Donor Template SNV -> REV (8909 .. 9008)

(8580 .. 8603) PCR Reverse gRNA Protospacer (8975 .. 8990)

(8580 .. 8603) Sanger Sequencing PCR Forward (9284 .. 9303)

GBA >
I GBA-202 >
--F--HI-----I-H--H----EK--L-
GBA-202

b

Donor Template SNV -> REV

Protospacer Sequence

SNV

INK2S00116R_GBA_D448V_D0S_AA
10,248 bp



CTCTTTTCCAATCCAGGTCCCGCCCCGACTCCCCAGGGCTGCTTTTCTCGCGGCTGCGGGTGGTCGGGCTGCATCCTGCCTTCAG
GAGAAAAGGTTAGGTCCAGGGCGGGGCTGAGGGGTCCCGACGAAAAGAGCGCCGACGCCCACCAGCCCGACGTAGGACGGAAGTC
AGTCTTACTGCGCGGGGCCCCAGTCTCCAGTCCCGCCCAGGCGCCTTTGCAGGCTGCGGTGGGATTTCGTTTTGCCTCCGGTTGG
TCAGAATGACGCGCCCCGGGGTCAGAGGTCAGGGCGGGTCCGCGGAAACGTCCGACGCCACCCTAAAGCAAAACGGAGGCCAACC
GGCTGCTGTTTCTCTTCGCCGACGGTAGGCGTAATGAATATTTCGACCTTTGGATCTTAGCTGTCCCCTCCCTGCGTTCGCACTT
CCGACGACAAAGAGAAGCGGCTGCCATCCGCATTACTTATAAAGCTGGAAACCTAGAATCGACAGGGGAGGGACGCAAGCGTGAA
AACCTTTTTCACCATTATTATTATTATTGTTATTATTATTATTTTTTGAGGGAGTCTCGCCCTGTCGCCCAGGCTGGAGTGTAAT
TTGGAAAAAGTGGTAATAATAATAATAACAATAATAATAATAAAAAACTCCCTCAGAGCGGGACAGCGGGTCCGACCTCACATTA
GGCGCCTTCTTGGCTCACTGCAACCTCCGCCTCCCGGGTTCAGGCGATTCTCCGACCTCAGCCTCCCAAGTACGTGGGATTACAG
CCGCGGAAGAACCGAGTGACGTTGGAGGCGGAGGGCCCAAGTCCGCTAAGAGGCTGGAGTCGGAGGGTTCATGCACCCTAATGTC
GCACCCGCCACCACGCACGGCTAATTTTTTGTATCTTTTAGTAGAGACGGGGTTTCACCATGTTGGTCAGGCTGGTCTCCAATTC
CGTGGGCGGTGGTGCGTGCCGATTAAAAAACATAGAAAATCATCTCTGCCCCAAAGTGGTACAACCAGTCCGACCAGAGGTTAAG
CTGACCTCGTGATCCGCCCGCCTCGGCCTGCCAAACAGCTGTGATTATAGGCGTGAGCCACCGCGCCCGGCCAACCATCATTATT
GACTGGAGCACTAGGCGGGCGGAGCCGGACGGTTTGTCGACACTAATATCCGCACTCGGTGGCGCGGGCCGGTTGGTAGTAATAA
ATTTTTAACGGTAAGGATGGTCAGATTTTACTAATGAAGAAGAGATTATAAAATCTTCAAGTCTTTATATCCACTTGCTTTTTGA
TAAAAATTGCCATTCCTACCAGTCTAAAATGATTACTTCTTCTCTAATATTTTAGAAGTTCAGAAATATAGGTGAACGAAAAACT
GGGGTGGAGTGGGAAGAAGGTTATGTAATTCATACGTTCTTCAGACATGTGACAAACATTCACGGAGCCCGGCGACGAGCGTCGG
CCCCACCTCACCCTTCTTCCAATACATTAAGTATGCAAGAAGTCTGTACACTGTTTGTAAGTGCCTCGGGCCGCTGCTCGCAGCC
GGTTGGGATTCGCACTGGAGCTGCAGATGGGTGCCAGGATGGACTGGTCCCTACCCTCCGCTTGAACCTAGGAGGCGGAGGTTGC
CCAACCCTAAGCGTGACCTCGACGTCTACCCACGGTCCTACCTGACCAGGGATGGGAGGCGAACTTGGATCCTCCGCCTCCAACG
AGTGAACCGAGATCGTGCCACTGCACTCCAGCCTGGGTGACAGAGATACTCCGTCTCAAAAAAAAAAACAAAACAAAAAACAAGC
TCACTTGGCTCTAGCACGGTGACGTGAGGTCGGACCCACTGTCTCTATGAGGCAGAGTTTTTTTTTTTGTTTTGTTTTTTGTTCG
GGACTGGGCGCAGTGCCTCACCCTGTAATCCCAGCACTTTGCAAAGCCAAGGCGGGAGGATCCTTTGAGTTTAGGAGTTTGAGAC
CCTGACCCGCGTCACGGAGTGGGACATTAGGGTCGTGAAACGTTTCGGTTCCGCCCTCCTAGGAAACTCAAATCCTCAAACTCTG
CAACCTGCGCAACACAGTAAGACCCCGTCTCTACAAAAAATACAGAAATTAGCCAGGTGTGGTGGTGTGCGCCTATAGTCCCAGC

GTTGGACGCGTTGTGTCATTCTGGGGCAGAGATGTTTTTTATGTCTTTAATCGGTCCACACCACCACACGCGGATATCAGGGTCG
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TATTCTGGAGGCTGAGGTGGGAGGATTGCTTATTCTGGAGGCAGAGGTTGCACTGAGCCGAAATCAAGCTACTACACTCCATCCA
ATAAGACCTCCGACTCCACCCTCCTAACGAATAAGACCTCCGTCTCCAACGTGACTCGGCTTTAGTTCGATGATGTGAGGTAGGT
GGGCAACATACGGAGACCCTGTCTCAAACAAACAAACAAAAAATTGCTCAGTACCTGGCCAAAAAAGAAGAGGCTCACTATGCAG
CCCGTTGTATGCCTCTGGGACAGAGTTTGTTTGTTTGTTTTTTAACGAGTCATGGACCGGTTTTTTCTTCTCCGAGTGATACGTC
AGGGGAAGTGGAAGGAGATGTTTGGACTTCTAAACTCAATAGAGCAGGAGAGGCAAATGTAGAATGTGCTCAGGAAATATCTGTG
TCCCCTTCACCTTCCTCTACAAACCTGAAGATTTGAGTTATCTCGTCCTCTCCGTTTACATCTTACACGAGTCCTTTATAGACAC
AGATGAATGAACTTGAGGGAAGTAAGGTACTAGATATTACCTGCCCTACCCAGAACAAATCCTGTGCAATGTTTCCTTGAAAAGT
TCTACTTACTTGAACTCCCTTCATTCCATGATCTATAATGGACGGGATGGGTCTTGTTTAGGACACGTTACAAAGGAACTTTTCA
GAGAAGTCTGGAAGGGGTGGCTACTGACATAGTGAAGCAACTAGTTCAATTCTACAACTTGACAGCTACCCCTGTGCCAGGCTAT
CTCTTCAGACCTTCCCCACCGATGACTGTATCACTTCGTTGATCAAGTTAAGATGTTGAACTGTCGATGGGGACACGGTCCGATA
CTACGAGGATACTTAGAATGCATAAGACATTCCTTCAAGGAACTCCAGGAACAGAGGCCTGACATGTTGCAATGTTTAGTGTCAA
GATGCTCCTATGAATCTTACGTATTCTGTAAGGAAGTTCCTTGAGGTCCTTGTCTCCGGACTGTACAACGTTACAAATCACAGTT
GCAGTGTACTAGAGACACATTATCACACTCAAACCTCACAACAATTCTGTGAGGTAGGAGTTATCACTCCCCTTTTATAGATGAA
CGTCACATGATCTCTGTGTAATAGTGTGAGTTTGGAGTGTTGTTAAGACACTCCATCCTCAATAGTGAGGGGAAAATATCTACTT
ACAGAGGCTTAGAGTGATTGATTTATTGAAAGTCAAACAGCCAGTAAATGGTGTAGCCAGGATTCCAAACTTGCTGTCTCACTGA
TGTCTCCGAATCTCACTAACTAAATAACTTTCAGTTTGTCGGTCATTTACCACATCGGTCCTAAGGTTTGAACGACAGAGTGACT
GACTGTACTTAATTACTGGAGGGACCGGGTGTGGTGGCTCATTGCTATAATCCCAACACCTTGGGAGGCTGAGGCTGGTGGATCA
CTGACATGAATTAATGACCTCCCTGGCCCACACCACCGAGTAACGATATTAGGGTTGTGGAACCCTCCGACTCCGACCACCTAGT
CCTGAGGTCAGGGGTTCGAGACCAGCCTGGCCAACATGGTGAAACCCCATCTCTACTAAAAATACAAAAATTAGCTGGGCATGGT
GGACTCCAGTCCCCAAGCTCTGGTCGGACCGGTTGTACCACTTTGGGGTAGAGATGATTTTTATGTTTTTAATCGACCCGTACCA
GGTGGGCTCCTGTAATCCCAGCTACTCAGGAGGCTGAGGCAGGGCAATTGCTTGAGCCGAGATCACACTGCACTCCAGCCTGGGC
CCACCCGAGGACATTAGGGTCGATGAGTCCTCCGACTCCGTCCCGTTAACGAACTCGGCTCTAGTGTGACGTGAGGTCGGACCCG
AACAGGGCAAGACTCTGTCTCAAAACCAAAAAAAAAAAAATTACTGGAGGAACCTAGAAGAAGAAATGATCAATTTTGCTTGGAG
TTGTCCCGTTCTGAGACAGAGTTTTGGTTTTTTTTTTTTTAATGACCTCCTTGGATCTTCTTCTTTACTAGTTAAAACGAACCTC
TGTATCTAGAAAGACTTCACTGAGATCATTTAAAGAACAAAAAGGATGGCTGGGGTCCAGCGCAGTGGCTCATGCCTGTAATCCC

ACATAGATCTTTCTGAAGTGACTCTAGTAAATTTCTTGTTTTTCCTACCGACCCCAGGTCGCGTCACCGAGTACGGACATTAGGG
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AGCACTTTCGGATACCAAGGCAGCAGATCACCTGAGGTCCAGAGTTTCAGACCAGCCTGGCCAACATAGTGAAACCCCATCTCTA
TCGTGAAAGCCTATGGTTCCGTCGTCTAGTGGACTCCAGGTCTCAAAGTCTGGTCGGACCGGTTGTATCACTTTGGGGTAGAGAT
CTAAAAATAAAAAAATTAGCTGAGCATGTTGGAGGGCACCTGTAATCCCAGCTACTTGGGAGGCTGAGGCAGGAGAATCACTCGA
GATTTTTATTTTTTTAATCGACTCGTACAACCTCCCGTGGACATTAGGGTCGATGAACCCTCCGACTCCGTCCTCTTAGTGAGCT
ACCCAGGAGGTGGAGGTTGCAGTGAGCCAAGATCACGCCACTGCACTCCAGCCTGGGCAACAGAGTGAGACTCTGTCTCAAAAAA
TGGGTCCTCCACCTCCAACGTCACTCGGTTCTAGTGCGGTGACGTGAGGTCGGACCCGTTGTCTCACTCTGAGACAGAGTTTTTT
CAACAACAACAAAAAATACAAACAAGAGACAAGTAGTTCCCAGGTGCCTACCAAGTGGTCAGGCACTGCACTTACCTCACTGACT
GTTGTTGTTGTTTTTTATGTTTGTTCTCTGTTCATCAAGGGTCCACGGATGGTTCACCAGTCCGTGACGTGAATGGAGTGACTGA
GCAGTAACCACCCTTTGAGGTTGTGGCATTGCCTCCATTTTCCAGGCAAGGAAATGGGCTGAGAGCTGGGATTAGTCAGGTCATG
CGTCATTGGTGGGAAACTCCAACACCGTAACGGAGGTAAAAGGTCCGTTCCTTTACCCGACTCTCGACCCTAATCAGTCCAGTAC
ACTGTGTGTGCCACTCCCGCTAAATCTCATTTGATGTGGTTCATGAGGCCACACCATGGACAGCTTCCTCCTTGTGTCCACTGAG
TGACACACACGGTGAGGGCGATTTAGAGTAAACTACACCAAGTACTCCGGTGTGGTACCTGTCGAAGGAGGAACACAGGTGACTC
GATATGGCTTTGTACAACACTTTGGTTTTTGAACGACTTTACAAACCTCCCTGTCTTGTGAGGAAGGAAGAACAGTTATTACCAT
CTATACCGAAACATGTTGTGAAACCAAAAACTTGCTGAAATGTTTGGAGGGACAGAACACTCCTTCCTTCTTGTCAATAATGGTA
CTGCATCTGATGATGAAACAAGGGACGCTGCAGAGGAGCCGCACTGACCACTCCCTCCCTCCAGTCCTGTCATCCCACTGCCAGT
GACGTAGACTACTACTTTGTTCCCTGCGACGTCTCCTCGGCGTGACTGGTGAGGGAGGGAGGTCAGGACAGTAGGGTGACGGTCA
GTCCCACCCTCTTGTGCCCTGCACTTCACTGGCTAATAACCCCCCTCACTTTTTCCTCTGTGAAGCCATCCTGGATAATTCCCCA
CAGGGTGGGAGAACACGGGACGTGAAGTGACCGATTATTGGGGGGAGTGAAAAAGGAGACACTTCGGTAGGACCTATTAAGGGGT
CCCACGAATGGTCCCTCCTCATCTCAGAGAGCTCTCCATGCACACCTGTTACCGTTTCTGTCTTTATCTGTAAATATCTGTGTGT
GGGTGCTTACCAGGGAGGAGTAGAGTCTCTCGAGAGGTACGTGTGGACAATGGCAAAGACAGAAATAGACATTTATAGACACACA
CTGACTTCCATGCCTCACACACCTCTATAGGGCAAAGACTGTCTTAAACATCTTGGTAGTGTCAGTATTTTGCACAGTGAAGTTT
GACTGAAGGTACGGAGTGTGTGGAGATATCCCGTTTCTGACAGAATTTGTAGAACCATCACAGTCATAAAACGTGTCACTTCAAA
TTTTTTTTAAATTATATCAGCTTTATTTGTACCTTTTTGACATTTCTATCAAAAAAGAAGTGTGCCTGCTGTGGTTCCCATCCTC
AAAAAAAATTTAATATAGTCGAAATAAACATGGAAAAACTGTAAAGATAGTTTTTTCTTCACACGGACGACACCAAGGGTAGGAG
TGGGATTTAGGAGCCTCTACCCCATTCTCCATGCAAATCTGTGTTCTAGGCTCTTCCTAAAGTTGTCACCCATACATGCCCTCCA

ACCCTAAATCCTCGGAGATGGGGTAAGAGGTACGTTTAGACACAAGATCCGAGAAGGATTTCAACAGTGGGTATGTACGGGAGGT
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GAGTTTTATAGGGCATATAATCTGTAACAGATGAGAGGAAGCCAATTGCCCTTTAGAAATATGGCTGTGATTGCCTCACTTCCTG
CTCAAAATATCCCGTATATTAGACATTGTCTACTCTCCTTCGGTTAACGGGAAATCTTTATACCGACACTAACGGAGTGAAGGAC
TGTCATGTGACGCTCCTAGTCATCACATGACCCATCCACATCGGGAAGCCGGAATTACTTGCAGGGCTAACCTAGTGCCTATAGC

ACAGTACACTGCGAGGATCAGTAGTGTACTGGGTAGGTGTAGCCCTTCGGCCTTAATGAACGTCCCGATTGGATCACGGATATCG

I, >>

| GBA-202 >

TAAGGCAGGTACCTGCATCCTTGTTTTTGTTTAGTGGATCCTCTATCCTTCAGAGACTCTGGAACCCCTGTGGTCTTCTCTTCAT

ATTCCGTCCATGGACGTAGGAACAAAAACAAATCACCTAGGAGATAGGAAGTCTCTGAGACCTTGGGGACACCAGAAGAGAAGTA

I, >

GBA-202 >

CTAATGACCCTGAGGGGATGGAGTTTTCAAGTCCTTCCAGAGAGGTAAGAGAGAGAGCTCCCAATCAGCATTGTCACAGTGCTTC

GATTACTGGGACTCCCCTACCTCAAAAGTTCAGGAAGGTCTCTCCATTCTCTCTCTCGAGGGTTAGTCGTAACAGTGTCACGAAG
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GBA-202

TGGAATCCTGGCACTGGAATTTAATGAATGACAGACTCTCTTTGAATCCAGGGCCATCATGGCTCTTTGAGCAAGGCACAGATGG

ACCTTAGGACCGTGACCTTAAATTACTTACTGTCTGAGAGAAACTTAGGTCCCGGTAGTACCGAGAAACTCGTTCCGTGTCTACC

. >

GBA-202 >

GBA-202

AGGGAGGGGTCGAAGTTGAAATGGGTGGGAAGAGTGGTGGGGAGCATCCTGATTTGGGGTGGGCAGAGAGTTGTCATCAGAAGGG

TCCCTCCCCAGCTTCAACTTTACCCACCCTTCTCACCACCCCTCGTAGGACTAAACCCCACCCGTCTCTCAACAGTAGTCTTCCC

I, >

GBA-202 >

GBA-202

TTGCAGGGAGAGCTGCACCCAGGTTTCTGTGGGCCTTGTCCTAATGAATGTGGGAGACCGGGCCATGGGCACCCAAAGGCAGCTA

AACGTCCCTCTCGACGTGGGTCCAAAGACACCCGGAACAGGATTACTTACACCCTCTGGCCCGGTACCCGTGGGTTTCCGTCGAT
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GBA-202 >

GBA-202

AGCCCTGCCCAGGAGAGTAGTTGAGGGGTGGAGAGGGGCTTGCTTTTCAGTCATTCCTCATTCTGTCCTCAGGAATGTCCCAAGC

TCGGGACGGGTCCTCTCATCAACTCCCCACCTCTCCCCGAACGAAAAGTCAGTAAGGAGTAAGACAGGAGTCCTTACAGGGTTCG
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CTTTGAGTAGGGTAAGCATCATGGCTGGCAGCCTCACAGGATTGCTTCTACTTCAGGCAGTGTCGTGGGCATCAGGTGAGTGAGT

GAAACTCATCCCATTCGTAGTACCGACCGTCGGAGTGTCCTAACGAAGATGAAGTCCGTCACAGCACCCGTAGTCCACTCACTCA
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GBA-202

CAAGGCAGTGGGGAGGTAGCACAGAGCCTCCCTTCTGCCTCATAGTCCTTTGGTAGCCTTCCAGTAAGCTGGTGGTAGACTTTTA

GTTCCGTCACCCCTCCATCGTGTCTCGGAGGGAAGACGGAGTATCAGGAAACCATCGGAAGGTCATTCGACCACCATCTGAAAAT

___________________________________________________________________ P

GBA-202 >

GBA-202

GTAGGTGCTCAATAAATCCTTTTGAGTGACTGAGACCAACTTTGGGGTGAGGATTTTGTTTTTTTTCTTTTGAAACAGAGTCTTA

CATCCACGAGTTATTTAGGAAAACTCACTGACTCTGGTTGAAACCCCACTCCTAAAACAAAAAAAAGAAAACTTTGTCTCAGAAT

I, >

GBA-202 >

GBA-202

CTCTGTTGCCTGGGCTGGAGTGCAGTGGTGCAATTTTGGCTCATTCCAACCTCTGCCTCCCAGATTCAAGCGATTCTCTTGCTTC

GAGACAACGGACCCGACCTCACGTCACCACGTTAAAACCGAGTAAGGTTGGAGACGGAGGGTCTAAGTTCGCTAAGAGAACGAAG

. >

GBA-202 >

GBA-202

AGCTTCCCAGGTAGCTGGGATTACAGGCGGCCACCACTACGCCCAGCTAATTTTTGTATTTTTAGTAGAGACGGGGTTTCACCAT

TCGAAGGGTCCATCGACCCTAATGTCCGCCGGTGGTGATGCGGGTCGATTAAAAACATAAAAATCATCTCTGCCCCAAAGTGGTA

I, >

GBA-202 >

GBA-202

GCTGGCAAGGCAGGTCTCAAACTCCTCACCTCAGGTGATCCGCCCACCTCGGCCTCCTAAAGTGCTAGGATTACAGGTGTGAGCC

CGACCGTTCCGTCCAGAGTTTGAGGAGTGGAGTCCACTAGGCGGGTGGAGCCGGAGGATTTCACGATCCTAATGTCCACACTCGG
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GBA-202 >

GBA-202

CCTGCGCCCGGCCAAGGGGTGAGGAATTTTGAAACCGTGTTCAGTCTCTCCTAGCAGATGTGTCCATTCTCCATGTCTTCATCAG

GGACGCGGGCCGGTTCCCCACTCCTTAAAACTTTGGCACAAGTCAGAGAGGATCGTCTACACAGGTAAGAGGTACAGAAGTAGTC
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ACCTCACTCTGCTTGTACTCCCTCCCTCCCAGGTGCCCGCCCCTGCATCCCTAAAAGCTTCGGCTACAGCTCGGTGGTGTGTGTC

TGGAGTGAGACGAACATGAGGGAGGGAGGGTCCACGGGCGGGGACGTAGGGATTTTCGAAGCCGATGTCGAGCCACCACACACAG
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TGCAATGCCACATACTGTGACTCCTTTGACCCCCCGACCTTTCCTGCCCTTGGTACCTTCAGCCGCTATGAGAGTACACGCAGTG

ACGTTACGGTGTATGACACTGAGGAAACTGGGGGGCTGGAAAGGACGGGAACCATGGAAGTCGGCGATACTCTCATGTGCGTCAC

___________________________________________________________________ P
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GBA-202

GGCGACGGATGGAGCTGAGTATGGGGCCCATCCAGGCTAATCACACGGGCACAGGTAACCATTACACCCCTCACCCCCTGGGCCA

CCGCTGCCTACCTCGACTCATACCCCGGGTAGGTCCGATTAGTGTGCCCGTGTCCATTGGTAATGTGGGGAGTGGGGGACCCGGT

I, >
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GBA-202

GGCTGGGTCCTCCTAGAGGTAAATGGTGTCAGTGATCACCATGGAGTTTCCCGCTGGGTACTGATACCCTTATTCCCTGTGGATG

CCGACCCAGGAGGATCTCCATTTACCACAGTCACTAGTGGTACCTCAAAGGGCGACCCATGACTATGGGAATAAGGGACACCTAC

I, >

GBA-202 >

GBA-202

TCCTCAGGCCTGCTACTGACCCTGCAGCCAGAACAGAAGTTCCAGAAAGTGAAGGGATTTGGAGGGGCCATGACAGATGCTGCTG

AGGAGTCCGGACGATGACTGGGACGTCGGTCTTGTCTTCAAGGTCTTTCACTTCCCTAAACCTCCCCGGTACTGTCTACGACGAC

. >

GBA-202 >
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GBA-202

CTCTCAACATCCTTGCCCTGTCACCCCCTGCCCAAAATTTGCTACTTAAATCGTACTTCTCTGAAGAAGGTGAGGAGGAAGGGGA

GAGAGTTGTAGGAACGGGACAGTGGGGGACGGGTTTTAAACGATGAATTTAGCATGAAGAGACTTCTTCCACTCCTCCTTCCCCT

">
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GBA-202

CAAGATGACATAGAGCCATTGAAACTTTTCGTTTTTCTTTTCTTTTTTTAAAATTTTTTTGAGGCAGAATCTCACTCTGCCCATT

GTTCTACTGTATCTCGGTAACTTTGAAAAGCAAAAAGAAAAGAAAAAAATTTTAAAAAAACTCCGTCTTAGAGTGAGACGGGTAA
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CTGTCGGCGAGACAGGAGTGCAGTGGTGTGATCTCCCCTCACAGCAACCTCTGCCTCCCAGGCTATAGTGATTCTCCTGCCTCAG

GACAGCCGCTCTGTCCTCACGTCACCACACTAGAGGGGAGTGTCGTTGGAGACGGAGGGTCCGATATCACTAAGAGGACGGAGTC

I, >>

GBA-202 >

GBA-202

CCTCCTGAGTAGCTGGAATTATAGGCGTGCGCCACTACCACCTGGCTAATTTTTGTATTTTTAGTAGAGACAGGGTTTCATCATG

GGAGGACTCATCGACCTTAATATCCGCACGCGGTGATGGTGGACCGATTAAAAACATAAAAATCATCTCTGTCCCAAAGTAGTAC

I, >

GBA-202 >

GBA-202

TTGACCAGGCTAGTCTTAAACTCCTGACCTCAAATGATATACCTGCCTTGGCCTCCCGAAGTGCTGGAATTACAAGTGTGAGCCA

AACTGGTCCGATCAGAATTTGAGGACTGGAGTTTACTATATGGACGGAACCGGAGGGCTTCACGACCTTAATGTTCACACTCGGT

I, >

GBA-202 >

GBA-202

CCGAGCCCAGCAGACACTTTTCTTTTTTCTTTTTTTTTTTTTGAGACAGAGTCTCGCACTGTCACCCAGGCTGGAGTGCAGTGGC

GGCTCGGGTCGTCTGTGAAAAGAAAAAAGAAAAAAAAAAAAACTCTGTCTCAGAGCGTGACAGTGGGTCCGACCTCACGTCACCG

">

GBA-202 >

GBA-202

ACAATCTCAGCTCACTGCAACCTCCACCTCCCGGGTTCAGGTGATTCTCCTGTCTCAGCCTCTCGAGTACCTGGGATTACAGGTG

TGTTAGAGTCGAGTGACGTTGGAGGTGGAGGGCCCAAGTCCACTAAGAGGACAGAGTCGGAGAGCTCATGGACCCTAATGTCCAC

I, >>

GBA-202 >

GBA-202

CCTGCCACCACGCCCGGCTAATTTTTTGTATTTTTAGTAGAGACAGGGTTTCACTATGTTGGCCAGGATGATTGCGAACTCCTGA

GGACGGTGGTGCGGGCCGATTAAAAAACATAAAAATCATCTCTGTCCCAAAGTGATACAACCGGTCCTACTAACGCTTGAGGACT

I, >

GBA-202 >

GBA-202

CCTCGTGATCTGCCCACATCGGCCTCCCAAAGTGCTGGGATTACATGCGTGAGCCACTGACACTTTTCTTTGCCCTTTCTTTGGA

GGAGCACTAGACGGGTGTAGCCGGAGGGTTTCACGACCCTAATGTACGCACTCGGTGACTGTGAAAAGAAACGGGAAAGAAACCT
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CCCTGACTTCTGCCCATCCCTGACATTTGGTTCCTGTTTTAATGCCCTGTGAAATAAGATTTCACCGCCTATCATCTGCTAACTG

GGGACTGAAGACGGGTAGGGACTGTAAACCAAGGACAAAATTACGGGACACTTTATTCTAAAGTGGCGGATAGTAGACGATTGAC

I, >>

GBA-202 >

GBA-202

CTACGGACTCAGGCTCAGAAAGGCCTGCGCTTCACCCAGGTGCCAGCCTCCACAGGTTCCAACCCAGGAGCCCAAGTTCCCTTTG

GATGCCTGAGTCCGAGTCTTTCCGGACGCGAAGTGGGTCCACGGTCGGAGGTGTCCAAGGTTGGGTCCTCGGGTTCAAGGGAAAC

I, >

GBA-202 >

GBA-202

GCCCTGACTCAGACACTATTAGGACTGGCAAGTGATAAGCAGAGTCCCATACTCTCCTATTGACTCGGACTACCATATCTTGATC

CGGGACTGAGTCTGTGATAATCCTGACCGTTCACTATTCGTCTCAGGGTATGAGAGGATAACTGAGCCTGATGGTATAGAACTAG

I, >

GBA-202 >

GBA-202

ATCCTTTTCTGTAGGAATCGGATATAACATCATCCGGGTACCCATGGCCAGCTGTGACTTCTCCATCCGCACCTACACCTATGCA

TAGGAAAAGACATCCTTAGCCTATATTGTAGTAGGCCCATGGGTACCGGTCGACACTGAAGAGGTAGGCGTGGATGTGGATACGT
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GBA-202

GACACCCCTGATGATTTCCAGTTGCACAACTTCAGCCTCCCAGAGGAAGATACCAAGCTCAAGGTAGGCATTCTAGCTTTTTCAG

CTGTGGGGACTACTAAAGGTCAACGTGTTGAAGTCGGAGGGTCTCCTTCTATGGTTCGAGTTCCATCCGTAAGATCGAAAAAGTC
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GBA-202

GCCCTGAGGGCCCTGATGTCTGGGGGTTGAGAAACTGTAGGGTAGGTCTGCTTGTACAGACATTTTGTCCCCTGCTGTTTTGTCC

CGGGACTCCCGGGACTACAGACCCCCAACTCTTTGACATCCCATCCAGACGAACATGTCTGTAAAACAGGGGACGACAAAACAGG
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GBA-202 >

GBA-202

TGGGGGTGGGAGGGTGGAGGCTAATGGCTGAACCGGATGCACTGGTTGGGCTAGTATGTGTTCCAACTCTGGGTGCTTCTCTCTT

ACCCCCACCCTCCCACCTCCGATTACCGACTTGGCCTACGTGACCAACCCGATCATACACAAGGTTGAGACCCACGAAGAGAGAA

I, >

GBA-202 >

GBA-202

5865

5950

6035

6120

6205

6290

6375



CACTACCTTTGTCTCTAGATACCCCTGATTCACCGAGCCCTGCAGTTGGCCCAGCGTCCCGTTTCACTCCTTGCCAGCCCCTGGA

GTGATGGAAACAGAGATCTATGGGGACTAAGTGGCTCGGGACGTCAACCGGGTCGCAGGGCAAAGTGAGGAACGGTCGGGGACCT

I, >>
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GBA-202

CATCACCCACTTGGCTCAAGACCAATGGAGCGGTGAATGGGAAGGGGTCACTCAAGGGACAGCCCGGAGACATCTACCACCAGAC

GTAGTGGGTGAACCGAGTTCTGGTTACCTCGCCACTTACCCTTCCCCAGTGAGTTCCCTGTCGGGCCTCTGTAGATGGTGGTCTG

___________________________________________________________________ P

GBA-202 >
L 220 L L L 225 L L L 230 L L L 235 L L L 240 L L L 245 L
T S P T W L K T N G A Vv N G K G S L K G Q P G D 1 Y H Q T
ENSE00003562842 >
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CTGGGCCAGATACTTTGTGAAGTAAGGGATCAGCAAGGATGTGGGATCAGGACTGGCCTCCCATTTAGCCATGCTGATCTGTGTC

GACCCGGTCTATGAAACACTTCATTCCCTAGTCGTTCCTACACCCTAGTCCTGACCGGAGGGTAAATCGGTACGACTAGACACAG
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CCAACCCTCAACCTAGTTCCACTTCCAGATCTGCCTGTCCTCAGCTCACCTTTCTACCTTCTGGGCCTTTCAGCCTTGGGCCTGT

GGTTGGGAGTTGGATCAAGGTGAAGGTCTAGACGGACAGGAGTCGAGTGGAAAGATGGAAGACCCGGAAAGTCGGAACCCGGACA

I, >

GBA-202 >

GBA-202

CAATCTTGCCCACTCCATCAGGCTTCCTGTTCTCTCGGTCTGGCCCACTTTCTTTTTATTTTTCTTCTTTTTTTTTTTTTTGAGA

GTTAGAACGGGTGAGGTAGTCCGAAGGACAAGAGAGCCAGACCGGGTGAAAGAAAAATAAAAAGAAGAAAAAAAAAAAAAACTCT

. >

GBA-202 >

GBA-202

AGGAGTCTCTCTCTCTGTCACCCAGGCTGGAGTGCTGTGGCGCCATCTTCACTCACTGTAACCTCTGCCTCCTGAGTTCAAGCAA

TCCTCAGAGAGAGAGACAGTGGGTCCGACCTCACGACACCGCGGTAGAAGTGAGTGACATTGGAGACGGAGGACTCAAGTTCGTT

I, >

GBA-202 >

GBA-202

TTCTCCTGCCTCAGCCTTCCAAGTAGCTGGGATTATAGGCGCCTGCCACCAGGCCCAGCTGATTTTTCTATTTTTAGTAGAGACG

AAGAGGACGGAGTCGGAAGGTTCATCGACCCTAATATCCGCGGACGGTGGTCCGGGTCGACTAAAAAGATAAAAATCATCTCTGC

___________________________________________________________________ P

GBA-202 >

GBA-202

6460

6545

6630

6715

6800

6885

6970



GGGTTTCGCCAGGCTGTTCTCGAACTCCTGAACTCAAGTGATCCACCTGCCTCGGCTTCCCAAAGTGCTGGGATTACAGGTGTGA

CCCAAAGCGGTCCGACAAGAGCTTGAGGACTTGAGTTCACTAGGTGGACGGAGCCGAAGGGTTTCACGACCCTAATGTCCACACT

I, >>

GBA-202 >

GBA-202

GCCACCACACCCAGCTGGTCTGGTCCACTTTCTTGGCCGGATCATTCATGACCTTTCTCTTGCCAGGTTCCTGGATGCCTATGCT

CGGTGGTGTGGGTCGACCAGACCAGGTGAAAGAACCGGCCTAGTAAGTACTGGAAAGAGAACGGTCCAAGGACCTACGGATACGA

I, >

GBA-202 >

255 L L L 260
F L D A Y A

----------------------------------------------------- ENSE00003488376 >

GBA-202

GAGCACAAGTTACAGTTCTGGGCAGTGACAGCTGAAAATGAGCCTTCTGCTGGGCTGTTGAGTGGATACCCCTTCCAGTGCCTGG

CTCGTGTTCAATGTCAAGACCCGTCACTGTCGACTTTTACTCGGAAGACGACCCGACAACTCACCTATGGGGAAGGTCACGGACC

I, >

GBA-202 >
! ! ! ! 265 ! ! ! ! 270 ! ! ! ! 275 ! ! ! ! 280 ! ! ! ! 285 ! ! !
E H K L Q F w A \ T A E N E P S A G L L S G Y P F Q C L
ENSE00003488376 >
GBA-202

GCTTCACCCCTGAACATCAGCGAGACTTCATTGCCCGTGACCTAGGTCCTACCCTCGCCAACAGTACTCACCACAATGTCCGCCT

CGAAGTGGGGACTTGTAGTCGCTCTGAAGTAACGGGCACTGGATCCAGGATGGGAGCGGTTGTCATGAGTGGTGTTACAGGCGGA

I, >

GBA-202 >
. 290 , ., ., ., 295 , ., ., ., 30 , ., ., ., 305 , ., ., ., 310 , ., ., ., 315 ,
G F T P E H Q R D F 1 A R D L G P T L A N S T H H N \i R L
ENSE00003488376 >
GBA-202

ACTCATGCTGGATGACCAACGCTTGCTGCTGCCCCACTGGGCAAAGGTGGTAAGGCCTGGACCTCCATGGTGCTCCAGTGACCTT

TGAGTACGACCTACTGGTTGCGAACGACGACGGGGTGACCCGTTTCCACCATTCCGGACCTGGAGGTACCACGAGGTCACTGGAA

. >

GBA-202 >
L 320 L L 325 L L 330 L L
L M L D D Q R L L L P H w A K \
NS S ok E ety A — — — — = = = = = = = = = = = = = = = = = == -----— >
GBA-202

CAAATCCAGCATCCAAATGACTGGCTCCCAAACTTAGAGCGATTTCTCTACCCAACTATGGATTCCTAGAGCACCATTCCCCTGG

GTTTAGGTCGTAGGTTTACTGACCGAGGGTTTGAATCTCGCTAAAGAGATGGGTTGATACCTAAGGATCTCGTGGTAAGGGGACC

">

GBA-202 >

GBA-202

ACCTCCAGGGTGCCATGGATCCCACAGTTGTCGCTTGAAACCTTTCTAGGGGCTGGGCGAGGTGGCTCACTCATGCAAACCCAGC

TGGAGGTCCCACGGTACCTAGGGTGTCAACAGCGAACTTTGGAAAGATCCCCGACCCGCTCCACCGAGTGAGTACGTTTGGGTCG

I, >>

GBA-202 >

GBA-202

7055

7140

7225

7310

7395

7480

7565



ACTTTGGGAAGCCGAGGCGGGTGATCACCTGAGGTCAGGAGTTTAAGACCACCCTGGCCAACGTGTTGAAACCCTGTGTCTACTA

TGAAACCCTTCGGCTCCGCCCACTAGTGGACTCCAGTCCTCAAATTCTGGTGGGACCGGTTGCACAACTTTGGGACACAGATGAT

I, >>

GBA-202 >

GBA-202

AAATACAAAAAAAAAAAATTATCTGGGCATGATGGTGGGTGTCTGTAATCCCAGCTACTCAGGAGGCTGAGAAGGGAGAATCAGT

TTTATGTTTTTTTTTTTTAATAGACCCGTACTACCACCCACAGACATTAGGGTCGATGAGTCCTCCGACTCTTCCCTCTTAGTCA

I, >

GBA-202 >

GBA-202

TGAACCCGGGAGATGGTGGTTGCGGTGAGCCGAGATCGCGCCACTGCACTCCAGCCTGGGAGGCTGAGCGAGACTCCATCTCGAA

ACTTGGGCCCTCTACCACCAACGCCACTCGGCTCTAGCGCGGTGACGTGAGGTCGGACCCTCCGACTCGCTCTGAGGTAGAGCTT

I, >

GBA-202 >

GBA-202

ACAAAACAAAACAAAACTATCTAGGCTGGGGGTGGTGGTTCATGTATGTATGTGTATATACATATATATGTGTTTATATGTATAT

TGTTTTGTTTTGTTTTGATAGATCCGACCCCCACCACCAAGTACATACATACACATATATGTATATATACACAAATATACATATA

">

GBA-202 >

GBA-202

ATATATACACACACACACATACATACACACACATACACACACAAATTAGCTGGGTGTGGCACCCGTGTAGTCCCAGCTACTCAGG

TATATATGTGTGTGTGTGTATGTATGTGTGTGTATGTGTGTGTTTAATCGACCCACACCGTGGGCACATCAGGGTCGATGAGTCC

I, >>

GBA-202 >

GBA-202

AGGCTAATGTGGGAGGATCAGTTGACCCTAGGAAGTCAAGGCTGCAGTGAGTCGTGATTGCGCCACTGTACTCCAGCCCGAGTGA

TCCGATTACACCCTCCTAGTCAACTGGGATCCTTCAGTTCCGACGTCACTCAGCACTAACGCGGTGACATGAGGTCGGGCTCACT

I, >

GBA-202 >

GBA-202

CAGAGTGACATCCTGTCTCAAAAACAAAAAAAAATCTCCCCAAACCTCTCTAGTTGCATTCTTCCCGTCACCCAACTCCAGGATT

GTCTCACTGTAGGACAGAGTTTTTGTTTTTTTTTAGAGGGGTTTGGAGAGATCAACGTAAGAAGGGCAGTGGGTTGAGGTCCTAA

I, >

GBA-202 >

GBA-202

7650

7735

7820

7905

7990

8075

8160



CCTACAACAGGAACTAGAAGTTCCAGAAGCCTGTGTGCAAGGTCCAGGATCAGTTGCTCTTCCTTTGCAGGTACTGACAGACCCA
8245
GGATGTTGTCCTTGATCTTCAAGGTCTTCGGACACACGTTCCAGGTCCTAGTCAACGAGAAGGAAACGTCCATGACTGTCTGGGT

I, >>

GBA-202 >

L 335 L L
\ L T D P

--------------------------------------------------------- ENSE00001231060 >

GBA-202

GAAGCAGCTAAATATGTTCATGGCATTGCTGTACATTGGTACCTGGACTTTCTGGCTCCAGCCAAAGCCACCCTAGGGGAGACAC
8330
CTTCGTCGATTTATACAAGTACCGTAACGACATGTAACCATGGACCTGAAAGACCGAGGTCGGTTTCGGTGGGATCCCCTCTGTG

___________________________________________________________________ P

GBA-202 >

L340 L L L 345 L L . 350 L L . 355 L L . 360 L L L 365

E A A K Y \2 H G I A \2 H w Y L D F L A P A K A T L G E T
ENSE00001231060 >

GBA-202

ACCGCCTGTTCCCCAACACCATGCTCTTTGCCTCAGAGGCCTGTGTGGGCTCCAAGTTCTGGGAGCAGAGTGTGCGGCTAGGCTC
8415
TGGCGGACAAGGGGTTGTGGTACGAGAAACGGAGTCTCCGGACACACCCGAGGTTCAAGACCCTCGTCTCACACGCCGATCCGAG

I, >

GBA-202 >

L L . 370 L L . 375 L L , 380 L L , 385 L L . 390 L L . 395

H R L F P N T M L F A S E A C \ G S K F W E Q S \ R L G S
ENSE00001231060 >

GBA-202

CTGGGATCGAGGGATGCAGTACAGCCACAGCATCATCACGGTAAGCCACCCCAGTCTCCCTTCCTGCAAAGCAGACCTCAGACCT
8500
GACCCTAGCTCCCTACGTCATGTCGGTGTCGTAGTAGTGCCATTCGGTGGGGTCAGAGGGAAGGACGTTTCGTCTGGAGTCTGGA

I, >

GBA-202 >

L L L 400, L L 405 L L
W D R G M Q Y S H S 1 T

ENSE00001231060 HEE R el >

GBA-202

—

Sanger Sequencing

|G GGGAA
PCR Reverse

|GGGGAA

CTTACTAGTTTCACCAAAGACTGACAGAAGCCCTTCCTGTCCAGCTTTCCCCAGCTAGCCTGCCCTTTTGAGCAACTCTGGGGAA
8585
GAATGATCAAAGTGGTTTCTGACTGTCTTCGGGAAGGACAGGTCGAAAGGGGTCGATCGGACGGGAAAACTCGTTGAGACCCCTT

GBA-202 >

GBA-202

Sanger Sequencing
CCATGATTCCCTATCTTC

PCR Reverse
CCATGATTCCCTATCTTC

CCATGATTCCCTATCTTCCCTTTCCTTCACAGGTCTGCACACCTCATTGCCCCTTTTGCAACTACTGAGGCACTTGCAGCTGCCT

8670
GGTACTAAGGGATAGAAGGGAAAGGAAGTGTCCAGACGTGTGGAGTAACGGGGAAAACGTTGATGACTCCGTGAACGTCGACGGA

GBA-202 >

GBA-202



CAGACTTCTCAGCTCCCCTTGAGATGCCTGGATCTTCACACCCCCAACTCCTTAGCTACTAAGGAATGTGCCCCTCACAGGGCTG
8755
GTCTGAAGAGTCGAGGGGAACTCTACGGACCTAGAAGTGTGGGGGTTGAGGAATCGATGATTCCTTACACGGGGAGTGTCCCGAC

I, >>

GBA-202 >

GBA-202

ACCTACCCACAGCTGCCTCTCCCACATGTGACCCTTACCTACACTCTCTGGGGACCCCCAGTGTTGCGCCTTTGTCTCTTTGCCT
8840
TGGATGGGTGTCGACGGAGAGGGTGTACACTGGGAATGGATGTGAGAGACCCCTGGGGGTCACAACGCGGAAACAGAGAAACGGA

I, >

GBA-202 >

GBA-202

Donor Template SNV -> REV
ICGAAGGAGGACCCAATT

TTGTCCTTACCCTAGAACCTCCTGTACCATGTGGTCGGCTGGACCGACTGGAACCTTGCCCTGAACCCCGAAGGAGGACCCAATT
8925
AACAGGAATGGGATCTTGGAGGACATGGTACACCAGCCGACCTGGCTGACCTTGGAACGGGACTTGGGGCTTCCTCCTGGGTTAA

>

GBA-202 >

L L 420 L L L 425
T D W N L A L N P

............. ENSE00003506590 >
GBA-202

,_
<
Th
<
<
9]
=t
mk
9]
9]
o
=z

Donor Template SNV -> REV

Donor Template SNV -> REV
GGGTGCGTAACTTTGTCGACAGTCCCATCATTGTAGACATCACCAAGGACACGTTTTACAAACAGCCCATGTTCTACCACCTT

GGGTGCGTAACTTTGTCGACAGTCCCATCATTGTAGACATCACCAAGGACACGTTTTACAAACAGCCCATGTTCTACCACCTTGG
9010
CCCACGCATTGAAACAGCTGTCAGGGTAGTAACATCTGTAGTGGTTCCTGTGCAAAATGTTTGTCGGGTACAAGATGGTGGAACC

>

GBA-202 >

445 L L . 450 460

1 T K D T F Y
ENSE00003506590 >
GBA-202

<
o
=z
m
<
o)
wn
o
—
—
<
o
=
O
o
=<
m
=<
Tl
-
9]

|:| Protospacer Sequence

PAM
O

SNV
TCTA GTGCAAAATGTTTGTC|
gRNA Protospacer

CCACTTCAGGTGAGTGGAGGGCGGGCACCCCCATTCCATACCAGGCCTATCATCTCCTACATCGGATGGCTTACATCACTCTACA

9095
GGTGAAGTCCACTCACCTCCCGCCCGTGGGGGTAAGGTATGGTCCGGATAGTAGAGGATGTAGCCTACCGAATGTAGTGAGATGT

GBA-202 >

H F S

ENSE00003... [ el e >

GBA-202



CCACGAGGGAGCAGGAAGGTGTTCAGGGTGGAACCTCGGAAGAGGCACACCCATCCCCTTTTGCACCATGGAGGCAGGAAGTGAC

GGTGCTCCCTCGTCCTTCCACAAGTCCCACCTTGGAGCCTTCTCCGTGTGGGTAGGGGAAAACGTGGTACCTCCGTCCTTCACTG

I, >>

GBA-202 >

GBA-202

TAGGTAGCAACAGAAAACCCCAATGCCTGAGGCTGGACTGCGATGCAGAAAAGCAGGGTCAGTGCCCAGCAGCATGGCTCCAGGC

ATCCATCGTTGTCTTTTGGGGTTACGGACTCCGACCTGACGCTACGTCTTTTCGTCCCAGTCACGGGTCGTCGTACCGAGGTCCG

GBA-202 >
GBA-202
CTAGAGAGCCAGGGCAGAGCCTCTGCAGGAGTTATGGGGTGGGTCCGTGGGTGGGTGACTTCTTAGATGAGGGTTTCATGGGAGG
GATCTCTCGGTCCCGTCTCGGAGACGTCCTCAATACCCCACCCAGGCACCCACCCACTGAAGAATCTACTCCCAAAGTACCCTCC
GBA-202 >
GBA-202
CGGAGACGTCCTCAATACCC]

PCR Forward
TACCCCGAGGGACTCTGACCATCTGTTCCCACATTCAGCAAGTTCATTCCTGAGGGCTCCCAGAGAGTGGGGCTGGTTGCCAGTC
ATGGGGCTCCCTGAGACTGGTAGACAAGGGTGTAAGTCGTTCAAGTAAGGACTCCCGAGGGTCTCTCACCCCGACCAACGGTCAG

GBA-202 >
L 465 ., 470 ., ., ., ., 475, .,
K F I P E G S Q R \ G L V A S
------------------------------- ENSE00003644399 >
GBA-202
AGAAGAACGACCTGGACGCAGTGGCACTGATGCATCCCGATGGCTCTGCTGTTGTGGTCGTGCTAAACCGGTGAGGGCAATGGTG
TCTTCTTGCTGGACCTGCGTCACCGTGACTACGTAGGGCTACCGAGACGACAACACCAGCACGATTTGGCCACTCCCGTTACCAC
GBA-202 >
. 480 ., ., ., ., 485 , ., ., ., 490 ., ., ., ., 495 ., ., ., ., 500 ,
Q K N D L D A \ A L M H P D G S A \ \ \ \ L N R
ENSE00003644399 e >
GBA-202

AGGTCTGGGAAGTGGGCTGAAGACAGCGTTGGGGGCCTTGGCAGGATCACACTCTCAGCTTCTCCTCCCTGCTCCCTAGCTCCTC

TCCAGACCCTTCACCCGACTTCTGTCGCAACCCCCGGAACCGTCCTAGTGTGAGAGTCGAAGAGGAGGGACGAGGGATCGAGGAG

I, >>

GBA-202 >

GBA-202

9180

9265

9350

9435

9520

9605



TAAGGATGTGCCTCTTACCATCAAGGATCCTGCTGTGGGCTTCCTGGAGACAATCTCACCTGGCTACTCCATTCACACCTACCTG

ATTCCTACACGGAGAATGGTAGTTCCTAGGACGACACCCGAAGGACCTCTGTTAGAGTGGACCGATGAGGTAAGTGTGGATGGAC

I, >>

GBA-202 >
505 L L 510 L L 515 L L 520 L L 525 L L 530 L
K D \ P L T 1 K D P A \ G F L E T 1 S P G Y S 1 H T Y L
ENSE00001917720 >
GBA-202

TGGCGTCGCCAGTGATGGAGCAGATACTCAAGGAGGCACTGGGCTCAGCCTGGGCATTAAAGGGACAGAGTCAGCTCACACGCTG

ACCGCAGCGGTCACTACCTCGTCTATGAGTTCCTCCGTGACCCGAGTCGGACCCGTAATTTCCCTGTCTCAGTCGAGTGTGCGAC

___________________________________________________________________ P

GBA-202 >

L. 53,
W R R Q B

ENSE00001917720

GBA-202

TCTGTGACTAAAGAGGGCACAGCAGGGCCAGTGTGAGCTTACAGCGACGTAAGCCCAGGGGCAATGGTTTGGGTGACTCACTTTC

AGACACTGATTTCTCCCGTGTCGTCCCGGTCACACTCGAATGTCGCTGCATTCGGGTCCCCGTTACCAAACCCACTGAGTGAAAG

I, >

GBA-202 >

CCCTCTAGGTGGTGCCAGGGGCTGGAGGCCCCTAGAAAAAGATCAGTAAGCCCCAGTGTCCCCCCAGCCCCCATGCTTATGTGAA

GGGAGATCCACCACGGTCCCCGACCTCCGGGGATCTTTTTCTAGTCATTCGGGGTCACAGGGGGGTCGGGGGTACGAATACACTT

I, >

GBA-202 >

CATGCGCTGTGTGCTGCTTGCTTTGGAAACTGGGCCTGGGTCCAGGCCTAGGGTGAGCTCACTGTCCGTACAAACACAAGATCAG

GTACGCGACACACGACGAACGAAACCTTTGACCCGGACCCAGGTCCGGATCCCACTCGAGTGACAGGCATGTTTGTGTTCTAGTC

">

GBA-202 >

GGCTGAGGGTAAGGAAAAGAAGAGACTAGGAAAGCTGGGCCCAAAACTGGAGACTGTTTGTCTTTCCTGGAGATGCAGAACTGGG

CCGACTCCCATTCCTTTTCTTCTCTGATCCTTTCGACCCGGGTTTTGACCTCTGACAAACAGAAAGGACCTCTACGTCTTGACCC

I, >>

GBA-202 >

CCCGTGGAGCAGCAGTGTCAGCATCAGGGCGGAAGCCTTAAAGCAGCAGCGGGTGTGCCCAGGCACCCAGATGATTCCTATGGCA

GGGCACCTCGTCGTCACAGTCGTAGTCCCGCCTTCGGAATTTCGTCGTCGCCCACACGGGTCCGTGGGTCTACTAAGGATACCGT

I, >

GBA-202 >
CCAGCCAGGAAAAATGGCAGCTCTTAAAGGAGAAAATGTTTGAGCCCA 3
10,248
GGTCGGTCCTTTTTACCGTCGAGAATTTCCTCTTTTACAAACTCGGGT 5’

GBA-202 >

9690

9775

9860

9945

10,030

10,115

10,200



Feature

GBA

/note

GBA-204

/note
GBA-201

/note
GBA-213

/note

GBA-209

/note

GBA-207

/note

GBA-203

/note
GBA-202

/note
GBA-208

/note

GBA-211

/note

GBA-201
F 11 segments

/note
/translation

GBA-202
F 11 segments

/note
/translation

GBA-203

F 10 segments

/note
/translation

GBA-214

/note

Location Size ] +* Type
1 .. 10,248 10,248 bp [m]

1

gene

gene ENSG00000177628
Protein coding

1 .. 9832 9832 bp =] — prim_transcript

primary transcript ENST00000428024
30 .. 10,248 10,219 bp [} -+ prim_transcript

primary transcript ENST00000327247

64 .. 6487 6424 bp [} —+ prim_transcript
primary transcript ENST00000493842
protein_coding_CDS_not_defined
78 .. 6136 6059 bp [m] —+ prim_transcript
primary transcript ENST00000473570
protein_coding_CDS_not_defined
94 .. 5065 4972 bp [} —+ prim_transcript
primary transcript ENST00000467918
protein_coding_CDS_not_defined
3425 .. 10,141 6717 bp [} -+ prim_transcript
primary transcript ENST00000427500
3451 .. 10,248 6798 bp [} —+ prim_transcript
primary transcript ENST00000368373
3457 .. 4740 1284 bp [} -+ prim_transcript
primary transcript ENST00000470104
protein_coding_CDS_not_defined
3469 .. 9684 6216 bp =] = prim_transcript
primary transcript ENST00000484489
protein_coding_CDS_not_defined
3588 .. 9705 6118 bp =} —* CDS

1611 bp

coding sequence ENSP00000314508

MEFSSPSRE, ECPKPLSRVSIMAGSLTGLLLLQAVSWAS,,GARPCIPKSFGYSSVVCVCNATYCDSFDPPTFPALGTFSRYESTRSGRRMELSM
GPIQANHTGT, GLLLTLQPEQKFQKVKGFGGAMTDAAALNILALSPPAQNLLLKSYFSEE, GIGYNIIRVPMASCDFSIRTYTYADTPDDFQLH
NFSLPEEDTKLK,IPLIHRALQLAQRPVSLLASPWTSPTWLKTNGAVNGKGSLKGQPGDIYHQTWARYFVK, FLDAYAEHKLQFWAVTAENEP
SAGLLSGYPFQCLGFTPEHQRDFIARDLGPTLANSTHHNVRLLMLDDQRLLLPHWAKV,VLTDPEAAKYVHGIAVHWYLDFLAPAKATLGETH
RLFPNTMLFASEACVGSKFWEQSVRLGSWDRGMQYSHSIIT, NLLYHVVGWTDWNLALNPEGGPNWVRNFVDSPIIVDITKDTFYKQPMFYHL
656 SnKFbPRGEQRVEHLY ABQ KNDLDAVALMHPDGSAVVVVLNR, SSKDVPLTIKDPAVGFLETISPGYSIHTYLWRRQ*

3588 .. 9705 6118bp W —+  CDS
1611 bp

coding sequence ENSP00000357357

MEFSSPSRE,ECPKPLSRVSIMAGSLTGLLLLQAVSWAS,GARPCIPKSFGYSSVVCVCNATYCDSFDPPTFPALGTFSRYESTRSGRRMELSM

GPIQANHTGT, GLLLTLQPEQKFQKVKGFGGAMTDAAALNILALSPPAQNLLLKSYFSEE,GIGYNIIRVPMASCDFSIRTYTYADTPDDFQLH

NFSLPEEDTKLK,IPLIHRALQLAQRPVSLLASPWTSPTWLKTNGAVNGKGSLKGQPGDIYHQTWARYFVK,FLDAYAEHKLQFWAVTAENEP

SAGLLSGYPFQCLGFTPEHQRDFIARDLGPTLANSTHHNVRLLMLDDQRLLLPHWAKV,VLTDPEAAKYVHGIAVHWYLDFLAPAKATLGETH

RLFPNTMLFASEACVGSKFWEQSVRLGSWDRGMQYSHSIIT,NLLYHVVGWTDWNLALNPEGGPNWVRNFVDSPIIVDITKDTFYKQPMFYHL
6516 Sk FbPRGRQ RVS3LY ABQ KNDLDAVALMHPDGSAVVVVLNR,SSKDVPLTIKDPAVGFLETISPGYSIHTYLWRRQ *

3588 .. 9705 6118bp W —+  CDS
1464 bp

coding sequence ENSP00000402577

MEFSSPSRE, ECPKPLSRVSIMAGSLTGLLLLQAVSWAS, GARPCIPKSFGYSSVVCVCNATYCDSFDPPTFPALGTFSRYESTRSGRRMELSM
GPIQANHTGT,GIGYNIIRVPMASCDFSIRTYTYADTPDDFQLHNFSLPEEDTKLK,IPLIHRALQLAQRPVSLLASPWTSPTWLKTNGAVNGK
GSLKGQPGDIYHQTWARYFVK,FLDAYAEHKLQFWAVTAENEPSAGLLSGYPFQCLGFTPEHQRDFIARDLGPTLANSTHHNVRLLMLDDQRL
LLPHWAKV,VLTDPEAAKYVHGIAVHWYLDFLAPAKATLGETHRLFPNTMLFASEACVGSKFWEQSVRLGSWDRGMQYSHSIIT, NLLYHVVG
WTDWNLALNPEGGPNWVRNFVDSPIIVDITKDTFYKQPMFYHLGHFS,KFIPEGSQRVGLVASQKNDLDAVALMHPDGSAVVVVLNR,SSKD

Y8YTIKPBAYEELETEGPHNSAHTYLWRRQ *
4738 .. 8304 3567 bp ] —+ prim_transcript

primary transcript ENST00000497670
protein_coding_CDS_not_defined



AR NI NN

Feature

GBA-204

F 9 segments

/note
/translation

Location

4769

1350 bp

coding sequence ENSP00000397986

9705

Size

4937 bp

O

=

—

Type

CDs

MELSMGPIQANHTGT, GLLLTLQPEQKFQKVKGFGGAMTDAAALNILALSPPAQNLLLKSYFSEE, GIGYNIIRVPMASCDFSIRTYTYADTPD
DFQLHNFSLPEEDTKLK,IPLIHRALQLAQRPVSLLASPWTSPTWLKTNGAVNGKGSLKGQPGDIYHQTWARYFVK,FLDAYAEHKLQFWAVT
AENEPSAGLLSGYPFQCLGFTPEHQRDFIARDLGPTLANSTHHNVRLLMLDDQRLLLPHWAKYV,VLTDPEAAKYVHGIAVHWYLDFLAPAKAT
LGETHRLFPNTMLFASEACVGSKFWEQSVRLGSWDRGMQYSHSIIT,NLLYHVVGWTDWNLALNPEGGPNWVRNFVDSPIIVDITKDTFYKQP
MFYHLGHFS, KFIPEGSQRVGLVASQKNDLDAVALMHPDGSAVVVVLNR,SSKDVPLTIKDPAVGFLETISPGYSIHTYLWRRQ *

449 amino acids = 50.3 kDa

GBA-205 5809

/note = primary transcript ENST00000460156
protein_coding_CDS_not_defined

GBA-212 5991

/note = primary transcript ENST00000491081
protein_coding_CDS_not_defined

GBA-210 8241

/note = primary transcript ENST00000478472
protein_coding_CDS_not_defined

GBA-206 8865

/note = primary transcript ENST00000464536
protein_coding_CDS_not_defined

Donor Template SNV -> REV 8909

PAM 8968

Protospacer Sequence 8971

SNV 8974

/note = REV =A

SNV =T

6768

8518

9739

. 10,247

9008
8970
8990
8974

960 bp

2528 bp

1499 bp

1383 bp

100 bp
3 bp
20 bp
1 bp

[}

OmE OO

—

1

ITTITI

prim_transcript

prim_transcript

prim_transcript

prim_transcript

misc_feature
misc_feature
misc_feature
misc_feature



Primer Length (=] Binding Sites oy Tm Date Added

PCR Reverse 24-mer 8580 .. 8603 s 59°C Jan 10, 2023
/sequence = GGGGAACCATGATTCCCTATCTTC
50% GC / 7303.8 Da
Sanger Sequencing 24-mer 8580 .. 8603 - 59°C Jan 10, 2023
/sequence = GGGGAACCATGATTCCCTATCTTC
50% GC / 7303.8 Da
Donor Template SNV -> REV 100-mer 8909 .. 9008 - 77°C Jan 10, 2023
/sequence = CGAAGGAGGACCCAATTGGGTGCGTAACTTTGTCGACAGTCCCATCATTGTAGACATCACCAAGGACACGTTTTACAAACAGCCCATG
FBLWIGCCABCHP0.0 Da
gRNA Protospacer 20-mer 8975 .. 8990 o~ 48°C Jan 10, 2023
/sequence = CTGTTTGTAAAACGTGACCT
40% GC / 6107.1 Da
PCR Forward 20-mer 9284 .. 9303 -— 59°C Jan 10, 2023
/sequence = CCCATAACTCCTGCAGAGGC

60% GC / 6047.0 Da



