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OLIGONUCLEOTIDES FOR MAPT MODULATION 

Cross-Reference to Related Applications 

[001] This application claims thebenefitof U.S. Provisional Application Serial No.  

62/991,405, filed March 18, 2020, and U.S. Provisional Application Serial No. 63/071,106, 

filed August 27, 2020, the entire disclosures of which are incorporated herein by reference.  

Field of the Invention 

[002] This disclosure relates to novel MAPTtargeting sequences, novel branched 

oligonucleotides, and novel methods for treating and preventing MAPT-related 

neurodegeneration.  

Background 

[003] Microtubule associated protein tau (tau) is encoded by the M4PT gene located 

on chromosome 17q21 and is expressed throughout the central nervous system. Tau protein 

functions in the assembly and stabilization of microtubules in brain cells. Microtubules are 

essential for the maintenance of cellular integrity, for facilitating transport within and between 

cells, and cell division. As such, microtubules are important for axonal transport and for 

maintaining the structural integrity of the cell. Tau protein is located within neurons, 

predominantly within axons. Tau protein is also found in other neuronal cells, such as 

astrocytes and oligodendrocytes in which it performs similar functions.  

[004] Mutations in AL4PTcause frontotemporal dementia with parkinsonism and 

progressive supranuclear palsy. Mutations in MAPTand hyperphosphorylated tau protein are 

further associated with Alzheimer's disease, Parkinson's disease, Amyotrophic lateral 

sclerosis, and traumatic brain injury, affecting millions of people world-wide. Under 

pathological conditions, tau protein undergoes a variety of intra-molecular modifications and 

forms toxic oligomeric tau protein and paired helical filaments, which further assemble into 

neurofibrillary tangles and form deposits in the brain (tauopathy). Since regulation of tau is 

critical for memory, tauopathies have been linked to cognitive impairment. Therapies effective 

at halting or reversing the progression of the highly prevalent Alzheimer's and Parkinson's 

diseases, both implicating tau protein, are still lacking. Accordingly, there exists a need to 

efficiently and potently silence MAPT mRNA expression, which the present application 

addresses.  
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Summary 

[005] In a first aspect, the disclosure provides an RNA molecule having a nucleic acid 

sequence that is substantially complementary to a MAPT nucleic acid sequence of any one of 

SEQ ID NOs: 1-13, 292, and 295. In some embodiments, the nucleic acid sequence is 

substantially complementary to a MAPT nucleic acid sequence of SEQ ID NO: 1. In some 

embodiments, the nucleic acid sequence is substantially complementary to MAJTnucleic 

acid sequence of SEQ ID NO: 2. In some embodiments, the nucleic acid sequence is 

substantially complementary to a M4P1 nucleic acid sequence of SEQ ID NO: 3. In some 

embodiments, the nucleic acid sequence is substantially complementary to a M4PT nucleic 

acid sequence of SEQ ID NO: 4. In some embodiments, the nucleic acid sequence is 

substantially complementary to a AMPT nucleic acid sequence of SEQ ID NO: 5. In some 

embodiments, the nucleic acid sequence is substantially complementary to a AMPTnucleic 

acid sequence of SEQ IF NO: 6. In some embodiments, the nucleic acid sequence is 

substantially complementary to a MAPT nucleic acid sequence of SEQ ID NO: 7. In some 

embodiments, the nucleic acid sequence is substantially complementary to a MAPTnucleic 

acid sequence of SEQ ID NO: 8. In some embodiments, the nucleic acid sequence is 

substantially complementary to aMAPTnucleic acid sequence of SEQ ID NO: 9. In some 

embodiments, the nucleic acid sequence is substantially complementary to a APT nucleic 

acid sequence of SEQ ID NO: 10. In some embodiments, the nucleic acid sequence is 

substantially complementary to a APT nucleic acid sequence of SEQ ID NO: 11. In some 

embodiments, the nucleic acid sequence is substantially complementary to a AAPT nucleic 

acid sequence of SEQ I) NO: 12. In some embodiments, the nucleic acid sequence is 

substantially complementary to aMAPTnucleic acid sequence of SEQ ID NO: 13. In some 

embodiments, the nucleic acid sequence is substantially complementary to aAMAPT nucleic 

acid sequence of SEQ ID NO: 292. In some embodiments, the nucleic acid sequence is 

substantially complementary to aAMIPTnucleic acid sequence of SEQ ID NO: 295.  

[006] In another aspect, the disclosure provides an RNA molecule having a nucleic acid 

sequence that is substantially complementary to a iAPTnucleic acid sequence of any one of 

SEQ ID NOs: 14-33, 299, and 302. In some embodiments, the nucleic acid sequence is 

substantially complementary to a M4PT nucleic acid sequence of SEQ ID NO: 14. In some 

embodiments, the nucleic acid sequence is substantially complementary to a AAPT nucleic 

acid sequence of SEQ ID NO: 15. In some embodiments, the nucleic acid sequence is 

substantially complementary to a MAPT nucleic acid sequence of SEQ ID NO: 16. In some 
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embodiments, the nucleic acid sequence is substantially complementary to a AIPT nucleic 

acid sequence of SEQ ID NO: 17. In some embodiments, the nucleic acid sequence is 

substantially complementary to a APT nucleic acid sequence of SEQ ID NO: 18. In some 

embodiments, the nucleic acid sequence is substantially complementary to a A4PTnucleic 

acid sequence of SEQ ID NO: 19. In some embodiments, the nucleic acid sequence is 

substantially complementarytoaAfAPTnucleic acid sequenceofSEQ IDNO: 20. Income 

embodiments, the nucleic acid sequence is substantially complementary to a M4PTnucleic 

acid sequence of SEQ ID NO: 21 In some embodiments, the nucleic acid sequence is 

substantially complementary to aJMAPTnucleic acid sequence of SEQ ID NO: 22. In some 

embodiments, the nucleic acid sequence is substantially complementary to a AAPT nucleic 

acid sequence of SEQ ID NO: 23. In some embodiments, the nucleic acid sequence is 

substantially complementary to a AAPTnucleic acid sequence of SEQ ID NO: 24. In some 

embodiments, the nucleic acid sequence is substantially complementary to a AMPT nucleic 

acid sequence of SEQ ID NO: 25. In some embodiments, the nucleic acid sequence is 

substantially complementary to a APTnucleic acid sequence of SEQ ID NO: 26. In some 

embodiments, the nucleic acid sequence is substantially complementary to a APTnucleic 

acid sequence of SEQ ID NO: 27. In some embodiments, the nucleic acid sequence is 

substantially complementary to a M4PTnuclic acid sequence of SEQ ID NO: 28. In some 

embodiments, the nucleic acid sequence is substantially complementary to aAAPT nucleic 

acid sequence of SEQ ID NO: 29. In some embodiments, the nucleic acid sequence is 

substantially complementary to a AAPTnucleic acid sequence of SEQ ID NO: 30. In some 

embodiments, the nucleic acid sequence is substantially complementary to aAAPT nucleic 

acid sequence of SEQ ID NO: 31. In some embodiments, the nucleic acid sequence is 

substantially complementary to a MAPTnucleic acid sequence of SEQ ID NO: 32. In some 

embodiments, the nucleic acid sequence is substantially complementary to a M4PTnucleic 

acid sequence of SEQ ID NO: 33. In some embodiments, the nucleic acid sequence is 

substantially complementary to a APTnucleic acid sequence of SEQ I) NO: 292. In some 

embodiments, the nucleic acid sequence is substantially complementary to aAAPT nucleic 

acid sequence of SEQ ID NO: 302.  

[007] In another aspect, the disclosure provides an RNA molecule having a nucleic acid 

sequence that is at least 85% (e.g., 86%, 87%, 88%, 89%, 90%, 91%, 92%, 93%, 94%, 95%, 

96%, 97%, 98%, 99%, or 100%) identical to the nucleic acid sequence of any one of SEQ 11) 

NOs: 34-46. In some embodiments, the RNA molecule has a nucleic acid sequence that is at 
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least 85% (eg., 86%, 87%, 88%, 89%, 90%, 91%, 92%, 93%, 94%, 95%, 96%, 97%, 98%, 

99%, or 100%) identical to the nucleic acid sequence of SEQ ID NO: 34. In some 

embodiments, the RNA molecule has a nucleic acid sequence that is at least 85% (eg., 86%, 

87%, 88%, 89%, 90%, 91%, 92%, 93%, 94%, 95%, 96%, 97%, 98%, 99%, or 100%) identical 

to the nucleic acid sequence ofSEQ ID NO: 35. In some embodiments, the RNA molecule has 

a nucleic acid sequence that is at least 85% (e.g., 86%, 87%, 88%, 89%, 90%, 91%, 92%, 93%, 

94, 95%, 96%, 97%, 98%, 99%, or 100%) identical to the nucleic acid sequence of SEQ ID 

NO: 36. In some embodiments, the RNA molecule has a nucleic acid sequence that is at least 

85% (e.g., 86%, 87%, 88%, 89%, 90%, 91%, 92%, 93%, 94%, 95%, 96%, 97%, 98%, 99%, or 

100%) identical to the nucleic acid sequence of SEQ ID NO: 37. In some embodiments, the 

RNA molecule has a nucleic acid sequence that is at least 85% (e.g., 86%, 87%, 88%, 89%, 

90%, 91%, 92/%, 93%, 94%, 95%, 96%, 97%, 98%, 99%, or 100%) identical to the nucleic 

acid sequence of SEQIDNO: 38. In some embodiments, the RNA molecule has a nucleic acid 

sequence that is at least 85% (e.g., 86%, 87%88%, 89%, 90%, 91%, 92%, 93%,94% 95% 

96%, 97%, 98%, 99%, or 100%) identical to the nucleic acid sequence of SEQI 11)NO: 39. In 

some embodiments, the RNA molecule has a nucleic acid sequence that is at least 85% (e.g., 

86%, 87%, 88%, 89%, 90%, 91%, 92%, 93%, 94%, 95%, 96%, 97%, 98%, 99%, or 100%) 

identical to the nucleic acid sequence of SEQ ID NO: 40. In some embodiments, the RNA 

molecule has a nucleic acid sequence that is at least 85% (e.g. 86%, 87%, 88%, 89%, 90%, 

91%, 92%, 93%, 94%, 95%, 96%, 97%, 98%, 99%, or 100%) identical to the nucleic acid 

sequence of SEQID NO: 41. In some embodiments, the RNA molecule has a nucleic acid 

sequence that is at least 85% (e.g., 86%, 87%, 88%, 89%, 90%, 91%, 92%, 93%, 94%, 95%, 

96%, 97%, 98%, 99%, or 100%) identical to the nucleic acid sequence of SEQ ID NO: 42. In 

some embodiments, the RNA molecule has a nucleic acid sequence that is at least 85% (e.g., 

86%, 87%, 88%, 89%, 90%, 91%, 92%, 93%, 94%, 95%, 96%, 97%, 98%, 99%, or 100%) 

identical to the nucleic acid sequence of SEQ ID NO: 43. In some embodiments, the RNA 

molecule has a nucleic acid sequence that is at least 85% (e.g.. 86%, 87%, 88%, 89%, 90%, 

91%, 92%, 93%, 94%, 95%, 96%, 97%, 98%, 99%, or 100%) identical to the nucleic acid 

sequence of SEQ ID NO: 44. In some embodiments, the RNA molecule has a nucleic acid 

sequence that is at least 85% (e.g., 86%, 87%, 88%, 89%, 90%, 91%, 92%, 93%, 94%, 95%, 

96%, 97%, 98%, 99%, or 100%) identical to the nucleic acid sequence of SEQ ID NO: 45. In 

some embodiments, the RNA molecule has a nucleic acid sequence that is at least 85% (e.g.  

86%, 87%, 88%, 89%, 90%91%, 92%, 93%, 94%, 95%, 96%, 97%, 98%, 99%, or 100%) 

identical to the nucleic acid sequence of SEQ 1D NO: 46.  
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[008] In one aspect. the disclosure provides an RNA molecule having a length of 

from about 8 nucleotides to about 80 nucleotides: and a nucleic acid sequence that is 

substantially complementary to a MAPT nucleic acid sequence of any one of SEQ ID NOs: 1

13, 292, and 295. In certain embodiments, the RNAmolecule is from 8 nucleotides to 80 

nucleotides in length (e.g., 8 nucleotides, 9 nucleotides, 10 nucleotides, 11 nucleotides, 12 

nucleotides, 13 nucleotides, 14 nucleotides, 15 nucleotides, 16 nucleotides, 17 nucleotides, 18 

nucleotides, 19 nucleotides, 20 nucleotides, 21 nucleotides, 22 nucleotides, 23 nucleotides, 24 

nucleotides, 25 nucleotides, 26 nucleotides, 27 nucleotides, 28 nucleotides, 29 nucleotides, 30 

nucleotides, 31 nucleotides, 32 nucleotides, 33 nucleotides, 34 nucleotides, 35 nucleotides, 36 

nucleotides, 37 nucleotides, 38 nucleotides, 39 nucleotides, 40 nucleotides, 41 nucleotides, 42 

nucleotides, 43 nucleotides, 44 nucleotides, 45 nucleotides, 46 nucleotides, 47 nucleotides, 48 

nucleotides, 49 nucleotides, 50 nucleotides, 51 nucleotides, 52 nucleotides, 53 nucleotides, 54 

nucleotides, 55 nucleotides, 56 nucleotides, 57 nucleotides, 58 nucleotides, 59 nucleotides, 60 

nucleotides, 61 nucleotides, 62 nucleotides, 63 nucleotides, 64 nucleotides, 65 nucleotides, 66 

nucleotides, 67 nucleotides, 68 nucleotides, 69 nucleotides, 70 nucleotides, 71 nucleotides, 72 

nucleotides, 73 nucleotides, 74 nucleotides, 75 nucleotides, 76 nucleotides, 77 nucleotides, 78 

nucleotides, 79 nucleotides, or 80 nucleotides in length).  

[009] In certain embodiments, the RNA molecule is from 10 to 50 nucleotides in 

length (e.g., 10 nucleotides, 11 nucleotides, 12 nucleotides, 13 nucleotides, 14 nucleotides, 15 

nucleotides, 16 nucleotides, 17 nucleotides, 18 nucleotides, 19 nucleotides, 20 nucleotides, 21 

nucleotides, 22 nucleotides, 23 nucleotides, 24 nucleotides, 25 nucleotides, 26 nucleotides, 27 

nucleotides, 28 nucleotides, 29 nucleotides, 30 nucleotides, 31 nucleotides, 32 nucleotides, 33 

nucleotides, 34 nucleotides, 35 nucleotides, 36 nucleotides, 37 nucleotides, 38 nucleotides, 39 

nucleotides, 40 nucleotides, 41 nucleotides, 42 nucleotides, 43 nucleotides, 44 nucleotides, 45 

nucleotides, 46 nucleotides, 47 nucleotides, 48 nucleotides, 49 nucleotides, or 50 nucleotides 

in length).  

[010] In certain embodiments, the RNA molecule comprises about 15 nucleotides to 

about 25 nucleotides in length. In certain embodiments, the RNA molecule is from 15 to 25 

nucleotides in length (e.g., 15 nucleotides, 16 nucleotides, 17 nucleotides, 18 nucleotides, 19 

nucleotides, 20 nucleotides, 21 nucleotides, 22 nucleotides,23 nucleotides, 24 nucleotides, or 

25 nucleotides in length).  
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[011] in certain embodiments, the RNA molecule has a nucleic acid sequence that 

is substantially complementary to a MAPT nuclic acid sequence of any one of SEQ ID NOs: 

14-33, 299, and 302.  

[012] In certain embodiments, the RNA molecule has a nucleic acid sequence that 

is at least 85% identical to the nucleic acid sequence of any one of SEQ ID NOs: 34-46 (e.g., 

85%, 86%, 87%, 88%, 89%, 90%, 91%, 92%, 93%, 94%, 95%, 96%.,97%, 98%, 99%, or 100% 

identical to the nucleic acid sequence of any one of SEQ ID NOs: 34-46). In certain 

embodiments, the RNA molecule has a nucleic acid sequence that is at least 90% identical to 

the nucleic acid sequence of any one of SEQ ID NOs: 34-46 (e.g., 90%, 91%, 92%, 93%, 94%, 

95%, 96%, 97%, 98%, 99%, or 100% identical to the nucleic acid sequence of any one of SEQ 

ID NOs: 34-46). In certain embodiments, the RNA molecule has a nucleic acid sequence that 

is at least 95% identical to the nucleic acid sequence of any one of SEQ ID NOs: 34-46 (e.g., 

95%, 96%, 97%, 98%, 99%, or 100% identical to the nucleic acid sequence of any one of SEQ 

ID NOs: 34-46). In certain embodiments, the RNA molecule has the nucleic acid sequence of 

any one of SEQ ID NOs: 34-46.  

[013] In certain embodiments, the RNA molecule comprises single stranded (ss) 

RNA or double stranded (ds) RNA.  

[014] In certain embodiments, the RNA molecule is a dsRNA comprising a sense 

strand and an antisense strand. The antisesne strand may comprise a nucleic acid sequence that 

is substantially complementary to a MP4T nucleic acid sequence of any one of SEQ ID NOs: 

1-13, 292, and 295. For example, in certain embodiments, the antisense sequence is 

substantially complementary to the nucleic acid sequence of SEQ ID NO:1. In certain 

embodiments, the antisense sequence is substantially complementary to the nucleic acid 

sequence of SEQ ID NO: 2. In certain embodiments, the antisense sequence is substantially 

complementary to the nucleic acid sequence of SEQ I )NO: 3. In certain embodiments, the 

antisense sequence is substantially complementary to the nucleic acid sequence ofSEQ ID NO: 

4. In certain embodiments, the antisense sequence is substantially complementary to the 

nucleic acid sequence of SEQ ID NO: 5. In certain embodiments, the antisense sequence is 

substantially complementary to the nucleic acid sequence of SEQ I) NO: 6. In certain 

embodiments, the antisense sequence is substantially complementary to the nucleic acid 

sequence of SEQ I) NO: 7. In certain embodiments, the antisense sequence is substantially 

complementary to the nucleic acid sequence of SEQ ID NO: 8. In certain embodiments, the 

antisense sequence is substantially complementary to the nucleic acid sequence of SEQ ID NO: 
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9. In certain enbodiments, the antisense sequence is substantially complementary to the 

nucleic acid sequence ofSEQ ID NO: 10. In certain embodiments, the antisense sequence is 

substantially complementary to the nucleic acid sequence of SEQ ID NO: 11. In certain 

embodiments, the antisense sequence is substantially complementary to the nucleic acid 

sequence of SEQ ID NO: 12. In certain embodiments, the antisense sequence is substantially 

complementary to the nucleic acid sequence of SEQ ID NO: 13. In certain embodiments, the 

antisense sequence is substantially complementary to the nucleic acid sequence of SEQ ID NO: 

292. In certain embodiments, the antisense sequence is substantially complementary to the 

nucleic acid sequence of SEQ ID NO: 295.  

[015] In certain embodiments, the dsRNA comprises an antisense strand having 

complementarity to at least 10, 11, 12 or 13 contiguous nucleotides of aAAPTnucleic acid 

sequence of any one of SEQ I) NOs: 1-13, 292, and 295. For example, in certain embodiments, 

the dsRNA comprises an antisense strand having complementarity to a segment of from 10 to 

25 contiguous nucleotides of the nucleic acid sequence of any one of SEQ ID NOs: 1-13, 292, 

and 295 (e.g., a segment of 10, 11, 12, 13, 14, 15, 16, 17, 18, 19, 20, 21, 22, 23, 24, or 2510, 

11, 12, 13, 14, 15, 16, 17, 18, 19, 20, 21, 22, 23, 24, or 25contiguous nuclotides of the nucleic 

acid sequence of SEQ ID NO: I, a segment of 10, 11, 12, 13, 14, 15, 16, 17, 18, 19, 20, 21, 22, 

23, 24, or 25 contiguous nucleotides of the nucleic acid sequence of SEQ ID NO: 2, a segment 

of 10, 11, 12, 13, 14, 15, 16, 17, 18, 19, 20, 21, 22, 23, 24, or 25 contiguous nucleotides of the 

nucleic acid sequence of SEQ ID NO: 3, a segment of 10, 11, 12, 13, 14, 15, 16, 17, 18, 19, 20, 

21, 22, 23, 24, or 25 contiguous nucleotides of the nucleic acid sequence of SEQ ID NO: 4., a 

segment of 10, 11, 12, 13, 14, 15, 16,17, 18, 19, 20, 21, 22, 23 24, or 25 contiguous nucleotides 

of the nucleic acid sequence of SEQ ID NO: 5, a segment of 10,1 1, 12, 13, 14, 15, 16, 17, 18, 

19,20,21,22, 23, 24, or25contiguous nucleotides of the nucleic acid sequence of SEQ ID 

NO: 6, a segment of 10, 11, 12, 13, 14, 15, 16, 17, 18, 19, 20, 21, 22, 23, 24, or 25 contiguous 

nucleotides of the nucleic acid sequence of SEQ I) NO: 7, a segment of 10, 11, 12, 13, 14, 15, 

16, 17, 18, 19, 20, 21, 22, 23, 24, or 25 contiguous nucleotides of the nucleic acid sequence of 

SEQ ID NO: 8, a segment of 10, 11, 12, 13, 14, 15, 16 17, 18, 19, 20, 21, 22, 23, 24, or 25 

contiguous nucleotides of the nuclic acid sequence ofSEQ ID NO: 9, a segment of 10, 11, 12, 

13, 14, 15, 16, 17, 18, 19, 20, 21, 22, 23, 24, or 25 contiguous nucleotides of the nucleic acid 

sequence of SEQ ID NO: 10, a segment of 10, 11, 12, 13, 14, 15, 16, 17, 18, 19, 20, 21, 22, 23, 

24, or 25 contiguous nucleotides of the nucleic acid sequence of SEQ I) NO: 11, a segment of 

10, 11, 12, 13, 14, 15, 16, 17, 18, 19, 20, 21, 22, 23, 24, or 25 contiguous nucleotides of the 
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nucleic acid sequence of SEQ ID NO: 12, a segment of 10, 11, 12, 13, 14, 15, 16, 17, 18, 19, 

20, 21, 22, 23, 24, or 25 contiguous nucleotides of the nucleic acid sequence of SEQ ID NO: 

13, a segment of 10, 11, 12, 13, 14, 15, 16, 17, 18, 19, 20, 21, 22, 23, 24, or 25 contiguous 

nucleotides of the nuclic acid sequence of SEQ ID NO: 292, or a segment of 10, 11, 12, 13, 

14, 15, 16, 17, 18, 19, 20, 21, 22, 23, 24, or 25 contiguous nucleotides of the nucleic acid 

sequence of SEQ ID NO:295).  

[016] In certain embodiments, the dsRNA comprises an antisense strand having 

complementarity to a segment of from 15 to 35 contiguous nucleotides of the nucleic acid 

sequence of any one of SEQ ID NOs: 1-13, 292, and 295. For example, the antisense strand 

may have complementarity to a segment of 15 contiguous nucleotides, 16 contiguous 

nucleotides, 17 contiguous nucleotides, 18 contiguous nucleotides, 19 contiguous nucleotides, 

20 contiguotus nucleotides, 21 contiguous nucleotides, 22 contiguous nucleotides, 23 

contiguous nucleotides, 24 contiguous nucleotides, 25 contiguous nucleotides, 26 contiguous 

nucleotides, 27 contiguous nucleotides, 28 contiguous nucleotides, 29 contiguous nucleotides, 

30 contiguous nucleotides, 31 contiguous nucleotides, 32 contiguous nucleotides, 33 

contiguous nucleotides, 34 contiguous nucleotides, or 35 contiguous nucleotides of the nucleic 

acid sequence of SEQ ID NO: 1. In certain embodiments, the antisense strand has 

complementarity to a segment of 15 contiguous nucleotides, 16 contiguous nucleotides, 17 

contiguous nucleotides, 18 contiguous nucleotides, 19 contiguous nucleotides, 20 contiguous 

nucleotides, 21 contiguous nucleotides, 22contiguous nucleotides,23 contiguous nucleotides, 

24 contiguous nucleotides, 25 contiguous nucleotides, 26 contiguous nucleotides, 27 

contiguous nucleotides, 28 contiguous nucleotides, 29 contiguous nucleotides, 30 contiguous 

nucleotides. 31 contiguous nucleotides, 32 contiguous nucleotides, 33 contiguous nucleotides, 

34 contiguous nucleotides, or 35 contiguous nucleotides of the nucleic acid sequence of SEQ 

ID NO: 2. In certain embodiments, the antisense strand has complementarity to a segment of 

15 contiguous nucleotides, 16 contiguous nucleotides, 17 contiguous nucleotides, 18 

contiguous nucleotides, 19 contiguous nucleotides, 20 contiguous nucleotides, 21 contiguous 

nucleotides, 22 contiguous nucleotides,23 contiguous nucleotides, 24 contiguous nucleotides, 

25 contiguous nucleotides, 26 contiguous nucleotides, 27 contiguous nucleotides, 28 

contiguous nucleotides, 29 contiguous nucleotides, 30 contiguousnucleotides,31contiguous 

nucleotides. 32 contiguous nucleotides, 33 contiguous nucleotides, 34 contiguous nucleotides, 

or 35 contiguous nucleotides of the nucleic acid sequence of SEQ ID NC: 3. In certain 

embodiments, the antisense strand has complementarity to a segment of 15 contiguous 
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nucleotides, 16 contiguous nucleotides, 17 contiguous nucleotdes, 18 contiguous nucleotides, 

19 contiguous nucleotides, 20 contiguous nucleotides, 21 contiguous nucleotides, 22 

contiguous nucleotides, 23 contiguous nucleotides, 24 contiguous nucleotides, 25 contguuous 

nucleotides. 26 contiguous nucleotides, 27contiguous nucleotides, 28 contiguous nucleotides, 

29 contiguous nucleotides, 30 contiguous nucleotides, 31 contiguous nucleotides, 32 

contiguous nucleotides, 33 contiguous nucleotides, 34 contiguous nucleotides, or 35 

contiguous nucleotides of the nucleic acid sequence of SEQ ID NO: 4. In certain embodiments, 

the antisense strand has complenentarity to a segment of 15 contiguous nucleotides, 16 

contiguous nucleotides, 17 contiguous nucleotides, 18 contiguous nucleotides, 19 contiguous 

nucleotides, 20 contiguous nucleotides, 21 contiguous nucleotides, 22 contiguous nucleotides, 

23 contiguous nucleotides, 24 contiguous nucleotides, 25 contiguous nucleotides, 26 

contiguous nucleotides, 27 contiguous nucleotides, 28 contiguousnucleotides,29contiguous 

nucleotides, 30 contiguous nucleotides, 31 contiguous nucleotides, 32 contiguous nucleotides, 

33 contiguous nucleotides, 34 contiguous nucleotides, or 35 contiguous nucleotides of the 

nucleic acid sequence of SEQ I )NO: 5. In certain embodiments, the antisense strand has 

complementarity to a segment of 15 contiguous nucleotides, 16 contiguous nucleotides, 17 

contiguous nucleotides, 18 contiguous nucleotides, 19 contiguous nucleotides, 20 contiguous 

nucleotides, 21 contiguous nucleotides, 22 contiguous nucleotides, 23 contiguous nucleotides, 

24 contiguous nucleotides, 25 contiguous nucleotides, 26 contiguousnucleotides, 27 

contiguous nucleotides, 28 contiguous nucleotides, 29 contiguous nucleotides, 30 contiguous 

nucleotides, 31 contiguous nucleotides, 32 contiguous nucleotides, 33contiguous nucleotides, 

34 contiguous nucleotides, or 35 contiguous nucleotides of the nucleic acid sequence of SEQ 

ID NO: 6. In certain embodiments, the antisense strand has complementarity to a segment of 

15 contiguous nucleotides, 16 contiguous nucleotides, 17 contiguous nucleotides, 18 

contiguous nucleotides, 19 contiguous nucleotides, 20 contiguous nucleotides, 21 contiguous 

nucleotides, 22 contiguous nucleotides, 23 contiguous nucleotides, 24 contiguous nucleotides, 

25 contiguous nucleotides, 26 contiguous nucleotides, 27 contiguous nucleotides, 28 

contiguous nucleotides, 29 contiguous nucleotides, 30 contiguous nucleotides, 31 contiguous 

nucleotides, 32 contiguous nucleotides, 33 contiguous nucleotides, 34 contiguous nucleotides, 

or 35 contiguous nucleotides of the nucleic acid sequence of SEQ ID NO: 7. In certain 

embodiments, the antisense strand has complementarity to a segment of 15 contiguous 

nucleotides, 16 contiguous nucleotides, 17 contiguous nucleotides, 18 contiguous nucleotides, 

19 contiguous nucleotides, 20 contiguous nucleotides, 21 contiguous nucleotildes, 22 

contiguous nucleotides, 23 contiguous nucleotides, 24 contiguous nucleotides, 25 contiguous 
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nucleotides, 26 contiguous nucleotides, 27 contiguous nucleotides, 28 contiguous nucleotides, 

29contiguous nucleotides, 30 contiguous nucleotides, 31 contiguous nucleotides, 32 

contiguous nucleotides, 33 contiguous nucleotides, 34 contiguous nucleotides, or 35 

contiguous nucleotides of the nucleic acid sequence of SEQ ID NO: 8. In certain embodiments, 

the antisense strand has complementarity to a segment of 15 contiguous nucleotides, 16 

contiguous nucleotides, 17 contiguous nucleotides, 18 contiguous nucleotides, 19 contiguous 

nucleotides, 20 contiguous nucleotides, 21 contiguous nucleotides, 22 contiguous nucleotides, 

23 contiguous nucleotides, 24 contiguous nucleotides, 25 contiguous nucleotides, 26 

contiguous nucleotides, 27 contiguous nucleotides, 28 contiguous nucleotides, 29 contiguous 

nucleotides, 30 contiguous nucleotides, 31 contiguous nucleotides, 32 contiguous nucleotides, 

33 contiguous nucleotides, 34 contiguous nucleotides, or 35 contiguous nucleotides of the 

nucleic acid sequence of SEQ ID NO: 9. In certain enbodiments, the antisense strand has 

complementarity to a segment of 15 contiguous nucleotides, 16 contiguous nucleotides, 17 

contiguous nucleotides, 18 contiguous nucleotides, 19 contiguous nucleotides, 20 contiguous 

nucleotides, 21 contiguous nucleotides,22 contiguous nucleotides, 23 contiguous nucleotides, 

24 contiguous nucleotides, 25 contiguous nucleotides, 26 contiguous nucleotides, 27 

contiguous nucleotides, 28 contiguous nucleotides, 29 contiguous nucleotides, 30 contiguous 

nucleotides, 31 contiguous nucleotides, 32 contiguous nucleotides, 33 contiguous nucleotides, 

34 contiguous nucleotides, or 35 contiguous nucleotides of the nucleic acid sequence of SEQ 

ID NO: 10. In certain embodiments, the antisense strand has complementarity to a segment of 

15 contiguous nucleotides, 16 contiguous nucleotides, 17 contiguous nucleotides, 18 

contiguous nucleotides, 19 contiguous nucleotides, 20 contiguous nucleotides, 21 contiguous 

nucleotides, 22 contiguous nucleotides, 23 contiguous nucleotides, 24 contiguous nucleotides, 

25 contiguous nucleotides, 26 contiguous nucleotides, 27 contiguous nucleotides, 28 

contiguous nucleotides, 29 contiguous nucleotides, 30 contiguous nucleotides, 31 contiguous 

nucleotides, 32 contiguous nucleotides, 33 contiguous nucleotides, 34 contiguous nucleotides, 

or 35 contiguous nucleotides of the nucleic acid sequence of SEQ ID NO: .i IIn certain 

embodiments, the antisense strand has complementarity to a segment of 15 contiguous 

nucleotides, 16 contiguous nucleotides, 17 contiguous nucleotides, 18 contiguous nucleotides, 

19 contiguous nucleotides, 20 contiguous nucleotides, 21 contiguous nucleotides, 22 

contiguous nucleotides, 23 contiguous nucleotides, 24 contiguous nucleotides, 25 contiguous 

nucleotides, 26 contiguous nucleotides, 27 contiguous nucleotides, 28 contiguous nucleotides, 

29contiguous nucleotides, 30 contiguous nucleotides, 31 contiguous nucleotides, 32 

contiguous nucleotides, 33 contiguous nucleotides, 34 contiguous nucleotides, or 35 
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contiguous nucleotides of the nucleic acid sequence of SEQ ID NO: 12. In certain 

embodiments, the antisense strand has complementarity to a segment of 15 contiguous 

nucleotides, 16 contiguous nucleotides, 17 contiguous nucleotides, 18 contiguous nucleotides, 

19 contiguous nucleotides, 20 contiguous nucleotides, 21 contiguous nucleotides, 22 

contiguous nucleotides, 23 contiguous nucleotides, 24 contiguous nucleotides, 25 contiguous 

nucleotides, 26 contiguous nucleotides, 27 contiguous nucleotides,28 contiguous nucleotides, 

29 contiguous nucleotides, 30 contiguous nucleotides, 31 contiguous nucleotides, 32 

contiguous nucleotides, 33 contiguous nucleotides, 34 contiguous nucleotides, or 35 

contiguous nucleotides of the nucleic acid sequence of SEQ ID NO: 13. In certain 

embodiments, the antisense strand has complementarity to a segment of 15 contiguous 

nucleotides, 16 contiguous nucleotides, 17 contiguous nucleotides, 18 contiguous nucleotides, 

19 contiguous nucleotides, 20 contiguous nucleotides, 21 contiguousnucleotides, 22 

contiguous nucleotides, 23 contiguous nucleotides, 24 contiguous nucleotides, 25 contiguous 

nucleotides, 26 contiguous nucleotides,27 contiguous nucleotides, 28 contiguous nucleotides, 

29 contiguous nucleotides, 30 contiguous nucleotides, 31 contiguous nucleotides, 32 

contiguous nucleotides, 33 contiguous nucleotides, 34 contiguous nucleotides, or 35 

contiguous nucleotides of the nucleic acid sequence of SEQ ID NO: 292. In certain 

embodiments, the antisense strand has complementarity to a segment of 15 contiguous 

nucleotides, 16 contiguous nucleotides, 17 contiguous nucleotides, 18 contiguous nucleotides, 

19 contiguous nucleotides, 20 contiguous nucleotides, 21 contiguous nucleotides, 22 

contiguous nucleotides, 23 contiguous nucleotides, 24 contiguous nucleotides, 25 contiguous 

nucleotides, 26 co, 27 .ntiguous nucleotides, 28 contiguous nucleotides, 

29 contiguous nucleotides, 30 contiguous nucleotides, 31 contiguous nucleotides, 32 

contiguous nucleotides, 33 contiguous nucleotides, 34 contiguous nucleotides, or 35 

contiguous nucleotides of the nucleic acid sequence of SEQ ID NO: 295.  

[017] In certain embodiments, the dsRNA comprises an antisense strand having no 

more than 3 mismatches with aMAPTinucleic acid sequence of any one of SEQ ID NOs: 1-13, 

292, and 295. For example, the antisense strand may have from 0-3 mismatches (e.g., 0 

mismatches, I mismatch, 2 mismatches, or 3 mismatches) relative to the nucleic acid sequence 

of SEQ ID NO: 1. In certain embodiments, the antisense strand has from 0-3 mismatches (e.g., 

0 mismatches, 1 mismatch, 2 mismatches, or 3 mismatches) relative to the nucleic acid 

sequence of SEQ ID NO: 2. In certain embodiments, the antisense strand has from 0-3 

mismatches (e.g., 0 mismatches, 1 mismatch, 2 mismatches, or 3 mismatches) relative to the 
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nucleic acid sequence of SEQ ID NO: 3. In certain embodiments, the antisense strand has from 

0-3 mismatches (e.g., 0 mismatches, I mismatch, 2 mismatches, or 3 mismatches) relative to 

the nucleic acid sequence of SEQ ID NO: 4. In certain embodiments, the antisense strand has 

from 0-3 mismatches (e.g., 0 mismatches, I mismatch, 2 mismatches, or 3 mismatches) relative 

to the nucleic acid sequence of SEQ ID NO: 5. In certain embodiments, the antisense strand 

has from 0-3 mismatches (e.g., 0 mismatches, I mismatch, 2 mismatches, or 3 mismatches) 

relative to the nucleic acid sequence of SEQ ID NO: 6, In certain embodiments, the antisense 

strand has from 0-3 mismatches (e.g., 0 mismatches, 1 mismatch, 2 mismatches, or 3 

mismatches) relative to the nucleic acid sequence of SEQ ID NO: 7. In certain embodiments, 

the antisense strand has from 0-3 mismatches (eg.,0 mismatches, I mismatch, 2 mismatches, 

or 3 mismatches) relative to the nucleic acid sequence of SEQ ID NO: 8. In certain 

embodiments, the antisense strand has from 0-3 mismatches (e.g., 0 mismatches, I mismatch, 

2 mismatches, or 3 mismatches) relative to the nucleic acid sequence of SEQ ID NO: 9. In 

certain embodiments, the antisense strand has from 0-3 mismatches (e.g., 0 mismatches, 1 

mismatch, 2 mismatches, or 3 mismatches) relative to the nucleic acid sequence of SEQ ID 

NO: 10. In certain embodiments, the antisense strand has from 0-3 mismatches (e.g., 0 

mismatches, 1 mismatch, 2 mismatches, or 3 mismatches) relative to the nucleic acid sequence 

of SEQ ID NO: 11. In certain embodiments, the antisense strand has from 0-3 mismatches 

(e.g. 0 mismatches, I mismatch, 2 mismatches, or 3 mismatches) relative to the nucleic acid 

sequence of SEQ ID NO: 12. In certain embodiments, the antisense strand has from 0-3 

mismatches (e.g., 0 mismatches, I mismatch, 2 mismatches, or 3 mismatches) relative to the 

nucleic acid sequence of SEQ ID NO: 13. In certain embodiments, the antisense strand has 

from 0-3 mismatches (e.g., 0 mismatches, 1 mismatch, 2 mismatches, or 3 mismatches) relative 

to the nucleic acid sequence of SEQ ID NO: 292. In certain embodiments, the antisense strand 

has from 0-3 mismates(e,0mismtches,mismtch,2mismatches, or 3 mismatches) 

relative to the nucleic acid sequence of SEQ ID NO: 295.  

[018] In certain embodiments, the dsRNA comprises an antisense strand that is fully 

complementary to a MAPTnucleic acid sequence of any one of SEQ ID NOs: 1-13, 292, and 

*295.  

[019] In certain embodiments, the dsRNA comprises an antisense strand that is at 

least 85% identical to the nucleic acid sequence of any one of SEQ ID NOs: 34-46 (e.g., 85%, 

86%, 87%, 88%, 89%, 90%, 91%, 92%, 93%, 94%, 95%, 96%, 97%, 98%, 99%, or 100% 

identical to the nucleic acid sequence of any one of SEQ 1D NOs: 34-46). In certain 
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embodiments, the dsRNA comprises an antisense strand that is at least 90% identical to the 

nucleic acid sequence of any one of SEQ ID NOs: 34-46 (e.g., 90%, 91%, 92%,93%, 94%, 

95%, 96%,97%, 98%,99%, or 100% identical to thenucleic acid sequence of any one of SEQ 

ID NOs: 34-46). In certain embodiments, the dsRNA comprises an antisense strand that is at 

least 95% identical to the nucleic acid sequence of any one of SEQ ID NOs: 34-46 (e.g., 95%, 

96%, 97%, 98%, 99%, or 100% identical to the nucleic acid sequence .f any one of SEQ ID 

NOs: 34-46). In certain embodiments, the dsRNA comprises an antisense strand that has the 

nucleic acid sequence of any one of SEQ ID NOs: 34-46.  

[020] In certain embodiments, the antisense strand and/or sense strand comprises 

about 13 nucleotides to 35 nucleotides in length. For example, in certain embodiments, the 

anisense strand and/or sense strand is 13, 14, 15, 16, 17, 18, 19,20, 21, 22, 23, 24, 25, 26, 27, 

28, 29, 30, 31, 32, 33, 34, or 35 nucleotides in length.  

[021] In some embodiments of any one of the foregoing aspects, the antisense strand is 15 

nucleotides in length. In some embodiments, the antisense strand is 16 nucleotides in length.  

In some embodiments, the antisense strand is 17 nucleotides in length. In some embodiments, 

the antisense strand is 18 nucleotides in length. In some embodiments, the antisense strand is 

19 nucleotides in length. In certain embodiments, the antisense strand is 20 nucleotides in 

length. In certain embodiments, the antisense strand is 21 nucleotides in length. In certain 

embodiments, the antisense strand is 22 nucleotides in length. In some embodiments, the 

anisense strand is'23 nucleotides in length. In some embodiments, the antisense strand is 24 

nucleotides in length. In some embodiments, the antisense strand is 25 nucleotides in length.  

In some embodiments, the antisense strand is26 nucleotides in length. In some embodiments, 

the antisense strand is 27 nucleotides in length. In some embodiments, the antisense strand is 

28 nucleotides in length. In some embodiments, the antisense strand is 29 nucleotides in length.  

In some embodiments, the antisense strand is 30 nucleotides in length. Insomeembodiments, 

the antisense strand is 31 nucleotides in length. In some embodiments, the antisense strand is 

32 nucleotidesin length. In some embodiments, the antisensestrand is 33 nucleotides in length.  

In some embodiments, the antisense strand is 34 nucleotides in length. In some embodiments, 

the antisense strand is 35 nucleotides in length. In some embodiments, the sense strand is 13 

nucleotides in length. In some embodiments, the sense strand is 14 nucleotides in length. In 

certain embodiments, the sense strand is 15 nucleotides in length. In certain embodiments, the 

sense strand is 16 nucleotides in length. In certain embodiments, the sense strand is 18 

nucleotides in length. In certain embodiments, the sense strand is 20 nucleotides in length. In 
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some embodiments, the sense strand is 21 nucleotides in length. In some embodiments, the 

sense strand is 22 nucleotides in length. In some embodiments, the sense strand is 23 

nucleotides in length. In some embodiments, the sense strand is 24 nucleotides in length. In 

some embodiments, the sense strand is 25 nucleotides in length. In some embodiments, the 

sense strand is 26 nucleotides in length. In some embodiments, the sense strand is 27 

nucleotides in length. In some embodiments, the sense strand is 29 nucleotides in length. In 

some embodiments, the sense strand is 30 nucleotides in length. In some embodiments, the 

sense strand is 31 nucleotides in length. In some embodiments, the sense strand is 32 

nucleotides in length. In some embodiments, the sense strand is 33 nucleotides in length. In 

some embodiments, the sense strand is 34 nucleotides in length. In some embodiments, the 

sense strand is 35 nucleotides in length.  

[022] In some embodiments, the antisense strand is 18 nucleotides in length and the sense 

strand is 14 nucleotides in length.  

[023] In some embodiments, the antisense strand is 18 nucleotides in length and the sense 

strand is 15 nucleotides in length.  

[024] In some embodiments, the antisense strand is 18 nucleotides in length and the sense 

strand is 16 nucleotides in length.  

[025] In some embodiments, the antisense strand is 18 nucleotides in length and the sense 

strand is 17 nucleotides in length.  

[026] In some embodiments, the antisense strand is 18 nucleotides in length and the sense 

strand is 18 nucleotides in length.  

[027] In some embodiments, the antisense strand is 19 nucleotides in length and the sense 

strand is 14 nucleotides in length.  

[028] In some embodiments, the antisense strand is 19 nucleotides in length and the sense 

strand is 15 nucleotides in length.  

[029] In some embodiments, the antisense strand is 19 nucleotides in length and the sense 

strand is 16 nucleotides in length.  

[030] In some embodiments, the antisense strand is 19 nucleotides in length and the sense 

strand is 17 nucleotides in length.  

[031] In some embodiments, the antisense strand is 19 nucleotides in length and the sense 

strand is 18 nucleotides in length.  
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[032] In some embodiments, the antisense strand is 19 nucleotides in length and the sense 

strand is 19 nucleotides in length.  

[033] In certain embodiments, the antisense strand is 20 nucleotides in length and the sense 

strand is 15 nucleotides in length or 16 nucleotides in length.  

[034] In certain embodiments, the antisense strand is 21 nucleotides in lengthandthesense 

strand is 15 nucleotides in length or 16 nucleotides in length.  

[035] In certain embodiments, the antisense strand is 20 nucleotides in length or 21 

nucleotides in length and the sense strand is 15 nucleotides in length.  

[036] In certain embodiments, the antisense strand is 20 nucleotides in length or 21 

nucleotides in length and the sense strand is 16 nucleotides in length.  

[037] In some embodiments, the antisense strand is 20 nucleotides in length and the sense 

strand is 14 nucleotides in length.  

[038] In certain embodiments, the antisense strand is 20 nucleotides in length and the sense 

strand is 15 nucleotides in length.  

[039] In some embodiments, the antisense strand is 20 nucleotides in length and the sense 

strand is 16 nucleotides in length.  

[040] In some embodiments, the antisense strand is 20 nucleotides in length and the sense 

strand is 17 nucleotides inlength.  

[041] In some embodiments, the antisense strand is 20 nucleotides in length and the sense 

strand is 18 nucleotides in length.  

[042] In some embodiments, the antisense strand is 20 nucleotides in length and the sense 

strand is 19 nucleotides in length.  

[043] In some embodiments, the antisense strand is 20 nucleotides in length and the sense 

strand is 20 nucleotides in length.  

[044] In some embodiments, the antisense strand is 21 nucleotides in length and the sense 

strand is 14 nucleotides in length.  

[045] In some enbodiments, the antisense strand is 21 nucleotides in length and the sense 

strand is 15 nucleotides in length.  
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[046] In certain embodiments, the antisense strand is 21 nucleotides in length and the sense 

strand is 16 nucleotides in length.  

[047] In some embodiments, the antisense strand is 21 nucleotides in length and the sense 

strand is 17 nucleotides in length.  

[048] In some embodiments, the antisense strand is 21 nucleotides in length and the sense 

strand is 18 nucleotides in length.  

[049] In some embodiments, the antisense strand is 21 nucleotides in length and the sense 

strand is 19 nucleotides in length.  

[050] In some embodiments, the antisense strand is 21 nucleotides in length and the sense 

strand is 20 nucleotides in length.  

[051] In some embodiments, the antisense strand is 21 nucleotides in length and the sense 

strand is 21 nucleotides in length.  

[052] In some embodiments, the antisense strand is 22 nucleotides in length and the sense 

strand is 14 nucleotides in length.  

[053] In some embodiments, the antisense strand is 22 nucleotides in length and the sense 

strand is 15 nucleotides in length.  

[054] In some embodiments, the antisense strand is 22 nucleotides in length and the sense 

strand is 16 nucleotides in length.  

[055] In some embodiments, the antisense strand is 22 nucleotides in length and the sense 

strand is 17 nucleotides in length.  

[056] In some embodiments, the antisense strand is 22 nucleotides in length and the sense 

strand is 18 nucleotides in length.  

[057] In some embodiments, the antisense strand is 22 nucleotides in length and the sense 

strand is 19 nucleotides in length.  

[058] In some embodiments, the antisense strand is 22 nucleotides in length and the sense 

strand is 20 nucleotides in length.  

[059] In some embodiments, the antisense strand is 22 nucleotides in length and the sense 

strand is 21 nucleotides in length.  
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[060] In some embodiments, the antisense strand is 22 nucleotides in length and the sense 

strand is 22 nucleotides in length.  

[061] In some embodiments, the antisense strand is 23 nucleotides in length and the sense 

strand is 14 nucleotides in length.  

[062] In some embodiments, the antisense strand is 23 nucleotides in length and the sense 

strand is 15 nucleotides in length.  

[063] In some embodiments, the antisense strand is 23 nucleotides in length and the sense 

strand is 16 nucleotides in length.  

[064] In some ernbodinients, the antisense strand is 23 nucleotides in length and the sense 

strand is 17 nucleotides in length.  

[065] In some embodiments, the antisense strand is 23 nucleotides in length and the sense 

strand is 18 nucleotides in length.  

[066] In some embodiments, the antisense strand is 23 nucleotides in length and the sense 

strand is 19 nucleotides in length.  

[067] In some embodiments, the antisense strand is 23 nucleotides in length and the sense 

strand is 20 nucleotides in length.  

[068] In some embodiments, the antisense strand is 23 nucleotides in length and the sense 

strand is 21 nucleotides in length.  

[069] In some embodiments, the antisense strand is 23 nucleotides in length and the sense 

strand is 22 nucleotides in length.  

[070] In some embodiments, the antisense strand is 23 nucleotides in length and the sense 

strand is 23 nucleotides in length.  

[071] In some embodiments, the antisense strand is 24 nucleotides in length and the sense 

strand is 14 nucleotides in length.  

[072] In some embodiments, the antisense strand is 24 nucleotides in length and the sense 

strand is 15 nucleotides in length.  

[073] In some enbodinients, the antisense strand is 24 nucleotides in length and the sense 

strand is 16 nucleotides in length.  
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[074] In some embodiments, the antisense strand is 24 nucleotides in length and the sense 

strand is 17 nucleotides in length.  

[075] In some embodiments, the antisense strand is 24 nucleotides in length and the sense 

strand is 18 nucleotides in length.  

[076] In some embodiments, the antisense strand is 24 nucleotides in length and the sense 

strand is 19 nucleotides in length.  

[077] In some embodiments, the antisense strand is 24 nucleotides in length and the sense 

strand is 20 nucleotides in length.  

[078] In some enibodinents, the antisense strand is 24 nucleotides in length and the sense 

strand is 21 nucleotides in length.  

[079] In some embodiments, the antisense strand is 24 nucleotides in length and the sense 

strand is 22 nucleotides in length.  

[080] In some embodiments, the antisense strand is 24 nucleotides in length and the sense 

strand is 23 nucleotides in length.  

[081] In some embodiments, the antisense strand is 24 nucleotides in length and the sense 

strand is 24 nucleotides in length.  

[082] In some embodiments, the antisense strand is25 nucleotides in length and the sense 

strand is 14 nucleotides in length.  

[083] In some embodiments, the antisense strand is 25 nucleotides in length and the sense 

strand is 15 nucleotides in length.  

[084] In some embodiments, the antisense strand is 25 nucleotides in length and the sense 

strand is 16 nucleotides in length.  

[085] In some embodiments, the antisense strand is 25 nucleotides in length and the sense 

strand is 17 nucleotides in length.  

[086] In some embodiments, the antisense strand is 25 nucleotides in length and the sense 

strand is 18 nucleotides in length.  

[087] In some embodinents, the antisense strand is 25 nucleotides in length and the sense 

strand is 19 nucleotides in length.  
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[088] In some embodiments, the antisense strand is 25 nucleotides in length and the sense 

strand is 20 nucleotides in length.  

[089] In some embodiments, the antisense strand is 25 nucleotides in length and the sense 

strand is 21 nucleotides in length.  

[090] In some embodiments, the antisense strand is 25 nucleotides in length and the sense 

strand is 22 nucleotides in length.  

[091] In some embodiments, the antisense strand is 25 nucleotides in length and the sense 

strand is 23 nucleotides in length.  

[092] In some embodinents, the antisense strand is 25 nucleotides in length and the sense 

strand is 24 nucleotides in length.  

[093] In some embodiments, the antisense strand is 25 nucleotides in length and the sense 

strand is 25 nucleotides in length.  

[094] In some embodiments, the antisense strand is 26 nucleotides in length and the sense 

strand is 14 nucleotides in length.  

[095] In some embodiments, the antisense strand is 26 nucleotides in length and the sense 

strand is 15 nucleotides in length.  

[096] In some embodiments, the antisense strand is 26 nucleotides in length and the sense 

strand is 16 nucleotides in length.  

[097] In some embodiments, the antisense strand is 26 nucleotides in length and the sense 

strand is 17 nucleotides in length.  

[098] In some embodiments, the antisense strand is 26 nucleotides in length and the sense 

strand is 18 nucleotides in length.  

[099] In some embodiments, the antisense strand is 26 nucleotides in length and the sense 

strand is 19 nucleotides in length.  

[0100] In some embodiments, the antisense strand is 26 nucleotides in length and the sense 

strand is 20 nucleotides in length.  

[0101] In some embodinients, the antisense strand is 26 nucleotides in length and the sense 

strand is 21 nucleotides in length.  
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[0102] In some embodiments, the antisense strand is 26 nucleotides in length and the sense 

strand is 22 nucleotides in length.  

[0103] In some embodiments, the antisense strand is26 nucleotides in length and the sense 

strand is 23 nucleotides in length.  

[0104] In some embodiments, the antisense strand is 26 nucleotides in length and the sense 

strand is 24 nucleotides in length.  

[0105] In some embodiments, the antisense strand is 26 nucleotides in length and the sense 

strand is 25 nucleotides in length.  

[0106] In some embodinents, the antisense strand is 26 nucleotides in length and the sense 

strand is 26 nucleotides in length.  

[0107] In some embodiments, the antisense strand is 27 nucleotides in length and the sense 

strand is 14 nucleotides in length.  

[0108] In some embodiments, the antisense strand is 27 nucleotides in length and the sense 

strand is 15 nucleotides in length.  

[0109] In some embodiments, the antisense strand is27 nucleotides in length and the sense 

strand is 16 nucleotides in length.  

[0110] In some embodiments, the antisense strand is 27 nucleotides in length and the sense 

strand is 17 nucleotides inlength.  

[0111] In some embodiments, the antisense strand is 27 nucleotides in length and the sense 

strand is 18 nucleotides in length.  

[0112] In some embodiments, the antisense strand is 27 nucleotides in length and the sense 

strand is 19 nucleotides in length.  

[0113] In some embodiments, the antisense strand is 27 nucleotides in length and the sense 

strand is 20 nucleotides in length.  

[0114] In some embodiments, the antisense strand is 27 nucleotides in length and the sense 

strand is 21 nucleotides in length.  

[0115] In some embodinents, the antisense strand is 27 nucleotides in length and the sense 

strand is 22 nucleotides in length.  
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[0116] In some embodiments, the antisense strand is 27 nucleotides in length and the sense 

strand is 23 nucleotides in length.  

[0117] In some embodiments, the antisense strand is 27 nucleotides in length and the sense 

strand is 24 nucleotides in length.  

[0118] In some embodiments, the antisense strand is 27 nucleotides in length and the sense 

strand is 25 nucleotides in length.  

[0119] In some embodiments, the antisense strand is 27 nucleotides in length and the sense 

strand is 26 nucleotides in length.  

[0120] In some embodinents, the antisense strand is 27 nucleotides in length and the sense 

strand is 27 nucleotides in length.  

[0121] In some embodiments, the antisense strand is 28 nucleotides in length and the sense 

strand is 14 nucleotides in length.  

[0122] In some embodiments, the antisense strand is 28 nucleotides in length and the sense 

strand is 15 nucleotides in length.  

[0123] In some embodiments, the antisense strand is28 nucleotides in length and the sense 

strand is 16 nucleotides in length.  

[0124] In some embodiments, the antisense strand is 28 nucleotides in length and the sense 

strand is 17 nucleotides inlength.  

[0125] In some embodiments, the antisense strand is 28 nucleotides in length and the sense 

strand is 18 nucleotides in length.  

[0126] In some embodiments, the antisense strand is28 nucleotides in length and the sense 

strand is 19 nucleotides in length.  

[0127] In some embodiments, the antisense strand is 28 nucleotides in length and the sense 

strand is 20 nucleotides in length.  

[0128] In some embodiments, the antisense strand is 28 nucleotides in length and the sense 

strand is 21 nucleotides in length.  

[0129] In some embodinents, the antisense strand is 28 nucleotides in length and the sense 

strand is 22 nucleotides in length.  
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[0130] In some embodiments, the antisense strand is 28 nucleotides in length and the sense 

strand is 23 nucleotides in length.  

[0131] In some embodiments, the antisense strand is 28 nucleotides in length and the sense 

strand is 24 nucleotides in length.  

[0132] In some embodiments, the antisense strand is 28 nucleotides in length and the sense 

strand is 25 nucleotides in length.  

[0133] In some embodiments, the antisense strand is 28 nucleotides in length and the sense 

strand is 26 nucleotides in length.  

[0134] In some embodinents, the antisense strand is 28 nucleotides in length and the sense 

strand is 27 nucleotides in length.  

[0135] In some embodiments, the antisense strand is 28 nucleotides in length and the sense 

strand is 28 nucleotides in length.  

[0136] In some embodiments, the antisense strand is 29 nucleotides in length and the sense 

strand is 14 nucleotides in length.  

[0137] In some embodiments, the antisense strand is29 nucleotides in length and the sense 

strand is 15 nucleotides in length.  

[0138] In some embodiments, the antisense strand is 29 nucleotides in length and the sense 

strand is 16 nucleotides inlength.  

[0139] In some embodiments, the antisense strand is 29 nucleotides in length and the sense 

strand is 17 nucleotides in length.  

[0140] In some embodiments, the antisense strand is 29 nucleotides in length and the sense 

strand is 18 nucleotides in length.  

[0141] In some embodiments, the antisense strand is 29 nucleotides in length and the sense 

strand is 19 nucleotides in length.  

[0142] In some embodiments, the antisense strand is 29 nucleotides in length and the sense 

strand is 20 nucleotides in length.  

[0143] In some embodinents, the antisense strand is 29 nucleotides in length and the sense 

strand is 21 nucleotides in length.  
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[0144] In some embodiments, the antisense strand is 29 nucleotides in length and the sense 

strand is 22 nucleotides in length.  

[0145] In some embodiments, the antisense strand is 29 nucleotides in length and the sense 

strand is 23 nucleotides in length.  

[0146] In some embodiments, the antisense strand is 29 nucleotides in length and the sense 

strand is 24 nucleotides in length.  

[0147] In some embodiments, the antisense strand is 29 nucleotides in length and the sense 

strand is 25 nucleotides in length.  

[0148] In some embodinents, the antisense strand is 29 nucleotides in length and the sense 

strand is 26 nucleotides in length.  

[0149] In some embodiments, the antisense strand is 29 nucleotides in length and the sense 

strand is 27 nucleotides in length.  

[0150] In some embodiments, the antisense strand is 29 nucleotides in length and the sense 

strand is 28 nucleotides in length.  

[0151] In some embodiments, the antisense strand is 29 nucleotides in length and the sense 

strand is 29 nucleotides in length.  

[0152] In some embodiments, the antisense strand is 30 nucleotides in length and the sense 

strand is 14 nucleotides in length.  

[0153] In some embodiments, the antisense strand is 30 nucleotides in length and the sense 

strand is 15 nucleotides in length.  

[0154] In some embodiments, the antisense strand is 30 nucleotides in length and the sense 

strand is 16 nucleotides in length.  

[0155] In some embodiments, the antisense strand is 30 nucleotides in length and the sense 

strand is 17 nucleotides in length.  

[0156] In some embodiments, the antisense strand is 30 nucleotides in length and the sense 

strand is 18 nucleotides in length.  

[0157] In some embodinients, the antisense strand is 30 nucleotides in length and the sense 

strand is 19 nucleotides in length.  
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[0158] In some embodiments, the antisense strand is 30 nucleotides in length and the sense 

strand is 20 nucleotides in length.  

[0159] In some embodiments, the antisense strand is 30 nucleotides in length and the sense 

strand is 21 nucleotides in length.  

[0160] In some embodiments, the antisense strand is 30 nucleotides in length and the sense 

strand is 22 nucleotides in length.  

[0161] In some embodiments, the antisense strand is 30 nucleotides in length and the sense 

strand is 23 nucleotides in length.  

[0162] In some embodinments, the antisense strand is 30 nucleotides in length and the sense 

strand is 24 nucleotides in length.  

[0163] In some embodiments, the antisense strand is 30 nucleotides in length and the sense 

strand is 25 nucleotides in length.  

[0164] In some embodiments, the antisense strand is 30 nucleotides in length and the sense 

strand is 26 nucleotides in length.  

[0165] In some embodiments, the antisense strand is 30 nucleotides in length and the sense 

strand is 27 nucleotides in length.  

[0166] In some embodiments, the antisense strand is 30 nucleotides in length and the sense 

strand is 28 nucleotides inlength.  

[0167] In some embodiments, the antisense strand is 30 nucleotides in length and the sense 

strand is 29 nucleotides in length.  

[0168] In some embodiments, the antisense strand is 30 nucleotides in length and the sense 

strand is 30 nucleotides in length.  

[0169] In certain embodiments, the dsRNA comprises a double-stranded region of 14 base 

pairs to 30 base pairs (e.g., 14 base pairs, 15 base pairs, 16 base pairs, 17 base pairs, 18 base 

pairs, 19 base pairs, 20 base pairs, 21 base pairs, 22 base pairs,23 base pairs, 24 base pairs, 25 

base pairs, 26 base pairs,27 base pairs, 28 base pairs, 29 base pairs, or 30 base pairs). In certain 

embodiments, the dsRNA comprises a double-stranded region of 14 base pairs. In certain 

embodiments, the dsRNA comprises a double-stranded region of 15 base pairs. In certain 

embodiments, the dsRNA comprises a double-stranded region of 16 base pairs. In certain 

embodiments, the dsRNA comprises a double-stranded region of 17 base pairs. In certain 
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embodiments, the dsRNA comprises a double-stranded region of 18 base pairs. In some 

embodiments, the dsRNA comprises a double-stranded region of 19 base pairs. In some 

embodiments, the dsRNA comprises a double-stranded region of 20 base pairs. In some 

embodiments, the dsRNA comprises a double-stranded region of 21 base pairs. In some 

embodiments, the dsRNA comprises a double-stranded region of 22 base pairs. In some 

embodiments, the dsRNA comprises a double-stranded region of 23 base pairs. In some 

embodiments, the dsRNA comprises a double-stranded region of 24 base pairs. In some 

embodiments, the dsRNA comprises a double-stranded region of 25 base pairs. in some 

embodiments, the dsRNA comprises a double-stranded region of 26 base pairs. In some 

embodiments, the dsRNA comprises a double-stranded region of 27 base pairs. In some 

embodiments, the dsRNA comprises a double-stranded region of 28 base pairs. In some 

embodiments, the dsRNA comprises a double-stranded region of 29 base pairs. In some 

embodiments, the dsRNA comprises a double-stranded region of 30 base pairs.  

[0170] In certain embodiments, the dsRNA comprises a blunt-end. In certain embodiments, 

the dsRNA comprises at least one single stranded nucleotide overhang. In certain 

embodiments, the dsRNA comprises about a 2-nucleotide to 5-nucleotide single stranded 

nucleotide overhang.  

[0171] In certain embodiments, the dsRNA comprises naturally occurring nucleotides.  

[0172] In certain embodiments, the dsRNA comprises at least one modified nucleotide.  

[0173] In certain embodiments, the modified nucleotide comprises a 2'-0-methyl modified 

nucleotide, a2'-deoxv-2'-fluoro modified nucleotide, a2'-deoxy-modified nucleotide, a locked 

nucleotide, an basic nucleotide, a 2-amino-modified nucleotide, a 2'-alkyl-modified 

nucleotide, a morpholino nucleotide, a phosphoramidate, a non-natural base comprising 

nucleotide, or a mixture thereof 

[0174] In certain embodiments, the dsRNA comprises at least one modified internucleotide 

linkage.  

[0175] In certain embodiments, the modified internucleotide linkage comprises a 

phosphorothioate internucleotide linkage. In certain embodiments, the dsRNA comprises 4-16 

phosphorothioate internucleotide linkages (e.g., 4, 5, 6, 7, 8, 9, 10, 11, 12, 13, 14, 15, or 16 

phosphorothioate linkages). In certain embodiments, the dsRNA comprises 8-13 

phosphorothioate internucleotide linkages (e.g., 9, 10, 11, 12, or 13 phosphorothioate linkages).  

25



WO 2021/188626 PCT/US2021/022688 

[0176] In certain embodiments, the dsRNA comprises at least one modified internucleotide 

linkage of Formula I: 

B 

0$ TEx, 
Y 

B 
-0 

x 

(I); 

wherein: 

B is a base pairing moiety; 

W is selected from the group consisting of 0, OCH2, OC, CH2, and CH;

Xis selected from the group consisting of halo, hydroxy, and C1.6 alkoxy; 

Y is selected from the group consisting of O0-, O, OR NI-, NH2, S--, and SH; 

Z is selected from the group consisting of 0 and CH

R is a protecting group; and 

is an optional double bond.  

[0177] In certain embodiments, when W is CH,= is a double bond.  

[0178] In certain embodiments, when W is selected from the group consisting of 0, 

OH2,OCH, CH2,- = is a single bond.  

[0179] In certain embodiments, the dsRNA comprises at least 70% chemically modified 

nucleotides (e.g., 70%, 71%, 72%, 73%, 74%, 75%, 76%, 77%, 78%, 79%, 80%, 81%, 82%, 

83%, 84%, 85%, 86%, 87%, 88%, 89%, 90%, 91%, 92%, 93%, 94%, 95%, 96%, 97%, 98%, 

99%, or 100% chemically modified nucleotides).  

[0180] In certain embodiments, the dsRNA is fully chemically modified. In certain 

embodiments, the dsRNA comprises at least 60% 2'-O-methyi nucleotide modifications (eg., 

60%, 61%, 62%, ,64%, 65% , 66%, 67%, 68%, 69%, 70%, 71%, 72%, 7, 74, 7-% 

76%, 77%, 78%, 79%, 80%, 81%, 82%, 83%, 84%, 85%, 86%, 87%, 88%, 89%, 90%, 91%, 

92%, 93%, 94%, 95%, 96%, 97%, 98%, 99%, or 100%2'--methyl modifications).  

[0181] In certain embodiments, the dsRNA comprises from about 80% to about 90% 2'-0

methyl nucleotide modifications (eg., about 80%, 81%, 82%, 83%, 84%, 85%, 86%, 87%, 

26



WO 2021/188626 PCT/US2021/022688 

88%, 89%, or 90% 2'-0-methyl nucleotide modifications). In certain embodiments, the 

dsRNA comprises from about 83% to about 86% 2'-0-methyl modifications (e.g., about 83%, 

84%, 85%, or 86% 2'-0-methyl modifications).  

[0182] In certain embodiments, the dsRNA comprises from about 70% to about 80% 2'-0

methyl nucleotide modifications (e.g., about 70%, 71%, 72%, 73%, 74%, 75%, 76%, 77%, 

78,0 790, or 80% 2-0-methyl nucleotide modifications). In certain embodiments, the 

dsRNA comprises from about 75% to about 78% 2'-0-methyl modifications (e.g., about75%, 

76%, 77%, or 78% 2'-0-methyl modifications).  

[0183] In some embodiments of any one of the foregoing aspects, the dsRNA comprises from 

about 60% to about 70% 2'-0-methyl nucleotide modifications (e.g., about 60%, 61%, 62%, 

63%, 64%, 65%, 66%, 67%, 68%, 69%, or 70% 2'-0-methyl nucleotide modifications). In 

some embodiments, the dsRNA comprises from about 60% to about 65%2'-O-niethyl 

modifications (eg.,about 60%, 61%, 62%, or 63%2'-O-iethyl modifications).  

[0184] In certain embodiments, the antisense strand comprises at least 70% chemically 

modified nucleotides (e.g., 70%, 71%, 72%, 73%, 74%, 75%, 76%, 77%, 78%, 79%, 80%, 

81%, 82%, 83%, 84%, 85%, 86%, 87%, 88%, 89%, 90%, 91%, 92%, 93%, 94%, 95%, 96%, 

97%, 98%, 99%, or 100% chemically modified nucleotides).  

[0185] In certain embodiments, the antisense strand is fully chemically modified. In certain 

embodiments, the antisense strand comprises at least 55% 2'-O-methyl nucleotide 

modifications (e.g., 55%, 56%, 57%, 58%, 59%, 60%, 61%, 62%, 63%, 64%, 65%, 66%, 67%, 

68%, 69%, 70%,71%, 72%, 73%, 74%, 75%, 76%, 77%, 78%, 79%, 80%,81%, 82%, 83%, 

84%, 85%, 86%, 87%, 88%, 89%, 90%, 91%, 92%, 93%, 94%, 95%, 96%, 97%, 98%, 99%, 

or 100% 2'-0-methyl modifications). In some embodiments, the antisense strand comprises 

about 55% to 90% 2-0-methyl nucleotide modifications (e.g., 55%, 56%, 57%, 58%, 59%, 

60%, 61%, 62%, 63%, 64%, 65%, 66%, 67%, 68%, 69%, 70%, 71%, 72%, 73%, 74%, 75%, 

76%, 77%, 78%, 79%, 80%, 81%, 82%83%, 84%, 85%, 86%, 87%, 88%, 89%, or 90% 2'

O-methyl modifications).  

[0186] In certain embodiments, the antisense strand comprises about 70% to 90% 2'-0-methyl 

nucleotide modifications (e.g., about 70%,71%,72%, 73%,74%, 75%, 76%, 77%,78%,79%, 

80%, 81%, 82%, 83%, 84%, 85%, 86%, 87%, 88%, 89%, or 90% 2'-O-methyl modifications).  

In certain embodiments, the antisense strand comprises from about 85% to about 90% 2'-0
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methyl modifications (e.g., about 85%, 86%, 87%, 88%, 89%, or 90% 2'-0-niethlv 

modifications).  

[0187] In certain embodiments, the antisense strand comprises about 75% to 85% 2'-0-methyl 

nucleotide modifications (e.g., about 75%, 76%, 77%, 78%, 79%, 80%, 81%, 82%, 83%, 84%, 

or 85%2'-0-methvl modifications). In certain embodiments, the antisense strand comprises 

from about 76% to about 80% 2'-O-methy modifications (e.g., about 76%, 77%, 78%, 79%, 

or 80% 2-0-methyl modifications).  

[0188] In certain embodiments, the sense strand comprises at least 70% chemically modified 

nucleotides (e.g., 70%, 71%, 72%, 73%, 74%, 75%, 76%, 77%, 78%, 79%, 80%, 81%, 82%, 

83%, 84%, 85%, 86%, 87%, 88%, 89%, 90%, 91%, 92%, 93%, 94%, 95%, 96%, 97%, 98%, 

99%, or 100% chemically modified nucleotides).  

[0189] In certain embodiments, the sense strand is fully chemically modified. In certain 

embodiments, the sense strand comprises at least 55% 2'-0-methyl nucleotide modifications 

(e.g., 55%, 56%, 57%, 58%, 59%, 60%, 61%, 62%, 63%, 64%, 65%, 66%, 67%, 68%, 69%, 

70%, 71%, 72%, 73%, 74%, 75%, 76%, 77%, 78%, 79%, 80%, 81%, 82%,83%, 84%, 85%, 

86%, 87%, 88%, 89%, 90%, 91%, 92%, 93%, 94%, 95%, 96%, 97%, 98%, 99%, or 100% 2'

0-methyl modifications). In certain embodiments, the sense strand comprises 100% 2'-0

methyl nucleotide modifications.  

[0190] In certain embodiments, the sense strand comprises from about 70% to about 85% 2'

0-methyl nucleotide modifications (e.g., about 70%, 71%, 72%, 73%, 74%, 75%, 76%, 77%, 

78/0, 79%, 80%, 81%, 82%, 83%, 84%, or 85% 2'-0-methyl nucleotide modifications). In 

certain embodiments, the sense strand comprises from about 75% to about 80% 2'-0-methyl 

nucleotide modifications (e.g., about 75%, 76%, 77%, 78%, 79%, or 80% 2-O-methyl 

nucleotide modifications).  

[0191] In certain embodiments, the sense strand comprises from about 65% to about 75% 2'

O-methyl nucleotide modifications (e.g., about 65%, 66%, 67%, 68%, 69%, 70%, 71%, 72%, 

73/, 74%, or 75% 2'-0-methyl nucleotide modifications).  

[0192] In certain embodiments, the sense strand comprises from about 67% to about 73% 2'

0-methyl nucleotide modifications (e.g., about 67%, 68%, 69%, 70%, 71%, 72%, or 73% 2'

0-methyl nucleotide modifications).  
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[0193] In some embodiments of any one of the foregoing aspects, the sense strand comprises 

from about 55% to about 65% 2'-O-methyl nucleotide modifications (e.g., about 55%, 56%, 

57%, 58%, 59%, 60%, 61%, 62%, 63%, 64%, or 65% 2'-O-nethyl nucleotide modifications).  

[0194] In certain embodiments, the sense strand comprises one or more nucleotide mismatches 

between the antisense strand and the sense strand. In certain embodiments, the one or more 

nucleotide mismatches are present at positions 2, 6, and 12 from the 5' end of sense strand. In 

certain embodiments, the nucleotide mismatches are present at positions 2, 6, and 12 from the 

5' end of the sense strand.  

[0195] In certain embodiments, the antisense strand comprises a 5' phosphate, a 5'-alkyl 

phosphonate, a 5' alkylene phosphonate, or a 5' alkenyl phosphonate.  

[0196] In certain embodiments, the antisense strand comprises a 5' vinyl phosphonate.  

[0197] In certain embodiments, the dsRNA comprises an antisense strand and a sense strand, 

each strand with a 5' end and a 3' end, wherein: (1) the antisense strand has a nucleic acid 

sequence that is substantially complementary to a MAPiTnucleic acid sequence of any one of 

SEQ I) NOs: 1-13, 292, and 295; (2) the antisense strand comprises alternating 2'-methoxy

ribonucleotides and 2'-fluoro-ribonucleotides: (3) the nucleotdes at positions 2 and 14 from 

the 5' end of the antisense strand are not 2'-methoxy-ribonucleotides; (4) the nuclotides at 

positions 1-2 to 1-7 from the 3' end of the antisense strand are connected to each other via 

phosphorothioate internucleotide linkages; (5) a portion of the antisense strand is 

complementary to a portion of the sense strand; (6) the sense strand comprises alternating 2'

methoxy-ribonucleotides and 2'-fluoro-ribonucleotides; and (7) the nucleotides at positions 1

2 from the 5' end of the sense strand are connected to each other via hosphorothioate 

internucleotide linkages.  

[0198] In certain embodiments, the dsRNA comprises an antisense strand and a sense strand, 

each strand with a 5' end and a 3' end, wherein: (1) the antisense strand has a nucleic acid 

sequence that is substantially complementary to a AMPT nucleic acid sequence of any one of 

SEQ D NOs: 1-13, 292, and 295; (2) the antisense strand comprises at least 55% 2'-0-methyl 

modifications (e.g., 55%, 56%, 57%, 58%, 59%, 60%, 61%, 62%, 63%, 64%, 65%, 66%, 67%, 

68%, 69%, 71%, 72%, 73%, 74%, 75%, 76%, 77%, 78%, 79%, 80%, 81%, 82%, 83%, 84%, 

85%, 86%, 87%, 88%, 89%, 90% 91%, 92%, 93%, 94%, 95%, 96%, 97%, 98%, 99%, or 100% 

2-0-methyl modifications); (3) the nucleotide at position 14 from the 5' end of the antisense 

strand are not 2'-methoxy-ribonucleotides; (4) the nucleotides at positions 1-2 to 1-7 from the 
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3' end of the antisense strand are connected to each other via phosphorothioate internucleotide 

linkages; (5) a portion of the antisense strand is complementary to a portion of the sense strand; 

(6) the sense strand comprises at least 55% 2'-O-methyl modifications (e.g., 55%, 56%, 57%, 

58% 59%, 60%, 61%, 62%, 63%, 64%,0 65% 66%, 67%, 68%, 69%, 70%, 71%, 72%,73%, 

74%, 75%, 76%, 77%, 78%, 79%, 80%, 81%, 82%, 83%, 84%, 85%, 86%, 87%, 88%, 89%, 

90%, 910, 92%, 93%, 94%, 95%, 96%, 97%, 98%, 99%, or 100% 2-0-methyl 

modifications); and (7) the nucleotides at positions 1-2 from the 5' end of the sense strand are 

connected to each other via phosphorothioate internucleotide linkages.  

[0199] In certain embodiments, the dsRNA comprises an antisense strand and a sense strand, 

each strand with a 5' end and a 3' end, wherein: (1) the antisense strand has a nucelic acid 

sequence that is substantially complementary to a M4PTnucleic acid sequence of any one of 

SEQ ID NOs: 1-13, 292, and 295; (2) the antisense strand comprises at least 85% 2'-0-methyl 

modifications; (3) the nucleotides at positions 2 and 14 from the 5' end of the antisense strand 

are not 2'-methoxv-ribonucleotides; (4) the nucleotides at positions 1-2 to 1-7 from the 3' end 

of the antisense strand are connected to each other via phosphorothioate internucleotide 

linkages; (5) a portion of the antisense strand is complementary to a portion of the sense strand; 

(6) the sense strand comprises 100% 2'-0-methyl modifications; and (7) the nucleotides at 

positions 1-2 from the 5' end of the sense strand are connected to each other via 

phosphorothioate internucleotide linkages.  

[0200] In certain embodiments, the dsRNA comprises an antisense strand and a sense strand, 

each strand with a 5' end and a 3' end, wherein: (1) the antisense strand has a nucleic acid 

sequence that is substantially complementary to a MAPT nucleic acid sequence of any one of 

SEQ ID NOs: 1-13, 292, and 295; (2) the antisense strand comprises at least 75% 2'-O-methyl 

modifications; (3) the nucleotides at positions 4, 5, 6, and 14 from the 5' end of the antisense 

strand are not 2'-methoxy-ribonucleotides; (4) the nucleotides at positions 1-2 to 1-7 from the 

3'end of the antisense strand are connected to each other via phosphorothioate internucleotide 

linkages; (5) a portion of the antisense strand is complementary to a portion of the sense strand; 

(6) the sense strand comprises 100% 2'-0-methyl modifications; and (7) the nucleotides at 

positions 1-2 from the 5' end of the sense strand are connected to each other via 

phosphorothioate internucleotide linkages.  

[0201] In certain embodiments, the dsRNA comprises an antisense strand and a sense strand, 

each strand with a 5' end and a 3' end, wherein: (1) the antisense strand has a nucleic acid 

sequence that is substantially complementary to a MARTnucleic acid sequence of any one of 
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SEQ ID NOs: 1-13, 292, and 295; (2) the antisense strand comprisesat least 75% 2'-0-methyl 

modifications; (3) the nucleotides at positions 2, 4, 5, 6, and 14 from the 5' end of the antisense 

strand are not 2'-methoxy-ribonucleotides; (4) the nucleotides at positions 1-2 to 1-7 from the 

3' end of the antisense strand are connected to each other via phosphorothioate internucleotide 

linkages; (5) a portion of the antisense strand is complementary to a portion of the sense strand; 

(6) the sense strand comprises 100% 2'-0-methyl modifications; and (7) the nucleotides at 

positions 1-2 from the 5' end of the sense strand are connected to each other via 

phosphorothioate internucleotide linkages.  

[0202] In certain embodiments, the dsRNA comprises an antisense strand and a sense strand, 

each strand with a 5' end and a 3' end, wherein: (1) the antisense strand has a nucleic acid 

sequence that is substantially complementary to a M4PTnucleic acid sequence of any one of 

SEQ ID NOs: 1-13, 292, and 295; (2) the antisense strand comprises at least 85% 2'-0-methyl 

modifications (e.g., from about 85% to about 90% 2'-O-methyl modifications); (3) the 

nucleotides at positions 2 and 14 from the 5' end of the antisense strand are not 2'-methoxy

ribonucleotides (e.g., the nucleotides at positions 2 and 14 from the 5' end of the antisense 

strand may be2'-fluoro nucleotides); (4) the nucleotides at positions 1-2 to 1-7 from the 3' end 

of the antisense strand are connected to each other via phosphorothioate internucleotide 

linkages; (5) a portion of the antisense strand is complementary to a portion of the sense strand; 

(6) the sense strand comprises at least 75% 2'--methyl modifications (eg., from about 75% 

to about 80% 2'-O-methyl modifications); (7) the nucleotides at positions 7, 10, and I Ifrom 

the 3' end of the sense strand are not 2'-methoxy-ribonucleotides (e.g., the nucleotides at 

positions 7, 10, and 11 from the 3' end of the sense strand are 2'-fluoro nucleotides); and (8) 

the nucleotides at positions 1-2 from the 5' end of the sense strand are connected to each other 

via phosphonothioate internucleotide linkages.  

[0203] In certain embodiments, the dsRNA comprises an antisense strand and a sense strand, 

each strand with a 5' end and a 3' end, wherein: (1) the antisense strand has a nucleic acid 

sequence that is substantially complementary to a MAPT nucleic acid sequence of any one of 

SEQ ID NOs: 1-13, 292, and 295; (2) the antisense strand comprises at least 75% 2'-0-methyl 

modifications (e.g., from about 75% to about 80% 2'-0-methyl modifications); (3) the 

nucleotides at positions 2, 6, 14, and 16 from the 5' end of the antisense strand are not 2'

methoxy-ribonucleotides (e.g., the nucleotides at positions 2, 6, 14, and 16 from the 5' end of 

the antisense strand may be 2'-fiuoro nucleotides); (4) the nucleotides at positions 1-2 to 1-7 

from the 3' end of the antisense strand are connected to each other via phosphorothioate 
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internucleotide linkages; (5) a portion of the antisense strand is complementary to a portion of 

the sense strand; (6) the sense strand comprises at least 65% 2'-O-methyl modifications (e.g., 

froin about 65% to about 75% 2'-O-methyl modifications); (7) the nucleotides at positions 7, 

9, 10, and I Ifrom the 3' end of the sense strand are not 2'-methoxy-ribonuclotides (e.g., the 

nucleotides at positions 7, 9, 10, and 11 from the 3' end of the sense strand are 2'-fluoro 

nucleotides); and (8) the nucleotides at positions 1-2 from the 5' end of the sense strand are 

connected to each other via phosphorothioate internucleotide linkages.  

[0204] In certain embodiments, the dsRNA comprises an antisense strand and a sense strand, 

each strand with a 5' end and a 3' end, wherein: (1) the antisense strand comprises a sequence 

substantially complementary to a M4PTnucleic acid sequence of any one of SEQ ID NOs: 1

13, 292, and 295; (2) the antisense strand comprises at least 75% 2'-0-methyl modifications; 

(3) the nucleotides at positions 2, 6, and 14 from the 5' end of the antisense strand are not 2'

methoxy-ribonucleotides; (4) the nucleotides at positions 1-2 to 1-7 from the 3' end of the 

antisense strand are connected to each other via phosphorothioate internucleotide linkages; (5) 

a portion of the antisensestrand is complementary to a portion of the sense strand; (6) the sense 

strand comprises at least 80% 2'-O-methyl modifications; (7) the nucleotides at positions 7, 

10, and 11 from the 3' end of the sense strand are not 2'-methoxy-ribonucleotides; and (8) the 

nucleotides at positions 1-2 from the 5' end of the sense strand are connected to each other via 

phosphorothioate internucleotide linkages.  

[0205] In certain embodiments, a functional moiety is linked to the 5' end and/or 3' end of the 

antisense strand. In certain embodiments, a functional moiety is linked to the 5' end and/or 3' 

end of the sense strand. In certain embodiments, a functional moiety is linked to the 3' end of 

the sense strand.  

[0206] In certain embodiments, the functional moiety comprises a hydrophobic moiety.  

[0207] In certain embodiments, the hydrophobic moiety is selected from the group consisting 

of fatty acids, steroids, secosteroids, lipids, gangliosides, nucleoside analogs, 

endocannabinoids, vitamins, and a mixture thereof, 

[0208] In certain embodiments, the steroid is selected from thegroup consisting of cholesterol 

and Lithocholic acid (LCA).  

[0209] In certain embodiments, the fatty acid is selected from the group consisting of 

Eicosapentaenoic acid (EPA), Docosahexaenoic acid (DHA) and Docosanoic acid (DCA).  
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[0210] In certain embodiments, the vitamin is selected from the group consisting of choline, 

vitamin A, vitamin E, derivatives thereof, and metabolites thereof.  

[0211] In certain embodiments, the vitamin is selected from the group consisting of retinoic 

acid and alpha-tocopheryl succinate.  

[0212] In certain embodiments, the functional moiety is linked to the antisense strand and/or 

sense strand by a linker.  

[0213] In certain embodiments, the linker comprises a divalent or trivalent linker.  

[0214] In certain embodiments, the divalent or trivalent linker is selected fro the group 

consisting of: 

0 0r OH .AH 

N n N 

NH NH 

and 

wherein n is 1 2, 3, 4, or 5 

[0215] In certain embodiments, the linker comprises an ethylene glycol chain, an alkyl chain, 

a peptide, an RNA, a DNA, a phosphodiester, a phosphorothioate, a phosphoramidate, an 

amide, a carbamate, or a combination thereof 

[0216] In certain embodiments, when the linker is a trivalent linker, the linker further links a 

phosphodiester or phosphodiester derivative.  

[0217] In certain embodiments, the phosphodiester or phosphodiester derivative is selected 

froth the group consisting of.  

0 O 

Oxo0 

(Zcl); 
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coo 

(Zc2); H3N 
X0 

H 3 0" 

O X 0 
and 

H 0, 0 

x0 

(Zc4) 

wherein X is 0, S or Bi.  

[0218] In certain embodiments, the nucleotides at positions I and 2 from the 3' end of sense 

strand, and the nucleotides at positions 1 and 2 from the 5' end of antisense strand, are 

connected to adjacent ribonucleotides via phosphorothioate linkages.  

[0219] In one aspect, the disclosure provides a pharmaceutical composition for inhibiting the 

expression of tau protein (IMP) gene in an organism, comprising the dsRNA recited above 

and a pharmaceutically acceptable carrier.  

[0220] In certain embodiments, the dsRNA inhibits the expression of said MAPT gene by at 

least50%. In certain embodiments, the dsRNA inhibits the expression of said MA4PT gene by 

at least 80%.  

[0221] In one aspect, the disclosure provides a method for inhibiting expression ofMAPTgene 

in a cell, the method comprising: (a) introducing into the cell a double-stranded ribonucleic 

acid (dsRNA) recited above; and (b) maintaining the cell produced in step (a) for a time 

sufficient to obtain degradation of the mRNA transcript of the MAPT gene, thereby inhibiting 

expression of the M l4Tgene in the cell.  

[0222] In one aspect, the disclosure provides a method of treating or managing a 

neurodegeneratve disease comprising administering to a patient in need of such treatment or 

management a therapeutically effective amount of said dsRNA recited above.  

[0223] In certain embodiments, the dsRNA is administered to the brain of the patient.  
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[0224] In certain embodiments, the dsRNA is administered by intracerebroventricular (ICV) 

injection, intrastriatal (IS) injection, intravenous (IV) injection, subcutaneous (SQ) injection or 

a combination thereof.  

[0225] In certain embodiments, administering the dsRNA causes a decrease in APT gene 

mRNA in one or more of the hippocampus, striatum, cortex, cerebellum, thalamus, 

hypothalamus, and spinal cord, 

[0226] In certain embodiments, the dsRNA inhibits the expression of saidMAPT gene by at 

least50%. In certain embodiments, the dsRNA inhibits the expression of said M4PT gene by 

at least 80%.  

[0227] In one aspect, the disclosure provides a vector comprising a regulatory sequence 

operably linked to a nucleotide sequence that encodes an RNA molecule substantially 

complementary to a M4PT nucleic acid sequence of any one of SEQ ID NOs: 1-13, 292, and 

295.  

[0228] In certain embodiments, the RNA molecule inhibits the expression of said M.4PTgene 

by at least 50%. In certain embodiments, the RNA molecule inhibits the expression of said 

MAPT gene by at least 80%.  

[0229] In certain embodiments, the RNA molecule comprises ssRNA or dsRNA.  

[0230] In certain embodiments, the dsRNA comprises a sense strand and an antisense strand, 

wherein the antisense strand comprises a sequence substantially complementary to a AAPT 

nucleic acid sequence of any one of SEQ ID NOs: 1-13,292, and 295.  

[0231] In one aspect, the disclosure provides a cell comprising the vector recited above.  

[0232] In one aspect, the disclosure provides a recombinant adeno-associated virus (rAAV) 

comprising the vector above and an AAV capsid.  

[0233] In one aspect, the disclosure provides a branched RNA compound comprising two or 

more RNAmolecules, such as two or more RNA molecules that each comprise from 14 to 40 

nucleotides in length (e.g., 14, 15, 16, 17, 18, 19, 20,21, 22, 23,24, 25, 26, 27, 28, 29, 30, 31, 

32, 33, 34, 35, 36, 37, 38, 39, or 40 nucleotides in length), wherein each RNA molecule 

comprises a portion having a nucleic acid sequence that is substantially complementary to a 

segment of a 41PT mRNA. In certain embodiments, the two RNA molecules may be 

connected to one another by one or more moieties independently selected from a linker, a 

spacer and a branching point.  
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[0234] In certain embodiments, the branched RNA molecule comprises one or both of ssRNA 

and dsRNA.  

[0235] In certain embodiments, the branched RNA molecule comprises an antisense 

oligonucleotide.  

[0236] In certain embodiments, each RNA molecule comprises a dsRNA comprising a sense 

strand and an antisense strand, wherein each antisense strand independently comprises a 

sequence that is substantially complementary to a M4PTnucleic acid sequence of any one of 

SEQ ID NOs: 1-13, 292, and 295.  

[0237] In certain embodiments, the branched RNA compound comprises two or more copies 

of the RNA molecule of any of the above aspects or embodiments of the disclosure covalently 

bound to one another (e.g., by way of a linked, spacer, or branching point).  

[0238] In certain embodiments, the branched RNA compound comprises a portion having a 

nucleic acid sequence that is substantially complementary to aMAPTnucleic acid sequence of 

any one of SEQ ID NOs: 1-13,292, and 295. For example, the branched RNA compound may 

comprise two or more dsRNA molecules that are covalently bound to one another (e.g., by way 

of a linker, spacer, or branching point) and that each comprise an antisense strand having 

complementarity to at least 10, 11, 12 or 13 contiguous nucleotides of aMAPTnucleic acid 

sequence of any one of SEQ ID NOs: 1-13, 292, and 295. For example, in certain 

embodiments, the dsRNA comprises an antisense strand having complementarity to a segment 

of from 10 to 25 contiguous nucleotides of the nucleic acid sequence of any one of SEQ ID 

NOs: 1-13 (eg., a segment of from 10 to 25 contiguous nucleotides of the nucleic acid sequence 

of SEQ ID NO: 1, a segment of 10, 11, 12, 13, 14, 15, 16, 17, 18, 19, 20, 21, 22, 23, 24, or 25 

contiguous nucleotides of the nucleic acid sequence of SEQ ID NO: 2, a segment of fro10, 11, 

12, 13, 14, 15, 16, 17, 18, 19, 20, 21, 22, 23, 24, or 25 contiguous nucleotides of the nucleic 

acid sequence of SEQ ID NO: 3, a segment of 10, 11, 12, 13, 14, 15, 16, 17,18, 19, 20, 21, 22, 

23, 24, or 25 contiguous nucleotides of the nucleic acid sequence of SEQ ID NO: 4, a segment 

of 10, 11, 12, 13, 14, 15, 16, 17, 18, 19, 20, 21, 22, 23, 24, or 25 contiguous nucleotides of the 

nucleic acid sequence of SEQ ID NO: 5, a segment of 10, 11, 12, 13, 14, 15, 16, 17, 18, 19, 20, 

21, 22, 23, 24, or 25 contiguous nucleotides of the nucleic acid sequence of SEQ ID NO: 6, a 

segment of 10, 11, 12, 13, 14, 15, 16, 17, 18, 19, 20, 21, 22, 23, 24, or 25 contiguous 

nucleotides of the nucleic acid sequence of SEQ ID NO: 7, a segment of 10, 11, 12, 13, 14, 15, 

16, 17, 18, 19, 20, 21, 22, 23, 24, or 25 contiguous nucleotides of the nucleic acid sequence of 
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SEQ ID NO: 8, a segment of 10, 11, 12, 13, 14, 15, 16, 17, 18, 19,20, 21, 22,23, 24, or 25 

contiguous nucleotides of the nucleic acid sequence of SEQ ID NO: 9, a segment of 10, 11, 12, 

13, 14, 15, 16, 17, 18, 19, 20,21, 22,23, 24., or 25 contiguous nucleotides of the nucleic acid 

sequence ofSEQ ID NO: 10, a segment of 10, 11, 12, 13, 14, 15, 16, 17, 18, 19, 20, 21, 22, 23, 

24, or 25 contiguous nucleotides of the nucleic acid sequence of SEQ ID NO: 11, a segment of 

10, 11, 12, 13, 14, 15, 16, 17, 18, 19, 20, 21, 22, 23, 24, or 25 contiguous nucleotides of the 

nucleic acid sequence of SEQ ID NO: 12, a segment of 10, 11, 12, 13, 14, 15, 16, 17, 18, 19, 

20, 21, 22, 23, 24, or 25 contiguous nucleotides of the nucleic acid sequence of SEQ ID NO: 

13, a segment of 10, 11, 12, 13, 14, 15, 16, 17, 18, 19, 20, 21, 22, 23, 24, or 25 contiguous 

nucleotides of the nucleic acid sequence of SEQ ID NO: 292, or a segment of 10, 11, 12, 13, 

14, 15, 16, 17, 18, 19, 20, 21, 22, 23, 24, or 25 contiguous nucleotides of the nucleic acid 

sequence of SEQ ID NO: 295).  

[0239] In certain embodiments, each dsRNA in the branched RNA compound comprises an 

anusense strand having complementarity to a segment of from 15 to 25 contiguous nucleotides 

(e.g., a segment of 10, 11, 12, 13, 14, 15, 16, 17, 18, 19,20, 21, 22, 23, 24, or 25 contiguous 

nucleotides) of the nucleic acid sequence of any one of SEQ ID NOs: 1-13, 292, and 295. For 

example, the antisense strand may have complementarity to a segment of 15 contiguous 

nucleotides, 16 contiguous nucleotides, 17 contiguous nucleotides, 18 contiguous nucleotides, 

19 contiguous nucleotides, 20 contiguous nucleotides, 21 contiguous nucleotides, 22 

contiguous nucleotides, 23 contiguous nucleotides, 24 contiguous nucleotides, or 25 

contiguous nucleotides of the nucleic acid sequence of SEQ IDNO: 1. In certain embodiments, 

the antisense strand has complementarity to a segment of 15 contiguous nucleotides, 16 

contiguous nucleotides, 17 contiguous nucleotides, 18 contiguous nucleotides, 19 contiguous 

nucleotides, 20 contiguous nucleotides, 21 contiguous nucleotides, 22 contiguous nucleotides, 

contiguous nucleotides, 24 contiguous nucleotides, or 25 contiguous nucleotides of the 

nucleic acid sequence of SEQ I) NO: 2. In certain embodiments, the antisense strand has 

complementarity to a segment of 15 contiguous nucleotides, 16 contiguous nucleotides, 17 

contiguous nucleotides, 18 contiguous nucleotides, 19 contiguous nucleotides, 20 contiguous 

nucleotides, 21 contiguous nucleotides, 22 contiguous nucleotides, 23 contiguous nucleotides, 

24 contiguous nucleotides, or 25 contiguous nucleotides of the nucleic acid sequence of SEQ 

ID NO: 3. In certain embodiments, the antisense strand has complementarity to a segment of 

15 contiguous nucleotides, 16 contiguous nucleotides, 17 contiguous nucleotides, 18 

contiguous nucleotides, 19 contiguous nucleotides, 20 contiguous nucleotides,21contiguous 
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nucleotides, 22 contiguous nucleotides, 23 contiguous nucleotides, 24 contiguous nucleotides, 

or 25 contiguous nucleotides of the nucleic acid sequence of SEQ ID NO: 4. In certain 

enbodiments, the antisense strand has conplenentarity to a segment of 15 contiguous 

nucleotides. 16 contiguous nucleotides, 17 contiguous nucleotides, 18 contiguous nucleotides, 

19 contiguous nucleotides, 20 contiguous nucleotides, 21 contiguous nucleotides, 22 

contiguous nucleotides, 23 contiguous nucleotides, 24 contiguous nucleotides, or 25 

contiguous nucleotidesofthe nucleicacidsequenceof'SEQIDNO:5. In certainembodiments, 

the antisense strand has complenientarity to a segment of 15 contiguous nucleotides, 16 

contiguous nucleotides, 17 contiguous nucleotides, 18 contiguous nucleotides, 19 contiguous 

nucleotides, 20 contiguous nucleotides, 21 contiguous nucleotides, 22 contiguous nucleotides, 

23contiguous nucleotides, 24 contiguous nucleotides, or 25 contiguous nucleotides of the 

nucleic acid sequence of SEQ ID NO: 6. In certain embodiments, the antisense strand has 

complementarity to a segment of 15 contiguous nucleotides, 16 contiguous nucleotides, 17 

contiguous nucleotides, 18 contiguous nucleotides, 19 contiguous nucleotides, 20 contiguous 

nucleotides, 21 contiguous nucleotides, 22 contiguous nucleotides, 23 contiguous nucleotides, 

24 contiguous nucleotides, or 25 contiguous nucleotides of the nucleic acid sequence of SEQ 

ID NO: 7. In certain embodiments, the antisense strand has complementarity to a segment of 

15 contiguous nucleotides, 16 contiguous nucleotides, 17 contiguous nucleotides, 18 

contiguous nucleotides, 19 contiguous nucleotides, 20 contiguous nucleotides,21contiguous 

nucleotides, 22 contiguous nucleotides, 23 contiguous nucleotides, 24 contiguous nucleotides, 

or 25 contiguous nucleotides of the nucleic acid sequence of SEQ I) NO: 8. In certain 

embodiments, the antisense strand has complementarity to a segment of 15 contiguous 

nucleotides, 16 contiguous nucleotides, 17 contiguous nucleotides, 18 contiguous nucleotides, 

19 contiguous nucleotides, 20 contiguous nucleotides, 21 contiguous nucleotides, 22 

contiguous nucleotides, 23 contiguous nucleotides, 24 contiguous nucleotides, or 25 

contiguous nucleotides of the nucleic acid sequence of SEQ ID NO: 9. In certain embodiments, 

the antisense strand has complementarity to a segment of 15 contiguous nucleotides, 16 

contiguous nucleotides, 17 contiguous nucleotides, 18 contiguous nucleotides, 19 contiguous 

nucleotides, 20 contiguous nucleotides, 21 contiguous nucleotides, 22 contiguous nucleotides, 

23 contiguous nucleotides, 24 contiguous nucleotides, or 25 contiguous nucleotides of the 

nucleic acid sequence of SEQ ID NO: 10. In certain embodiments, the antisense strand has 

complementarity to a segment of 15 contiguous nucleotides, 16 contiguous nucleotides, 17 

contiguous nucleotides, 18 contiguous nucleotides, 19 contiguous nucleotides, 20 contiguous 

nucleotides, 21 contiguous nucleotides, 22 contiguous nucleotides, 23 contiguous nucleotides, 
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24 contiguous nucleotides, or 25 contiguous nucleotides of the nucleic acid sequence of SEQ 

ID NO: 11. In certain embodiments, the antisense strand has complementarity to a segment of 

15 contiguous nucleotides, 16 contiguous nucleotides, 17 contiguous nucleotides, 18 

contiguous nucleotides, 19 contiguous nucleotides, 20 contiguous nucleotides, 21 contiguous 

nucleotides. 22 contiguous nucleotides, 23 contiguous nucleotides, 24 contiguous nucleotides, 

or 25 contiguous nucleotides of the nucleic acid sequence of SEQ ID NO: 12. In certain 

enbodiments, the antisense strand has conplemnentarity to a segment of 15 contiguous 

nucleotides, 16 contiguous nucleotides, 17 contiguous nucleotides, 18 contiguous nucleotides, 

19 contiguous nucleotides, 20 contiguous nucleotides, 21 contiguous nucleotides, 22 

contiguous nucleotides, 23 contiguous nucleotides, 24 contiguous nucleotides, or 25 

contiguous nucleotides of the nuclic acid sequence of SEQ ID NO: 13. In certain 

embodiments, the antisense strand has complementarity to a segment of 15 contiguous 

nucleotides, 16 contiguous nucleotides, 17 contiguous nucleotides, 18 contiguous nucleotides, 

19 contiguous nucleotides, 20 contiguous nucleotides, 21 contiguous nucleotides, 22 

contiguous nucleotides, 23 contiguous nucleotides, 24 contiguous nucleotides, or 25 

contiguous nucleotides of the nucleic acid sequence of SEQ ID NO: 292. In certain 

embodiments, the antisense strand has complementarity to a segment of 15 contiguous 

nucleotides, 16 contiguous nucleotides, 17 contiguous nucleotides, 18 contiguous nucleotides, 

19 contiguous nucleotides, 20 contiguous nucleotides, 21 contiguous nucleotides, 22 

contiguous nucleotides, 23 contiguous nucleotides, 24 contiguous nucleotides, or 25 

contiguous nucleotides of the nucleic acid sequence of SEQ ID NO: 295.  

[0240] In certain embodiments, each dsRNA in the branched RNA compound comprises an 

antisense strand having no more than 3 mismatches with a AMPTnucleic acid sequence of any 

one of SEQ ID NOs: 1-13, 292, and 295. For example, the antisense strand may have from 0

3mismatches (e.g., 0 mismatches, I mismatch, 2 mismatches, or 3 mismatches) relative to the 

nucleic acid sequence of SEQ ID NO: 1. In certain embodiments, the antisense strand has from 

0-3 mismatches (e.g.0 mismatches, I mismatch, 2 rnisnmatches, or 3 mismatches) relative to 

the nucleic acid sequence of SEQ ID NO. 2. In certain embodiments, the antisense strand has 

from 0-3 mismatches (e.g., 0 mismatches, I mismatch, 2 mismatches, or3 mismatches) relative 

to the nucleic acid sequence of SEQ ID NO: 3. In certain embodiments, the antisense strand 

has from 0-3 mismatches (e.g., 0 mismatches, I mismatch, 2 mismatches, or 3 mismatches) 

relative to the nucleic acid sequence of SEQ ID NO: 4. In certain embodiments, the ansense 

strand has from 0-3 mismatches (e.g., 0 mismatches, I mismatch, 2 mismatches, or 3 
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mismatches) relative to the nucleic acid sequence of SEQ ID NO: 5. In certain embodiments, 

the antisense strand has from 0-3 mismatches (e.g., 0 mismatches, 1 mismatch, 2 mismatches, 

or 3 mismatches) relative to the nucleic acid sequence of SEQ ID NO: 6. In certain 

embodiments, the antisense strand has from 0-3 mismatches (e.g., 0 mismatches, 1 mismatch, 

2 mismatches, or 3 mismatches) relative to the nucleic acid sequence of SEQ ID NO: 7. In 

certain embodiments, the antisense strand has from 0-3 mismatches (e.g., 0 mismatches, I 

mismatch, 2 mismatches, or 3 mismatches) relative to the nucleic acid sequence of SEQ ID 

NO: . In certain embodiments, the antisense strand has from 0-3 mismatches (e.g., 0 

mismatches, 1 mismatch, 2 mismatches, or 3 mismatches) relative to the nucleic acid sequence 

of SEQ ID NO: 9. In certain embodiments, the antisense strand has from 0-3 mismatches(eg., 

0 mismatches, 1 mismatch, 2 mismatches, or 3 mismatches) relative to the nucleic acid 

sequence of SEQ ID NO: 10. In certain embodiments, the antisense strand has from 0-3 

mismatches (e.g., 0 mismatches, I mismatch, 2 mismatches, or 3 mismatches) relative to the 

nucleic acid sequence of SEQ ID NO: 11. In certain embodiments, the antisense strand has 

from 0-3 mismatches (e.g., 0 mismatches, 1 mismatch,2 mismatches, or 3 mismatches) relative 

to the nucleic acid sequence of SEQ ID NO: 12. In certain embodiments, the antisense strand 

has from 0-3 mismatches (e.g., 0 mismatches, I mismatch, 2 mismatches, or 3 mismatches) 

relative to the nucleic acid sequence of SEQ ID NO: 13. In certain embodiments, the antisense 

strand has from 0-3 mismatches (e.g., 0 mismatches, I mismatch, 2 mismatches, or 3 

mismatches) relative to the nucleic acid sequence ofSEQ ID NO: 292. In certain embodiments, 

the antisense strand has from 0-3 mismatches (e.g., 0 mismatches, 1 mismatch, 2 mismatches, 

or 3 mismatches) relative to the nucleic acid sequence of SEQ ID NO: 295 

[0241] In certain embodiments, each dsRNA in the branched RNA compound comprises an 

antisense strand that is fully complementary to a MAP T nucleic acid sequence of any one of 

SEQ ID NOs: 1-13, 292, and 295.  

[0242] In certain embodiments, the branched RNA compound comprises a portion having a 

nucleic acid sequence that is substantially complementary to one or more of a MAPT nucleic 

acid sequence of any one of SEQ ID NOs: 14-33, 299, and 302.  

[0243] In certain embodiments, the RNA molecule comprises an antisense oligonucleotide.  

[0244] In certain embodiments, each RNA molecule comprises 14 to 35 (e.g., 14, 15, 16, 17, 

18, 19, 20,21, 22, 23,24, 25, 26, 27, 28, 29, 30, 31,32, 33, 34, or 35) nuceotides in length.  
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[0245] In certain embodiments, the antisense strand and/or sense strand comprises about 13 

nucleotides to 35 nucleotides in length. For example, in certain embodiments, the antisense 

strand and/or sense strand is 13, 14, 15, 16, 17, 18, 19, 20, 21, 22, 23, 24, 25, 26, 27, 28, 29, 

30, 31, 32, 33, 34, or 35nucleotides in length. In some embodiments, the antisense strand is 14 

nucleotides in length. In some embodiments, the antisense strand is 15 nucleotides in length.  

In some embodiments, the antisense strand is 16 nucleotides in length. In some embodiments, 

the antisense strand is 17 nucleotides in length. In some embodiments, the antisense strand is 

18 nucleotides in length. In some embodiments, the antisense strand is 19 nucleotides in length.  

In certain embodiments, the antisense strand is 20 nucleotides in length. In certain 

embodiments, the antisense strand is 21 nucleotides in length. In certain embodiments, the 

antisense strand is 22 nucleotides in length. In some embodiments, the antisense strand is 23 

nucleotides in length. In some embodiments, the antisense strand is 24 nucleotides in length.  

In some embodiments, the antisense strand is25 nucleotides in length. In some embodiments, 

the antisense strand is 26 nucleotides in length. In some embodiments, the antisense strand is 

27 nucleotides in length. In some embodiments, the antisense strand is 28 nucleotides in length.  

In some embodiments, the antisense strand is 29 nucleotides in length In some embodiments, 

the antisense strand is 30 nucleotides inlength. In some embodiments, the antisense strand is 

31 nucleotides in length. In some embodiments, the antisense strand is 32 nucleotides in length.  

In some embodiments, the antisense strand is 33 nucleotides in length. In some embodiments, 

the antisense strand is 34 nucleotides in length. In some embodiments, the antisense strand is 

35 nucleotides in length.  

[0246] In some embodiments of any one of the foregoing aspects, the sense strand is 13 

nucleotides in length. In certain embodiments, the sense strand is 14 nucleotides in length. In 

certain embodiments, the sense strand is 15 nucleotides in length. In certain embodiments, the 

sense strand is 16 nucleotides in length. In certain embodiments, the sense strand is 17 

nucleotides in length. In certain embodiments, the sense strand is 18 nucleotides in length. In 

certain embodiments, the sense strand is 19 nucleotides in length. In some embodiments, the 

sense strand is 20 nucleotides in length. In some embodiments, the sense strand is 21 

nucleotides in length. In some embodiments, the sense strand is 22 nucleotides in length. In 

some embodiments, the sense strand is 23 nucleotides in length. In some embodiments, the 

sense strand is 24 nucleotides in length. In some embodiments, the sense strand is 25 

nucleotides in length. In some embodiments, the sense strand is 26 nucleotides in length. In 

some embodiments, the sense strand is 27 nucleotides in length. In some embodiments, the 
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sense strand is 28 nucleotides in length. In some embodiments, the sense strand is 29 

nucleotides in length. In some embodiments, the sense strand is 30 nucleotides in length. In 

some embodiments, the sense strand is 31 nucleotides in length. In some embodiments, the 

sense strand is 32 nucleotides in length. In some embodiments, the sense strand is 33 

nucleotides in length. In some embodiments, the sense strand is 34 nucleotides in length. In 

some embodiments, the sense strand is 35 nucleotides in length.  

[0247] In some embodiments, the antisense strand is 18 nucleotides in length and the sense 

strand is 14 nucleotides in length.  

[0248] In some embodiments, the antisense strand is 18 nucleotides in length and the sense 

strand is 15 nucleotides in length.  

[0249] In some embodiments, the antisense strand is 18 nucleotides in length and the sense 

strand is 16 nucleotides in length.  

[0250] In some embodiments, the antisense strand is 18 nucleotides in length and the sense 

strand is 17 nucleotides in length.  

[0251] In some enibodinents, the antisense strand is 18 nucleotides in length and the sense 

strand is 18 nucleotides inlength.  

[0252] In some embodiments, the antisense strand is 19 nucleotides in length and the sense 

strand is 14 nucleotides in length.  

[0253] In some embodiments, the antisense strand is 19 nucleotides in length and the sense 

strand is 15 nucleotides in length.  

[0254] In some embodiments, the antisense strand is 19 nucleotides in length and the sense 

strand is 16 nucleotides in length.  

[0255] In some embodiments, the antisense strand is 19 nucleotides in length and the sense 

strand is 17 nucleotides in length.  

[0256] In some embodiments, the antisense strand is 19 nucleotides in length and the sense 

strand is 18 nucleotides in length.  

[0257] In some embodiments, the antisense strand is 19 nucleotides in length and the sense 

strand is 19 nucleotides inlength.  

[0258] In some embodiments, the antisense strand is 20 nucleotides in length and the sense 

strand is 14 nucleotides in length.  
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[0259] In some embodiments, the antisense strand is 20 nucleotides in length and the sense 

strand is 15 nucleotides in length.  

[0260] In some embodiments, the antisense strand is 20 nucleotides in length and the sense 

strand is 16 nucleotides in length.  

[0261] In some embodiments, the antisense strand is 20 nucleotides in length and the sense 

strand is 17 nucleotides in length.  

[0262] In some embodiments, the antisense strand is 20 nucleotides in length and the sense 

strand is 18 nucleotides in length.  

[0263] In some embodinents, the antisense strand is 20 nucleotides in length and the sense 

strand is 19 nucleotides in length.  

[0264] In some embodiments, the antisense strand is 20 nucleotides in length and the sense 

strand is 20 nucleotides in length.  

[0265] In some embodiments, the antisense strand is 21 nucleotides in length and the sense 

strand is 14 nucleotides in length.  

[0266] In some embodiments, the antisense strand is 21 nucleotides in length and the sense 

strand is 15 nucleotides in length.  

[0267] In some embodiments, the antisense strand is 21 nucleotides in length and the sense 

strand is 16 nucleotides inlength.  

[0268] In some embodiments, the antisense strand is 21 nucleotides in length and the sense 

strand is 17 nucleotides in length.  

[0269] In some embodiments, the antisense strand is 21 nucleotides in length and the sense 

strand is 18 nucleotides in length.  

[0270] In some embodiments, the antisense strand is 21 nucleotides in length and the sense 

strand is 19 nucleotides in length.  

[0271] In some embodiments, the antisense strand is 21 nucleotides in length and the sense 

strand is 20 nucleotides in length.  

[0272] In some embodinents, the antisense strand is 21 nucleotides in length and the sense 

strand is 21 nucleotides in length.  
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[0273] In sone embodiments, the antisense strand is 22 nucleotides in length and the sense 

strand is 14 nucleotides in length.  

[0274] In some embodiments, the antisense strand is 22 nucleotides in length and the sense 

strand is 15 nucleotides in length.  

[0275] In some embodiments, the antisense strand is 22 nucleotides in length and the sense 

strand is 16 nucleotides in length.  

[0276] In sone embodiments, the antisense strand is 22 nucleotides in length and the sense 

strand is 17 nucleotides in length.  

[0277] In some ernbodinients, the antisense strand is 22 nucleotides in length and the sense 

strand is 18 nucleotides in length.  

[0278] In some embodiments, the antisense strand is 22 nucleotides in length and the sense 

strand is 19 nucleotides in length.  

[0279] In sone embodiments, the antisense strand is 22 nucleotides in length and the sense 

strand is 20 nucleotides in length.  

[0280] In some embodiments, the antisense strand is 22 nucleotides in length and the sense 

strand is 21 nucleotides in length.  

[0281] In some embodiments, the antisense strand is 22 nucleotides in length and the sense 

strand is 22 nucleotides in length.  

[0282] In sone embodiments, the antisense strand is 23 nucleotides in length and the sense 

strand is 14 nucleotides in length.  

[0283] In some embodiments, the antisense strand is 23 nucleotides in length and the sense 

strand is 15 nucleotides in length.  

[0284] In some embodiments, the antisense strand is 23 nucleotides in length and the sense 

strand is 16 nucleotides in length.  

[0285] In some embodiments, the antisense strand is 23 nucleotides in length and the sense 

strand is 17 nucleotides in length.  

[0286] In some enbodinients, the antisense strand is 23 nucleotides in length and the sense 

strand is 18 nucleotides in length.  
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[0287] In some embodiments, the antisense strand is 23 nucleotides in length and the sense 

strand is 19 nucleotides in length.  

[0288] In some embodiments, the antisense strand is 23 nucleotides in length and the sense 

strand is 20 nucleotides in length.  

[0289] In some embodiments, the antisense strand is 23 nucleotides in length and the sense 

strand is 21 nucleotides in length.  

[0290] In some embodiments, the antisense strand is 23 nucleotides in length and the sense 

strand is 22 nucleotides in length.  

[0291] In some embodiments, the antisense strand is 23 nucleotides in length and the sense 

strand is 23 nucleotides in length.  

[0292] In some embodiments, the antisense strand is 24 nucleotides in length and the sense 

strand is 14 nucleotides in length.  

[0293] In some embodiments, the antisense strand is 24 nucleotides in length and the sense 

strand is 15 nucleotides in length.  

[0294] In some embodiments, the antisense strand is 24 nucleotides in length and the sense 

strand is 16 nucleotides in length.  

[0295] In some embodiments, the antisense strand is 24 nucleotides in length and the sense 

strand is 17 nucleotides in length.  

[0296] In some embodiments, the antisense strand is 24 nucleotides in length and the sense 

strand is 18 nucleotides in length.  

[0297] In some embodiments, the antisense strand is 24 nucleotides in length and the sense 

strand is 19 nucleotides in length.  

[0298] In some embodiments, the antisense strand is 24 nucleotides in length and the sense 

strand is 20 nucleotides in length.  

[0299] In some embodiments, the antisense strand is 24 nucleotides in length and the sense 

strand is 21 nucleotides in length.  

[0300] In some embodiments, the antisense strand is 24 nucleotides in length and the sense 

strand is 22 nucleotides in length.  
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[0301] In some embodiments, the antisense strand is 24 nucleotides in length and the sense 

strand is 23 nucleotides in length.  

[0302] In some embodiments, the antisense strand is 24 nucleotides in length and the sense 

strand is 24 nucleotides in length.  

[0303] In some embodiments, the antisense strand is 25 nucleotides in length and the sense 

strand is 14 nucleotides in length.  

[0304] In some embodiments, the antisense strand is 25 nucleotides in length and the sense 

strand is 15 nucleotides in length.  

[0305] In some enbodinents, the antisense strand is 25 nucleotides in length and the sense 

strand is 16 nucleotides in length.  

[0306] In some embodiments, the antisense strand is 25 nucleotides in length and the sense 

strand is 17 nucleotides in length.  

[0307] In some embodiments, the antisense strand is 25 nucleotides in length and the sense 

strand is 18 nucleotides in length.  

[0308] In some embodiments, the antisense strand is 25 nucleotides in length and the sense 

strand is 19 nucleotides in length.  

[0309] In some embodiments, the antisense strand is 25 nucleotides in length and the sense 

strand is 20 nucleotides in length.  

[0310] In some embodiments, the antisense strand is 25 nucleotides in length and the sense 

strand is 21 nucleotides in length.  

[0311] In some embodiments, the antisense strand is 25 nucleotides in length and the sense 

strand is 22nucleotides in length.  

[0312] In some embodiments, the antisense strand is 25 nucleotides in length and the sense 

strand is 23 nucleotides in length.  

[0313] In some embodiments, the antisense strand is 25 nucleotides in length and the sense 

strand is 24 nucleotides in length.  

[0314] In some embodiments, the antisense strand is 25 nucleotides in length and the sense 

strand is 25 nucleotides in length.  
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[0315] In some embodiments, the antisense strand is 26 nucleotides in length and the sense 

strand is 14 nucleotides in length.  

[0316] In some embodiments, the antisense strand is 26 nucleotides in length and the sense 

strand is 15 nucleotides in length.  

[0317] In some embodiments, the antisense strand is 26 nucleotides in length and the sense 

strand is 16 nucleotides in length.  

[0318] In some embodiments, the antisense strand is 26 nucleotides in length and the sense 

strand is 17 nucleotides in length.  

[0319] In some embodinents, the antisense strand is 26 nucleotides in length and the sense 

strand is 18 nucleotides in length.  

[0320] In some embodiments, the antisense strand is 26 nucleotides in length and the sense 

strand is 19 nucleotides in length.  

[0321] In some embodiments, the antisense strand is 26 nucleotides in length and the sense 

strand is 20 nucleotides in length.  

[0322] In some embodiments, the antisense strand is 26 nucleotides in length and the sense 

strand is 21 nucleotides in length.  

[0323] In some embodiments, the antisense strand is 26 nucleotides in length and the sense 

strand is 22 nucleotides in length.  

[0324] In some embodiments, the antisense strand is 26 nucleotides in length and the sense 

strand is 23 nucleotides in length.  

[0325] In some embodiments, the antisense strand is 26 nucleotides in length and the sense 

strand is 24 nucleotides in length.  

[0326] In some embodiments, the antisense strand is 26 nucleotides in length and the sense 

strand is 25 nucleotides in length.  

[0327] In some embodiments, the antisense strand is 26 nucleotides in length and the sense 

strand is 26 nucleotides in length.  

[0328] In some embodiments, the antisense strand is 27 nucleotides in length and the sense 

strand is 14 nucleotides in length.  
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[0329] In some embodiments, the antisense strand is 27 nucleotides in length and the sense 

strand is 15 nucleotides in length.  

[0330] In some embodiments, the antisense strand is 27 nucleotides in length and the sense 

strand is 16 nucleotides in length.  

[0331] In some embodiments, the antisense strand is 27 nucleotides in length and the sense 

strand is 17 nucleotides in length.  

[0332] In some embodiments, the antisense strand is 27 nucleotides in length and the sense 

strand is 18 nucleotides in length.  

[0333] In some enbodinents, the antisense strand is 27 nucleotides in length and the sense 

strand is 19 nucleotides in length.  

[0334] In some embodiments, the antisense strand is 27 nucleotides in length and the sense 

strand is 20 nucleotides in length.  

[0335] In some embodiments, the antisense strand is 27 nucleotides in length and the sense 

strand is 21 nucleotides in length.  

[0336] In some embodiments, the antisense strand is 27 nucleotides in length and the sense 

strand is 22 nucleotides in length.  

[0337] In some embodiments, the antisense strand is 27 nucleotides in length and the sense 

strand is 23 nucleotides inlength.  

[0338] In some embodiments, the antisense strand is 27 nucleotides in length and the sense 

strand is 24 nucleotides in length.  

[0339] In some embodiments, the antisense strand is 27 nucleotides in length and the sense 

strand is 25 nucleotides in length.  

[0340] In some embodiments, the antisense strand is 27 nucleotides in length and the sense 

strand is 26 nucleotides in length.  

[0341] In some embodiments, the antisense strand is 27 nucleotides in length and the sense 

strand is 27 nucleotides in length.  

[0342] In some embodiments, the antisense strand is 28 nucleotides in length and the sense 

strand is 14 nucleotides in length.  
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[0343] In some embodiments, the antisense strand is 28 nucleotides in length and the sense 

strand is 15 nucleotides in length.  

[0344] In some embodiments, the antisense strand is 28 nucleotides in length and the sense 

strand is 16 nucleotides in length.  

[0345] In some embodiments, the antisense strand is 28 nucleotides in length and the sense 

strand is 17 nucleotides in length.  

[0346] In some embodiments, the antisense strand is 28 nucleotides in length and the sense 

strand is 18 nucleotides in length.  

[0347] In some enbodinents, the antisense strand is 28 nucleotides in length and the sense 

strand is 19 nucleotides in length.  

[0348] In some embodiments, the antisense strand is 28 nucleotides in length and the sense 

strand is 20 nucleotides in length.  

[0349] In some embodiments, the antisense strand is 28 nucleotides in length and the sense 

strand is 21 nucleotides in length.  

[0350] In some embodiments, the antisense strand is 28 nucleotides in length and the sense 

strand is 22 nucleotides in length.  

[0351] In some embodiments, the antisense strand is 28 nucleotides in length and the sense 

strand is 23 nucleotides inlength.  

[0352] In some embodiments, the antisense strand is 28 nucleotides in length and the sense 

strand is 24 nucleotides in length.  

[0353] In some embodiments, the antisense strand is 28 nucleotides in length and the sense 

strand is 25 nucleotides in length.  

[0354] In some embodiments, the antisense strand is 28 nucleotides in length and the sense 

strand is 26 nucleotides in length.  

[0355] In some embodiments, the antisense strand is 28 nucleotides in length and the sense 

strand is 27 nucleotides in length.  

[0356] In some embodiments, the antisense strand is 28 nucleotides in length and the sense 

strand is 28 nucleotides in length.  
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[0357] In sone embodiments, the antisense strand is 29 nucleotides in length and the sense 

strand is 14 nucleotides in length.  

[0358] In some embodiments, the antisense strand is 29 nucleotides in length and the sense 

strand is 15 nucleotides in length.  

[0359] In some embodiments, the antisense strand is 29 nucleotides in length and the sense 

strand is 16 nucleotides in length.  

[0360] In sone embodiments, the antisense strand is 29 nucleotides in length and the sense 

strand is 17 nucleotides in length.  

[0361] In some embodiments, the antisense strand is 29 nucleotides in length and the sense 

strand is 18 nucleotides in length.  

[0362] In some embodiments, the antisense strand is 29 nucleotides in length and the sense 

strand is 19 nucleotides in length.  

[0363] In some embodiments, the antisense strand is 29 nucleotides in length and the sense 

strand is 20 nucleotides in length.  

[0364] In some embodiments, the antisense strand is 29 nucleotides in length and the sense 

strand is 21 nucleotides in length.  

[0365] In some embodiments, the antisense strand is 29 nucleotides in length and the sense 

strand is 22 nucleotides inlength.  

[0366] In some embodiments, the antisense strand is 29 nucleotides in length and the sense 

strand is 23 nucleotides in length.  

[0367] In some embodiments, the antisense strand is 29 nucleotides in length and the sense 

strand is 24 nucleotides in length.  

[0368] In some embodiments, the antisense strand is 29 nucleotides in length and the sense 

strand is 25 nucleotides in length.  

[0369] In some embodiments, the antisense strand is 29 nucleotides in length and the sense 

strand is 26 nucleotides in length.  

[0370] In some embodinents, the antisense strand is 29 nucleotides in length and the sense 

strand is 27 nucleotides in length.  
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[0371] In sone embodiments, the antisense strand is 29 nucleotides in length and the sense 

strand is 28 nucleotides in length.  

[0372] In some embodiments, the antisense strand is 29 nucleotides in length and the sense 

strand is 29 nucleotides in length.  

[0373] In some embodiments, the antisense strand is 30 nucleotides in length and the sense 

strand is 14 nucleotides in length.  

[0374] In sone embodiments, the antisense strand is 30 nucleotides in length and the sense 

strand is 15 nucleotides in length.  

[0375] In some embodiments, the antisense strand is 30 nucleotides in length and the sense 

strand is 16 nucleotides in length.  

[0376] In some embodiments, the antisense strand is 30 nucleotides in length and the sense 

strand is 17 nucleotides in length.  

[0377] In some embodiments, the antisense strand is 30 nucleotides in length and the sense 

strand is 18 nucleotides in length.  

[0378] In some embodiments, the antisense strand is 30 nucleotides in length and the sense 

strand is 19 nucleotides in length.  

[0379] In some embodiments, the antisense strand is 30 nucleotides in length and the sense 

strand is 20 nucleotides inlength.  

[0380] In some embodiments, the antisense strand is 30 nucleotides in length and the sense 

strand is 21 nucleotides in length.  

[0381] In some embodiments, the antisense strand is 30 nucleotides in length and the sense 

strand is 22nucleotides in length.  

[0382] In some embodiments, the antisense strand is 30 nucleotides in length and the sense 

strand is 23 nucleotides in length.  

[0383] In some embodiments, the antisense strand is 30 nucleotides in length and the sense 

strand is 24 nucleotides in length.  

[0384] In some embodinients, the antisense strand is 30 nucleotides in length and the sense 

strand is 25 nucleotides in length.  
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[0385] In some embodiments, the antisense strand is 30 nucleotides in length and the sense 

strand is 26 nucleotides in length.  

[0386] In some embodiments, the antisense strand is 30 nucleotides in length and the sense 

strand is 27 nucleotides in length.  

[0387] In some embodiments, the antisense strand is 30 nucleotides in length and the sense 

strand is 28 nucleotides in length.  

[0388] In some embodiments, the antisense strand is 30 nucleotides in length and the sense 

strand is 29 nucleotides in length.  

[0389] In some embodiments, the antisense strand is 30 nucleotides in length and the sense 

strand is 30 nucleotides in length.  

[0390] In certain embodiments, the antisense strand is 20 nucleotides in length and the sense 

strand is 15 nucleotides in length or 16 nucleotides in length.  

[0391] In certain embodiments, the antisense strand is21 nucleotides in length and the sense 

strand is 15 nucleotides in length or 16 nucleotides in length.  

[0392] In certain embodiments, the antisense strand is 20 nucleotides in length or 21 

nucleotides in length and the sense strand is 15 nucleotides in length.  

[0393] In certain embodiments, the antisense strand is 20 nucleotides in length or 21 

nucleotides in length and the sense strand is 16 nucleotides in length.  

[0394] In certain embodiments, the antisense strand is 20 nucleotides in length and the sense 

strand is 15 nucleotides in length.  

[0395] In certain embodiments, the antisense strand is 21 nucleotides in length and the sense 

strand is 16 nucleotides inlength.  

[0396] In certain embodiments, the dsRNA comprises a double-stranded region of 14 base 

pairs to 35 base pairs. In certain embodiments, the dsRNA comprises a double-stranded region 

of 14 base pairs. In certain embodiments, the dsRNA comprises a double-stranded region of 15 

base pairs. in certain embodiments, the dsRNA comprises a double-stranded region of 16 base 

pairs. In certain embodiments, the dsRNA comprises a double-stranded region of 18 base pairs.  

In certain embodiments, the dsRNA comprises a double-stranded region of 20 base pairs. In 

some embodiments, the dsRNA comprises a double-stranded region of 21 base pairs. In some 

embodiments, the dsRNA comprises a double-stranded region of 22 base pairs. In some 

embodiments, the dsRNA comprises a double-stranded region of 23 base pairs. In some 
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embodiments, the dsRNA comprises a double-stranded region of 24 base pairs. In some 

embodiments, the dsRNA comprises a double-stranded region of 25 base pairs. In some 

embodiments, the dsRNA comprises a double-stranded region of 26 base pairs. In some 

embodiments, the dsRNA comprises a double-stranded region of 27 base pairs. In some 

embodiments, the dsRNA comprises a double-stranded region of 28 base pairs. In some 

embodiments, the dsRNA comprises a double-stranded region of 29 base pairs. In some 

embodiments, the dsRNA comprises a double-stranded region of 30 base pairs. In some 

embodiments, the dsRNA comprises a double-stranded region of 31 base pairs. in some 

embodiments, the dsRNA comprises a double-stranded region of 32 base pairs. In some 

embodiments, the dsRNA comprises a double-stranded region of 33 base pairs. In some 

embodiments, the dsRNA comprises a double-stranded region of 34 base pairs. In some 

embodiments, the dsRNA comprises a double-stranded region of 35 base pairs.  

[0397] In certain embodiments, the dsRNAcomprisesa blunt-end.  

[0398] In certain embodiments, the dsRNA comprises at least one single stranded nucleotide 

overhang. In certain embodiments, the dsRNA comprises between a 2-nucleotide to 5

nucleotide single stranded nucleotide overhang.  

[0399] In certain embodiments, the dsRNA comprises naturally occuring nucleotides.  

[0400] In certain embodiments, the dsRNA comprises at least one modified nucleotide.  

[0401] In certain embodiments, the modified nucleotide comprises a 2-0-methyl modified 

nucleotide, a 2'-deoxy-2'-fluoro modified nucleotide, a 2'-deoxy-modified nucleotide, a locked 

nucleotide, an abasic nucleotide, a 2'-amino-modified nucleotide, a 2-alkyl-modified 

nucleotide, a morpholino nucleotide, a phosphoramidate, or a non-natural base comprising 

nucleotide.  

[0402] In certain embodiments, the dsRNA comprises at least one modified internucleotide 

linkage.  

[0403] In certain embodiments, the modified intemucleotide linkage comprises a 

phosphorothioate internucleotide linkage. In certain embodiments, the branched RNA 

compound comprises 4-16 phosphorothioate internucleotide linkages. In certain embodiments, 

the branched RNA compound comprises 8-13 phosphorothioate internucleotide linkages.  

[0404] In certain embodiments, the dsRNA comprises at least one modified internucleotide 

linkage of Formula I: 

53



WO 2021/188626 PCT/US2021/022688 

B 
Y, 

B 
~0

x 

(I); 

wherein: 

B is a base pairing moiety; 

W is selected from the group consisting of O, OCH2 , OCH, CH2, and CH; 

X is selected from the group consisting of halo, hydroxy, and C1.6 alkoxy 

Y is selected from the group consisting of 0-, OH, OR, NH-, NHS, and SI, 

Z is selected from the group consisting of 0 and C- 2; 

R is a protecting group; and 

is an optional double bond.  

[0405] In certain embodiments, when W is CH, is a double bond.  

[0406] In certain embodiments, when W is selected from the group consisting of 0, OCH2 , 

OCH, CH-I 2 , is a single bond, 

[0407] In certain embodiments, the dsRNA comprises at least 70% chemically modified 

nucleotides (e.g., 70%, 71%, 72%, 73%, 74%, 75%, 76%, 77%, 78%, 79%, 80%, 81%, 82%, 

83%, 84%, 85%, 86%, 87%, 88%, 89%, 90%, 91, 92%,93%, 94%, 95%,96%,97%,98%, 

99%, or 100% chemically modified nucleotides). In certain embodiments, the dsRNA is fully 

chemically modified. In certain embodiments, the dsRNA comprises at least 60% 2'-0-methyl 

nucleotide modifications (e.g., 60%,61%, 62%, 63%, 64%, 65%, 66%, 67%,68%,69%, 70%, 

71%, 72%, 73%, 74%, 75%, 76%, 77%, 78%, 79%, 80%, 81%, 82%, 83%, 84/% 85%, 86%, 

87%, 88%, 89%, 90%, 91%, 92%, 93%, 94%, 95%, 96%, 97%, 98%, 99%, or 100% 2'-0

methyl modifications).  

[0408] In certain embodiments, the antisense strand comprises at least 70% chemically 

modified nucleotides (e.g., 70%, 71%, 72%, 73%, 74%, 75%, 76%, 77%, 78%, 79%, 80%, 

81%, 82%, 83%, 84%, 85%, 86%, 87%, 88%, 89%, 90%, 91%, 92%, 93%, 94%, 95%, 96%, 

97%, 98%, 99%, or 100% chemically modified nucleotides).  

[0409] In certain embodiments, the antisense strand is fully chemically modified.  
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[0410] In certain embodiments, the antisense strand comprises at least 55% 2'-0-methyl 

nucleotide modifications (e.g., 55%,56%,57%, 58%, 59%, 60%,61%, 62%, 63%,64%,65%, 

66%, 67%, 68%, 69%, 70%, 71%, 72%, 73%, 74%, 75%, 76%, 77%, 78%, 79%, 80%, 81%, 

82%, 83%, 84%, 85%, 86%, 87%, 88%, 89%, 90%, 91%, 92%, 93%, 94%, 95%, 96%, 97%, 

98%, 99%, or 100% 2'-0-methyl modifications). In certain embodiments, the antisense strand 

comprises about 70% to 90% 2'-O-methyl nucleotide modifications. In certain embodiments, 

the antisense strand comprises from about 85% to about 90% 2'-0-methyl modifications (e.g., 

about 85%, 86%, 87%, 88%, 89%, or 90%2'-O-mnethyl modifications).  

[0411] In certain embodiments, the antisense strand comprises about 75% to 85%2'-O-methy 

nucleotide modifications (e.g., about 75%, 76%,77%/ 78%, 79%, 80%, 81%, 82%, 83%, 84%, 

or 85% 2'-0-methyl modifications). In certain embodiments, the antisense strand comprises 

from about 76% to about 80% 2-O-methyl modifications (e.g., about 76%, 77%, 78%, 79%, 

or 80% 2'-0-methyl modifications).  

[0412] In certain embodiments, the sense strand comprises at least 70% chemically modified 

nucleotides (e.g., 70%, 71%, 72%, 73%, 74%, 75%, 76%, 77%, 78%, 79%, 80%, 81%, 82%, 

83%, 84%, 85%, 86%, 87%, 88%, 89%, 90%, 91%, 92%, 93%, 94%, 95%, 96%, 97%, 98%, 

99%, or 100% chemically modified nucleotides). In certain embodiments, the sense strand is 

fully chemically modified. In certain embodiments, the sense strand comprises at least 55% 

2'-O-methyl nucleotide modifications (e.g., 55%, 56%, 57%, 58%, 59%, 60%, 61%, 62%, 

63%,.6424,652,66%,67%,68%,69%,70%, 714,77 2 ,73%, 74, 75 , 76%, 77/, 78%, 

79%, 80%, 81%, 82%, 83%, 84%, 85%, 86%, 87%, 88%, 89%, 90%, 91%, 92%, 93%, 94%, 

95%, 96%, 97%, 98%, 99%, or 100% 2'-O-methyl modifications). In certain embodiments, 

the sense strand comprises 100% 2'-O-methyl nucleotide modifications.  

[0413] In certain embodiments, the sense strand comprises one or more nucleotide mismatches 

between the antisense strand and the sense strand. In certain embodiments, the one or more 

nucleotide mismatches are present at positions 2, 6, and 12 from the 5' end of sense strand. In 

certain embodiments, the nucleotide mismatches are present at positions 2, 6, and 12 from the 

5' end of the sense strand.  

[0414] In certain embodiments, the antisense strand comprises a 5' phosphate, a 5'-alkyl 

phosphonate, a 5' alkylene phosphonate, a 5' alkenyl phosphonate, or a mixture thereof 

[0415] In certain embodiments, the antisense strand comprises a 5' vinyl phosphonate.  
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[0416] In certain embodiments, the dsRNA comprises an antisense strand and a sense strand, 

each strand with a 5' end and a 3' end, wherein: (1) the antisense strand has a nucleic acid 

sequence that is substantially complementary to a MAPTnucleic acid sequence of any one of 

SEQ ID NOs: 1-13, 292, and 295; (2) the antisense strand comprises alternating 2'-methoxy

ribonucleotides and 2'-fluoro-ribonucleotides; (3) the nucleotides at positions 2 and 14 from 

the 5' end of the antisense strand are not 2'-methoxy-ribonucleotides; (4) the nucleotides at 

positions 1-2 to 1-7 from the 3' end of the antisense strand are connected to each other via 

phosphorothioate internucleotide linkages; (5) a portion of the antisense strand is 

complementary to a portion of the sense strand; (6) the sense strand comprises alternating 2'

methoxy-ribonucleotides and 2'-fluoro-ribonucleotides; and (7) the nucleotides at positions I

2 from the 5' end of the sense strand are connected to each other via phosphorothioate 

internucleotide linkages.  

[0417] In certain embodiments, the dsRNA comprises an antisense strand and a sense strand, 

each strand with a 5' end and a 3' end, wherein: (1) the antisense strand has a nucleic acid 

sequence substantially complementary to aM4P nucleic acid sequence of any one of SEQ ID 

NOs: 1-13, 292, and 295; (2) the antisense strand comprises at least 70% 2'-0-methyl 

modifications (e.g., from about 75% to about 80% or from about 85% to about 90%2-0

methyl modifications); (3) the nucleotide at position 14 from the 5' end of the antisense strand 

are not 2'-methoxy-ribonucleotides; (4) the nucleotides at positions 1-2 to 1-7 from the 3' end 

of the antisense strand are connected to each other via phosphorothioate internucleotide 

linkages; (5) a portion of the antisense strand is complementary to a portion of the sense strand; 

(6) the sense strand comprises at least 65% 2'-0-methyl modifications (e g., from about 65% 

to about 75% or from about 75% to about 80% 2'-0-methyl modifications); and (7) the 

nucleotides at positions 1-2 from the 5' end of the sense strand are connected to each other via 

phosphorothioate internucleotide linkages.  

[0418] In certain embodiments, the dsRNA comprises an antisense strand and a sense strand, 

each strand with a 5' end and a 3' end, wherein: (1) the antisense strand has a nucleic acid 

sequence that is substantially complementary to a MA4PTnucleic acid sequence of any one of 

SEQ ID NOs: 1-13, 292, and 295; (2) the antisense strand comprises at least 85% 2'-0-methyl 

modifications; (3) the nucleotides at positions 2 and 14 from the 5' end of the antisense strand 

are not 2'-methoxy-ribonucleotides; (4) the nucleotides at positions 1-2 to 1-7 from the 3' end 

of the antisense strand are connected to each other via phosphorothioate internucleotide 

linkages; (5) a portion of the antisense strand is complementary to a portion of the sense strand; 
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(6) the sense strand comprises 100% 2'-0-methyl modifications; and (7) the nucleotides at 

positions 1-2 from the 5' end of the sense strand are connected to each other via 

phosphorothioate internucleotide linkages.  

[0419] In certain embodiments, the dsRNA comprises an antisense strand and a sense strand, 

each strand with a 5' end and a 3' end, wherein: (1) the antisense strand has a nucleic acid 

sequence that is substantially complementary to a AMPTnucleic acid sequence of any one of 

SEQ ID NOs: 1-13, 292, and 295; (2) the antisense strand comprises at least 75% 2'-O-methyl 

modifications; (3) the nucleotides at positions 4, 5, 6, and 14 from the 5' end of the antisense 

strand are not 2'-methoxy-ribonucleotides; (4) the nucleotides at positions 1-2 to 1-7 from the 

3' end of the antisense strand are connected to each other via phosphorothioate internucleotide 

linkages; (5) a portion of the antisense strand is complementary to a portion of the sense strand; 

(6) the sense strand comprises 100% 2'-O-methyl modifications; and (7) the nucleotides at 

positions 1-2 from the 5' end of the sense strand are connected to each other via 

phosphorothioate internucleotide linkages.  

[0420] In certain embodiments, the dsRNA comprises an antisense strand and a sense strand, 

each strand with a 5' end and a 3' end, wherein: (1) the antisense strand has a nucleic acid 

sequence that is substantially complementary to aAPTnucleic acid sequence of any one of 

SEQ ID NOs: 1-13, 292, and 295; (2) the antisense strand comprises at least 85% 2'-0-methyl 

modifications (e.g., from about 85% to about 90% 2'--methyl modifications); (3) the 

nucleotides at positions'2 and 14 from the 5' end of the antisense strand are not 2'-methoxy

ribonucleotides (e.g., the nucleotides at positions 2 and 14 from the 5' end of the antisense 

strand may be 2'-fluoro nucleotides); (4) the nucleotides at positions 1-2 to 1-7 from the3' end 

of the antisense strand are connected to each other via phosphorothioate internucleotide 

linkages; (5) a portion of the antisense strand is complementary to a portion of the sense strand; 

(6) the sense strand comprises at least 75% 2'-0-methyl modifications (e.g., from about 75% 

to about 80% 2'-0-methyl modifications); (7) the nucleotides at positions 7,10, and 11 from 

the 3' end of the sense strand are not 2'-methoxy-ribonucleotides (e.g., the nucleotides at 

positions 7, 10, and I Ifrom the 3' end of the sense strand are 2'-fluoro nucleotides); and (8) 

the nucleotides at positions 1-2 from the 5' end of the sense strand are connected to each other 

via phosphorothioate internucleotide linkages.  

[0421] In certain embodiments, the dsRNA comprises an antisense strand and a sense strand, 

each strand with a 5' end and a 3' end, wherein: (1) the antisense strand has a nucleic acid 

sequence that is substantially complementary to aMAPTnucleic acid sequence of any one of 
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SEQ ID NOs: 1-13, 292, and 295; (2) the antisense strand comprisesat least 75% 2'-O-methyi 

modifications (e.g., from about 75% to about 80% 2 '-O-methyl modifications); (3) the 

nucleotides at positions 2, 4, 5, 6, and 14 from the 5' end of the antisense strand are not 2'

methoxy-ribonucleotides (e.g., the nucleotides at positions 2, 6, 14, and 16 from the 5' end of 

the antisense strand may be 2'-fluoro nucleotides); (4) the nucleotides at positions 1-2 to 1-7 

from the 3' end of the antisense strand are connected to each other via phosphorothioate 

internucleotide linkages; (5) a portion of the antisense strand is complementary to a portion of 

the sense strand; (6) the sense strand comprises 100% 2'-0-methyl modifications; and (7) the 

nucleotides at positions 1-2 from the 5' end of the sense strand are connected to each other via 

phosphorothioate internucleotide linkages.  

[0422] In certain embodiments, the dsRNA comprises an antisense strand and a sense strand, 

each strand with a 5' end and a 3' end, wherein: (1) the antisense strand has a nucleic acid 

sequence that is substantially complementary to aMAPTnucleic acid sequence of any one of 

SEQ ID NOs: 1-13, 292, and 295; (2) the antisense strand comprises at least 75% 2'-O-methyl 

modifications e.g., from about 75% to about 80% 2'-O-methyl modifications); (3) the 

nucleotides at positions 2, 6, 14, and 16 from the 5' end of the antisense strand are not 2'

methoxy-ribonucleotides (e.g., the nucleotides at positions 2, 6, 14, and 16 from the 5' end of 

the antisense strand may be 2'-fluoro nucleotides); (4) the nucleotides at positions 1-2 to 1-7 

from the 3' end of the antisense strand are connected to each other via phosphorothioate 

internucleotide linkages; (5) a portion of the antisense strand is complementary to a portion of 

the sense strand; (6) the sense strand comprises at least 65% 2'-O-methyl modifications (e.g., 

from about 65% to about 75% 2'-0-methyl modifications); (7) the nucleotides at positions 7, 

9, 10, and I Ifrom the 3' end of the sense strand are not 2'-methoxy-ribonucleotides; and (8) 

the nucleotides at positions 1-2 from the 5' end of the sense strand are connected to each other 

via phosphorothioate internucleotide linkages.  

[0423] In certain embodinents, the dsRNA comprises an antisense strand and a sense strand, 

each strand with a 5' end and a 3' end, wherein: (1) the antisense strand has a nucleic acid 

sequence that is substantially complementary to a MA4Tnucleic acid sequence of any one of 

SEQ ID NOs: 1-13, 292, and 295; (2) the antisense strand comprises at least 75% 2'-0-methyl 

modifications; (3) the nucleotides at positions 2, 6, and 14 from the 5' end of the antisense 

strand are not 2'-methoxy-ribonucleotides; (4) the nucleotides at positions 1-2 to 1-7 from the 

3' end of the antisense strand are connected to each other via phosphorothioate internucleotide 

linkages; (5) a portion of the antisense strand is complementary to a portion of the sense strand; 
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(6) the sense strand comprises at least 80%2'--methyl modifications; (7) the nucleotides at 

positions 7, 10, and 11 from the 3' end of the sense strand are not 2'-methoxy-ribonucleotides; 

and (8) the nucleotides at positions 1-2 from the 5' end of the sense strand are connected to 

each other via phosphorothioate internucleotide linkages.  

[0424] In certain embodiments, a functional moiety is linked to the 5' end and/or 3' end of the 

antisense strand. In certain embodiments, a functional moiety is linked to the 5' end and/or 3 

end of the sense strand. In certain embodiments, a functional moiety is linked to the 3' end of 

the sense strand.  

[0425] In certain embodiments, the functional moiety comprises a hydrophobic moiety.  

[0426] In certain embodiments, the hydrophobic moiety is selected from the group consisting 

of fatty acids, steroids, secosteroids, lipids, gangliosides, nucleoside analogs, 

endocannabinoids, vitamins, and a mixture thereof 

[0427] In certain embodiments, the steroid selected from the group consisting of cholesterol 

and Lithocholic acid (LCA).  

[0428] In certain embodiments, the fatty acid selected from the group consisting of 

Eicosapentaenoic acid (EPA), Docosahexaenoic acid (DHA) and Docosanoic acid (DCA).  

[0429] In certain embodiments, the vitamin selected from the group consisting of choline, 

vitamin A, vitamin E, derivatives thereof, and metabolites thereof.  

[0430] In certain embodiments, the vitamin is selected from the group consisting of retinoic 

acid and alpha-tocopheryl succinate.  

[0431] In certain embodiments, the functional moiety is linked to the antisense strand and/or 

sense strand by a linker.  

[0432] In certain embodiments, the linker comprises a divalent or trivalent linker.  

[0433] In certain embodiments, the divalent or trivalent linker is selected from the group 

consisting of: 
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0 0lOH OH 

Ho 

nH i H I 

;and 

wherein n is 1, 2, 3, 4, or 5.  

[0434] In certain embodiments, the linker comprises an ethylene glycol chain, an alkyl chain, 

a peptide, RNA, DNA, a phosphodiester, a phosphorothioate, a phosphoramidate, an amide, a 

carbamate, or a combination thereof 

[0435] In certain embodiments, when the linker is a trivalent linker, the linker further links a 

phosphodiester or phosphodiester derivative.  

[0436] In certain embodiments, the phosphodiester or phosphodiester derivative is selected 

from the group consisting of: 

o o 

OXO0 

(Zel); 

coo 

H3N 

x o 

;and 

(Zc3) 

HO, 0 

(Ze4.) 

wherein X is 0, S or BH3.  
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[0437] In certain embodiments, the nucleotides at positions I and 2 from the 3' end of sense 

strand, and the nucleotides at positions I and 2 from the 5' end of antisense strand, are 

connected to adjacent ribonucleotides via phosphorothioate linkages.  

[0438] In one aspect, the disclosure provides a compound of formula (I): 

L-(N)n 

(I) 

wherein: 

L comprises an ethylene glycol chain, an alkyl chain, a peptide, an RNA, a 

DNA, a phosphate, a phosphonate, a phosphoramidate, an ester, an amide, a triazole, or 

combinations thereof, optionally wherein formula (I) further comprises one or more branch 

point B, and one or more spacer S, wherein: 

B is independently for each occurrence a polyvalent organic species or 

derivative thereof; 

S comprises independently for each occurrence an ethylene glycol chain, an 

alkyl chain, a peptide, RNA, DNA, a phosphate, a phosphonate, a phosphoramidate, an ester, 

an amide, a triazole, or combinations thereof: 

n is 2, 3, 4, 5, 6, 7 or 8; and 

N is a double stranded nucleic acid, such as a dsRNA molecule of any of the 

above aspects or embodiments of the disclosure. In certain embodiments, each N is from 15 

to 40 bases in length.  

In certain embodiments, each N comprises a sense strand and an antisense strand; 

wherein: 

the antisense strand comprises a sequence substantially complementary to a AAPT 

nucleic acid sequence of any one of SEQ ID NOs: 1-13, 292, and 295; and 

the sense strand and antisense strand each independently comprise one or 

more chemical modifications.  

[0439] In certain embodiments, the compound comprises a structure selected from formulas 

(I-I)-(I9): 

N L-N N-S-L-S-NN 

N-L-6-L-N 
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(Ii)(1-2) (1-3) 

N N 
N 

N LL-- N N B-L-6-S-N 

L N-S-FS-L-6-S-N , 
N' 

(1-4) (1-5)(16 

N N N 

N N N 44 
A -S.-NI N-S-6 6%

AI BS, S S/ 
N-S-'B--L-E-S--N N--S ------- B/ B-L-B' 

S, 
Ii B-S-N: N-S-B' "B-S-N 

(1-7) (-)(1-9) 

[0440] In certain embodiments, the antisense strandcomrpisesa5'terminal groupPR selected 

from the group consisting of.  

0 0 

HO4~ NH NO 

S HO 
O 0 

O 0 

HO HHOH 

0 (R)Q 
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0 0 

HO H HO NH 

HO4O IN HO4 O N O 

0 0 
OO OO 

HO- O N HO O N 
N O 

00 

, and 

R R 

[0441] In certain embodiments, the compound comprises the structure of formula (II): 

1 2 3 4 5 6 7 8 9 10 11 12 13 14 15 16 17 18 19 20 

R=-X=X-X-X-X-X-X-X-X-X-X-X-X=-X=-X=-X=-X=-XX] 

1 2 3 4 5 6 7 8 9 10 11 12 13 14 15 

(II) 

wherein: 

X, for each occurrence, independently, is selected from adenosine, guanosine, 

uridine, cytidine, and chemically-modified derivatives thereof; 

Y, for each occurrence, independently, is selected from adenosine, guanosine, 

uridine, cytidine, and chemically-modified derivatives thereof; 

- represents a phosphodiester internucleoside linkage; 

represents a phosphorothioate internucleoside linkage; and 

--- represents, individually for each occurrence, a base-pairing interaction or 

a mismatch.  

[0442] In certain embodiments, the compound comprises the structure of formula (IV): 
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1 2 3 4 5 6 7 8 9 10 11 12 13 14 15 16 17 18 19 20 

R=X=X-X-X-X-X-X-X-X-X-X-X-X=X=X=X=X=X=X 

1 2 3 4 5 6 7 8 9 10 11 12 13 14 15 

(IV) 

wherein: 

X, for each occurrence, independently, is selected from adenosine, guanosine, uridine, 

cytidine, and chemically-modified derivatives thereof; 

Y, for each occurrence, independently, is selected from adenosine, guanosine, uridine, 

cytidine, and chemically-modified derivatives thereof; 

- represents a phosphodiester internucleoside linkage; 

represents a phosphorothioate internucleoside linkage; and 

- represents, individually for each occurrence, a base-pairing interaction or 

a rnismatch.  

[0443] In certain embodiments, L is structure Ll: 

H0 N 
HO' H (L1).  

[0444] In certain embodiments R is R3 and n is 2.  

[0445] In certain embodiments, L is structure L2: 

H0~0 0P0 HO O H 

H (L2).  

[0446] In certain embodiments, R is R" and n is2.  

[0447] In one aspect, the disclosure provides a delivery system for therapeutic nucleic acids 

having the structure of Formula (VI): 

L-(cNA)n 

(VI) 

wherein: 

64



WO 2021/188626 PCT/US2021/022688 

L comprises an ethylene glycol chain, an alkyl chain, a peptide, an RNA, a DNA, a 

phosphate, a phosphonate, a phosphoraidate, an ester, an amide, a triazole, or combinations 

thereof, optionally wherein formula (VI) further comprises one or more branch point B, and 

one or more spacer S, wherein 

B comprises independently for each occurrence a polyvalent organic species or 

derivative thereof; 

S comprises independently for each occurrence an ethylene glycol chain, an alkyl chain, 

a peptide, an RNA, a DNA, a phosphate, a phosphonate, a phosphoranidate, an ester, an amide, 

a triazole, or combinations thereof; 

each cNA, independently, is a carrier nucleic acid comprising one or more chemical 

modifications; 

each cNA, independently, comprises at least 15 contiguous nucleotides of a APT 

nucleic acid sequence of any one of SEQ I )NOs: 1-13, 292, and 295; and 

n is 2, 3, 4, 5, 6, 7 or 8.  

[0448] In certain embodiments, the delivery system comprises a structure selected from 

formulas (VI-1)-(VI-9): 

ANc L cNA ANc-S-L-S-cNA cNA 
L 

ANc-L--L--cNA 

(VI-1) (VI -2) (VI-3) 

cNA cNA 
ANc 

LNA cNA 'Is 
ANc-L- 6 -L-cNA : 6 'B-L-6-S-cNA 

ANC-S-8-L-6-S-cNA 
ANK i 

cNA cNA 

(VI-4) (VI-5) (VI-6) 

cNA 
ANo cNA 

A cNA 
B-S-NA AN--5-- -S-cNA 

S/ 
I ANc-S-E-L----CNA ANc-S- --L-B''-LB 

S's S a' 'S 
'B-S-cNA ANc-S-B 'B-S-cNA 

8AS -A cNA 
PNA WNA cNA 
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[0449] In certain embodiments, each cNA independently comprises chemically-modified 

nucleotides.  

[0450] In certain embodiments, delivery system further comprises n therapeutic nucleic acids 

(NA), wherein each NA is hybridized to at least one cNA 

[0451] In certain embodiments, each NA independently comprises at least 14 contiguous 

nucleotides (e.g., at least 14, 15, 16, 17, 18, 19, 20, 21, 22, 23, 24, 25, 26, 27, 28, 29, 30, 31, 

32, 33, 34, 35, or more contiguous nucleotides).  

[0452] In certain embodiments, each NA independently comprises 14-35 contiguous 

nucleotides. In some embodiments, each NA independently comprises 14 contiguous 

nucleotides. In some embodiments, each NA independently comprises 15 contiguous 

nucleotides. In some embodiments, each NA independently comprises 16 contiguous 

nucleotides. In some embodiments, each NA independently comprises 17 contiguous 

nucleotides. In some embodiments, each NA independently comprises 18 contiguous 

nucleotides. In some embodiments, each NA independently comprises 19 contiguous 

nucleotides. In some embodiments, each NA independently comprises 20 contiguous 

nucleotides. In some embodiments, each NA independently comprises 21 contiguous 

nucleotides. In some embodiments, each NA independently comprises 22 contiguous 

nucleotides. In some embodiments, each NA independently comprises 23 contiguous 

nucleotides. In some embodiments, each NA independently comprises 24 contiguous 

nucleotides. In some embodiments, each NA independently comprises 25 contiguous 

nucleotides. In some embodiments, each NA independently comprises 26 contiguous 

nucleotides. In some embodiments, each NA independently comprises 27 contiguous 

nucleotides. In some embodiments, each NA independently comprises 28 contiguous 

nucleotides. In some embodiments, each NA independently comprises 29 contiguous 

nucleotides. In some embodiments, each NA independently comprises 30 contiguous 

nucleotides. In some embodiments, each NA independently comprises 31 contiguous 

nucleotides. In some embodiments, each NA independently comprises 32 contiguous 

nucleotides. In some embodiments, each NA independently comprises 33 contiguous 

nucleotides. In some embodiments, each NA independently comprises 34 contiguous 

nucleotides. In some embodiments, each NA independently comprises 35 contiguous 

nucleotides.  
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[0453] In certain embodiments, each NA comprises an unpaired overhang of at least 

nucleotides.  

[0454] In certain embodiments, the nucleotides of the overhang are connected via 

phosphorothioate linkages.  

[0455] In certain embodiments, each NA, independently, is selected from the group consisting 

of DNAs, siRNAs, antagomiRs, niRNAs, gapmers, mixmers, and guide RNAs.  

[0456] In certain embodiments, each NA is substantially complementary to a MPT nucleic 

acid sequence of any one of SEQ ID NOs: 1-13,292, and 295.  

[0457] In one aspect, the disclosure provides a pharmaceutical composition for inhibiting the 

expression of MAPTgene in an organism, comprising a compound recited above or a system 

recited above, and a pharmaceutically acceptable carrier.  

[0458] In certain embodiments, the compound or system inhibits the expression of theM4APT 

gene by at least 50%. in certain embodiments, the compound or system inhibits the expression 

of the3M4P1Tgene by at least 80%.  

[0459] In one aspect, the disclosure provides a method for inhibiting expression ofM4PTgene 

in a cell, the method comprising: (a) introducing into the cell a compound recited above or a 

system recited above; and (b) maintaining the cell produced in step (a) for a time sufficient to 

obtain degradation of the mRNA transcript of theMAPTgene, thereby inhibiting expression of 

the A4P Tgene in the cell.  

[0460] In one aspect, the disclosure provides a method of treating or managing a 

neurodegenerative disease comprising administering to a patient in need of such treatment or 

management a therapeutically effective amount of a compound recited above or a system 

recited above.  

[0461] In certain embodiments, the dsRNA is administered to the brain of the patient.  

[0462] In certain embodiments, the dsRNA is administered by intracerebroventricular (ICV) 

injection, intrastriatal (IS) injection, intravenous (IV) injection, subcutaneous (SQ) injection, 

or a combination thereof.  

[0463] In certain embodiments, administering the dsRNA causes a decrease in M4PT1gene 

mRNA in one or more of the hippocampus, striatum, cortex, cerebellum, thalamus, 

hypothalamus, and spinal cord.  
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[0464] In certain embodiments, the dsRNA inhibits the expression of said MAPTgene by at 

least50%. In certain embodiments, the dsRNA inhibits the expression of said M4PT gene by 

at least 80%.  

Brief Description of the Drawings 

[0465] The foregoing and other features and advantages of the present disclosure will 

be more fully understood from the following detailed description of illustrative embodiments 

taken in conjunction with the accompanying drawings. The patent or application file contains 

at least one drawing executed in color. Copies of this patent or patent application publication 

with color drawings) will be provided by the Office upon request and payment of the necessary 

fee.  

[0466] FIG. IA-iD depicts a screen ofsiRNAs targetingsequences of humanMART 

mRNA in SH-SY5Y human neuroblastoma cells. FIG. IA, Screen of twelve sequences 

identifying MAPT 1971, MAPT 2051 and MAPT 2012 as novel targeting regions FIG. 13

ID, 8-point does response curves obtained with MAPT 1971 (B), MAPT2051 (C) and MAPT 

2012 (D) siRNA.  

[0467] FIG. 2A-2D depicts a screen of siRNAs targeting sequences of human and 

mouse M4PTmRNA in SH-SY5Y human neuroblastoma cells. FIG. 2A, Screen of twelve 

sequences identifying MAPT 2034, MAPT 2007 and MAPT2005 as novel targeting regions; 

FIG. 1B-1D, 8-point does response curves obtained with MAPT 2034 (B), MAPT 2007 (C) 

and MAPT 2005 (D) siRNA.  

[0468] FIG. 3 depicts siRNA chemical scaffolds evaluated for MAPT.  

[0469] FIG. 4A-4F depicts screens of 48 sequences targeting MAP Twith 6 different 

chemical scaffolds applied. -lit sequences are shown in yellow. *, small amount of duplex; *, 

not fully protected; red arrow: caused cell death. FIG. 4A, P3 blunt scaffold- FIG. 413, P3 blunt 

plus mismatches at positions 10 and I Ion sense strand scaffold; FIG. 4C, P3 asymmetric 

scaffold; FIG. 4D, P3 asyrmetric plus ribose sense strand scaffold: FIG. 4E, OMe rich 

asymmetric scaffold; FIG. 4F, OMe rich asymmetric plus ribose sense strand scaffold.  

[0470] FIG. 5A-5C depicts a concentration response for active MAPT sequences 

(selection). FIG. 5A, MAPT357,FIG. 5B, MAPT 2257; FIG 5C, MAPT2378.  
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[0471] FIG. 6 depicts a screen of siRNAs targeting sequences of human MAPT 

mRNA in SH-SY5Y human neuroblastoma cells.  

[0472] FIG. 7A-7B depict two screens of siRNAs targeting sequences of human 

MAPTmRNA in SH-SY5Y human neuroblastoma cells (FIG. 7A) and mouse A/APTmRNA 

in N2A niouse neuroblastoma cells (FIG. 7B).  

[0473] FIG. 8 depicts a dose response for select MAPT target sequences in a P5 

chemical modification pattern.  

[0474] FIG. 9 depicts a dose response for select MAPT target sequences in a P3 

chemical modification pattern.  

[0475] FIG. 10 depicts a further screen of siRNAs targeting various MAPT mRNA 

target sequences across the ORF and 3' LTR. The screen was performed in SH-SY5Y human 

neuroblastoma cells. Each siRNA was used at a concentration of 1.5 M and incubated for 72 

hours with the cells before quantifying relative mRNA expression.  

[0476] FIG. 11 depicts further screens of siRNAs targeting various MAPT mRNA 

target sequences across the ORF. Targets are found in both human and mouse MAPT mRNA.  

The screen was performed in SH-SY5Y human neuroblastoma cells. EachsiRNAwasusedat 

a concentration of 1.5 FM and incubated for 72 hours with the cells before quantifying relative 

mRNA expression.  

[0477] FIG. 12A-FIG. 12B depict normalized MAPT mnRNA (FIG. 12A) and protein 

(FIG. 1213) expression levels in several mouse brain regions 1 month after 

intracerebroventricular (ICV) injection. A 10 nmol dose in a 10pl injection volume of siRNAs 

targeting MAPTtarget sites designated MAPT2005, MAPT3309, and MAPT3292 were used.  

Tan protein levels were normalized to the protein vinculin and gapdh.  

Detailed Description 

[0478] Novel MAPT target sequences are provided. Also provided are novel RNA 

molecules, such as siRiNAs and branched RNA compounds containing the same, that target the 

AMPTmR.NA, such as one or more target sequences of the disclosure.  

[0479] Unless otherwise specified, nomenclature used in connection with cell and 

tissue culture, molecular biology, immunology, microbiology, genetics and protein and nucleic 

acid chemistry and hybridization described herein are those well-known and commonly used 

69



WO 2021/188626 PCT/US2021/022688 

in the art., Unless otherwise specified, the methods and techniques provided herein are 

performed according to conventional methods well known in the art and as described in various 

general and more specific references that are cited and discussed throughout the present 

specification unless otherwise indicated. Enzymatic reactions and purification techniques are 

performed according to manufacturer's specifications, as commonly accomplished in the art or 

as described herein. The nomenclature used in connection with, and the laboratory procedures 

and techniques of, analytical chemistry, synthetic organic chemistry, and medicinal and 

pharmaceutical chemistry described herein are those well-known and commonly used in the 

art. Standard techniques are used for chemical syntheses, chemical analyses, pharmaceutical 

preparation, formulation, delivery, and treatment of patients.  

[0480] Unless otherwise defined herein, scientific and technical terms used herein 

have the meanings that are commonly understood by those of ordinary skill in the art. In the 

event of any latent ambiguity, definitions provided herein take precedent over any dictionary 

or extrinsic definition. Unless otherwise required by context, singular terms shall include 

pluralities and plural terms shall include the singular. The use of"or" means "and/or" unless 

stated otherwise. The use of the term"including," as well as other forms, such as "includes" 

and"included," is not limiting.  

[0481] So that the disclosure may be more readily understood, certain terms are first 

defined.  

[0482] The term "nucleoside" refers to a molecule having a purine or pyrimidine base 

covalently linked to a ribose or deoxyribose sugar. Exemplarynucleosides include adenosine, 

guanosine, cytidine, uridine and thymidine. Additional exemplary nucleosides include inosine, 

1-methyl inosine, pseudouridine, 5,6-dihydrouridine, ribothymidine, 2N-methylguanosine and 

N2,N2-dimnethylguanosine (also referred to as "rare" nucleosides). The term "nucleotide" 

refers to a nucleoside having one or more phosphate groups joined in ester linkagestothesugar 

moiety. Exemplary nucleotides include nucleoside monophosphates, diphosphates and 

triphosphates. The terms "polynucleotide" and "nucleic acid molecule" are used 

interchangeably herein and refer to a polymer of nucleotides joined together by a 

phosphodiester or phosphorothioate linkage between 5'and carbon atoms.  

[0483] The term "RNA" or"RNA molecule" or"ribonucleic acid molecule" refers 

to a polymer of ribonucleotides (e.g., 2, 3, 4, 5, 10, 15, 20, 25, 30, or more ribonucleotides).  

The term-"DNA" or "DNA molecule" or "deoxyribonucleic acid molecule" refers to a polymer 
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of deoxyribonucleotides. DNA and RNA can be synthesized naturally (e.g., by DNA 

replication or transcription of DNA, respectively). RNA can be post-transcriptionally 

modified. DNA and R.NA can also be chemically synthesized. DNA and RNA can be single

stranded (i.e., ssRNA and ssDNA, respectively) or multi-stranded (e.g., double stranded, i.e., 

dsRNA and dsDNA, respectively). "mRNA" or "messenger RNA" is single-stranded RNA that 

specifies the amino acid sequence of one or more polypeptide chains. This information is 

translated during protein synthesis when ribosones bind to the nIRNA.  

[0484] As used herein, the term "small interfering RNA" ("siRNA") (alsoreferred to 

in the art as "short interfering RNAs") refers to an RNA (or RNA analog) comprising between 

about 10-50 nucleotides (or nucleotide analogs), which is capable of directing or mediating 

RNA interference. In certain embodiments, a siRNA comprises between about 15-30 

nucleotides or nucleotide analogs, or between about 16-25 nucleotides (or nucleotide analogs), 

or between about 18-23 nucleotides (or nucleotide analogs), or between about 19-22 

nucleotides (or nucleotide analogs) (e.g., 19, 20, 21 or 22 nucleotides or nucleotide analogs).  

The term "short" siRNA refers to a siRNA comprising about 21 nucleotides (or nucleotide 

analogs), for example, 19, 20, 21 or 22 nucleotides. The term "long" siRNA refers to a siRNA 

comprising about 24-25 nucleotides, for example, 23, 24, 25 or 26 nucleotides. Short siRNAs 

may, in some instances, include fewer than 19 nucleotides, e.g., 16, 17 or 18 nucleotides, 

provided that the shorter siRNA retains the ability to mediate RNAi. Likewise, long siRNAs 

may, in some instances, include more than 26 nucleotides, provided that the longer siRNA 

retains the ability to mediate RNAi absent further processing, e.g., enzymatic processing, to a 

short siRNA.  

[0485] The term "nucleotide analog" or altered nucleotide" or "modified nucleotide" 

refers to a non-standard nucleotide, including non-naturally occurring ribonucleotides or 

deoxyribonucleotides. Exemplary nucleotide analogs are modified at any position so as to alter 

certain chernical properties of the nucleotide yet retain the ability of the nucleotide analog to 

perform its intended function. Examples of positions of the nucleotide, which may be 

derivatized include: the 5 position., e.g., 5-(2-amino)propyl uridine, 5-bromno uridine, 5-propyne 

uridine, 5-propenyl uridine, etc.; the 6 position, e.g., 6-(2-amino)propyl uridine; and the 8

position for adenosine and/or guanosines, e.g., 8-bromo gunosine,8-chloro guanosine, 8

fluoroguanosine, etc. Nucleotide analogs also include deaza nucleotides, e.g., 7-deaza

adenosine;0 - and N-nodified (e.g.,alkylated, e.g., N6-methyl adenosine, or as otherwise 
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known in the art) nucleotides; and other heterocyclically modified nucleotide analogs, such as 

those described in Herdewijn, Antisense Nucleic Acid Drug Dev., 2000 Aug. 10(4):297-310.  

[0486] Nucleotide analogs may also comprise modifications to the sugar portion of 

the nucleotides. For example, the 2OH-group may be replaced by agroup selected from H, 

OR, R, F, Cl, Br, 1, SH, SR, NH2, NHR, NR2, or COOR, wherein R is substituted or 

unsubstituted CC6 alkyl, alkenyl, alkynyl, aryl, etc. Other possible modifications include 

those described in U.S. Pat. Nos. 5,858,988, and 6,291,438.  

[0487] The phosphate group of the nucleotide may also be modified, e.g., by 

substituting one or more of the oxygens of the phosphate group with sulfur (e.g., 

phosphorothioates), or by making other substitutions, which allow the nucleotide to perform 

its intended function, such as described in, for example, Eckstein, Antisense Nucleic Acid Drug 

Dev. 2000 Apr. 10(2):]17-21, Rusckowski et at Antisense Nucleic Acid Drug Dev. 2000 Oct.  

10(5):333-45, Stein, Antisense Nucleic Acid Drug Dev. 2001 Oct. 11(5): 317-25, Vorobjev et 

al. Antisense Nucleic Acid Drug Dev. 2001 Apr. 1(2):77-85, and U.S. Pat. No. 5,684,143.  

Certain of the above-referenced modifications (e.g., phosphate group modifications) decrease 

the rate .f hydrolysis of, for example, polynucleotides comprising said analogs in vivo or in 

vitro.  

[0488] The term "oligonucleotide" refers to a short polymer of nucleotides and/or 

nucleotide analogs.  

[0489] The term "RNA analog" refers to a polynucleotide (e.g., a chemically 

synthesized polynucleotide) having at least one altered or modified nucleotide as compared to 

a corresponding unaltered or unmodified RNA, but retaining the same or similar nature or 

function as the corresponding unaltered or unmodified RNA. As discussed above, the 

oligonucleotides may be linked with linkages, which result in a lower rate of hydrolysis of the 

RNA analog as compared to an RNA molecule with phosphodiester linkages. For example, 

the nucleotides of the analog may comprise methylenediol, ethylene diol, oxymethylthio, 

oxyethylthio, oxycarbonyloxy, phosphorodiamidate, phosphoroamidate, and/or 

phosphorothioate linkages. Some RNA analogues include sugar- and/or backbone-modified 

ribonucleotides and/or deoxyribonucleotides. Such alterations or modifications can further 

include addition of non-nucleotide material, such as to the end(s) of the RNA or internally (at 

one or more nucleotides of the RNA). An RNA analog need only be sufficiently similar to 

natural RNA that it has the ability to mediate RNA interference.  
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[0490] As used herein, the term "RNA interference ("RNAi") refers to a selective 

intracellular degradation of RNA. RNAi occurs in cells naturally to remove foreign RNAs (e.g., 

viral RNAs). Natural RNAi proceeds via fragments cleaved from free dsRNA, which direct 

the degradative mechanism to other similar RNA sequences. Alternatively, RNAi can be 

initiated by the hand of man, for example, to silence the expression of target genes.  

[0491] An RNAi agent, e.g., an RNA silencing agent, having a strand, which is 

"sequence sufficiently complementary to a target mRNA sequence to direct target-specific 

RNA interference (R-NAi)" means that the strand has a sequence sufficient to trigger the 

destruction of the target mRNA by the RNAi machinery or process.  

[0492] As used herein, the term "isolated RNA" (e.g. "isolated siRNA" or isolated 

siRNA precursor") refers to RNA molecules, which are substantially free of other cellular 

material, or culture mediurn when produced by recombinant techniques, or substantially free 

of chemical precursors or other chemicals when chemically synthesized.  

[0493] As used herein, the term "RNA silencing" refers to a group of sequence

specific regulatory mechanisms (e.g. RNA interference (RNAi), transcriptional gene silencing 

(TGS), post-transcriptional gene silencing (PTGS), quelling, co-suppression, and translational 

repression) mediated by RNA molecules, which result in the inhibition or "silencing" of the 

expression of a corresponding protein-coding gene. RNA silencing has been observed in many 

types of organisms, including plants, animals, and fungi.  

[0494] The term "discriminato RNA silencing" refers to the ability of an RNA 

molecule to substantially inhibit the expression of a "first" or "target" polynucleotide sequence 

while not substantially inhibiting the expression of a "second" or "non-target" polyriuceotide 

sequence," e.g., when both polynucleotide sequences are present in the same cell. In certain 

embodiments, the target polynucleotide sequence corresponds to a target gene,while the non

target polynucleotide sequence corresponds to a non-target gene. In other embodiments, the 

target polynucleotide sequence corresponds to a target allele, while the non-target 

polynmcleotide sequence corresponds to a non-target allele. In certain embodiments, the target 

polynucleotide sequence is the DNA sequence encoding the regulatory region (e.g. promoter 

or enhancer elements) of a target gene. In other embodiments, the target polynucleotide 

sequence is a target mRNA encoded by a target gene.  

[0495] The term "in vitro" has its art recognized meaning, e.g., involving purified 

reagents or extracts, e.g., cell extracts. The term "in vivo" also has its art recognized meaning, 
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e.g., involving living cells, e.g., immortalized cells, primary cells, cell lines, and/or cells in an 

organism.  

[0496] As used herein, the term "transgene" refers to any nucleic acid molecule, 

which is inserted by artifice into a cell, and becomes part of the gemome of the organism that 

develops from the cell. Such a transgene may include a gene that is partly or entirely 

heterologous (ie., foreign) to the transgenic organism, or may represent a gene homologous to 

an endogenous gene of the organism. The term "transgene" also means a nucleic acid molecule 

that includes one or more selected nucleic acid sequences, e g., DNAs, that encode one or more 

engineered RNA precursors, to be expressed in a transgenic organism, e.g., animal, which is 

partly or entirely heterologous, i.e., foreign, to the transgenic animal, or homologous to an 

endogenous gene of the transgenic animal, but which is designed to be inserted into the animal's 

genome at a location which differs from that of the natural gene. A transgene includes one or 

more promoters and any other DNA, such as introns, necessary for expression of the selected 

nucleic acid sequence, all operably linked to the selected sequence, and may include an 

enhancer sequence.  

[0497] A gene "involved" in a disease or disorder includes a gene, the normal or 

aberrant expression or function of which effects or causes the disease or disorder or at least one 

symptom of said disease or disorder.  

[0498] The term "gain-of-function mutation" as used herein, refers to any mutation 

in a gene in which the protein encoded by said gene (i.e., the mutant protein) acquires a function 

not normally associated with the protein (i.e., the wild type protein) and causes or contributes 

to a disease or disorder. The gain-of-function mutation can be a deletion, addition, or 

substitution of a nucleotide or nucleotides in the gene,which gives rise to the change in the 

function of the encoded protein. In one embodiment, the gain-of-function mutation changes 

the function of the mutant protein or causes interactions with other proteins. In another 

embodiment, the gain-of-function mutation causes a decrease in or removal of normal wild

type protein, for example, by interaction of the altered, mutant protein with said normal, wild

type protein.  

[0499] As used herein, the tern "target gene" is a gene whose expression is to be 

substantially inhibited or "silenced." This silencing can be achieved by RNA silencing, e.g., 

by cleaving the mRNA of the target gene or translational repression of the target gene. The 

term "non-target gene" is a gene whose expression is not to be substantially silenced. In one 
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embodiment, the polynucleotide sequences of the target and non-target gene (e.g. mRNA 

encoded by the target and non-target genes) can differ by one or more nucleotides. In another 

embodiment, the target and non-target genes can differ by one or more polymorphisms (e.g., 

Single Nucleotide Polymorphisms or SNPs). In another embodiment, the target and non-target 

genes can share less than 100% sequence identity. In another embodiment, the non-target gene 

may be a homologue (e.g. an orthologue or paralogue)ofthetargetgene.  

[0500] A "target allele" is an allele (e.g., a SNP allele) whose expression is to be 

selectively inhibited or "silenced." This silencing can be achieved by RNA silencing, e.g., by 

cleaving the mRNA of the target gene or target allele by a siRNA. The term "non-target allele" 

is an allele whose expression is not to be substantially silenced. In certain embodiments, the 

target and non-target alleles can correspond to the same target gene. In other embodiments, 

the target allele corresponds to, or is associated with, a target gene, and the non-target allele 

corresponds to, or is associated with, a non-target gene. in one embodiment, the polynucleotide 

sequences of the target and non-target alleles can differ by one or more nucleotides. In another 

embodiment, the target and non-target alleles can differ by one or more allelic polymorphisms 

(e.g., one or more SNPs). In another embodiment, the target and non-target alleles can share 

less than 100% sequence identity.  

[0501] The term "polymorphism" as used herein, refers to a variation (e.g., one or 

more deletions, insertions, or substitutions) in a gene sequence that is identified or detected 

when the same gene sequence from different sources or subjects (but from the same organism) 

are compared. For example, a polymorphism can be identified when the same gene sequence 

from different subjects are compared. Identification of such polymorphisms is routine in the 

art, the methodologies being similar to those used to detect, for example, breast cancer point 

mutations. Identification can be made, for example, from DNA extracted from a subject's 

lymphocytes, followed by amplification of polymorphic regions using specific primers to said 

polymorphic region Alternatively, the polymorphism can be identified when two alleles of 

the same gene are compared. In certain embodiments, the polymorphism is a single nucleotide 

polymorphism (SNP).  

[0502] A variation in sequence between two alleles of the same gene within an 

organisms referred to herein as an "allelic polymorphism." In certain embodiments, the allelic 

polymorphism corresponds to a SNP allele. For example, the allelic polymorphism may 

comprise a single nucleotide variation between the two alleles of a SNP. The polymorphism 

can be at a nucleotide within a coding region but, due to the degeneracy of the genetic code, no 
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change in amino acid sequence is encoded. Alternatively, polymorphic sequences can encode 

a different amino acid at a particular position, but the change in the amino acid does not affect 

protein function. Polymorphic regions can also be found in non-encoding regions of the gene.  

In exemplary embodiments, the polymorphism is found in a coding region of the gene or in an 

untranslated region (e.g., a 5'UTR or 3' UTR) of the gene.  

[0503] As used herein, the term "allelic frequency" is a measure (e.g., proportion or 

percentage) of the relative frequency of an allele (e.g., a SNP allele) at a single locus in a 

population of individuals. For example, where a population of individuals carry n loci of a 

particular chromosomal locus (and the gene occupying the locus) in each of their somatic cells, 

then the allelic frequency of an allele is the fraction or percentage of loci that the allele occupies 

within the population. In certain embodiments, the allelic frequency of an allele (e.g., an SNP 

allele) is at least 10% (e.g., at least 15%, 20%, 25%, 30%, 35%, 40% or more) in a sample 

population.  

[0504] As used herein, the term "sample population" refers to a population of 

individuals comprising a statistically significant number of individuals. For example, the 

sample Population may comprise 50, 75, 100, 200, 500, 1000 or more individuals. In certain 

embodiments, the sample population may comprise individuals, which share at least on 

common disease phenotype (e.g., a gain-of-function disorder) or mutation (eg.,a gain-of

function mutation).  

[0505] As used herein, the term "heterozygosity" refers to the fraction of individuals 

within a population that are heterozygous (e.g., contain two or more different alleles) at a 

particular locus (e.g., at a SNP). Heterozygosity may be calculated for a sample population 

using methods that are well known to those skilled in the art.  

[0506] The term "polyglutamine domain," as used herein, refers to a segment or 

domain of a protein that consist of consecutive glutamine residues linked to peptide bonds. In 

one embodiment, the consecutive region includes at least 5 glutamine residues.  

[0507] As described herein, MIAPT refers to the gene encoding for microtubule 

associated tau protein. The MAPT gene for encoding tau protein is located on chromosome 

17q21, containing 16 exons. The major tau protein in the human brain is encoded by 11 exons.  

Exons 2, 3 and 10 are alternatively spliced, leadingto the formationof six tau isoforms, ranging 

in size from a range of 352-441 amino acids. Tau protein can be divided into four domains: 

the N-terminal domain, a proline-rich domain, a microtubule-binding domain, and the C
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terminal domain, The N-terminal domain plays a role in providing spacing between 

microtubules. The proline-rich domain plays a role in cell signaling and in interactions with 

protein kinases The microtubule-binding domain is important for binding to themicrotubule.  

The C-terminal domain is critical in regulating microtubule polymerization. Normally, tau is 

unfolded and phosphorylated. In its abnormal form, as found in the brains of patients with 

primary tauopathies, tau protein is hyperphosphorylated and aggregated comprising -pleated 

sheet conformation The binding of tau to rnicrotubules is regulated by the 

phosphorylation/dephosphorylationequilibrium of tau. Hyperphosphorylation of tau results in 

a loss of the interaction of tau interaction imth microtubules, leading to microtubule 

dysfunction and impaired axonal transport, and tau fibrillization.  

[0508] As described herein, the term tauopathy refers to a family of 

neurodegenerative diseases characterized by the aggregation of tau protein into neurofibrillary 

or gliofibrillary tangles (NFTs) in the human brain. The tangles are formed by 

hyperphosphorylation of tau protein. Hyperphorphorylation causes tau protein to dissociate 

from microtubules and to form insoluble aggregates. The aggregates may also be referred to as 

paired helical filaments. Examples of tauopathies are Alzheimer's disease, primary age-related 

tauopathy (PART), which is a neurofibrillary tangle-predominant senile dementia with 

neurofibrillary tangles similar to AD, but without plaques, chronic traumatic encephalopathy 

(CTE), progressive supranuclear palsy (PSP), corticobasal degeneration (CBD), 

frontotemporal dementia and parkinsonism linked to chromosome 17 (FTDP-17), Lytico-bodig 

disease (Parkinson-dementia complex of Guam), ganglioglioma and gangliocytoma, 

meningioangiomatosipostencephalitic parkinsonism, subacute sclerosing panencephalitis 

(SSPE), lead encephalopathy, tuberous sclerosis, pantothenate kinase-associated 

neurodegeneration, and lipofuscinosis, Pick's disease, corticobasal degeneration. Further, 

patients with Huntington's disease present aggregated tau inclusions within various structures 

of the brain. Tauopathies can also overlap with synucleinopathies, such as Parkinson's disease, 

due to potential interactions between synuclein and tau proteins.  

[0509] The tern "expanded polyglutamine domain" or "expanded polyglutarnine 

segment," as used herein, refers to a segment or domain of a protein that includes at least 35 

consecutive glutamine residues linked by peptide bonds. Such expanded segmentsarefound 

in subjects afflicted with a polyglutamine disorder, as described herein, whether or not the 

subject manifests symptoms.  
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[0510] The term "trinucleotide repeat" or "trinucleotide repeat region" as used herein, 

refers to a segment of a nucleic acid sequence that consists of consecutive repeats of a particular 

trinucleotide sequence. In one embodiment, the trinucleotide repeat includes at least 5 

consecutive trinucleotide sequences. Exemplary trinucleotide sequences include, but are not 

limited to, CAG, CGG, GCC, GAA, CTG and/or CGG.  

[0511] The term "trinucleotide repeat diseases" as used herein, refers to any disease 

or disorder characterized by an expanded trinucleotide repeat region located within a gene, the 

expanded trinucleotide repeat region being causative of the disease or disorder. Examples of 

trinucleotide repeat diseases include, but are not limited to Huntington's disease (HD), spino

cerebellar ataxia type 12 spino-cerebellar ataxia type 8, fragile X syndrome, fragile XE mental 

retardation, Friedreich's ataxia and myotonic dystrophy. Exemplary trinucleotide repeat 

diseases for treatment according to the present disclosure are those characterized or caused by 

an expanded trinucleotide repeat region at the 5' end of the coding region of a gene, the gene 

encoding a mutant protein, which causes or is causative of the disease or disorder. Certain 

trinucleotide diseases, for example, fragile X syndrome, where the mutation is not associated 

with a coding region, may not be suitable for treatment according to the methodologies of the 

present disclosure, as there is no suitable mRNA to be targeted by RNAi. By contrast, disease 

such as Friedreich's ataxia may be suitable for treatment according to the methodologies of the 

disclosuredisclosure because, although the causative mutation is not within a coding region 

(i.e., lies within an intron), the mutation may be within, for example, an mRNA precursor (e.g., 

a pre-spliced mRNA precursor).  

[0512] The phrase "examining the function of a gene in a cell or organism" refers to 

examining or studying the expression, activity, function or phenotype arising therefrom.  

[0513] As used herein, the term "RNA silencing agent" refers to an RNA, which is 

capable of inhibiting or "silencing" the expression of a target gene. In certain embodiments, 

the RNA silencing agent is capable of preventing complete processing (e.g., the full translation 

and/or expression) of a mRNA molecule through a post-transcriptional silencing mechanism.  

RNA silencing agents include small (<50 b.p.), noncoding RNA molecules, for example RNA 

duplexes comprising paired strands, as well as precursor RNAs from which such small non

coding RNAs can be generated. Exemplary RNA silencing agents include siRNAs, miRNAs, 

siRNA-like duplexes, antisense oligonucleotides, GAPMER molecules, and dual-function 

oligonucleotides, as well as precursors thereof In one embodiment, the RNA silencing agent 
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is capable of inducing RNA interference. in another embodiment, the RNA silencing agent is 

capable of mediating translational repression.  

[0514] As used herein, the term "rare nucleotide" refers to a naturally occurring 

nucleotide that occurs infrequently, including naturally occurring deoxyribonucleotides or 

ribonucleotides that occur infrequently, e.g., a naturally occurring ribonucleotide that is not 

guanosine, adenosine, cytosine, or uridine. Examples of rare nucleotides include, but are not 

limited to, inosine, 1-methyl inosine, pseudouridine, 5,6-dihydrouridine, ribothymidine, 2N

methyliguanosine and 2,2NN-dinethylguanosine.  

[0515] The term "engineered," as in an engineered RNA-precursor, or an engineered 

nucleic acid molecule, indicates that the precursor or molecule is not found in nature, in that 

all or a portion of the nucleic acid sequence of the precursor or molecule is created or selected 

by a human. Once created or selected, the sequence can be replicated, translated, transcribed, 

or otherwise processed by mechanisms within a cell. Thus, an RNA precursor produced within 

a cell from a transgene that includes an engineered nucleic acid molecule is an engineered RNA 

precursor.  

[0516] As used herein, the term "microRNA" ("miRNA"), also known in the art as 

"small temporal RNAs" ("stRNAs"), refers to a small (10-50 nucleotide) RNA, which are 

genetically encoded (e.g., by viral, mamnmalian, or plant genomes) and are capable of directing 

or mediating RNA silencing. An "miRNA disorder" shall refer to a disease or disorder 

characterized by an aberrant expression or activity of a miRNA.  

[0517] As used herein, the term "dual functional oligonucleotide" refers to a RNA 

silencing agent having the formula T-L-p, wherein T is an mRNA targeting moiety, L is a 

linking moiety, and p is a miRNA recruiting moiety. As used herein, the terms "mRNA 

targeting moiety," "targeting moiety," "mRNA targeting portion" or "targeting portion" refer 

to a domain, portion or region of the dual functional oligonucleotide having sufficient size and 

sufficient complementarity to a portion or region of an mRNA chosen or targeted for silencing 

(ie., the moiety has a sequence sufficient to capture the target mRNA).  

[0518] As used herein, the term "linking moiety" or "linking portion" refers to a 

domain, portion or region of the RNA-silencing agent which covalently joinsorlinksthe 

mRNA.  

[0519] As used herein, the term "antisense strand" of an RNA silencing agent, e.g., 

an siR-NA or RNA silencing agent, refers to a strand that is substantially complementary to a 

79



WO 2021/188626 PCT/US2021/022688 

section of about 10-50 nucleotides, e.g., about 15-30, 16-25, 18-23 or 19-22 nucleotides of the 

mRNA of the gene targeted for silencing. The antisense strand or first strand has sequence 

sufficiently complementary to the desired target mRNA sequence to direct target-specific 

silencing, e.g., complementarity sufficient to trigger the destruction of the desired target mRNA 

by the RNAi machinery or process (RNAi interference) or complementarity sufficient to trigger 

translational repression of the desired target mRNA.  

[_2 0] The term "sense strand" or "second strand" of an RNA silencing agent, e.g., 

an siRNA or RNA silencing agent, refers to a strand that is complementary to the antisense 

strand or first strand. Antisense and sense strands can also be referred to as first or second 

strands, the first or second strand having complementarity to the target sequence and the 

respective second or first strand having complementarity to said first or second strand. miRNA 

duplex intermediates or siRNA-like duplexes include a miRNA strand having sufficient 

complementarity to a section of about 10-50 nucleotides of the mRNA of the gene targeted for 

silencing and a miRNA* strand having sufficient complementarity to form a duplex with the 

miR.NA strand.  

[0521] Asusedherein,theterm"guide strand" refers to a strand of an RNA silencing 

agent, e.g., an antisense strand of an siRNA duplex or siRNA sequence, that enters into the 

RISC complex and directs cleavage of the target mRNA.  

[0522] As used herein, the term "asymmetry," as in the asymmetry of the duplex 

region of an RNA silencing agent (e.g, the stein of an shRNA), refers to an inequality of bond 

strength or base pairing strength between the termini of the RNA silencing agent (e.g., between 

terminal nucleotides on a first strand or stem portion and terminal nucleotides on an opposing 

second strand or stem portion), such that the 5' end of one strand of the duplex is more 

frequently in a transient unpaired, e.g, single-stranded, state than the 5' end of the 

complementary strand. This structural difference determines that one strand of the duplex is 

preferentially incorporated into a RISC complex. The strand whose 5' end is less tightly paired 

to the complementary strand will preferentially be incorporated into RISC and mediate RNAi.  

[0523] As used herein, the term "bond strength" or "base pair strength" refers to the 

strength of the interaction between pairs of nucleotides (or nucleotide analogs) on opposing 

strands of an oligonucleotide duplex (e.g., an siRNA duplex), due primarily to H-bondingvan 

der Waals interactions, and the like, between said nucleotides (or nucleotide analogs).  
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[0524] As used herein, the "5' end," as in the 5'end of an antisense strand, refers to 

the 5'terminal nucleotides, e.g., between one and about 5 nucleotides at the 5'terminus of the 

antisense strand. As used herein, the "3 end," as in the 3' end of a sense strand, refers to the 

region, e.g., a region of between one and about 5 nucleotides, that is complementary to the 

nucleotides of the 5' end of the complementary antisense strand.  

[0525] As used herein the term "destabilizing nucleotide" refers to a first nucleotide 

or nucleotide analog capable of forming a base pair with second nucleotide ornucleotide analog 

such that the base pair is of lower bond strength than a conventional base pair (i.eWatson

Crick base pair). In certain embodiments, the destabilizing nucleotide is capable of forming a 

mismatch base pair with the second nucleotide. In other embodiments, the destabilizing 

nucleotide is capable of forming a wobble base pair with the second nucleotide. In yet other 

embodiments, the destabilizing nucleotide is capable of forming an ambiguous base pair with 

the second nucleotide.  

[0526] As used herein, the term "base pair" refers to the interaction between pairs of 

nucleotides (or nucleotide analogs) on opposing strands of an oligonucleotide duplex (e.g., a 

duplex formed by a strand of a RNA silencing agent and a target mRNA sequence), due 

primarily to H-bonding, van der Waals interactions, and the like between said nucleotides (or 

nucleotide analogs). As used herein, the term "bond strength" or "base pair strength" refers to 

the strength of the base pair.  

[0527] As used herein, the term "mismatched base pair" refers to a base pair 

consisting of non-complementary or non-Watson-Crick base pairs, for example, not normal 

complementary C A:T or A: base pairs. As used herein the term "ambiguous base pair" 

(also known as a non-discriminatory base pair) refers to a base pair formed by a universal 

nucleotide.  

[0528] As used herein, tern "universal nucleotide" (also known as a "neutral 

nucleotide") include those nucleotides (e.g. certain destabilizing nucleotides) having a base (a 

"universal base" or "neutral base") that does not significantly discriminate between bases on a 

complementary polynucleotide when forming a base pair. Universal nucleotides are 

predominantly hydrophobic molecules that can pack efficiently into antiparallel duplex nucleic 

acids (e.g., double-stranded DNA or RNA) due to stacking interactions. The base portion of 

universal nucleotides typically comprise a nitrogen-containing aromatic heterocyclic moiety.  
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[0529] As used herein, the terms "sufficient complementarity" or "sufficient degree 

of complementarity" mean that the RNA silencing agent has a sequence (e.g. in the antisense 

strand, mRNA targeting moiety or miRNA recruiting moiety), which is sufficient to bind the 

desired target RNA, respectively, and to trigger the RNA silencing of the target mRNA.  

[0530] As used herein, the term "translational repression" refers to a selective 

inhibition of mRNA translation. Natural translational repression proceeds via miRNAs cleaved 

from shRNA precursors. Both RNAi and translational repression are mediated by RISC. Both 

RNAi and translational repression occur naturally or can be initiated by the hand of man, for 

example, to silence the expression of target genes.  

[0531] Various methodologies of the instant disclosure include a step that involves 

comparing a value, level, feature, characteristic, property, etc. to a "suitable control," referred 

to interchangeably herein as an "appropriate control." A "suitable control" or "appropriate 

control" is any control or standard familiar to one of ordinary skill in the art useful for 

comparison purposes. In one embodiment, a "suitable control" or "appropriate control" is a 

value, level, feature, characteristic, property, etc. determined prior to performing an RNAi 

methodology, as described herein. For example, a transcription rate, mRNA level, translation 

rate, protein level, biological activity, cellular characteristic or property, genotype, phenotype, 

etc. can be determined prior to introducing an RNA silencing agent of the disclosure into a cell 

or organism. In another embodiment, a "suitable control" or "appropriate control" is a value, 

level, feature, characteristic, property, etc. determined in a cell or organism, e.g., a control or 

normal cell or organism, exhibiting, for example, normal traits. In yet another embodiment, a 

"suitable control" or "appropriate control" is a predefined value, level, feature, characteristic, 

property, etc.  

[0532] Unless otherwise defined, all technical and scientific terms used herein have 

the same meaning as commonly understood by one of ordinary skill in the art to which this 

disclosure belongs. Although methods and materials similar or equivalent to those described 

herein can be used in the practice or testing of the present disclosure, suitable methods and 

materials are described below. All publications, patent applications, patents, and other 

references mentioned herein are incorporated by reference in their entirety. In case of conflict, 

the present specification, including definitions, will control. In addition, the materials, 

methods, and example are illustrative only and not intended to be limiting.  

82



WO 2021/188626 PCT/US2021/022688 

[0533] Various aspects of the disclosure are described in further detail in the 

following subsections.  

1.Novel1Target Seuences 

[0534] In certain exemplary embodiments, R.NA silencing agents of the 

disclosuredisclosure are capable of targeting aMAPTnucleic acid sequence of any one of SEQ 

I) NOs: 1-13, 292, and 295, as recited in Table 4 -6. In certain exemplary embodiments, RNA 

silencing agents of the disclosuredisclosure are capable of targeting one or more of aMAPT 

nucleic acid sequence selected from the group consisting of SEQ I) NOs: 14-33,299, and 302, 

as recited in Tables 7-8.  

[0535] Genomic sequence for each target sequence can be found in, for example, the 

publicly available database maintained by the NCB.  

II. siRNA Design 

[0536] In some embodiments, siRNAs are designed as follows. First, a portion of the 

target gene (e.g., the MAPTgene), e.g., one or more of the target sequences set forth in Tables 

4-6 is selected. Cleavage of mRNA at these sites should eliminate translation of corresponding 

protein. Antisense strands were designed based on the target sequence and sense strands were 

designed to be complementary to the antisense strand. Hybridization of the antisense and sense 

strands forms the siRNA duplex. The antisense strand includes about 19 to 25 nucleotides, 

e.g., 19, 20, 21, 22, 23, 24 or 25 nucleotides. In other embodiments, the antisense strand 

includes 20, 21, 22 or 23 nucleotides. The sense strand includes about 14 to 25 nucleotides, 

e.g., 14, 15, 16, 17, 18, 19, 20, 21, 22, 23, 24 or 25 nucleotides. In other embodiments, the 

sense strand is 15 nucleotides. In other embodiments, the sense strand is 18 nucleotides. In 

other embodiments, the sense strand is 20 nucleotides. The skilled artisan will appreciate, 

however, that siRNAs having a length of less than 19 nucleotides or greater than 25 nucleotides 

can also function to mediate RNAi. Accordingly, siRNAs of such length are also within the 

scope of the instant disclosure, provided that they retain the ability to mediate RNAi. Longer 

RNAi agents have been demonstrated to elicit an interferon or PKR response in certain 

mammalian cells, which may be undesirable. In certain embodiments, the RNAi agents of the 

disclosuredisclosure do not elicit a PKR response (i.e., are of a sufficiently short length).  

However, longer RNAi agents may be useful, for example, in cell types incapable of generating 
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a PKR response or in situations where the PKR response has been down-regulated or dampened 

by alternative means.  

[0537] The sense strand sequence can be designed such that the target sequence is 

essentially in the middle of the strand. Moving the target sequence to an off-center position 

can, in some instances, reduce efficiency of cleavage by the siRNA. Such compositions, i.e., 

less efficient compositions, may be desirable for use if off-silencing of the wild-type mRNA is 

detected.  

[0538] The antisense strand can be the same length as the sense strand and includes 

complementarynucleotides. In one embodiment, the strands are fully complementary,i.e., the 

strands are blunt-ended when aligned or annealed. In another embodiment, the strands align 

or anneal such that 1-, 2-, 3-, 4-, 5-, 6-, 7-, or 8-nucleotide overhangs are generated, i.e., the 3' 

end of the sense strand extends 1, 2, 3, 4, 5, 6, 7, or 8 nucleotides further than the 5' end of the 

antisense strand and/or the 3' end of the antisense strand extends 1, 2, 3, 4, 5, 6, 7, or 8 

nucleotides further than the 5' end of the sense strand. Overhangs can comprise (or consist of) 

nucleotides corresponding to the target gene sequence (or complement thereof). Alternatively, 

overhangs can comprise (or consist of) deoxyribonucleotides, for example dTs, or nucleotide 

analogs, or other suitable non-nucleotide material.  

[0539] To facilitate entry of the antisense strand into RISC (arid thus increase or 

improve the efficiency of target cleavage and silencing), the base pair strength between the 5' 

end of the sense strand and 3' end of the antisense strand can be alteredeg., lessened or 

reduced, as described in detail in U.S. Patent Nos. 7,459,547, 7,772,203 and 7,732,593, entitled 

"Methods and Compositions for Controlling Efficacy of RNASilencing(filedJn.22003) 

and U.S. Patent Nos. 8,309704, 7,750,144, 8,304,530, 8,329,892 and 8,309,705, entitled 

"Methods and Compositions for Enhancing the Efficacy and Specificity of RNAi" (filed Jun.  

2, 2003), the contents of which are incorporated in their entirety by this reference. In one 

embodiment of these aspects of the disclosure, the base-pairstrength is less due to fewer G:C 

base pairs between the 5' end of the first or antisense strand and the 3' end of the second or 

sense strand than between the 3' end of the first or antisense strand and the 5' end of the second 

or sense strand. In another embodiment, the base pair strength is less due to at least one 

mismatched base pair between the 5' end of the first or antisense strand and the 3' end of the 

second or sense strand. In certain exemplary embodiments, the mismatched base pair is 

selected from the group consisting of G:A, CA C:U, G:G, A:A, C:C andi U:U. In another 

embodiment, the base pair strength is less due to at least one wobble base pair, e.g.,: G, 
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between the 5'end of the first or antisense strand and the 3' end of the second or sense strand.  

In another embodiment, the base pair strength is less due to at least one base pair comprising a 

rare nucleotide, e.g., inosine (I). In certain exemplary embodiments, the base pair is selected 

from the goup consisting of an I:A, I:U and I:C. In yet another embodiment, the base pair 

strength is less due to at least one base pair comprising a modified nuclotide. In certain 

exemplary embodiments, the modified nucleotide is selected from the group consisting of 2

amino-G, 2-amino-A, 2,6-diamino-G, and 2,6-diamino-A.  

[0540] The design of siRNAs suitable for targeting the MAPRTtarget sequences set 

forth in Tables 4-6 is described in detail below. siRNAs can be designed according to the 

above exemplary teachings for any other target sequences found in the A PT gene.Moreover, 

the technology is applicable to targeting any other target sequences, e.g., non-disease-causing 

target sequences.  

[0541] To validate the effectiveness by which siRNAs destroy mRNAs (e.g., MAPT 

mRNA), the siRNA can be incubated with cDNA (e.g., MAP'cDNA) in a I)rosophia-based 

in vitro mRNA expression system. Radiolabeled with 3 P, newly synthesized mRNAs (e.g.  

M4PTmRNA) are detected autoradiographically on an agarose gel. The presence of cleaved 

mRNA indicates mRNA nuclease activity. Suitable controls include omission of siRNA.  

Alternatively, control siRNAs are selected having the same nucleotide composition as the 

selected siRNA, but without significant sequence complementarity to the appropriate target 

gene. Such negative controls can be designed by randomly scrambling the nucleotide sequence 

of the selected siRNA; a homology search can be performed to ensure that the negative control 

lacks homology to any other gene in the appropriate genome. In addition, negative control 

siRNAs can be designed by introducing one or more base mismatches into the sequence. Sites 

of siRNA-mRNA complementation are selected which result in optimal mRNA specificity and 

maximal mRNA cleavage.  

.ERNAiAgents 

[0542] The present disclosuredisclosure includes RNAi molecules, such as siRNA 

molecules designed, for example, as described above. The siRNA molecules of the 

disclosuredisclosure can be chemically synthesized, or can be transcribed in vitro from a DNA 

template, or in vivo from e.g., shRNA, or by using recombinant human DICER enzyme, to 

85



WO 2021/188626 PCT/US2021/022688 

cleave in vitro transcribed dsRNA templates into pools of 20-, 21- or 23-bp duplex RNA 

mediatingRNAi. The siRNA molecules can be designed using any method known in the art.  

[0543] In one aspect, instead of the RNAi agent being an interfering ribonucleic acid, 

e.g., an siRNA or shRNA as described above, the RNAi agent can encode an interfering 

ribonucleic acid, e.g., an shRNA, as described above. In other words, the RNAi agent can be 

a transcriptional template of the interfering ribonucleic acid. Thus, RNAi agents of the present 

disclosuredisclosure can also include small hairpin RNAs (shRNAs), and expression constructs 

engineered to express shRNAs. Transcription of shRNAs is initiated at a polymerase I (pol 

III) promoter, and is thought to be terminated at position 2 of a 4-5-thymine transcription 

termination site. Upon expression, shRNAs are thought to fold into a stem-loop structure with 

3' UU-overhangs; subsequently, the ends of these shRNAs are processed, converting the 

shRNAs into siRNA-like molecules of about 21-23 nucleotides (Brummelkamp et al., 2002; 

Lee et al., 2002, Supra;Miyagishi et al., 2002; Paddison et al., 2002, supra; Paul et al., 2002, 

supra; Sui et al., 2002 supraYu et al., 2002, supra.More information about shR.NA design 

and use can be found on the internet at the following addresses: 

katandin.cshli.org:9331/RNAi/docs/BseRI-BamHIStrategypdf and 

katandin.cshl.org:9331/RNAi/docs/Web version_of_PCRstrategyl.pdf.  

[0544] Expression constructs of the present disclosuredisclosure include any 

construct suitable for use in the appropriate expression system and include, but are not limited 

to, retroviral vectors, linear expression cassettes, plasmids and viral or virally-derived vectors, 

as known in the art. Such expression constructs can include one or more inducible promoters, 

RNA Pol III promoter systems, such as U6 snRNA promoters or H IRNA polymerase III 

promoters, or other promoters known in the art. The constructs can include one or both strands 

of the siRNA, Expression constructs expressing both strands can also include loop structures 

linking both strands, or each strand can be separately transcribed from separate promoters 

within the same construct. Each strand can also be transcribed from a separate expression 

construct. (Tuschl, T., 2002, Supra).  

[0545] Synthetic siRNAs can be delivered into cells by methods known in the art, 

including cationic liposome transfection and electroporation. To obtain longer term 

suppression of the target genes (eg.,c MAPT genes) and to facilitate delivery under certain 

circumstances, one or more siRNA can be expressed within cells from recombinant DNA 

constructs. Such methods for expressing siRNA duplexes within cells from recombinant DNA 

constructs to allow longer-term target gene suppression in cells are known in the art, including 
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mammalian Pol II promoter systems (e.g., [1 or U6/snRNA promoter systems (Tuschl, T., 

2002, supra) capable of expressing functional double-stranded siRNAs; (Bagella et al., 1998; 

Lee et al,, 2002., supra; Miyagishi et aL., 2002, sra;Paul et al, 2002, supra; Yu et al., 2002, 

supra; Sul et al., 2002,suprc). Transcriptional termination by RNA Pol III occurs at runs of 

four consecutive T residues in the DNA template, providing a mechanism to end the siRNA 

transcript at a specific sequence. The siRNA is complementary to the sequence of the target 

gene in 5-3' and 3-5' orientations, and the two strands of the siRNA can be expressed in the 

same construct or in separate constructs. Hairpin siRNAs, driven by HI or U6 snRNA 

promoter and expressed in cells, can inhibit target gene expression (Bagella et al., 1998; Lee et 

al., 2002, supra;Miyagishi et al., 2002, supra; Paul et al., 2002, supra; Yu et al., 2002), supra; 

Sui et al., 2002 supra) Constructs containing siRNA sequence under the control of T7 

promoter also make functional siRNAs when co-transfected into the cells with a vector 

expressingT7 RNA polymerase (Jacque et al., 2002, supra). A single construct may contain 

multiple sequences coding for siRNAs, such as multiple regions of the gene encodingMART 

targeting the same gene or multiple genes, and can be driven, for example, by separate PollI 

promoter sites.  

[0546] Animal cells express a range of moncoding RNAs of approximately 22 

nucleotides termed micro RNA (miRNAs), which can regulate gene expression at the post 

transcriptional or translational level during animal development. One common feature of 

miRNAs is that they are all excised from an approximately 70 nucleotide precursorRNA stem

loop, probably by Dicer, an RNase III-type enzyme, or a homolog thereof By substituting the 

stem sequences of the miRNA precursor with sequence complementary to the target niRNA, a 

vector construct that expresses the engineered precursor can be used to produce siRNAs to 

initiate RNAi against specific mIRNA targets in mammalian cells (Zeng et al., 2002, supra).  

When expressed by DNA vectors containing polymerase III promoters, micro-RNA designed 

hairpins can silence gene expression (McManus et al., 2002, supra). MicroRNAs targeting 

polymoirphisms may also be useful for blocking translation of mutant proteins, in the absence 

of siRNA-mediated gene-silencing. Such applications may be useful in situations, for example, 

whereadesigned siRNA caused off-target silencing of wild type protein.  

[0547] Viral-mediated delivery mechanisms can also be used to induce specific 

silencing of targeted genes through expression of siRNA, for example, by generating 

recombinant adenoviruses harboring siR.NA under RNA Pol II promoter transcription control 

(Xia et al., 2002, supra). Infection of 1-eLa cells by these recombinant adenoviruses allows 
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for diminished endogenous target gene expression. Injection of the recombinant adenovirus 

vectors into transgenic mice expressing the target genes of the siRNA results in in vivo 

reduction of target gene expression Id In an animal model, whole-embryo electroporation can 

efficiently deliver synthetic siRNA into post-implantation mouse embryos (Calegari et al., 

2002). In adult mice, efficient delivery of siRNA can be accomplished by "high-pressure" 

delivery technique, a rapid injection (within 5 seconds) of a large volume of siRNA containing 

solution into animal via the tail vein (Liu et al., 1999, supra; McCaffrey et al., 2002, supra; 

Lewis et al,,2002. Nanoparticles and liposomes can also be used to deliver siRNA into animals.  

In certain exemplary embodiments, recombinant adeno-associated viruses (rAAVs) and their 

associated vectors can be used to deliver one or more siRNAs into cells, e.g., neural cells (eg., 

brain cells) (US Patent Applications 2014/02964-86, 2010/0186103, 2008/0269149, 

2006/0078542 and 2005/0220766).  

[0548] The nucleic acid compositions of the disclosure include both unmodified 

siRNAs and modified siRNAs, such as crosslinked siR NA derivatives or derivatives having 

non-nucleotide moieties linked, for example to their 3' or 5' ends. Modifying siRNA 

derivatives in this way may improve cellular uptake or enhance cellular targeting activities of 

the resulting siRNA derivative, as compared to the corresponding siRNA, and are useful for 

tracing the siRNA derivative in the cell, or improving the stability of the siRNA derivative 

compared to the corresponding siRNA, 

[0549] Engineered RNA precursors, introduced into cells or whole organisms as 

described herein, will lead to the production of a desired siRNA molecule. Such an siRNA 

molecule will then associate with endogenous protein components of the RNAi pathway to 

bind to and target a specific mRNA sequence for cleavage and destruction. In this fashion, the 

mRNA, which will be targeted by the siRNA generated from the engineered RNA precursor, 

and will be depleted from the cell or organism, leading to a decrease in the concentration of the 

protein encoded by that niRNA in the cell or organism. The RNA precursors are typically 

nucleic acid molecules that individually encode either one strand of a dsRNA or encode the 

entire nucleotide sequence of an RNA hairpin loop structure.  

[0550] The nucleic acid compositions of the disclosure can be unconjugated or can 

be conjugated to another moiety, such as a nanoparticle, to enhance a property of the 

compositions, eg., a pharmacokinetic parameter such as absorption, efficacy, bioavailability 

and/or half-life. The conjugation can be accomplished by methods known in the art, e.g., using 

the methods of Lambert et al., Drug Deliv. Rev, 47(1), 99-112 (2001) (describes nucleic acids 
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loaded to polvalkyleyanoacrylate(P ACA) nanoparticles); Fattalet al., . Control Release 53(1

3):137-43 (1998) (describes nucleic acids bound to nanoparticles); Schwab et al., Ann. Oncol.  

5 Supply. 4:55-8 (1994) (describes nucleic acids linked to intercalating agents, hydrophobic 

groups, polycations or PACA nanoparticles); and Godard et al., Eur. J. Biochem. 232(2):404

10 (1995) (describes nucleic acids linked to nanoparticles).  

[0551] The nucleic acid molecules of the present disclosure can also be labeled using 

anymethod known in the art. For instance, the nucleic acid compositions can be labeled with 

a fluorophore,e.g, Cy3,fluorescein, orrhodamnine. The labelingcan be carried out usinga kit, 

e.g, the SILENCER siRNA labeling kit (Ambon). Additionally, the siRNA can be 

radiolabeled, e.g., using 3H, 3 P or another appropriate isotope.  

[0552] Moreover, because RNAi is believed to progress via at least one single

stranded RNA intermediate, the skilled artisan will appreciate that ss-siRNAs (e.g., the 

antisense strand of a ds-siRNA) can also be designed (e.g.for chemical synthesis), generated 

(e.g., enzymatically generated), or expressed (e.g., from a vector or plasmid) as described 

herein and utilized according to the claimed methodologies. Moreover, in invertebrates, RNAi 

can be triggered effectively by long dsRNAs (e.g., dsRNAs about 100-1000 nucleotides in 

length, such as about 200-500, for example, about 250, 300, 350, 400 or 450 nucleotides in 

length) acting as effectors of RNAi. (Brondani et al., Proc Natl Acad Sci USA. 2001 Dec. 4; 

98(25):14428-33. Epub 2001 Nov. 27) 

IVAnti-MAPTRNASilencingAgents 

[0553] In certain embodiments, the present disclosure provides novel anti-MAPT 

RNA silencing agents (e.g., siRNA, shRNA, and antisense oligonucleotides), methods of 

making said RNA silencing agents, and methods (e.g., research and/or therapeutic methods) 

for using said improved RNA silencing agents (or portions thereof) for RNA silencing of 

MAPTprotein. The RNA silencing agents comprise an antisense strand (or portions thereof), 

wherein the antisense strand has sufficient complementary to a target MAPT mRNA to mediate 

an RNA-mediated silencing mechanism (e.g. RNAi) 

[0554] In certain embodiments, siRNA compounds are provided having one or any 

combination of the following properties: (1) fully chemically-stabilized (i.e., no unmodified 

2'-OH residues); (2) asymmetry; (3) 11-20 base pair duplexes; (4) greater than 50% 2'

methoxy modifications, such as 70%-100% 2'-methoxy modifications, although an alternating 
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pattern of chemically-modified nucleotides (e.g., 2'-fluoro and 2'-methoxy modifications), are 

also contemplated; and (5) single-stranded, fully phosphorothioated tails of 5-8 bases. In 

certain embodiments, the number of phosphorothioate modifications is varied from 4 to 16 

total. In certain embodiments, the number of phosphorothioate modifications is varied from 8 

to 13 total.  

[0555] in certain embodiments, the siRNA compounds described herein can be 

conjugated to a variety of targeting agents, including, but not limited to, cholesterol, 

docosahexaenoic acid (DHA), phenyltropanes, cortisol, vitamin A, vitamin D, N

acetylgalactosamine (GalNac), and gangliosides. The cholesterol-modified version showed 5

10 fold improvement in efficacy in vitro versus previously used chemical stabilization patterns 

(e.g., wherein all purine but not pyrimidines are modified) in wide range of cell types (e.g., 

HeLa, neurons, hepatocytes, trophoblasts).  

[0556] Certain compounds of the disclosure having the structural properties 

described above and herein may be referred to as "hsiRNA-ASP" (hydrophobically-modified, 

small interfering RNA, featuring an advanced stabilization pattern). In addition, this hsiRNA

ASP pattern showed a dramatically improved distribution through the brain, spinal cord, 

delivery to liver, placenta, kidney, spleen and several other tissues, making them accessible for 

therapeutic intervention.  

[0557] The compounds of the disclosure can be described in the following aspects 

and embodiments.  

[0558] In a first aspect, provided herein is a double stranded RNA (dsRNA) 

comprising an antisense strand and a sense strand, each strand comprising at least 14 

contiguous nucleotides, with a 5' end and a 3' end, wherein: 

(1) the antisense strand comprises a sequence substantially complementary to aMPT 

nucleic acid sequence of any one of SEQ ID NOs: 1-13, 292, and 295 

(2) the antisense strand comprises alternating 2'-methoxy-ribonucleotides and 2'

fluoro-ribonucleotides; 

(3) the nucleotides at positions 2 and 14 from the 5' end of the antisense strand are not 

-methoxy-ribonucleotides; 

(4) the nucleotides at positions 1-2 to 1-7 from the 3' end of the antisense strand are 

connected to each other via phosphorothioate internucleotide linkages; 

(5) a portion of the antisense strand is complementary to a portion of the sense strand; 

(6) the sense strand comprises alternating 2'-methoxy-ribonucleotides and 2'-fluoro
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ribonucleotides; and 

(7) the nucleotides at positions 1-2 from the 5' end of the sense strand are connected to 

each other via phosphorothioate internucleotide linkages.  

[0559] Ina second aspect, provided herein is a dsRNA comprising an antisense strand 

and a sense strand, each strand comprising at least 14 contiguous nucleotides, with a 5' end 

and a 3' end, wherein: 

(1) the antisense strand comprises a sequence substantially complementary to aNMAPT 

nucleic acid sequence of any one of SEQ 11) NOs: 1-13,292, and 295; 

(2) the antisense strand comprises at least 70% 2'-0-methyl modifications; 

(3) the nucleotide at position 14 from the 5' end of the antisense strand are riot 2'

methoxy-ribonucleotides; 

(4) the nucleotides at positions 1-2 to 1-7 from the 3' end of the antisense strand are 

connected to each other via phosphorothioate internucleotide linkages; 

(5) a portion of the antisense strand is complementary to a portion of the sense strand; 

(6) the sense strand comprises at least 70% 2'-0-methyl modifications; and 

(7) the nucleotides at positions 1-2 from the 5' end of the sense strand are connected to 

each other via phosphorothioate internucleotide linkages.  

[0560] In a third aspect, provided herein is a dsRNA comprising an antisense strand 

and a sense strand, each strand comprising at least 14 contiguous nucleotides, with a 5' end 

and a3' end., wherein: 

(1) the antisense strand comprises a sequence substantially complementary to aAIPT 

nucleic acid sequence of any one of SEQ ID NOs: 1-13, 292, and 295; 

(2) the antisense strand comprises at least 85% 2'-0-methyl modifications; 

(3) the nucleotides at positions 2 and 14 from the 5' end of the antisense strand are not 

2'-methoxy-ribonucleotides; 

(4) the nucleotides at positions 1-2 to 1-7 from the 3' end of the antisense strand are 

connected to each other via phosphorothioate internucleotide linkages; 

(5) a portion of the antisense strand is complementary to a portion of the sense strand; 

(6) the sense strand comprises 100% 2'-0-methyl modifications; and 

(7) the nucleotides at positions 1-2 from the 5' end of the sense strand are connected to 

each other via phosphorothioate internucleotide linkages.  

[0561] Ina fourth aspect, provided herein is a dsRNA comprising an antisense strand 

and a sense strand, each strand comprising at least 14 contiguous nucleotides, with a 5' end 

and a 3' end, wherein: 
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(1) the antisense strand comprises a sequence substantially complementary to aM4PT 

nucleic acid sequence of any one of SEQ ID NOs: -13, 292, and 295; 

(2) the antisense strand comprises at least 75% 2'-O-ethyl modifications 

(3) the nucleotides at positions 4, 5, 6, and 14 from the 5' end of the antisense strand 

are not 2'-methoxy-ribonucleotides; 

(4) the nucleotides at positions 1-2 to 1-7 from the 3' end of the antisense strand are 

connected to each other via phosphorothioate internucleotide linkages; 

(5) a portion of the antisense strand is complementary to a portion of the sense strand; 

(6) the sense strand comprises 100% 2'-O-methyl modifications; and 

(7) the nucleotides at positions 1-2 from the 5' end of the sense strand are connected to 

each other via phosphorothioate internucleotide linkages.  

[0562] In a fifth aspect, provided herein is a dsRNA comprising an antisense strand 

and a sense strand, each strand comprising at least 14 contiguous nucleotides, with a 5' end 

and a 3' end, wherein: 

(1) the antisense strand comprises a sequence substantially complementary to aM4AP T 

nucleic acid sequence of any one of SEQ ID NOs: 1-13, 292, and 295; 

(2) the antisense strand comprises at least 75% 2'-0-methyl modifications; 

(3) the nucleotides at positions 2, 4, 5, 6, and 14 from the 5' end of the antisense strand 

are not 2'-methoxy-ribonucleotides; 

(4) the nucleotides at positions 1-2 to 1-7 from the 3' end of the antisense strand are 

connected to each other via phosphorothioate internucleotide linkages; 

(5) a portion of the antisense strand is complementary to a portion of the sense strand; 

(6) the sense strand comprises 100% 2'-O-methyl modifications; and 

(7) the nucleotides at positions 1-2 from the 5' end of the sense strand are connected to 

each other via phosphorothioate internucleotide linkages.  

[0563] In a sixth aspect, provided herein is a dsRNA comprising an antisense strand 

and a sense strand, each strand comprising at least 14 contiguous nucleotides, with a 5' end 

and a 3' end, wherein: 

(1) the antisense strand comprises a sequence substantially complementary toaVIAPT 

nucleic acid sequence of any one of SEQ ID NOs: 1-13, 292, and 295; 

(2) the antisense strand comprises at least 75% 2'--methyl modifications; 

(3) the nucleotides at positions 2, 6, 14, and 16 from the 5' end of the antisense strand 

are not 2'-methoxy-ribonucleotides; 

(4) the nucleotides at positions 1-2 to 1-7 from the 3' end of the antisense strand are 
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connected to each other via phosphorothioate internucleotide linkages; 

(5) a portion of the antisense strand is complementary to a portion of the sense strand; 

(6) the sense strand comprises at least 70% 2'-O-methyl modifications 

(7) the nucleotides at positions 7, 9, 10, and I Ifrom the 3' end of the sense strand are 

not 2'-methoxy-ribonucleotides; and 

(8) the nucleotides at positions 1-2 from the 5' end of the sense strand are connected to 

each other via phosphorothioate internucleotide linkages.  

[0564] In a seventh aspect, provided herein is a dsRNA comprising an antisense 

strand and a sense strand, each strand comprising at least 14 contiguous nucleotides, with a 5' 

end and a 3' end, wherein: 

(1) the antisense strand comprises a sequence substantially complementary to aAMAPT 

nucleic acid sequence of any one of SEQ ID NOs: 1-13,292, and 295; 

(2) the antisense strand comprises at least 75% 2'-0-methyl modifications; 

(3) the nucleotides at positions 2, 6, and 14 from the 5' end of the antisense strand are 

not 2 '-methoxy-ribonucleotides; 

(4) the nucleotides at positions 1-2 to 1-7 from the 3' end of the antisense strand are 

connected to each other via phosphorothioate internucleotide linkages; 

(5) a portion of the antisense strand is complementary to a portion of the sense strand; 

(6) the sense strand comprises at least 80%2'-O-methyl modifications; 

(7) the nucleotides at positions 7, 10, and 11 from the 3' end of the sense strand are not 

2'-methoxy-ribonucleotides; and 

(8) the nucleotides at positions 1-2 from the 5' end of the sense strand are connected to 

each other via phosphorothioate internucleotide linkages, 

a) Design of Anti-MAPT siRNA Molecules 

[0565] An siRNA molecule of the application is a duplex made of a sense strand and 

complementary antisense strand, the antisense strand having sufficient complementary to a 

A4PTmRNA to mediate RNAi. In certain embodiments, the siRNA molecule has a length 

from about 10-50 or more nucleotdes, i.e., each strand comprises 10-50 nucleotides (or 

nucleotide analogs). In other embodiments, the siRNA molecule has a length from about 15

30, e.g., 15, 16, 17, 18, 19, 20, 21, 22, 23, 24, 25, 26, 27, 28, 29, or 30 nucleotides in each 

strand, wherein one of the strands is sufficiently complementary to a target region. In certain 

embodiments, the strands are aligned such that there are at least 1, 2, 3, 4, 5, 6, 7, 8, 9, or 10 

bases at the end of the strands, which do not align (ie., for which no complementay bases 
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occur in the opposing strand), such that an overhang of 1, 2, 3, 4, 5, 6, 7, 8, 9, or 10 residues 

occurs at one or both ends of the duplex when strands are annealed.  

[0566] Usually, siR.NAs can be designed by using any method known in the art, for 

instance, by using the following protocol: 

[0567] 1. The siRNA should be specific for a target sequence, e.g., a target sequence 

set forth in the Examples. The first strand should be complementary to the target sequence, 

and the other strand is substantially complementary to the first strand. (See Examples for 

exemplar sense and antisense strands.) Exemplary target sequences are selected from any 

region of the target gene that leads to potent gene silencing. Regions of the target gene include, 

but are not limited to, the 5'untranslated region (5'-UTR) of a target gene, the 3' untranslated 

region (3'-UTR) of a target gene, an exon of a target gene, or an intron of a target gene.  

Cleavage of mRNA at these sites should eliminate translation of corresponding MAPT protein.  

Target sequences from other regions of the MAPTgene are also suitable for targeting. A sense 

strand is designed based on the target sequence.  

[0568] 2. The sense strand of the siRNA is designed based on the sequence of the 

selected target site. In certain embodiments, the sense strand includes about 15 to 25 

nucleotides, e.g., 15, 16, 17, 18, 19, 20, 21, 22, 23, 24 or 25 nucleotides. In certain 

embodiments, the sense strand includes 15, 16, 17, 18, 19, or 20 nucleotides, In certain 

embodiments, the sense strand is 15 nucleotides in length. In certain embodiments, the sense 

strand is 18 nucleotides in length. in certain embodiments, the sense strand is 20 nucleotides 

in length. The skilled artisan Will appreciate, however, that siRNAs having a length of less 

than 15 nucleotides or greater than 25 nucleotides can also function to mediate RNAi.  

Accordingly, siRNAs of such length are also within the scope of the instant disclosure, 

provided that they retain the ability to mediate RNAi, LongerRNA silencing agents have been 

demonstrated to elicit an interferon or Protein Kinase R (PKR) response in certain mammalian 

cells which may be undesirable. In certain embodiments, the RNA silencing agents of the 

disclosure do not elicit a PKR response (i.e., are of a sufficiently short length). However, 

longer RNA silencing agents may be useful, for example, in cell types incapable of generating 

a PKR response or in situations where the PKR response has been down-regulated or dampened 

by alternative means.  

[0569] The siRNA molecules of the disclosure have sufficient complementaritywith 

the target sequence such that the siRNA can mediate RNAi. In general, siRNA containing 

nucleotide sequences sufficiently complementary to a target sequence portion of the target gene 
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to effect RISC-mediated cleavage of the target gene are contemplated. Accordingly, in a 

certain embodiment, the antisense strand of the siRNA is designed to have a sequence 

sufficiently complementary to a portion of the target. For example, the antisense strand may 

have 100% complementarity to the target site. However, 100% complementarity is not 

required. Greater than 80% identity, e.g., 80%, 81%, 82%,83%, 84%, 85%, 86%, 87%, 88%, 

89%, 90%, 91%, 92%, 93%, 94%, 95%, 96%, 97%, 98%, 99% or even 100% complementarity, 

between the antisense strand and the target RNA sequence is contemplated. The present 

application has the advantage of being able to tolerate certain sequence variations to enhance 

efficiency and specificity of RNAi. In one embodiment, the antisense strand has 4, 3, 2, 1, or 

0 mismatched nucleotide(s) with a target region, such as a target region that differs by at least 

one base pair between a wild-type and mutant allele, e.g., a target region comprising the gain

of-function mutation, and the other strand is identical or substantially identical to the first 

strand. Moreover, siRNA sequences with small insertions or deletions of I or 2 nucleotides 

may also be effective for mediating RNAi, Alternatively, siRNA sequences with nucleotide 

analog substitutions or insertions can be effective for inhibition.  

[0570] Sequence identity may be determined by sequence comparison and alignment 

algorithms known in the art. To determine the percent identity of two nucleic acid sequences 

(or of two amino acid sequences), the sequences are aligned for optimal comparison purposes 

(e.g, gaps can be introduced in the first sequence or second sequence for optimal alignment).  

The nucleotides (or amino acid residues) at corresponding nucleotide (or amino acid) positions 

are then compared. When a position in the first sequence is occupied by the same residue as 

the corresponding position in the second sequence, then the molecules are identical at that 

position. The percent identity between the two sequences is a function of the number of 

identical positions shared by the sequences (i.e., % homology = number of identical positions 

/total number of positions x 100), optionally penalizing the score for the number of gaps 

introduced and/or length of gaps introduced.  

[0571] The comparison of sequences and determination of percent identity between 

two sequences can be accomplished using a mathematical algorithm. In one embodiment, the 

alignment generated over a certain portion of the sequence aligned having sufficient identity 

but not over portions having low degree of identity (i.e., a local alignment). A non-limiting 

example of a local alignment algorithm utilized for the comparison of sequences is the 

algorithm of Karlin and Altschul (1990) Proc. Nat]. Acad. Sci. USA 87:2264-68, modified as 

in Karlin and Altschul (1993) Proc. Natl. Acad. Sci.SA 90:57377. Such nalgorithmis 
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incorporated into the BLAST programs (version 2.0) of Altschul, et al, (1990) J. Mol. Biol.  

2 15:403-10.  

[0572] In another embodiment, the alignment is optimized by introducing appropriate 

gaps and the percent identity is determined over the length of the aligned sequences (i.e., a 

gapped alignment). To obtain gapped alignments for comparison purposes, Gapped BLAST 

can be utilized as described in Altschul et al., (1997) Nucleic Acids Res. 25(17):3389-3402. In 

another embodiment, the alignment is optimized by introducing appropriate gaps and percent 

identity is determined over the entire length of the sequences aligned (i.e., a global alignment).  

A non-limiting example of a mathematical algorithm utilized for the global comparison of 

sequences is the algorithm of Myers and Miller, CABIOS (1989). Such an algorithm is 

incorporated into the ALIGN program (version 2.0) which is part of the GCG sequence 

alignment software package. When utilizing the ALIGN program for comparing amino acid 

sequences, a PAM120 weight residue table, a gap length penalty of 12, and a gap penalty of 4 

can be used.  

[0573] 3. The antisense or guide strand of the siRNA is routinely the same length as 

the sense strand and includes complementary nucleotides. In one embodiment, the guide and 

sense strands are fully complementary, i.e., the strands are blunt-ended when aligned or 

annealed. In another embodiment, the strands of the siRNA can be paired in such a way as to 

have a 3' overhang of 1 to 7 (eg., 2, 3, 4, 5, 6 or 7), or I to 4, eg., 2, 3 or 4 nucleotides.  

Overhangs can comprise (or consist of) nucleotides corresponding to the target gene sequence 

(or complement thereof). Alternatively, overhangs can comprise (or consist of) 

deoxyribonucleotides, for example dTs, or nucleotide analogs, or other suitable non-nucleotide 

material. Thus, in another embodiment, the nucleic acid molecules may have a-3'overhang of 

2nucleotides, such as 'T. The overhanging nucleotides may be either RNA or DNA. As 

noted above, it is desirable to choose a target region wherein the mutant:wild type mismatch is 

a purine:purine mismatch.  

[0574] 4. Using any method known in the art, compare the potential targets to the 

appropriate genome database (human, mouse, rat, etc.) and eliminate from consideration any 

target sequences with significant homology to other coding sequences. One such method for 

such sequence homology searches is known as BLAST, which is available at National Center 

for Biotechnology Information website.  

[0575] 5. Select one or more sequences that meet your criteria for evaluation.  
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[0576] Furthergeneral information about the design and use of siRNA maybe found 

in "The siRNA User Guide," available at The Max-Plank-Institut fur Biophysikalische Chemie 

website.  

[0577] Alternatively, the siRNA may be defined functionally as a nucleotide 

sequence (or oligonucleotide sequence) that is capable of hybridizing with the target sequence 

(e.g., 400 mM NaCl, 40 mM PIPES pH 6.4, 1 mM EDTA, 50 °C or 70 °C hybridization for 12

16 hours; followed by washing). Additional hybridization conditions include hybridization at 

70 °C in ixSSC or 50 °C in ixSSC, 50% formamide followed by washing at 70 °C in 0.3xSSC 

or hybridization at 700°C in 4xSSC or 50 C in 4xSSC, 50% formamide followed by washing 

at 67 °C in 1xSSC. The hybridization temperature for hybrids anticipated to be less than 50 

basepairsinlength should be 5-10 °C less than the melting temperature (Tm) of the hybrid, 

where Tm is determined according to the following equations. For hybrids less than 18 base 

pairs in length, Tm(°C)=2(# of A+Tbases)+4(#of G+C bases). For hybrids between 18 and 49 

base pairs in length, Tm(QC)=81.5+16.6(log 10[Na+])+0.41(% G+C)-(600/N), where N is the 

number of bases in the hybrid, and [Na-+] is the concentration of sodium ions in the 

hybridization buffer ([Na+] for 1xSSC=0.165 M). Additional examples of stringency 

conditions for polynucleotide hybridization are provided in Sambrook, J., E. F. Fritsch, and T.  

Maniatis, 1989, Molecular Cloning: A Laboratory Manual, Cold Spring Harbor Laboratory 

Press, Cold Spring Harbor, N.Y., chapters 9 and 11, and Current Protocols in Molecular 

Biology, 1995, F. MI Ausubel et al., eds., John Wiley & Sons, Inc., sections 210 and 6.3-6.4, 

incorporated herein by reference.  

[0578] Negative control siRNAs should have the same nucleotide composition as the 

selected siRNA, but without significant sequence complementarity to the appropriate genome.  

Such negative controls may be designed by randomly scrambling the nucleotide sequence of 

the selected siRNA. A homology search can be performed to ensure that the negative control 

lacks homology to any other gene in the appropriate genome. In addition, negative control 

siRNAs can be designed by introducing one or more base mismatches into the sequence.  

[0579] 6. To validate the effectiveness by which siRNAs destroy target mRNAs (e.g., 

wild-type or mutant KA/IPTmRNA), the siRNA may be incubated with target cDNA (eg., 

MAPTcDNA) in a Drosophiua-based in vitro rnRNA expression system. Radiolabeled with 
3 2 P. newly synthesized target rnRNAs (e.g., MP1TmRNA) are detected autoradiographically 

on an agarose gel. The presence of cleaved target mRNA indicates mRNA nuclease activity.  

Suitable controls include omission of siRNA and use of non-target cDNA. Alternatively, 
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control siRNAs are selected having the same nucleotide composition as the selected siRNA, 

but without significant sequence complementarity to the appropriate target gene. Such negative 

controls can be designed by randoniy scrambling the nucleotide sequence of the selected 

siRNA. A homology search can be performed to ensure that the negative control lacks 

homology to any other gene in the appropriate genome. In addition, negative control siRNAs 

can be designed by introducing one or more base mismatches into the sequence.  

[0580] Anti-MAPT siRNAs may be designed to target any of the target sequences 

described supra. Said siRNAs comprise an antisense strand, which is sufficiently 

complementary with the target sequence to mediate silencing of the target sequence. In certain 

embodiments, the RNA silencing agent is a siRNA.  

[0581] in certain embodiments, the siRNA comprises a sense strand comprising a 

sequence set forth in Table 7 and Table 8, and an antsense strand comprising a sequence set 

forth in Table 7 and Table 8.  

[0582] Sites of siRNA-mRNA complementation are selected, which result in optimal 

mRNA specificity and maximal mRNA cleavage.  

b) siRNA-Like Molecules 

[0583] siRNA-like molecules of the disclosure have a sequence (i.e., have a strand 

having a sequence) that is "sufficiently complementary" to a target sequence of an APAT 

rnRNA to direct gene silencing either by RNAi or translational repression, siRNA-like 

molecules are designed in the same way as siRNA molecules, but the degree of sequence 

identity between the sense strand and target RNA approximates that observed between a 

miRNA and its target. In general, as the degree of sequence identity between a miRNA 

sequence and the corresponding target gene sequence is decreased, the tendency to mediate 

post-transcriptional gene silencing by translational repression rather than RNAi is increased.  

Therefore, in an alternative embodiment, where post-transcriptional gene silencing by 

translational repression of the target gene is desired, the miRNA sequence has partial 

complementarity with the target gene sequence. In certain embodiments, the rniRNA sequence 

has partial complementarity with one or more short sequences (complementarity sites) 

dispersed within the target mRNA (e.g. within the 3-UTR of the target mRNA) (Hutvagner 

and Zamore, Science, 2002; Zeng et al., Mol. Cell, 2002, Zeng et al., RNA, 2003; Doench et 
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al., Genes & Dev., 2003). Since the mechanism of translational repression is cooperative, 

multiple complementarity sites (e.g., 2, 3, 4, 5, or 6) may be targeted in certain embodiments.  

[0584] The capacity of a siRNA-like duplex to mediate RNAi or translational 

repression may be predicted by the distribution of non-identical nucleotides between the target 

gene sequence and the nucleotide sequence of the silencing agent at the site of 

complementarity. In one embodiment, where gene silencing by translational repression is 

desired, at least one non-identical nucleotide is present in the central portion of the 

complementarity site so that duplex formed by the miRNA guide strand and the target mnRNA 

contains a central "bulge" (Doench J G et al., Genes & Dev., 2003). In another embodiment 2, 

3, 4, 5, or 6 contiguous or non-contiguous non-identical nucleotides are introduced. The non

identical nucleotide may be selected such that it forms a wobble base pair (e.g., G:U) or a 

mismatched base pair (G:A, C:A, CI, G:G, A:A, C:C, U:U). In a further embodiment, the 

"bulge" is centered at nucleotide positions 12 and 13 from the 5' end of the miRNA molecule.  

c) Short Hairpin RNA (shRNA) Molecules 

[0585] In certain featured embodiments, the instant disclosure provides shRNAs 

capable of mediating RNA silencing of an MPT target sequence with enhanced selectivity.  

In contrast to siRNAs, shRNAs mimic the natural precursors of micro RNAs (miRNAs) and 

enter at the top of the gene silencing pathway. For this reason, shRNAs are believed to mediate 

gene silencing more efficiently by being fed through the entire natural gene silencing pathway.  

[0586] miRNAs are noncoding RNAs of approximately 22 nucleotides, which can 

regulate gene expression at the post transcriptional or translational level during plant and 

animal development. One common feature of miRNAs is that they are all excised from an 

approximately 70 nucleotide precursor RNA stem-loop termed pre-miRNA, probably by Dicer, 

an RNase III-type enzyme, or a homolog thereof. Naturally-occurring miRNAprecursors (pre

miRNA) have a single strand that forms a duplex stein including two portions that are generally 

complementary, and a loop, that connects the two portions of the stem. In typical pre-miRNAs, 

the stem includes one or more bulges, e.g., extra nucleotides that create a single nucleotide 

"loop" in one portion of the stem, and/or one or more unpaired nucleotides that create a gap in 

the hybridization of the two portions of the stem to each other. Short hairpin RNAs, or 

engineered RNA precursors, of the present application are artificial constructs based on these 

naturally occurring pre-miRNAs, but which are engineered to deliver desired RNA silencing 
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agents (e.g., siRNAs of the disclosure). By substituting the stem sequences of the pre-miRNA 

with sequence complementary to the target mRNA, a shRNA is formed. The shRNA is 

processed by the entire gene silencing pathway of the cell, thereby efficiently mediating RNAi.  

[0587] The requisite elements of a shRNA molecule include a first portion and a 

second portion, having sufficient complementarity to anneal or hybridize to form a duplex or 

double-stranded stemportion. The two portions need not be fully or perfectly complementary.  

The first and second "stem" portions are connected by a portion having a sequence that has 

insufficient sequence complementarity to anneal or hybridize to other portions of the shRNA.  

This latter portion is referred to as a "loop" portion in the shRNA molecule. The shRNA 

molecules are processed to generate siRNAs. shRNAs can also include one or more bulges, 

i.e., extra nucleotides that create a small nucleotide "loop" in a portion of the stem, for example 

a one-, two- or three-nucleotide loop. The stem portions can be the same length, or one portion 

can include an overhang of, for example, 1-5 nucleotides. The overhanging nucleotides can 

include, for example, uracils (Us), e.g., all Us. Such Us are notably encoded by thymidines 

(Ts) in the shRNA-encoding DNA which signal the termination of transcription.  

[0588] In shRNAs (or engineered precursor RNAs) of the instant disclosure, one 

portion of the duplex stem is a nucleic acid sequence that is complementary (or anti-sense) to 

the MITtarget sequence. In certain embodiments, one strand of the stem portion of the 

shRNA is sufficiently complementary (e.g., antisense) to a target RNA (e~g., mRNA) sequence 

to mediate degradation or cleavage of said target RNA via RNA interference (RNAi). Thus, 

engineered RNA precursors include a duplex stem with two portions and a loop connecting the 

two stem portions. The antisense portion can be on the 5' or 3' end of the stem. The stem 

portions of a shRNA are about 15 to about 50 nucleotides in length. In certain embodiments, 

the two stem portions are about 18 or 19 to about 21, 22, 23, 24, 25, 30, 35, 37, 38, 39, or 40 

or more nucleotides in length. In certain embodiments, the length of the stem portions should 

be 21 nucleotides or greater. When used in mammalian cells, the length of the ste portions 

should be less than about 30 nucleotides to avoid provoking non-specific responses like the 

interferon pathway. In non-maminmalian cells, the stern can be longer than 30 nucleotides. In 

fact, the stem can include much larger sections complementary to the target mRNA (up to, and 

including the entire mRNA). In fact, a stem portion can include much larger sections 

complementary to the target mRNA (up to, and including the entire mRNA).  

[0589] The two portions of the duplex stem must be sufficiently complementary to 

hybridize to form the duplex stern Thus, the two portions can be, but need not be, fully or 
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perfectly complementary. In addition, the two stem portions can be the same length, or one 

portion can include an overhang of 1, 2, 3, or 4 nucleotides. The overhanging nucleotides can 

include, for example, uracils (Us), e.g., all Us. The loop in the shR NAs or engineered RNA 

precursors may differ from natural pre-miRNA sequences by modifying the loop sequence to 

increase or decrease the number of paired nucleotides, or replacing all or part of the loop 

sequence with a tetraloop.or other loop sequences. Thus, the loop in the shRNAs or engineered 

RNA precursors can be 2, 3, 4, 5, 6, 7, 8, 9, or more, e.g., 15 or 20, or more nucleotides in 

length.  

[0590] The loop in the shRNAs or engineered RNA precursors may differ from 

natural pre-miRNA sequences by modifying the loop sequence to increase or decrease the 

number of paired nucleotides, or replacing all or part of the loop sequence with a tetraloop or 

other loop sequences. Thus, the loop portion in the shRNA can be about 2 to about 20 

nucleotides in length, i.e., about-2, 3, 4, 5, 6, 7, 8, 9, or more, e.g., 15 or 20, or more nucleotides 

in length. In certain embodiments, a loop consists of or comprises a "tetraloop" sequence.  

Exemplary tetraloop sequences include, but are not limited to, the sequences GNRA, where N 

is any nucleotide and R is a purine nucleotide, GGGG, and UUUU 

[0591] In certain embodiments, shRNAs of the present application include the 

sequences of a desired siRNA molecule described supra. In other embodiments, the sequence 

of the antisense portion of a shRNA can be designed essentially as described above or generally 

by selecting an 18, 19, 20, 21 nucleotide, or longer, sequence from within the target RNA (e.g., 

M4PT mRNA), for example, from a region 100 to 200 or 300 nuclotides upstream or 

downstream of the start of translation. In general,the sequence can be selected from any 

portion of the target RNA (e.g., mRNA) including the 5' UTR (untranslated region), coding 

sequence, or 3 UTR. This sequence can optionally follow immediately after a region of the 

target gene containingtwo adjacentAA nucleotides. The last two nucleotidesof the nucleotide 

sequence can be selected to be UU. This 21 or so nucleotide sequence is used to create one 

portion of a duplex stem in the shRNA. This sequence can replace a stem portion of a wild

type pre-miRNA sequence, e.g., enzymatically, or is included in a complete sequence that is 

synthesized. For example, one can synthesize DNA oligonucleotides that encode the entire 

stem-loop engineered RNA precursor, or that encode just the portion to be inserted into the 

duplex stem of the precursor, and using restriction enzymes to build the engineered RNA 

precursor construct, eg., from a wild-type pre-miiRNA 
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[0592] Engineered RNA precursors include, in the duplex sten, the 21-22 or so 

nucleotide sequences of the siRNA or siRNA-like duplex desired to be produced in vivo. Thus, 

the stern portion of the engineered RNA precursor includes at least 18 or 19 nucleotide pairs 

corresponding to the sequence of an exonic portion of the gene whose expression is to be 

reduced or inhibited. The two3' nucleotides flanking this region of the stem are chosen so as 

to maximize the production of the siRNA from the engineered RNA precursor and to maximize 

the efficacy of the resulting siRNA in targeting the corresponding mnRNA for translational 

repression or destruction by RNAi in vivo and in vitro.  

[0593] In certain embodiments, shRNAs of the disclosure include miRNA sequences, 

optionally end-modified miRNA sequences, to enhance entry into RISC. The miRNA 

sequence can be similar or identical to that of any naturally occurring miRNA (see e.g. The 

miRNA Registry; Griffiths-Jones S, Nuc. Acids Res., 2004). Over one thousand natural 

miRNAs have been identified to date and together they are thought to comprise about 1% of 

all predicted genes in the genome. Many natural miRNAs are clustered together in the introns 

of pre-mRNAs and can be identified in.iico using homology-based searches (Pasquinelli et 

al., 2000; Lagos-Quintana et al., 2001; Lau et al., 2001; Lee and Ambros, 2001) or computer 

algorithms (e.g. MiRScan, MiRSeeker) that predict the capability of a candidate miRNA gene 

to form the stem loop structure of a pri-nRNA (Grad et al., Mol. Cell., 2003; Lim et al., Genes 

Dev., 2003; Lim et al., Science, 2003; Lai E C et al., Genome Bio.2003), An online registry 

provides a searchable database of all published miRNA sequences (The miRNA Registry at the 

Sanger Institute website; Griffiths-Jones S, Nuc. Acids Res., 2004). Exemplary, natural 

miRNAsinclude lin-4, let-7, miR-10, mirR-15, miR-16, miR-168, miR-175, miR-196 and their 

homologs, as well as other natural miRNAs from humans and certain model organisms 

including Drosophila melanogaster, (aenorhabditis elegans, zebrafish,Arabidopsis thalania, 

Mus musculus, and Rattus norvegicus as described in International PCT Publication No. WO 

03/029459.  

[0594] Naturally-occurring miRNAs are expressed by endogenous genes in vio and 

are processed from a hairpin or stem-loop precursor (pre-miRNA or pri-miRNAs) by Dicer or 

other RNAses (Lagos-Quintana et al., Science, 2001; Lau et al., Science, 2001; Lee and 

Ambros, Science, 2001; Lagos-Quintana et al., Curr. Biol., 2002; Mourelatos et al, Genes 

Dev., 2002; Reinhart et al., Science, 2002; Ambros et al., Curr. Biol., 2003; Brennecke et al., 

2003; Lagos-Quintana et al., RNA, 2003; Lim et al,, Genes Dev., 2003; Lim et al., Science, 

2003). miRNAs can exist transiently in vivo as a double-stranded duplex, but only one strand 
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is taken up by the RISC complex to direct gene silencing. Certain miRNAs, e.g., plant 

miRNAs, have perfect or near-perfect complementarity to their target mRNAs and, hence, 

direct cleavage of the target mRNAs. Other miRNAs have less than perfect complementarity 

to their target mRNAs and, hence, direct translational repression of the target mRNAs. The 

degree of complementarity between a miRNA and its target rRNA is believed to determine 

its mechanism of action. For example, perfect or near-perfect complementarity between a 

miRNA and its target mRNA is predictive of a cleavage mechanism (Yekta et al., Science, 

2004), whereas less than perfect complementarity is predictive of a translational repression 

mechanism In certain embodiments, the miRNA sequence is that of a naturally-occurring 

miR.NA sequence, the aberrant expression or activity of which is correlated with a niRNA 

disorder.  

d) Dual Functional Oligonucleotide Tethers 

[0595r] In other ebodiments, the RNA silencing agents of the present disclosure 

include dual functional oligonucleotide tethers useful for the intercellular recruitment of a 

miRNA. Animal cells express a range of miRNAs, noncoding RNAs of approximately 22 

nucleotides which can regulate gene expression at the post transcriptional or translational level.  

By binding a miRNA bound to RISC and recruiting it to a target mRNA, a dual functional 

oligonucleotide tether can repress the expression of genes involved e.g., in the arteriosclerotic 

process. The use of oligonucleotide tethers offers several advantages over existing techniques 

to repress the expression of a particular gene. First, the methods described herein allow an 

endogenous molecule (often present in abundance), a miRNA, to mediate RNA silencing.  

Accordingly, the methods described herein obviate the need to introduce foreign molecules 

(e.g., siR.NAs) to mediate RNA silencing. Second, the RNA-silencing agents and the linking 

moiety (egoligonucleotides such as the 2-0-methyl oligonucleotide), can be made stable 

and resistant to nuclease activity. As a result, the tethers of the present disclosure can be 

designed for direct delivery, obviating the need for indirect delivery (e.g. viral) of a precursor 

molecule or plasmid designed to make the desired agent within the cell. Third, tethers and their 

respective moieties, can be designed to conform to specific mRNA sites and specific miRNAs.  

The designs can be cell and gene product specific. Fourth, the methods disclosed herein leave 

the mRNA intact, allowing one skilled in the art to block protein synthesis in short pulses using 

the cell's own machinery. As a result, these methods of RNA silencing are highly regulatable.  
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[0596] The dual functional oligonucleotide tethers ("tethers") of the disclosure are 

designed suchthatthey recruit miRNAs (e.g., endogenous cellular miRNAs) to a targetmRNA 

so as to induce the modulation of a gene of interest. In certain embodiments, the tethers have 

the formula T-L-p, wherein T is an mRNA targeting moiety, L is a linking moiety, and iis a 

miRNA recruiting moiety. Any one or more moiety may be double stranded. In certain 

embodiments, each moiety is single stranded.  

[0597] Moieties within the tethers can be arranged or linked (in the 5' to direction) 

as depicted in the formula T-L-p (i.e., the 3end of the targeting moiety linked to the 5'end of 

the linking moiety and the 3' end of the linking moiety linked to the 5' end of the miRNA 

recruiting moiety). Alternatively, the moieties can be arranged or linked in the tether as 

follows: [-T-L (i.e., the 3' end of the miRNA recruiting moiety linked to the 5' end of the 

linking moiety and the 3end of the linking moiety linked to the 5'end of the targeting moiety).  

[0598] The mRNA targeting moiety, as described above, is capable of capturing a 

specific target mRNA. According to the disclosure, expression of the target mRNA is 

undesirable, and, thus, translational repression of the mRNA is desired. The mRNA targeting 

moiety should be of sufficient size to effectively bind the target mRNA. The length of the 

targeting moiety will vary greatly, depending, in part, on the length of the target mRNA and 

the degree of complementarity between the target mRNA and the targeting moiety. In various 

embodiments, the targeting moiety is less than about 200, 100, 50, 30, 25, 20, 19, 18, 17, 16, 

15, 14, 13, 12, 11, 10, 9, 8, 7, 6, or 5 nucleotides in length. In a certain embodiment, the 

targeting moiety is about 15 to about 25 nucleotides in len gth.  

[0599] The miRNA recruiting moiety, as described above, is capable of associating 

with a miRNA. According to the present application, the miRNA may be any miRNA capable 

of repressing the target mRNA. Mammals are reported to have over 250 endogenous miRNAs 

(Lagos-Quintana et a]. (2002) Current Biol. 12:735-739; Lagos-Quintana et a]. (2001) Science 

294:858-862; and Lim et al. (2003) Science 299:1540). In various embodiments, the miRNA 

may be any art-recognized miRNA.  

[0600] The linking moiety is any agent capable of linking the targeting moieties such 

that the activity of the targeting moieties is maintained. Linking moieties can be 

oligonucleotide moieties comprising asufficient number of nucleotides, such that the targeting 

agents can sufficiently interact with their respective targets. Linking moieties have little or no 

sequence homology with cellular mRNA or miRNA sequences. Exemplary linking moieties 
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include one or more 2'-O-methylnucleotides, e.g, 2-4-metihyladenosine, 2'-0

methylthymidine, 2'-0-methylguanosine or 2'-0-methyluridine.  

e) Gene Silencing Oligonucleotides 

[0601] In certain exemplary embodiments, gene expression (i.e.V LAPT gene 

expression) can be modulated using oligonucleotide-based compounds comprising two or more 

single stranded antisense oligonucleotides that are linked through their5-endsthatallowthe 

presence of two or more accessible 3-ends to effectively inhibit or decrease MAPT gene 

expression. Such linked oligonucleotides are also known as Gene Silencing Oligonucleotides 

(GSOs).(See,e.gUS8,431,544assigned to Idera Pharmaceuticals, Inc., incorporated herein 

by reference in its entirety for all purposes.) 

[0602] The linkage at the 5' ends of the GSOs is independent of the other 

oligonucleotide linkages and may be directly via 5',3 or 2'hydroxyl groups, or indirectly, via 

a non-nucleotide linker or a nucleoside, utilizing either the 2' or hydroxyl positions of the 

nucleoside. Linkages may also utilize a functionalized sugar or nucleobase of a 5' terminal 

nucleotide.  

[0603] GSOs can comprise two identical or different sequences conjugated at their 

5'-5' ends via a phosphodiester, phosphorothioate or non-nucleoside linker. Such compounds 

may comprise 15 to 27 nucleotides that are complementary to specific portions of mRNA 

targets of interest for antisense down regulation of a gene product. GSOs that comprise 

identical sequences can bind to a specific mRNA via Watson-Crick hydrogen bonding 

interactions and inhibit protein expression. GSOs that comprise different sequences are able 

to bind to two or more different regions of one or more mRNA target and inhibit protein 

expression. Such compounds are comprised of heteronucleotide sequences complementary to 

target mRNA and form stable duplex structures through Watson-Crick hydrogen bonding.  

Under certain conditions, GSOs containing two free 3-ends (5'-5'-attached antisense) can be 

more potent inhibitors of gene expression than those containing a single free 3'-end or no free 

3-end.  

[0604] In some embodiments, the non-nucleotide linker is glycerol or a glycerol 

homolog of the formula HO--(CH2 )--CH(OH)--(CH2)p--OH, wherein o and p independently 

are integers from 1 to about 6, from I to about 4 or from 1 to about 3. In some other 

embodiments, the non-nucleotide linker is a derivative of 1,3-diamino-2-hydroxypropane.  
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Some such derivatives have the formula - CH 2)m--C(O)NH--C-CI(OH-CIH-

NHC(O)-(CH)m-OH, wherein m is an integer from 0 to about 10, from 0 to about 6, from 2 

to about 6 or from 2 to about 4.  

[0605] Some non-nucleotide linkers permit attachment of more than two GSO 

components. For example, the non-nucleotide linker glycerol has three hydroxyl groups to 

which GSO components may be covalently attached. Some oligonucleotide-based compounds 

of the disclosure, therefore, comprise two or more oligonucleotides linked to a nucleotide or a 

non-nucleotide linker. Such oligonucleotides according to the disclosure are referred to as 

being "branched." 

[0606] In certain embodiments, GSOs are at least 14 nucleotides in length. In certain 

exemplary embodiments, GSOs are 15 to 40 nucleotides long or 20 to 30 nucleotides in length.  

Thus, the component oligonucleotides of GSOs can independently be 14, 15, 16, 17, 18, 19, 

20, 21, 22, 23, 24, 25, 26, 27, 28, 29, 30, 31, 32, 33, 34, 35, 36, 37, 38, 39 or 40 nucleotides in 

length.  

[0607] These oligonucleotides can be prepared by the art recognized methods, such 

as phosphoramidate or H-phosphonate chemistry, which can be carried out manually or by an 

automated synthesizer. These oligonucleotides may also be modified in a number of ways 

without compromising their ability to hybridize to mRNA. Such modifications may include at 

least one internucleotide linkage of the oligonucleotide being an alkylphosphonate, 

phosphorothioate, phosphorodithioate, methylphosphonate, phosphate ester, 

alkylphosphonothioate, phosphoramidate, carbamate, carbonate, phosphate hydroxyl, 

acetamidate, carboxymethyl ester, or a combination of these and other internucleotide linkages 

between the 5' end of one nucleotide and the 3' end of another nucleotide, in which the 5' 

nucleotide phosphodiester linkage has been replaced with any number of chemical groups 

V. Modified Anti-MAPTRNASilencingAgents 

[0608] In certain aspects of the disclosure, an RNA silencing agent (or any portion 

thereof) of the present application, as described supra, may be modified, such that the activity 

of the agent is further improved. For example, the RNA silencing agents described in Section 

11 supra, may be modified with any of the modifications described infra. The modifications 

can, in part, serve to further enhance target discrimination, to enhance stability of the agent 

(e.g., to prevent degradation), to promote cellular uptake, to enhance the target efficiency, to 
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improve efficacy in binding (e.g., to the targets), to improve patient tolerance to the agent, 

and/or to reduce toxicity.  

1)Modifications to Enhance TargetDiscrimination 

[0609] In certain embodiments, the RNA silencing agents of the present application 

may be substituted with a destabilizing nucleotide to enhance single nucleotide target 

discrimination (see U.S. application Ser. No. 11/698,689, filed Jan. 25, 2007 and U S.  

Provisional Application No. 60/762,225 filed Jan. 25, 2006, both of which are incorporated 

herein by reference). Such a modification may be sufficient to abolish the specificity of the 

RNA silencing agent for a non-target mRNA (e.g. wild-type mRNA), without appreciably 

affecting the specificity of the RNA silencing agent for a target mR-NA (eg. gain-of-function 

mutant mRNA).  

[0610] In certain embodiments, the RNA silencing agents of the present application 

are modified by the introduction of at least one universal nucleotide in the antisense strand 

thereof. Universal nucleotides comprise base portions that are capable of base pairing 

indiscriminately with any of the four conventional nucleotide bases (e.g. A, G, C, U). A 

universal nucleotide is contemplated because it has relatively minor effect on the stability of 

the RNA duplex or the duplex formed by the guide strand of the RNA silencing agent and the 

target mRNA. Exemplary universal nucleotides include those having an inosine base portion 

or an inosine analog base portion selected from the group consisting of deoxyinosine (e.g.2

deoxyinosine), 7-deaza-2'-deoxyinosine, 2 -aza-2'-deoxyinosine, PNA-inosine, morpholino

inosine, LNA-inosine, phosphoramidate-inosine, 2-0-methoxyethyl-inosine, and 2'-OMe

inosine. In certain embodiments, the universal nucleotide is an inosine residue or a naturally 

occurring analog thereof 

[0611] In certain embodiments, the RNA silencing agents of the disclosure are 

modified by the introduction of at least one destabilizing nucleotide within 5 nucleotides from 

a specificity-deternining nucleotide (i.e., the nucleotide which recognizes the disease-related 

polymorphism). For example, the destabilizingnucleotide maybe introduced at a position that 

is within 5, 4, 3, 2, or I nucleotide(s) from a specificity-determining nucleotide. In exemplary 

embodiments, the destabilizing nucleotide is introduced at a position which is 3 nucleotides 

from the specificity-determining nucleotide (i.e., such that there are 2 stabilizing nucleotides 

between the destablilizing nucleotide and the specificity-determining nucleotide). In RNA 
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silencing agents having two strands or strand portions (e.g. siRNAs and shRNAs), the 

destabilizing nucleotide may be introduced in the strand or strand portion that does not contain 

the specificity-determining nucleotide. In certain embodinents, the destabilizing nucleotide is 

introduced in the same strand or strand portion that contains the specificity-determining 

nucleotide.  

2) Modifications to Enhance Efficacy and Specificity 

[0612] In certain embodiments, the RNA silencing agents of the disclosure may be 

altered to facilitate enhanced efficacy and specificity in mediating RNAi according to 

asymmetrydesign rules (see U S. Patent Nos. 8,309,704, 7,750,144, 8,304,530, 8,329,892 and 

8,309,705). Such alterations facilitate entry of the antisense strand of the siRNA (e.g., a siRNA 

designed using the methods of the present application or an siRNA produced from a shRNA) 

into RISC in favor of the sense strand, such that the antisense strand preferentially guides 

cleavage or translational repression of a target mRNA, and thus increasing or improving the 

efficiency of target cleavage and silencing. In certain embodiments, the asymmetryof an RNA 

silencing agent is enhanced by lessening the base pair strength between the antisense strand 5' 

end (AS 5') and the sense strand 3' end (S 3') of the RNA silencing agent relative to the bond 

strength or base pair strength between the antisense strand 3' end (AS 3) and the sense strand 

5' end (S'5) of said RNA silencing agent.  

[0613] In one embodiment, the asymmetry of an RNA silencing agent of the present 

application may be enhanced such that there are fewer Gi:C base pairs between the 5'end of the 

first or antisense strand and the 3'end of the sense strand portion than between the 3' end of the 

first or antisense strand and the 5'end of the sense strand portion In another embodiment, the 

asymmetry of an RNA silencing agent of the disclosure may be enhanced such that there is at 

least one mismatched base pair between the 5'end of the first or antisense strand and the 3'end 

of the sense strand portion. In certain embodiments, the mismatched base pair is selected from 

the group consisting of G:A, C:A,:, G:G, A:A, C:C and U:U. In another embodiment, the 

asymmetry of an RNA silencing agent of the disclosure may be enhanced such that there is at 

least one wobble base pair, e.g., G:t, between the 5'end of the first or antisense strand and the 

3' end of the sense strand portion. In another embodiment, the asymmetry of an RNA silencing 

agent of the disclosure may be enhanced such that there is at least one base pair comprising a 

rare nucleotide, e.g., inosine (I). In certain embodiments, the base pair is selected from the 
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group consisting of an I:A, I:U and I:C. In yet another embodiment, the asymmetry of an RNA 

silencing agent of the disclosure may be enhanced such that there is at least one base pair 

comprising a modified nucleotide. In certain embodiments, the modified nucleotide is selected 

from the group consisting of 2-amino-G, 2-amino-A, 2,6-diamino-G, and 2,6-diamino-A.  

3) RNA Silencing Agents with Enhanced-Stability 

[0614] The RNA silencing agents of the present application can be modified to 

improve stability in serum or in growth medium for cell cultures. In order to enhance the 

stability, the 3-residues may be stabilized against degradation, eg., they may be selected such 

that they consist of purine nucleotides, such as adenosine or guanosine nucleotides.  

Alternatively, substitution of pyrimidine nucleotides by modified analogues, e.g., substitution 

of uridine by 2'-deoxythymidine is tolerated and does not affect the efficiency of RNA 

interference.  

[0615] In a one aspect, the present application features RNA silencing agents that 

include first and second strands wherein the second strand and/or first strand is modified by the 

substitution of internal nucleotides with modified nucleotides, such that in vivo stability is 

enhanced as compared to a corresponding unmodified RNA silencing agent. As defined herein, 

an "internal" nucleotide is one occurring at any position other than the 5'end or 3' end of nucleic 

acid molecule, polynucleotide or oligonucleotide. An internal nucleotide can be within a 

single-stranded molecule or within a strand of a duplex or double-stranded molecule. In one 

embodiment, the sense strand and/or antisense strand is modified by the substitution of at least 

one internal nucleotide. In another embodiment, the sense strand and/or antisense strand is 

modified by the substitution of at least 2, 3, 4, 5, 6, 7, 8, 9, 10, 11, 12, 13, 14, 15, 16, 17, 18, 

19, 20, 21, 22, 23, 24, 25 or more internal nucleotides. In another embodiment, the sense strand 

and/or antisense strand is modified by the substitution of at least 5%, 10%, 15%, 20%, 25%, 

30%,350%,40%,45%,50%, 55%, 60%,65%, 70%,75%, 80%,85%,90%, 95% or more of the 

internal nucleotides. In yet another embodiment, the sense strand and/or antisense strand is 

modified by the substitution of all of the internal nucleotides.  

[0616] In one aspect, the present application features RNA silencing agents that are 

at least 80% chemically modified. In certain embodiments, the RNA silencing agents may be 

fully chemically modified, i.e., 100% of the nucleotides are chemically modified. In another 

aspect, the present application features RNA silencing agents comprising2'-OH ribose groups 
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that are at least 80% chemically modified. In certain embodiments, the RNA silencing agents 

comprise 2'-OH ribose groups that are about 80%, 85%, 90%, 95%, or 100% chemically 

modified.  

[0617] In certain embodiments, the RNA silencing agents may contain at least one 

modified nucleotide analogue. The nucleotide analogues may be located at positions where 

the target-specific silencing activity, e.g., the RNAi mediating activity or transitional 

repression activity is not substantially affectede.g, in a region at the 5'-end and/or the 3-end 

of the siR NA molecule. Moreover, the ends may be stabilized by incorporating modified 

nucleotide analogues.  

[0618] Exemplary nucleotide analogues include sugar- and/or backbone-modified 

ribonucleotides (i.e., include modifications to the phosphate-sugar backbone). For example, 

the phosphodiester linkages of natural RNA may be modified to include at least one of a 

nitrogen or sulfur heteroatom. In exemplary backbone-modified ribonucleotides, the 

phosphoester group connecting to adjacent ribonucleotides is replaced by a modified group, 

e.g., of phosphothioate group. In exemplary sugar-modified ribonucleotides, the 2' OH-group 

is replaced by a group selected fiorm H, OR, R, halo, SH, SR, NH -, NIR, NR2 or ON, wherein 

Ris CC alkyl, alkenyl or alkynyl and halo is F, Ci, Br or I.  

[0619] In certain embodiments, the modifications are 2'-fluoro, 2'-amino and/or 2'

thio modifications. Modifications include 2-fluoro-cytidine, 2'-fluoro-uridine, 2'-fluoro

adenosine, 2-fluoro-guanosine, 2'-amino-cytidine, 2'-amino-uridine, 2-amino-adenosine, 2'

amino-guanosine, 2,6-diaminopurine, 4-thio-uridine, and/or 5-amino-allyl-uridine. In a certain 

embodiment, the '-fluoro ribonucleotides are every uridine and cytidine. Additional 

exemplary modifications include 5-bromo-uridine, 5-iodo-uridine, 5-methyl-cytidine, ribo

thymidine, 2-aminopurine, 2'-amino-butyiri-pyrene-uridine, 5-fluoro-cytidine, and 5-fluoro

uridine. 2-deoxy-nucleotides and 2-Ome nucleotides can also be used within modified RNA

silencing agents moities of the instant disclosure. Additional modified residues include, deoxy

abasic, inosine, N3-methyl-uridine, N6,N6-dimethyl-adenosine, pseudouridine, urine 

ribonucleoside and ribavirin. In a certain embodiment, the 2' moiety is a methyl group such 

that the linking moiety is a 2-0-methyl oligonucleotide.  

[0620] In a certain embodiment, the RNA silencing agent of the present application 

comprises Locked Nucleic Acids (LNAs). LNAs comprise sugar-modified nucleotides that 

resist nuclease activities (are highly stable) and possess single nucleotide discrimination for 
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mRNA (Elmen et at., Nucleic Acids Res., (2005), 33(1): 439-447; Braasch et a. 2003) 

Biochemistry 42:7967-7975, Petersen et al. (2003) Trends Biotechnol 21:74-81). These 

molecules have 2-0,4'-C-ethylene-bridged nucleic acids, with possible modifications such as 

2'-deoxy-2-fluorouridine. Moreover, LNNs increase the specificity of oligonucleotides by 

constraining the sugar moiety into the 3-endo conformation, thereby pre-organizing the 

nucleotide forbase pairingand increasing the melting temperature of the oligonucleotide by as 

much as 10 °C per base.  

[0621] In another exemplary embodiment, the RNA silencing agent of the present 

application comprises Peptide NucleicAcids (PNAs). PNAs comprise modified nucleotides 

in which the sugar-phosphate portion of the nucleotide is replaced with a neutral 2-amino 

ethylglyine moiety capable of forming a polyamide backbone ,which is highly resistant to 

nuclease digestion and imparts improved binding specificity to the molecule (Nielsen, et al., 

Science, (2001), 254: 1497-1500).  

[0622] Also contemplated are nucleobase-modified ribonucleotides, i.e.  

ribonucleotides, containing at least one non-naturally occurring nucleobase instead of a 

naturally occurring nucleobase. Bases may be modified to block the activity of adenosine 

deaminase. Exemplary modified nucleobases include, but are not limited to, uridine and/or 

cytidine modified at the 5-position, e.g., 5-(2-amino)propyl uridine, 5-bromo uridine; 

adenosine and/or guanosines modified at the 8 position, e.g. 8-bromo guanosine; deaza 

nucleotides, e.g., 7-deaza-adenosine; 0- and N-alkylated nucleotides, e.g., N6-methyl 

adenosine are suitable. It should be noted that the above modifications may be combined.  

[0623] In other embodiments, cross-linking can be employed to alter the 

pharmacokinetics of the RNA silencing agent, for example, to increase half-life in the body.  

Thus, the present application includes RNA silencing agents having two complementary 

strands of nucleic acid, wherein the two strands are crosslinked. The present application also 

includes RNA silencing agents which are conjugated or unconjugated (e.g., at its terminus) 

to another moiety (e.g. a non-nucleic acid moiety such as a peptide), an organic compound 

(e.g., a dye), or the like). Modifying siRNA derivatives in this way may improve cellular 

uptake or enhance cellular targeting activities of the resulting siRNA derivative as compared 

tothe corresponding siRNA, are useful for tracingthe siRNAderivative in the cell, or improve 

the stability of thesiRNA derivative compared to the corresponding siRNA.  
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[0624] Other exemplary modifications include: (a)2'modification, e.g., provision of 

a 2' OMe moiety on a U in a sense or antisense strand, but especially on a sense strand, or 

provision of a 2OMe moiety in a 3' overhang, e.g., at the terminus (3' terminus means atthe 

3 atom of the molecule or at the most 3' moiety, e.g., the most 3' P or 2' position, as indicated 

by the context); (b) modification of the backbone, e.g., with the replacement of an 0 with an S, 

in the phosphate backbone, e.g., the provision of a phosphorothioate modification, on the U or 

the A or both, especially on an antisense strand; e g., with the replacement of a 0 with an S; 

(c) replacement of the U with a C5 amino linker; (d) replacement of an A with a G (sequence 

changes can be located on the sense strand and not the antisense strand in certain 

embodiments); and (d) modification at the 2', 6', 7', or 8' position. Exemplary embodiments 

are those in which one or more of these modifications are present on the sense but not the 

antisense strand, or embodiments where the antisense strand has fewer of such modifications.  

Yet other exemplary modifications include the use of a methylated P in a 3' overhang, e.g., at 

the 3 terminus; combination of a 2' modification, e.g., provision of a 20 Me moiety and 

modification of the backbone, e.g., with the replacement of a O with an S, e.g., the provision 

of a phosphorothioate modification, or the use of a methylated P, in a 3' overhang e.g.,at the 

3 terminus; modification with a 3' alkyl; modification with an abasic pyrrolidone in a 3' 

overhang, e.g., at the 3' terminus; modification with naproxen, ibuprofen, or other moieties 

which inhibit degradation at the 3' terminus.  

Heavily modified RNA silencing agents 

[0625] In certain embodiments, the RNA silencing agent comprises at least 80% 

chemically modified nucleotides. In certain embodiments, the RNA silencing agent is fully 

chemically modified, ie., 100% of the nucleotides are chemically modified.  

[0626] In certain embodiments, the RNA silencing agent is 2'-0-methyl rich, i~e., 

comprises greater than 50% 2'-O-methyl content. In certain embodiments, the RNA silencing 

agent comprises at least about 55%, 60%, 65%, 70%, 75%, 80%, 85%, 90%, 95%, or 100% 2

0-methyl nucleotide content. In certain embodiments, the RNA silencing agent comprises at 

least about 70% 20-methyl nucleotide modifications. In certain embodiments, the RNA 

silencing agent comprises between about 70% and about 90% 2'-O-methyl nucleotide 

modifications. In certain embodiments, the RNA silencing agent is a dsRNA comprising an 

antisense strand and sense strand. In certain embodiments, the antisense strand comprises at 

112



WO 2021/188626 PCT/US2021/022688 

least about 70%2'4O-methyl nucleotide modifications. In certain embodiments, the antisense 

strand comprises between about 70% and about 90% 2'-O-methyl nucleotide modifications.  

In certain embodiments, the sense strand comprises at least about 70% 2-0-methyl nucleotide 

modifications. In certain embodiments, the sense strand comprises between about 70% and 

about 90% 2'-0-methyl nucleotide modifications. In certain embodiments, the sense strand 

comprises between 100% 2'-O-methyl nucleotide modifications.  

[0627] 2'-0-methyl rich RNA silencing agents and specific chemical modification 

patterns are further described in U.S.SN, 16/550,076 (filed August 23, 2019) and U.S.S.N.  

62/891185 (filed August 23, 2019), each of which is incorporated herein by reference.  

Internucleotide linkage modifications 

[0628] In certain embodiments, at least one internucleotide linkage, intersubunit 

linkage, or nucleotide backbone is modified in the RNA silencing agent. In certain 

embodiments, all of the internucleotide linkages in the RNA silencing agent are modified. In 

certain embodiments, the modified internucleotide linkage comprises a phosphorothioate 

internucleotide linkage. In certain embodiments, the R-NA silencing agent comprise 1, 2, 3, 4, 

5, 6, 7, 8, 9, 10, 11, 12, 13, 14, 15, 16, 17, 18, 19, 20, 21, 223, 24, or 25 phosphorothioate 

internucleotide linkages. In certain embodiments, the RNA silencing agent comprises 4-16 

phosphorothioate internucleotide linkages. In certain embodiments, the RNA silencing agent 

comprises 8-13 phosphorothioate internucleotide linkages. In certain embodiments, the RNA 

silencing agent is a dsRNA comprising an antisense strand and a sensestrand, each comprising 

a 5' end and a 3' end. In certain embodiments, the nucleotides at positions 1 and 2 from the 5' 

end of sense strand are connected to adjacent ribonucleotides via phosphorothioate 

intemucleotide linkages. In certain embodiments, the nucleotides at positions 1 and 2 from the 

3' end of sense strand are connected to adjacent ribonucleotides via phosphorothioate 

internucleotide linkages. In certain embodiments, the nucleotides at positions I and 2 from the 

5' end of antisense strand are connected to adjacent ribonucleotides via phosphorothioate 

internucleotide linkages. In certain embodiments, the nucleotides at positions 1-2 to 1-8 from 

the 3' end of antisense strand are connected to adjacent ribonucleotides via phosphorothioate 

internucleotide linkages. In certain embodiments, the nucleotides at positions 1-2, 1-3, 1-4, 1

5, 1-6, 1-7, or 1-8 from the 3' end of antisense strand are connected to adjacent ribonucleotides 

via phosphorothioate internucleotide linkages. In certain embodiments, the nucleotides at 
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positions 1-2 to 1-7 from the 3' end of antisense strand are connected to adjacent 

ribonucleotides via phosphorothioate internucleotide linkages.  

[0629] In one aspect, the disclosure provides a modified oligonucleotide, said 

oligonucleotide having a 5' end, a 3' end, that is complementary to a target, wherein the 

oligonucleotide comprises a sense and antisense strand, and at least one modified intersubunit 

linkage of Formula (I): 

B 

TEX, 
Y 

0~ B 
-o, 

x 

(I) 

wherein: 

B is a base pairing moiety; 

W is selected from the group consisting of 0, OCL,CH, CH2 , and CH; 

Xis selected from the group consisting of halo, hydroxy, and C1.6 alkoxy; 

Y is selected from the group consisting of 0-OH, OR, NH-, N2, S-, and SH; 

Z is selected from the group consisting of 0 and CH2 ; 

R is a protecting group; and 

is an optional double bond.  

[0630]In an embodiment of Formula (I), when W is CH, is a 

double bond.  

[0631] In an embodiment of Formula (I), when W selected from the group consisting 

of 0, 1C 2 , OC0, (112, = is a single bond.  

[0632]In an embodiment of Formula (I), when Y is O-, either Z or 

W is not 0.  

[0633] In an embodiment of Formula (I), Z is CH2 and W is C- 2 . In another 

embodiment, the modified intersubunit linkage of Formula (1) is a modified intersubunit 

linkage of Formula (II): 
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B 

Y- p 

B 

b x 

[0634] In an embodiment of Formula (I), Z is CH2 and W is &. In another 

embodiment, wherein the modified intersubunit linkage of Formula (I) is a modified 

intersubunit linkage of Formula (III): 

.~ B 

&°6 B 

0 

(III 

[0635] In an embodiment of Formula (I), Z is O and W is CHz., In another 

embodiment, the modified intersubunit linkage of Formula (I) is a modified intersubunit 

linkage of Formula (IV): 

X 

cf' 
B 

-o 

6 x 

(IV).  

[0636] in anembodiment ofFormula(I),ZisOa ndXWisiCH.Insanother embodiment, 

the modified intersubunit linkage of Formula (I) is a modified intersubunit linkage of Formula 
V:V 
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B 

x 
Y--.~ 

0" 

b x 

(V).  

[0637] In an embodiment of Formula (I) Z is 0 and W isOCI In another 

embodiment, the modified intersubunit linkage of Formula (I) is a modified intersubunit 

linkage of Formula VI: 

B 

Y

(VI).  

[0638] Inanembodiment ofFormula (I),ZisCH-andXWisCI.Inanother 

embodiment, the modified intersubunit linkage of Formula (I) is a modified intersubunit 

linkage of Formula VII: 

B 

Y- 7 
.0 

6x B 
-o 

(VII).  

[0639] In an embodiment of Formula (I), the base pairing moiety B is selected from 

the group consisting of adenine, guanine, cytosine, and uracil.  

[0640] In an embodiment, the modified oligonucleotide is incorporated into siRNA, 

said modified siR.NA havinga 5' end, a 3' end, that is complementary to a target, wherein the 
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siRNA comprises a sense and antisense strand, and at least one modified intersubunit linkage 

of any one or more of Formula (I), Formula (II), Formula (III), Formula (IV),Formula (V), 

Fonnula (VI), or Formula (VII).  

[0641] In an embodiment, the modified oligonucleotide is incorporated into siRNA, 

said modified siRNA having a 5' end, a 3' end, that is complementary to a target and comprises 

a sense and antisense strand, wherein the siRNA comprises at least one modified intersubunit 

linkage is of Formula VIII: 

T 

(VIII); 

wherein: 

D is selected from the group consisting of 0, OCH2. OCH, CH2, and CH; 

C is selected from the group consisting of 0-, OR, OR', NH-, NH2, S-, and SH; 

A is selected from the group consisting of 0 and C2; 

R' is a protecting group; 

is an optional double bond; and 

the intersubunit is bridging two optionally modified nucleosides.  

[0642] In an embodiment, when C is 0-, either A or D is not 0.  

[0643] In an embodiment, D is CH In another embodiment, the modified intersubunit 

linkage of Formula VIIIis a modified intersubunit linkage of Fornula (IX): 

CP 
C' 

(IX).  

[0644] In an embodiment, D is 0. In another embodiment, the modified intersubunit 

linkage of Formula VIII is a modified intersubunit linkage of Formula (X): 
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(X) 

[0645] In an embodiment, D is CH2. In another embodiment, the modified intersubunit 

linkage of Formula (VIII) is a modified intersubunit linkage of Formula (XI): 

C6' 

(X).  

[0646] In an embodiment, D is CH. In another embodiment, the modified intersubunit 

linkage of Formula VIII is a modified intersubunit linkage of Formula (XII): 

TV 

(XII).  

[0647] In another embodiment, the modified intersubunit linkage of Formila (VII) is 

a modified intersubunit linkage of Formula (XIV): 

(XIV).  

[0648] In an embodiment, D is OCH2 . In another embodiment, the modified 

intersubunit linkage of Formula (VII) is a modified intersubunit linkage of Formula (XIII): 
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C-4 

(XIHI).  

[0649] In another embodiment, the modified intersubunit linkage of Formula (VTI) is a 

modified intersubunit linkage of Formula (XXa): 

Y 

6v 

(XXa) 

[0650] In an embodiment of the modified siRNA linkage, each optionally modified 

nucleoside is independently, at each occurrence, selected from the group consisting of 

adenosine, guanosine, cytidine, and uridine.  

[0651] In certain exemplary embodiments of Formula (I), W is 0. in another 

embodiment, W is CH2. In yet another embodiment, W is CH.  

[0652] In certain exemplary embodiments of Formula (J), X is OH. In another 

embodiment, X is 0CH3. In yet another embodiment, X is halo.  

[0653] In a certain embodiment of Formula (I), the modified siRNA does not comprise 

a 2'-fluoro substituent.  

[0654] In an embodiment of Formula (I), Y is 0-, In another embodiment, Y is 01-. In 

yet another embodiment, Y is OR, In still another embodiment, Y is NH-. In an embodiment, 

Y is NH In another embodiment, Y is S- In yet another embodiment, Y is SI-.  

[0655] In an embodiment of Formula (I), Z is 0. In another embodiment, Z is CH2.  

[0656] In an embodiment, the modified intersubunit linkage is inserted on position 1-2 

of the antisense strand. in another embodiment, the modified intersubunit linkage is inserted 

on position 6-7 of the antisense strand. In yet another embodiment, the modified intersubunit 

linkage is inserted on position 10-11 of the antisense strand. In still another embodiment, the 

modified intersubunit linkage is inserted on position 19-20 of the antisense strand. In an 
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embodiment, the modified intersubunit linkage is inserted on positions 5-6 and 18-19 of the 

antisense strand.  

[0657] In an exemplary embodiment of the modified siRNA linkage of Formula (VIII), 

C is 0-. In another embodiment, C is OH. In yet another embodiment, C is OR'. In still another 

embodiment, C is NH-. In an embodiment, C is NH 2. In another embodiment, C is S-. In yet 

another embodiment, C is SI.  

[0658] In an exemplary embodiment of the modified siRNA linkage of Formula (VIII), 

A is 0. In another embodiment, A is CH2 . In yet another embodiment, C is OR. In still another 

embodiment, C is NH-. In an embodiment, C is NH 2. In another embodiment, C is S-. In yet 

another embodiment, C is SH.  

[0659] In a certain embodiment of the modified siRNA linkage of Formula (Viii), the 

optionally modified nucleoside is adenosine. In another embodiment of the modified siRNA 

linkage of Formula (VIII), the optionally modified nucleoside is guanosine. In another 

embodiment of the modified siRNA linkage of Formula (VIII), the optionally modified 

nucleoside is cytidine. In another embodiment of the modified siRNA linkage of Formula 

(VIII), the optionally modified nucleoside is uridine.  

[0660] In an embodiment of the modified siRNA linkage, wherein the linkage is 

inserted on position 1-2 of the antisense strand. In another embodiment, the linkage is inserted 

on position 6-7 of the antisense strand. In yet another embodiment, the linkage is inserted on 

position 10-11 of the antisense strand. In still another embodiment, the linkage is inserted on 

position 19-20 of the antisense strand. In an embodiment, the linkage is inserted on positions 

5-6 and 18-19 of the antisense strand.  

[0661] In certain embodiments of Formula (I), the base pairing moiety B is adenine. In 

certain embodiments of Formula (I), the base pairing moiety B is guanine. In certain 

embodiments of Formula (I), the base pairing moiety B is cytosine. In certain embodiments of 

Formula (I), the base pairing moiety B is uracil.  

[0662] In an embodiment of Formula (I), W is 0. In an embodiment of Formula (I), W 

is CH2 . In an embodiment of Formula (I), W is CH.  

[0663] In an embodiment of Formula (I), X is O1. In an embodiment of Formula (I), 

X is OC- 3. In an embodiment of Formula (I), X is halo.  
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[0664] In an exemplary embodiment of Formula (I), the modified oligonucleotide does 

not comprise a 2'-fluoro substituent.  

[0665] In an embodiment of Formula (I), Y is 0-. In an embodiment of Formula (I), Y 

is OH. In an embodiment of Formula (I), Y is OR. In an embodiment of Formula (I), Y is NH

. In an embodiment of Formula (I), Y is NH2. In an embodiment of Formula (I), Y is S-. In an 

embodiment of Formula (I), Y is SI 

[0666] In an embodiment of Formula (I), Z is 0. In an embodiment of Formula (I), Z 

is CH2 .  

[0667] In an embodiment of the Formula (1), the linkage is inserted on position 1-2 of 

the antisense strand. In another embodiment of Formula (I), the linkage is inserted on position 

6-7 of the antisense strand. In yet another embodiment of Formula (I), the linkage is inserted 

on position 10-11 of the antisense strand. In still another embodiment of Formula (I), the 

linkage is inserted on position 19-20 of the antisense strand. In an embodiment of Formula (I), 

the linkage is inserted on positions 5-6 and 18-19 of the antisense strand.  

[0668] Modified intersubunit linkages are further described in U.S.S.N. 62/824,136 

(filed March 26, 2019), U S. SN 62/826,454 (filed March 29, 2019), and U. S SN. 62/864,792 

(filed June 21, 2019), each of which is incorporated herein by reference.  

4) Coniugated Functional Moieties 

[0669] In other embodiments, RNA silencing agents may be modified with one or 

more functional moieties. A functional moiety is a molecule that confers one or more 

additional activities to the RNA silencing agent. In certain embodiments, the functional 

moieties enhance cellular uptake by target cells (e.g., neuronal cells). Thus, the disclosure 

includes RNA silencing agents which are conjugated or unconjugated (eg., at its 5' arid/or 3 

terminus) to another moiety (e.g. a non-nucleic acid moiety such as a peptide), an organic 

compound (e.g., a dye), or the like. The conjugation can be accomplished by methods known 

in the art, e.g., using the methods of Lambert et al., Drug Deliv. Rev.: 47(1), 99-112 (2001) 

(describes nucleic acids loaded to polyalkylcyanoacrylate (PACA) nanoparticles); Fattal et al., 

J. Control Release 53(1-3):137-43 (1998) (describes nucleic acids bound to nanoparticles); 

Schwab et al., Ann. Oncol. 5 Suppl. 4:55-8 (1994) (describes nucleic acids linked to 

intercalating agents, hydrophobic groups, polycations or PACA nanoparticles); and Godard et 

al., Eur. J. Biochem. 232(2):404-10 (1995) (describes nucleic acids linked to nanoparticles).  
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[0670] in a certain embodiment, the functional moiety is a hydrophobic moiety. In a 

certain embodiment, the hydrophobic moiety is selected from the group consisting of fatty 

acids, steroids, secosteroids, lipids, gangliosides and nucleoside analogs, endocannabinoids, 

and vitamins. In a certain embodiment, the steroid selected from the group consisting of 

cholesterol anid Lithocholic acid (LCA). In a certain embodiment, the fatty acid selected from 

the group consisting of Eicosapentaenoic acid (EPA), Dcosahexaenoic acid (DNA) and 

Docosanoic acid (DCA). In a certain embodiment, the vitamin selected from the group 

consisting of choline, vitamin A, vitamin E, derivatives thereof, and metabolites thereof In a 

certain embodiment, the vitamin is selected from the group consisting of retinoic acid and 

alpha-tocopheryl succinate.  

[0671] In a certain embodiment, an RNA silencing agent of disclosure is cnjugated 

to a. lipophilic moiety. in one embodiment, the lipophilic moiety is a ligand that includes a.  

cationicgroup. In another embodiment, the lipophilic moiety is attached to one or both strands 

of ansiRNA. In an exemplary embodiment, the lipophilic moiety is attached to one end of the 

sense strand of the siRNA. In another exemplary embodiment, the lipophilic moiety is attached 

to the 3end of the sense strand. In certain embodiments, the lipophilic moiety is selected from 

the group consisting.of cholesterol, vitamin E, vitamin K, vitamin A, folic acid, a cationic dye 

(e.g., Cy3). In an exemplary embodiment, the lipophilic moiety is cholesterol. Other lipophilic 

moieties include cholic acid, adamantane acetic acid, I-pyrene butyric acid, 

dihydrotestosterone, 1,3-Bis-O(hexadecyl)glycerol, geranyloxyhexyl group, 

hexadecylglycerol, bornieol, menthol, 1,3-propanediol, heptadecyl group, palmnitic acid, 

myristic acid, 03-(oleoyl)lithocholic acid, 03-(oleoyl)cholenic acid, dimethoxytrityl, or 

phenoxazine.  

[0672] In certain embodiments, the fictional moieties may comprise one or more 

ligands tethered to an RNA silencing agent to improve stability, hybridization thermodynamics 

with a target nucleic acid, targeting to a particular tissue or cell-type, or cell permeability, e.g., 

by an endocytosis-dependent or -independent mechanism. Ligands and associated 

modifications can also increase sequence specificity aid consequently decrease off-site 

targeting. A tethered ligand can include oneor more modified bases or sugars that can function 

asintercalators. Thesecan belocatedinan internalregion, suchasin a bulge ofRiNAsilencing 

agent/target duplex. The intercalator can be an aromatic, e.g., a polycyclic aromatic or 

heterocyclicaromaticcompound. A polycyclic intercalator can have stacking capabilities, and 

can include systems with 2, 3, or 4 fused rings. The universal bases described herein can be 
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included on a ligand. In one embodiment, the ligand can include a cleaving group that 

contributes to target gene inhibition by cleavage of the target nucleic acid. The cleaving group 

can be, for example, a bleomycin (e.g., bleomycin-A5, bleomycin-A2, or bleomycin-B2), 

pyrene, phenanthroline (e.g., 0-phenanthroline), a polyamine, a tripeptide (e.g., lys-tyr-lys 

tripeptide), or a metal ion chelating group. The metal ion chelating group can include, e.g., an 

Lu(III) or EIJ(iI) macrocyclic complex, a Zn(II) 2,9-dimethylphenanthroline derivative, a 

Cu(II) terpyridine, or acridine, which can promote the selective cleavage of target RNA at the 

site of the bulge by free metal ions, such as Lu(I). In some embodiments, a peptide ligand 

can be tethered to a RNA silencing agent to promote cleavage of the target RNA, e.g.at the 

bulge region. For example, 1,8-dimethyl-1,3,6,8,10,13-hexaazacyclotetradecane (cyclam) can 

be conjugated to a peptide (e.g., by an amino acid derivative) to promote target RNA cleavage.  

A tethered ligand can be an aminoglycoside ligand, which can cause an RNA silencing agent 

to have improved hybridization properties or improved sequence specificity. Exemplary 

aminoglycosides include glycosylated polylysine, galactosylated polylysine, neomycin 13, 

tobramycin, kanamycin A, and acridine conjugates of aminoglycosides, such as Neo-N

acridine, Neo-S-acridine, Neo-C-acridine, Tobra-N-acridine, and KanaA-N-acridine. Use of 

an acridine analog can increase sequence specificity. For example, neomycin B has a high 

affinity for RNA as compared to DNA, but low sequence-specificity. An acridine analog, neo

5-acridine, has an increased affinity for the HIV Rev-response element (RRE). In some 

embodiments, the guanidine analog (the guanidinoglycoside) of an aminoglycoside ligand is 

tethered to an RNA silencing agent. In a guanidinoglycoside, the amine group on the amino 

acid is exchanged for a guanidine group. Attachment of a guanidine analog can enhance cell 

penreability of an RNA silencing agent. A tethered ligand can be a poly-arginine peptide, 

peptoid or peptidomimetic, which can enhance the cellular uptake of an oligonucleotide agent.  

[0673] Exemplary ligands are coupled, either directly or indirectly, via an intervening 

tether, to a ligand-conjugated carrier. In certain embodiments, the coupling is through a 

covalent bond. In certain embodiments, the ligand is attached to the carrier via an intervening 

tether. In certain embodiments, a ligand alters the distribution, targeting or lifetime of an RNA 

silencing agent into which it is incorporated. In certain embodiments, a ligand provides an 

enhanced affinity for a selected target, e.g., molecule, cell or cell type, compartment, e.g., a 

cellular or organ compartment, tissue, organ or region of the body, as, e.g., compared to a 

species absent such a ligand.  
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[0674] Exemplary ligands can improve transport, hybridization, and specificity 

properties and may also improve nuclease resistance of the resultant natural or modified RNA 

silencing agent, or a polymeric molecule comprising any combination of monomers described 

herein and/or natural or modified ribonucleotides. Ligands in general can include therapeutic 

modifiers, e.g., for enhancing uptake; diagnostic compounds or reporter groups e.g., for 

monitoring distribution; cross-linking agents; nuclease-resistance conferring, moieties; and 

natural or unusual nucleobases. General examples include lipophiles, lipids, steroids (e.g., 

uvaol, hecigenin, diosgenin), terpenes (e.g., triterpenes, eg., sarsasapogenin, Friedelin, 

epifriedelanol derivatized lithocholic acid), vitamins (eg., folic acid, vitamin A, biotin, 

pyridoxal), carbohydrates, proteins, protein binding agents, integrin targeting molecules, 

polycationics, peptides, polyamines, and peptide mimics. Ligands can include a naturally 

occurring substance, (e.g., human serum albumin (HSA), low-density lipoprotein (LDL), or 

globulin); carbohydrate (e.g., a dextran, pullulan, chitin, chitosan, inulin, cyclodextrin or 

hyaluronic acid): amino acid, or a lipid. The ligand may also be a recombinant or synthetic 

molecule, such as a synthetic polymer, e.g., a synthetic polyamino acid. Examples of 

polyamino acids include polyamino acid is a polylysine (PLL), poly L-aspartic acid, poly L

glutamic acid, styrene-maleic acid anhydride copolymer, poly(L-lactide-co-glycolied) 

copolymer, divinyl ether-maleic anhydride copolymer, N-(2-hydroxypropyl)methacryiamide 

copolymer (HIMPA), polyethylene glycol (PEG), polyvinyl alcohol (PVA), polyurethane, 

poly(2-ethylacryllic acid), N-isopropylacrylamide polymers, or polyphosphazine. Example of 

polyamines include: polyethylenimine, polylysine (PLL), spermine, spermidine, polyamine, 

pseudopeptide-polyamine, peptidominmetic polyamnine, dendrimer polyamine, arginine, 

amidine, protamine, cationic lipid, cationic porphyrin, quaternary salt of a polyamine, or an 

alpha helical peptide.  

[0675] Ligands can also include targeting goups, e.g., acellortissue targeting agent, 

e.g., a. lectin, glycoprotein, lipid or protein, e.g., an antibody, that binds to a specified cell type 

such as a kidney cell. A targeting group can be a thyrotropin, melanotropin, lectin, 

glycoprotein, surfactant protein A, mucin carbohydrate, multivalent lactose, multivalent 

galactose, N-acetyl-galactosamine (GaINAc) or derivatives thereof N-acetyl-glucosamine 

multivalent mannose, multivalent fucose, glycosylated polyaminoacids, multivalent galactose, 

transferrin, bisphosphonate, polyglutamate, polyaspartate, a lipid, cholesterol, a steroid, bile 

acid, folatevitamin1312,biotin, oran RGD peptideor RGD peptide mimetic. Otherexamples 

of ligands include dyes, intercalating agents (e.g. acridines and substituted acridines), cross
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linkers (e g. psoralene, mitomycin C), porphyrins (TPPC4, texaphyrin, Sapphyrin), polycyclic 

aromatic hydrocarbons (e.g., phenazine, dihydrophenazine, phenanthroline, pyrenes), lys-tyr

lys tripeptide, aminoglycosides, guanidium aminoglycodies, artificial endonucleases (e.g.  

EDTA), lipophilic molecules, e.g, cholesterol (and thio analogs thereof), cholic acid, cholanic 

acid, lithocholic acid, adamantane acetic acid, 1-pyrene butyric acid, dihydrotestosterone, 

glycerol (e.g., esters (e.g., mono, bis, or tris fatty acid esters, e.g., C1, CCu, C1, C 1 , Ci1, 

C 1 6, C 1, C 8 ., C1 9, or C20 fatty acids) and ethers thereof, e.g., Ci, CIi CI, C 1 3, C1 54, Ci, Ci6, 

C-, Cis, C 1 9, or C20 alkyl; e.g., 1,3-bis-O(hexadecyl)glycerol, 1,3-bis-O(octaadecyl)glycero), 

geranyloxyhexyl group, hexadecylglycerol, borneol, menthol, 1,3-propanediol, heptadecyl 

group, palmitic acid, stearic acid (e.g., glyceryl distearate), oleic acid, myristic acid, 03

(oleoyl)lithocholic acid, 03-(oleoyl)cholenic acid, dimethoxytrityl, or phenoxazine) and 

peptide conjugates (e.g., antennapedia peptide, Tat peptide), alkylating agents, phosphate, 

amino, mercapto, PEG (e.g., PEG-40K), MPEG, [MPEG]2, polyamino, alkyl, substituted alkyl, 

radiolabeled markers, enzymes, haptens (eg. biotin), transport/absorption facilitators (eg., 

aspirin, naproxen, vitamin E, folic acid), synthetic ribonucleases (e.g., imidazole, bisimidazole, 

histamine, imidazole clusters, acridine-imidazole conjugates, Eu> complexes of 

tetraazamacrocycles), dinitrophenyl, HRP or AP. In certain embodiments, the ligand is 

GaINAc or a derivative thereof 

[0676] Ligands can be proteins, e.g., glycoproteins, or peptides, e.g., molecules 

having a specific affinity for a co-ligand, or antibodies e.g., an antibody, that binds to a 

specified cell type such as a cancer cell, endothelial cell, or bone cell. Ligands may also include 

hormones and hormone receptors. They can also include non-peptidic species, such as lipids, 

lectins, carbohydrates, vitamins, cofactors, multivalent lactose, multivalent galactose, N

acetyl-galactosamine, N-acetyl-glucosamine multivalent mannose, or multivalent fucose. The 

ligand can be, for example, a lipopolysaccharide, an activator of p38 MAP kinase, or an 

activator of NF-kB.  

[0677] The ligand can be a substance, e.g., a drug, which can increase the uptake of 

the RNA silencing agent into the cell, for example, by disrupting the cell's cytoskeleton, e.g., 

by disrupting the cell's microtubules, microfilaments, and/or intermediate filaments. The drug 

can be, for example, taxon, vincristine, vinblastine, cytochalasin, nocodazole, japlakinolide, 

latrunculin A, phalloidin, swinholide A, indanocine, or myoservin. The ligand can increase the 

uptake of the RNA silencing agent into the cell by activating an inflammatory response, for 

example.Exemplary ligands that would have such an effect include tumor necrosis factor alpha 
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(INFi-), interleukin-1 beta, or gamma interferon. In one aspect, the ligand is a lipid or lipid

based molecule. Such a lipid or lipid-based molecule can bind a serum protein, e.g., human 

serum albumin (HSA). An HISA binding ligand allows for distribution of the conjugate to a 

target tissue, e.g., a non-kidney target tissue of the body. For example, the target tissue can be 

the liver, including parenchymal cells of the liver. Other molecules that can bind HSA can also 

beused asligands. Forexample, neproxin or aspirin can be used. Alipidorlipid-basedligand 

can (a) increase resistance to degradation of the conjiugate, (b) increase targeting or transport 

into a target cell or cell membrane, and/or (c) can be used to adjust binding to a serum protein, 

e.g., HSA. A lipid based ligand can be used to modulate, e.g., control the binding of the 

conjugate to a target tissue. For example, a lipid or lipid-based ligand that binds to HSA more 

strongly will be less likely to be targeted to the kidney and therefore less likely to be cleared 

from the body. A lipid or lipid-based ligand that binds to HSA less strongly can be used to 

target the conjugate to the kidney. In a certain embodiment, the lipid based ligand binds HSA.  

Alipid-based ligand can bind HSA with a sufficient affinity such that the conjugate will be 

distributed to a non-kidney tissue. However, it is contemplated that the affinity not be so strong 

that the HSA-ligand binding cannot be reversed. Inanotherenbodiment, the lipid based ligand 

binds HSA weakly or not at all, such that the conjugate will be distributed to the kidney. Other 

moieties that target to kidney cells can also be used in place of or in addition to the lipid based 

ligand.  

[0678] In another aspect, the ligand is a moiety, e.g., a vitamin, which is taken up by 

a target cell, e.g., aproliferating cell. These canbeuseful for treating disorders characterized 

by unwanted cell proliferation, e.g., of the malignant or non-malignant type, e.g., cancer cells.  

Exemplary vitamins include vitamin A, E, and K. Other exemplary vitamins include are B 

vitamin, e.g., folic acid, B12, riboflavin, biotin, pyridoxal or other vitamins or nutrients taken 

up by cancer cells. Also included are HSA and low density lipoprotein (LDL).  

[0679] In another aspect, the ligand is a cell-permeation agent, such as a helical cell

permeation agent. In certain embodiments, the agent is amphipathic. An exemplary agent is a 

peptide such as tat or antennopedia. If the agent is a peptide, it can be modified, including a 

peptidylmimetic, inveitomers, non-peptide or pseudo-peptide linkages, and use of D-amino 

acids. The helical agent can be an alpha-helical agent, which may have a lipophilic and a 

lipophobic phase.  

[0680] The ligand can be a peptide or peptidomimetic. A peptidomimetic (also 

referred to herein as an oligopeptidonmietic) is a molecule capable of folding into a defined 
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three-dimensional structure similar to a natural peptide. The attachment of peptide and 

peptidomimetics to oligonucleotide agents can affect pharmacokinetic distribution of the RNA 

silencing agent, such as by enhancing cellular recognition and absorption. The peptide or 

peptidomimetic moiety can be about 5-50 amino acids long, e.g., about 5, 10, 15, 20, 25, 30, 

35, 40, 45, or 50 amino acids long. A peptide or peptidomimetic can be, for example, a cell 

permeation peptide, cationic peptide, amphipathic peptide, or hydrophobic peptide (e.g., 

consisting primarily of Tyr, Trp or Phe). The peptide moiety can be a dendrimer peptide, 

constrained peptide or crosslinked peptide. The peptide moiety can be an L-peptide or D

peptide. In another alternative, the peptide moiety can include a hydrophobic membrane 

translocation sequence (MTS). A peptide or peptidomimetic can be encoded by a random 

sequence of DNA, such as a peptide identified from a phage-display library, or one-bead-one

compound (OBOC) combinatorial library (Lam et al., Nature-354:82-84, 1991). In exemplary 

embodiments, the peptide or peptidomimetic tethered to an RNA silencing agent via an 

incorporated monomer unit is a cell targeting peptide such as an arginine-glycine-aspartic acid 

(RGD)-peptide, or RGD mimic. A peptide moiety can range in length from about 5 amino 

acids to about 40 amino acids. The peptide moieties can have a structural modification, such 

as to increase stability or direct conformational properties. Any of the structural modifications 

described below can be utilized.  

[0681] In certain embodiments, the functional moiety is linked to the 5' end and/or 

3' end of the RNA silencing agent of the disclosure. In certain embodiments, the functional 

moiety is linked to the 5' end and/or 3' end of an antisense strand of the RNA silencing agent 

of the disclosure. In certain embodiments, the functional moiety is linked to the 5' end and/or 

3' end of a sense strand of the RNA silencing agent of the disclosure. In certain embodiments, 

the functional moiety is linked to the 3' end of a sense strand of the RNA silencing agent of the 

disclosure.  

[0682] In certain embodiments, the functional moiety is linked to the RNA silencing 

agent by a linker. In certain embodiments, the functional moiety is linked to the antisense 

strand and/or sense strand by a linker. In certain embodiments, the functional moiety is linked 

to the 3' end of a sense strand by a linker. In certain embodiments, the linker comprises a 

divalent or trivalent linker. In certain embodiments, the linker comprises an ethylene glycol 

chain, an alkyl chain, a peptide, RNA, DNA, a phosphodiester, a phosphorothioate, a 

phosphoramidate, an amide, a carbamate, or a combination thereof In certain embodinients, 

the divalent or trivalent linker is selected from: 
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SlOHOH 

N ~K N H HH 

NO 0 

nk H 

or wherein n 

is 1, 2, 3, 4, or 5.  

[0683] In certain embodiments, the linker further comprises a phosphodiester or 

phosphodiester derivative In certain embodinents, the phosphodiester or phosphodiester 

derivative is selected from the group consisting of: 

ex o 

(Zcl); 

coo0 

x o 

(ZC2) 

H 3N 

; and 

(Zc3) 

H 0, 0 

Oe 0 

(Z4) 

wherein X is 0, S or BH3.  

[0684] The various functional moieties of the disclosure and means to conjugate them 

to RNA silencing agents are described in further detail in WO2017/030973A1 and 

WO2018/031933A2, incorporated herein by reference.  

VI. Branched Oligonucleotides 
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[0685] Two or more RNA silencing agents as disclosed supra, for example 

oligonucleotide constructs such as anti-MAPT siRNAs, may be connected to one another by 

one or more moieties independently selected from a linker, a spacer and a branching point, to 

form a branched oligonucleotide RNA silencing agent. In certain embodiments, the branched 

oligonucleotide RNA silencing agent consists of two siRNAs to form a di-branched siRNA 

("di-siRNA") scaffolding for delivering two siRNAs. In representative embodiments, the 

nucleic acids of the branched oligonucleotide each comprise an antisense strand (or portions 

thereof), wherein the antisense strand has sufficient complementarity to a target mRNA (e.g., 

M4PTrnRNA) to mediate an RNA-mediated silencing mechanism (e.g. RNAi) 

[0686] In exemplary embodiments, the branched oligonucleotides may have two to 

eight RNA silencing agents attached through a linker. The linker may be hydrophobic. In an 

embodiment, branched oligonucleotides of the present application have two to three 

oligonucleotides. In an embodiment, the oligonucleotides independently have substantial 

chemical stabilization (e.g., at least 40% of the constituent bases are chemically-modified) In 

an exemplary embodiment, the oligonucleotides have full chemical stabilization (ie., all the 

constituent bases are chemically-modified). In some embodiments, branched oligonucleotides 

comprise one or more single-stranded phosphorothioated tails, each independently having two 

to twenty nucleotides. In a non-limiting embodiment, each single-stranded tail has two to ten 

nucleotides.  

[0687] In certain embodiments, branched oligonucleotides are characterizedby three 

properties: (1) a branched structure, (2) full metabolic stabilization, and (3) the presence of a 

single-stranded tail comprising phosphorothioate linkers. In certain embodiments, branched 

oligonucleotides have 2 or 3 branches. It is believed that the increased overall size of the 

branched structures promotes increased uptake. Also, without being bound by a particular 

theory of activity, multiple adjacent branches (e.g., 2 or 3) are believed to allow each branch 

to act cooperatively and thus draiaticall enhance rates of internalization, trafficking and 

release.  

[0688] Branched oligonucleotides are provided in various structurally diverse 

embodiments. In some embodiments nucleic acids attached at the branching points are single 

stranded or double stranded and consist of miRNA inhibitors, gapmers, nixmers, SSOs, PMOs, 

or PNAs. These single strands can be attached at their 3' or 5' end. Combinations of siRNA 

and single stranded oligonucleotides could also be used for dual function. In another 

embodiment, short nucleic acids complementary to the gapiners, inixmers, miRNA inhibitors, 
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SSOs, PMOs, and PNAs are used to carry these active single-stranded nucleic acids and 

enhance distribution and cellular internalization. The short duplex region has a lowmelting 

temperature (Tm -37 °C) for fast dissociation upon internalization of the branched structure 

into the cell.  

[0689] The Di-siRNA branched oligonucleotides may comprise chemically diverse 

conjugates, such as the functional moieties described above. Conjugated bioactive ligands may 

be used to enhance cellular specificity and to promote membrane association, internalization, 

and serum protein binding. Examples of bioactive moieties to be used for conjugation include 

DHA, GaiNAc, and cholesterol. These moieties can be attached to Di-siRNA either through 

the connecting linker or spacer, or added via an additional linker or spacer attached to another 

free siRNA end.  

[0690] The presence of a branched structure improves the level of tissue retention in 

the brain more than 100-fold compared to non-branched compounds of identical chemical 

composition, suggesting a new mechanism of cellular retention and distribution. Branched 

oligonucleotides have unexpectedly uniform distribution throughout the spinal cord and brain.  

Moreover, branched oligonucleotides exhibit unexpectedly efficient systemic delivery to a 

variety of tissues, and very high levels of tissue accumulation.  

[0691] Branched oligonucleotides comprise a variety of therapeutic nucleic acids, 

including siRNAs, ASOs, miRNAs, miRNA inhibitors, splice switching, PMOs, PNAs. In 

some embodiments, branched oligonucleotides further comprise conjugated hydrophobic 

moieties and exhibit unprecedented silencing and efficacy in vitro and in vivo.  

Linkers 

[0692] In an embodiment of the branched oligonucleotide, each linker is 

independently selected from an ethylene glycol chain, an alkyl chain, a peptide, RNA, DNA, a 

phosphate, a phosphonate, a phosphoramidate, an ester, an amide, a triazole, and combinations 

thereof; wherein any carbon or oxygen atom of the linker is optionally replaced with a nitrogen 

atom, bears a hydroxyl substituent, or bears an oxo substituent. In one embodiment, each linker 

is an ethylene glycol chain. In another embodiment, each linker is an alkyl chain. In another 

embodiment, each linker is a peptide. In another embodiment, each linker is RNA. In another 

embodiment, each linker is DNA. In another embodiment, each linker is a phosphate. In another 

embodiment, each linker is a phosphonate. In another embodiment, each linker is a 
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phosphoramidate. In another embodiment, each linker is an ester. In another embodiment, each 

linker is an amide. In another embodiment, each linker is a triazole.  

VI_.CompoundofFormula (H 

[0693] In another aspect, provided herein is a branched oligonucleotide compound of 

formula (I): 

L-(N)n 

(I) 

wherein L is selected from an ethylene glycol chain, an alkyl chain, a peptide, RNA, 

DNA, a phosphate, a phosphonate, a phosphoramidate, an ester, an amide, a triazole, and 

combinations thereof, wherein formula (I) optionally further comprises one or more branch 

point B, and one or more spacer S; wherein B is independently for each occurrence a polyvalent 

organic species or derivative thereof; S is independently for each occurrence selected from an 

ethylene glycol chain, an alkyl chain, a peptide, RNA, DNA, a phosphate, a phosphonate, a 

phosphoramidate, an ester, an amnide, a triazole, and combinations thereof.  

[0694] MoietyN is an RNA duplex comprising a sense strand and an antisense strand; 

and n is 2, 3, 4, 5, 6, 7 or 8. In an embodiment, the antisense strand of N comprises a sequence 

substantially complementary to a MAPTnucleic acid sequence of any one of SEQ ID NOs: 1

13, 292, and 295, as recited in Tables 4-6. In further embodiments, N includes strands that 

are capable of targeting one or more of a MAPT nucleic acid sequence selected from the group 

consisting of SEQ ID NOs: 14-33, 299, and 302, as recited in Tables 7-8. The sense strand 

and antisense strand may each independently comprise one or more chemical modifications.  

[0695] In an embodiment, the compound of formula (I) has a structure selected from 

formulas (1-1)-(1-9) of Table 1 

Table 1 

N--L--N N-S-L-S-N N 
L 

N-L-6-L-N 
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(I-1) (1-,2) (I-3) 

N N 

N N N 

N-L-B-L-N B-L--S-N 
N-S--- -- L- 6 -S-N N' $ 

N 

(1-4) (1-5) (1-6) 

N N N 
N A 

N NN 
3-S-N N-S- B-S-N 

S' 'S 5' 
N-S-6-L-6-S-N N-S--L--B' 'B -- L-B' 

SS 'S 

B-S-N N-S-B' B-S-N 

N N N 

(1-7) (1-8) (1-9) 

[0696] In one embodiment, the compound of fornmia (I) is formula (1-1). In another 

embodiment, the compound of formula (I) is formula (1-2). In another embodiment, the 

compound of formula (I) is formula (1-3). In another embodiment, the compound of formula 

(I) is formula (1-4). In another embodiment, the compound of formula (1) is formula (I-5).in 

another embodiment, the compound of formula () is formula (1-6). In another embodiment, 

the compound of formula () is formula (1-7). In another embodiment, the compound of formula 

(I) is formula (1-8). In another embodiment, the compound of formula (1) is formula (-9).  

[0697] In an embodiment of the compound of formula (I), each linker is 

independently selected from an ethylene glycol chain, an alkyl chain, a peptide, RNA, DNA, a 

phosphate, a phosphonate, a phosphoramidate, an ester, an amide, a triazole, and combinations 

thereof; wherein any carbon or oxygen atom of the linker is optionally replaced with a nitrogen 

atom, bears a hydroxyl substituent, or bears an oxo substituent. In one embodiment of the 

compound of formula (I), each linker is an ethylene glycol chain. In another embodiment, each 

linker is an alkyl chain. In another embodiment of the compound of formula (I), each linker is 

a peptide. In another embodiment of the compound of formula (I), each linker is RNA. In 

another embodiment of the compound of formula (I), each linker is DNA. In another 

embodiment of the compound of formula (I), each linker is a phosphate. In another 

embodiment, each linker is a phosphonate. In another embodiment of the compound of formula 

(I), each linker is a phosphoramidate. In another embodiment of the compound of fonnula (I), 
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each linker is an ester. In another embodiment of the compound of formula (1), each linker is 

an amide. In another embodiment of the compound of formula (I), each linker is a triazole.  

[0698] In one embodiment of the compound of formula (I), B is a polyvalent organic 

species. In another embodiment of the compound of formula (I), B is a derivative of a 

polyvalent organic species. In one embodiment of the compound of formula (I), B is a triol or 

tetrol derivative. In another embodiment, B is a tri- or tetra-carboxylic acid derivative. In 

another embodiment, B is an amine derivative. In another embodiment, B is a tri- or tetra

arnine derivative, In another embodiment, B is an amino acid derivative. In another 

embodiment of the compound of formula (I), B is selected from the formulas of: 

0 

MMTrHN-CHO OH 
CH0 

N O 

NN CH.  OH DMT0 Nf`b 

0'CNEt 'O NHMM i.  

DMTOO 

DMTNTO, _,OxO-P-N(!Pr-( 

S 0-CNEt 
DMvTO DO-N MTO ; or 

DMT0 

~H 0-NN 

[0699] Polyvalent organic species are moieties comprising carbon and three or more 

valencies (i.e., points of attachment with moieties such as SL or N,asdefined above). Non

limiting examples of polyvlent organic species include triols (e.g.,glyerol, phorogucinol, 

and the like), tetros (e.g.,ribose, pentaerythritol,I,23,5-tetrahydroxybenzene, and the like), 

tri-carboxylc acids (eg., citric acid, 1,3,5-cclohexanetricarboxviic acid, trimesic acid, and 

the like), tetra-carboxylic acids (eg., ethyenediaminetetraacetic acid, pyromellitic acid, and 

the like), tertiary amines (e.g., tripropargylamine, triethanolamine, and the like), triamines (e.g., 

diethylenetriamine and the like), tetramines, and species comprisinga combination of 
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hydroxyl, thiol, amino, and/or carboxyl moieties (e.g., amino acids such as lysine, serine, 

cysteine, and the like).  

[0700] In an embodiment of the compound of formula (I), each nucleic acid 

comprises one or more chemically-modified nucleotides. In an embodiment of the compound 

of formula (I), each nucleic acid consists of chemically-modified nucleotides. In certain 

embodiments of the compound of formula (I), >95%, >90%, >85%, >80%, >75%, >70%, 

>65%, >60%, >55% or >50% of each nucleic acid comprises chemically-modified nucleotides.  

[0701] In an embodiment, each antisense strand independently comprises a 5' 

terminal group R selected from the groups of Table 2.  

Table 2 

O 0 

HO NH 
HO4 O N ON 

HO 
0 0 

R2 

O 0 

HO NH HON 
HO4 O N HO4 O 

R3 R 

O O 

HO NHHO N 

HO' O NHO' ON 

R5 R6 
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O 0 

HO NH HO NH 
HO. O NAHOj O N 

N N 

0 0 

R7 R8 

[0702] In one embodiment, R is R1. In another embodiment, R is R2. In another 

embodiment, R is R3 . In another embodiment, R is R4. In another embodiment, R is Ri In 

another embodiment, R is R6. In another embodiment, R is R-. In another embodiment, R is 

R8 .  

Structure of Formula (II) 

[0703] In an embodiment, the compound of formula (I) has the structure of formula 

(II): 

1 2 3 4 5 5 7 5 9 19 11 12 1$ 14 15 15 17 18 19 20 

R=X=X-X-X-X-X-X-X-X-X-X-X-X=X=X=X=X=X=X1 

1 2 3 4 5 6 7 8 9 10 11 12 13 14 15 n 

(II) 

wherein X, for each occurrence, independently, is selected from adenosine, guanosine, 

uridine, cytidine, and chemically-modified derivatives thereof; Y, for each occurrence, 

independently, is selected from adenosine, guanosine, uridine, cytidine, and chemically

modified derivatives thereof; - represents a phosphodiester internucleoside linkage = 

represents a phosphorothioate internucleoside linkage; and -- represents, individually for each 

occurrence, a base-pairing interaction or a mismatch.  

[0704] In certain enbodinents, the structure of formula (Il) does not contain 

mismatches. In one embodiment, the structure of formula (II) contains I mismatch. In another 

embodiment, the compound of formula (II) contains 2 mismatches. In another embodiment, the 

compound of formula (II) contains 3 mismatches. In another embodiment, the compound of 
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formula (II) contains 4 mismatches. in an embodiment, each nucleic acid consists of 

chemically-modified nucleotides.  

[0705] In certain embodiments, >95%, >90%, >85%, >80%, >75%, >70%, >65%, 

>60%, >55% or >50% of X's of the structure of formula (II) are chemically-modified 

nucleotides. In other embodiments, >95%, >90%, >85%, >80%, >75%, >70%, >65%, >60%, 

>55% or >50% of X's of the structure of formula (II) are chemically-modified nucleotides.  

Structure of Formula.(III) 

[0706] In an embodiment, the compound of formula (I) has the structure of formula 

1 2 3 4 5 5 7 5 9 10 11 12 1$ 14 15 15 17 18 19 25 

R=X=X-X-X-X-X-X-X-X-X-X-X-X=X=X=X=X=X=XI 

1 2 3 4 5 6 7 8 9 10 11 12 .3 14 15 n 

(III) 

[0707] wherein X, for each occurrence, independently, is a nucleotide comprising a 

2'-deoxy-2'-fluoro modification; X, for each occurrence, independently, is a nucleotide 

comprisinga 2'-O-methyl modification; Y, for each occurrence, independently, is anucleotide 

comprising a 2'-deoxy-2'-fluoro modification; and Y, for each occurrence, independently, is a 

nucleotide comprising a 2'-0-methyl modification.  

[0708] In an embodiment, X is chosen from the group consisting of 2'-deoxy-2'

fluoro modified adenosine, guanosine, uridine or cytidine. In an embodiment, X is chosen from 

the group consisting of 2'-0-methyl modified adenosine, guanosine, uridine or cytidine. In an 

embodiment, Y is chosen from the group consisting of 2'-deoxy-2'-fluoro modified adenosine, 

guanosine, uridine or cytidine. In an embodiment, Y is chosen from the group consisting of 2'

O-methyl modified adenosine, guanosine, uridine or cytidine.  

[0709] In certain embodiments, the structure of formula (III) does not contain 

mismatches. In one embodiment, the structure of formula (III) contains 1 mismatch. In another 

embodiment, the compound of formula (III) contains 2 mismatches. In another embodiment., 

the compound of formula (III) contains 3 mismatches. In another embodiment, the compound 

of formula (111) contains 4 mismatches.  
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Structure of Formula (IV') 

[0710] In an embodiment, the compound of formula (I) has the structure of formula 

(IVY) 

1 2 3 4 5 9 7 8 9 10 11 12 13 14 15 16 1? 18 19 20 

R=X=X-X-X-X-X-X-X-X-X-X-X-X=X=X=X=X=X=Xl, 

L- -Y=Y=Y=f=f=t-t-t-t-t-t-t-t-t-t-f=f=f 
1 2 2 4 5 6 7 5 9 10 11 12 13 14 15 

(IV) 

wherein X, for each occurrence, independently, is selected from adenosine, guanosine, 

uridine, cytidine, and chemically-modified derivatives thereof; Y, for each occurrence, 

independently, is selected from adenosine, guanosine, uridine, cytidine, and chemically

modified derivatives thereof; - represents a phosphodiester internucleoside linkage; = 

represents a phosphorothioate internucleoside linkage; and --- represents, individually for each 

occurrence, a base-pairing interaction or a mismatch.  

[0711] In certain embodiments, the structure of formula (IV)does not contain 

mismatches. In one embodiment, the structure of formula (IV) contains I mismatch. In another 

embodiment, the compound of formula (IV) contains 2 mismatches. In another embodiment, 

the compound of formula (IV) contains 3 mismatches. In another embodiment, the compound 

of forula (IV) contains 4 mismatches. In an embodiment, each nucleic acid consists of 

chemically-modified nucleotides.  

[0712] In certain embodiments, >95%, >90%, >85%, >80%, >75%, >70%, >65%, 

>60%, >55% or >50% of X's of the structure of formula(IV) are chemically-modified 

nucleotides. In other embodiments, >95%, >90%, >85%, >80%, >75%, >70%, >65%, >60%, 

>55% or >50% of X's of the structure of formula (IV) are chemically-modified nucleotides.  

Structure of Formula (V 

[0713] In an embodiment, the compound of formula (I) has the structure of formula 

(V: 

1 2 3 4 5 6 7 9 10 11 12 13 14 15 16 17 10 19 20 

R=X=X-X-X-X-X-X-X-X-X-X-X-X=X=X=X=X=X=Xl, 

L--Y==Y'=Y== ''f=t-t-t-t-t-t-t-t-t-t-f--=f=t 
1 2 3 4 5 6 7 8 9 10 11 12 13 14 15 

(V) 
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whereinX, for each occurrence, independently, is a nucleotide comprising a 2'-deoxy

2'-fluoro modification; X, for each occurrence, independently, is a nucleotide comprising a 2'

0-methyl modification; Y, for each occurrence, independently, is a nucleotide comprising a 

2'-deoxy-2'-fluoro modification; and Y, for each occurrence, independently, is a nucleotide 

comprising a 2'-O-methyl modification.  

[0714] in certain embodiments, X is chosen from the group consisting of 2'-deoxy

2'-fluoro modified adenosine, guanosine, uridine or cytidine. In an embodiment, X is chosen 

from the group consisting of 2'-0-methyl modified adenosine, guanosine, uridine or cytidine.  

In an embodiment, Y is chosen from the group consisting of 2'-deoxy-2'-fluoro modified 

adenosine, guanosine, uridine or cytidine. In an embodiment, Y is chosen from the group 

consisting of 2'-O-methyl modified adenosine, guanosine, uridine or cytidine.  

[0715] In certain embodiments, the structure of formula ( does not contain 

mismatches. In one embodiment, the structure of formula (V) contains I mismatch. In another 

embodiment, the compound of formula () contains 2 mismatches. In another embodiment, 

the compound of formula (I) contains 3 mismatches. In another embodiment, the compound 

of formula (V) contains 4 mismatches.  

Variable Linkers 

[0716] In an embodiment of the compound of formula (i), L has the structure of L 1: 

H 
HO-- O O N 

0/ HO/ 

(L 1) 

In an embodiment of L 1, R is R3 and n is 2.  

[0717] in an embodiment of the structure of formula (II), L has the structure of L.  

In an embodiment of the structure of formula (III), L has the structure of L1. In an embodiment 

of the structure of formula (IV),L has the structure of L. In an embodiment of the structure 

of formula (V), L has the structure of L1. In an embodiment of the structure of formula (XVI), L 

has the structure of L. In an embodiment of the structure of formula (VI), L has the structure 

ofLI.  

[0718] Inanembodiment ofthecomnpoundofformula (I),I.hasthe structureof L2: 
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0 

HO-o 0 0 OH 

UH 

(L2) 

[0719] In an embodiment of L2, R is R.3 and n is 2. In an embodiment of the structure 

of formula (II), L has the structure of L2. In an embodiment of the structure of formula (III), L 

has the structure of L2. In an embodiment of the structure of formula (IV), L has the structure 

of L2. In an embodiment of the structure of formula (V), L has the structure of L2. In an 

embodiment of the structure of formula (VI), L has the structure of L2. In an embodiment of 

the structure of formula (VI), L has the structure of L2.  

Delivery System 

[0720] In a third aspect, provided herein is a delivery system for therapeutic nucleic 

acids having the structure of formula (VI): 

L-(cNA)n 

(VI) 

[0721] whereinL is selected from an ethylene glycol chain, an alkyl chain, a peptide, 

RNA, DNA, a phosphate, a phosphonate, a phosphoramidate, an ester, an amide, a triazole, and 

combinations thereof, wherein formula (VI) optionally further comprises one or more branch 

point 13, and one or more spacer S; wherein 13 is independently for each occurrence a polyvalent 

organic species or derivative thereof; S is independently for each occurrence selected from an 

ethylene glycol chain, an alkyl chain, a peptide, RNA, DNA, a phosphate, a phosphonate, a 

phosphoramidate, an ester, an amide, a triazole, and combinations thereof; each cNA, 

independently, is a carrier nucleic acid comprising one or more chemical modifications; and n 

is 23, 4,5,6,7 or8.  

[0722] in one embodiment of the delivery system, L is an ethylene glycol chain. In 

another embodiment of the delivery system, L is an alkyl chain. In another embodiment of the 

delivery system, L is a peptide. In another embodiment of the delivery system, L is RNA. In 

another embodiment of the delivery system, L is DNA. In another embodiment of the delivery 

system, L is a phosphate. In another embodiment of the delivery system, L is a phosphonate.  

In another embodiment of the delivery system, L is a phosphoramidate. In another embodiment 

of the delivery system, L is an ester. In another embodiment of the delivery system, L is an 

amide. In another embodiment of the delivery system, L is a triazole.  
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[0723] in one embodiment of the delivery system, S is an ethylene glycol chain. In 

another embodiment, S is an alkyl chain. In another embodiment of the delivery system, S is 

a peptide. In another embodiment, S is RNA. In another embodiment of the delivery system, 

S is DNA. In another embodiment of the delivery system, S is a phosphate. In another 

embodiment of the delivery system, S is a phosphonate. In another embodiment of the delivery 

system, S is a phosphoramidate. In another embodiment of the delivery system, S is an ester.  

In another embodiment, S is an amide. In another embodiment, S is a triazole.  

[0724] In one embodiment of the delivery system, n is 2. In another embodiment of 

the delivery system, n is 3. In another embodiment of the delivery system, n is 4. In another 

embodiment of the delivery system, n is 5. In another embodiment of the delivery system, n is 

6. In another embodiment of the delivery system, n is 7. In another embodiment of the delivery 

system, n is 8.  

[0725] In certain embodiments, each cNA comprises >95%, >90%, >85%,>80%, 

>75%, >70%, >65%, >60%, >55% or >50% chemically-modified nucleotides.  

[0726] In an embodiment, the compound of formula (VI) has a structure selected 

from formulas (VI-1)-(VI-9) of Table 3: 

Table 3 

ANc--L--cNA ANc-S---L--S---cNA cNA 

ANC-L-----L-cNA 

(VI-1) (VI-2) (VI-3) 

cNA cNA 

cNA cNA ANe 
ANc-L-6-L-cNA A , 'B-L-6-S-cNA 

L ANC-S---L-6-S-cNA ANY 
cNA cNA 

(VI-4) (VI-5) (VI-6) 
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cNA ANc cNA 

oNA WA W A ' cNA cNAN 

b -BNA ANc-S-B' B-S-cNA 
'NA cNA NA 

cNA cNA cNA 

(VI-7) (VI-8) (VI-9) 

[0727] In an embodiment, the compound of formula (VI) is the structure of formula 

(VI-1). In an embodiment, the compound of formula (VI) is the structure of formula (VI-2). In 

an embodiment, the compound of formula (VI) is the structure of formula (VI-3). In an 

embodiment, the compound of formula (VI) is the structure of formula (VI-4). In an 

embodiment, the compound of formula (VI) is the structure of formula (V-5). In an 

embodiment, the compound of formula (VI) is the structure of formula (VI-6). In an 

embodiment, the compound of formula (VI) is the structure of formula (VI-7). In an 

embodiment, the compound of formula (V) is the structure of formula (VI-8). In an 

embodiment, the compound of formula (VI) is the structure of formula (VI-9).  

[0728] In an embodiment, the compound of formulas (VI) (including, e.g., formulas 

(VI-])-(VI-9), each cNA independently comprises at least 15 contiguous nucleotides. In an 

embodiment, each cNA independently consists of chenically-modified nucleotides.  

[0729] In an embodiment, the delivery system further comprises n therapeutic nucleic 

acids (NA), wherein each NA comprises a sequence substantially complementary to aAdMPT 

nucleic acid sequence of any one of SEQ ID NOs: 1-13, 292, and 295, as recited in Table 4-6.  

In further embodiments, NA includes strands that are capable of targeting one or more of a 

MAPT nucleic acid sequence selected from the group consisting of SEQ ID NOs: 14-33, 299, 

and 302, as recited in Tables 6-8.  

[0730] Also, each NA is hybridized to at least one cNA. In one embodiment, the 

delivery system is comprised of 2 NAs. In another embodiment, the delivery system is 

comprised of 3 NAs. In another embodiment, the delivery system is comprised of 4 NAs. In 

another embodiment, the delivery system is comprised of 5 NAs. In another embodiment, the 

delivery system is comprised of 6 NAs. In another embodiment, the delivery system is 

comprised of 7 NAs. In another embodiment, the delivery system is comprised of 8 NAs.  
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[0731] in an embodiment, each NA independently comprises at least 15 contiguous 

nucleotides. In an embodiment, each NA independently comprises 15-25 contiguous 

nucleotides. In an embodiment, each NA independently comprises 15 contiguous nucleotides.  

In an embodiment, each NAindependently comprises 16 contiguous nucleotides. In another 

embodiment, each NA independently comprises 17 contiguous nucleotides. In another 

embodiment, each NA independently comprises 18 contiguous nucleotides. In another 

embodiment, each NA independently comprises 19 contiguous nucleotides. In another 

embodiment, each NA independently comprises 20 contiguous nucleotides. In an embodiment, 

each NA independently comprises 21 contiguous nucleotides. In an embodiment, each NA 

independently comprises 22 contiguous nucleotides. In an embodiment, each NA 

independently comprises 23 contiguous nucleotides. In an embodiment, each NA 

independently comprises 24 contiguous nucleotides. In an embodiment, each NA 

independently comprises 25 contiguous nucleotides.  

[0732] In an embodiment, each NA comprises an unpaired overhang of at least 2 

nucleotides. In another embodiment, each NA comprises an unpaired overhang of at least 3 

nucleotides. In another embodiment, each NA comprises an unpaired overhang of at least 4 

nucleotides. In another embodiment, each NA comprises an unpaired overhang of at least 5 

nucleotides. In another embodiment, each NA comprises an unpaired overhang of at least 6 

nucleotides. In an embodiment, the nucleotides of the overhang are connected via 

phosphorothioatelinkages.  

[0733] In an embodiment, each NA, independently, is selected from the group 

consisting of: DNAs, siRNAs, antagomiRs, miRNAs, gapmers, mixmers, or guide RNAs. In 

one embodiment, each NA, independently, is a DNA. In another embodiment, each NA, 

independently, is a siRNA, In another embodiment, each NA, independently, is an antagomiR

In another embodiment, each NA, independently, is a miRNA. In another embodiment, each 

NA, independently, isa gapmer. In another embodiment, each NA, independently, is a mixmer.  

In another embodiment, each NA, independently, is a guide RNA.In an embodiment, each NA 

is the same. In an embodiment, each NA is riot the same.  

[0734] In an embodiment, the delivery system further comprising n therapeutic 

nucleic acids (NA) has a structure selected from formulas (I), (II), (III), (IV, (N), (VI), and 

embodiments thereof described herein. In one embodiment, the delivery system has a structure 

selected from formulas (I(II), (III), (IV), (V), (VI), and embodiments thereof described herein 

further comprising 2 therapeutic nucleic acids (NA).i n another embodiment, the delivery 
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system has a structure selected from formulas (1)1 (I), (111), (IV), (V), (VI), and embodiments 

thereof described herein further comprising 3 therapeutic nucleic acids (NA). In one 

embodiment, the delivery system has a structure selected from formulas (1), (II), (II), (IV), 

(V)(VI), and embodiments thereof described herein further comprising 4 therapeutic nucleic 

acids (NA). In one embodiment, the delivery system has a structure selected from formulas (I), 

(I1), (11), (IV) (V), (VI), and embodiments thereof described herein further comprising5 

therapeutic nucleic acids (NA). In one embodiment, the delivery system has a structure selected 

from formulas (I), (I), (III), (IV), (), (VI), and embodiments thereof described herein further 

comprising 6 therapeutic nucleic acids (NA). In one embodiment, the delivery system has a 

structure selected from formulas (I), (II), (III), (IV), (V), (VI), and embodiments thereof 

described herein further comprising 7 therapeutic nucleic acids (NA). In one embodiment, the 

delivery system has a structure selected from formulas (I), (II), (I), (IV), (V), (VI), and 

embodiments thereof described herein further comprising 8 therapeutic nucleic acids (NA).  

[0735] In one embodiment, the delivery sy stem has structure selected from formulas 

(1,(If), (III), (IV), (V), (VI), further comprisinga linker of structure Li orL2 wherein Ris R3 

and n is 2. In another embodiment, the delivery system has a structure selected from formulas 

(I), (II), (III), (IV), (V), (VI), further comprising a linker.of structure L I wherein R is R3 and n 

is 2. In another embodiment, the delivery system has a structure selected from formulas (I), 

(II), (II), (IV), V), (VI), further comprising a linker of structure L2 wherein R is R3 and 11 is 

[0736] In an embodiment of the delivery system, the target of delivery is selected 

from the group consisting of. brain, liver, skin, kidney, spleen, pancreas, colon, fat, lung, 

muscle, and thymus. In one embodiment, the target of delivery is the brain. In another 

embodiment, the target of delivery is the striatum of the brain. In another embodiment, the 

target of delivery is the cortex of the brain. In another embodiment, the target of delivery is the 

striatum of the brain. In one embodiment, the target of delivery is the liver. In one embodiment, 

the target of delivery is the skin. In one embodiment, the target of delivery is the kidney. In one 

embodiment, the target of delivery is the spleen. In one embodiment, the target of delivery is 

the pancreas. In one embodiment, the target of delivery is the colon. In one embodiment, the 

target of delivery is the fat. In one embodiment, the target of delivery is the lung. In one 

embodiment, the target of delivery is the muscle. In one embodiment, the target of delivery is 

the thymus. In one embodiment, the target of delivery is the spinal cord.  
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[0737] Incertain embodiments, compounds of the disclosure are characterized by the 

following properties: (1) two or more branched oligonucleotides, e.g., wherein there is a non

equal number of 3' and 5' ends; (2) substantially chemically stabilized, e.g., wherein more than 

40%, optimally 100%, of oligonucleotides are chemically modified (e.g., no RNA and 

optionally no DNA); and (3) phoshorothioated single oligonucleotides containing at least 3, 

phosphorothioated bonds. In certain embodiments, the phoshorothioated single 

oligonucleotides contain 4-20 phosphorothioated bonds.  

[0738] It is to be understood that the methods described in this disclosure are not 

limited to particular methods and experimental conditions disclosed herein; as such methods 

and conditions mayvary. It is also to be understood that the terminology used herein is for the 

purpose of describing particular embodimentsonly, and is not intended to be limiting.  

[0739] Furthermore, the experiments described herein, unless otherwise indicated, 

use conventional molecular and cellular biological and immunological techniques within the 

skill of the art. Such techniques are well known to the skilled worker, and are explained fully 

in the literature. See, e.g., Ausubel, et al., ed., Current Protocols in Molecular Biology, John 

Wiley & Sons, Inc., NY (1987-2008), including all supplements, Molecular Cloning: A 

Laboratory Manual (Fourth Edition) by MR Green and J. Sambrook and Harlow et al., 

Antibodies: A Laboratory Manual, Chapter 14, Cold Spring Harbor Laboratory, Cold Spring 

Harbor (2013, 2nd edition).  

[0740] Branched oligonucleotides, including synthesis and methods of use, are 

described in greater detail in W02017/132669, incorporated herein by reference.  

Methods of Introducing Nucleic Acids, Vectors and Host Cells 

[0741] RNA silencing agents of the disclosure may be directly introduced into the 

cell (e.g., a neural cell) (i.e., intracellularly); or introduced extracellularly into a cavity, 

interstitial space, into the circulation of an organism, introduced orally, or may be introduced 

by bathing a cell or organism in a solution containing the nucleic acid. Vascular or 

extravascular circulation, the blood or lymph system, and the cerebrospinal fluid are siteswhere 

the nucleic acid may be introduced.  

[0742] The RNA silencing agents of the disclosure can be introduced using nucleic 

acid delivery rnethods known in art including injection of a solution containing the nucleic 

acid, bombardment by particles covered by the nucleic acid, soaking the cell or organism in a 
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solution of the nucleic acid, or electroporation of cell membranes in the presence of the nucleic 

acid. Other methods known in the art for introducing nucleic acids to cells may be used, such 

as lipid-mediated carrier transport, chemical-mediated transport, and cationic liposome 

transfection such as calcium phosphate, and the like. The nucleic acid may be introduced along 

with other components that perform one or more of the following activities: enhance nucleic 

acid uptake by the cell or other-wise increase inhibition of the target gene.  

[0743] Physical methods of introducing nucleic acids include injection of a solution 

containing the RNA, bombardment by particles covered by the RNA, soaking the cell or 

organism in a solution of the RNA, or electroporation of cell membranes in the presence of the 

RNA. A viral construct packaged into a viral particle would accomplish both efficient 

introduction of an expression construct into the cell and transcription of RNA encoded by the 

expression construct, Other methods known in the art for introducing nucleic acids to cells 

may be used, such as lipid-mediated carrier transport, chemical-mediated transport, such as 

calcium phosphate, and the like. Thus, the RNA may be introduced along with components 

that perform one or more of the following activities: enhance RNA uptake by the cell, inhibit 

annealing of single strands, stabilize the single strands, or other-wise increase inhibition of the 

target gene.  

[0744] RNA may be directly introduced into the cell (i.e., intracellularly); or 

introduced extracellularly into a cavity, interstitial space, into the circulation of an organism, 

introduced orally, or may be introduced by bathing a cell or organism in a solution containing 

the RNA. Vascular or extravascular circulation, the blood or lymph system, and the 

cerebrospinal fluid are sites where the RNA may be introduced.  

[0745] The cell having the target gene may be from the germ line or somatic, 

totipotent or pluripotent, dividing or non-dividing, parenchymna or epithelium, immortalized or 

transformed, or the like. The cell may be a stem cell or a differentiated cell. Cell types that 

are differentiated include adipocytes, fibroblasts, myocytes, cardiomyocytes, endothelium, 

neurons, glia, blood cells, megakaryocytes, lymphocytes, macrophages, neutrophils, 

eosinophils, basophils, mast cells, leukocytes, granulocytes, keratinocytes, chondrocytes, 

osteoblasts, osteoclasts, hepatocytes, and cells of the endocrine or exocrine glands.  

[0746] Depending on the particular target gene and the dose of double stranded RNA 

material delivered, this process may provide partial or complete loss of function for the target 

gene. A reduction or loss of gene expression in at least 50%, 60%, 70%, 80%, 90%, 95% or 
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99% ormore of targeted cells is exemplary. Inhibition of gene expression refers to the absence 

(or observable decrease) in the level of protein and/or mRNA product from a target gene.  

Specificity refers to the ability to inhibit the target gene without manifest effects on other genes 

of the cell. The consequences of inhibition can be confirmed by examination of the outward 

properties of the cell or organism (as presented below in the examples) or by biochemical 

techniques such as RNA solution hybridization, nuclease protection, Northern hybridization, 

reverse transcription, gene expression monitoring with a icroarray, antibody binding, Enzyme 

Linked ImmunoSorbent Assay (ELISA), Western blotting, RadiolmmunoAssay (RIA), other 

immunoassays, and Fluorescence Activated Cell Sorting faces) .  

[0747] For RNA-mediated inhibition in a cell line or whole organism, gene 

expression is conveniently assayed by use of a reporter or drug resistance gene whose protein 

product is easily assayed. Such reporter genes include acetohydroxyacid synthase (AIAS), 

alkaline phosphatase (AP), beta galactosidase (LacZ), beta glucoronidase (GUS), 

chlioramphenicol acetyltransferase (CAT), green fluorescent protein (GFP), horseradish 

peroxidase (HRP), luciferase (Luc), nopaline synthase (NOS), octopine synthase (OCS), and 

derivatives thereof Multiple selectable markers are available that confer resistance to 

ampicillin, bleomycin, chloramphenicol, gentarnycin, hygromycin, kanamycin, lincomycin, 

methotrexate, phosphinothricin, puromycin, and tetracyclin. Depending on the assay, 

quantitation of the amount of gene expression allows one to determine a degree of inhibition 

which is greater than 10%, 33%,50%, 90%, 95% or 99% as compared to a cell not treated 

according to the present disclosure. Lower doses of injected material and longer times after 

administration of RNAi agent may result in inhibition in a smaller fraction of cells (e.g., at least 

10%, 20%, 50%, 75%, 90%, or 95% of targeted cells). Quantization of gene expression in a 

cell may show similar amounts of inhibition at the level of accumulation of target mRNA or 

translation of target protein. As an example, the efficiency of inhibition maybe determined by 

assessingtheamountof gene product in the cell; mRNAmay be detected with a hybridization 

probe having a nucleotide sequence outside the region used for the inhibitory double-stranded 

RNA, or translated polypeptide may be detected with an antibody raised against the 

polypeptide sequence of that region.  

[0748] The RNA may be introduced in an amount which allows delivery of at least 

one copy per cell. Higher doses (e.g., at least 5, 10, 100, 500 or 1000 copies percell) of material 

may yield more effective inhibition; lower doses may also be useful for specific applications.  
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[0749] in an exemplary aspect, the efficacy of an RNAi agent of the disclosure (eg., 

an siRNA targeting an MAPTtarget sequence) is tested for its ability to specifically degrade 

mutant nRNA (e.g.,A/4PTmRNA and/or the production of MAPT protein) in cells, such as 

cells in the central nervous system. In certain embodiments, cells in the central nervous system 

include, but are not limited to, neurons (e.g., striatal or cortical neuronal clonal lines and/or 

primary neurons), glial cells, and astrocytes. Also suitable for cell-based validation assays are 

other readily transfectable cells, for example, HeLa cells or COS cells. Cells are transfected 

with human wild type or mutant cDNAs (e.g., human wild type or mutant MPTc)DNA).  

Standard siRNA, modified siRNA or vectors able to produce siRNA from U-looped mRNA 

are co-transfected. Selective reduction in target mRNA (eg., MAPT mRNA) and/or target 

protein (e.g., MAPT protein) is measured. Reduction of target mRNA or protein can be 

compared to levels of target mRNA or protein in the absence of an RNAi agent or in the 

presence of an RNAi agent that does not target MAPT mRNA. Exogenously-intnoduced 

mRNA or protein (or endogenous mRNA or protein) can be assayed for comparison purposes.  

When utilizing neuronal cells, which are known to be somewhat resistant to standard 

transfection techniques, it may be desirable to introduce RNAi agents (e.g., siRNAs) by passive 

uptake.  

Recombinant Adeno-Associated Viruses and Vectors 

[0750] In certain exemplary embodiments, recombinant adeno-associated viruses 

(rAAVs) and their associated vectors can be used to deliver one or more siRNAs into cells, 

e.g., neural cells (e.g., brain cells). AAV is able to infect many different cell types, although 

the infection efficiency variesbased upon serotype, which is determinedbythe sequence of the 

capsid protein. Several native AAV serotypes have been identified, with serotypes 1-9 being 

the most commonly used for recombinant AAV. AAV-2 is the most well-studied and 

published serotype. The AAV-DJ system includes serotypes AAV-DJ and AAV-DJ/8. These 

serotypes were created through DNA shuffling of multiple AAV serotypes to produce AAV 

with hybrid capsids that have improved transduction efficiencies in vitro (AAV-DJ) and in vivo 

(AAV-DJ/8) in a variety of cells and tissues.  

[0751] In certain embodiments, widespread central nervous system (CNS) delivery 

can be achieved by intravascular delivery of recombinant adeno-associated virus 7 (rAAV7), 

RAAV9 andrAAV10, orother suitable rAAVs (Zhanget al. (2011) Mol. Other. 19(8)1440-8.  
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doi: 10.1038/mt,201.98. Epub2011 May 24). rAAVs and their associated vectors are well

known in the art and are described in US Patent Applications 2014/0296486, 2010/0186103, 

2008/0269149, 2006/0078542 and 2005/0220766, each of which is incorporated herein by 

reference in its entirety for all purposes.  

[0752] rAAVs may be delivered to a subject in compositions according to any 

appropriate methods known in the art. An rAAV can be suspended in a physiologically 

compatible carrier (i.e., in a composition), and may be administered to a subject, i.e., a host 

animal, such as a human, mouse, rat, cat, dog, sheep, rabbit, horse, cow, goat, pig, guinea pig, 

hamster, chicken, turkey, a non-human primate (e.g., Macaque) or the like. In certain 

embodiments, a host animal is a non-human host animal.  

[0753] Delivery of one or more rAAVs to a mammalian subject may be performed, 

for example, by intramuscular injection or by administration into the bloodstream of the 

mammalian subject. Administration into the bloodstream may be by injection into a vein, an 

artery, or any other vascular conduit. In certain embodiments, one or more rAAVs are 

administered into the bloodstream by way of isolated limb perfusion, a technique well known 

in the surgical arts, the method essentially enabling the artisan to isolate a limb from the 

systemic circulation prior to administration of the rAAV virions. Avariant of the isolated limb 

perfusion technique, described in U S. Pat. No. 6,177,403, can also be employed by the skilled 

artisan to administer virions into the vasculature of an isolated limb to potentially enhance 

transduction into muscle cells or tissue, Moreover, in certain instances, it may be desirable to 

deliver virions to the central nervous system (CNS) of a subject. By"CNS" is meant all cells 

and tissue of the brain and spinal cord of a vertebrate. Thus, the term includes, but is not limited 

to, neuronal cells, glial cells, astrocytes, cerebrospinal fluid (CSF), interstitial spaces, bone, 

cartilage and the like. Recombinant AAVs may be delivered directly to the CNS or brain by 

injection into, e.g.,the ventricular region, as well as to the striatum (e.g., the caudate nucleus 

or putamen of the striatum), spinal cord and neuromuscularjunction, or cerebellar lobule, with 

a needle, catheter or related device, using neurosurgical techniques known in the art, such as 

by stereotactic injection (see, e.g., Stein et al., J Virol 73:3424-3429, 1999; Davidson et al., 

PNAS 97:3428-3432, 2000; Davidson et al., Nat. Genet. 3:219-223, 1993; and Alisky and 

Davidson, lum. Gene Ther. 11:2315-2329, 2000).  

[0754] The compositions of the disclosure may comprise an rAAV alone, or in 

combination with one or more other viruses (e.g., a second rAAV encoding having one or more 
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different transgenes). in certain embodiments, a composition comprises 1, 2, 3, 4, 5, 6, 7, 8, 9, 

10 or more different rAAVs each having one or more different transgenes.  

[0755] An effective amount of an rAAV is an amount sufficient to target infect an 

animal, target a desired tissue. In some embodiments, an effective amount of an rAAV is an 

amount sufficient to produce a stable somatic transgenic animal nodel. The effective amount 

will depend primarily on factors such as the species, age, weight, health of the subject, and the 

tissue to be targeted, and may thus vary among animal and tissue. For example, an effective 

amount of one or more rAAVs is generally in the range of from about I ml to about 100 ml of 

solution containing from about 109 to 106 genome copies. In some cases, a dosage between 

about 101 to 1012 rAAVgenome copies is appropriate. In certain embodiments, 102rAAV 

genome copies is effective to target heart, liver, and pancreas tissues. In some cases, stable 

transgenic animals are produced by multiple doses of an rAAV.  

[0756] In some embodiments, rAAV compositions are formulated to reduce 

aggregation of AAV particles in the composition, particularly where high rAAV concentrations 

are present (e.g.,about 101 genome copies/mL or more). Methods for reducing aggegation 

of rAAVs are well known in the art and, include, for example, addition of surfactants, pH 

adjustment, salt concentration adjustment, etc. (See, e.g., Wright et al. (2005) Molecular 

Therapy 12:171-178, the contents of which are incorporated herein by reference.) 

[0757] "Recombinant AAV (rAAV) vectors" comprise, at a minimum, a transgene 

and its regulatory sequences, and 5' and 3' AAV inverted terminal repeats (ITRs). It is this 

recombinant AAV vector which is packaged into a capsid protein and delivered to a selected 

target cell. in some embodiments, the transgene is a nucleic acid sequence, heterologous to the 

vector sequences, which encodes a polypeptide, protein, functional RNA molecule (e.g., 

siRNA) or other gene product, of interest. The nucleic acid coding sequence is operatively 

linked to regulatory components in a manner which permits transgene transcription, translation, 

and/or expression in a cell of a target tissue.  

[0758] The AAV sequences of the vector typically comprise the cis-acting 5' and 3' 

inverted terminal repeat (ITR) sequences (See, e.g., B. J. Carter, in "Handbook of 

Parvoviruses", ed., P. Tijsser, CRC Press, pp. 155 168 (1990)), The ITR sequences are usually 

about 145 basepairs in length. In certain embodiments, substantially the entire sequences 

encoding the ITRs are used in the molecule, although some degree of minor modification of 

these sequences is permissible. The ability to modify these ITR sequences is within the skill 
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of the art.(See, e.g., texts such as Sambrook et al, "Molecular Cloning. A Laboratory Manual" 

2d ed., Cold Spring Harbor Laboratory, New York (1989); and K. Fisher et al., J Virol., 70:520 

532 (1996)). An example of such a molecule employed in the present disclosure is a "cis

acting" plasmid containing the transgene, in which the selected transgene sequence and 

associated regulatory elements are flanked by the and 3'AAV ITR sequences. The AAV 

ITR sequences may be obtained from any known AAV, including mammalian AAV types 

described further herein.  

VII. Methods of Treatment 

[0759] In one aspect, the present disclosure provides for both prophylactic and 

therapeutic methods of treating a subject at risk of (or susceptible to) developing insoluble 

aggregates in the brain comprising tau protein. In one embodiment, the disease or disorder is 

such that MAPT levels in the central nervous system (CNS) have been found to be predictive 

of neurodegeneration progression. In another embodiment, the disease or disorder is a 

proteopathy characterized by the aggregation of misfolded proteins. In a certain embodiment, 

the disease or disorder one in which reduction of MAPT in the CNS reduces clinical 

manifestations seen in neurodegenerative diseases such as Alzheimer's disease, Parkinson's 

disease, or Huntington's disease.  

[0760] "Treatment," or "treating," as used herein, is defined as the application or 

administration of a therapeutic agent (e.g., a RNA agent or vector or transgene encoding same) 

to a patient, or application or administration of a therapeutic agent to an isolated tissue or cell 

line from a patient, who has the disease or disorder, a symptom of disease or disorder or a 

predisposition toward a disease or disorder, with the purpose to cure, heal, alleviate, relieve, 

alter, remedy, ameliorate, improve or affect the disease or disorder, the symptoms of the disease 

or disorder, or the predisposition toward disease.  

[0761] In one aspect, the disclosure provides amethod for preventing in a subject, a 

disease or disorder as described above, by administering to the subject a therapeutic agent (e.g., 

an RNAi agent or vector or transgene encoding same). Subjects at risk for the disease can be 

identified by, for example, any or a combination of diagnostic or prognostic assays as described 

herein. Administration of a prophylactic agent can occur prior to the manifestation of 

symptoms characteristic of the disease or disorder, such that the disease or disorder is prevented 

or, alternatively, delayed in its progression.  

150



WO 2021/188626 PCT/US2021/022688 

[0762] Another aspect of the disclosure pertains to methods treating subjects 

therapeutically, i.e., alter onset of symptoms of the disease or disorder. In an exemplary 

embodiment, the modulatory method of the disclosure involves contacting a CNS cell 

expressingMAiP Twith a therapeuticagent (e.g., a RNAi agent or vector or transgene encoding 

same) that is specific for a target sequence within the gene (e.g., MAPT target sequences of 

Tables 4-6), such that sequence specific interference with the gene is achieved. These methods 

can be performed in vitro (e.g.by culturing the cell with the agent) or, alternatively, in vivo 

(e.g, by administering the agent to a subject).  

IX. Pharmaceutical Compositions and Methods of Administration 

[0763] The disclosure pertains to uses of the above-described agents for prophylactic 

and/or therapeutic treatments as described infra. Accordingly, the modulators (e.g., RNAi 

agents) of the present disclosure can be incorporated into pharmaceutical compositions suitable 

for administration. Such compositions typically comprise the nucleic acid molecule, protein, 

antibody, or modulatory compound and a pharmaceutically acceptable carrier. As used herein 

the language "pharmaceutically acceptable carrier" is intended to include any and all solvents, 

dispersion media, coatings, antibacterial and antifungal agents, isotonic and absorption 

delaying agents, and the like, compatible with pharmaceutical administration. The use of such 

media and agents for pharmaceutically active substances is well known in the art. Except 

insofar as any conventional media or agent is incompatible with the active compound, use 

thereof in the compositions is contemplated. Supplementary active compounds can also be 

incorporated into the compositions.  

[0764] A pharmaceutical composition of the disclosure is formulated to be 

compatible with its intended route of administration. Examples of routes of administration 

include parenteral, e.g, intravenous, intradenal, subcutaneous, intraperitoneal, intramuscular, 

oral (e.g., inhalation), transdermal (topical), and transmucosal administration. In certain 

exemplary embodiments, the pharmaceutical composition of the disclosure is adminsitered 

intravenously and is capable of crossing the blood brain barrier to enter the central nervous 

system. In certain exemplary embodiments, a pharmaceutical composition of the disclosure is 

delivered to the cerebrospinal fluid (C SF) by a route of administration that includes, but is not 

limited to, intrastriatal (IS) administration, intracerebroventricular (ICV) administration and 

intrathecal (IT) administration (e.g., via a pump, an infusion or the like).  
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[0765] The nucleic acid molecules of the disclosure can be inserted into expression 

constructs, e.g., viral vectors, retroviral vectors, expression cassettes, or plasmid viral vectors, 

e.g., using methods known in the art, including but not limited to those described in Xia et al., 

(2002), Supra. Expression constructs can be delivered to a subject by, for example, inhalation, 

orally, intravenous injection, local administration (see U.S. Pat. No. 5,328,470) or by 

stereotactic injection (see e.g., Chen et al. (1994), Proc. Natl. Acad. Sci. USA,91,3054-3057).  

The pharmaceutical preparation of the delivery vector can include the vector in an acceptable 

diluent, or can comprise a slow release matrix in which the delivery vehicle is imbedded.  

Alternatively, where the complete delivery vector can be produced intact from recombinant 

cells, e.g., retroviral vectors, the pharmaceutical preparation can include one or more cells 

which produce the gene delivery system.  

[0766] The nucleic acid molecules of the disclosure can also include small hairpin 

RNAs (shRNAs), and expression constructs engineered to express shRNAs. Transcription of 

shRNAs is initiated at a polymerase III (pol III) promoter, and is thought to be terminated at 

position 2 of a 4-5-thymine transcription tennination site. Upon expression, shRNAs are 

thought to fold into a stem-loop structure with 3' UU-overhangs; subsequently, the ends of 

these shRNAs are processed, converting the shRNAs into siRNA-like molecules of about 21 

nucleotides. Brummelkamp et al. (2002), Science, 296, 550-553; Lee et al, (2002). supra; 

Miyagishi and Taira (2002), Nature Biotechnol., 20, 497-500; Paddison et al. (2002), supra; 

Paul (2002), supra; Sui (2002) supra; Yu et al. (2002), supra.  

[0767] The expression constructs may be any construct suitable for use in the 

appropriate expression system and include, but are not limited to retroviral vectors, linear 

expression cassettes, plasmids and viral or virally-derived vectors, as known in the art. Such 

expression constructs may include one or more inducible promoters, RNA Pol III promoter 

systems such as 16 snRNA promoters or H1 RNA polymerase III promoters, or other 

promoters known in the art. The constructs can include one or both strands of the siRNA.  

Expression constructs expressing both strands can also include loop structures linking both 

strands, or each strand can be separately transcribed from separate promoters within the same 

construct. Each strand can also be transcribed from a separate expression construct, Tuschl 

(2002), Supra.  

[0768] In certain embodiments, a composition that includes a compound of the 

disclo sure can be delivered to the nervous system of a subject by a variety of routes. Exemplary 

routes include intrathecal, parenchymal (e.g, in the brain), nasal, and ocular delivery. The 
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composition can also be delivered systemically, e.g., by intravenous, subcutaneous or 

intramuscular injection. One route of delivery is directly to the brain, e.g., into the ventricles 

or the hypothalamus of the brain, or into the lateral or dorsal areas of the brain. The compounds 

for neural cell delivery can be incorporated into pharmaceutical compositions suitable for 

administration.  

[0769] Forexample, compositions can include one or more species of a compound of 

the disclosure and a pharmaceutically acceptable carrier. The pharmaceutical compositions of 

the present disclosure may be administered in a number of ways dependingupon whether local 

or systemic treatment is desired and upon the area to be treated. Administration maybe topical 

(including ophthalmic, intranasal, transdermal), oral or parenteral. Parenteral administration 

includes intravenous drip, subcutaneous, intraperitoneal or intramuscular injection, intrathecal, 

or intraventricular (e.g., intracerebroventricular) administration. In certain exemplary 

embodiments, a compound of the disclosure is delivered across the Blood-Brain-Barrier (131313) 

suing a variety of suitable compositions and methods described herein.  

[0770] The route of delivery can be dependent on the disorder of the patient. For 

example, a subject diagnosed with a neurodegenerative disease can be administered an anti

MVPiTcompoun of the disclosure directly into the brain (e.g., into the globus pallidus or the 

corpus striatum of the basal ganglia, and near the medium spiny neurons of the corpus 

striaturn). In addition to a compound of the disclosure, a patient can be administered a second 

therapy, eg., a palliative therapy and/or disease-specific therapy. The secondary therapy can 

be, for example, symptomatic (e.g., for alleviating symptoms), neuroprotective (e.g., for 

slowingor halting diseaseprgression), or restorative (e.g., for reversing the disease process .  

Other therapies can include psychotherapy, physiotherapy, speech therapy, communicative and 

memory aids, social support services, and dietary advice.  

[0771] A compound of the disclosure can be delivered to neural cells of the brain. In 

certain embodiments, the compounds of the disclosure may be delivered to the brain without 

direct adminsitration to the central nervous sysytem, i.e., the compounds may be delivered 

intravenously and cross the blood brain barrier to enter ther brain. Delivery methods that do 

not require passage of the composition across the blood-brain barrier can be utilized. For 

example, a pharmaceutical composition containing a compound of the disclosure can be 

delivered to the patient by injection directly into the area containing the disease-affected cells.  

For example, the pharmaceutical composition can be delivered by injection directly into the 

brain. The injection can be by stereotactic injection into a particular region of the brain (e.g., 
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the substantia nigra, cortex, hippocanipus, striatuni, or globus pallidus). Thecompoundcanbe 

delivered into multiple regions of the central nervous system (e.g., into multiple regions of the 

brain, and/or into the spinal cord). The compound can be delivered into diffuse regions of the 

brain (e.g.. diffuse delivery to the cortex of the brain).  

[0772] In one embodiment, the compound can be delivered by way of a cannula or 

other delivery device having one end implanted in a tissue, e.g., the brain, eg., the substantial 

nigra, cortex, hippocampus, striatum or globus pallidus of the brain. The cannula can be 

connected to a reservoir containing the compound. The flow or delivery can be mediated by a 

pump, e.g., an osmotic pump or minmpump, such as an Alzet pump (Durect, Cupertino, CA).  

In one embodiment, a pump and reservoir are implanted in an area distant from the tissue, e.g., 

in the abdomen, and delivery is effected by a conduit leading from the pump or reservoir to the 

site of release. Devices for delivery to the brain are described, for example, in U S. Pat. Nos.  

6,093,180, and 5,814,014.  

[0773] It will be readily apparent to those skilled in the art that other suitable 

modifications and adaptations of the methods described herein may be made using suitable 

equivalents without departing from the scope of the embodiments disclosed herein. Having 

now described certain embodiments in detail, the same will be more clearly understood by 

reference to the following example, which is included for purposes of illustration only and is 

not intended to be limiting 

EXAMPLES 

Example 1. In vitro identification of MAPT targeting sequences 

[0774] The AIMPTgene was used as a target for mRNA knockdown. A panel of 

siRNAs targeting several different sequences of the human and niouse MAPT mRNA was 

developed and screened in SH-SY5Y human neuroblastoma cells A549 in vitro and compared 

tountreated control cells. SiRNAs were designed to target the open reading frame (ORF) and 

3' untranslated region (3'UTR). The siRNAs were each tested at a concentration of 1.5 pM 

and the mRNA was evaluated with the QuantiGene gene expression assay (ThermoFisher, 

Waltham, MA) at the 72 hours timepoint. FIG. 1 reports the results of the screen against human 

AMPTmRNA and FIG. 2 reports the results of the screen of human and mouse targeting 

siRNAs in SH-SY5Y human neuroblastoma cells.  

154



WO 2021/188626 PCT/US2021/022688 

[0775] Table 4 and Table 6 below recites the human MAPTtarget sequences that 

demonstrated reducedM4PTmRNA expression relative to % untreated control. Table 5 below 

recites the cross-species and mouse MAPT target sequences that demonstrated reducedMAPRT 

mRNA expression relative to % untreated control. The cross-species targets are found in both 

the human and mouse MAPTmRNA and may be useful in comparative in vivo studies. Overall, 

of the panel of siRNA target sites tested, 13 were identified that yielded potent and efficacious 

silencing ofAPJTmRNA relative to % untreated control (Tables 4-6). Table 7 and Table 8 

below recites the antisense and sense strands of the 12 siRNAs that resulted in potent and 

efficacious silencing ofMAPTmRNA. The active chemical scaffolds of the compounds recited 

in Table 8 are shown in Table 9. The antisense strands contain a 5' uracil to enhance loading 

into RISC. In certain instances, the corresponding complementary adenosine in the MAPT 

target is not present, leading to a 5' mismatch between the antisense strand and target. As 

shown in the data of FIG. 1, FIG. 2, and FIG. 4, this did not negatively impact silencing 

efficacy. Furthermore, several of the antisense strands contain a 3' end mismatch with the 

MAPTtarget to further enhance RISC loading, which also did not negatively impact silencing 

efficacy. Table 8 below recites additional antisense and sense strands, wherein the sense 

strands are either asymmetric, or blunt type. FIG. 4 summarizes the results obtained for each 

of the siRNA's evaluated with six different scaffolds (see FIG. 3 for a graphic depiction of the 

various chemical scaffold): P3 blunt scaffold (FIG. 4A), P3 blunt plus mismatches at positions 

10 and 11 on the sense strand scaffold (FIG. 4B), P3 asymmetric scaffold (FIG. 4C), P3 

asymmetric plus ribose sense strand scaffold (FIG.41 ), OMerichasymmetricscaffold(FIG.  

4E) and OMe rich asymmetric plus ribose sense strand scaffold (FIG. 4F). FIG. 5A-5C depict 

the concentrations responses for the MAPT 357, MAPT 2257 and MAPT 2378 sequences with 

the indicated chemical modifications. Table 10 lists MAPT mRNA sequences recited in 

additional embodiments. Table I Ilists MAPTtargets identified by insilico screening that are 

candidates for development of novel siRNAs.  

Table 4 - Human MART mRNA targets sequences 

Sequence ID 45mer Gene Region 
GTGACCTCCAAGTGTGGCTCATTAGGCAACATCC.ATCATAAACCA 

MAP T_1971 (SEQ ID NO: 1) 
ACCAGGAGGT(GGC(AGiGGAAGTIAAAATTGAGIACTGA(iCTTi("I('IT 

MAPT 012(SEQ IDNO: 2) 
TGACTTCAAGGACAGAGTCCAGTCGAAGAT TGGGTCCCTGGACAA 

MAPT 2051 (SEQ ID NO: 3) 
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Table 5 - Crossspecies and mouse MAPTrnRNA targets sequences.  

Sequence ID 45mer Gene Region 
AT'CATAAACCAGGAGGTG(CCAGGTGGAAGTAAAATCTGAGAAGC 

MAPT 2005 (SEQ ID NO: 4) 

CATAAACCAGGAGGIGGCCAGGTGGAAGIAAAATCTGAGAAGCT T 
MAPI 2007 (SEQ ID NO: 5) 

GTAAAAICIGAGAAGCTTGACTICAAGGACAGAGTCCAGTCGAAG 
MAP _2034 (SEQ ID NO: 6) 

Table 6 -MAPT mRNA sequences - additional embodiments 

Sequence 45mer Gene Region 
ID 
MAPT_357 AGTTCGAAGTGATGGAAGATCACGCTGGGACGTACGGGTTGGGGG 

(SEQ ID NO: 7) 

MAPT_2257 TGIGCAAAIAGTC'IACAAACCAGIIGACCTGAGCAAGGIGACCTC 
(SEQ ID NO: 8) 

MAPT_2378 TTCAAGGACAGAGTCCAGTCGAAGATTGGGTCCCTGGACAATATC 
(SEQ ID NO: 9) 

MAPT_2417 AATATCACCCACGTCCCTGGCGGAGGAAATAAAAAGATTGAAACC 
(SEQ i) NO: 10) 

MAPT_2666TGATCAGGCCCCTGGGGCGGCAATAATIGTGGAGAGGAAGAAT 
(SEQ ID NO: 11) 

MAPT_4518 CTGTTGAGTTGTAGTTGGATTTGTCTGTTTATGCTTGGATTCACC 
(SEQ ID NO: 12) 

MAPT_6750GTATTGTGTGTTTTAACAAATGTATTACACTGACTGTTGCTGTAA 
(SEQ ID NO: 13) 

Table 7 -MAPT antisense and sense strand siRNA sequences used in screens of FIG. I and 

FIG. 2.  

Antisense Sequence Sense Sequence 
Sequence ID (5'33') (5'-3) 

tGAUGUUGCCUAAUGAGCCAUJAGGCAACAUCCA 
MAPT 1971 (SEQ ID NO: 34) (SEQ ID NO: 14) 

UCUCAGAUUUACUUCCACC AAGUAAAAUCUGAGA 
MAP T_2012 SEQ ID NO: 35) (SEQ ID NO: 15) 

JCCCAAUCUUJCGACUGGACU AGUCGAAGAUUGGGA 
MAPT 2051 (SEQ ID NO: 36) (SEQ ID NO: 16) 

UULJjUACUUCCACCUGGCCACC CAGGUGGAAGUAAAA 
MAPI T2005 (SEQ ID NO: 37) (SEQ ID NO: 17) 

UAUUUUACUUCCACCUGGCC GGUGGAAGUAAAAUA 
MAPT 2007 (SEQ ID NO: 38) (SEQ ID NO: 18) 

MAPT 2034 UCUCUGUCCUUGAAGUCAAG CUUCAAGGACAGAGA 
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(SEQ ID NO: 39) (SEQ OID NO: 19) 

Table 8 -MPTantisense and sense strand siRNA sequences used in screens of FIG. 4.  

Sequence ID Antisense Sequence Sense Sequence Sense Sequence (Blunt) 
(5'-3') (Asymmetric) (5'3') 

____ ____ ___ ____ ____ ___ ____ ___ (5'-3') 

IAPT_357 UUACGUCCCAGCGU CACGCUGGGACG AAGAIJCACGCIJGGGAC 
GAUCUU UAA GUAA 
(SEQD NO: 40) (SEQ lID NO. 20) (SEQ I-D NO: 21) 

MAPT_2257 JCUCAGGCLAACU CAGUUGACCUGACAAACCAGUUGACCU 
GGUUUG GCA AGCA 
(SEQ ID NO: 41) (SEQ ID NO: 22) (SEQ ID NO: 23) 

MAPT_2378* UCGGACCCAAUCUU GAAGAUUGGGUC CAGUCGAAGAULUGU 
CGACIG CCA CCCA 
(SEQ ID NO: 42) (SEQ ID NO: 24) (SEQ ID NO: 25) 

MAPT_2417 UUUUAUUUCCIJ CGGAGGAAAUAA CCUGGCGGAGGAAAUA 
GCCAGG AAA kAAA 
(SEQ ID NO: 43) (SEQ ID NO: 26) (SEQ ID NO: 27) 

MAPT_2666 UUCCACAAUUAUUG UCAAUAAUCU CC UCAAUAAUUGU 
ACCGCC GAA GGAA 
(SEQ ID NO: 44) (SEQ ID NO: 28) (SEQ ID NO: 29) 

MAPT_4518 UGCAUAAACAGACA UGUCUGUUUUAU UGGAUUUGUCUGUUUA 
AAUCCA GCA UGCA 
S(SEQ ID NO: 45) (SEQ ID NO: 30) (SEQIDNO:31) 

MAPT_6750 JGUCAGUGUAAAUCUAUIUUACACUG ACAAAUGAUUUACACU 

AUUUGU ACA CACA 
........... (SEQ ID NO: 46) (SEQ IDNO: 32) (SEQ ID NO: 33) 

*miRNA hit 

Table 9 - Active chemical scaffolds of the antisense and sense sequences of Table 8.  

Sequence ID Active Chemical Scaffolds 

MAPT 357 P3 Blunt,P3 Asymmetric; P3 Asymmetric +Ribose and OMe Rich 
Asymmetric + Ribose formulations contained small amounts of duplex 

MAPT_2257 P3 Blunt, P3 Asymmetric, P3 Asymmetric + Ribose 
MAPT_2378 )3 Blunt, P3 Blunt + Mismatches, P3 Asymmetric, P3 Asymmetric + Ribose; 

P3 Asymmetric -+ Ribose formulation contained small amount of duplex 

MAPT_2417 P3 Asymmetric 

MAPT 2666 P3 Asymmetric 

MAPT_4518 P3 Asymmetric + Ribose 

7APT 6750 P3 Asymmetnc 
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Table 10 - MAPT mRNA sequences - additional embodiments 

Seque Locati 45mer Gene Region Target Sequence 

MAP T 51 TTR GAGGGjTGACACGGACGCTGGCCTGAAAG.kAT GCtJGGCCUGFAAAGAAUC 
120 CTCCCCTGCAGA CC (SEQ ID NO: 47) UCC (SEQ ID NO: 104) 

MAPT 5UTR TGATGCTAAGAGCACTCCAACAGCGGAAGATG UCCAACAGCGGAAGAUG 
206 _ TGACAGCACCC TT(SEQIDNO:_48) UGA (SEQ ID No_105) 

MAPT 5UTR TCCAACAGCGGAAGATGTGACAGCACCCTTAG UGUGACAGCACCCUUAG 
221 TGGATGAGGGAGC (SEQ ID NO: 49) UGG (SEQ ID NO: 106) 

MAPT ORF AAGGGCAGGATGCCCCCCTGGAGTTCACGTTT CCCUGGAGUUCACGUUUC 
892 CACUGGGAAAT-CA(SEQIDNO50) ---------- AC-(SEQ-ID-N-O:107,) ..........  

MAPT ORF CACTCGGAGGAGCATTTGGGAAGGGCTGCATT UUGGGAAGGGCUGCAUl 
963 TCCAGGGGCCCCT (SEQ ID NO: 51) UCC (SEQ ID NO: 108) 

MAPT ORF AGCCCGTCAGCCGGGTCCCTCAACTCAAAGCT UCCCUCAACUCAAAGCUC 
fil 11 CGCATGGTCAGTA (SEQ ID NO: 52) GC (SEQ ID NO: 109) 

MAPT ORF CGATGACAAkAAAGCCAAGACATCCACACGTT CAAGACAUCCACACGUUC 
1178 CCTCTGCTAAAAC (SEQ ID NO: 53) CU (SEQ ID NO: 110) 

MAPT ORF GCACCAGCCGGGAGGCGGGAAGGTGCAGATA CGGGAAGGUGCAGAUAA 
1820 ATTAATAAGAAGCT (SEQ ID NO: 54) UJA (SEQ ID NO: 111) 

MiAPT OR GTGACCTCCAAGTGTGGCTCATTAGGCAACAT GGCUCAUAGGCAACAU 
1971 CCATCATAAACCA (SEQ ID NO: 1) CCA (SEQ ID NO: 112) 

MAPT ORF TGACTTCAAGGACAGAGTCCAGTCGAAGATTG AGUCCAGUCGAAGAUUG 
2051 GGTCCCTGGACAA (SEQ TD NO: 3) GGU (SEQ ID NO: 113) 

MIAT ORE TCCTCCACCGGCAGCATCiACATGG'AGACTC AUCGACAUGGUAGACUC 
2253 GCCCCAGCTCGCC (SEQ ID NO: 55) GCC (SEQID NO: 114) 

MAPT ORF ACCAGGAGGTGGCCAGGTGGAAGTXAAATCT GGUGGAAGUAAAAUCUG 
2012 GAGAAGCTTGACTT (SEQ ID NO: 2) AGA (SEQ ID NO: 115) 

MAPT ORE AAACACGTCCCGGGAGGCGGCAGTGTGCAAAT GGCGGCAGUGUGCAAAU 
1911 AGTCTACAAACCA(SEQ-ID--NO:-56) ------- AG-U(SEQ-IDNO: 116) 

MAPT ORF GTAAAATCTGAGAAGCTTGACTTCAAGGACAG CUUIGCUUCAAGGACAG 
2034 AGTCCAGTCGAAG (SEQ ID NO: 6) AGU (SEQ ID NO: 117) 

MAPT ORF ATAATTAATAAAAT-AAGCTGGATCTTAGCAACGT CUGGAUCUUAGCAACGU 
1848 CCAGTCCAAGTGT(SEQIDNO_57_) CCA(SEQID NO:_118 

MAPT ORF CACGTCCCGGGAGGCGGCAGTGTGCAA.TAGT GGCAGUGUGCAAAUAGU 
1914 CTACAAACCAGTT (SEQ ID NO: 58) CUA (SEQ ID NO:119) 

MAPT ORE AGGCGGGAAGGTGCAGATAATTAATAAGAAG GAUAAUIJUAAUAAGAAGC 
1832 CTGGAT''ICTTAGCAAItk-SEQ-l)-N-O: 5_?---------------- -U GG -( S EQ ID -NO' :120) 

MAPT ORF GAAGGTGCAGATAATTAATAAGAAGCTGGATC UAAAAAGAGCJGGAJC 
1838 TTAGCAACGTCCA (SEQ ID NO: 60) UUA (SEQ ID NO: 121) 

MAPT ORF ATCATAAACCAGGAGGTGGCCAGGTGGAAGT GUGGCCAGGUGGAAGUA 
2005 AAAAATCTGAGAAGC (SEQ ID NO: 4) AAA (SEQ ID NO: 122) 

MAPT ORF AAGTGTGGCTCAAAGGA'TAATATCAAACACGT GAUAAUAUCAAACACGU 
1887 CCCGGGAGGCGGC (SEQ ID NO: 61) CCC (SEQ ID NO: 123) 

MAPT ORF CATAAACCAGGAGGTGGCCAGGTGGAAGTAA GGCCAGGUGGAAGUAAA 
2007 AATCTG AGAAGCTT (SEQ ID NO: 5) AUC (SEQ ID NO: 124) 

MAPT ORE GGCGGGAAGGTGCAGATAATAATAAGAAGC AUAAUUAAUAAGAAGCU 
1833 TGGATCTTAGCAAC (SEQ ID NO: 62) GGA (SEQ ID NO: 125) 

MAPT ORF AGTTGACCTGAGCAAGGTGACCTCCAAGTGTG GGUGACCUCCAAGUGUG 
1955 GCTCATTAGGCAA (SEQ ID NO: 63) GCU (SEQ ID NO: 126) 

MAPT ORF AGT'TCGAAGTGATGGAAGATCACGCTGGGACG AAGAUCACGCUGGGACG 
357 TACGGGTTGGGGGLSEQ ID NO:_7) _ _ UAC(SEQ ID NO:12) 

MAPT ORF AAACCTCTGATGCTAAGAGCACTCCAACAGCG AGAGCACUCCAACAGCGG 
-5 22 GAAGATGTG-ACAG (SEQ ID NOl: 64) AA (SEQ ID NO: 128) 

MAPT ORE ATCCCAGAAGGAACCACAGCTGAAGAAGCAG ACAGCUGAAGAAGCAGG 
626 GCATTGGAGACACC JSEQ ID NO:65__ _ _CAU(SEQi)NO:129)-____ 

MAPT ORF CTGCTCAAGCACCAGCTTCTAGGAGACCTGCA CUJCUAGGAGACCUGCAC 
896 CCAGGAGGGGCCG (SEQ ID NO: 66) CA (SEQ ID NO: 130) 
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MAPT OR F -CTGGAGTTCACGITTTCACGTGGAAATCACAC UCACGU-,GGAAAICACACC 
1231 CCAACGTGCAGAA (SEQ ID NO: 67) CA(SEQ ID NO: 131) 

MAPT ORF GACCTTCCAGAGCCCTC'TGAAAAGCAGCCTGC UCUGAAAAGCAGCCUGC 
1385 _ __ _TGC'TGCTCCG CGG (SEQ_)NC):68) _UGC_(SEQID NO:32) 

MAPT ORF AAAGACGGGACTGGAAGCGATGACAAAAAAG AGCGAUGACAAAAAAGC 
1484 CCAAGACATCCACA (SEQ ID NO: 69) CAA (SEQ ID NO: 133) 

MAPT ORF AAACACCCCACTCCTGGTAGCTCAGACCCTCT GGUAGCUCAGACCCUCUG 
1574 GATCCAACCCTCC (SEQ ID NO: 70) AU (SEQ 1D NO: 134) 

MAPT ORF GTCACTTCCCGAACTGGCAGTTCTGGAGCAAA GGCAGUUCUGGAGCAAA 
1670 GGAGATGAAACTC (SEQ ID NO: 71) GGA (SEQ ID NO: 135) 

MAPT ORF CCCAGCTCTGCGACTAAGCAAGTCCAGAGAAG AAGCAAGUCCAGAGAAG 
1835 ACCACCCCCTGCA (SEQ ID NO: 72) ACC (SEQ ID NO: 136) 

MAPT ORF CCAAGATCGGCTCCACTGAGAACCTGAAGCAC CUGAGAACCUGAAGCACC 
2115 CAGCCGGGAGGCG (SEQ ID NO: 73) AG (SEQ ID NO: 137) 

MAPT ORF TCTTAGCAACGTCCAGTCCAAGTGTGGCTCAA GUCCAAGUGUGGCUCAA 
2191 AGGATA ATATCAA (SEQ ID NO: 74) AGG (SEQ ID NO: 138) 

MAPT ORF TGTGCAAATAGTCTACAAACCAGTTGACCTGA CAAACCAGUUGACCUGA 
2257 GCAAGGTGACCTC (SEQ ID NO: 8) GCA (SEQ ID NO: 139) 

MAPT ORF ATTAGGCAACATCCATCATAAACCAGGAGGTG UCAUAAACCAGGAGGUG 
2314 GCCAGGTGGAAGT (SEQ ID NO: 75) GCC (SEQ ID NO: 140) 

MAPT ORE TTCAAGGACAGAGTCCAGTCGAAGATTGGGTC CAGUCGAAGAUUGGGUC 
_2378 ______ CCTGGACAA I TATC__(SEQDNO9) CCU(SEQID NO:_1411)____ 
MAPT ORF AATATCACCCACGTCCCTGGCGGAGGAAATAA CCUGGCGGAGGAAAUAA 

2417 AAAGATTGAAACC (SEQ ID NO: 10) AAA (SEQ ID NO: 142) 
MAPT ORF CGTCCCTGGCGGAGGAAATAAAAAGATTGAA AAAUAAAAAGAUUGAAA 
_2428 _ CCCACAGCTGAC (SEQ IDNO; 76_ CCC (SEQ ID NO:143 
MAPT ORF AAATAAAAAGATTGAAACCCACAAGCTGACCT AACCCACAAGCIUGACCUU 

2443 TCCGCGAGAACGC (SEQ ID NO: 77) CC (SEQ ID NO: 144) 
MAPT ORF TGATCAGGCCCCTGGGGCGGTCAATAATTGTG GGCGGUCAAUAAUUGUG 
_2666 _3UTR _GAGAGGAGAGA T_(SEQ IDNO:_ 11)__________-GAG (SEQ ID NO_145) 
MAPT 3UTR GCCCCCAGCTGCTCCTCGCAGTTCGGTTAATTG UCGCAGUUCGGIUAAUU 

2758 _GTTAATCACTTA (SEQ ID NO: 78) GGU (SEQ ID NO: 146) 
MAPT 3UTR CGGCTTTGGCTCGGGACTTCAAAATCAGTGAT ACUUCAAAAUCAGUGAU 

2819 GGGAGTAAGAGCA (SEQ ID NO: 79) GGG (SEQ ID NO: 147) 
MAPT 3U TR TCTTTCCAAATTGATGGGTGGGCTAGTAATAA GGGUGGGCUAGUAAUAA 

2871 AATATTTAAAAAA (SEQ ID NO: 80) AAU (SEQ ID NO: 148) 
MAPT 3UTR TTTCCAAATTGATGGGTGGGCTAGTAATAAAA GUGGGCUAGUAAUAAAA 

2873 TATTTAAAA AAAA (SEQ TD NO: 81) UAU (SEQ ID NO: 149) 
MAPT 3UTR AGCAACAAAGGATTTGAAACTT'GGTGTGTTCG GAAACUUGGUGUGUUCC 

3101 TGGAGCCACAGGC (SEQ ID NO: 82) UGG (SEQ ID NO: 150) 
MAPT 3UTR GCAGCCTGTGGGAGAAGGGACAGCGGGTAAA AGGGACAGCGGGUAAAA 

3411 AAGAGAAGGCAA GC (SEQ ID NO: 83) AGA (SEQ ID NO: 151) 
MAPT 3U TR TCTGAAGGTTGGAACTGCTGCCATGATTTTGG UGCUGCCAUGACUJ1UGG 

3607 CCACTTTGCAGAC (SEQ ID NO: 84) CCA (SEQ ID NO: 152) 
MAPT 3UTR CTAACCAGTTCTCTTTGTAAGGACTTGTGCCTC UGUAAGGACUJGUGCCU 

3666 TTGGGAGACGTC (SEQ ID NO: 85) CUU (SEQ ID NO: 153) 
MAPT 3UTR GAAATTAAGGGAAGGCAAAGTCCAGGCACAA CAAAGUCCAGGCACAAG 

3967 ~~~ ~ GTGGCC-----------SE- - ---------_3_67_______G G GG1 CCC G(SEQIDNO;861_____ AGUSE ID NO_154~ 
MAPT 3UTR CGAATCTCATGATCTGATTCGGTTCCCTGTCTC GAUUCGGUUCCCUGUCUC 

4055 CTCCTCCCGTCA (SEQ ID NO: 87) CU (SEQ ID NO: 155) 
MAPT 3UTR GCCATGCTGTCTGTTCTGCTGGAGCAGCTGAA CUGCUGGAGCAGCUGAA 

4447 CATATACATAGAT_(SEQH) NO: 88 CAUSEQ IDNO156 

MAPT 3UTR CTGTTGAGTTGTAGTTGGATTTGTCTGTTTATG UGGAUIJUUGUCjUGUUUAU 
4518 CTTGGATTCACC (SEQ ID NO: 12) GCU (SEQ ID NO: 157) 

MAPT 3UTR CTGGGGCCTCCCAAGTTTTGAAAGGCIITTTCCTC UUUUGAAAGGCUUUCCU 
4,10 AGCACCTGGGAC_(SEQlDNO:_89__) _CAG_(SEQIDNO:_158)_ 

MAPT 3UTR CCTGAAGCACAGGATTAGGACTGAAGCGATGA UAGGACUGAAGCGAUGA 
4808 TGTCCCCTTCCCT (SEQ ID NO: 90) UGU (SEQ ID NO: 159) 

159



WO 2021/188626 PCT/US2021/022688 

MAPT 3UTR CCTGCGACCACAGCAGGGATTGGGATGAATTG GGGAUUGGGAUGAAUUG 
5126 CCTGTCCTGGATC (SEQ ID NO: 91) CCU (SEQ ID NO: 160) 

MAPT 3UTR GACTTGACAAGTCAGGAGACACTGTTCCCAAA GAGACACUGUUCCCAAA 
5208 ___ GCCTTGACCAGAG_(SEQlD _NO: 92) _GCC SEQ ID NO:161) 

MAPT 3UTR CTCAGGCCCAATTCTGCCACTTCTGGTTTGGGT GCCACUUC'UGGUUUGGG 
5350 ACA GTTAAAGGC (SEQ ID NO: 93) UAC (SEQ ID NO: 162) 

MAPT 3UTR TGGCAGCTTCGTGTGCAGCTAGAGCTTTACCT CAGCUAGAGCUUUACCU 
5441 GAAAGGAAGTCTC (SEQ ID NO: 94) GAA (SEQ ID NO: 163) 

MAPT 3UTR TGCATTTCTTCACGCACCTCGGTTCCTCTTCCT ACCUCGGUUCCUCUUCCUJ 
5640 GAAGTTCTTG'TG (SEQ ID NO: 95) GA (SEQ ID NO: 164) 

MAPT 3UTR GGGCAGGCTCTTGGGGCCAGCCTAAGATCATG GCCAGCCUAAGAUICAUG 
5745 GTTTAGGGTGATC (SEQ ID NO: 96) GUU (SEQ ID NO: 165) 

MAPT 3UTR TATGCCGGCTCCTTCAAGCTGCTGACTCACTTT AAGCCUGCUGACUCACUU 
5934 ATCAATAG'ITCC (SEQ ID NO: 97) UAU (SEQ ID NO: 166) 

MAPT 3UTR AATTGACTTCAGTGGTGACTGTATCCTGTTT UGAGACUGUAUCCUGUU 
5984 GCTATTGCTTGT (SEQ ID NO: 98) UGC (SEQ ID NO: 167) 

MAPT 3iUTR GTTAGAGGCCCTTGGGGTTCTCTTTTCCACTG GGUUJCUCUUUUCCACU 
6170 ACAGGCTTTCCC (SEQ ID NO: 99) GAC (SEQ ID NO: 168) 

MAPT 3UTR CTGCCCTCTTTCAGGGGTCCTAAGCCCACAATC GGUCCUAAGCCCACAAUC 
6290 ATGCCTCCCTAA(SEQIDNO: 100) AU (SEQ ID NO: 169) 

MAPT 3UTR CGAGGGCAGAGGTGATCACCTGCCTGICCCAT UCACCUGCGUGUCCCA11C 
_6482 _ _CTACAGACCTGCA (SEQIDNO:_101) __________ UA_(SEQID_NO;_1_70) 
MAPT 3UTR CTGATTTCTCTTCAGCTTTGAAAAGGGTTACCC CIJUUGAAAAGGGUUACC 

6541 TGGGCACTGGCC (SEQ ID NO: 102) CUG (SEQ ID NO: 171) 
MAPT 3UTR GGACATGAAATCAICTTAGCTTAGCTTTCTGTC UUAGCUUAGCUUUCUGU 

6699 TCTGAAf GTCTTA_(SEQID NO:_103) ___________ _CUG(SEQID NO:_172) 
MAPT 3UTR GTATTGTGTGTTTTAACAAATGATTTACACTGA ACAAAUGAUUUACACUG 

6750 CTGTTGCTGTAA (SEQ ID NO: 13) ACU (SEQ ID NO: 173) 
MAIT 3UTR Notincluded GAASUUGGAAAUAAAGU 

-6-4 -___________________ __________N----------------------------- -NO.74)_ 

Table 10 - continued - MAPT anti-sense and sense sequences - additional embodiments 

Sequence Antisense Sense P3Asy P5_Asy 
ID Sequence Sequence (20 nucleotide) mmetrc mmeic 

Target Target 
mRtNA mRNA, 
Express Expressi 

sion(% on(% 
relative relative 
to to 
control) contal) 

MAPT 120 UGAGAUUCUUUCAG CCUGAAAGAAUCUCA 98 
GCCAGC (SEQ ID NO: (SEQ ID NO: 175) 

MAPT 206 UC ACAUCJUCCGCU CAGCGGAAGAUGUGA 90 
GUUGGA (SEQ ID NO: (SEQ ID NO: 176) 
234) 

MAPIT_21 UCACLAAGGGUGC U CAGCACCCUUAGUGA 87 
GUCACA (SEQ ID NO: (SEQ ID NO: 177) 

1235) 

MAPT_892 ULTGAAACGUGAACU GAGUUCACGUTUCAA 111 
CCAGGG (SEQ ID NO: (SEQ ID NO: 178) 
236) 
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MAPT_963 UGAAAUGCAGCCCU AAGGGCUGCAUUUCA 103 
UCCC AA (SEQ ID NO: (SEQ ID NO: 179) 
237) 

MAPT111 UCGAGCUUUGAGUU CAACUCAAAGCUCGA 95.  
I G AGGGA (SEQ ID NO: (SEQ ID NO: 180) 

1238) 
MAPT 117 UGGAACGUGUGGAU CAUCCACACGUUCCA 104 
8 GUCUUG (SEQ ID NO: (SEQ ID NO: 18 1) 

1239) 
MAIT 182 UjAAUU[AUCUGCACC AGGUGCAGAUAAUUA 98 
0 UUCCCG (SEQ ID NO: (SEQ ID NO: 182) 

12410) 
MAPT 197 UGGAUJGUUGCCUJAA AUAGGCAACAUCCA 51 
1 UGAGCC (SEQ ID NO: (SEQ ID NO: 14) 

MAPT 205 UCCCAAUCUUCGAC AGUCGAAGAUUGGGA 61 
1 UGGACU (SEQ ID NO: (SEQ ID NO: 16) 

36) 
MAPT 225 UGCGAGUCUACCAU CAUGGUAGACUCGCA 87 
3 GUCGAU (SEQ ID NO: (SEQI)D NO: 183) 

1241) 
MAPT20I UCUCAGAUUUUACU AAGUAAAAUCUGAGA 26 
2 UCCACC (SEQ ID NO: (SEQ ID NO: 15) 

_35) 
MA1 T191 UCUAUJUGCACACU CAGUGUGCAAAUAGA 72 
1 GCCGCC (SEQ ID NO: (SEQ ID NO: 184) 

MAPT 203 jCUCUGUCCUUGAA CUUCAAGGACAGAGA 56 
4 GUCAAG (SEQ ID NO: (SEQ ID NO: 19) 

_39) 

MAPT 184 UGGACGUGCUAAG UCUUAGCAACGUCCA 74 
8 AUCCAG (SEQ ID NO: (SEQ ID NO: 185) 

*243) 
MAPT 191 UAGACUAUUtUGCAC UGUGCAAAUAGUJCUA 96 
4 ACUGCC(SEQ ID NO: (SEQI)D NO: 186) 

244) 
MAPT_183 UCAGCUUCUUAUUA UUAAUAAGAAGCUGA 103 
2 AUUAUC (SEQ ID NO: (SEQ ID NO: 187) 

*245) 
MAP1 T183 UAAGAUCCACjCUUC AGAAGCUGGAUCUUA 120 
8 UUAUUA (SEQ ID NO: (SEQ ID NO: 188) 

246) 
MAPT 200 UUUTUACUUICCACCU CAGGUGGAAGUAAAA 98 
5 GGCCAC (SEQ ID NO: (SEQ ID NO: 17) 

*37) 

MAPT_188 1,UGGACGUGUUUJGAU UAUCAAACACGUCCA 155 
7 AUUAUC (SEQ ID NO: (SEQ ID NO: 189) 
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MAPT_200 UAUUUUACUUCCAC GGUGGAAGUAAAAUA 35 
7 CUGGCC (SEQ ID NO: (SEQ ID NO: 18) 

38) 
MAPT 183 UCCAGCUUCUUAUU UAAUAAGAAGCUGGA 77 
3 AAUUAU (SEQ I )NO: (SEQ ID NO: 190) 

1248) 
MAPT_20 UUUUACUUCCACCU CAGGUGGAAGUAAAA 42 

GGCCAC (SEQ ID NO: (SEQ ID NO: 17) 
_37) 

MAPT195 LjG'CCACACUJGGAG CCUCCAAGULjGGCA 79 
GUCACC (SEQ ID NO: (SEQ ID NO: 191) 

12419) 
MAPT 357 UUACGUCCCAGCGU AAG.AUCACGCUGGGA 30 

GAUCUU (SEQ ID NO: CGUAA (SEQ ID NO: 21) 
401I 

MAPT 522 UUCCGCUGUUGGAG AGAGCACUCCAACAG 69 
*UGCUCU (SEQ ID NO: CGGAA (SEQ ID NO: 

250) 192) 
MAPT 626 UUGCCUGCUUCUUC ACAGCUGAAGAAGCA 85 

AGCUGU (SEQ ID NO: GGCAA (SEQ ID NO: 
1251) 193) 

MAPT 896 UGGUGCAGGUCUCC CUUCUAG(AGACCUG 8 
UAGAAG (SEQ ID NO: CACCA (SEQ ID NO: 

1252) 194) 
MAPT123 UGGGjGUGAUjUUCC UCACGUGGAAAUCAC 77 
1 ACGUGA (SEQ ID NO: ACCCA (SEQ ID NO: 

*253) 195) 
MAPT 138 UCAGCAGGCUGCUU UCUGAAAGCAGCCU 82 
5 UUCAGA (SEQ ID NO: GCUGA (SEQ ID NO: 

254) 196) 
MAPT 148 UUGGCUUUUUUGUC AGCGAUGACAAAAAA 74 
4 AUCGCU (SEQ ID NO: GCCAA (SEQ ID NO: 

*255) 197) 
MAPT 157 UTCAGAGGGUCUGA GGUAGCUCAGACCCU 69 
4 GCUACC(SEQ I) NO: CUGAA (SEQ ID NO: 

1256) 198) 
MAPT 167 UCCUUUGCUCCAGA GGCAGUUCUGGAGCA 93 
0 ACUGCC (SEQ ID NO: AAGGA(SEQ ID NO: 

*257) 199) 
MAP1 T183 UGUCUJCUCUGGAC AAGCAAGUCCAGAGA ND 

UUGCUU (SEQ ID NO: AGACA (SEQ ID NO: 
1258) 200) 

MAPT211 UUGGUJGCUJCAGGi CUGAGAACCUGAAGC 69 
5 UCUCAG (SEQ ID NO: ACCAA (SEQ ID NO: 

259) 201) 
MAPT219 UCUUIJGAGCCACAC GUCCAAGUGUlGGCUC 75 
I UUGGAC (SEQ ID NO: AAAGA (SEQ D NO: 

260) _ _________________ 0_20 ) 
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MAPT225 UGCUCAGGUCAACU CAAACCAGUUGACCU 19 
7 GGUUUG (SEQ ID NO: GAGCA (SEQ ID NO: 23) 

41) 
MAPT 231 UGCCACCUCCUGGU UCAUAAACCAGGAGG 48 
4 UUAUGA (SEQ ID NO: UGCA (SEQ ID NO: 

_261) 203) 
MAPT_237 UGGGACCCAAUCUU CAGUCGAAGAUUG(G 2 
8 CGACUG (SEQ ID NO: UCCCA (SEQ ID NO: 25) 

142) 
MAPT_241 UUUAUUJUCC UCC CCUGGCGGAGGAAAU 31 
7 GCCAGG (SEQ ID NO: AAAAA (SEQ ID NO: 27) 

143) 
MAPT 242 UGGUUUCAAUCUUU AAAUAAAAAGAUUGA 62 
8 UUAUUU (SEQ ID AACCA (SEQ ID NO: 

NO:262- --204) 
MAPT_244 UGAAGGUCAGCUUG AACCCACAAGCUGAC 68 
3 UGGGUU (SEQ ID NO: CUUCA (SEQ ID NO: 

263) 205) 
MAPT 266 UUCCACAAUUAUIUG GGCGGUCAAUAAUUG 39 
6 ACCGCC (SEQ ID NO: UGGAA (SEQ ID NO: 29) 

_44) 
MAPT 275 UCCAAUU AACCGAA UCGCAGUJC(iGGJUAA 72 
8 CUGCGA (SEQ ID NO: UUGGA (SEQ ILD NO: 

1264) 206) 
MAPT281 UCCAUCACUGAUUl ACUUCAAAAUCAGUG 56 
9 UGAAGU (SEQ ID NO: AUGGA (SEQ ID NO: 

_265) 207) 

MAPT 287 UULUJAUUACUAGC GGGUGGGCUAGUAAU 81 
1 CCACCC (SEQ ID NO: AAAAA (SEQ ID NO: 

266) 208) 
MAPT 287 UUAUUUUAUUACUA GUGGGCUAGUAATAA 50 
3 GCCCAC (SEQ ID NO: AAUAA (SEQ ID NO: 

267) 209) 
MAPT 310 UCACGAACACACCA GAAACUUGGUGUJGUU 60 
I AGUUUC (SEQ ID NO: CGUGA (SEQ ID NO: 

_ 268) 210) 
MAPT 341 UCUIJUUUACCCGCU AGGGACAGCGGGUAA 75 
1 GUCCCU (SEQ ID NO: AAAGA (SEQ ID NO: 

269) 211) 
MAPT360 UGGCCAAAAUCAUG UGCUGCCAUGAUUUU 8 
7 GCAGCA (SEQ ID NO: GGCCA (SEQ ID NO: 

270) 212) 
MAPT_366 UAGAGGCACAAGUC UGUAAGGACUUGUGC 58 
6 CUUACA (SEQ ID NO: CUCUA (SEQ ID NO: 

1271) 213) 
MAPT 396 UCUCUUGUGCCUGG CAAAGUCCAGGCACA 73 
7 ACUUUG (SEQ ID NO: AGAGA (SEQ D NO: 
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MAPT 405 UGGAGACAGGGAAC GAUUCGGUUCCCUGU 61 
5 CGAAUC (SEQ ID NO: CUCCA (SEQ ID NO: 

273) 215) 
MAPT 444 UUGUIJCAGCUGCUC CUGCUGGAGCAGCUG 57 
7 CAGCAG (SEQ ID NO: AACAA (SEQ ID NO: 

274) 216) 
MAPT_451 UGCAUAAACAGACA UGGAUUUGUCUGJUUU 54 
8 AAUCCA (SEQ ID NO: AUGCA (SEQ ID NO: 31) 

_45) 

MAPT_471 UUGAXGAAAGCCUU UUUUGAAAGGCJUUC 74 
0 UCAAAA (SEQ ID NO: CUCAA (SEQ ID NO: 

275)217) 
MAPT 480 UJCAUCAUCGCUUCA UAGGACUGAAGCGAU 
8 GUCCUA (SEQ ID NO: GAUGA (SEQ ID NO: 

MAPT 512 UGGCAAUUCAUCCC GGGAUUGGGAUGAAU 71 
6 AATCCC (SEQ ID NO: UGCCA (SEQ ID NO: 

277) 219) 
MAPT 520 UGCUUJGGGAACAG GAGACACUGUUCCCA 53 
8 UGUCUC (SEQ ID NO: AAGCA (SEQ ID NO: 

1278) 220) 
MAPT 535 UUACCCAAACCAGA GCCACUUCUGGUUUG 68 
0 AGUUGC (SEQ ID NO: GGUAA (SEQ ID NO: 

1279) 221) 
MAIT 544 UUCAGGUAAAGCUC CAGCUAGAGCUUJAC 83 
1 UAGCUG (SEQ ID NO: CUGAA (SEQ ID NO: 

1280) 222) 
MAPT 564 UCAGGAAGAGGAAC ACCUCGGUUCCUCUU 83 
0 CGAGGU (SEQ ID NO: CCUGA (SEQ ID NO: 

1281) 223) 
MAPT_574 UACCAUGAUCUUAG GCCAGCCUAAGAUCA 73 
5 GCUGGC (SEQ ID NO: UGGUA (SEQ D NO: 

282) 224) 
MAPT 593 UUAAAGUGAGUCAG AAGCUGCUGACUCAC 55 
4 CAGCUU (SEQ ID NO: UUUAA (SEQ ID NO: 

1283) 225) 
MAPT 598 UCAAACAGGAUACA UGAGACUGUAUCCUG 49 
4 GUCUCA (SEQ ID NO: UUUGA (SEQ ID NO: 

1284) 226) 
MAP1T617 LUCAGUGGAAAACA GGUtUUCUCUUUIJCCA 55 
0 GAAACC (SEQ ID NO: CUGAA (SEQ ID NO: 

1285) 227) 
MAPT_629 UUGATUGUGGGCUU GGUCCUAAGCCCACA 71 
0 AGGACC (SEQ ID NO: AUCAA(SEQ ID NO: 

1286) 228 
MAPI648 UAGAUGGGACACCCACACCUGCGUGUCCC 74 

AGGUGA (SEQ ID NO: AUCUA (SEQ ID NO: 
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MAPT 654 UAGGGUAACCCUUU CUUUGAAAAGGGUUA 52 
I UCAAAG (SEQ ID NO: CCCUA (SEQ ID NO: 

288) 230) 
MAPT 669 UAGACAGAAAGCUA UUAGCUUAGCUUUCU 51 
9 AGCUAA (SEQ ID NO: GUCUA (SEQ ID NO: 

289) 231) 
MAPIT6 UGUCAGUGUAAAUC ACAAAUGAUUUACAC 37 
0 AUUUGU (SEQ ID NO: UGACA (SEQ ID NO: 33) 

_46) 

MAPT_678 UUAACUULUAUUUCC GAAUUUGGAAAUAAA 74 
4 AAAUUC (SEQ ID NO: GUIAA (SEQ ID NO: 

290) 2232) 

Table 11 - MAPTtargets identified by insilico screening 

SequenI Locati 45merGeneRegion Target Sequence 
ce ID on 
MAPT 5UTR GAGCCCCGCCAGGAGTTCGAAGTGATG UUCGAAGUGAUG 

21 GAAGATCACGCTGGGACG (SEQ ID NO:) GAAGAUCA (SEQ 
ID NO:) 

MAPT 5UTR GTGATGGAAGATCACGCTGGGACGTAC GCUGGGACGUAC 
42 GGGTTGGGGGACAGGAAA (SEQ ID NO:) GGGUUGGG (SEQ 

SIDNO:) 

MAPIT 1UTR GATGGAAGATCACGCTGGACGTACGG UGGGACGUACGG 
44 GTTGGGGGACAGGAAAGA (SEQ ID NO:) GUUGGGGG (SEQ 

1D NO:) 
MAPT SUTR CTGGGACGTACGGGTTGGGGGACAGGA UGGGGGACAGGA 

58 AAGA TCAGGGGGGC TAC A (SEQ ID NO:) AAGAUCAG (SEQ 
IDNO:) 

MAPT 15TR GGGACGTACGGGTTGGGGGACAGGAAA GGGGACAGGAAA 
60 GATCAGGGiGGCTACACC (SEQ ID NO:) GAUCAGGG (SEQ 

ID NO:) 
MAPT 5UTR GGGGACAGGAAAGATCAGGGGGCTAC CAGGGGGGCUAC 

75 ACCATGCACCAAGACCAA (SEQ I) NO:) ACCAUGCA (SEQ 
ID NO:) 

MAPT 5UTR AAAGATCAGGGGGGCTACACCATGCAC UACACCAUGCAC 
84 CAAGACCAAGAGGGTGAC (SEQ ID NO:) CAAGACCA (SEQ 

SIDNO:) 

MAPIT 1UkTR AAGATCACiGGGCCTACACCATGCACC ACACCAUGCACC 
85 AAGACCAAGAGGGTGACA (SEQ ID NO:) AAGACCAA (SEQ 

--D-NO:) 
MAPT 1UTR ATGCACCAAGACCAAGAGGGTGACACG GAGGGUGACACG 

105 GACGCTGGCC TGAAAGAA(SEQ ID NO:) GACGCUGG (SEQ 
lID NO:) 

MAPT 5UTR CACCAAGACCAAGAGGGTGACACGGAC GGUGACACGGAC 
108 GCTGGCCTGAAAGAATCT (SEQ ID NO:) GCUGGCCU (SEQ 

ID NO:) 
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MAPT 5UTR GAGGGTGACACGGACGCTGGCCTGAAA GCIJGGCCUGAAA 
120 GAATCTCCCCTGCAGACC (SEQ ID NO:) GAAUCUCC (SEQ 

ID NO:) 
MAPT 5UTR GTGACACGGACGCTGGCCTGAAAGAAT GCCUGAAAGAAU 

124 CTCCCCTGCAGACCCCCA (SEQ I) NO:) CUCCCCUG(SEQ 
ID NO:) 

MAPT 5UTR GAATCTCCCCTGCAGACCCCCACTGAGG ACCCCCACUGAG 
147 ACGGATC TGAGGAACCG (SEQ ID NO:) GACGGAUC (SEQ 

ID NO:) 
MAPT SUTR ACGGATCTGAGGAACCGGGCTCTGAAA CGGCUCUGAAA 

175 CCTCTGATGCTAAGAGCA (SEQ ID NO:) CCUCUGAU (SEQ 
ID NO:) 

MAPT SUTR CGGATCTGAGGAACCGGGCTCTGAAAC GGGCUCUGAAAC 
176 CTCTGATGCTAAGAGCAC (SEQ ID NO:) CUCUGAUG (SEQ 

11D N O :)..................  

MAPT 5UTR iGATCTGAGGAACCGGGCTCTGAAACC GGCUCUGAAACC 
177 TCTGATGCTAAGAGCACT (SEQ ID NO:) UCUGAUGC (SEQ 

ID NO:) 
MAPT 5UTR GGCTCTGAAACCTCTGATGCTAAGAGCA GAUGCUAAGAGC 

192 CTCCAACAGGGAAGAT(SEQ ID NO:) ACUCCAAC (SEQ 
ID NO:) 

MAPT 5UTR GGCTCTGAAACCTCTGATGCTAAGAGCA GAUGCUAAGAGC 
192 CTCCAACAGCGGAAGA T (SEQ ID NO:) ACUCCAAC (SEQ 

SIDNO:) 

MAPT 1UTR GAAACCTCTGATGCTAAGAGCACTCCA AAGAGCACUCCA 
198 ACAGCGGAAGATGTGACA (SEQ ID NO:) ACAGCGGA (SEQ 

ID NO:) 
MAPT SUTR TGATGCTAAGAGCACTCCAACAGCGGA UCCAACAGCGGA 

206 AGATGTGACAGCACCC TT (SEQ ID NO:) AGAUGUGA (SEQ 
ID NO:) 

MAPT 15TR AGAGCACTCCAACAGCGGAAGATGTGA CGGAAGAUGUGA 
214 CAGCACCCTTAGTGGATG (SEQ ID NO:) CAGCACCC (SEQ 

ID NO:) 
MAPT 15UTR ACTCCAACAGCGGAAGATGTGACAGCA GAUGUGACAGCA 

219 CCCT ]AGTGGATGAGGGA (SEQ ) NO:) CCCUUAGU(SEQ 
ID NO:) 

MAPT 5UTR TCCAACAGCGGAAGATGTGACAGCACC UGUGACAGCACC 
221 CTTAGTGGATGAGGGAGC (SEQ ID NO:) CUUAGUGG (SEQ 

SIDNO:) 

MAPIT 1UTR GTGGATGAGGGAGCTCCCGGCAAGCAG CCCiCCAAGCAG 
252 GCTGCCGCGCAGCCCCAC (SEQ ID NO:) GCjGCCGC (SEQ 

ID NO:) 
MAPT SUTR GCCCCACACGGAGATCCCAGAAGGAAC CCCAGAAGGAAC 

290 CACAGC TGAAGAAGCAGG (SEQ ID NO:) CACAGCUG (SEQ 
ID NO:) 

MAPT 5UTR GGAGATCCCAGAAGGAACCACAGCTGA AACCACAGCUGA 
299 AGAAGCAGGCATTGGAGA (SEQ ID NO:) AGAAGCAG (SEQ 

IDNo
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MAPT 5UTR ACCACAGCTGAAGAAGCAGGCATTGGA GCAGGCAUUGGA 
315 ORF GACACCCCCAGCCTGGAA (SEQ D NO:) GACACCCC (SEQ 

ID NO:) 
M/[APT ORF AGACGAAGCTGCTGGTCACGTGACCCA UCACGUGACCCA 
359 AGAGCCGAAAGGGAA (SEQ ID NO:) GAGCCUG (SEQ 

ID NO:) 
MAPT ORF CTGGTCACGTGACCCAAGAGCCTGAAA AAGAGCCUGAAA 

370 GTGGTAAGGTGGTCCAGG (SEQ ID NO:) GUGGUAAG (SEQ 
SIDNO:) 

MAIT ORF ACGTGACCCAAGAGCCTGAAAGTGGIA CGAAAGUGGUA 
376 AGGTGGTCCAGGAAGGCT (SEQ ID NO:) AGGUGGUC (SEQ 

ID NO:) 
MAPT ORF GTGACCCAAGAGCCTGAAAGTGGTAAG GAAAGUGGUAA 

378 GTGGTCCAGGAAGGCTTC (SEQ ID NO:) GGUGGUCCA 
(SEQ ID NO:) 

MAPT ORF CCTGAAAGTGGTAAGGTGGTCCAGGAA GUGGUCCAGGAA 
390 GGCTTCCTCCGAGAGCCA (SEQ ID NO:) GGCUUCCU (SEQ 

ID NO:) 
MAPT ORF CTGAAAGTGGTAAGGTGGTCCAGGAAG UGGUCCAGGAAG 

391 GCT TCCTCCGAGAGCCAG (SEQ IDNO:) GCUUCCUC (SEQ 
ID NO:) 

MAPT ORF TGGTCCAGGAAG(CTTCCTCCGAGAGCC UCCUCCGAGAGC 
406 AGC£CCCCCAGTCTGA (SEQ ID NO:) CAGGCCCC (SEQ 

SIDNO:) 

MAIT ORF AGCCACCAGCTCATGTCCGGCATGCCTG UCCGGCAUGCCU 
450 GGGCTCCCCTCCTGCCT (SEQ ID NO:) GGGGCUCC (SEQ 

ID NO:) 
MAPT ORF GGGGGCAAAGAGAGGCCGGGGAGCAA CCGGGGAGCAAG 

633 GGAGGAGGTGGATGAAGAC (SEQ ID GAGGAGGU (SEQ 
NO:) ID NO:) 

MAPT ORF GGCAAAGAGAGGCCGGGGAGCAAGGA GGGAGCAAGGAG 
636 GGAGGTGGATGAAGACCGC (SEQ ID GAGGUGGA (SEQ 

NO:) ID NO:) 
MAPT ORF GAGGTGGATGAAGACCGCGACGTCGAT CGCGACGUCGAU 
663 GAGTCCTCCCCCCAAGAC(SEQ D NO:) GAGUCCUC(SEQ 

ID NO:) 
MA.PT ORF GTGGATGAAGACCGCGACGTCGATGAG GACGUCGAUGAG 

666 TCCTCCCCCCAAGACTCC (SEQ ID NO:) UCCUCCCC (SEQ 
SIDNO:) 

MAIT ORF GCCGCCAGAGAAGCCACCAGCATCCCA ACCACCAUCCCA 
75) GGCTTCCCAGCGGAGGGT (SEQ ID NO:) GGCUUCCC (SEQ 

ID NO:) 
MAPT ORF GGCTTCCCAGCGGAGGGTGCCATCCCCC GGUGCCAUCCCC 
786 TCCCTGTGGATTTCCTC (SEQ ID NO:) CUCCCUGU (SEQ 

ID NO:) 
MAPT ORF GAGGGTGCCATCCCCCTCCCTGTGGAfTT CUCCCUGUGGAU 

_798 TCCTCTCCAAAGTTTCC (SEQ ID NO:) UUCCUCUC (SEQ 
ID NO) 
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MAPT ORF CCCCTCCCTGTGGATTTCCTCTCCAAAG UUCCUC UCCAAA 
810 TTTCCACAGAGATCCCA (SEQ ID NO:) GUUUCCAC (SEQ 

ID NO:) 
MA.PT ORF GCCCAGTGTAGGGCGGGCCAAAGGGCA GGCCAAAGGGCA 

872 GGATGCCCCCCTGGAGTT(SEQ IDNO:) GGAUGCCC (SEQ 
ID NO:) 

MAPT ORF GTGTAGGGCGGGCCAAAGGGCAGGATG AAGGGCAGGAUG 
877 CCCCCCTGGAGTTCACGT (SEQ ID NO:) CCCCCCUG (SEQ 

ID NO:) 
MAIT ORF CAAAGGGCAGGATGCCCCCCTGGAGTT CCCCCUGGAGUU 

890 CACGTTTCACGTGGAAAT (SEQ ID NO:) CACGUUUC (SEQ 
ID NO:) 

MAPT ORF AAGGGCAGGATGCCCCCCTGGAGTTCA CCCUGGAGUUCA 
892 CGTTTCACGTGGAAATCA (SEQ ID NO:) CGUJUCAC (SEQ 

I- NO:) 
MAPT ORF GAGTTCACGTTTCACGTGGAAATCACAC GUGGAAAUCACA 

91 CCAACGTGCAGAAGGAG (SEQ ID NO:) CCCAACGU (SEQ 
ID NO:) 

MAPT ORF GTTCACGTTTCACGTGGAAATCACACCC GGAAAUCACACC 
914 AA(SC QOAGAAGGAGA (SEQ ID NO:) CAACGUGC (SEQ 

ID NO:) 
MAPT ORF AGCAGGCGCACTCGGAGGAGCATTTGG AGGAGCAUUUGG 

955 GAAGGGC TGCATTTCCAG (SEQ ID NO:) GAAGGGCU (SEQ 
ID NO:) 

MAIT ORF CACTCGGAGGAGCAlTTCGGAAGGGCT UGAJGGCAGGCU 
963 GCATTTCCAGGGGCCCCT (SEQ ID NO:) GCAUJUCC (SEQ 

ID NO:) 
MAPT ORF CTGGAGAGGGGCCAGAGGCCCGGGGCC AGGCCCGGGGCC 

1006 CCTCTTTGGGAGAGGACA (SEQ ID NO:) CCUCUUUG (SEQ 
ID NO:) 

MAPT ORF GGCCCCTCTTTGGGAGAGGACACAAAA GAGGACACAAAA 
1029 GAGGCTGACCTTCCAGAG (SEQ ID NO:) GAGGCUGA (SEQ 

ID NO:) 
MAPT ORF GAGGACACAAAAGAGGCTGACCTTCCA GCUGACCUUCCA 

1044 G-AGCCCTCTGAAAAGCAG (SEQ I) NO:) GAGCCCUC (SEQ 
ID NO:) 

MA.PT ORF GCTGCTCCGCGGGGGAAGCCCGTCAGC AAGCCCGUCAGC 
1095 CGGGTCCCTCAACTCAAA (SEQ ID NO:) CGGGUCCC (SEQ 

SIDNO:) 

MALIT ORF AGCCCGTCAGCCGGGTCCCTCAACTCAA UCCCUCAACUCA 
1111 AGCTCGCATGGTCAGTA (SEQ ID NO:) AAGCUCGC (SEQ 

ID NO:) 
MAPT ORF CCGTCAGCCGGGTCCCTCAACTCAAAGC CUCAACUCAAAG 

1114 TCGCATGGTCAGTAAAA (SEQ ID NO:) CUCGCAUG (SEQ 
ID NO:) 

MAPT ORE AAAGCTCCCATGTCAGTAAAACCAAA AGUAAAAGCAAA 
1137 GACGGGACTGGAAGCGAT (SEQ ID NO:) GACGGGAC (SEQ 

IDNO) 
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MAPT ORF ATGGTCAGTAAAAGCAAAGACGGGACT AAAGACGGGACU 
1146 GGAAGCGATGACAAAAAA (SEQ ID NO:) GGAAGCGA (SEQ 

ID NO:) 
MA.PT ORF TCAGTAAAAGCAAAGACGGGACTGGAA ACGGGACUGGAA 

1150 GCGA TGACAAAAAAGCCA (SEQ ID NO:) GCGAUGAC (SEQ 
ID NO:) 

MAPT ORF CAGTAAAAGCAAAGACGGGACTGGAA( CGGGACUGAAG 
1151 CGATGACAAAAAAGCCAA (SEQ ID NO:) CGAUGACA (SEQ 

ID NO:) 
MAIT ORF AAAAGCAAAGACGGGACTGGAAGCGAT ACUGGAAGCGAU 

1155 GACAAAAAAGCCAAGACA (SEQ ID NO:) GACAAAAA (SEQ 
ID NO:) 

MAPT ORF GCAAAGACGGGACTGGAAGCGATGACA GAAGCGAUGACA 
1159 AAAAAGCCAAGACATCCA (SEQ ID NO:) AAAAAGCC (SEQ 

I- NO:) 
MAPT ORF AAAGACGGGACTGGAAGCGATGACAAA AGCGAUGACAAA 

1161 AAAGCCAAGACATCCACA (SEQ ID NO:) AAAGCCAA (SEQ 
ID NO:) 

MAPT ORF AGCGATGACAAAAAAGCCAAGACATCC GCCAAGACAUCC 
1176 ACACGTTCCTCTGCAAA(SEQ ID NO:) ACACGUUC (SEQ 

ID NO:) 
MAPT ORF GCGATGACAAAAAAGCCAAGACATCCA CCAAGACAUCCA 

1177 CACGTTCC TCTGCTAAAA (SEQ ID NO:) CACGUUCC (SEQ 
ID NO:) 

MAIT ORF CGATGACAAAAAAGCCAAGACATCCAC CAAGACAUCCAC 
1178 ACGTTCCTCTGCTAAAAC (SEQ ID NO:) ACGUUCCU (SEQ 

ID NO:) 
MAPT ORF GATGACAAAAAAGCCAAGACATCCACA AAGACAUCCACA 

1179 CGTTCCTCTGCTAAAACC (SEQ ID NO:) CGUUCCUC (SEQ 
ID NO:) 

MAPT ORF TGACAAAAAAGCCAAGACATCCACACG GACAUCCACACG 
1181 TTCCTCTGCTAAAACCTT (SEQ ID NO:) UUCCUCUG (SEQ 

ID NO:) 
MAPT ORF AAAAAGCCAAGACATCCACACGTTCCT CCACACGUICCU 

1186 CTGCTAAAACCTTGAAAA(SEQI)NO:) CUGCUAAA(SEQ 
ID NO:) 

MAPT ORF CAAGACATCCACACGTTCCTCTGCTAAA UUCCUCUGCUAA 
1193 ACCT TGAAAAATAGGCC (SEQ ID NO:) AACCUIJUGA (SEQ 

ID NO:) 
MAIT ORF AAGACATCCACACGTTCCTCTGCTAAAA UCCUCUGCUAAA 

1191 CCTTGAAAAATAGGCCT (SEQ ID NO:) ACCUUGAA (SEQ 
ID NO:) 

MAPT ORF TCCACACGTTCCTCTGCTAAAACCTTGA GCUAAAACCUUG 
1200 AAAA TAGGCCTTGCCT T (SEQ ID NO:) YAAAAUIAG (SEQ 

ID NO:) 
MAPT ORF GTFCCTCTGCTAAAACCTTGAAAAATAG CCUUGAAAAAUA 

1207 GCCTTGCCTTAGCCCCA (SEQ ID NO:) GGCCUIJGC (SEQ 

_ _ _ _ _ _ _ _- _ _ _ _ _ _ _ _ _ _ _ _ _ _ _ _ _ _ _ _ _ _ _ _ _ _ _ _ _ _ _ _ _ _ _ _ _ _ _ _ _ _ _ _ _ _ _ _ _ID N O ) 

169



WO 2021/188626 PCT/US2021/022688 

MAPT ORF TTCCTCTGCTAAAACCTTGAAAAATAGG CUUGAAAAAUAG 
1208 CCTTGCCTTAGCCCCAA (SEQ ID NO:) GCCUUGCC (SEQ 

ID NO:) 
MAPT ORF TCCTCTGCTAAAACCTTGAAAAATAGGC UUGAAAAAUAG 
1209 CTTGICCTTAGCCCCAAA (SEQ ID NO:) GCCUUGCCU 

(SEQ ID NO:) 
MAPT ORF CCCAAACACCCCACTCCTGGTAGCTCAG CCUGGUAG(UCA 
1248 ACCCTCTGATCCAACCC (SEQ ID NO:) GACCCUCU (SEQ 

ID NO:) 
MAIT ORF CCTCCAGCCCTGCTGTGTGCCCAGAGCC UGUGCCCAGAGC 
1291 ACCTTCCTCTCCTAAAT (SEQ D NO:) CACCUUCC (SEQ 

ID'-NO,-:) 
MAPT ORF CTCCAGCCCTGCTGTGTGCCCAGAGCCA GUGCCCAG.AGCC 
1292 CCTTCCTCTCCTAAATA (SEQIDNO:) ACCUUCCU (SEQ 

ID NO) 
MAPT ORF CCCTGCTGTGTGCCCAGAGCCACCTTCC AGAGCCACCUUC 

1298 TCTCCTAAATACGTCTC (SEQ ID NO:) CUCUCCUA (SEQ 
ID NO:) 

MAPT ORF GTGCCCAGAGCCACCTTCCTCTCCTAAA UIUCCUCUCCUAA 
1307 TACGTCTCTTCTGTCAC(SEQ ID NO:) AUACGUCJ (SEQ 

ID NO:) 
MAPT ORF TGCCCAGAGCCACCCTCTCAAAT UCCUCUCCUAAA 

1308 ACGTCTCTTCTGTCACT (SEQ ID NO:) UACGUCUC (SEQ 
S)IDNO) 

MAIT ORF GCCCAGAGCCACCTTCCTCTCCTAAATA CCUCUCCUAAAU 
1309 CGTCTCTTCTGTCACTT (SEQ ID NO:) ACGUCUJCU (SEQ 

ID NO:) 
MAPT ORF CCCAGAGCCACCTTCCTCTCCTAAATAC CUCUCCUAAAUA 

1310 GTCTCTTCTGTCACTTC (SEQ ID NO:) CGUCUCUU (SEQ 
ID NO:) 

MAPT ORF AGAGCCACCTTCCTCTCCTAAATACGTC UCCUAAAUACGU 
1313 TCTTCTGTCACTTCCCG (SEQ ID NO:) CUCUUCUG (SEQ 

ID NO:) 
MAPT ORF CCTAAATACGTCTCTTCTGTCACTTCCC UCUGUCACUUCC 

I3,29 GAACTGiGC AGTC TGGA (SEQ ID NO:) CGAACUG (SEQ 
ID NO:) 

MAPT ORF TCTCTTCTGTCACTTCCCGAACTGGCAG CCCGAACUGGCA 
1339 TTCTGGAGCAAAGGAGA (SEQ ID NO:) GUUCUGGA (SEQ 

SIDNO:) 

MAIT ORF TC'TGTCACTTCCCGAACTGGCAG'TTCTG ACUGGCAGUUCU 
1344 GAGCAAAGGAGATGAAA (SEQ ID NO:) GGAGCAAA (SEQ 

ID NO:) 
MAPT ORF CAGTTCTGGAGCAAAGGAGATGAAACT GGAGAUGAAACU 

1364 CAAGGGGGC TGATGGTAA (SEQ ID NO:) CAAGGGGG (SEQ 
ID NO:) 

MAPT ORF TTCTGGAGCCAAAGGAGATGAAACTCAA GAUGAAACUCAA 
1367 GGGGGCTGA TGGTAAAAC (SEQ ID NO:) GCGGGCUG (SEQ 

ID-NO) 
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MAPT ORF CAGGCCAGAAGGGCCAGGCCAACGCCA AGGCCAACGCCA 
1444 CCAGGATTCCAGCAAAAA (SEQ ID NO:) CCAGGAUU (SEQ 

ID NO:) 
MAPT ORF GGCCAACGCCACCAGGATTCCAGCAAA GAUUCCAGCAAA 

1460 AACCCCCCCGCTCCAAA (SEQ I) NO:) AACCCCGC (SEQ 
ID NO:) 

MAPT ORF AACGCCACCAGGATTCCAGCAAAAACC CCAGCAAAAACC 
1464. CCGCCCGCTCCAAAGACA (SEQ ID NO:) CCGCCCGC (SEQ 

ID NO:) 
MAIT ORF GCAAAAACCCCCCCCGCTCCAAAGACA CCUCCAAAGACA 

1482 CCACCCAGCTCTGCGACT (SEQ ID NO:) CCACCCAG (SEQ 
ID NO:) 

MAPT ORF AACCCCGCCCGCTCCAAAGACACCACC AAAGACACCACC 
1487 CAGCTCTGCGACTAAGCA (SEQ ID NO:) CAGCUCUG (SEQ 

11D N -O :)..................  

MAPT ORF AAAGACACCACCCAGCTCTGCGACTAA CUCUGCGACUAA 
1502 GCAAGTCCAGAGAAGACC (SEQ ID NO:) GCAAGUCC (SEQ 

ID NO:) 
MAPT ORF AAGACACCACCCAGCTCTGCGACTAAG UCUGCGACUAAG 

1503 CAAGTCCAGAGAAGACCA(SEQ ID NO:) CAAGUCCA (SEQ 
ID NO:) 

MAPT ORF CTGCGACTAAGCAAGTCCAGAGAAGAC UCCAGAGAAGAC 
1519 CACCCCCTGCAGGGCCCA (SEQ ID NO:) CACCCCCU (SEQ 

SIDNO:) 

MAIT ORF CCAGAGAAGACCACCCCCTGCAGGGCC CCCUCCAGGGCC 
1535 CAGATCTGAGAGAGGTGA (SEQ ID NO:) CAGAUCUG (SEQ 

ID NO:) 
MAPT ORF ATCTGAGAGAGGTGAACCTCCAAAATC ACCUCCAAAAUC 

1565 AGGGGATCGCAGCGGCTA (SEQ ID NO:) AGGGGAUC (SEQ 
ID NO:) 

MAPT ORF TCCAACCCCACCCACCCGGGAGCCCAA CCGGGAGCCCAA 
1664 GAAGGTGGCAGTGGTCCG (SEQ ID NO:) GAAGGUGG (SEQ 

ID NO:) 
MAPT ORF AGTGGTCCGTACTCCACCCAAGTCGCCG ACCCAAGUCGCC 

1700 TCTTCCGCCAAGAGCCG(SEQ ID NO:) GUCUUCCG (SEQ 
ID NO:) 

MAPT ORF TTCCGCCAAGAGCCGCCTGCAGACAGC CCUGCAGACAGC 
1730 CCCCGTGCCCA'TGCCAGA (SEQ ID NO:) CCCCGUGC (SEQ 

SIDNO:) 

MAIT ORF CCTGCAGACAGCCCCCGTGCCCATGCCA CGUGCCCAUGCC 
1745 GACCTGAAGAATGTCAA (SEQ ID NO:) AGACCUGA (SEQ 

ID NO:) 
MAPT ORF CTGCAGACAGCCCCCGTGCCCATGCCAG GUGCCCAUGCCA 

1746 ACCTGAAGAATGTCAAG (SEQ ID NO:) GACCUGAA (SEQ 
ID NO:) 

MAPT ORE GACAGCCCCCGTGCCCATGCCAGACC'TG CAUCCCAGACCU 
1751 AAGAATGTCAAGTCCAA (SEQ ID NO:) GAAGAAUG (SEQ 

IDNO)9 
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MAPT ORF AGCCCCCGTGCCCATGCCAGACCTGAA GCCAGACCUGAA 
1754 GAATGTCAAGTCCAAGAT (SEQ ID NO:) GAAUGUCA (SEQ 

ID NO:) 
MAPT ORF CGTGCCCATGCCAGACCTGAAGAATGTC CCUGAAGAAUGU 

1760 AAGTCCAAGATCGCTC (SEQ ID NO:) CAAUCCA (SEQ 
ID NO:) 

MAPT ORF AGACCTGAAGAATGTCAACTCCAAGAT CAAGUCCAAGAU 
1772 CGGCTCCACTGAGAACCT (SEQ ID NO:) CGGCUCCA (SEQ 

ID NO:) 
MAIT ORF GAACC'TGAAGCACCAGCCGGGAGGCGG CCCGGAGGCGG 

1811 GAAGGTGCAGATAATTAA (SEQ ID NO:) GAAGGUGC (SEQ 
ID NO:) 

MAPT ORF ACCTGAAGCACCAGCCGGGAGGCGGGA CGGGAGGCGGGA 
1813 AGGTGCAGATAATTAATA (SEQ ID NO:) AGGUGCAG (SEQ 

MAPT ORF AACACCACCCGGGAGGCGGGAAGGTG GGCGGGAAGGUG 
1818 1 CAGATAATTAATAAGAAG (SEQ ID NO:) CAGAUAAU (SEQ 

ID NO:) 
MAPT ORF AGCACCAGCCGGGAGGCGGGAAGGTGC GCGGGAAGGUGC 

1819 AGAIAA T TAAITAAGAAGC (SEQ I) NO:) AGAUAAUU (SEQ 
ID NO:) 

MAPT ORF GCACCAGCCGGGAGGCGGGAAGGGA CGGGAAGGUCCA 
1820 GATAA TTAA TAAGAAGCT (SEQ ID NO:) GAUAAUUA (SEQ 

OID:) 
MAIT ORF AGCCGGGAGCCG-GGAAGGTGCAGATAA AGGUGCAGAUAA 

1825 TT AA TAAGAAGCTGGATC (SEQ ID NO:) UIUAAUAAG (SEQ 
ID NO:) 

MAPT ORF CGGGAGGCGGGAAGGTGCAGATAATTA UGCAGAUAAUUA 
1828 ATAAGAAGCTGGATCTTA (SEQ ID NO:) AUAAGAAG (SEQ 

ID NO:) 
MAPT ORF GGGAGGCGGGAAGGTGCAGATAATTAA GCAGAUAAUUAA 

1829 TAAGAAGCTGGATCTTAG (SEQ ID NO:) UAAGAAGC (SEQ 
ID NO:) 

MAPT ORF AGGCGGGAAGGTGCAGATAATTAATAA GAUAAUUAAUA 
1832 CAAGCTGGA TCTTAGCAA (SEQ ) NO:) AGAAGCUGG 

(SEQ ID NO:) 
MAPT ORF GCCGGGAAGGTGCAGATAATTAATAAG AUAATUAAUAA 

1833 AACCTCGGATC T TACCAAC (SEQ ID NO:) GAAGCUGGA 

------- ___(SEQ ID NO:) 
MAIT ORF GAAGGTGCAGATAATTAATAAGAACCT UAAUAAGAACCU 

1838 GGATCTTAGCAACGTCCA (SEQ ID NO:) GGAUCUUA (SEQ 
ID NO:) 

MAPT ORF ATAATTAATAAGAAGCTGGATCTTAGCA CUGGAUCUUAGC 
1848 ACGTCCAGTCCAAGTGT (SEQ ID NO:) AACGUCCA (SEQ 

ID NO:) 
MAPT ORF AATAAGAACCTGGATCTTAGCAACGTC CUiUACCAACGUC 

1854 CAGTCCAAGTGTGGCTCA (SEQ ID NO:) CAGUCCAA (SEQ 
IDNO) 
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MAPT ORF AGCTGGATCTTAGCAACGTCCAGTCCAA ACGUCCAGUCCA 
1861 GTGTGGCTCAAAGGATA (SEQ ID NO:) AGUGUGGC (SEQ 

ID NO:) 
MAPT ORF GATCTTAGCAACGTCCAGTCCAAGTGTG CAGUCCAAGUGU 

1866 G-CTCAAAGGA TAA TATC (SEQ I) NO:) GGCUCAAA (SEQ 
ID NO:) 

MAPT ORF AACGTCCAGTCCAAGTGTGGCTCAAAG UGUGGCUCAAAG 
1875 GATAATATCAAACACGTC (SEQ ID NO:) GAUAAUAU (SEQ 

)IDN) 
MAIT ORF AAGTG'TGGCTCAAAGGA'TAATATCAAA GAUAAUAUCAAA 

1887 CACGTCCCGGGAGGCGGC (SEQ ID NO:) CACGUCCC (SEQ 
I D NO:) 

MAPT ORF ATAATATCAAACACGTCCCGGGAGGCG UCCCGGGAGGCG 
1903 GCAGTGTGCAAATAGTCT (SEQ ID NO:) GCAGUGUG (SEQ 

11 NO:) 
MAPT ORF TAATATCAAACACGTCCCGGGAGGCGG CCCGGGAGGCGG 

1904 CAGTGTGCAAATAGTCTA (SEQ ID NO:) CAGUGUGC (SEQ 
ID NO:) 

MAPT ORF ATATCAAACACGTCCCGGGAGGCGGCA CGGGAGGCGGCA 
1906 GTGTGCAAATAGTC TACA (SEQ ID NO:) GUGUGCAA (SEQ 

ID NO:) 
MAPT ORF AAACACITCCGGGAGGCG(ICAGTGTG GGCGGCAGUGU(JG 

1911 CAAATAGTC TACAAACCA (SEQ ID NO:) CAAAUAGU (SEQ 
M NO:) ID NO ) 

MAIT ORF CACGTCCCGGGAGGCGGCAG'TGTGCAA GGCAGUGUGCAA 
1911 ATAGTCTACAAACCAGTT (SEQ ID NO:) AUAGUCUA (SEQ 

ID NO:) 
MAPT ORF ACGTCCCGGGAGGCGGCAGTGTGCAAA GCAGUGUGCAAA 

1915 TAGTCTACAAACCAGTTG (SEQ ID NO:) UAGUCUAC (SEQ 
ID NO:) 

MAPT ORF CCCGGGAGGCGGCAGTGTGCAAATAGT UGUGCAAAUAGU 
1919 CTACAAACCAGiTTGACCT (SEQ ID NO:) CUACAAAC (SEQ 

ID NO:) 
MAPT ORF GGCGGCAGTGTGCAAATAGTCTACAAA AUAGUCjACAAA 

1926 CCAGT TGACCTGAGCAAG (SEQ ) NO:) CCAGUUGA (SEQ 
ID NO:) 

MAPT ORF GTGTGCAAATAGTCTACAAACCAGTTGA ACAAACCAGUUG 
1933 CC'TGAGCAAGGTGACCT (SEQ ID NO:) ACCUGAGC (SEQ 

SIDNO:) 

MAIT ORF TAGTCTACAAACCAGTTGACCTGAGCAA UUGACC UGAGCA 
1942 GGTGACCTCCAAGTGTG (SEQ ID NO:) AGGUGACC (SEQ 

ID NO:) 
MAPT ORF TACAAACCAGTTGACCTGAGCAAGGTG CUGAGCAAGGUG 

1947 ACCTCCAAGTG'TGGCTCA (SEQ ID NO:) ACCUCCAA (SEQ 
ID NO:) 

MAPT ORE AGTIGACCTGAGCAAGGTGACCTCCAA GGUGACCUCCAA 
1955 GTGTGGCTCATTAGGCAA (SEQ ID NO:) GUGUGGCU(SEQ 

-D-NO)9 
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MAPT ORF CTGAGCAAGGTGACCTCCAAGTGTGGCT UCCAAGUGUGGC 
1962 CATTAGGCAACATCCAT (SEQ ID NO:) UCAUUAGG (SEQ 

ID NO:) 
MAPT ORF AAGGTGACCTCCAAGTGTGGCTCATTAG UGUGGCUCAUUA 

1968 GCAACATCCATCATAAA (SEQ ID NO:) GGCAACAU (SEQ 
ID NO:) 

MAPT ORF GGTGACCTCCAAGTGTGGCTCATTAGGC UGGCUCAUUAGG 
1970 AACATCCATCATAAACC (SEQ ID NO:) CAACAUJCC (SEQ 

ID NQ:) 
MAIT ORF GTGACCTCCAAGTGTGGCTCATTAGGCA GCX(UCA UUAGGC 

1971 ACATCCATCATAAACCA (SEQ ID NO:) AACAUCCA (SEQ 
ID NO:) 

MAPT ORF GACCTCCAAGTGTGGCTCATTAGGCAAC CUCAUUAGGCAA 
1973 ATCCATCATAAACCAGG (SEQ ID NO:) CAUCCAUC (SEQ 

ID NO:) 
MAPT ORF TCCAAGTGTGGCTCATTAGGCAACATCC UUAGGCAACAUC 

1977 ATCATAAACCAGGAGGT (SEQ ID NO:) CAUCAUAA (SEQ 
ID NO:) 

MAPT ORF CCAAGTGTGGCTCATTAGGCAACATCCA UAGGCAACAUCC 
1978 TCATAAACCAGGAGGTG (SEQ ID) NO:) AUCAUAAA (SEQ 

ID NO:) 
MAPT ORF TCAFTAGGCAACATCCATCATAAACCAG (AUCAUAAACCA 

1980 GAGGTGGCCAGGTGGAA (SEQ ILD NO:) GGAGGUGG (SEQ 
ID NO:) 

MAIT ORF CATCATAAACCAGGAGGTGGCCAGGTG GGUTGGCCAGGUG 
2004. GAAGTAAAATCTGAGAAG (SEQ ID NO:) GAAGUAAA (SEQ 

ID NO:) 
MAPT ORF ATCATAAACCAGGAGGTGGCCAGGTGG GUGGCCAGGUGG 

00o 5 AAGTAAAATCTGAGAAGC (SEQ ID NO:) AAGUAAAA (SEQ 
ID NO:) 

MAPT ORF CATAAACCAGGAGGTGGCCAGGTGGAA GGCCAGGUGGAA 
2007 GTAAAATCTGAGAAGCTT (SEQ ID NO:) GUAAAAUC (SEQ 

ID NO:) 
MAPT ORF TAAACCAGGAGGTGGCCAGGTGGAAGT CCAGGUGGAAGU 

2009 AAAATCTGAGAAGCTTGA (SEQ ID NO:) AAAAUCUG (SEQ 
ID NO:) 

MAPT ORF AACCAGGAGGTGGCCAGGTGGAAGTAA AGGUGGAAGUA 
2011 AATCTGAGAAGCTTGAC (SEQ ID NO:) AAAUCUGAG 

(SEQ ID NO:) 
MAIT ORF ACCAGGAGGTGGCCAGGTGGAAGTAAA GGU3GAAGUAA 

2012 ATCTGAGAAGCTTGACTT (SEQ ID NO:) AAUCUGAGA 
(SEQ ID NO:) 

MAPT ORF AGGTGGCCAGGTGGAAGTAAAATCTGA AGUAAAAUCUGA 
2018 GAAGCT'TGAC-TTCAAGGA (SEQ ID NO:) GAAGCUUG (SEQ 

ID NO:) 
MAPT ORE GTGGCCAGGTCGGAAGTAAAATCTGAGA UAAAAUCUGAGA 

2020 AGCTTGACTTCAAGGACA (SEQ ID NO:) AGCUUGAC(SEQ 
IDNO 
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MAPT ORF GGTGGAAGTAAAATCTGAGAAGCTTGA UGAGAAGCUUGA 
/207 CTTCAAGGACAGAGTCCA (SEQ ID NO:) CUUCAAGG (SEQ 

ID NO:) 
MA.PT ORF GTAAAATCTGAGAAGCTTGACTTCAAG CUUGACUUCAAG 

2034 GACAGAGTCCAGTCGAAG(SEQ ID NO:) GACAGAGU (SEQ 
ID NO:) 

MAPT ORF AAATCTGAGAAGCTTGACTTCAAGGAC GACUUCAAGGAC 
2037 AGAGTCCAGTCGAAGA TT (SEQ ID NO:) AGAGUCCA (SEQ 

)IDN) 
MAIT ORF AATCTGAGAAGCTTGACTICAAGGACA ACUIJUCAAGGACA 

2038 GAGTCCAGTCGAAGATTG (SEQ ID NO:) GAGUCCAG (SEQ 
I D-\- NO:) 

MAPT ORF TTGACTTCAAGGACAGAGTCCAGTCGA GAGUCCAGUCGA 
2050 AGATTGGGTCCCTGGACA (SEQ ID NO:) AGAUUGGG (SEQ 

I- NO:) 
MAPT ORF TGACTTCAAGGACAGAiTCCAGTCGAA AGUCCAGUCGAA 

2051 GATTGGGTCCCTGGACAA (SEQ ID NO:) GAUUGGGU (SEQ 
ID NO:) 

MAPT ORF ACTTCAAGGACAGAGTCCAGTCGAAGA UCCAGJCGAAGA 
2053 TTGGG TCCC TGGACAATA (SEQIDNO) UUlGGUCC (SEQ 

ID NO:) 
MAPT ORF AAGGACAGAGTCCAGTCGAAGATTGGG UCGAAGAUUGGG 

2058 TCCCTGGACAATATCACC (SEQ ID NO:) UCCCUGGA (SEQ 
SIDNO:) 

MAIT ORF GTCCAGTCGAAGAT'TGGGTCCCTGGACA GGGUCCCUGGAC 
2067 ATATCACCCACGTCCCT (SEQ ID NO:) AAUAUCAC (SEQ 

ID NO:) 
MAPT ORF TCCAGTCGAAGATTGGGTCCCTGGACAA GGUCCCUGGACA 

2068 TATCACCCACGTCCCTG (SEQ ID NO:) AUAUCACC (SEQ 
ID NO:) 

MAPT ORF AAGATTGGGTCCCTGGACAATATCACCC GACAAUAUCACC 
2076 ACGTCCCTGGCGGAGGA (SEQ ID NO:) CACGUCCC (SEQ 

ID NO:) 
MAPT ORF GGTCCCTGGACAATATCACCCACGTCCC UCACCCACGUCC 

2083 TGGCGGAGG AATAAAA(SEQIDNO:) CUGGCGGA (SEQ 
ID NO:) 

MAPT ORF TATCACCCACGTCCCTGGCGGAGGAAAT UGGCGGAGGAAA 
2096 AAAAAGA TGAAACCCA (SEQ ID NO:) UAAAAAGA (SEQ 

SIDNO:) 

MAIT ORF TCACCCACGTCCCTGGCGGAGGAAATA GCGGAGGAAAUA 
2098 AAAAGATTGAAACCCACA (SEQ ID NO:) AAAAGAUU (SEQ 

ID NO:) 
MAPT ORE CACCCACGTCCCTGGCGGAGGAAATAA CGGAGGAAAUAA 

2099 AAAGATTGAAACCCACAA (SEQ ID NO:) AAAGAUUG (SEQ 
ID NO:) 

MAPT ORF GTCCCIGGCGGAGGAAATAAAAAGATi AAUAAAAGAU 
2106 GAAACCCACAAGCTGACC (SEQ ID NO:) UGAAACCCA 
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MAPT ORF ATAAAAAGATTGAAACCCACAAGCTGA CCCACAAGCUGA 
2122 CCTTCCGCGAGAACGCCA (SEQ ID NO:) CCUUCCGC (SEQ 

ID NO:) 
MAPT ORF TTCCGCGAGAACGCCAAAGCCAAGACA AAAGCCAAGACA 

2151 GACCACGGGGCGGAGATC (SEQ ID NO:) GACCACGG (SEQ 
ID NO:) 

MAPT ORF ACAGACCACGGGGCGGAGATCGTGTAC GAGAUCGUGUAC 
2175 AAGTCGCCAGTGGTGTCT (SEQ ID NO:) AAGUCGCC (SEQ 

OID :) 
MAIT ORF ACGGGCG3AGATCG'TGTACAAGTCGC UGUACAAGUCGC 

2182 CAGTGGTGTCTGGGGACA (SEQ ID NO:) CAGUGGUG (SEQ 
I D NO:) 

MAPT ORF GGAGATCGTGTACAAGTCGCCAGTGGT GUCGCCAGUGGU 
2189 GTCTGGGGACACGTCTCC (SEQ ID NO:) GUCUGGGG (SEQ 

ID NO:) 
MAPT ORF GTACAAGTCGCCAGTGGTGTCTGGGGA GGUGUCUGGGGA 

2198 CACGTCTCCACGGCATCT (SEQ ID NO) CACGUCUC (SEQ 
ID NO:) 

MAPT ORF TCGCCAGTGGTGTCTGGGGACACGTCTC GGGGACACGUCU 
22 CACGGCA TCTCAGC AAT(SEQ ID NO:) CCACGGCA (SEQ 

ID NO:) 
MAPT ORF GCCAGTGGTGTCTGGGGACACGTC'CCA GGACACGUCUCC 

2207 CGGCATCTCAGCAATGT (SEQIDNO:) ACGGCAUC (SEQ 
ID NO:) 

MAIT ORF ATCTCAGCAATGTC'CCTCCACCGGCAG CCUCCACCGJCA 
2239 CATCGACATGGTAGACT (SEQ ID NO:) GCAUCGAC (SEQ 

ID NO:) 
MAPT ORF AGCAATGTCTCCTCCACCGGCAGCATCG ACCGGCAGCAUC 

2244 ACATGGTAGACTCGCCC (SEQ ID NO:) GACAUGGU (SEQ 
ID NO:) 

MAPT ORF TCCTCCACCGGCAGCATCGACATGGTAG AUCGACAUGGUA 
2253 ACTCGCCCCAGCTCGCC(SEQDNO) GACUCGCC (SEQ 

ID NO:) 
MAPT ORF CTCGCCCCAGCTCGCCACGCTAGCTG.AC CACGCUAGCUGA 

228A AG(TGTCTGCCTCCCT (SEQI) NO:) CGAGGUGU (SEQ 
ID NO:) 

[0776] A second in vitro screen was performed to identify additional siRNAs effective in 

silencing MAPTmRNA. The screen was performed as described above. The results of the 

screen are depicted in FIG. 6. The tested siRNAs were of the P3 Asymmetric design, as 

depicted in FIG. 6. The results of thesecond screen identified several additional siRNAs 

capable of effectively silencing MAPT mRNA, including several that reduce MAPTnRNA 

levels to less than 40%. The MAPT gene and nRNA target sequences, and panel of siRNAs 

used in the second screen are recited below in Table 12 andTable 13.  

Table 12. MAPTgene and rnRNA target sequences used in the screen of FIG. 6.  
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11D 45mer Gene Region Target Sequence 
MAP1347 C CCC GC CAGGjA G GAAGIUf'Gij.~AAGATICACjCIU'GGUACGUTAC GACAGAGC 

IMAPT 349 CCGCCAGGAGfTCAAGTrGAT-GGAAGAI -CACGCICGGGACGTIACGG AGjUGAUGjGAAGAU-,CACGCUG 
MAPT 351 GCCAGGAGTTCGAAGTGATGGA AGA TCACGCTGGGACGTACGGGT UGAUGGAAGAUCACGCJGGG 
MAPT 353 CAGGAGTTCGAAGTGATGGAAGATCACGCTGGGACGTACGGGTTG AUGGAAGAUCACGCUGGGAC 
]MAPT 2247 GAGGCGGCAGTGTGCAAATAGTCTACAAACCAGTTGACCTGAGCA AAAUAGUCUACAAACCAGUU 
MAPT 2249 GGCGGCAGTGTGCAAATAGTCTACAAACCAGTTGACCTGAGCAAG AUAGUCJACAAACCAGUUGA 

-MAPT 2251 CGGCAGTGTGCAAATAGTCTACAAACCAGTTGACCTGAGCAAGGT AGUCUACAAACCAGUUGACC 
MAS-PT2257 CCAGTTGCAAATAGTCTACAAA CCAGTGACCTGAGCAAGGTA UCUACAACCAGUUGCCU(G 
MAPT 2255 AGGTGCAAATAG ACAAACCA IGACCTGA GCAAGGGACC UACAAACCAGUGACC AGGU 
MAPT! 2259 TGCAAATATCCAAACCAGTTGACCTGAGCAAGGTGACTCCATCCA AACCAGJGCACCUGAGCAAG 
* MAP 2261 CAAATAGTCACAAACCAGTGCCTGAGCAAGG ACCCCAAG CCAUUGACCUGAGCAAGGU 
JMAPT2263 AATAG-fIACAAACCAGITGACC7rGAGCAAGGTJGACCT'CCAkAGTGC AGCUGACCUGAGCAAGGUGA 

* IV~PT_2265 3-'AGTVCTACAAACCAGTT -IGACCT'GAGCAAGGmACC7CcCAAGI'GIG UUGACCUGAGCAAGGUGACC 

MAPT 2T36 GAAGCTTGACTTCAAG3GACAGAGTCCAGTCGAAGATTGGGTCCCT GGACAGAGUCCAGUCGAAGA 
* A PT 237f A(3CTrGACTTCAAGGsACAGAGTCCAGTC(AA-,GATTGGGTCCCTGG ACA(3AcMCCAGUCGAAGsAUUT 

* vIAPF2372 CVTGACTTCAGGACAGsAGT'ICCAGTCGAAGATTGGGTCCCTGCGA C AGjAGU1CCAGUCGAAGAUU-GG 
*MA\P12374 TGACTTC'CAAGGACAGAGT'ICCAGT.CGA.AGA.-ITGGG-(CCCIGGACA'A AGUCCAGUCGAAGAUU'1RGGGC 

MvAPT2376 ACTTCAAGGACAGAGTCCAGTCGAAGATTGGGTCCCTGGACAATA UCCAGUCGAAGAUIGGGUCC 
-MAPT2384 GACAGAGTCCAGTCGAAGATTGGGTCCCTGGACAATATCACCCAC AAGAUUGGGUCCCUGGACAA 
* iVkPT2386 CAGAGTCCAGTCGAAGATTGGGTCCCTGGACAATATCACCCACGT GAUUGGGUCCCUGGACAAUA 
MAPT 2388 GAGTCCAGTCGAAGATTGGGTCCCTGGACAATATCACCCACGTCC UUGGGUCCCUGGACAAUAUC 
MAPT 2415 ACAATATCACCCACGTCCCTGGCGGAGGAAATAAAAGATT(AAA UCCCU(GCGGAGGAAAUAAA 
MAPTI A.CACCCACGTCCCGGCGGAGGAAATAAAAAGATGA AACCCA UGGCGGAGGAAAUAAAAUGA 
MAP12421 TCACCCACGCCCGGCGGAGGAAAAAAAAGATTGAAACCCACA GCGGAGGAAUAAAAAGAUU 
M vAPT-2423 ACCCACGC;'-CC I'GGCGGsAG GAAAT-I-AAAAAGA '-IGA,,AACCCACAA G GGAGGjA AA UAAAAAGAUUIIGA 

--MAPT 2425 CCACGTrCCCTFGGCGGAGG3AAATkAAAAGAT-!TGAA.ACCCACAAGCTF AGGAA.AUAAAANAGA-UGAAA 
MiF 2427 ACGTCCCTGGCGGAGGAAAAFAAAAAGATTGAAACCCACAAGCTGA GAAAUAAAAAGAUUGAAACC 
MAP 2668 ATCAGGCCCCTGGGGCGG'TCAATAATTGTGGAGAGGAGAGAATGA CGGUCAAUAAUUGUGGAGAG 
M A PT 267f CAG(CCCCTGGGGCGGTCAA TAATTGTGG3AG3AG3GAG3AG3AATGAGA GUCAAU AUIJUGUGGAG AGGA 
*MAPT 2672 GGCCCCTGGGGCGGTCAATAATT(GTGGAGAGGAGAGAATGAGAGA CAAUAAUUGUGGA GAGGAGA 
MAPT2674 CCCCTGGGGCGGTCAATAA1TGTGGAGAGGAGAGAATGAGAGAGT AUAAUUGUGGAGAGGAGAGA 

* vAPF 2676 CCGGCKICGGTrCAA-IAATTGTGirGAGAGGsAGAGAATIGAGAGAG-GT- VkUUjGUGGAGAGGAGAGAAU.  
MAPI 45x CATCTGCACCCTGTTGAGTTGTAGTTGGATTTGTCTGTTTATGCT GAGJUGUAGUUGGAUUUGUC 
SAPT 451i0 TCTGCACCCTGTTGAGTTGTAGTTGGATFTGFCTGTTTATGCTTG GUUGUAGUUGGAUUUGUCUG 
MAPT 4512 TGCACCCTGTTGAGTTGTAGTTGGATTTGTCTGITTATGCTTGGA UGUAGUUGGAUUUGUCUGUU 
MAPT 4514 CACCCTG3TTGAGTTGTAGTTGGATTTGTCTGTTTATGCTTGGATT UAGUUGGAUUJUGUCIGUUUA 
MAPT 45!0 CCCTGTTGAGTTGTAGTTGGATTTGTC TGTTTATGCTTGGATTCA GUUGGAUIUUGUCUGUUJAUG(3 
MAPT 4511 GTTGAGTTGTAGTTG(ATTTGTCTGTTTATGCTTGGATTCACCAG GAIUUGUCIGIUUJAUGCUIUG 

M 1\P1 4524 AGTTGTAG TGGATTTGTC GTTATGCT1GGATTCCACCACATG UGUCUGUUUAUGCUUGGAUUJ 

SMAPT4516 TTGTAGTTGGATTTGTCTGTFTATGCTTGGAFCACCAGAGTGAC UCUGUJUAUGCUUGGAUUCCA 
MAPT 4528 GTAGTTGGATTTGTCTGTTTATGCTTGGATTCACCAGAGTGACTA UGUUUAUGCUUGGAUUCACC 
* MPF6740 TCTATATAGTGTATTGTGTGTTTTAACAAATGAiTACACTGACT GUGUGUUUUAACAAAUGAUU 
MAPT 6742 TATATAGT(TATTGTGTGTTTTAACAAATGATTTACACTGACTGT GUGUUUUAACAAAUGAUIJUA 
MAPT 6744 TA TAGTG3TATfGTG3TGTTTTAACAAATGATTACAC TGACTGTTG GUUUUAACAAAJG AUUUACA 
MA'PF 6746 TAGTGTATTGTGTGTTTAACAAATGATTTACACTGACTGTTGCT UUUAACAAAUGAUUUACACU 
MAP*6748 GTGTATTGTGTGTTTTAACAAATGATTTACACTGACTGTTGCTGT UAACAAAUGAUU1JACACUGA 
M APr76752 ATTGTG TGITTFAACAAATGA TTACACTGACTGTTGC TGTAAAA AAAUGAUUUACACUGACUGU 
MAPT 6754 TGTGTGTTFAACAAATGATTTFACACTGACTGTTGCTGTAAAGT AUGAUUUACACUGACUGUUG 

MAPT 6758 TGTTTFAACAAATGAFTACACTGACTGTTGCTGTAAAAGTGAAT UUUACACUGACUGUUGCUGU 
MAPT 675 TTITAACAAATGATTTACACTGACTGTTGCTGTAAAAGTGAATTT UCACUGACUGUUGCUGUAA 

Table 13. AL-PTantisense and sense strand siRNA sequences used in screens of FIG. 6.  

ID AS modified S modified 
MAPT P~rmU)#(fC)#(mrG)(fU)(fG)(fA)(mlU)(1lC)(m1U)(fU)(mC7)(IC)(mA)# (mGi)#(mA)#(fU2)(mG)(fG)(mA)fA)(mG)fA)(mnU)(m 

347 (fU)#(mC#(fA)#(mC)#(mU)#(mU)#(iC) C)(mA)(C)#(mG)#(mA)-TegChorl 
MAPT P~mU)#(fA)#(mG)J(fC)(fG)(fU)(mtG)(FA)(mU)(1C)(mU6)(fU)(mC) (mnU)#(mG)#(fG)(mnA)(fA)(mG)(fA)(mU)(C)(mA)(mn 
_34 __ _l#Cm~d #(fUl # C)#ng C#[i 4fQ __ _ _ _ _ C)(mGl(fQ)#(mUC#(mA):TeCiol__ _ _ _ 
MAPT P(mnU)#(fC)#(mnC)(fA)(fG)(fC)(mG)(f)(mG)fA)(mU)fC)(:mU)# (mG)#(mA)#(fA(mG(fA(mU)(fC)(mnA)(fC)(mG(m 

351 (fU)#(mnC)# (If(A)#(mU)#(mC)#(fA) C)(mU)fG)#(mG)#(mA)-TegThol 

177



WO 2021/188626 PCT/US2021/022688 

MAPT P(mU)#(fU)#(mC)(fC)(fC)(fA)(mG)(fC)(mG)(fU)(mG)(fA)(mU)# (mA)#(mG)#(fAmU)(iC)(mA(IC(mG)(iC)(nU)(m 
353 (fC)#(mU)#(fU)(miC)#(mC)#(mA)#(fU) G)(mG)(fG)#(A)( mA)-TegChoi 

MAPT P(mU)#(fA)#(mC(fU)(ffG)(mU)(IU1(mU)(1)(nU)(fA(mG) (mG)#(mU)#(tC)(mU)(fA)(mC)(fA)(mA)(f)(mC)(m 

MAT P(mU#f)(A(A(f)f)m)f)m)(fUj)(mU )(fG)(mU,) (m-C)#(m)(A(C(f)m)f)mC(W(A( 
2247 #(A)#(mG1)#(fA)#(mC)4(mU)#(m1A)#(f) G)(mU)(fU)#(m)#(mA)-TegChol 

MAPT P(m)#1fG)#(mUitf)(fCfA)(fA)(mC)(3fUf)(mG)(fG)(mU)(fU)(mU) (mA)#(mC)#(fA)(mA)(fA)(mC)(fC)(m)(-)n(m)(m 

MAPT P(mU)#(fA)#(mG)f)(fU)(fC)(mA)()(mC)(fU)(mG)(fG)(mU) (mA)#(m)(fA(mC)(1A)(mA)t(f)mU)f)'(mG)(m 
2253l #(J'U)#t(mU)j,#(f tG ))#mmA)#fifmG)# (fAk) A) (m C )(f C) #(mUL.)#fi(mnA )T'e ELholI MAPT P(miU)#(fU)#(mC(f(G)(fG)((mU(PC)mA(fA)(mC)(fU)(mU) (mA)#(mC)#(fC)(mA)(fG)(mU)(fU)(mG)(ifA)(mC)(m 

2255 #(J)#(mU)#t(#mlU)#im(mGm#(fA) C)(mU(fG)#(m)(mA)-TegChol 

MAPT P(mU)#(fU)#(mU)(fU)(f)(mUC)(A()(fG)(mliU)(fC)(mA) (mG)#(mU)4(il)(mG)(fA)mC)()iC)(m(i)(m)(nm 
2259 #(fA)#(m)#(U)(m)#(mG)#(mU)#(fU) G)(mC)(f)#(mA)#(mA)-TegChol 

MIvAPT p(mU)#(fC)#(mCfU)(f( fU)(mC) (mU)#(mG(fG)(mU1(Ilnt) ;1G)#I)(fA)(mC)(IC)(M)(fU)(mA)(fG)(i(m 
2261 #( mA)#(fA)#(mC)#(mU)#(m (1G)#f) A)(mA)(fA)#(mG)#(mA)-TCC)Iho MvAPT P~mU)#(ifC)#(mA)(13C)(PiCf)(U( )(mC)(iU)(C)(n)(m) (mA)#(mC)(fA)(mU)(fG(mAU)(fG)(m)(fA)(mA)(mx 
2261 (fC)#(mU))#((mA)#mA)mC)(iU)iU(1nx(R G)(mG)(fU)#(mG)(mA)-TegChoi 

MAPT P(mU)#(fG)#(mU)fCfA)fC( mC)(If )mU )(~t'IfG)mC)(fU(mC)# (mC)#(mUf)#(fG)(fmA)(fG)(mC)(fA)(mAC)(fG)(mG)(mi 
2263 (1A)#(mG)#(IU)#(mU)(k'#(mC)#()(fA U)(G)(A#(mC)#(mA)-TegChol 
'2265 jc,,w I4n6t34Um4mIIf 

MAIPT P(mU)#(tC)#(mU)(ti)(f)(fG(mA(fC)1(mU)(fG)(mG)fA)(mC)1# (mG)#(mA)#(fGflmm)(fC)1(mC)(fA)(mG)(fU))(mC)(m 

MSAPT P(mUJ)#(fA)#(mU)((fC)(fU)(fU1)(mC)(fG(mA)(fC)m)(fG(mG)i (mG)(#(mU))#(fC)(mC)(fA)(mG(f)(mC)(hi)(mA(m 
23703 #(1A)#(mC)#(fU)#(mC)#(m)#(mG)#(fU) A)(mG)(fA)#(mU)#(mA)-TegCho( 

MAPT P(mhU)#(fC)#(miA)(fA)(fU)(fC)(m(iifU)(mC)?(fG(mA)IC)in(U) iimC)#(mC)#(fA)(mG)(fU)(miC)(fG)(mA)(JfA)mG)(in 

MAPT P~mU)#(fC)#(1mC)((fA)((fA)(AmU(fC)(mU(fU(mC(1)(mA)# (mA)#(mG)#(fU)(mC)(fG)(miA)(fA)(mG)(fA)(m)(m 
2374 (fC)#(miU)#(fG)(mG)#6i( mAi#(miC)(IU)i U)(mG)(fG)#(mG)(mA)-TegThoi 

MAPT P~mU)#(fG)#4(mA)(1C)(fC)(IC)(mA)(fA)(mU)(fC)(mU)(fUJ)(mC)# (mU)#(mC)#(fG)(mA)(fA)(mG)(fA)(mUi)(fU(mG1)(mn 
2376 (fG)#(mA)#4(IC)#(mUlt#(mG#(mG(fA) G)mG)(f)#(mC)(miA)-TegChiol 

MAPT P(mU)#(13U)#(mG(fU)(C)(C(mA(fG)(mG6)(fG)(mAfC)(mC)# (mU)#(mG)#(fG)(mG)fU)(fmC)(IC)(miC)(fU)(mG)(mi 
23814 (PC)miA)#(fA)#(mU)#(mC)#(mU)#(fU2) G)(mA(fC)#(mA#(mA-e~o 

2386 #(1C)#(mC)(IC(mtiA)#(mA)#(mU)#(fC) C)(mA)(fA)#(mU)#4(mA)-TegChcl 
MAPT P(mU)#(fA)#(mU)(fA(fU)(fU3(mG3)(fUJ)(mC)(WC)mA)(fG)(mG) (mU)#(mC)#(fC')(mC)(iU)(mG3)(fG)(mA)(IC)(mA)(m 

2388 #(Ki)#(mA)#(fC)#(miC)#(mC)#(mA)#(fA) A)(mU)(fA)#(mU)#(miA)-TegChoI 
M'APT P(mU)i#(f)#(mU)(fA)(fU)1(fU)(mU)1(fC)(mC)(fU)1(mC)(iC)(mG)#4 (mG)#(mG)#(IC)(mxG)(fG)(mA4)(fG)(mG(fA)mA)(m 
2415 (fC)#(m)#(A)#(mG)#(mG)#(mG)#(fA) A)(mU)(fA)#mA1#(mA)-TegChoit 
MAPT PmU)#(fC)#(mU(ffU)(fU)(fU)(mU)(fA)(mU)(fU)(mU)(fC)(mC) (mG)#(mA)#(fG)(mG)(fA)(mA)(fA)(m)(fA)(mx)(m 

MAPT P~m)#4(fA)#(mU)(fC)(fU)(fUJ)(mU)(fU)(mUJ)(fA)(m)(ff4(m) (mG)#(mG)(fA)(mA)(fA)(mU)((fA(mA(fA)((mA)(m 
2421 #(11C)(mC#(U#(mC)#(mC#mG#(PC) A)(m)(fA)#(mU)#(m)-T(egChoi 

MAPT P(mU)#(IC(4(mA)(fA)(fUJ)(fC)(mU)(ffU)(mUJ)(fU)(miU)(fA)(mU)( (mA)#(mA)(fA)(mUl)(fA)(mnA)(fA)(mA)(fA)mG)(mi 
2423 #(fUJ)#(mU)#(fC)#(mC)#(mU)#(mC)#(C) A)(mU)(fU)#(mG)#(mA)-TegChoi 

MAPT P(mUi)#(i)#(mU)(6C)(fA)(fA)(nmU)(IC)(miU)(f)(nmU)(1U)(mU) (mA)#(mU)#(fA)(miA)flA)(mA)(f)(mG)(fA)(mU(m 
2425 #(f£A)#(mU)#4(fU)(mU)#(miC)#( miC)#(fU) U)(miG)(fA)#( mA)#(mA)-Te gChiol 

MAPT P(miU)(fG)#(mU)U)()(IU)(C(mA(fA)(mU)(IC)(mU)(fUJ)(mUJ) (mA)#(miA)#(fAi(imA)(fA)(mG3)(fA)(mUJ)(fU)(mG6)(m 
2427 #(fU)#(mU)#(fA)#(mU)#(mU)(mU)#(Ii A)(mA)(fA)#(mC)#(mA)-TegChol 

MvAPT 1P(mU)#(U)#(mC)(fU)(1C)(fC)(mA)(fC)(miA)(fA)(mU)(fU)(mA)# (mA)#(mlA)#(Ii(mA)(fA(mU)t(fU)(mG)(fU)l(mG)(mi 

2670 (fU)#(mU)#(fG)#(mA)#4(mC)#(mC)#(fG) G)(mA)(fG)#(m)#(mA)-TegChoi 
MAPT PmU)#(fC)#(C()((fU)(mC(fC)(m)(C)(mA)(fA(m)# (mU)#(mA)#(A)(m)(fU)(mG)(fU)(mG)(fG)(mix(m 

2672 (£4)#(mU)#(1U)#(mA#(mU#(mU#(f) G)(mG)flA)#(mG)#(mA)-TegChoi 
MAPT P~mUi#(1C)(mU)(IC)iU)(~iIC)(nf)13U)imC)(f)n)(fC)mA)# (mU)#(mG)#f(fU)(mG)(fG)(miA)(fG)(mA)f~GmG)(mi 

2674------m--------n----------#ft----------------A----------------------------------

MAPT P(mU)#(fU)#(mtU)((C)(fU)((tC(mU)(fC(1(~)(fU))(mC)(fU)(1(-)# (m)#(mG)#(fG)(mA(fGmA)(fG3)(mG)(fA)(mG)(m 

MAPT P(mmU)(fA)(mCf)(fA)(fA(fmU(Ci)(mC)(fA(mnA)(C)(mU)(# 1mG)#(m)#(fA)(G(fU(mU)(fG)(mG)(fA)(mU)(m 
45i8 (fA)#(mC)i#(fA)#(mA)#( mC)#(mU)#(IC) U)1i (mU)(f)#mU)#(mA)-TegChmol 

MAPT P(mU)#(fA)#(m)(A)(IC)(fA)(fmA(fA)(mU)(6C)(mC)(IA)(mA) (mA)#(mG6)#(Ii(mU)(fG)(mG)(fA)(iU)(fU)(nmU)(mi 
4510 #(IC)#(mUJ)#(fA)#4(mC)(mA)#(mix#(fC) G)(mU)(fC')#(mUJ)#(mA-TeChmol 

MAPT P(mU)#(fA)#(mC)(fA)(fG)(fA)(mC)(IA)(mA)(fA)(mU)(IC)(mC)# (niU)#(mU)#(fG(mG)(fA)(mU)(fU)1(riU)(fG)(nmU)(mn 
(512 (fA)#iimA)#(IC)(mUi#(mA)#4(mC)(4fA) C)(miU)(fG)#(miU)#(mA)-TegChiol 

MAPT P~mUi)#(fA)#(mA)(fA)(tC)f)(mG)(A(mC)(fA(mA(fA)(mU) (mG)#(mG)#(fA)(mU)(fU)1(mU)(fG)(m)(f?)(m)(m 
(514 #(iC)#(mC)#(fA)#(mA)#(mC)#(mlU)#(fA)1 6)(riU)ffU)#(mU)#(mA)-TegChoi 

MAPT P(mU)#(fA)#(mU)(fA)(fA)(fA)(mC)(fA)(m)(I)(mC)(A(mA) (mA)#(mU)(fU)(riU)(fG )(1)(C)Uff)(fG)(mU)(m 
4516 #(f)#(U )#(fC)#(mC)#(mA)#(mA#(i) U)m)f)(U)(A-e~o 
IAPT P(mnU)#(fA)#(mA)(fG)(fC)(fA(mU')(A)(mnA,)(f(C)(fA)(m) (mG)#(mU)#(C(mU(fG(m)(fU)(mU)(fA)(mU)(m 
_5

2 i__ _#PA)(tiC14(fA)t# A)# I iU)#(C)_ _ _ GmC)(124(mU4(LmA1-Teg hl 
MAPT P(mU)#(fC#(mC)fA)(fA)(fG)(mC)(fA(mU)(iA)(mA(fA)(mC)# (mnC)#(mU)#(fG(mU)(fU)(mU])(fA(Mm)fG)(mC)(in 

4522 (fA)#(mG)#(fA)#(mC)#(mA)#4(mA)#(fA) U)(mU)(fG)#(mG)#(mA)-TegChoi.  
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M PT Pm)(A#m)C)C)f)m))m)A(mU)( A)(mA) (G#m)(Um)fAm)f)(mC)(fU)()( 
4524 -(-A#--C)#fA)#(mG)#(mA)#(-C)#fA) G)(mG)(fA)#4(mU)#mA)-TegChol 

M'APT P(mU)J#(fG)#(mnA)(fA)(fUJ)(tU)(mC)(fA)(mA)(fG)(mC)(fA)(mU) (U)(mU)(fA)(mU)(fG)(mC)(i)(mU)(fG)(mG)(m 

MAPT P~rmU)#(fG)#(mU)(fG)(fA)(fA)pn(mU)(t(mC)(fA)(miA)(fG)(mC) (mA)(mU)(fG)(mC)(fU)(mU)(fG)mG)(fA(mU)(mm 
4528 #(fA)#(mU)#( (mA)#(mA)#(mC)(fA A)-TegCio 
IAPT P(mU)#(fA)#(mU)(fC)-fA)(fU)-U)fU)(mG)(iU)(mU)(fA)(mA) (mU)#(mU)#(fU)(mU)(fA)(mA)(fC(mA)(fA)(m-A)(m 
6740 "AUjmGJ-LillA% 

MAPT P(mU)#(fA)#(mA)fA)(fU)fC)(mA)fU)(mU(fU)(mG)(fU)(mU) (mU)#(mU)#(fAmA)(C)mA)fA(mA)(fU)(mG)(m 
6742 #(fA)#(mA)#(fA)#(mA)#ImC)#(mA#(fC) A)mUgfU)#(mU)#(mA)-Tegho 

MAPT P(mfI)(fG)#(mU)(fA)(A)fA)(mU)(C)(mA)(fU)(mU)(fU)(mG) (mA)#(mA)#(UC)(miA)(fA)mA(iU)(mG)(fA)(mU)(m 
6744 #(fj)#(mU)#4A)(mA)#(mA)#(mA)#(tC) U)(mU)(fA)#(mC)#(mA)-TegCho 

M'APTr P(mU)#(fG)#(mnU)(fU)(flU)(fA)(mnA)(fA)(mU')(IC)(mnA)(fU)(mU') (mC)#(mA)#(IA)(mA)(IU)(mG)(fA)(mU(U)(mU)(m 
6746 #(-U)(mG)#(fU)#(mU)#(mA)#(mA)#(fA) A)(mC)(fA(mC)#(mA)-TegCho 

MAPT P(mfUl#(fC)#(mAI(fG(fU)(fG)(mU)(fA)(mA)(fA)(mfCI)(mA) (mA)(mA)#(i)(mG)(fA)mU)(fU)(mU)(fA)(mC)(m 
6748 #(41U)#(mU)4#(fU)#(mG)#(mU)#(mnU)#(fA) A)(mC)(fU)#(mG)(mA-TegChiol 

MAPT P(mU)#(1C)#(mA)(fG)(fU)(fC7)(mA)(fU)(mU')(fG)(nmU)(IA)(mA) (mA)#(mU)#(fU)(mU')(fA)(mC)(fA)(mC)(fU)(mG)(m 
6752 #(iA)#(mU)#(iC)#(mA)#(mU)#(mU)#(fU) A)(mC)(fU)#(mG)#(mA)-TegChol 

MAPT P(mU)#(fA)#(m)()(fA(fG?)(n)fC)(m)(fG)(nAI)fU)(mU) (mU)#(mU)#(fA)mC)(A)mC)(fU)mG)(fA)(mC)(m 6754 #(!A)#(mA')#(fA)#(m)#(mC)#(mA(fU) U)(mG)(fU)#(mU)#(mA)-TegChol 
MAPT PWmU)#(fG#(C)(fiA) (fA)(fC)(m.,A) (IG ( MU)(f C)(m.'A)(fG)(m U) (-MA)#(C#f)m)f)mG(A(C(U(G( 

MAPT P(mU)#(fC)#(mA)(fG)(t7)(fA(mA)(fC(mA)(fG)(mU)fC)mA)# (mA)#(mC)#(fU)(mG)(fA)(mC)(fU)(mG)(fU)(mU(m 
6758 (f#()G)#mU#(mA)(mA)#(fA) G)(mC)(4U)#(mG)(mA-TegChol 

MAPT P(m6U)#(fU)#(mA)(fC)(fA)fG)(mC)fA).mA)(1C)(mA)(fG)(mU) (mU)#(mG)(fA(mC UG)(iUU)(fG)(mC)(mn 

[0777] A third in vitro screen was performed to identify additional 3'UTR-trageting 

siRNAs effective in silencingMA4PTnRNA. The screen was performed as described above for 

the human SHSY cells. The mouse neuroblastoma cell line, N2A, was also used in the screen 

The results of the screen are depicted in FIG. 7A and FIG. 7B, The tested siRNAs were of the 

P5 Asymmetric design with a 21-nucelotide antisense strand and 16-nuceltoide sense strand, 

as depicted in FIG. 7A. The results of the third screen identified several additional siRNAs 

capable of effectively silencing AIPT mRNA. Several hits were further tested to generate 

dose response curves, as shown in FIG. 8. To demonstrate the efficacy of siRNAs with 

alternative chemical modification patterns, an additional dose response curve was performed 

with a P3 Asynmetric pattern. The results of this dose response curve are shown in FIG. 9.  

The MAPT gene and iRNA target sequences, and panel of siR.NAs used in the third screen 

are recited below in Table 14 and Table 15 

Table 14. MAPT gene and mRNA target sequences used in the screen of FIGS. 7-9.  

ID Targeting region Sequence 

ACUCACUUTJAUCAAU 
MAPT_3 TCCTTCAAGCTGCTGACTCACTTTATCAATAGTT AGUUC (SEQ ID NO: 
291 CCATTAAATT (SEQf D NO. 291) 298) 

CUCACUUUAUCAAUA 
MAPT_3 CCTTCAAGC TGCTGACTCACTTTATCAATAGTTC GUUCC (SEQ ID NO: 
292 CATTTAAATTG (SEQ ID NO: 292) 299) 
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UAUCAAUAGUUCCAU 
MAPT_3 GC CTCTGACTCACTTTATCAATAGTTCCAITTAA UUAAA (SEQ ID NO: 
299 ATTGACTTCAG (SEQ ID NO: 293) 300) 

AGJUCCAUUUAAAUU 
MAPT_3 ACTCACTTTATCAATAGTTCCATTTAAATTGACT GACUU(SEQ ID NO: 
306 TCAGTGGTGAG (SEQ ID NO: 294) 301) 

UCCAUUUAAAUUGAC 
MAPT_3 CACT TTATCAATAGTTCC ATT TAAAT TGACT TCA UUCAG (SEQ ID NO: 
309 GTGGTGAGACT (SEQ ID NO: 295) 302) 

CUUGCCAAGUCCCAUG 
MAPT_3 GGACTATTTCTGGCACTTGCAAGTCCCATGATTTAUUUC (SEQ ID NO: 
986 CTTCGGTAATT (SEQ ID NO: 296) 303) 

ULGUGUUUUAACAAAU 
MAPT_4CTATATAGTGTATTGTGTGTTTTAACAAATGATTTGAUUU(SEQIDNO 
089 ACACTGACTG (SEQ ID NO: 297) 304) 

Table 15. M4PfTantisense and sense strand siRNA sequences used in screens of FIGS. 7-9.  

ID AS inodified S modified 
M4APT PqnmU)#(fA)#(mnA)(C(mUL)(f A)(mnU)(mU)(mG)(mnA)(mU)(mA)((mA)#()#(mU)(mnU)(mVU)(fA)(U)(N)(A)( 
3291 mA)fA) -f#UmG)#(fU)#mG)#(mnA)#(miG)#(fU)#(mU) iA)mU)(miA)(mG)(mU)#(mU)(mA)-Teg hol 

MAPT (mJ)#(fG)#(mA)(mA(mC)fU)(mA(mUmU)mG)(mA)(U)( ()m (U)(mu)(A)fU)fC)(fA)(mA)( 
3292 mA)( A)#(miA)#(fG)#(mu)#i(m)#(mA)#f)#4(mU) fu)(A)mG)(m.01U(U)#(mC)#( mA)i-TIegiChol 

MAP T PmU)#(fU)#(mU)(mA)(mA)(fA)(mU)(mGi)(mA)(mA)(mC)((mA)#(mA)#(m)(mA)(mG)(f)(fL)(fC)(mC)( 
3299 U)(A )( )mG)#(mA)#(m)#(fA)#(mU) fA)(mU)(mUmiUA)#(miA)#(mA)-TegChol 

MAP T'(mU[)#(fA)#(n~fmG)(UC)(fA)(mAk))(mU)(mU)(mA),()( mC)#mC#mA)r(U)(m)(f)(fA)fA)(mnA)( 
3306 mA)(. )#(mG)#(fG)#(mA)#(mA)#(mC)#.(U)#(mU) U)(mU)(mG)(mA)(mC)#(m)#(mA)-Teghoi 

3309 mU)(fA)#A#(fA)(mU)#(mG)#(mG)#(f)#(mUL) 'A)(mC)(mU)(mU)miC)#(mA)#(mA)i-TegChoi 
MAP]' (m()(fA)#;(mA)(mA)(miU)(fC)(mA(mU)(mG)(mG)(mG)(mA)( (mC)#(mA)#(mA)(mG()(C)c(4fC)()(A(f 
3986 mC)(fL)#(mU)fG)#mC)#(mA)#(mA)#(fG)#(mU) U)(G)(mA)(mUnU)#(mU)#(mA-TegChol 

MAPT P(nU#'(fA)#(mA)(mJ)(mC)(f A)(m) U)(mU)(nG)(nt)(mn)( (m)#m)#(mU)(mlJ)mA)(fXA)(fC)( A)( 
4089 mA)( A)#(A)#(fA)#mC)(mA)#(m)#(fA)(mU) fA)(mU)t(m)A)(mJ(U)#(mA)JegChol 

[0778] A further screen of siRNAs targeting vanous MAPTnRNA target sequences 

across the ORF and 3' UTR was conducted with siRNAs in the a P3 Asymmetric pattern shown 

in FIG. 4. The screen was performed in SH-SY5Y human neuroblastoma cells. Each siRNA 

was used at a concentration of 1.5 PM and incubated for 72 hours with the cells before 

quantifying relative mRNA expression (FIG. 10). An additional screen was performed with 

siRNAs targeting various MAPTmRNA target sequences across the ORF. Targets are found 

in both human and mouse MAPT mRNA. The screen was performed in S-SY5Y human 

neuroblastoma cells. Each siRNA was used at a concentration of 15 M and incubated for 72 

hours with the cells before quantifying relative nRNA expression (FIG. 11). The data shows 

that there are numerous MAPT target areas useful for robust silencing of MAPT mRNA 

expression.  
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Example 2. In ivo silencing of MI4PT in the mouse brain 

107791 Based on the results here and the screens performed in Example 1, the MAPT 

target sites designated MAPT 2005, MAPT3309, and MAPT3292 were selected for further 

study in the mouse brain. Mice were given a 10 nmol dose of the siRNA in a 10 Ivolume, 

administered via an intracerebroventricular (ICV) route. No treatment control mice were used 

for comparison (5 mice per group). After a one-month incubation period, mice were sacrificed 

and MAPT mRNA (FIG. 12A) and Tau protein (FIG. 12B) levels were determined. The 

mRNA levels were determined with the QuantiGene gene expression assay (ThermoFisher, 

Waltham, MA) and protein expression was determined with the Protein Simple western blot 

system. Tau protein levels were normalized to the protein vinculin and gapdh. The following 

siRNA chemical modification pattern was employed for this in ivo study: 

Antisense strand, from 5' to 3' (21-nucleotidesin length): 

VP(mX)#(fX)#(mX)(fX)(fX)(fX)(mX)(fX)(mX)(fX)(mX)(fX)(mX)(fX)#(mX)#(fX)#(mX)#( 

mX)#(mX)#(fX)#(mX) 

Sense strand, from 5' to 3' (16-nucleotides in length): 

(mX)#(mX)#(mX)(fX)(nmX)(fX)(mX)fX)(mX(fX)(mX)(mX)(mX)l(fX#(mX)#(mX)l 

"m" corresponds to a2'-O-methyl modification; "" corresponds to a 2'-fiuoro modification 

"X" corresponds to any nucleotide of A, U, G, or C; "4" corresponds to a phosphorothioate 

internucleotide linkage; and"N?" corresponds to a 5' vinylphosphonate modification.  

[0780] The siRNA targeting the sites designated MAPT 2005, MAPT 3309, and 

MAPT 3292 lead to potent silencing in several mouse central nervoussystem regions tested, 

including the frontal cortex, medial cortex, hippocampus, thalamus, striatum, cerebellum, arid 

spinal cord. Both mRNA and protein levels reached about 50% compared to the no treatment 

control. The siRNA antisense and sense strand sequences, with chemical modiciation patterns, 

are depicted below.  

MAPT 2005 Antisense strand, from 5' to 3' (21-nucleotides in length): 

VP(mU)#(fU)#(mU)(fU)(fA)(fC)(mU)(fUi)(mC)(fC)(nA)(fC)(nC)(fU)#(nG)#(fG)#(mC)#( 

mC)#(mA)#(fC)#(m U) 

MAPT 2005 Sense strand, from 5' to 3' (16-nucleotides in length): 
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(mC)#(mC)#(mA)(fG)(mG)(fU)(mG)(fG)(mA)(fA(mG)(mJ)(mA)(fA)#(mA)#(mA) 

MAPT 3292 Antisense strand, from 5' to 3' (21-nucleotides in length): 

VP(mU)#(fG)#(mA)(fA)(fC)(fU(mAf)(mUF)(fG)(nmA)(fUT)(mA)(fA)#i(mA)#(fG)#(mUJ)#( 

nG)#(mA)#(fG)#(nU) 

MAPT 3292 Sense strand, from 5' to 3' (16-nucleotides in length): 

(mC)#(mU)#(mU)(fU)(mA)(fU)(mC)(fA)(mA)(fU)(mA)(mG(m)(fU)#(mC)#(mA) 

MAPT 3309 Antisense strand, from 5' to 3' (21-nucleotides in length): 

VP(mU)#(fU)#/(mG)(fA)(fA)(fG)mU)(fC)(mA)(fA)(mU)(fU)(mU)(fA)i(mA)#(fA)#(mU)#t( 

mG)#(mG)#(fA)#(mU) 

MAPT 3309 Sense strand, from 5' to 3' (16-nucleotides in length): 

(mU)#(mU)#(mUQ)(fA)(mA)(fA)(mU)(fU)(mG)(fA)(mC)(mU)(mU)(fC)#(mA)#(mA) 

Incorporation by Reference 

[0781] The contents of all cited references (including literature references, patents, 

patent applications, and websites) that maybe cited throughout this application are hereby 

expressly incorporated by reference in their entirety for any purpose, as are the references cited 

therein. The disclosure will employ, unless otherwise indicated, conventional techniques of 

immunology, molecular biology and cell biology, whicharewell known in the art 

[0782] The present disclosure also incorporates by reference in their entirety 

techniques well known in the field of molecular biology and drug delivery. These techniques 

include, but are not limited to, techniques described in the following publications: 

Atwell et al. J. Mol. Biol. 1997, 270: 26-35; 

Ausubel et al. (eds.), CURRENT PROTOCOLS IN MOLECULAR BIOLOGY, John Wiley 

&Sons, NY (1993); 

Ausubel, F.M. et al. eds., SHORT PROTOCOLS IN MOLECULAR BIOLOGY (4th Ed. 1999) 

John Wiley & Sons, NY. (ISBN 0-471-32938-X); 

CONTROLiED DRUG BIOAVAILABILITY, DRUG PRODUCT DESIGNAND PERFORMANCE, 

Smolen and Ball (eds.), Wiley, New York (1984); 
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Giege, R. and Ducruix, A. Barrett, CRYSTALLIZATION OF NUCLEIC ACIDS AND 

PROTEINS, a Practical Approach, 2nd ca., pp. 20 1-16, Oxford University Press, New York, 

New York, (1999); 

Goodson, in MEDICAL APPLICATIONS OF CONTROLLED RELEASE, vol. 2, pp. 115-138 

(1981); 

Hammerling, et al., in: MONOCLONAL ANTIBODIES ANDT-CELL HYBRIDOAS 563-681 

(Elsevier, N.Y., 1981; 

Harlow et al., ANTIBODIES: A LABORATORYMANUAL, (Cold Spring Harbor Laboratory 

Press, 2nd ed. 1988); 

Kabat et al., SEQUENCES OF PROTEINS OF IMMUNOLOGICAL INTEREST (National 

Institutes of Health, Bethesda, Md. (1987) and (1991); 

Kabat, E A , et al.(1991SEQUENCESOFPROTEINSOFN IUNOLOGICAL NTEREST,Fifth 

Edition, U.S. Department of Health and Human Services, NIH Publication No. 91-3242; 

Kontermann and Dubel eds., ANTIBODY ENCINEERING (2001) Springer-Verlag. New 

York. 790 pp. (ISBN 3-540-41354-5).  

Kriegler, Gene Transfer and Expression, A Laboratory Manual, Stockton Press, NY 

(1990); 

Lu and Weiner eds., CLONING AND EXPRESSION VECTORS FOR GENE FUNCTION 

ANALYSIS (2001) BioTechniques Press. Westborough, MA. 298 pp. (ISBN 1-881299-21-X).  

MEDICAL APPLICATIONS OF CONTROLLED RELEASE, Langer and Wise (eds.), CRC 

Pres., Boca Raton, Fla. (1974) 

Old, R.W. & S.B. Primrose, PRINCIPLES OF GENE MANIPULATION. AN INTRODUCTION 

To GENETIC ENGINEERING (3d Ed. 1985) Blackwell Scientific Publications, Boston Studies in 

Microbiology; V.2:409 pp. (ISBN 0-632-01318-4).  

Sambrook, J. et al. eds., MOLECULAR CLONING: A LABORATORY MANUAL (2d Ed.  

1989) Cold SpringHarbor Laboratory Press, NY. Vols. 1-3. (ISBN 0-87969-309-6).  

SUSTAINED AND CONTROLLED RELEASE DRUG DELIVERY SYSTEMS, J.R. Robinson, ed., 

Marcel Dekker, Inc., New York, 1978 

Winnacker, EL. FROM GENES To CLONES: INTRODUCTION To GENE TECHNOLOGY 

(1987) VCH Publishers, NY (translated by Horst Ibelgaufts). 634 pp. (ISBN 0-89573-614-4).  
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Equivalents 

[0783] The disclosure may be embodied in other specific forms without departing 

from the spirit or essential characteristics thereof The foregoing embodiments are therefore to 

be considered in all respects illustrative rather than limiting of the disclosure. Scope of the 

disclosure is thus indicated by the appended claims rather than by the foregoing description, 

and all changes that come within the meaning and range of equivalency of the claims are 

therefore intended to be embraced herein.  

184



WO 2021/188626 PCT/US2021/022688 

Claims 

What is claimed: 

1. A double stranded (dsRNA) molecule comprising a sense strand and an antisense 

strand, 

wherein the antisense strand comprises a sequence substantially complementary to a 

M4Pfnucleic acid sequence of any one ofSEQ ID NOs: 1-13, 292, and 295.  

2. The dsRNA of claim 1, wherein the antisense strand comprises a sequence 

substantially complementary to aM4Pfnucleic acid sequence of any one of SEQ ID NOs: 14

33, 299, and 302.  

3. The dsRNA of claim 1, comprising complementarity to at least 10, 11, 12 or 13 

contiguous nucleotides of the MAPT nucleic acid sequence of SEQ ID NOs: 1-13, 292, and 

295.  

4. The dsRNA of claim I or 3, comprising no more than 3 mismatches with theAAPT 

nucleic acid sequence of SEQ ID NOs: 1-13, 292, and 295.  

5. The dsRNA of claim 1, comprising full complementarity to theAAPTnucleic acid 

sequence of SEQ ID NOs: 1-13, 292, and 295.  

6. The dsRNA of any one of claims 1-5. wherein the antisense strand comprises about 

15 nucleotides to 25 nucleotides in length.  

7. The dsRNA of any one of claims 1-6, wherein the sense strand comprises about 15 

nucleotides to 25 nucleotides in length.  

8. The dsRNA of any one of claims 1-7, wherein the antisense strand is 20 nucleotides 

in length.  

9. The dsRNA of any one of claims 1-7, wherein the antisense strand is 21 nucleotides 

in length.  
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10. The dsRNA of any one of claims 1-7, wherein the antisense strand is 22 nucleotides 

in length.  

11. The dsRNA of any one of claims 1-10, wherein the sense strand is 15 nucleotides in 

length.  

12. The dsRNA of any one of claims 1-10, wherein the sense strand is 16 nucleotides in 

length.  

13. The dsRNA of any one of claims 1-10, wherein the sense strand is 18 nucleotides in 

length.  

14, The dsRNA of any one of claims 1-10, wherein the sense strand is20 nucleotides in 

length.  

15. The dsRNA of any one of claims 1-14, comprising a double-stranded region of 15 

base pairs to 20 base pairs.  

16. The dsRNA of any one of claims 1-15, comprising a double-stranded region of 15 

base pairs.  

17. The dsRNA of any one of claims 1-15, comprising a double-stranded region of 16 

base pairs.  

18. The dsRNA of any one of claims 1-15, comprising a double-stranded region of 18 

base pairs.  

19. The dsRNA of any one of claims 1-15, comprising a double-stranded region of 20 

base pairs.  

20. The dsRNA of any one of claims 1-19, wherein said dsRNA comprises a blunt-end.  
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21. The dsRNA of any one of claims 1-20, wherein said dsRNA comprises at least one 

single stranded nucleotide overhang.  

22. The dsRNA of claim 21, wherein said dsRNA comprises about a 2-nucleotide to 5

nucleotide single stranded nucleotide overhang.  

23. The dsRNA of claim 21, whereinsaid dsRNA comprises 2-nucleotide single stranded 

nucleotide overhang.  

24. The dsRNA of claim21, wherein said dsRNA comprises 5-nucleotide single stranded 

nucleotide overhang.  

25. The dsRNA of any one of claims 1-24, wherein said dsRNA comprises naturally 

occurring nucleotides.  

26. The dsRNA of any one of claims 1-24, wherein said dsR.NA comprises at least one 

modified nucleotide.  

27. The dsRNA of claim 26, wherein said modified nucleotide comprises a2'0-methyl 

modified nucleotide, a 2'-deoxy-2'-fluoro modified nucleotide, a -deoxy-modified nucleotide, 

a locked nucleotide, an basic nucleotide, a 2-amino-modified nucleotide, a 2'-alkyl-modified 

nucleotide, a morpholino nucleotide, a phosphoramidate, a non-natural base comprising 

nucleotide, or a mixture thereof 

28. ThedsRNAofanyoneofclaims1-27, wherein said dsR.NA comprises at least one 

modified internucleotide linkage.  

29. The dsRNA of claim 28, wherein said modified internucleotide linkage comprises a 

phosphorothioate internucleotide linkage.  

30. The dsRNA of any one of claims 1-29, comprising 4-16 phosphorothioate 

internucleotidelinkages.  

31. The dsRNA of any one of claims 1-29, comprising 8-13 phosphorothioate 
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internucleotide linkages.  

32. ThedRNAof'n oneofclaims 1-28, wherein said dsRNA comprises at least one 

modified internucleotide linkage of Formula 1: 

B 

x 
Y 

B 

x 

(I); 

wherein: 

B is a base pairing moiety; 

W is selected from the group consisting of 0, OCH,0CH, CH2, and CH; 

X is selected from the group consisting of halo, hydroxy, and C 6alkoxy; 

Y is selected from the group consisting of 0-, OH, OR, N-, NH2, Sand SI 

Z is selected from the group consisting of 0 and CH2; 

R is a protecting group; and 

is an optional double bond.  

33. The dsRNA of any one of claims 1-32, wherein said dsRNA comprises at least 80% 

chemically modified nucleotides.  

34. The dsRNA of any one of claims 1-33, wherein said dsRNA is fully chemically 

modified.  

35. The dsRNA of any one of claims 1-33, wherein said dsRNA comprises at least 70% 

2'-O-methyl nucleotide modifications.  

36. The dsRNA of any one of claims 1-33, wherein the antisense strand comprises at least 

70% 2'-0-methyl nucleotide modifications.  
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37. The dsRNA of claim 36, wherein the antisense strand comprises about 70% to 90% 

2'-0-methyl nucleotide modifications.  

38. The dsRNA of any one of claims 1-33, wherein the sense strand comprises at least 

65% 2'-O-methyl nucleotide modifications.  

39. The dsRNA of claim 38, wherein the sense strand comprises 100%2'-0-methyl 

nucleotide modifications.  

40. The dsRNA of any one of claims 1-39, wherein the sense strand comprises one or 

more nucleotide mismatches between the antisense strand and the sense strand.  

41. The dsRNA of claim 40, wherein the one or more nucleotide mismatches are present 

at positions 2, 6, and 12 from the 5' end of sense strand.  

42. The dsRNA of claim 40, wherein the nucleotide mismatches are present at positions 

2, 6, and 12 from the 5' end of the sense strand.  

43. The dsRNA of any one of claims 1-42, wherein the antisense strand comprises a 5' 

phosphate, a 5'-alkyl phosphonate, a 5' alkylene phosphonate, or a 5' alkenyl phosphonate.  

44. The dsRNA of claim 43, wherein the antisense strand comprises a 5' vinyl 

phosphonate.  

45. The dsRNA of claim 1, said dsRNA comprising an antisense strand and a sense 

strand, each strand with a 5' end and a 3' end, wherein: 

(1) the antisense strand comprises a sequence substantially complementary to aAPT 

nucleic acid sequence of any one of SEQ ID NOs: 1-13, 292, and 295; 

(2) the antisense strand comprises alternating 2'-methoxy-ribonucleotides and 2'

fluoro-ribonucleotides; 

(3) the nucleotides at positions 2 and 14 from the 5' end of the antisense strand are not 

2'-methoxy-ribonucleotides; 

(4) the nucleotides at positions 1-2 to 1-7 from the 3' end of the antisense strand are 

connected to each other via phosphorothioate internucleotide linkages; 
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(5) a portion of the antisense strand is complementary to a portion of the sense strand; 

(6) the sense strand comprises alternating 2'-methoxy-ribonucleotides and 2'-fluoro

ribonucleotides; and 

(7) the nucleotides at positions 1-2 from the 5' end of the sense strand are connected to 

each other via phosphorothioate internucleotide linkages.  

46. The dsRNA of claim 1, said dsRNA comprising an antisense strand and a sense 

strand, each strand with a 5' end and a 3' end, wherein: 

(1) the antisense strand comprises a sequence substantially complementary to a MP4T 

nucleic acid sequence of any one of SEQ ID NOs: 1-13, 292, and 295; 

(2) the antisense strand comprises at least 70% 2'-O-methyl modifications; 

(3) the nucleotide at position 14 from the 5' end of the antisense strand is not a 2'

methoxy-ribonucleotide; 

(4) the nucleotides at positions 1-2 to 1-7 from the 3' end of the antisense strand are 

connected to each other via phosphorothioate internucleotide linkages; 

(5) a portion of the antisense strand is complementary to a portion of the sense strand; 

(6) the sense strand comprises at least 70% 2'-O-methyil modifications; and 

(7) the nucleotides at positions 1-2 from the 5' end of the sense strand are connected to 

each other via phosphorothioate internucleotide linkages.  

47. The dsRNA of claim 1, said dsRNA comprising an antisense strand and a sense 

strand, each strand with a 5' end and a 3' end, wherein: 

(1) the antisense strand comprises a sequence substantially complementary to a MP4T 

nucleic acid sequence of any one of SEQ ID NOs: 1-13, 292, and 295 

(2) the antisense strand comprises at least 85% 2'-O-methyl modifications; 

(3) the nucleotides at positions 2 and 14 from the 5' end of the antisense strand are not 

2'-methoxy-ribonucleotides; 

(4) the nucleotides at positions 1-2 to 1-7 from the 3' end of the antisense strand are 

connected to each other via phosphorothioate internucleotide linkages; 

(5) a portion of the antisense strand is complementary to a portion of the sense strand; 

(6) the sense strand comprises 100% 2'-O-methyl modifications; and 

(7) the nucleotides at positions 1-2 from the 5' end of the sense strand areconnected to 

each other via phosphorothioate internucleotide linkages.  
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48. The dsRNA of claim 1, said dsRNA comprising an antisense strand and a sense 

strand, each strand with a 5' end and a 3' end, wherein: 

(1) the antisense strand comprises a sequence substantially complementary to aMAPT 

nucleic acid sequence of any one of SEQ ID NOs: 1-13, 292, and295; 

(2) the antisense strand comprises at least 75% 2'-0-methyl modifications; 

(3) the nucleotides at positions 4, 5, 6, and 14 from the 5' end of the antisense strand 

are not 2'-methoxy-ribonucleotides; 

(4) the nucleotides at positions 1-2 to 1-7 from the 3' end of the antisense strand are 

connected to each other via phosphorothioate internucleotide linkages; 

(5) a portion of the antisense strand is complementary to a portion of the sense strand; 

(6) the sense strand comprises 100% 2'-O-methyl modifications; and 

(7) the nucleotides at positions 1-2 from the 5' end of the sense strand are connected to 

each other via phosphorothioate internucleotide linkages.  

49. The dsRNA of claim 1, said dsRNA comprising an antisense strand and a sense 

strand, eachstrand with a 5' end and a 3' end, wherein: 

(1) the antisense strand comprises a sequence substantially complementary to a M4PT 

nucleic acid sequence of any one of SEQ ID NOs: 1-13, 292, and 295; 

(2) the antisense strand comprises at least 75% 2'-0-methyl modifications; 

(3) the nucleotides at positions 2, 4, 5, 6, and 14 from the 5' end of the antisense strand 

are not 2'-methoxy-ribonucleotides; 

(4) the nucleotides at positions 1-2 to 1-7 from the 3' end of the antisense strand are 

connected to each other via phosphorothioate internucleotide linkages; 

(5) a portion of the antisense strand is complementary to a portion of the sense strand; 

(6) the sense strand comprises 100% 2'-O-methyl modifications; and 

(7) the nucleotides at positions 1-2 from the 5' end of the sense strand are connected to 

each other via phosphorothioate internucleotide linkages.  

50. The dsRNA of claim 1, said dsRNA comprising an antisense strand and a sense 

strand, each strand with a 5' end and a 3' end., wherein: 

(1) the antisense strand comprises a sequence substantially complementary to a MP4T 

nucleic acid sequence of any one of SEQ ID NOs: 1-13, 292, and 295; 

(2) the antisense strand comprises at least 75% 2'-O-methyl modifications; 

(3) the nucleotides at positions2, 6, 14, and 16 from the 5' end of the antisense strand 
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are not 2'-methoxy-ribonucleotides; 

(4) the nucleotides at positions 1-2 to 1-7 from the 3' end of the antisense strand are 

connected to each other via phosphorothioate internucleotide linkages; 

(5) a portion of the antisense strand is complementary to a portion of the sense strand; 

(6) the sense strand comprises at least 65% 2'--methyil modifications; 

(7) the nucleotides at positions 7, 9, 10, and 11 from the 3' end of the sense strand are 

not 2'-rnethoxy-ribonucleotides; and 

(8) the nucleotides at positions 1-2 from the 5' end of the sense strand are connected to 

each other via phosphorothioate internucleotide linkages 

51. The dsRNA of claim 1, said dsRNA comprising an antisense strand and a sense 

strand, each strand with a 5' end and a 3' end, wherein: 

(1) the antisense strand comprises a sequence substantially complementary to aAAPT 

nucleic acid sequence of any one of SEQ ID NOs: 1-13, 292, and 295; 

(2) the antisense strand comprises at least 75% 2'-0-methyl modifications; 

(3) the nucleotides at positions 2, and 14 from the 5' end of the antisense strand are not 

2'-methoxy-ribonucleotides; 

(4) the nucleotides at positions 1-2 to 1-7 from the 3' end of the antisense strand are 

connected to each other via phosphorothioate internucleotide linkages; 

(5) a portion of the antisense strand is complementary to a portion of the sense strand; 

(6) the sense strand comprises at least 75% 2'--methyl modifications; 

(7) the nucleotides at positions 7, 10, and 11 from the 3' end of the sense strand are not 

2'-methoxy-ribonucleotides; and 

(8) the nucleotides at positions 1-2 from the 5' end of the sense strand are connected to 

each other via phosphorothioate internucleotide linkages.  

52. The dsRNA of any one of claims 1-51, wherein a functional moiety is linked to the 5' 

end and/or 3' end of the antisense strand.  

The dsRNA of any one of claims 1-51, wherein a functional moiety is linked to the 5' 

end and/or 3' end of the sense strand.  

54. The dsRNA of any one of claims 1-51, wherein a functional moiety is linked to the 3' 

end of the sense strand.  
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55. The dsRNA of any one of claims 52-54, wherein the functional moiety comprises a 

hydrophobic moiety.  

56. The dsRNA of claim 55, wherein the hydrophobic moiety is selected from the group 

consisting of fatty acids, steroids, secosteroids, lipids, gangliosides, nucleoside analogs, 

endocannabinoids, vitamins, and a mixture thereof.  

57. ThedRNA ofclaim56,wherein the steroid is selected from the group consisting of 

cholesterol and Lithocholic acid (LCA).  

58. The dsRNA of claim 56, wherein the fatty acid selected from the group consisting of 

Eicosapentaenoic acid (EPA), Docosahexaenoic acid (DHA) and Docosanoic acid (DCA).  

59. The dsRNA of claim 56, wherein the vitamin is selected from the group consisting of 

choline, vitamin A, vitamin E, derivatives thereof, and metabolites thereof 

60. The dsRNA of claim 59. wherein the vitamin is selected from the group consisting of 

retinoic acid and alpha-tocopheryl succinate.  

61. The dsRNA of any one of claims 54-60, wherein the functional moiety is linked to the 

antisense strand and/or sense strand by a linker.  

62. The dsRNA of claim 61, wherein the linker comprises a divalent or trivalent linker.  

63. The dsRNA of claim 62, wherein the divalent or trivalent linker is selected from the 

group consisting of: 
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0 0lOH OH 

H N H N 0 

n H H 

;and 

wherein n is 1, 2, 3, 4, or 5.  

64. The dsRNA of claim 61 or 62, wherein the linker comprises an ethylene glycol chain, 

an akyl chain, a peptide, an RNA, a DNA, a phosphodiester, a phosphorothioate, a 

phosphoramidate, an amide, a carbamate, or a combination thereof 

65. The dsRNA of claim 62 or 63, wherein when the linker is a trivalent linker, the linker 

further links a phosphodiester or phosphodiester derivative.  

66. The dsRNA of claim 65, wherein the phosphodiester or phosphodiester derivative is 

selected from the group consisting of: 

~~X O 

coo G 

H 3 N 

exO Ox0 

;and 

(Zc3) 

HO, ,O 

oX 0 
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(Zc4) 

wherein Xis 0, S or BH3.  

67. The dsRNA of any one of claims 1-66, wherein the nucleotides at positions 1 and 2 

from the 3' end of sense strand, and the nucleotides at positions I and 2 from the 5' end of 

antisense strand, are connected to adjacent ribonucleotides via phosphorothioate linkages.  

68. A pharmaceutical composition for inhibiting the expression of tau protein (AMAP) gene 

in an organisin, comprising the dsRNA of any one of claims 1-67 and a pharnaceutically 

acceptable carrier.  

69. The pharmaceutical composition of claim 68, wherein the dsRNA inhibits the 

expression of saidMAPT gene by at least 50%.  

70. The pharmaceutical composition of claim 68, wherein the dsRNA inhibits the 

expression of said 2APTgene by at least 80%.  

71. A method for inhibiting expression ofIMAPT gene in a cell, the method comprising: 

(a) introducing into the cell a double-stranded ribonucleic acid (dsRNA) of any one of 

claims 1-67; and 

(b) maintaining the cell produced in step (a) for a time sufficient to obtain degradation 

of the mRNA transcript of the MAPT gene, thereby inhibiting expression of the MAPT gene in 

the cell.  

72. A method of treating or managing a neurodegenerative disease comprising 

administering to a patient in need of such treatment or management a therapeutically effective 

amount of said dsRNA of any one of claims 1-67.  

73. The method of claim 72, wherein said dsRNA is administered to the brain of the patient.  

74. The method of claim 72, wherein said dsRNA is administered by 

intracerebroventricular (ICV) injection, intrastriatal (IS) injection, intravenous (IV) injection, 

subcutaneous (SQ) injection or a combination thereof.  
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75. The method of claim 72, wherein administering the dsRNA causes a decrease inMAP T 

gene mRNA in one or more of the hippocampus, striatum, cortex, cerebellum, thalamus, 

hypothalamus, and spinal cord.  

76. The method of any one of claims 71-75, wherein the dsRNA inhibits the expression of 

said MAPT gene by at least 50%.  

77. The method of any one of claims 71-75, wherein the dsRNA inhibits the expression of 

said MAPTgene by at least 80%.  

78 A vector comprising a regulatory sequence operably linked to a nucleotide sequence 

that encodes a dsRNAmolecule substantially complementary to a MAPTnucleic acid sequence 

of SEQ ID NOs: 1-13,292, and 295.  

79, The vector of claim 78, wherein said RNA molecule inhibits the expression of said 

MAPRT gene by at least 30% 

80. The vector of claim 7 wherein said RNAmolecule inhibits the expression of said 

M4PT gene by at least 50%.  

81. The vector of claim 78, wherein said RNA molecule inhibits the expression of said 

MAPTgene by at least 80%.  

82. The vector of claim 78, wherein the dsRNA comprises a sense strand and an antisense 

strand, wherein the antisense strand comprises a sequence substantially complementary to a 

AIP Tnucleic acid sequence of SEQ ID NOs: 1-13, 292, and 295.  

83. A cell comprising the vector of any one of claims 78-82.  

84. A recombinant adeno-associated virus (rAAV) comprising the vector of any one of 

claims 78-82 and an AAV capsid.  

85. A branched RNA compound comprising two or more of the dsRNA molecules of any 

one of claims 1-67 covalently bound to one another, 
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86. The branched RNA compound of claim 85, wherein the dsRNA molecules are 

covalently bound to one another by way of a linker, spacer, or branching point.  

87. A branched RNA compound comprising: 

two or more RNA molecules comprising 15 to 35 nucleotides in length, and 

a sequence substantially complementary to aIAJPTmRNA, 

wherein the two RNA molecules are connected to one another by one or more moieties 

independently selected from a linker, a spacer and a branching point.  

88. The branched RNA compound of claim 87, comprising a sequence substantially 

complementary to aMPTnucleic acid sequence of any one of SEQ ID NOs: 1-13, 292, and 

295.  

89. The branched RNA compound of claim 87, comprising a sequence substantially 

complementary to one or more of a M4PT nucleic acid sequence of any one of SEQ ID NOs: 

14-33, 299, and 302.  

90. The branched RNA compound of any oneo.f claims 87-89, wherein said RNA molecule 

comprises one or both of ssRNA and dsRNA.  

91, The branched RNA compound of any one of claims 87-89, wherein said RNA molecule 

comprises an antisense oligonucleotide.  

92. The branched RNA compound of any one of claims 87-91, wherein each RNAmolecule 

comprises 15 to 25 nucleotides in length.  

93. The branched RNA compound of any one of claims 87-89, wherein each RNA molecule 

comprises a dsRNA comprising a sense strand and an antisense strand, wherein each antisense 

strand independently comprises a sequence substantially complementary to a M4PT nucleic 

acid sequence of any one of SEQ ID NOs: 1-13, 292, and 295.  
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94. The branched RNA compound of claim 93, comprising complementarity to at least 10, 

11, 12 or 13 contiguous nucleotides of a AAPTnucleic acid sequence of any one of SEQ ID 

NOs: 1-13, 292, and 295.  

95. The branched RNA compound of claim 93, wherein each RNA molecule comprises 

no more than 3 mismatches with a AfPTnucleic acid sequence of any one of SEQ ID NOs: 1

13, 292, and 295.  

96. The branched RNA compound of claim 93, comprising full complementary to a 

MA4PTnucleic acid sequence of any one of SEQ ID NOs: 1-13, 292, and 295.  

97. The branched RNA compound of any one of claims 93-96, wherein the antisense 

strand comprises a portion having the nucleic acid sequence of any one of SEQ ID NOs: 34

46.  

98. The branched RNA compound of any one of claims 93-97, wherein the antisense 

strand and/or sense strand comprises about 15 nucleotides to 25 nucleotides inlength.  

99. The branched RNA compound of any one of claims 93-98, wherein the antisense 

strand is 20 nucleotides in length.  

100. The branched RNA compound of any one of claims 93-98, wherein the antsense 

strand is 21 nucleotides in length.  

101. The branched RNA cornpound of any one of claims 93-98, wherein the antisense 

strand is 22nucleotides in length.  

102. The branched RNA compound of any one of claims 93-101, wherein the sense strand 

is 15 nucleotides in length.  

103. The branched RNA compound of any one of claims 93-101, wherein the sense strand 

is 16 nucleotides in length.  
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104. The branched RNA compound of anyone of claims 93-101, wherein the sense strand 

is 18 nucleotides in length.  

105. The branched RNA compound of any one of claims 93-101, wherein the sensestrand 

is 20 nucleotides in length.  

106. The branched RNA compound of any one of claims 90-105, wherein the dsRNA 

comprises a double-stranded region of 15 base pairs to 20 base pairs.  

107. The branched RNA compound of any one of claims 90-106, wherein the dsRNA 

comprises a double-stranded region of 15 base pairs.  

108. The branched RNA compound of any one of claims 90-106, wherein the dsRNA 

comprises a double-stranded region of 16 base pairs.  

109. The branched RNA compound of any one of claims 90-106, wherein the dsRNA 

comprises a double-stranded region of 18 base pairs.  

110. The branched RNA compound of any one of claims 90-106, wherein the dsRNA 

comprises a double-stranded region of 20 base pairs.  

111. The branched RNA compound of any one of claims 90-110, wherein the dsRNA 

comprises a blunt-end.  

112. The branched RNA compound of any one of claims 90-110, wherein the dsRNA 

comprises at least one single stranded nucleotide overhang.  

113. The branched RNA compound of any one of claims 90-112, wherein the dsRNA 

comprises between a 2-nucleotide to 5-nucleotide singlestranded nucleotide overhang.  

14. The branched RNA compound of any one of claims 90-113, wherein the dsRNA 

comprises naturally occurring nucleotides.  
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115. The branched RNA compound of any one of claims 90-114, wherein the dsRNA 

comprises at least one modified nucleotide.  

116. The branched RNA compound of claim 115, wherein said modified nucleotide 

comprises a 2'-0-methyl modified nucleotide, a -deoxy-2-fluoro modified nucleotide, a 2

deoxy-modified nucleotide, a locked nucleotide, an abasic nucleotide, a 2'-amino-modified 

nucleotide, a2'-alkyl-modified nucleotide, a morpholino nucleotide, a phosphoramidate, or a 

non-natural base comprising nucleotide.  

117. The branched RNA compound of any one of claims 90-116, wherein the dsRNA 

comprises at least one modified internucleotide linkage.  

118. The branched RNA compound of claim 117, wherein said modified internucleotide 

linkage comprises a phosphorothioate internucleotide linkage.  

119. The branched RNA compound of any one of claims 90-118, comprising 4-16 

phosphorothioate internucleotide linkages.  

120. The branched RNA compound of any one of claims 90-118, comprising 8-13 

phosphorothioate internucleotide linkages.  

121. The branched RNA compound of any one of claims 90-117, wherein said dsRNA 

comprises at least one modified internucleotide linkage of Fornula 1: 

B 
0, 

-o 

(I); 

wherein: 

13 is a base pairing moiety; 

W is selected from the group consisting of 0, OCH2, OCH, CH2, and CH; 
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X is selected from the group consisting of halo, hydroxy, and C -alkoxy; 

Yis selected from the group consisting of 0-, OH, OR, NH-, NH2, S-, and SH; 

Z is selected from the group consisting of 0 and C-2; 

R is a protecting group; and 

is an optional double bond.  

122. The branched RNA compound of any one of claims 90-121, wherein said dsRNA 

comprises at least 75% chemically modified nucleotides.  

123. The branched RNA compound of any one of claims 90-122, wherein said dsRNA is 

fully chemically modified.  

124. The branched RNA compound of any one of claims 90-123, wherein said dsRNA 

comprises at least 70% 2'-O-methyl nucleotide modifications.  

125. The branched RNA compound of any one of claims 90-124, wherein the antisense 

strand comprises at least 70% 2'-O-methyl nucleotide modifications.  

126. The branched RNA compound of claim 125, wherein the antisense strand comprises 

about 70% to 90% 2'-0-methyl nucleotide modifications.  

127. The branched RNA compound of any one of claims 91-124, wherein the sense strand 

comprises at least 65% 2'-0-methyl nucleotide modifications.  

128. The branched RNA compound of claim 127, wherein the sense strand comprises 

100%2'-0-methyl nucleotide modifications.  

129. The branchedRNA compoundof anyone of claims 93-128, wherein the sensestrand 

comprises one or more nucleotide mismatches between the antisense strand and the sense 

strand.  

130. The branched RNA compound of claim 129, wherein the one or more nucleotide 

mismatches are present at positions 2, 6, and 12 from the 5' end of sense strand.  
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131. The branched RNA compound of claim 129, wherein the nucleotide mismatches are 

present at positions 2, 6, and 12 from the 5' end of the sense strand.  

132. The branched RNA compound of any one of claims 93-131, wherein the antisense 

strand comprises a 5' phosphate, a 5'-alkyl phosphonate, a 5' alkylene phosphonate, a 5' 

alkenyl phosphonate, or a mixture thereof.  

133. The branched RNA compound of claim 132, wherein the antisense strand comprises 

a 5' vinyl phosphonate, 

134. The branched RNA compound of claim 90, wherein the dsRNA comprises an 

antisense strand and a sense strand, each strand with a 5' end and a 3' end, wherein: 

(1) the antisense strand comprises a sequence substantially complementary to aAAPT 

nucleic acid sequence of any one of SEQ ID NOs: 1-13, 292, and 295; 

(2) the antisense strand comprises alternating 2'-methoxy-ribonucleotides and 2'

fluoro-ribonucleotides; 

(3) the nucleotides at positions and 14 from the 5' end of the antisense strand are not 

2'-methoxy-ribonucleotides; 

(4) the nucleotides at positions 1-2 to 1-7 from the 3' end of the antisense strand are 

connected to each other via phosphorothioate internucleotide linkages; 

(5) a portion of the antisense strand is complementary to a portion of the sense strand; 

(6) the sense strand comprises alternating 2'-methoxy-ribonucleotides and 2'-fluoro

ribonucleotides; and 

(7) the nucleotides at positions 1-2 from the 5' end of the sense strand are connected to 

each other via phosphorothioate internucleotide linkages.  

135. The branched RNA compound of claim 90, wherein the dsRNA comprises an 

antisense strand and a sense strand, each strand with a 5' end and a 3' end, wherein: 

(1) the antisense strand comprises a sequence substantially complementary to aMAPT 

nucleic acid sequence of any one of SEQ ID NOs: 1-13, 292, and 295; 

(2) the antisense strand comprises at least 70% 2'--methyl modifications; 

(3) the nucleotide at position 14 from the 5' end of the antisense strand are not 2'

methoxy-ribonucleotides; 

(4) the nucleotides at positions 1-2 to 1-7 from the 3' end of the antisense strand are 
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connected to each other via phosphorothioate interncleotide linkages; 

(5) a portion of the antisense strand is complementary to a portion of the sense strand; 

(6) the sense strand comprises at least 70% 2'-O-methyl modifications; and 

(7) the nucleotides at positions 1-2 from the 5' end of the sense strand are connected to 

each other via phosphorothioate internucleotide linkages.  

136. The branched RNA compound of claim 90, wherein the dsRNA comprises an 

antisense strand and a sense strand, each strand with a 5' end and a 3' end, wherein: 

(1) the antisense strand comprises a sequence substantially complementary to aMP4T 

nucleic acid sequence of any one of SEQ ID NOs: 1-13, 292, and 295; 

(2) the antisense strand comprises at least 85% 2'-O-methyl modifications; 

(3) the nucleotides at positions 2 and 14 from the 5' end of the antisense strandare not 

2'-methoxy-ribonucleotides; 

(4) the nucleotides at positions 1-2 to 1-7 from the 3' end of the antisense strand are 

connected to each other via phosphorothioate internucleotide linkages; 

(5) a portion of the antisense strand is complementary to a portion of the sense strand; 

(6) the sense strand comprises 100% 2'-O-methyl modifications; and 

(7) the nucleotides at positions 1-2 from the 5' end of the sense strand are connected to 

each other via phosphorothioate internucleotide linkages.  

137. The branched RNA compound of claim 90, wherein the dsRNA comprises an 

antisense strand and a sense strand, each strand with a 5' end and a 3' end, wherein: 

(1) the antisense strand comprises a sequence substantially complementary to a MP4T 

nucleic acid sequence of any one of SEQ ID NOs: 1-13, 292, and 295 

(2) the antisense strand comprises at least 75% 2'-O-rnethyl modifications 

(3) the nucleotides at positions 4, 5, 6, and 14 from the 5' end of the antisense strand 

are not 2'-methoxy-ribonucleotides; 

(4) the nucleotides at positions 1-2 to 1-7 from the 3' end of the antisense strand are 

connected to each other via phosphorothioate internucleotide linkages; 

(5) a portion of the antisense strand is complementary to a portion of the sense strand; 

(6) the sense strand comprises 100% 2'-O-methyl modifications; and 

(7) the nucleotides at positions 1-2 from the 5' end of the sense strand are connected to 

each other via phosphorothioate internucleotide linkages.  
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138. The branched RNA compound of claim 90, wherein the dsRNA comprises an 

antisense strand and a sense strand, each strand with a 5' end and a 3' end, wherein: 

(1) the antisense strand comprises a sequence substantially complementary to aMAPT 

nucleic acid sequence of any one of SEQ ID NOs: 1-13, 292, and 295; 

(2) the antisense strand comprises at least 75% 2-0-methyl modifications; 

(3) the nucleotides at positions 2, 4, 5, 6, and 14 from the 5' end of the antisense strand 

are not 2'-methoxy-ribonucleotides; 

(4) the nucleotides at positions 1-2 to 1-7 from the 3' end of the antisense strand are 

connected to each other via phosphorothioate internucleotide linkages; 

(5) a portion of the antisense strand is complementary to a portion of the sense strand; 

(6) the sense strand comprises 100% 2'-O-methyl modifications; and 

(7) the nucleotides at positions 1-2 from the 5' end of the sense strand are connected to 

each other via phosphorothioate internucleotide linkages.  

139. The branched RNA compound of claim 90, wherein the dsRNA comprises an 

antisense strand and a sense strand, each strand with a 5' end and a 3' end, wherein: 

(1) the antisense strand comprises a sequence substantially complementary to a M4PT 

nucleic acid sequence of any one of SEQ ID NOs: 1-13, 292, and 295; 

(2) the antisense strand comprises at least 75% 2'--methyl modifications; 

(3) the nucleotides at positions 2, 6, 14, and 16 from the 5' end of the antisense strand 

are not 2'-methoxy-ribonucleotides; 

(4) the nucleotides at positions 1-2 to 1-7 from the 3' end of the antisense strand are 

connected to each other via phosphorothioate internucleotide linkages; 

(5) a portion of the antisense strand is complementary to a portion of the sense strand; 

(6) the sense strand comprises at least 65% 2'-O-methyl modifications: 

(7) the nucleotides at positions 7, 9, 10, and 11 from the 3' end of the sense strand are 

not 2 '-methoxy-ribonucleotides; and 

(8) the nucleotides at positions 1-2 from the 5' end of the sense strand are connected to 

each other via phosphorothioate internucleotide linkages.  

140. The branched RNA compound of claim 90, wherein the dsRNA comprises an 

antisense strand and a sense strand, each strand with a 5' end and a 3' end, wherein: 

(1) the antisense strand comprises a sequence substantially complementary to a MAPT 

nucleic acid sequence of any one of SEQ 11) NOs: 1-13,292, and 295; 

204



WO 2021/188626 PCT/US2021/022688 

(2) the antisense strand comprises at least 75%2'-0-methyl modifications; 

(3) the nucleotides at positions 2and 14 from the 5' end of the antisense strand are not 

2'-methoxy-ribonucleotides; 

(4) the nucleotides at positions 1-2 to 1-7 from the 3' end of the antisense strand are 

connected to each other via phosphorothioate internucleotide linkages; 

(5) a portion of the antisense strand is complementary to a portion of the sense strand; 

(6) the sense strand comprises at least 75% 2'-O-methyl modifications 

(7) the nucleotides at positions 7, 10, and 11 from the 3' end of the sense strand are not 

2'-methoxy-ribonucleotides; and 

(8) the nucleotides at positions 1-2 from the 5' end of the sense strand are connected to 

each other via phosphorothioate internucleotide linkages.  

141. The branched RNA compound of any one of claims 93-140, wherein a functional 

moiety is linked to the 5' end and/or 3' end of the antisense strand.  

142. The branched RNA compound of any one of claims 93-140, wherein a functional 

moiety is linked to the 5' end and/or 3' end of the sense strand.  

143. The branched RNA compound of any one of claims 93-140, wherein a functional 

moiety is linked to the 3' end of the sense strand.  

144. The branched RNA compound of any one of claims 141-143, wherein the functional 

moiety comprises a hydrophobic moiety.  

145. The branched RNA compound of claim 144, wherein the hydrophobic moiety is 

selected from the group consisting of fatty acids, steroids, secosteroids, lipids, gangliosides, 

nucleoside analogs, endocannabinoids, vitamins, and a mixture thereof 

146. The branched RNA compound of claim 145, wherein the steroid is selected from the 

group consisting of cholesterol and Lithocholic acid (LCA).  

147. The branched RNA compound of claim 145, wherein the fatty acid is selected from the 

group consisting of Eicosapentaenoic acid (EPA), Docosahexaenoic acid (DJA) and 

Docosanoic acid ()CA).  
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148. The branched RNA compound of claim 145. wherein the vitamin is selected from the 

group consisting of choline, vitamin A, vitaminE, derivatives thereof, andmetabolites thereof 

149. The branched RNA compound of claim 145, wherein the vitamin is selected from the 

group consisting of retinoic acid and alpha-tocopheryl succinate.  

150. The branched RNA compound of any one of claims 141-149, wherein the functional 

moiety is linked to the antisense strand and/or sense strand by a linker.  

151. The branched RNA compound of claim 150, wherein the linker comprises a divalent or 

trivalent linker.  

152. The branched RNA compound of claim 151, wherein the divalent or trivalent linker is 

selected from the group consisting of.  

0 O 
N OH 

H H H N 

HO H,1 

nd 

wherein n is 1 2, 3, 4, or 5 

153. The branched RNA compound of claim 150 or 151, wherein the linker comprises an 

ethylene glycol chain, an alkyl chain, a peptide, an RNA, a DNA, a phosphodiester, a 

phosphorothioate, a phosphoramidate, an amide, a carbamate, or a combination thereof.  

154. The branched RNA compound of claim 150, wherein when the linker is a trivalent 

linker, the linker further links a phosphodiester or phosphodiester derivative.  

155. The branched RNA compound of claim 154, wherein the phosphodiester or 
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phosphodiester derivative is selected from the group consisting of: 

oo 
O x 0 

coo0 

H 3N ) N 

H3 N 

OXO0 
and 

(Ze3) 

H 0, 0 

eX 0 

(Zc4) 

wherein X is 0, S or Bi3.  

156. The branched RNA compound of any one of claims 93-155, wherein the nucleotides at 

positions 1 and 2 from the 3' end of sense strand, and the nucleotides at positions 1 and 2 from 

the 5' end of antisense strand, are connected to adjacent ribonucleotides via phosphorothioate 

linkages.  

157. A compound of formula (I): 

L-(N)n 

(II) 

wherein: 

L comprises an ethylene glycol chain, an alkyl chain, a peptide, an RNA, a 

DNA, a phosphate, a phosphonate, a phosphoramidate, an ester, an amide, a triazole, or 

combinations thereof, wherein formula (1) optionally further comprises one or more branch 

point B, and one or more spacer S, wherein 
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B is independently for each occurrence a polyvalent organic species or 

derivative thereof; 

S comprises independently for each occurrence an ethylene glycol chain, an 

alkyl chain, a peptide, RNA, DNA, a phosphate, a phosphonate, a phosphoramidate, an ester, 

an amide, a triazole, or combinations thereof; and 

N is a double stranded nucleic acid comprising 15 to 35 bases in length 

comprising a sense strand and an antisense strand; wherein 

the antisense strand comprises a sequence substantially complementary to a MAPT 

nucleic acid sequence of any one of SEQ ID NOs: 1-13, 292, and 295; 

the sense strand and antisense strand each independently comprise one or 

more chemical modifications; and 

n is 2, 3, 4, 5, 6, 7 or 8.  

158. The compound of claim 157, having a structure selected from formulas(I--I-9): 

N L N N-S-L-S-N N 

N-L--L-N 

(1-1) (12) (1-3) 

N N 

L N N 

N-L--L-N B-L--S-N 
N-S-B-L- -S-N N' 

N N 

(I-4) (1-5) (1-6) 

N N N 

N N N 
A $5 6 -S-N N-S- -S-N 

I B'S S S' 
N-8--L--- N-S-LB-L-B' 

S S' S 
I B-S-N N-S-B' B-S-N 

N N 

(1-7) (-8) (19) 
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159.1The compound of claim 157. wherein the antisense strand comprises a5' terminal 

group Rselected from the groip consisting of, 

0 0 

HO4~ NH zO 

HO 

O 0 

O 0 

HO HHOH 
I H-0 OO 

O (R) 0 

0 0 

HOIk~O IN~ HOJ, O N-K 

Ri 
0 0 

HO4ON HO N 
NO,, O HO-% O I~ k 

00 

,and 

160. The compound of cliinI57having the structure of fonnula(11): 
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1 2 3 4 5 6 7 8 9 10 11 12 13 14 15 16 17 18 19 20 

R=-X=X-X-X-X-X-X-X-X-X-X-X-X=-X=-X=-X=-X=-X=XI 

1 2 3 4 5 6 7 8 9 10 11 12 13 14 15 i 

(II) 

wherein: 

X, for each occurrence, independently, is selected from adenosine, guanosine, 

uridine, cytidine, and chemically-modified derivatives thereof; 

Y, for each occurrence, independently, is selected from adenosine, guanosine, 

uridine, cytidine, and chemically-modified derivatives thereof; 

- represents a phosphodiester internucleoside linkage; 

represents a phosphorothioate internucleoside linkage; and 

-- represents, individually for each occurrence, a base-pairing interaction or 

a rnismatch.  

161. The compound of claim 157, having the structure of formula (IV): 

1 2 3 4 5 6 7 8 9 10 11 12 13 14 15 16 17 18 19 20 

R=X=X-X-X-X-X=X-X-X-X-X-X-X=X=X=X=X=X=X 

L--Y=Y=Y=Y=Y===-t ---- t--t4--t-t-t=*=f 
1 2 3 4 5 6 7 8 9 10 11 12 13 14 15 

(IV) 

wherein: 

X, for each occurrence, independently, is selected from adenosine, guanosine., uridine, 

cytidine, and chemically-modified derivatives thereof; 

Y, for each occurrence, independently, is selected from adenosine, guanosine, uridine, 

cytidine, and chemically-modified derivatives thereof; 

- represents a phosphodiester internucleoside linkage; 

represents a phosphorothioate internucleoside linkage; and 

- represents, individually for each occurrence, a base-pairing interaction or 

a mismatch.  

162. The compound of any one of claims 157-161, wherein L is structure L: 
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H ON0 0 

163. The compound of claim 164, wherein R is R3 and n is2.  

164. The compound of any one of claims 157-161, wherein L is structure L2: 

0 0 0 

HO 0 O OH 

H (L2).  

165. The compound of claim 164, wherein R is R 3 and n is 2.  

166. A delivery system for therapeutic nucleic acids having the structure of Formula (VI): 

L-(cNA)n 

(VI) 

wherein: 

L comprises an ethylene glycol chain, an alkyl chain, a peptide, an RNA, a DNA. a 

phosphate, a phosphonate, a phosphoramidate, an ester, an amide, a triazole, or combinations 

thereof, wherein forrnula (VI) optionally further comprises one or more branch point B, and 

one or more spacer S, wherein: 

B comprises independently for each occurrence a polyvalent organic species or 

derivative thereof; 

S comprises independently for each occurrence an ethylene glycol chain, an alkyl 

chain, a peptide, an RNA, a DNA, a phosphate, a phosphonate, a phosphoramidate, an ester, 

an amide, a triazole, or combinations thereof; 

each cNA, independently, is a carrier nucleic acid comprising one or more chemical 

modifications; 

each cNA, independently, comprises at least 15 contiguous nucleotides of a AIAPT 

nucleic acid sequence of any one of SEQ ID NOs: 1-13, 292, and 295; and 
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n is 2, 3, 4, 5, 6, 7 or 8.  

167. The delivery system of claim 166, having a structure selected from formulas(VI-1)

(VI-9): 

ANc L cNA ANc-S-L-S-cNA cNA 
L 

ANc-L- -L-NA 

(VI-1) (VI -2) (VI-3) 

cNA cNA 
ANc 

L cNA cNA 

ANc---- L-cNA S B--L--- S cNA 
L ~AWc-S-B-L-6-S-C.NA 

AN" 
'NA cN A 

(VI4) VI-5) (VI -6) 

cNA 
ANc. cNA 

cNA cNA cNA 
C-S-NA ANc-S--

S/S 
ANc-S-B-L- -- cNA ANc-S-B-L-B' 

S S 
S B-S-cNA ANo-S-B' 'B--cNA 

INA NA cNA 6 
cNA NA 

cNA 

(VI-7) (V1-8) (VI-9) 

168. The delivery system of claim 166, wherein each cNA independently comprises 

chemically-modified nucleotides.  

169. The delivery system of claim 166, further comprising n therapeutic nucleic acidsNA), 

wherein each NA is hybridized to at least one cNA.  

170. The delivery system of claim 169, wherein each NA independently comprises at least 

16 contiguous nucleotides.  

171. The delivery system of claim 170, wherein each NA independently comprises 16-20 

contiguous nucleotides.  
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172. The delivery system of claim 169, wherein each NA comprises an unpaired overhang of 

at least 2 nucleotides.  

173. The delivery system of claim 172, wherein the nucleotides of the overhang are 

connected via phosphorothioate linkages.  

174. The delivery system of claim 169, wherein each NA, independently, isselected from the 

group consisting of DNAs, siRNAs, antagomiRs, miRNAs, gapmers, mixmers, and guide 

RNAs.  

175. The delivery system of claim 169, wherein each NA is substantially complementary to a 

AIP T nucleic acid sequence of any one of SEQ ID NOs: 1-13,292,and 295.  

176. A pharmaceutical composition for inhibiting the expression ofAVMP Tgene in an organism, 

comprising a compound of any one of claims 85-165 or a system of any of claims 166-75, and 

a pharmaceutically acceptable carrier.  

177. The pharmaceutical composition of claim 176, wherein the compound or system inhibits 

the expression of the MPTgene by at least 50%.  

178. The pharmaceutical composition of claim 176, wherein the compound or system inhibits 

the expression of the MAPTgene by at least 80%.  

179. A method for inhibiting expression ofMAPT gene in a cell, the method comprising: 

(a) introducing into the cell a compound of any one of claims 85-162 or a system of any 

of claims 166-175; and 

(b) maintaining the cell produced in step (a) for a time sufficient to obtain degradation 

of the mRNA transcript of the APT gene, thereby inhibiting expression of theAAPT gene in 

the cell.  

180. A method of treating or managing a neurodegenerative disease comprising administering 

to a patient in need of such treatment or management a therapeutically effective amount of a 

compound of any one of claims 85-165 or a system of any of claims 166-175.  
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181. The method of claim 180, wherein said dsRNA is administered to the brain of the patient.  

182. The method of claim 180, wherein said dsRNA is administered by 

intracerebroventricular (ICV) injection, intrastriatal (IS) injection, intravenous (IV)injection, 

subcutaneous (SQ) injection, or a combination thereof 

183. The method of claim 180, wherein administering the dsRNA causes a decrease in 

MA'PTgene mRNA in one or more of the hippocampus, striatum, cortex, cerebellum, thalamus, 

hypothalamus, and spinal cord.  

184. The method of any one of claims 179-183, wherein the dsRNA inhibits the expression 

of saidMAPT gene by at least 50%.  

185. The method of any one of claims 179-183, wherein the dsRNA inhibits the expression 

of said MAPTgene by at least 80%.  
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