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FIG. 1 (continued)
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FIG. 1 (continued)
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FIG. 1 (continued)
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FIG. 1 (continued)
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Present AAV1- ~36?fold (over ~212-fold ~0.17-fold
disclosure GINIGVA AAV1)
AAV1- ~64-fold (over ~194-fold ~0.33-fold
NGGVICISMS AAV1)
AAV1- ~102-fold (over ~150-fold ~0.68-fold
CDEGKPA AAV1)
Rode L et. al., AAV2- 3.6-fold (over Not investigated | Not investigated
2022 THGTPAD AAV2)
AAV2- 4 4-fold (over Not investigated | Not investigated
NLPGSGD AAV2)
Shen Setal,, AAV2G9 ~25-fold (over ~6.25-fold Not investigated
2013 (base edits) AAV2)
Piacentino V AAV3b- ~21-fold (over Not investigated | Not investigated
etal., 2012 SASTG AAV1)
~8-fold (over
AAV9)
Yang Letal., AAV-M41 2.3-fold (over Not investigated | Not investigated
2009 (shuffled) AAV9)
Asokan A et AAV2i8 A few fold (over Not investigated | Not investigated
al., 2009 AAV2 and AAVS8)
YuCY etal, AAV2- 24 3-fold (over Not investigated | Not investigated
2009 ASSLNIA AAV2)
YingY etal, AAV2- 10-20-fold (over | Notinvestigated | Not investigated
2010 PSVSPRP AAV2)
and AAV2-
VNSTRLP
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FIG. 2 (continued)

vg
Present AAV1- ~35-fold (over ~40-fold ~0.88-fold
disclosure EEPLPVLRGF AAV1)
AAV1- ~108-fold (over ~35-fold Not de-targeted
RPFAVSS AAV1)
AAV1- ~25-fold (over ~43.21-fold ~0.57-fold
CRISHLD AAV1)
Shen S et al,, AAV2GY ~4-fold (over AAV2) ~0.16-fold Not
2013 (chimeric) investigated
El Andari J et | AAVMYO2 and | 2-3 fold (over AAV9) Not Not
al., 2022 AAVMYO3 investigated investigated
(shuffled)
Tabebordbar AAV9S- 23-fold (over AAV9) Not Not
Metal, RGOLTTP investigated investigated
2021
Qiao Cetal.,, | AAVB-Y445F 6-fold (over AAVB) Not Not
2010 and AAV6- investigated investigated
Y731F
Paulk NK et AAV-NP22, 5-fold to 14-fold Not Not
al.,, 2018 AAV-NP66 and (over AAV6) investigated investigated
AAV-NP94
(chimeric)




