca ataacgaagg tgccgatgga 660
gtgggtagtt cctcgggaaa ttggcattgc gattcccaat ggctggggga cagagtcatc 720
accaccagca cccgaacctg ggccctgccc acctacaaca atcacctcta caagcaaatc 780
tccaacagca catctggagg atcttcaaat gacaacgcct acttcggcta cagcaccccc 840
tgggggtatt ttgacttcaa cagattccac tgccacttct caccacgtga ctggcagcga 900
ctcatcaaca acaactgggg attccggcct aagcgactca acttcaagct cttcaacatt 960
caggtcaaag aggttacgga caacaatgga gtcaagacca tcgccaataa ccttaccagc 1020
acggtccagg tcttcacgga ctcagactat cagctcccgt acgtgctcgg gtcggctcac 1080
gagggctgcc tcccgccgtt cccagcggac gttttcatga ttcctcagta cgggtatctg 1140
acgcttaatg atggaagcca ggccgtgggt cgttcgtcct tttactgcct ggaatatttc 1200
ccgtcgcaaa tgctaagaac gggtaacaac ttccagttca gctacgagtt tgagaacgta 1260
cctttccata gcagctacgc tcacagccaa agcctggacc gactaatgaa tccactcatc 1320
gaccaatact tgtactatct ctcaaagact attaacggtt ctggacagaa tcaacaaacg 1380
ctaaaattca gtgtggccgg acccagcaac atggctgtcc agggaagaaa ctacatacct 1440
ggacccagct accgacaaca acgtgtctca accactgtga ctcaaaacaa caacagcgaa 1500
tttgcttggc ctggagcttc ttcttgggct ctcaatggac gtaatagctt gatgaatcct 1560
ggacctgcta tggccagcca caaagaagga gaggaccgtt tctttccttt gtctggatct 1620
ttaatttttg gcaaacaagg aactggaaga gacaacgtgg atgcggacaa agtcatgata 1680
accaacgaag aagaaattaa aactactaac ccggtagcaa cggagtccta tggacaagtg 1740
gccacaaacc accagagtgg ccagagtggc cgcggcgatg cggtgggcgt ggcccaggcg 1800
gccaccggct gggttcaaaa ccaaggaata cttccgggta tggtttggca ggacagagat 1860
gtgtacctgc aaggacccat ttgggccaaa attcctcaca cggacggcaa ctttcaccct 1920
tctccgctga tgggagggtt tggaatgaaa cacccgcctc ctcagatcct catcaaaaac 1980
acacctgtac ctgcggatcc tccaacggcc ttcaacaagg acaagctgaa ctctttcatc 2040
acccagtatt ctactggcca agtcagcgtg gagatcgagt gggagctgca gaaggaaaac 2100
agcaagcgct ggaacccgga gatccagtac acttccaact attacaagtc taataatgtt 2160
gaatttgctg ttaatactga aggtgtatat agtgaacccc gccccattgg caccagatac 2220
ctgactcgta atctgtaa 2238

3-22 Sequences
3-22-1 Sequence Number [ID] 22
3-22-2 Molecule Type AA
3-22-3 Length 745
3-22-4 Features

Location/Qualifiers
REGION 1..745
note=AAV9LD_P1 capsid polypeptide 2, insertion site 589
source 1..745
mol_type=protein
organism=synthetic construct

NonEnglishQualifier Value
3-22-5 Residues MAADGYLPDW LEDNLSEGIR EWWALKPGAP QPKANQQHQD NARGLVLPGY KYLGPGNGLD 60

KGEPVNAADA AALEHDKAYD QQLKAGDNPY LKYNHADAEF QERLKEDTSF GGNLGRAVFQ 120
AKKRLLEPLG LVEEAAKTAP GKKRPVEQSP QEPDSSAGIG KSGAQPAKKR LNFGQTGDTE 180
SVPDPQPIGE PPAAPSGVGS LTMASGGGAP VADNNEGADG VGSSSGNWHC DSQWLGDRVI 240
TTSTRTWALP TYNNHLYKQI SNSTSGGSSN DNAYFGYSTP WGYFDFNRFH CHFSPRDWQR 300
LINNNWGFRP KRLNFKLFNI QVKEVTDNNG VKTIANNLTS TVQVFTDSDY QLPYVLGSAH 360
EGCLPPFPAD VFMIPQYGYL TLNDGSQAVG RSSFYCLEYF PSQMLRTGNN FQFSYEFENV 420
PFHSSYAHSQ SLDRLMNPLI DQYLYYLSKT INGSGQNQQT LKFSVAGPSN MAVQGRNYIP 480
GPSYRQQRVS TTVTQNNNSE FAWAAASSWA LNGRNSLMNP GPAMASHKEG EDRFFPLSGS 540
LIFGKQGTGR DNVDADKVMI TNEEEIKTTN PVATESYGQV ATNHQSGQSG RGDLGLSAQA 600
ATGWVQNQGI LPGMVWQDRD VYLQGPIWAK IPHTDGNFHP SPLMGGFGMK HPPPQILIKN 660
TPVPADPPTA FNKDKLNSFI TQYSTGQVSV EIEWELQKEN SKRWNPEIQY TSNYYKSNNV 720
EFAVNTEGVY SEPRPIGTRY LTRNL 745

3-23 Sequences
3-23-1 Sequence Number [ID] 23
3-23-2 Molecule Type DNA
3-23-3 Length 2238
3-23-4 Features

Location/Qualifiers
misc_feature 1..2238
note=AAV9LD_P1 capsid polypeptide 2 encoding, insertion site amno aci d 589

3-21-4 Features

Location/Qualifiers

source 1..2238

3-21-5 Residues

3-22

3-22-1 22

3-22-2 AA
3-22-3 745

3-22-4 Features REGION 1..745
Location/Qualifiers

source 1..745

3-22-5 Residues

KGEPVNAADA AALEHDKAYD QQLKAGDNPY LKYNHADAEF QERLKEDTSF GGNLGRAVFQ 120

3-23

3-23-1

3-23-2 DNA
3-23-3 Length 2238

3-23-4 Features

Location/Qualifiers

20
26

20
20
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source 1..2238
mol_type=other DNA
organism=synthetic construct

NonEnglishQualifier Value
3-23-5 Residues atggctgccg atggttatct tccagattgg ctcgaggaca accttagtga aggaattcgc 60

gagtggtggg ctttgaaacc tggagcccct caacccaagg caaatcaaca acatcaagac 120
aacgctcgag gtcttgtgct tccgggttac aaataccttg gacccggcaa cggactcgac 180
aagggggagc cggtcaacgc agcagacgcg gcggccctcg agcacgacaa ggcctacgac 240
cagcagctca aggccggaga caacccgtac ctcaagtaca accacgccga cgccgagttc 300
caggagcggc tcaaagaaga tacgtctttt gggggcaacc tcgggcgagc agtcttccag 360
gccaaaaaga ggcttcttga acctcttggt ctggttgagg aagcggctaa gacggctcct 420
ggaaagaaga ggcctgtaga gcagtctcct caggaaccgg actcctccgc gggtattggc 480
aaatcgggtg cacagcccgc taaaaagaga ctcaatttcg gtcagactgg cgacacagag 540
tcagtcccag accctcaacc aatcggagaa cctcccgcag ccccctcagg tgtgggatct 600
cttacaatgg cttcaggtgg tggcgcacca gtggcagaca ataacgaagg tgccgatgga 660
gtgggtagtt cctcgggaaa ttggcattgc gattcccaat ggctggggga cagagtcatc 720
accaccagca cccgaacctg ggccctgccc acctacaaca atcacctcta caagcaaatc 780
tccaacagca catctggagg atcttcaaat gacaacgcct acttcggcta cagcaccccc 840
tgggggtatt ttgacttcaa cagattccac tgccacttct caccacgtga ctggcagcga 900
ctcatcaaca acaactgggg attccggcct aagcgactca acttcaagct cttcaacatt 960
caggtcaaag aggttacgga caacaatgga gtcaagacca tcgccaataa ccttaccagc 1020
acggtccagg tcttcacgga ctcagactat cagctcccgt acgtgctcgg gtcggctcac 1080
gagggctgcc tcccgccgtt cccagcggac gttttcatga ttcctcagta cgggtatctg 1140
acgcttaatg atggaagcca ggccgtgggt cgttcgtcct tttactgcct ggaatatttc 1200
ccgtcgcaaa tgctaagaac gggtaacaac ttccagttca gctacgagtt tgagaacgta 1260
cctttccata gcagctacgc tcacagccaa agcctggacc gactaatgaa tccactcatc 1320
gaccaatact tgtactatct ctcaaagact attaacggtt ctggacagaa tcaacaaacg 1380
ctaaaattca gtgtggccgg acccagcaac atggctgtcc agggaagaaa ctacatacct 1440
ggacccagct accgacaaca acgtgtctca accactgtga ctcaaaacaa caacagcgaa 1500
tttgcttggg ctgcagcttc ttcttgggct ctcaatggac gtaatagctt gatgaatcct 1560
ggacctgcta tggccagcca caaagaagga gaggaccgtt tctttccttt gtctggatct 1620
ttaatttttg gcaaacaagg aactggaaga gacaacgtgg atgcggacaa agtcatgata 1680
accaacgaag aagaaattaa aactactaac ccggtagcaa cggagtccta tggacaagtg 1740
gccacaaacc accagagtgg ccagagtggc cgcggcgatc tgggcctgag cgcccaggcg 1800
gccaccggct gggttcaaaa ccaaggaata cttccgggta tggtttggca ggacagagat 1860
gtgtacctgc aaggacccat ttgggccaaa attcctcaca cggacggcaa ctttcaccct 1920
tctccgctga tgggagggtt tggaatgaaa cacccgcctc ctcagatcct catcaaaaac 1980
acacctgtac ctgcggatcc tccaacggcc ttcaacaagg acaagctgaa ctctttcatc 2040
acccagtatt ctactggcca agtcagcgtg gagatcgagt gggagctgca gaaggaaaac 2100
agcaagcgct ggaacccgga gatccagtac acttccaact attacaagtc taataatgtt 2160
gaatttgctg ttaatactga aggtgtatat agtgaacccc gccccattgg caccagatac 2220
ctgactcgta atctgtaa 2238

3-24 Sequences
3-24-1 Sequence Number [ID] 24
3-24-2 Molecule Type AA
3-24-3 Length 745
3-24-4 Features

Location/Qualifiers
REGION 1..745
note=AAV9LD_P3 capsid polypeptide, insertion site 588
source 1..745
mol_type=protein
organism=synthetic construct

NonEnglishQualifier Value
3-24-5 Residues MAADGYLPDW LEDNLSEGIR EWWALKPGAP QPKANQQHQD NARGLVLPGY KYLGPGNGLD 60

KGEPVNAADA AALEHDKAYD QQLKAGDNPY LKYNHADAEF QERLKEDTSF GGNLGRAVFQ 120
AKKRLLEPLG LVEEAAKTAP GKKRPVEQSP QEPDSSAGIG KSGAQPAKKR LNFGQTGDTE 180
SVPDPQPIGE PPAAPSGVGS LTMASGGGAP VADNNEGADG VGSSSGNWHC DSQWLGDRVI 240
TTSTRTWALP TYNNHLYKQI SNSTSGGSSN DNAYFGYSTP WGYFDFNRFH CHFSPRDWQR 300
LINNNWGFRP KRLNFKLFNI QVKEVTDNNG VKTIANNLTS TVQVFTDSDY QLPYVLGSAH 360
EGCLPPFPAD VFMIPQYGYL TLNDGSQAVG RSSFYCLEYF PSQMLRTGNN FQFSYEFENV 420
PFHSSYAHSQ SLDRLMNPLI DQYLYYLSKT INGSGQNQQT LKFSVAGPSN MAVQGRNYIP 480
GPSYRQQRVS TTVTQNNNSE FAWAAASSWA LNGRNSLMNP GPAMASHKEG EDRFFPLSGS 540
LIFGKQGTGR DNVDADKVMI TNEEEIKTTN PVATESYGQV ATNHQGQSGR GDAVGVAQAA 600
QTGWVQNQGI LPGMVWQDRD VYLQGPIWAK IPHTDGNFHP SPLMGGFGMK HPPPQILIKN 660
TPVPADPPTA FNKDKLNSFI TQYSTGQVSV EIEWELQKEN SKRWNPEIQY TSNYYKSNNV 720
EFAVNTEGVY SEPRPIGTRY LTRNL 745

3-25 Sequences
3-25-1 Sequence Number [ID] 25
3-25-2 Molecule Type DNA
3-25-3 Length 2238
3-25-4 Features

Location/Qualifiers
misc_feature 1..2238
note=AAV9LD_P3 capsid polypeptide encoding, insertion site amino acid 588
source 1..2238
mol_type=other DNA

source 1..2238

3-23-5 Residues

3-24

3-24-1 24

3-24-2 AA
3-24-3 745

3-24-4 Features REGION 1..745
Location/Qualifiers

3-24-5

KGEPVNAADA AALEHDKAYD QQLKAGDNPY LKYNHADAEF QERLKEDTSF GGNLGRAVFQ 120

AKKRLLEPLG LVEEAAKTAP GKKRPVEQSP QEPDSSAGIG KSGAQPAKKR LNFGQTGDTE 180

3-25

3-25-1 25

3-25-2 DNA

3-25-4 Features

Location/Qualifiers

source 1..2238

20
26

20
20
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organism=synthetic construct
NonEnglishQualifier Value

3-25-5 Residues atggctgccg atggttatct tccagattgg ctcgaggaca accttagtga aggaattcgc 60
gagtggtggg ctttgaaacc tggagcccct caacccaagg caaatcaaca acatcaagac 120
aacgctcgag gtcttgtgct tccgggttac aaataccttg gacccggcaa cggactcgac 180
aagggggagc cggtcaacgc agcagacgcg gcggccctcg agcacgacaa ggcctacgac 240
cagcagctca aggccggaga caacccgtac ctcaagtaca accacgccga cgccgagttc 300
caggagcggc tcaaagaaga tacgtctttt gggggcaacc tcgggcgagc agtcttccag 360
gccaaaaaga ggcttcttga acctcttggt ctggttgagg aagcggctaa gacggctcct 420
ggaaagaaga ggcctgtaga gcagtctcct caggaaccgg actcctccgc gggtattggc 480
aaatcgggtg cacagcccgc taaaaagaga ctcaatttcg gtcagactgg cgacacagag 540
tcagtcccag accctcaacc aatcggagaa cctcccgcag ccccctcagg tgtgggatct 600
cttacaatgg cttcaggtgg tggcgcacca gtggcagaca ataacgaagg tgccgatgga 660
gtgggtagtt cctcgggaaa ttggcattgc gattcccaat ggctggggga cagagtcatc 720
accaccagca cccgaacctg ggccctgccc acctacaaca atcacctcta caagcaaatc 780
tccaacagca catctggagg atcttcaaat gacaacgcct acttcggcta cagcaccccc 840
tgggggtatt ttgacttcaa cagattccac tgccacttct caccacgtga ctggcagcga 900
ctcatcaaca acaactgggg attccggcct aagcgactca acttcaagct cttcaacatt 960
caggtcaaag aggttacgga caacaatgga gtcaagacca tcgccaataa ccttaccagc 1020
acggtccagg tcttcacgga ctcagactat cagctcccgt acgtgctcgg gtcggctcac 1080
gagggctgcc tcccgccgtt cccagcggac gttttcatga ttcctcagta cgggtatctg 1140
acgcttaatg atggaagcca ggccgtgggt cgttcgtcct tttactgcct ggaatatttc 1200
ccgtcgcaaa tgctaagaac gggtaacaac ttccagttca gctacgagtt tgagaacgta 1260
cctttccata gcagctacgc tcacagccaa agcctggacc gactaatgaa tccactcatc 1320
gaccaatact tgtactatct ctcaaagact attaacggtt ctggacagaa tcaacaaacg 1380
ctaaaattca gtgtggccgg acccagcaac atggctgtcc agggaagaaa ctacatacct 1440
ggacccagct accgacaaca acgtgtctca accactgtga ctcaaaacaa caacagcgaa 1500
tttgcttggg ctgcagcttc ttcttgggct ctcaatggac gtaatagctt gatgaatcct 1560
ggacctgcta tggccagcca caaagaagga gaggaccgtt tctttccttt gtctggatct 1620
ttaatttttg gcaaacaagg aactggaaga gacaacgtgg atgcggacaa agtcatgata 1680
accaacgaag aagaaattaa aactactaac ccggtagcaa cggagtccta tggacaagtg 1740
gccacaaacc accagggcca gagtggccgc ggcgatgcgg tgggcgtggc ccaggcggcc 1800
cagaccggct gggttcaaaa ccaaggaata cttccgggta tggtttggca ggacagagat 1860
gtgtacctgc aaggacccat ttgggccaaa attcctcaca cggacggcaa ctttcaccct 1920
tctccgctga tgggagggtt tggaatgaaa cacccgcctc ctcagatcct catcaaaaac 1980
acacctgtac ctgcggatcc tccaacggcc ttcaacaagg acaagctgaa ctctttcatc 2040
acccagtatt ctactggcca agtcagcgtg gagatcgagt gggagctgca gaaggaaaac 2100
agcaagcgct ggaacccgga gatccagtac acttccaact attacaagtc taataatgtt 2160
gaatttgctg ttaatactga aggtgtatat agtgaacccc gccccattgg caccagatac 2220
ctgactcgta atctgtaa 2238

3-26 Sequences
3-26-1 Sequence Number [ID] 26
3-26-2 Molecule Type AA
3-26-3 Length 745
3-26-4 Features

Location/Qualifiers
REGION 1..745
note=AAV9LD_P3 capsid polypeptide 2, insertion site 589
source 1..745
mol_type=protein
organism=synthetic construct

NonEnglishQualifier Value
3-26-5 Residues MAADGYLPDW LEDNLSEGIR EWWALKPGAP QPKANQQHQD NARGLVLPGY KYLGPGNGLD 60

KGEPVNAADA AALEHDKAYD QQLKAGDNPY LKYNHADAEF QERLKEDTSF GGNLGRAVFQ 120
AKKRLLEPLG LVEEAAKTAP GKKRPVEQSP QEPDSSAGIG KSGAQPAKKR LNFGQTGDTE 180
SVPDPQPIGE PPAAPSGVGS LTMASGGGAP VADNNEGADG VGSSSGNWHC DSQWLGDRVI 240
TTSTRTWALP TYNNHLYKQI SNSTSGGSSN DNAYFGYSTP WGYFDFNRFH CHFSPRDWQR 300
LINNNWGFRP KRLNFKLFNI QVKEVTDNNG VKTIANNLTS TVQVFTDSDY QLPYVLGSAH 360
EGCLPPFPAD VFMIPQYGYL TLNDGSQAVG RSSFYCLEYF PSQMLRTGNN FQFSYEFENV 420
PFHSSYAHSQ SLDRLMNPLI DQYLYYLSKT INGSGQNQQT LKFSVAGPSN MAVQGRNYIP 480
GPSYRQQRVS TTVTQNNNSE FAWAAASSWA LNGRNSLMNP GPAMASHKEG EDRFFPLSGS 540
LIFGKQGTGR DNVDADKVMI TNEEEIKTTN PVATESYGQV ATNHQSGQSG RGDAVGVAQA 600
ATGWVQNQGI LPGMVWQDRD VYLQGPIWAK IPHTDGNFHP SPLMGGFGMK HPPPQILIKN 660
TPVPADPPTA FNKDKLNSFI TQYSTGQVSV EIEWELQKEN SKRWNPEIQY TSNYYKSNNV 720
EFAVNTEGVY SEPRPIGTRY LTRNL 745

3-27 Sequences
3-27-1 Sequence Number [ID] 27
3-27-2 Molecule Type DNA
3-27-3 Length 2238
3-27-4 Features

Location/Qualifiers
misc_feature 1..2238
note=AAV9LD_P3 capsid polypeptide 2 encoding, insertion site amino ac id 589
source 1..2238
mol_type=other DNA
organism=synthetic construct

NonEnglishQualifier Value

3-25-5 Residues

3-26

3-26-1 26

3-26-2 AA
3-26-3 745

3-26-4 Features REGION 1..745

Location/Qualifiers

source 1..745

3-26-5 Residues

AKKRLLEPLG LVEEAAKTAP GKKRPVEQSP QEPDSSAGIG KSGAQPAKKR LNFGQTGDTE 180

3-27

3-27-1 27

3-27-2 DNA
3-27-3 2238

3-27-4 Features

Location/Qualifiers

source 1..2238

20
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3-27-5 Residues atggctgccg atggttatct tccagattgg ctcgaggaca accttagtga aggaattcgc 60
gagtggtggg ctttgaaacc tggagcccct caacccaagg caaatcaaca acatcaagac 120
aacgctcgag gtcttgtgct tccgggttac aaataccttg gacccggcaa cggactcgac 180
aagggggagc cggtcaacgc agcagacgcg gcggccctcg agcacgacaa ggcctacgac 240
cagcagctca aggccggaga caacccgtac ctcaagtaca accacgccga cgccgagttc 300
caggagcggc tcaaagaaga tacgtctttt gggggcaacc tcgggcgagc agtcttccag 360
gccaaaaaga ggcttcttga acctcttggt ctggttgagg aagcggctaa gacggctcct 420
ggaaagaaga ggcctgtaga gcagtctcct caggaaccgg actcctccgc gggtattggc 480
aaatcgggtg cacagcccgc taaaaagaga ctcaatttcg gtcagactgg cgacacagag 540
tcagtcccag accctcaacc aatcggagaa cctcccgcag ccccctcagg tgtgggatct 600
cttacaatgg cttcaggtgg tggcgcacca gtggcagaca ataacgaagg tgccgatgga 660
gtgggtagtt cctcgggaaa ttggcattgc gattcccaat ggctggggga cagagtcatc 720
accaccagca cccgaacctg ggccctgccc acctacaaca atcacctcta caagcaaatc 780
tccaacagca catctggagg atcttcaaat gacaacgcct acttcggcta cagcaccccc 840
tgggggtatt ttgacttcaa cagattccac tgccacttct caccacgtga ctggcagcga 900
ctcatcaaca acaactgggg attccggcct aagcgactca acttcaagct cttcaacatt 960
caggtcaaag aggttacgga caacaatgga gtcaagacca tcgccaataa ccttaccagc 1020
acggtccagg tcttcacgga ctcagactat cagctcccgt acgtgctcgg gtcggctcac 1080
gagggctgcc tcccgccgtt cccagcggac gttttcatga ttcctcagta cgggtatctg 1140
acgcttaatg atggaagcca ggccgtgggt cgttcgtcct tttactgcct ggaatatttc 1200
ccgtcgcaaa tgctaagaac gggtaacaac ttccagttca gctacgagtt tgagaacgta 1260
cctttccata gcagctacgc tcacagccaa agcctggacc gactaatgaa tccactcatc 1320
gaccaatact tgtactatct ctcaaagact attaacggtt ctggacagaa tcaacaaacg 1380
ctaaaattca gtgtggccgg acccagcaac atggctgtcc agggaagaaa ctacatacct 1440
ggacccagct accgacaaca acgtgtctca accactgtga ctcaaaacaa caacagcgaa 1500
tttgcttggg ctgcagcttc ttcttgggct ctcaatggac gtaatagctt gatgaatcct 1560
ggacctgcta tggccagcca caaagaagga gaggaccgtt tctttccttt gtctggatct 1620
ttaatttttg gcaaacaagg aactggaaga gacaacgtgg atgcggacaa agtcatgata 1680
accaacgaag aagaaattaa aactactaac ccggtagcaa cggagtccta tggacaagtg 1740
gccacaaacc accagagtgg ccagagtggc cgcggcgatg cggtgggcgt ggcccaggcg 1800
gccaccggct gggttcaaaa ccaaggaata cttccgggta tggtttggca ggacagagat 1860
gtgtacctgc aaggacccat ttgggccaaa attcctcaca cggacggcaa ctttcaccct 1920
tctccgctga tgggagggtt tggaatgaaa cacccgcctc ctcagatcct catcaaaaac 1980
acacctgtac ctgcggatcc tccaacggcc ttcaacaagg acaagctgaa ctctttcatc 2040
acccagtatt ctactggcca agtcagcgtg gagatcgagt gggagctgca gaaggaaaac 2100
agcaagcgct ggaacccgga gatccagtac acttccaact attacaagtc taataatgtt 2160
gaatttgctg ttaatactga aggtgtatat agtgaacccc gccccattgg caccagatac 2220
ctgactcgta atctgtaa 2238

3-28 Sequences
3-28-1 Sequence Number [ID] 28
3-28-2 Molecule Type AA
3-28-3 Length 744
3-28-4 Features

Location/Qualifiers
REGION 1..744
note=AAVS10_P1 capsid polypeptide
source 1..744
mol_type=protein
organism=synthetic construct

NonEnglishQualifier Value
3-28-5 Residues MAADGYLPDW LEDNLSEGIR EWWALKPGAP KPKANQQKQD DGRGLVLPGY KYLGPFNGLD 60

KGEPVNAADA AALEHDKAYD QQLQAGDNPY LRYNHADAEF QERLQEDTSF GGNLGRAVFQ 120
AKKRLLEPLG LVEEAAKTAP GKKRPVEQSP QEPDSSAGIG KSGAQPAKKR LNFGQTGDTE 180
SVPDPQPIGE PPAAPSGVGS LTMASGGGAP VADNNEGADG VGNASGNWHC DSQWLGDRVI 240
TTSTRTWALP TYNNHLYKQI SSASTGATND NTYFGYSTPW GYFDFNRFHC HFSPRDWQRL 300
INNNWGFRPK RLNFKLFNIQ VKEVTDNNGV KTIANNLTST VQVFTDSDYQ LPYVLGSAHE 360
GCLPPFPADV FMIPQYGYLT LNDGSQAVGR SSFYCLEYFP SQMLRTGNNF QFSYEFENVP 420
FHSSYAHSQS LDRLMNPLID QYLYYLSKTI NGSGQNQQTL KFSVAGPSNM AVQGRNYIPG 480
PSYRQQRVST TVTQNNNSEF AWPGASSWAL NGRNSLMNPG PAMASHKEGE DRFFPLSGSL 540
IFGKQGTGRD NVDADKVMIT NEEEIKTTNP VATESYGQVA TNHQGQSGRG DLGLSAQAAQ 600
TGWVQNQGIL PGMVWQDRDV YLQGPIWAKI PHTDGNFHPS PLMGGFGMKH PPPQILIKNT 660
PVPADPPTAF NKDKLNSFIT QYSTGQVSVE IEWELQKENS KRWNPEIQYT SNYYKSNNVE 720
FAVNTEGVYS EPRPIGTRYL TRNL 744

3-29 Sequences
3-29-1 Sequence Number [ID] 29
3-29-2 Molecule Type DNA
3-29-3 Length 2235
3-29-4 Features

Location/Qualifiers
misc_feature 1..2235
note=AAVS10_P1 capsid polypeptide encoding
source 1..2235
mol_type=other DNA
organism=synthetic construct

NonEnglishQualifier Value
3-29-5 Residues atggctgccg atggttatct tccagattgg ctcgaggaca acctctctga gggcattcgc 60

gagtggtggg ctttgaaacc tggagccccg aagcccaaag ccaaccagca aaagcaggac 120

3-27-5 Residues

3-28

3-28-1 28

3-28-2 AA
3-28-3 744

3-28-4 Features REGION 1..744
Location/Qualifiers

source 1..744

Residues

3-29

3-29-1 29

3-29-2 DNA
3-29-3 2235

3-29-4 Features

Location/Qualifiers

source 1..2235

NonEnglishQualifier Value

3-29-5 Residues

20
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gacggccggg gtctggtgct tcctggctac aagtacctcg gacccttcaa cggactcgac 180
aagggggagc ccgtcaacgc ggcggacgca gcggccctcg agcacgacaa ggcctacgac 240
cagcagctgc aggcgggtga caatccgtac ctgcggtata accacgccga cgccgagttt 300
caggagcgtc tgcaagaaga tacgtctttt gggggcaacc tcgggcgagc agtcttccag 360
gccaaaaaga ggcttcttga acctcttggt ctggttgagg aagcggctaa gacggctcct 420
ggaaagaaac gtccggtaga gcagtcgcca caagagccag actcctccgc gggtattggc 480
aaatcgggtg cacagcccgc taaaaagaga ctcaatttcg gtcagactgg cgacacagag 540
tcagtcccag accctcaacc aatcggagaa cctcccgcag ccccctcagg tgtgggatct 600
cttacaatgg cttcaggtgg tggcgcacca gtggcagaca ataacgaagg cgccgacgga 660
gtgggtaatg cctcgggaaa ttggcattgc gattcccaat ggctggggga cagagtcatc 720
accaccagca cccgaacctg ggccctgccc acctacaaca atcacctcta caagcaaatc 780
tccagtgctt caacgggggc caccaacgac aacacctact tcggctacag caccccctgg 840
gggtattttg acttcaacag attccactgc cacttctcac cacgtgactg gcagcgactc 900
atcaacaaca actggggatt ccggcctaag cgactcaact tcaagctctt caacattcag 960
gtcaaagagg ttacggacaa caatggagtc aagaccatcg ccaataacct taccagcacg 1020
gtccaggtct tcacggactc agactatcag ctcccgtacg tgctcgggtc ggctcacgag 1080
ggctgcctcc cgccgttccc agcggacgtt ttcatgattc ctcagtacgg gtatctgacg 1140
cttaatgatg gaagccaggc cgtgggtcgt tcgtcctttt actgcctgga atatttcccg 1200
tcgcaaatgc taagaacggg taacaacttc cagttcagct acgagtttga gaacgtacct 1260
ttccatagca gctacgctca cagccaaagc ctggaccgac taatgaatcc actcatcgac 1320
caatacttgt actatctctc aaagactatt aacggttctg gacagaatca acaaacgcta 1380
aaattcagtg tggccggacc cagcaacatg gctgtccagg gaagaaacta catacctgga 1440
cccagctacc gacaacaacg tgtctcaacc actgtgactc aaaacaacaa cagcgaattt 1500
gcttggcctg gagcttcttc ttgggctctc aatggacgta atagcttgat gaatcctgga 1560
cctgctatgg ccagccacaa agaaggagag gaccgtttct ttcctttgtc tggatcttta 1620
atttttggca aacaaggaac tggaagagac aacgtggatg cggacaaagt catgataacc 1680
aacgaagaag aaattaaaac tactaacccg gtagcaacgg agtcctatgg acaagtggcc 1740
acaaaccacc agggccagag tggccgcggc gatctgggcc tgagcgccca ggcggcccag 1800
accggctggg ttcaaaacca aggaatactt ccgggtatgg tttggcagga cagagatgtg 1860
tacctgcaag gacccatttg ggccaaaatt cctcacacgg acggcaactt tcacccttct 1920
ccgctgatgg gagggtttgg aatgaaacac ccgcctcctc agatcctcat caaaaacaca 1980
cctgtacctg cggatcctcc aacggccttc aacaaggaca agctgaactc tttcatcacc 2040
cagtattcta ctggccaagt cagcgtggag atcgagtggg agctgcagaa ggaaaacagc 2100
aagcgctgga acccggagat ccagtacact tccaactatt acaagtctaa taatgttgaa 2160
tttgctgtta atactgaagg tgtatatagt gaaccccgcc ccattggcac cagatacctg 2220
actcgtaatc tgtaa 2235

3-30 Sequences
3-30-1 Sequence Number [ID] 30
3-30-2 Molecule Type AA
3-30-3 Length 746
3-30-4 Features

Location/Qualifiers
REGION 1..746
note=AAVS1_P1 capsid polypeptide
source 1..746
mol_type=protein
organism=synthetic construct

NonEnglishQualifier Value
3-30-5 Residues MAADGYLPDW LEDNLSEGIR EWWALKPGAP QPKANQQHQD NARGLVLPGY KYLGPGNGLD 60

KGEPVNAADA AALEHDKAYD QQLKAGDNPY LRYNHADAEF QERLQEDTSF GGNLGRAVFQ 120
AKKRVLEPLG LVEEGAKTAP GKKRPVEPSP QRSPDSSTGI GKTGQQPAKK RLNFGQTGDT 180
ESVPDPQPIG EPPAAPAAVG PTTMASGGGA PMADNNEGAD GVGNASGNWH CDSTWLGDRV 240
ITTSTRTWAL PTYNNHLYKQ ISNGTSGGAT NDNTYFGYST PWGYFDFNRF HCHFSPRDWQ 300
RLINNNWGFR PKRLNFKLFN IQVKEVTDNN GVKTIANNLT STVQVFTDSD YQLPYVLGSA 360
HEGCLPPFPA DVFMIPQYGY LTLNDGSQAV GRSSFYCLEY FPSQMLRTGN NFQFSYEFEN 420
VPFHSSYAHS QSLDRLMNPL IDQYLYYLSK TINGSGQNQQ TLKFSVAGPS NMAVQGRNYI 480
PGPSYRQQRV STTVTQNNNS EFAWPGASSW ALNGRNSLMN PGPAMASHKE GEDRFFPLSG 540
SLIFGKQGTG RDNVDADKVM ITNEEEIKTT NPVATESYGQ VATNHQGQSG RGDLGLSAQA 600
AQTGWVQNQG ILPGMVWQDR DVYLQGPIWA KIPHTDGNFH PSPLMGGFGM KHPPPQILIK 660
NTPVPADPPT AFNKDKLNSF ITQYSTGQVS VEIEWELQKE NSKRWNPEIQ YTSNYYKSNN 720
VEFAVNTEGV YSEPRPIGTR YLTRNL 746

3-31 Sequences
3-31-1 Sequence Number [ID] 31
3-31-2 Molecule Type DNA
3-31-3 Length 2241
3-31-4 Features

Location/Qualifiers
misc_feature 1..2241
note=AAVS1_P1 capsid polypeptide encoding
source 1..2241
mol_type=other DNA
organism=synthetic construct

NonEnglishQualifier Value
3-31-5 Residues atggctgccg atggttatct tccagattgg ctcgaggaca accttagtga aggaattcgc 60

gagtggtggg ctttgaaacc tggagcccct caacccaagg caaatcaaca acatcaagac 120
aacgctcgag gtcttgtgct tccgggttac aaataccttg gacccggcaa cggactcgac 180
aagggggagc cggtcaacgc agcagacgcg gcggccctcg agcacgacaa ggcctacgac 240

2235

3-30

3-30-1

AA

3-30-5 Residues

ITTSTRTWAL PTYNNHLYKQ ISNGTSGGAT NDNTYFGYST PWGYFDFNRF HCHFSPRDWQ 300

AQTGWVQNQG ILPGMVWQDR DVYLQGPIWA KIPHTDGNFH PSPLMGGFGM KHPPPQILIK 660

VEFAVNTEGV YSEPRPIGTR YLTRNL 746

3-31

3-31-1

DNA

3-31-5 Residues
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cagcagctca aagcgggtga caatccgtac ctgcggtata accacgccga cgccgagttt 300
caggagcgtc tgcaagaaga tacgtctttt gggggcaacc tcgggcgagc agtcttccag 360
gccaagaagc gggttctcga acctctcggt ctggttgagg aaggcgctaa gacggctcct 420
ggaaagaaac gtccggtaga gccatcaccc cagcgttctc cagactcctc tacgggcatc 480
ggcaagacag gccagcagcc cgctaaaaag agactcaatt tcggtcagac tggcgacaca 540
gagtcagtcc cagaccctca accaatcgga gaacctcccg cagcccccgc tgctgtggga 600
cctactacaa tggcttcagg cggtggcgca ccaatggcag acaataacga aggcgccgac 660
ggagtgggta atgcctcagg aaattggcat tgcgattcca catggctggg cgacagagtc 720
atcaccacca gcacccgaac ctgggccctg cccacctaca acaaccacct ctacaagcaa 780
atctccaacg ggacatcggg aggagccacc aacgacaaca cctacttcgg ctacagcacc 840
ccctgggggt attttgattt caacagattc cactgccatt tctcaccacg tgactggcag 900
cgactcatca acaacaattg gggattccgg cccaagagac tcaacttcaa gctcttcaac 960
attcaggtca aagaggttac ggacaacaat ggagtcaaga ccatcgccaa taaccttacc 1020
agcacggtcc aggtcttcac ggactcagac tatcagctcc cgtacgtgct cgggtcggct 1080
cacgagggct gcctcccgcc gttcccagcg gacgttttca tgattcctca gtacgggtat 1140
ctgacgctta atgatggaag ccaggccgtg ggtcgttcgt ccttttactg cctggaatat 1200
ttcccgtcgc aaatgctaag aacgggtaac aacttccagt tcagctacga gtttgagaac 1260
gtacctttcc atagcagcta cgctcacagc caaagcctgg accgactaat gaatccactc 1320
atcgaccaat acttgtacta tctctcaaag actattaacg gttctggaca gaatcaacaa 1380
acgctaaaat tcagtgtggc cggacccagc aacatggctg tccagggaag aaactacata 1440
cctggaccca gctaccgaca acaacgtgtc tcaaccactg tgactcaaaa caacaacagc 1500
gaatttgctt ggcctggagc ttcttcttgg gctctcaatg gacgtaatag cttgatgaat 1560
cctggacctg ctatggccag ccacaaagaa ggagaggacc gtttctttcc tttgtctgga 1620
tctttaattt ttggcaaaca aggaactgga agagacaacg tggatgcgga caaagtcatg 1680
ataaccaacg aagaagaaat taaaactact aacccggtag caacggagtc ctatggacaa 1740
gtggccacaa accaccaggg ccagagtggc cgcggcgatc tgggcctgag cgcccaggcg 1800
gcccagaccg gctgggttca aaaccaagga atacttccgg gtatggtttg gcaggacaga 1860
gatgtgtacc tgcaaggacc catttgggcc aaaattcctc acacggacgg caactttcac 1920
ccttctccgc tgatgggagg gtttggaatg aaacacccgc ctcctcagat cctcatcaaa 1980
aacacacctg tacctgcgga tcctccaacg gccttcaaca aggacaagct gaactctttc 2040
atcacccagt attctactgg ccaagtcagc gtggagatcg agtgggagct gcagaaggaa 2100
aacagcaagc gctggaaccc ggagatccag tacacttcca actattacaa gtctaataat 2160
gttgaatttg ctgttaatac tgaaggtgta tatagtgaac cccgccccat tggcaccaga 2220
tacctgactc gtaatctgta a 2241

3-32 Sequences
3-32-1 Sequence Number [ID] 32
3-32-2 Molecule Type AA
3-32-3 Length 745
3-32-4 Features

Location/Qualifiers
REGION 1..745
note=AAVD20_P1 capsid polypeptide
source 1..745
mol_type=protein
organism=synthetic construct

NonEnglishQualifier Value
3-32-5 Residues MAADGYLPDW LEDNLSEGIR EWWALKPGAP QPKANQQHQD NARGLVLPGY KYLGPGNGLD 60

KGEPVNAADA AALEHDKAYD QQLKAGDNPY LKYNHADAEF QERLKEDTSF GGNLGRAVFQ 120
TKKRVLEPFG LVEEGAKTAP GKKRPVEQSP QEPDSSSGIV KTGQQPAKKR LNFGQTGDTE 180
SVPDPQPLGE PPATPSGVGS LTMASGGGAP MADNNEGADG VGNASGNWHC DSTWLGDRVI 240
TTSTRTWALP TYNNHLYKQI SNGTSGGATN DNAYFGYSTP WGYFDFNRFH CHFSPRDWQR 300
LINNNWGFRP KRLNFKLFNI QVKEVTDNNG VKTIANNLTS TVQVFTDSDY QLPYVLGSAH 360
EGCLPPFPAD VFMIPQYGYL TLNDGSQAVG RSSFYCLEYF PSQMLRTGNN FQFSYEFENV 420
PFHSSYAHSQ SLDRLMNPLI DQYLYYLSKT INGSGQNQQT LKFSVAGPSN MAVQGRNYIP 480
GPSYRQQRVS TTVTQNNNSE FAWPGASSWA LNGRNSLMNP GPAMASHKEG EDRFFPLSGS 540
LIFGKQGTGR DNVDADKVMI TNEEEIKTTN PVATESYGQV ATNHQGQSGR GDLGLSAQAA 600
QTGWVQNQGI LPGMVWQDRD VYLQGPIWAK IPHTDGNFHP SPLMGGFGMK HPPPQILIKN 660
TPVPADPPTA FNKDKLNSFI TQYSTGQVSV EIEWELQKEN SKRWNPEIQY TSNYYKSNNV 720
EFAVNTEGVY SEPRPIGTRY LTRNL 745

3-33 Sequences
3-33-1 Sequence Number [ID] 33
3-33-2 Molecule Type DNA
3-33-3 Length 2238
3-33-4 Features

Location/Qualifiers
misc_feature 1..2238
note=AAVD20_P1 capsid polypeptide encoding
source 1..2238
mol_type=other DNA
organism=synthetic construct

NonEnglishQualifier Value
3-33-5 Residues atggctgccg atggttatct tccagattgg ctcgaggaca accttagtga aggaattcgc 60

gagtggtggg ctttgaaacc tggagcccct caacccaagg caaatcaaca acatcaagac 120
aacgctcgag gtcttgtgct tccgggttac aaataccttg gacccggcaa cggactcgac 180
aagggggagc cggtcaacgc agcagacgcg gcggccctcg agcacgacaa ggcctacgac 240
cagcagctca aggccggaga caacccgtac ctcaagtaca accacgccga cgccgagttc 300
caggagcggc tcaaagaaga tacgtctttt gggggcaacc tcgggcgagc agtcttccag 360

taaccttacc 1020

2241

3-32

3-32-1

AA

3-32-5 Residues

KGEPVNAADA AALEHDKAYD QQLKAGDNPY LKYNHADAEF QERLKEDTSF GGNLGRAVFQ 120

TKKRVLEPFG LVEEGAKTAP GKKRPVEQSP QEPDSSSGIV KTGQQPAKKR LNFGQTGDTE 180

EGCLPPFPAD VFMIPQYGYL TLNDGSQAVG RSSFYCLEYF PSQMLRTGNN FQFSYEFENV 420

EFAVNTEGVY SEPRPIGTRY LTRNL 745

3-33

3-33-1

DNA

3-33-5 Residues

20
26

20
20

70
   

   
18

 M
ar

 2
02

6



accaagaaga gggttctcga accttttggt ctggttgagg aaggtgctaa gacggctcct 420
ggaaagaaac gtccggtaga gcagtcgcca caagagccag actcctcctc gggcattgtc 480
aagacaggcc agcagcccgc taaaaagaga ctcaattttg gtcagactgg cgacacagag 540
tcagtccccg acccacaacc tctcggagaa cctccagcaa ccccctcagg tgtgggatct 600
cttacaatgg cttcaggcgg tggcgcacca atggcagaca ataacgaagg cgccgacgga 660
gtgggtaatg cctcaggaaa ttggcattgc gattccacat ggctgggcga cagagtcatc 720
accaccagca cccgaacctg ggccctgccc acctacaaca accacctcta caagcaaatc 780
tccaacggga catcgggagg agccaccaac gacaacgcct acttcggcta cagcaccccc 840
tgggggtatt ttgactttaa cagattccac tgccactttt caccacgtga ctggcagcga 900
ctcatcaaca acaactgggg attccggcct aagcgactca acttcaagct cttcaacatt 960
caggtcaaag aggttacgga caacaatgga gtcaagacca tcgccaataa ccttaccagc 1020
acggtccagg tcttcacgga ctcagactat cagctcccgt acgtgctcgg gtcggctcac 1080
gagggctgcc tcccgccgtt cccagcggac gttttcatga ttcctcagta cgggtatctg 1140
acgcttaatg atggaagcca ggccgtgggt cgttcgtcct tttactgcct ggaatatttc 1200
ccgtcgcaaa tgctaagaac gggtaacaac ttccagttca gctacgagtt tgagaacgta 1260
cctttccata gcagctacgc tcacagccaa agcctggacc gactaatgaa tccactcatc 1320
gaccaatact tgtactatct ctcaaagact attaacggtt ctggacagaa tcaacaaacg 1380
ctaaaattca gtgtggccgg acccagcaac atggctgtcc agggaagaaa ctacatacct 1440
ggacccagct accgacaaca acgtgtctca accactgtga ctcaaaacaa caacagcgaa 1500
tttgcttggc ctggagcttc ttcttgggct ctcaatggac gtaatagctt gatgaatcct 1560
ggacctgcta tggccagcca caaagaagga gaggaccgtt tctttccttt gtctggatct 1620
ttaatttttg gcaaacaagg aactggaaga gacaacgtgg atgcggacaa agtcatgata 1680
accaacgaag aagaaattaa aactactaac ccggtagcaa cggagtccta tggacaagtg 1740
gccacaaacc accagggcca gagtggccgc ggcgatctgg gcctgagcgc ccaggcggcc 1800
cagaccggct gggttcaaaa ccaaggaata cttccgggta tggtttggca ggacagagat 1860
gtgtacctgc aaggacccat ttgggccaaa attcctcaca cggacggcaa ctttcaccct 1920
tctccgctga tgggagggtt tggaatgaaa cacccgcctc ctcagatcct catcaaaaac 1980
acacctgtac ctgcggatcc tccaacggcc ttcaacaagg acaagctgaa ctctttcatc 2040
acccagtatt ctactggcca agtcagcgtg gagatcgagt gggagctgca gaaggaaaac 2100
agcaagcgct ggaacccgga gatccagtac acttccaact attacaagtc taataatgtt 2160
gaatttgctg ttaatactga aggtgtatat agtgaacccc gccccattgg caccagatac 2220
ctgactcgta atctgtaa 2238

3-34 Sequences
3-34-1 Sequence Number [ID] 34
3-34-2 Molecule Type AA
3-34-3 Length 745
3-34-4 Features

Location/Qualifiers
REGION 1..745
note=AAVH15_P1 capsid polypeptide
source 1..745
mol_type=protein
organism=synthetic construct

NonEnglishQualifier Value
3-34-5 Residues MAADGYLPDW LEDNLSEGIR EWWDLKPGAP KPKANQQKQD DGRGLVLPGY KYLGPFNGLD 60

KGEPVNAADA AALEHDKAYD QQLKAGDNPY LRYNHADAEF QERLQEDTSF GGNLGRAVFQ 120
AKKRVLEPFG LVEEGAKTAP GKKRPVEQSP QEPDSSSGIG KTGQQPAKKR LNFGQTGDSE 180
SVPDPQPLGE PPATPAAVGP TTMASGGGAP VADNNEGADG VGSSSGNWHC DSQWLGDRVI 240
TTSTRTWALP TYNNHLYKQI SNSTSGGSSN DNAYFGYSTP WGYFDFNRFH CHFSPRDWQR 300
LINNNWGFRP KRLNFKLFNI QVKEVTDNNG VKTIANNLTS TVQVFTDSDY QLPYVLGSAH 360
EGCLPPFPAD VFMIPQYGYL TLNDGSQAVG RSSFYCLEYF PSQMLRTGNN FQFSYEFENV 420
PFHSSYAHSQ SLDRLMNPLI DQYLYYLSKT INGSGQNQQT LKFSVAGPSN MAVQGRNYIP 480
GPSYRQQRVS TTVTQNNNSE FAWPGASSWA LNGRNSLMNP GPAMASHKEG EDRFFPLSGS 540
LIFGKQGTGR DNVDADKVMI TNEEEIKTTN PVATESYGQV ATNHQGQSGR GDLGLSAQAA 600
QTGWVQNQGI LPGMVWQDRD VYLQGPIWAK IPHTDGNFHP SPLMGGFGLK HPPPQILIKN 660
TPVPADPPAE FSATKFASFI TQYSTGQVSV EIEWELQKEN SKRWNPEVQY TSNYAKSANV 720
DFTVDNNGLY TEPRPIGTRY LTRPL 745

3-35 Sequences
3-35-1 Sequence Number [ID] 35
3-35-2 Molecule Type DNA
3-35-3 Length 2238
3-35-4 Features

Location/Qualifiers
misc_feature 1..2238
note=AAVH15_P1 capsid polypeptide encoding
source 1..2238
mol_type=other DNA
organism=synthetic construct

NonEnglishQualifier Value
3-35-5 Residues atggctgccg atggttatct tccagattgg ctcgaggaca acctctctga gggcattcgc 60

gagtggtggg acttgaaacc tggagccccg aaacccaaag ccaaccagca aaagcaggac 120
gacggccggg gtctggtgct tcctggctac aagtacctcg gacccttcaa cggactcgac 180
aagggggagc ccgtcaacgc ggcggatgca gcggccctcg agcacgacaa ggcctacgac 240
cagcagctca aagcgggtga caatccgtac cttcggtata accacgccga cgccgagttt 300
caggagcgtc tgcaagaaga tacgtctttt gggggcaacc tcgggcgagc agtcttccag 360
gccaagaaga gggttctcga accttttggt ctggttgagg aaggtgctaa gacggctcct 420
ggaaagaaac gtccggtaga gcagtcgcca caagagccag actcctcctc gggcattggc 480

2238

3-34

3-34-1

AA

3-34-5 Residues

SVPDPQPLGE PPATPAAVGP TTMASGGGAP VADNNEGADG VGSSSGNWHC DSQWLGDRVI 240

GPSYRQQRVS TTVTQNNNSE FAWPGASSWA LNGRNSLMNP GPAMASHKEG EDRFFPLSGS 540

3-35

3-35-1

DNA

3-35-5 Residues
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aagacaggcc agcagcccgc taaaaagaga ctcaattttg gtcagactgg cgactcagag 540
tcagtccccg acccacaacc tctcggagaa cctccagcaa cccccgctgc tgtgggacct 600
actacaatgg cttcaggtgg tggcgcacca gtggcagaca ataacgaagg tgccgatgga 660
gtgggtagtt cctcgggaaa ttggcattgc gattcccaat ggctggggga cagagtcatc 720
accaccagca cccgaacctg ggccctgccc acctacaaca atcacctcta caagcaaatc 780
tccaacagca catctggagg atcttcaaat gacaacgcct acttcggcta cagcaccccc 840
tgggggtatt ttgacttcaa cagattccac tgccacttct caccacgtga ctggcagcga 900
ctcatcaaca acaactgggg attccggcct aagcgactca acttcaagct cttcaacatt 960
caggtcaaag aggttacgga caacaatgga gtcaagacca tcgccaataa ccttaccagc 1020
acggtccagg tcttcacgga ctcagactat cagctcccgt acgtgctcgg gtcggctcac 1080
gagggctgcc tcccgccgtt cccagcggac gttttcatga ttcctcagta cgggtatctg 1140
acgcttaatg atggaagcca ggccgtgggt cgttcgtcct tttactgcct ggaatatttc 1200
ccgtcgcaaa tgctaagaac gggtaacaac ttccagttca gctacgagtt tgagaacgta 1260
cctttccata gcagctacgc tcacagccaa agcctggacc gactaatgaa tccactcatc 1320
gaccaatact tgtactatct ctcaaagact attaacggtt ctggacagaa tcaacaaacg 1380
ctaaaattca gtgtggccgg acccagcaac atggctgtcc agggaagaaa ctacatacct 1440
ggacccagct accgacaaca acgtgtctca accactgtga ctcaaaacaa caacagcgaa 1500
tttgcttggc ctggagcttc ttcttgggct ctcaatggac gtaatagctt gatgaatcct 1560
ggacctgcta tggccagcca caaagaagga gaggaccgtt tctttccttt gtctggatct 1620
ttaatttttg gcaaacaagg aactggaaga gacaacgtgg atgcggacaa agtcatgata 1680
accaacgaag aagaaattaa aactactaac ccggtagcaa cggagtccta tggacaagtg 1740
gccacaaacc accagggcca gagtggccgc ggcgatctgg gcctgagcgc ccaggcggcc 1800
cagaccggct gggttcaaaa ccaaggaata cttccgggta tggtttggca ggacagagat 1860
gtgtacctgc aaggacccat ttgggccaaa attcctcaca cggacggcaa cttccacccg 1920
tctccgctga tgggcggctt tggcctgaaa catcctccgc ctcagatcct gatcaagaac 1980
acgcctgtac ctgcggatcc tccggcagag ttttcggcta caaagtttgc ttcattcatc 2040
acccagtatt ccacaggaca agtgagcgtg gagattgaat gggagctgca gaaagaaaac 2100
agcaaacgct ggaatcccga agtgcagtat acatctaact atgcaaaatc tgccaacgtt 2160
gatttcactg tggacaacaa tggactttat actgagcctc gccccattgg cacccgttac 2220
ctcacccgtc ccctgtaa 2238

3-36 Sequences
3-36-1 Sequence Number [ID] 36
3-36-2 Molecule Type AA
3-36-3 Length 6
3-36-4 Features

Location/Qualifiers
REGION 1..6
note=AAV1 insertion site 1
source 1..6
mol_type=protein
organism=synthetic construct

NonEnglishQualifier Value
3-36-5 Residues STDPAT 6

3-37 Sequences
3-37-1 Sequence Number [ID] 37
3-37-2 Molecule Type AA
3-37-3 Length 6
3-37-4 Features

Location/Qualifiers
REGION 1..6
note=AAV1 insertion site 2
source 1..6
mol_type=protein
organism=synthetic construct

NonEnglishQualifier Value
3-37-5 Residues SSSTDP 6

3-38 Sequences
3-38-1 Sequence Number [ID] 38
3-38-2 Molecule Type AA
3-38-3 Length 6
3-38-4 Features

Location/Qualifiers
REGION 1..6
note=AAV2 insertion site 1
source 1..6
mol_type=protein
organism=synthetic construct

NonEnglishQualifier Value
3-38-5 Residues GNRQAA 6

3-39 Sequences
3-39-1 Sequence Number [ID] 39
3-39-2 Molecule Type AA
3-39-3 Length 6
3-39-4 Features

Location/Qualifiers
REGION 1..6
note=AAV2 insertion site 2
source 1..6
mol_type=protein

accaccagca cccgaacctg ggccctgccc acctacaaca atcacctcta caagcaaatc 780

2238

3-36

3-36-1

AA

3-36-5 Residues 6

3-37

3-37-2

3-37-3

3-37-4 Features

Location/Qualifiers

3-37-5 Residues

3-38

3-38-1

AA

3-38-5 Residues 6

3-39

3-39-2

3-39-3 6

3-39-4 REGION 1..6
Location/Qualifiers
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organism=synthetic construct
NonEnglishQualifier Value

3-39-5 Residues RGNRQA 6

3-40 Sequences
3-40-1 Sequence Number [ID] 40
3-40-2 Molecule Type AA
3-40-3 Length 6
3-40-4 Features

Location/Qualifiers
REGION 1..6
note=AAV3b insertion site 1
source 1..6
mol_type=protein
organism=synthetic construct

NonEnglishQualifier Value
3-40-5 Residues LQSSNT 6

3-41 Sequences
3-41-1 Sequence Number [ID] 41
3-41-2 Molecule Type AA
3-41-3 Length 6
3-41-4 Features

Location/Qualifiers
REGION 1..6
note=AAV3b insertion site 2
source 1..6
mol_type=protein
organism=synthetic construct

NonEnglishQualifier Value
3-41-5 Residues SSNTAP 6

3-42 Sequences
3-42-1 Sequence Number [ID] 42
3-42-2 Molecule Type AA
3-42-3 Length 6
3-42-4 Features

Location/Qualifiers
REGION 1..6
note=AAV4 insertion site 1
source 1..6
mol_type=protein
organism=synthetic construct

NonEnglishQualifier Value
3-42-5 Residues DQSNSN 6

3-43 Sequences
3-43-1 Sequence Number [ID] 43
3-43-2 Molecule Type AA
3-43-3 Length 6
3-43-4 Features

Location/Qualifiers
REGION 1..6
note=AAV4 insertion site 2
source 1..6
mol_type=protein
organism=synthetic construct

NonEnglishQualifier Value
3-43-5 Residues SNSNLP 6

3-44 Sequences
3-44-1 Sequence Number [ID] 44
3-44-2 Molecule Type AA
3-44-3 Length 6
3-44-4 Features

Location/Qualifiers
REGION 1..6
note=AAV5 insertion site 1
source 1..6
mol_type=protein
organism=synthetic construct

NonEnglishQualifier Value
3-44-5 Residues NQSSTT 6

3-45 Sequences
3-45-1 Sequence Number [ID] 45
3-45-2 Molecule Type AA
3-45-3 Length 6
3-45-4 Features

Location/Qualifiers
REGION 1..6
note=AAV5 insertion site 2
source 1..6
mol_type=protein
organism=synthetic construct

NonEnglishQualifier Value

3-39-5 Residues

3-40

3-40-1

3-40-2

3-40-3

3-40-4 Features

Location/Qualifiers note=AAV3b insertion site 1

3-40-5 Residues

3-41

3-41-1

3-41-2 AA
3-41-3 6

3-41-4 Features

Location/Qualifiers

3-41-5 Residues

3-42

3-42-1

3-42-2 AA

Features REGION 1..6

Location/Qualifiers

3-42-5 Residues DQSNSN 6

3-43

3-43-2 AA

3-43-4 Features REGION 1..6

source 1..6

3-43-5 Residues SNSNLP 6

3-44

AA
6

3-44-4 Features REGION 1..6
Location/Qualifiers

source 1..6

3-44-5 Residues 6

3-45

AA
3-45-3 6

Location/Qualifiers note=AAV5 insertion site 2
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3-45-5 Residues SSTTAP 6

3-46 Sequences
3-46-1 Sequence Number [ID] 46
3-46-2 Molecule Type AA
3-46-3 Length 6
3-46-4 Features

Location/Qualifiers
REGION 1..6
note=AAV6 insertion site 1
source 1..6
mol_type=protein
organism=synthetic construct

NonEnglishQualifier Value
3-46-5 Residues STDPAT 6

3-47 Sequences
3-47-1 Sequence Number [ID] 47
3-47-2 Molecule Type AA
3-47-3 Length 6
3-47-4 Features

Location/Qualifiers
REGION 1..6
note=AAV6 insertion site 2
source 1..6
mol_type=protein
organism=synthetic construct

NonEnglishQualifier Value
3-47-5 Residues SSSTDP 6

3-48 Sequences
3-48-1 Sequence Number [ID] 48
3-48-2 Molecule Type AA
3-48-3 Length 6
3-48-4 Features

Location/Qualifiers
REGION 1..6
note=AAV7 insertion site 1
source 1..6
mol_type=protein
organism=synthetic construct

NonEnglishQualifier Value
3-48-5 Residues AANTAA 6

3-49 Sequences
3-49-1 Sequence Number [ID] 49
3-49-2 Molecule Type AA
3-49-3 Length 6
3-49-4 Features

Location/Qualifiers
REGION 1..6
note=AAV8 insertion site 1
source 1..6
mol_type=protein
organism=synthetic construct

NonEnglishQualifier Value
3-49-5 Residues QQNTAP 6

3-50 Sequences
3-50-1 Sequence Number [ID] 50
3-50-2 Molecule Type AA
3-50-3 Length 6
3-50-4 Features

Location/Qualifiers
REGION 1..6
note=AAV9 insertion site 1
source 1..6
mol_type=protein
organism=synthetic construct

NonEnglishQualifier Value
3-50-5 Residues SAQAQA 6

3-51 Sequences
3-51-1 Sequence Number [ID] 51
3-51-2 Molecule Type AA
3-51-3 Length 6
3-51-4 Features

Location/Qualifiers
REGION 1..6
note=AAVrh10 insertion site 1
source 1..6
mol_type=protein
organism=synthetic construct

NonEnglishQualifier Value
3-51-5 Residues QQNAAP 6

3-52 Sequences

3-45-5 Residues SSTTAP 6

3-46

3-46-1

3-46-2 AA
3-46-3 6

3-46-4 Features REGION 1..6

Location/Qualifiers note=AAV6 insertion site 1

source 1..6

3-46-5 Residues STDPAT 6

3-47

3-47-2 AA
3-47-3 6

3-47-4 Features REGION 1..6
Location/Qualifiers

source 1..6

3-47-5 Residues SSSTDP 6

3-48

3-48-2 AA
3-48-3 6

3-48-4 Features REGION 1..6

Location/Qualifiers

source 1..6

3-48-5 Residues AANTAA 6

3-49

3-49-1

3-49-2 AA
3-49-3 6

3-49-4 Features REGION 1..6
Location/Qualifiers

source 1..6

3-49-5 Residues 6

3-50

3-50-1

3-50-2 AA
3-50-3 6

3-50-4 Features REGION 1..6

Location/Qualifiers

source 1..6

Residues SAQAQA 6

3-51

3-51-2 AA
3-51-3 6

3-51-4 Features REGION 1..6

Location/Qualifiers

source 1..6

mol_type=protein

NonEnglishQualifier Value

3-51-5 Residues 6

3-52
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3-52-1 Sequence Number [ID] 52
3-52-2 Molecule Type AA
3-52-3 Length 6
3-52-4 Features

Location/Qualifiers
REGION 1..6
note=AAVpo.1 insertion site 1
source 1..6
mol_type=protein
organism=synthetic construct

NonEnglishQualifier Value
3-52-5 Residues NQNSNT 6

3-53 Sequences
3-53-1 Sequence Number [ID] 53
3-53-2 Molecule Type AA
3-53-3 Length 6
3-53-4 Features

Location/Qualifiers
REGION 1..6
note=AAVpo.1 insertion site 2
source 1..6
mol_type=protein
organism=synthetic construct

NonEnglishQualifier Value
3-53-5 Residues NSNTHP 6

3-54 Sequences
3-54-1 Sequence Number [ID] 54
3-54-2 Molecule Type AA
3-54-3 Length 6
3-54-4 Features

Location/Qualifiers
REGION 1..6
note=AAV12 insertion site 1
source 1..6
mol_type=protein
organism=synthetic construct

NonEnglishQualifier Value
3-54-5 Residues NQNATT 6

3-55 Sequences
3-55-1 Sequence Number [ID] 55
3-55-2 Molecule Type AA
3-55-3 Length 6
3-55-4 Features

Location/Qualifiers
REGION 1..6
note=AAV12 insertion site 2
source 1..6
mol_type=protein
organism=synthetic construct

NonEnglishQualifier Value
3-55-5 Residues NATTAP 6

3-52-1 52

3-52-2 AA
3-52-3 6

3-52-4 Features REGION 1..6

Location/Qualifiers

source 1..6

3-52-5 Residues NQNSNT 6

3-53

3-53-1

3-53-2 AA
3-53-3 6

3-53-4 Features REGION 1..6
Location/Qualifiers

source 1..6

3-53-5 Residues NSNTHP 6

3-54

3-54-1

3-54-2 AA
3-54-3 6

3-54-4 Features REGION 1..6
Location/Qualifiers

source 1..6

3-54-5 Residues 6

3-55

3-55-1

3-55-2

3-55-3 6

3-55-4 Features REGION 1..6
Location/Qualifiers

source 1..6

3-55-5 Residues NATTAP 6
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