(6903 .. 6922) gRNA Protospacer
(6786 .. 6805) Sanger Sequencing | Donor Template WT -> SNV (6885 .. 6984)

(6315 .. 6339) PCR Forwardl \ PCR Reverse (7364 .. 7388)

5000 - 10,000 15,000

| SORL1-201 >

SORL1-201
I

Donor Template WT -> SNV

Protospacer Sequence

SNV

INK23J00030_SORL1_T947M_B04_AB
15,352 bp



AGCAAATTCCAACAAATGAGCAGATAATATTCAAATATTTCCCTCACAAGAGCTGTTATTGATGAGGGCGTGGGTTAGTAGGGTT

TCGTTTAAGGTTGTTTACTCGTCTATTATAAGTTTATAAAGGGAGTGTTCTCGACAATAACTACTCCCGCACCCAATCATCCCAA

T SoRE e >

| SORL1-201 >

TGAGTGATTGCTCTTGAGGGGCTGGAGTGCCTACTTTTGTAATAAATATTTCTGAAGATAATTCAGCAAGGGACAAAACAGTTTG

ACTCACTAACGAGAACTCCCCGACCTCACGGATGAAAACATTATTTATAAAGACTTCTATTAAGTCGTTCCCTGTTTTGTCAAAC

I R

SORLI-201 >

TTTAAAGCCATCTAAACTGGCAGGAAAGCTATTTTCTCTTCTACTGGAAGATAGAACAGGGAACGAAGTGGAGAAATCTCATTCC

AAATTTCGGTAGATTTGACCGTCCTTTCGATAAAAGAGAAGATGACCTTCTATCTTGTCCCTTGCTTCACCTCTTTAGAGTAAGG

I R

SORL1-201 >

ATTGTGGGCCACCTCCTATGTAAAAGAGAGAAAAAAAAAGGCATGGAATAGGAGGCAGGGATATACCAGGAAAGAAAAAGATGCT

TAACACCCGGTGGAGGATACATTTTCTCTCTTTTTTTTTCCGTACCTTATCCTCCGTCCCTATATGGTCCTTTCTTTTTCTACGA

s>

SORL1-201 >

TTCACAGGACTAATGGGGGCCGTAATATCTTTGCAAAGATGAGGTAATCTGGGCATCTGGAAGGATTTTTTAAATGCAAGAATTT

AAGTGTCCTGATTACCCCCGGCATTATAGAAACGTTTCTACTCCATTAGACCCGTAGACCTTCCTAAAAAATTTACGTTCTTAAA

I i >

SORL1-201 >

TTCTTCCTTTACAATTACTATGAAAACACACATTCCTTGGCCAGGACCAGCCAAGAATTCCATTCCTTTTCCAGGTTAAGCATTG

AAGAAGGAAATGTTAATGATACTTTTGTGTGTAAGGAACCGGTCCTGGTCGGTTCTTAAGGTAAGGAAAAGGTCCAATTCGTAAC

I R

SORLI-201 >

CGCGCTGGAATGCCGCATGCTGCTCTGAACATAATCCTAAAACACGTATTTCTGGATTCAGGTTCTACTTTATGGGTATTAGTTT

GCGCGACCTTACGGCGTACGACGAGACTTGTATTAGGATTTTGTGCATAAAGACCTAAGTCCAAGATGAAATACCCATAATCAAA

I R

SORL1-201 >

CTTAGAGGAAAAAAAAGCCCAGAGTGACAGAATGAGGTTTATAGATGCTGGAGAGAGATGTGGGGCAAAAGCCTTGCTGCTGCAA

GAATCTCCTTTTTTTTCGGGTCTCACTGTCTTACTCCAAATATCTACGACCTCTCTCTACACCCCGTTTTCGGAACGACGACGTT

s>

SORL1-201 >

ATGTAGCTTTCATGTCCCTATACCTTAGCTGGCCCCCTCCCTGGGAATGACAGCGGGAAGGTTTCCTTGACAACCAAAAGGGGAG

TACATCGAAAGTACAGGGATATGGAATCGACCGGGGGAGGGACCCTTACTGTCGCCCTTCCAAAGGAACTGTTGGTTTTCCCCTC

I i >

SORL1-201 >

GTAGGTTACCATGTGATGGTAACATAGATACTTCTAAAGTGACCTGGAACCAAAGGAAAAGAAGGAAAACTTACCTTATTAAAAA

CATCCAATGGTACACTACCATTGTATCTATGAAGATTTCACTGGACCTTGGTTTCCTTTTCTTCCTTTTGAATGGAATAATTTTT

I R

SORLI-201 >

85

170

340

425

680

765

850



TTGTAGGTAGATTTATTTTTTGATGCATTATCTATATTACAGCTTTTATAAAGAAGGTGAGTGGTACATGTTAAGTCACTGAGTG

AACATCCATCTAAATAAAAAACTACGTAATAGATATAATGTCGAAAATATTTCTTCCACTCACCATGTACAATTCAGTGACTCAC

I i >

SORL1-201 >

TATGGAATCAGGAAGTGGGCAGGAATGGCTAACCCAGGCATGCAGCAAAAGAATTCCGATTTGCATCTTGGTCCCATATGCAACA

ATACCTTAGTCCTTCACCCGTCCTTACCGATTGGGTCCGTACGTCGTTTTCTTAAGGCTAAACGTAGAACCAGGGTATACGTTGT

I R

SORLI-201 >

CACTGTCAAGATGCACACTTTAGACACAGATGCTGGTGTGCTGCTTGTGTCCACTCCTGGGGAAGAATCTGGATGTTTCCCAAGC

GTGACAGTTCTACGTGTGAAATCTGTGTCTACGACCACACGACGAACACAGGTGAGGACCCCTTCTTAGACCTACAAAGGGTTCG

I R

SORL1-201 >

CGTTCCCTAAGTGGACAAGACAGTGTACTGGGTCTTCCTATTTCCAGTTGTCTGACATTAGGTAAGTATCTTCAGCACTCAGGAC

GCAAGGGATTCACCTGTTCTGTCACATGACCCAGAAGGATAAAGGTCAACAGACTGTAATCCATTCATAGAAGTCGTGAGTCCTG

s>

SORL1-201 >

CTTCATTTCTACATCTTAAAAATCATCCACGGTAGCGTCTGTATCATAACAGGCAGCACAGTGTAGTGGTTAAAGCATAGACTCT

GAAGTAAAGATGTAGAATTTTTAGTAGGTGCCATCGCAGACATAGTATTGTCCGTCGTGTCACATCACCAATTTCGTATCTGAGA

I i >

SORL1-201 >

GGATCCAGAGTGCCTGGGTTCCAATCTTGGTTCTGCCACTTGCTAGTTGTGTGACCTTGGGTGAGTTACTTAACCTCTCTGGTCT

CCTAGGTCTCACGGACCCAAGGTTAGAACCAAGACGGTGAACGATCAACACACTGGAACCCACTCAATGAATTGGAGAGACCAGA

I R

SORLI-201 >

CAGTTTTCTCATTTGTAAAATTTGGTTAACAAGAGTTCTACCATCAGGCAGTTGTTGTGGGTCTTAAACAATACCCGATACGTAG

GTCAAAAGAGTAAACATTTTAAACCAATTGTTCTCAAGATGGTAGTCCGTCAACAACACCCAGAATTTGTTATGGGCTATGCATC

I R

SORL1-201 >

TAAGCACATTATACACAATATGTACACAATTTATATTTGTTGAGTAGAAACAGAATTTTTGTGGTGATTATGTTGTGGAACATTT

ATTCGTGTAATATGTGTTATACATGTGTTAAATATAAACAACTCATCTTTGTCTTAAAAACACCACTAATACAACACCTTGTAAA

s>

SORL1-201 >

TGTAAATAGCCAAGAACAAATGCATTATTAGTATTATTTTGGAGATCTAAGAGGTTCATAGAATTGCCATATGGTGTTGTGAACA

ACATTTATCGGTTCTTGTTTACGTAATAATCATAATAAAACCTCTAGATTCTCCAAGTATCTTAACGGTATACCACAACACTTGT

I i >

SORL1-201 >

ATATGAATAAGTGAGCAAATTGATTAGAGAGCTTAGTTACAAAGCTTCAGTGACTAATGGTCTCTCGTCAACAAGATGATGATGC

TATACTTATTCACTCGTTTAACTAATCTCTCGAATCAATGTTTCGAAGTCACTGATTACCAGAGAGCAGTTGTTCTACTACTACG

I R

SORLI-201 >

935

1020

1105

1190

1275

1360

1445

1530

1615

1700



TGTGGTGATACAGTCACGTGAGGAGGGAGAACAGGGCGATTGGTGTAATTAGGTTGGCAAGTGTGACTTGAAGACTGGCAGGCTT

ACACCACTATGTCAGTGCACTCCTCCCTCTTGTCCCGCTAACCACATTAATCCAACCGTTCACACTGAACTTCTGACCGTCCGAA

I i >

SORL1-201 >

AGCCCAGAAGTATGGTTGTTGAAGCATGCATATTGGGAGATTTAGAATAAAGAAAAACATAACAAGTAAAACACTTGCAGATGAA

TCGGGTCTTCATACCAACAACTTCGTACGTATAACCCTCTAAATCTTATTTCTTTTTGTATTGTTCATTTTGTGAACGTCTACTT

I R

SORLI-201 >

GAAACAGATTCACTGGAGTTTAAGTAACTTGCCTGAGGCAGAAATGTGATTCCATTACACACCTCCTGAGTCTTGATTTCTGTGC

CTTTGTCTAAGTGACCTCAAATTCATTGAACGGACTCCGTCTTTACACTAAGGTAATGTGTGGAGGACTCAGAACTAAAGACACG

I R

SORL1-201 >

TCTTCACTTGGTCCACACCACATGCCAATGAATTTGAGGTTTGTGTATGAGAAACAAATAGGTCAGATGTGCTAGGACCTCTTCA

AGAAGTGAACCAGGTGTGGTGTACGGTTACTTAAACTCCAAACACATACTCTTTGTTTATCCAGTCTACACGATCCTGGAGAAGT

s>

SORL1-201 >

GCATCCCCTGGGTCCAACCTCCCACGTGTCTTGTGTGTCTGGCAGAAGAGAACGAGTTCATTCTGTATGCTGTGAGGAAATCCAT

CGTAGGGGACCCAGGTTGGAGGGTGCACAGAACACACAGACCGTCTTCTCTTGCTCAAGTAAGACATACGACACTCCTTTAGGTA

I i >

SORL1-201 >
L L L 760 L L L 765 L L L
E N E F 1 L Y A \ R K S 1
ENSE00000991345 >
SORL1-201

CTACCGCTATGACCTGGCCTCGGGAGCCACCGAGCAGTTGCCTCTCACCGGGCTACGGGCAGCAGTGGCCCTGGACTTTGACTAT

GATGGCGATACTGGACCGGAGCCCTCGGTGGCTCGTCAACGGAGAGTGGCCCGATGCCCGTCGTCACCGGGACCTGAAACTGATA

ISSSS————S—SS—SS—S~SS.-SS—S———_———_—_—_—_—_—_——_—————————ee >

SORL1-201 >
770, L L L 775 L L . 780 L L L 785 L L L 790 L L L 795 L
Y R Y D L A S G A T E Q L P L T G L R A A \i A L D F D Y
ENSE00000991345 >
SORL1-201

GAGCACAACTGTTTGTATTGGTCCGACCTGGCCTTGGACGTCATCCAGGTGAGTCAGCGCTTGGTCTGACTGTGGGAGCTGTGCA

CTCGTGTTGACAAACATAACCAGGCTGGACCGGAACCTGCAGTAGGTCCACTCAGTCGCGAACCAGACTGACACCCTCGACACGT

I R

SORL1-201 >
. . 80 ., ., ., ., 85 ., ., ., ., 80 ., .,
E H N C L Y W S D L A L D \ 1 Q
ENSE00000991345 |CEEE e el >
SORL1-201

TCGTGACTGCCCTGTCCTGATAAGCTGCATGCAGAATGGCCTATGGAAATGGGCAGTTAGAAGTTTGTAAGTGTTACTCATCTCA

AGCACTGACGGGACAGGACTATTCGACGTACGTCTTACCGGATACCTTTACCCGTCAATCTTCAAACATTCACAATGAGTAGAGT

I e =

SORL1-201 >

SORL1-201

1785

1870

1955

2040

2125

2210

2295

2380



GGGCTGACAGGTGAAAGTTTCCAGTCTTCTGTGTTAGTATTTTTCTTTCTCTGTCTTCATCTGTTCATATAGGAAGGATAAAGAA

CCCGACTGTCCACTTTCAAAGGTCAGAAGACACAATCATAAAAAGAAAGAGACAGAAGTAGACAAGTATATCCTTCCTATTTCTT

I i >

SORL1-201 >

SORL1-201

AGCCCTAAATCCACAGACCTGCTTGAAAGTGAGGTCTTGCTTTTCCTGCTGGGAAGGTGTTGGGACTAGTAATGTAGGATGATTA

TCGGGATTTAGGTGTCTGGACGAACTTTCACTCCAGAACGAAAAGGACGACCCTTCCACAACCCTGATCATTACATCCTACTAAT

I R

SORLI-201 >

SORL1-201

GTTGCCCCCCTATTGTGCCAACTGCCTCTTGAGCATCTTTCTTCCCAAGCCATGATACAGTAACACTTGACTTACCCATAGCTCA

CAACGGGGGGATAACACGGTTGACGGAGAACTCGTAGAAAGAAGGGTTCGGTACTATGTCATTGTGAACTGAATGGGTATCGAGT

I R

SORL1-201 >

SORL1-201

CATAATTATCCACTTCAGCTGTTCTGAACACAGGTAAGAACCAGGAAGTAAGCATTAAAGAGCCCTGGACAGGCCAGGTGGATAG

GTATTAATAGGTGAAGTCGACAAGACTTGTGTCCATTCTTGGTCCTTCATTCGTAATTTCTCGGGACCTGTCCGGTCCACCTATC

s>

SORL1-201 >

SORL1-201

CCATACGCTCACACCCATGCATTTAAAGGAGAGCTCTTTGATCTTTATTCATTGTCTACTTAATCCTTTTAGAAAAGCAATTCCA

GGTATGCGAGTGTGGGTACGTAAATTTCCTCTCGAGAAACTAGAAATAAGTAACAGATGAATTAGGAAAATCTTTTCGTTAAGGT

I i >

SORL1-201 >

SORL1-201

ACAAATTTTTATCTAGATTCCAACCCAACAGAAATTTCACAGTGCCTGGGTATTTGAGGGGCTTGGGGTGGGGGATGGCGGTGAT

TGTTTAAAAATAGATCTAAGGTTGGGTTGTCTTTAAAGTGTCACGGACCCATAAACTCCCCGAACCCCACCCCCTACCGCCACTA

I R

SORLI-201 >

SORL1-201

GCTGAATGGAGCTGTCCAACAATAGCACTTGATGGCTAAGAGCCTCACAGGGAAGAAAGAGTATAAAAGCAGACACAAGAACTGA

CGACTTACCTCGACAGGTTGTTATCGTGAACTACCGATTCTCGGAGTGTCCCTTCTTTCTCATATTTTCGTCTGTGTTCTTGACT

I R

SORL1-201 >

SORL1-201

2465

2550

2635

2720

2805

2890

2975



AATGTAACAGCAGTCTGGTTTCACTTATTTTAAAAGCAAACAGACTCATACAATCTCAGTAATCTCTGACTTTATTATTGCCATA

TTACATTGTCGTCAGACCAAAGTGAATAAAATTTTCGTTTGTCTGAGTATGTTAGAGTCATTAGAGACTGAAATAATAACGGTAT

I i >

SORL1-201 >

SORL1-201

CAGCATAATTTAGTAACCAGTGTTCATAATGATAATGCAGAGTAATATATATGATTAAATTCTCTTTATTCTGCTTTAAAAAACA

GTCGTATTAAATCATTGGTCACAAGTATTACTATTACGTCTCATTATATATACTAATTTAAGAGAAATAAGACGAAATTTTTTGT

I R

SORLI-201 >

SORL1-201

AAAATGTAGTATATTTTAGAAATGCTTTCATGAAAACCTGGCTTCATGTGTCTGGAAAGTTTACTAACGTAAAACATCTCATCCC

TTTTACATCATATAAAATCTTTACGAAAGTACTTTTGGACCGAAGTACACAGACCTTTCAAATGATTGCATTTTGTAGAGTAGGG

I R

SORL1-201 >

SORL1-201

TTGCCAGTCCTGCCAGTTGAATAAAGGGTTACCCTTCATGGGACTGACTTGGCAGGGGGTCGTTTGAACAGTTCCTAGCATTTAT

AACGGTCAGGACGGTCAACTTATTTCCCAATGGGAAGTACCCTGACTGAACCGTCCCCCAGCAAACTTGTCAAGGATCGTAAATA

s>

SORL1-201 >

SORL1-201

TATTACTTTTCTCTCTTAAGCGCCTCTGTTTGAATGGAAGCACAGGGCAAGAGGTGATCATCAATTCTGGCCTGGAGACAGTAGA

ATAATGAAAAGAGAGAATTCGCGGAGACAAACTTACCTTCGTGTCCCGTTCTCCACTAGTAGTTAAGACCGGACCTCTGTCATCT

I i >

SORL1-201 >

, 85 , ., ., ., 80 , ., ., ., 85 ., ., ., ., 80 , , ., ., 835

R L C L N G S T G Q E VvV 1 I N S G L E T V E

----------------- ENSE00000991346 >
SORL1-201

AGCTTTGGCTTTTGAACCCCTCAGCCAGCTGCTTTACTGGGTAGATGCAGGCTTCAAAAAGATTGAGGTATGTGTATTTTCGTGC

TCGAAACCGAAAACTTGGGGAGTCGGTCGACGAAATGACCCATCTACGTCCGAAGTTTTTCTAACTCCATACACATAAAAGCACG

ISSSS————S—SS—SS—S~SS.-SS—S———_———_—_—_—_—_—_——_—————————ee >

SORL1-201 >
.+ . ., 840 ., ., ., ., 845 ., ., ., ., 80 , ., ., ., 85 ,
A L A F E P L S Q L L Y w \2 D A G F K K I E
ENSE00000991346 S >
SORL1-201

TGTTCTTAATTAAGGGAGCAGGCGGGGCACCTGGGCTTTGAGCCACATTTGACACAGAGGCAAGGGCCAGTGTGTCAGATTACTC

ACAAGAATTAATTCCCTCGTCCGCCCCGTGGACCCGAAACTCGGTGTAAACTGTGTCTCCGTTCCCGGTCACACAGTCTAATGAG

I R

SORLI-201 >

SORL1-201

3060

3145

3230

3315

3400

3485

3570



AGGAAATTTACTGCGAGTTTCCAGAGAATGGACCAGCTGAGCCTCTGGAGAGGAGAGAAAAGGGGGTAAGTACCTGTGAGTTGAT

TCCTTTAAATGACGCTCAAAGGTCTCTTACCTGGTCGACTCGGAGACCTCTCCTCTCTTTTCCCCCATTCATGGACACTCAACTA

I i >

SORL1-201 >

SORL1-201

CTTTTGGCTAGCAGAAGCTTAGCTAATAACAATAAATGGTAATATTTTTATTTTATTTATATATGTACTTACTTATTTTATTTAT

GAAAACCGATCGTCTTCGAATCGATTATTGTTATTTACCATTATAAAAATAAAATAAATATATACATGAATGAATAAAATAAATA

I R

SORLI-201 >

SORL1-201

ATATTATTTTTGTTTTATTTTACTACTTTTATTAAACATGATGGCAAAAACTACAATCACTTTTGCATCAGCCTAATATCATGGT

TATAATAAAAACAAAATAAAATGATGAAAATAATTTGTACTACCGTTTTTGATGTTAGTGAAAACGTAGTCGGATTATAGTACCA

I R

SORL1-201 >

SORL1-201

ATTATTATAATGCTATAACAATAATCGTCTAGTATTATTTTATTCGATTAGAGTGATAGCAACAATATCATCATCATCATCATCA

TAATAATATTACGATATTGTTATTAGCAGATCATAATAAAATAAGCTAATCTCACTATCGTTGTTATAGTAGTAGTAGTAGTAGT

s>

SORL1-201 >

SORL1-201

TTGCCACTGTTATTAATCCCCATTTCTCTGCAACTTAGCTACCTAGTAACCTGTCCCACCTTATATACCCAAGGCAAGGATGATG

AACGGTGACAATAATTAGGGGTAAAGAGACGTTGAATCGATGGATCATTGGACAGGGTGGAATATATGGGTTCCGTTCCTACTAC

I i >

SORL1-201 >

SORL1-201

AGTGACCTCTAAACTGCCAAATCTTTGTCTGGGGGAATGTAGTGTGCTCAGCTCACTGCCTCAGCACCTCTTTATACTGACTCTG

TCACTGGAGATTTGACGGTTTAGAAACAGACCCCCTTACATCACACGAGTCGAGTGACGGAGTCGTGGAGAAATATGACTGAGAC

I R

SORLI-201 >

SORL1-201

CATGGAGAGACGGCATGTGGGTGAAGTGGGAAGTGCAGTAGAAGCAGGGAGATGCAGAGGGCTAAGAGGAGTTGCAAGACGAAAG

GTACCTCTCTGCCGTACACCCACTTCACCCTTCACGTCATCTTCGTCCCTCTACGTCTCCCGATTCTCCTCAACGTTCTGCTTTC

I R

SORL1-201 >

SORL1-201

3655

3740

3825

3910

3995

4080

4165



ACACAGACTCGAGAGATAGACCCAGATGTAGGCTTGACTCCACTAGCTCAGCGACATGGGGCAAGGTGCTTATGCTTTCTAAACT

TGTGTCTGAGCTCTCTATCTGGGTCTACATCCGAACTGAGGTGATCGAGTCGCTGTACCCCGTTCCACGAATACGAAAGATTTGA

I i >

SORL1-201 >

SORL1-201

TCAGTTGCTTCATGCGTTAGATGGAGATTCATATATTCGCACAACCATTTGACAGGGGTTCTCTGCATGATACATGTGGTTTAGG

AGTCAACGAAGTACGCAATCTACCTCTAAGTATATAAGCGTGTTGGTAAACTGTCCCCAAGAGACGTACTATGTACACCAAATCC

I R

SORLI-201 >

SORL1-201

TTCTGATGATAAAGCAGTGGGCAGGACACACACGTTCTTGTTCCAGTAGAGCTTAGATTTTAGTGGAGGAAGCAAAATAATAAAT

AAGACTACTATTTCGTCACCCGTCCTGTGTGTGCAAGAACAAGGTCATCTCGAATCTAAAATCACCTCCTTCGTTTTATTATTTA

I R

SORL1-201 >

SORL1-201

CAGTTCTGTTGGTGGTACATGCTGCAAAGACTCTGAAGCAGTGCAGTGTGATTGCGCTTTTGGAGAGTGGGGCAACATTAGAATA

GTCAAGACAACCACCATGTACGACGTTTCTGAGACTTCGTCACGTCACACTAACGCGAAAACCTCTCACCCCGTTGTAATCTTAT

s>

SORL1-201 >

SORL1-201

GGCAGACAGAGCAGGCAACTTGAGGTTGATGTCTTAGCTGAGCCCTGGCTGAGAAGAGGATGATCTTTTGTCCACCTCCTGGGGA

CCGTCTGTCTCGTCCGTTGAACTCCAACTACAGAATCGACTCGGGACCGACTCTTCTCCTACTAGAAAACAGGTGGAGGACCCCT

I i >

SORL1-201 >

SORL1-201

TGCTGATAGAAGTGAACTGGCATCTACTGAATGCTGCCTCGGTGGTTATGTTATTGCTCTTTCTCTCCTTTCTTTAATTGCGTGT

ACGACTATCTTCACTTGACCGTAGATGACTTACGACGGAGCCACCAATACAATAACGAGAAAGAGAGGAAAGAAATTAACGCACA

I R

SORLI-201 >

SORL1-201

GGTCAGCACTTGGCTAGGGGCTAAAAGAATGCAGGTGATGCACAAGCACCCACCTTTTCACAGGCTGTGGGGCGACCACTGCACA

CCAGTCGTGAACCGATCCCCGATTTTCTTACGTCCACTACGTGTTCGTGGGTGGAAAAGTGTCCGACACCCCGCTGGTGACGTGT

I R

SORL1-201 >

SORL1-201

4250

4335

4420

4505

4590

4675

4760



ACTCAAATACTGTTGGTGCAAAATGGTGTCAGATGAGCCAAGGTGCAGAGCTACTGATGCTTATTGGTCCAGGTGGGTCAGAAGA

TGAGTTTATGACAACCACGTTTTACCACAGTCTACTCGGTTCCACGTCTCGATGACTACGAATAACCAGGTCCACCCAGTCTTCT

I i >

SORL1-201 >

SORL1-201

GTTAGGAAAGTAGGCAGGCCTGGCAGTGAGGTTTGAAGGAGAGTTATGCCTTGATTAGATTAAGCAGTGGGGCAGGTAGGCCCAG

CAATCCTTTCATCCGTCCGGACCGTCACTCCAAACTTCCTCTCAATACGGAACTAATCTAATTCGTCACCCCGTCCATCCGGGTC

I R

SORLI-201 >

SORL1-201

GATGGGATGTGGCAAGAGCAGACAGCAGTGAGTCCGCATCAGGCTTGGAGAAGCAAGAGATGACCAGCCTGGCTGACGGGAAGGA

CTACCCTACACCGTTCTCGTCTGTCGTCACTCAGGCGTAGTCCGAACCTCTTCGTTCTCTACTGGTCGGACCGACTGCCCTTCCT

I R

SORL1-201 >

SORL1-201

GCAAGAATATGAGTCCCACCTGTGGACTCTTCATTGCAAGGCTGTGACATTGAGAATTTGTTTTATGGGAGTGTGGAGTCATCGA

CGTTCTTATACTCAGGGTGGACACCTGAGAAGTAACGTTCCGACACTGTAACTCTTAAACAAAATACCCTCACACCTCAGTAGCT

s>

SORL1-201 >

SORL1-201

TTGCCTTGGAACGTGGAGTGACACGGGATGGTGAAATAAGTAAATGCTCATTTGCTTATTTACTTATTTGAGTAATTTACTTATT

AACGGAACCTTGCACCTCACTGTGCCCTACCACTTTATTCATTTACGAGTAAACGAATAAATGAATAAACTCATTAAATGAATAA

I i >

SORL1-201 >

SORL1-201

GATACTGCTTTGTCCAGATCATCATGCCCTGGAAACTGGGGCTTACATGGTTCTAGCTCCTCTTTCAGACCACTTGAAAATTGTC

CTATGACGAAACAGGTCTAGTAGTACGGGACCTTTGACCCCGAATGTACCAAGATCGAGGAGAAAGTCTGGTGAACTTTTAACAG

I R

SORLI-201 >

SORL1-201

CCATGAGTCAGAGGAAGGAACAGCGCATTGTGACTAGAAGTTGGGGCAGGTTTCGCAGATGGGTCAGGTCAGGGAAATAGGCAGG

GGTACTCAGTCTCCTTCCTTGTCGCGTAACACTGATCTTCAACCCCGTCCAAAGCGTCTACCCAGTCCAGTCCCTTTATCCGTCC

I R

SORL1-201 >

SORL1-201

4845

4930

5015

5100

5185

5270

5355



CATGGAGGGGGCATGTCTGTAGCAGAAGCTGAGTAGCCATCTTTGGCAATGGGGGTCTTTAAGGAGCTCCGATCCATCTCAGCCT

GTACCTCCCCCGTACAGACATCGTCTTCGACTCATCGGTAGAAACCGTTACCCCCAGAAATTCCTCGAGGCTAGGTAGAGTCGGA

I i >

SORL1-201 >

SORL1-201

CTTTTCCCCCTGTTTTTGTCAGGTAGCTAATCCAGATGGCGACTTCCGACTCACAATCGTCAATTCCTCTGTGCTTGATCGTCCC

GAAAAGGGGGACAAAAACAGTCCATCGATTAGGTCTACCGCTGAAGGCTGAGTGTTAGCAGTTAAGGAGACACGAACTAGCAGGG

I R

SORL1-201 >
. . 80 ., ., ., ., 85 , ., ., ., 80 ., ., . ., 85 ., .,
\ A N P D G D F R L T 1 \ N S S \ L D R P
------------------ ENSE00003463448 >
SORL1-201

AGGGCTCTGGTCCTCGTGCCCCAAGAGGGGTAAGTGTTGCCCCAAAAGGAAATCAGTCTTGCGTCCAATGCTACACTAATAGATT

TCCCGAGACCAGGAGCACGGGGTTCTCCCCATTCACAACGGGGTTTTCCTTTAGTCAGAACGCAGGTTACGATGTGATTATCTAA

I e =

SORL1-201 >
. 880 , ., ., ., 85 ., .,
R A L V L ) P Q E G
ENSE00003463448 [ L I >
SORL1-201

CTCATGGAAACACAGACTGCGGGACAAAAACTCTGTTTCTCATGATGGTGGTTGAAATGGTCTATTAACTGAGAAGTTTGAGACC

GAGTACCTTTGTGTCTGACGCCCTGTTTTTGAGACAAAGAGTACTACCACCAACTTTACCAGATAATTGACTCTTCAAACTCTGG

I R

SORL1-201 >

SORL1-201

ACAGCTTAGTCATCGTGGTCAGGTAACTCCGTTCGCTTTTTGTTAGCCAGTGTCAGAGTCTCTTTAGGCATCCAGATGTCTTGCA

TGTCGAATCAGTAGCACCAGTCCATTGAGGCAAGCGAAAAACAATCGGTCACAGTCTCAGAGAAATCCGTAGGTCTACAGAACGT

s>

SORL1-201 >

SORL1-201

TCTGTGGGTTGTTTCTCTAGAAAAGTTGATGTTAAAAGAGAGCTTCTGTAGACATAGACAGGCCTGCTTGGATATTGTGAGAACT

AGACACCCAACAAAGAGATCTTTTCAACTACAATTTTCTCTCGAAGACATCTGTATCTGTCCGGACGAACCTATAACACTCTTGA

I i >

SORL1-201 >

SORL1-201

TTCTCTTGAGTTTCATGCATGGTACAAACATTTAATTCATTCCATCTTTCCCCTGCCTTCCCAGCATGTGTAGGTTTTCTTACGT

AAGAGAACTCAAAGTACGTACCATGTTTGTAAATTAAGTAAGGTAGAAAGGGGACGGAAGGGTCGTACACATCCAAAAGAATGCA

I R

SORLI-201 >

SORL1-201

5440

5525

5610

5695

5780

5865

5950



ACAATCAGTGTGCACTTGGGGAAGGCAAAGGTGCTTTTTATTAACTCATTAACTGAAGGAAACATAATTAAGAGGGAAATTCTGG

TGTTAGTCACACGTGAACCCCTTCCGTTTCCACGAAAAATAATTGAGTAATTGACTTCCTTTGTATTAATTCTCCCTTTAAGACC

I i >

SORL1-201 >

SORL1-201

ATTTGACATTCTGGCTTTTCCTCTCTCGTAGCATTTATGATAGAGAATTGGCACAATTTTTTTCAAGGAAAATTCTAAGAGTAAT

TAAACTGTAAGACCGAAAAGGAGAGAGCATCGTAAATACTATCTCTTAACCGTGTTAAAAAAAGTTCCTTTTAAGATTCTCATTA

I R

SORLI-201 >

SORL1-201

GTATGTACTTGGTTGACAATATTTAGAGAGAACAGCACTTTATGAAAAAAATTTGCATTCTTCCTTTTCATTCTTAACCCTTTAC

CATACATGAACCAACTGTTATAAATCTCTCTTGTCGTGAAATACTTTTTTTAAACGTAAGAAGGAAAAGTAAGAATTGGGAAATG

SORL1-201 >

SORL1-201
CCTCACACTTCCTAGTGGTAATCATTGTTAATAATGTCTTGTGTATCTTTCATGATTGCTTTTACTTATGTACAAGTATTATCTT
GGAGTGTGAAGGATCACCATTAGTAACAATTATTACAGAACACATAGAAAGTACTAACGAAAATGAATACATGTTCATAATAGAA

SORL1-201 >

SORL1-201

PCR Forward
[ATGCACGCCAAATAGGATTGTAGTG

TAAAACACACACATATACACACACATGCACGCCAAATAGGATTGTAGTGTAGTTACTATTCTGTACCTTTTTAAACAAACTTAAT
ATTTTGTGTGTGTATATGTGTGTGTACGTGCGGTTTATCCTAACATCACATCAATGATAAGACATGGAAAAATTTGTTTGAATTA

SORL1-201 >

SORL1-201
ATGTATTGAAAATAGTTCTGTGTGAGCATATATAGATTTTTAGGTTTCACAGTATTCTATTATATGTACCATAATGTGTCACTTC
TACATAACTTTTATCAAGACACACTCGTATATATCTAAAAATCCAAAGTGTCATAAGATAATATACATGGTATTACACAGTGAAG

SORL1-201 >

SORL1-201

CTCTGCTGATTAACATTTAGTTTAATATACATACATATACATTTCTTTGTATATTATCTTTGCATAATTTGATTTTATCTATAGA

GAGACGACTAATTGTAAATCAAATTATATGTATGTATATGTAAAGAAACATATAATAGAAACGTATTAAACTAAAATAGATATCT

I R

SORL1-201 >

SORL1-201

6035

6120

6205

6290

6375

6460

6545



TAAATTCTAGTAAAGGAATTTCCAGGTGAAGGAATTTAAGTAGTTTCAGGTGTTGTCATTACATATTGTTATAATAATGCTGAAA

6630
ATTTAAGATCATTTCCTTAAAGGTCCACTTCCTTAAATTCATCAAAGTCCACAACAGTAATGTATAACAATATTATTACGACTTT
SORL1-201 >
SORL1-201
TAACCAGCCGGATCATTCGAAAGGAGTTTCTGACCTTTTCTGGAGTAGTATTTGAGCTCCCATTTCTCTAGTATTGATGAGGTAT
6715
ATTGGTCGGCCTAGTAAGCTTTCCTCAAAGACTGGAAAAGACCTCATCATAAACTCGAGGGTAAAGAGATCATAACTACTCCATA
SORL1-201 >
SORL1-201
Sanger Sequencing
[CGGAGCAATATGGAT
GTGTTCTGTCCCCATTTTCGCTAGGGTGATGTTCTGGACAGACTGGGGAGACCTGAAGCCTGGGATTTATCGGAGCAATATGGAT
6800
CACAAGACAGGGGTAAAAGCGATCCCACTACAAGACCTGTCTGACCCCTCTGGACTTCGGACCCTAAATAGCCTCGTTATACCTA
SORL1-201 >
, 80 , ., ., ., 85 ., ., ., ., 90 ., ., ., ., 905 , .,
\ M F W T D W G D L K P G I Y R S N M D
-------------------- ENSE00003546837 >
SORL1-201
Sanger Sequencing
GGTTq
GGTTCTGCTGCCTATCACCTGGTGTCTGAGGATGTGAAGTGGCCCAATGGCATCTCTGTGGACGACCAGTGGATTTACTGGACGG
6885
CCAAGACGACGGATAGTGGACCACAGACTCCTACACTTCACCGGGTTACCGTAGAGACACCTGCTGGTCACCTAAATGACCTGCC
SORL1-201 >
L 910 ., ., ., ., 915 ., ., ., ., 90 ., ., ., ., 925 ., ., ., ., 930 ., ., ., ., 935
G S A A Y H L VvV S E D V K W P N G I S VvV D D Q W I Y W T
ENSE00003546837 >
SORL1-201

Donor Template WT -> SNV

N

Donor Template WT -> SNV



gRNA Protospacer
JATAGAGCGGATCACGTTCAG
ATGCCTACCTGGAGTGCATAGAGCGGATCACGTTCAGTGGCCAGCAGCGCTCTGTCATTCTGGACAACCTCCCGCACCCCTATGC
6970

TACGGATGGACCTCACGTATCTCGCCTAGTGCAAGTCACCGGTCGTCGCGAGACAGTAAGACCTGTTGGAGGGCGTGGGGATACG

SORL1-201

-
o
Tk

950 .

F S G Q Q R S V

ENSE00003546837
SORL1-201

Protospacer Sequence 1
PAM

O

SNV
TACGGATGGACCTCACGTATCTCGCCTAGTECAAGTCACCGGTCGTCGCGAGACAGTAAGACCTGTTGGAGGGCGTGGGGATACG

J
7055

Donor Template WT -> SNV
CATTGCTGTCTTTAAGGTGAGTCCATTTGTTGCTGCCGGACAGTCTGCTAGAGCGGGTGAGGAGCATATGAGATCAGGAGCCTGC

GTAACGACAGAAATTCCACTCAGGTAAACAACGACGGCCTGTCAGACGATCTCGCCCACTCCTCGTATACTCTAGTCCTCGGACG
SORC1-201 >

L L L 970
E K

1 A \
ENSE00003546837

Donor Template WT -> SNV
GTAACGACAGAAAT'
7140

SORL1-201

Donor Template WT -> SNV
ATCCCTGGGCTTTGCAGAGAAGCTGTTTAACTTCTTAAAGGTTGCCTTTTTTCCAAATTTGAGATAACTTATTTTCAGCCTATGG

TAGGGACCCGAAACGTCTCTTCGACAAATTGAAGAATTTCCAACGGAAAAAAGGTTTAAACTCTATTGAATAAAAGTCGGATACC
SORL1-201 >

SORL1-201
7225

AGGGATGCCAGGCAGAGGCGCCAAGGGTCCAGGCTCCCCTGCTGTTCACATTTCAAAAGGTTAAAAGTGAAGGCTCTTCCCATGA

TCCCTACGGTCCGTCTCCGCGGTTCCCAGGTCCGAGGGGACGACAAGTGTAAAGTTTTCCAATTTTCACTTCCGAGAAGGGTACT
SORL1-201 >

SORL1-201
7310

ACATTCCCAGTTTGCCCCTCAGTGTCAGTAGCCTCATTTCAGGGTGGTGTCTTCATTTTTTGTGCGCTTTGCTCACTTTATTCTC

TGTAAGGGTCAAACGGGGAGTCACAGTCATCGGAGTAAAGTCCCACCACAGAAGTAAAAAACACGCGAAACGAGTGAAATAAGAG
SORL1-201 >

SORL1-201



TGATGACTTCCGGTGAGCTCTGCACCACCTATAGTGCCTTGCAGTTCTTTTTCGACTCTGGAGAGCAACATGGCTCTTCCCAACT

ACTACTGAAGGCCACTCGAGACGTGGTGGATATCACGGAACGTCAAGAAAAAGCTGAGACCTCTCGTTGTACCGAGAAGGGTTGA

SORL1-201 >
SORL1-201
CTGAGACCTCTCGTTGTACCGAGAA]

PCR Reverse
CTGGGAAACAGATTTCAAACTGAGGGGGTTGGGTTTGTGTCATAAACTTGAATGCTTATCAGATAGTTTCTTTTGGGCAGTTTCT
GACCCTTTGTCTAAAGTTTGACTCCCCCAACCCAAACACAGTATTTGAACTTACGAATAGTCTATCAAAGAAAACCCGTCAAAGA

SORL1-201 >

SORL1-201
TCTGTGGGGTTATATGGTGAGGTTTGGATAAAATTGCTGTCCTTTGCATTTAAGTAGAATCTTGATCAGGCTAGTCATTCAGCCA
AGACACCCCAATATACCACTCCAAACCTATTTTAACGACAGGAAACGTAAATTCATCTTAGAACTAGTCCGATCAGTAAGTCGGT

SORL1-201 >

SORL1-201

ATAAATGTTAGTTGTCTCCTGCCTGGGGGAACTCTTACCCTTAGAGAGAACCAGAATAAAGAACGAAAGAGCTGGACTAATGGGC

TATTTACAATCAACAGAGGACGGACCCCCTTGAGAATGGGAATCTCTCTTGGTCTTATTTCTTGCTTTCTCGACCTGATTACCCG

s>

SORL1-201 >

SORL1-201

AAAGGTTTTCTTTTTAGAATGAAATCTACTGGGATGACTGGTCACAGCTCAGCATATTCCGAGCTTCCAAATACAGTGGGTCCCA

TTTCCAAAAGAAAAATCTTACTTTAGATGACCCTACTGACCAGTGTCGAGTCGTATAAGGCTCGAAGGTTTATGTCACCCAGGGT

I i >

SORL1-201 >
L L L L 975 L L 980 L L 985 L L 990 L L
N E 1 Y w D D w S Q L S 1 F R A S K Y S G S Q
-------------- ENSE00000532819 >

SORL1-201

GATGGAGATTCTGGCAAACCAGCTCACGGGGCTCATGGACATGAAGATTTTCTACAAGGGGAAGAACACTGGTAAGCCAGAGTCT

CTACCTCTAAGACCGTTTGGTCGAGTGCCCCGAGTACCTGTACTTCTAAAAGATGTTCCCCTTCTTGTGACCATTCGGTCTCAGA

ISSSS————S—SS—SS—S~SS.-SS—S———_———_—_—_—_—_—_——_—————————ee >

SORL1-201 >
L 995 L L 1000, L L 1005 L L . 1010 L L 1015
M E I L A N Q L T G L M D M K I F Y K G K N T
SN SO 000 < R S ~ — — — — — — = = = = = >

SORL1-201

CTTCTTTTGTCTCTGTAGAGTTGATCTCAAGAAAGGGGCTGCGTGTGGCCAATCTCTGCTCAGAGTAGGAGCTGGCAGCCTGCAT

GAAGAAAACAGAGACATCTCAACTAGAGTTCTTTCCCCGACGCACACCGGTTAGAGACGAGTCTCATCCTCGACCGTCGGACGTA

I R

SORLI-201 >

SORL1-201

7395

7480

7565

7650

7735

7820

7905



CTTTGTTGTCACGACAACATGCACATTATTTAATTTCTTCCTAATGACATCTTAATTTCTTTTCTAATGATACACAAACAGCTGG

GAAACAACAGTGCTGTTGTACGTGTAATAAATTAAAGAAGGATTACTGTAGAATTAAAGAAAAGATTACTATGTGTTTGTCGACC

I i >

SORL1-201 >

SORL1-201

AAGACAGCATGCTTTTGCCTGCCTAGAGTGTTGGTGCTTGGTGGGTAATTACACCCTCCTCCTGCCCTTGGCCCCTGACTGATTG

TTCTGTCGTACGAAAACGGACGGATCTCACAACCACGAACCACCCATTAATGTGGGAGGAGGACGGGAACCGGGGACTGACTAAC

I R

SORLI-201 >

SORL1-201

GTGGCGCGGCTTCTGTTGCAGCTGGGAGAGTCCTAACATGTGCTTAATCCCTGTTTGGCATGCTTGCAGGAAGAGACTCTGTGCT

CACCGCGCCGAAGACAACGTCGACCCTCTCAGGATTGTACACGAATTAGGGACAAACCGTACGAACGTCCTTCTCTGAGACACGA

I R

SORL1-201 >

SORL1-201

GGGTGCTCAGATAGTTGTTGCTTCCTGACAGGGCCTCTTGCTTGTTCTCTGGTTGCCCAGATGACCTATTGCTCATTGACCGTAC

CCCACGAGTCTATCAACAACGAAGGACTGTCCCGGAGAACGAACAAGAGACCAACGGGTCTACTGGATAACGAGTAACTGGCATG

s>

SORL1-201 >

SORL1-201

CTACCTCTGCTGGAATGGCACTGTGTAGTTAGGTGTTGTTTTAATTAACTTTTCCCACCATGAAACCCTAAACCCCATGAAGAAA

GATGGAGACGACCTTACCGTGACACATCAATCCACAACAAAATTAATTGAAAAGGGTGGTACTTTGGGATTTGGGGTACTTCTTT

I i >

SORL1-201 >

SORL1-201

GAGATGGTCTTTTTTATTCCCCGATAGTTTTACCAGTGTCTAGCACTTTGTAGGTGCTCAATTCATATTTGTTGAAAGAATAAGG

CTCTACCAGAAAAAATAAGGGGCTATCAAAATGGTCACAGATCGTGAAACATCCACGAGTTAAGTATAAACAACTTTCTTATTCC

I R

SORLI-201 >

SORL1-201

GATGAAAAGGGAGGGGAAGAATTGCAGTGGGTGCAGACAGTAGCTGTCTTAGAGATCTACTGGGTGAGGCTTCAAGAACTGCTAT

CTACTTTTCCCTCCCCTTCTTAACGTCACCCACGTCTGTCATCGACAGAATCTCTAGATGACCCACTCCGAAGTTCTTGACGATA

I R

SORL1-201 >

SORL1-201

7990

8075

8160

8245

8330

8415

8500



GAGGCTTTGACCTGCTAGTCCTGGAGTCTGAGACTATTCAGTGGAAAGCCTTTATCATTTCATGACTGCTCTTTGATTTTGCTTA

CTCCGAAACTGGACGATCAGGACCTCAGACTCTGATAAGTCACCTTTCGGAAATAGTAAAGTACTGACGAGAAACTAAAACGAAT

I i >

SORL1-201 >

SORL1-201

TCTCCCAGCCATACTATTGATTCTAGAGGAGAAAGATCAGAGGATTACCAGGAAGAATAGTCCCTTTAAGAATTTCCCTCTTTAT

AGAGGGTCGGTATGATAACTAAGATCTCCTCTTTCTAGTCTCCTAATGGTCCTTCTTATCAGGGAAATTCTTAAAGGGAGAAATA

I R

SORLI-201 >

SORL1-201

CTCAGCAGGATTAAATGGCATCCTGGGTTTGCTGATTCTCCTTTATTGACAAACTGCTAAGTTTTCTGTTCTTAACTGGAATGTT

GAGTCGTCCTAATTTACCGTAGGACCCAAACGACTAAGAGGAAATAACTGTTTGACGATTCAAAAGACAAGAATTGACCTTACAA

I R

SORL1-201 >

SORL1-201

GATATTGTTTTATGGTTCTTGGCTGACCCTATACTAGGAGAAAATTGACAGGGGAAATAATACTGTTATAGATATCATTGTTATC

CTATAACAAAATACCAAGAACCGACTGGGATATGATCCTCTTTTAACTGTCCCCTTTATTATGACAATATCTATAGTAACAATAG

s>

SORL1-201 >

SORL1-201

CTCTTGGGATTGTGAAGATAGCATGAGAACACCCTGGGAAAACTATAAAGTGTCTTACAAATGTAAGACGATATTATTTGTTATG

GAGAACCCTAACACTTCTATCGTACTCTTGTGGGACCCTTTTGATATTTCACAGAATGTTTACATTCTGCTATAATAAACAATAC

I i >

SORL1-201 >

SORL1-201

TCTTCACCACTGACCTGTGAGGTAGGGAAGGCTGGTATTATGATCCATGGTTTATAGATTAGGGAATTAAATCTCAGATATGAAT

AGAAGTGGTGACTGGACACTCCATCCCTTCCGACCATAATACTAGGTACCAAATATCTAATCCCTTAATTTAGAGTCTATACTTA

I R

SORLI-201 >

SORL1-201

TAGCTTTCCCAAAATATCCTCACTAGTTTAGGGGCTGGCCTTTTGTTGCAATTCTGCCGCTAAATGGAGAAGTCACATTCTTTCT

ATCGAAAGGGTTTTATAGGAGTGATCAAATCCCCGACCGGAAAACAACGTTAAGACGGCGATTTACCTCTTCAGTGTAAGAAAGA

I R

SORL1-201 >

SORL1-201

8585

8670

8755

8840

8925

9010

9095



TAGAGGAGGCACCTGTTTTAGAATCAGGAGAGTTGAAGGAATCTTGCTTCTCAGCTCCAGTGACTGAAATCTTCAGACCTTTGTT

ATCTCCTCCGTGGACAAAATCTTAGTCCTCTCAACTTCCTTAGAACGAAGAGTCGAGGTCACTGACTTTAGAAGTCTGGAAACAA

I i >

SORL1-201 >

SORL1-201

TAATGGAGGACATCCACCCCTACTGATCTGACTTGCTAGCTAGCAGAGTGGATTTTTAGTATTTCTCCAAGTGGATTTTTAGCAT

ATTACCTCCTGTAGGTGGGGATGACTAGACTGAACGATCGATCGTCTCACCTAAAAATCATAAAGAGGTTCACCTAAAAATCGTA

I R

SORLI-201 >

SORL1-201

TTCTCCATGTTACCACTTAGTCCAGAAGAGTGGGTCTTCATTTTTACAAGTGCTTGTATGCATGTGCTTGTTTGATTTGCACACA

AAGAGGTACAATGGTGAATCAGGTCTTCTCACCCAGAAGTAAAAATGTTCACGAACATACGTACACGAACAAACTAAACGTGTGT

I R

SORL1-201 >

SORL1-201

GGAGCTTCTGAAACACTGTGTGCAGATGAAGCCAGTGGCTACCCGGTCACAACTTACTTCCCAGTCTTGACTGTCCACTTCATCC

CCTCGAAGACTTTGTGACACACGTCTACTTCGGTCACCGATGGGCCAGTGTTGAATGAAGGGTCAGAACTGACAGGTGAAGTAGG

s>

SORL1-201 >

SORL1-201

CAAGAACTTGGGCACAGCTGACATGCAGTCACACCTGTGACTGAGGAGCAGTGCGGGAGGAGAGAGTTTGTGGTCTCAGCACATG

GTTCTTGAACCCGTGTCGACTGTACGTCAGTGTGGACACTGACTCCTCGTCACGCCCTCCTCTCTCAAACACCAGAGTCGTGTAC

I i >

SORL1-201 >

SORL1-201

CAAACGTGGTGTCTTGGTGCCAGTCAGACAGGTCTGCAATCCTCACCTTAGGTGTAGTTTCCCTTTCATGCCTCAAAGAGTCATC

GTTTGCACCACAGAACCACGGTCAGTCTGTCCAGACGTTAGGAGTGGAATCCACATCAAAGGGAAAGTACGGAGTTTCTCAGTAG

I R

SORLI-201 >

SORL1-201

TTCATTTAAGTTAGCCAGAGTCATTTTGGGGCCCAGAGTGAGGTCTGGATAGATGACAGGCTGGTTTAAAAGGGAGATATGTATT

AAGTAAATTCAATCGGTCTCAGTAAAACCCCGGGTCTCACTCCAGACCTATCTACTGTCCGACCAAATTTTCCCTCTATACATAA

I R

SORL1-201 >

SORL1-201

9180

9265

9350

9435

9520

9605

9690



AGCAGGGCATAGTGGCACATGCCTGTAGTCTCAGCTCCTCAGGAGGCGGAGGTGGGAGCATCACCTGAGCTCGGGAGGTTGAGGC

TCGTCCCGTATCACCGTGTACGGACATCAGAGTCGAGGAGTCCTCCGCCTCCACCCTCGTAGTGGACTCGAGCCCTCCAACTCCG

I i >

SORL1-201 >

SORL1-201

TGCAGTTAGCCAAGGTCGTGCTGCTGCACTCCATCCTGGGTGACAGAGTGAGACCCTGTCACCGAAAAAAAAAAAAAAAAAGGCT

ACGTCAATCGGTTCCAGCACGACGACGTGAGGTAGGACCCACTGTCTCACTCTGGGACAGTGGCTTTTTTTTTTTTTTTTTCCGA

I R

SORLI-201 >

SORL1-201

GGGGGAGATCTGTGTTGGTGAGTAGAACACAGACCTGGACCTGTGCATGGGCGGCTGTGACTGTCCCTTTGGCCATGGCCAGTTG

CCCCCTCTAGACACAACCACTCATCTTGTGTCTGGACCTGGACACGTACCCGCCGACACTGACAGGGAAACCGGTACCGGTCAAC

I R

SORL1-201 >

SORL1-201

TCGCCTCTCTGCTCCTTTCTGTTTGCCTTTGGGATTTTCTCTTGCTGTCCTTTGGTTGTGAGCAGGATACTTCCAGGAGACCTAC

AGCGGAGAGACGAGGAAAGACAAACGGAAACCCTAAAAGAGAACGACAGGAAACCAACACTCGTCCTATGAAGGTCCTCTGGATG

s>

SORL1-201 >

SORL1-201

TGCCTCCAAACACAGGGCTGGAGAAAGACGTTTTTGTCTTTCTCTGCAGCCCAGTTTGGGTCAAATCAAAGCTTTTGCAGTGGTG

ACGGAGGTTTGTGTCCCGACCTCTTTCTGCAAAAACAGAAAGAGACGTCGGGTCAAACCCAGTTTAGTTTCGAAAACGTCACCAC

I i >

SORL1-201 >

SORL1-201

TCTGGCTGTCAGCACTGTCTATGAGCACTCCGCACCTCTTGGCCTTGAACTTGTTTGCTCTAACCTGCTTGCTTTTTTTGGACAC

AGACCGACAGTCGTGACAGATACTCGTGAGGCGTGGAGAACCGGAACTTGAACAAACGAGATTGGACGAACGAAAAAAACCTGTG

I R

SORLI-201 >

SORL1-201

TGATAGGACACTTGCTTTTTTGGACATTGTATTACAGATCCACGGTGTGTGTTGGATCTAGCACTTGGAGAAATGCTAAAAATCC

ACTATCCTGTGAACGAAAAAACCTGTAACATAATGTCTAGGTGCCACACACAACCTAGATCGTGAACCTCTTTACGATTTTTAGG

I R

SORL1-201 >

SORL1-201

9775

9860

9945

10,030

10,115

10,200

10,285



ACTCTGCTAGCTAGCAAGTCAGATCAGTAGGGGTGGATGTCCTCCATCAAGCAAGGGCCTGAATATTTCAGTCACTGGAGCTGAG

TGAGACGATCGATCGTTCAGTCTAGTCATCCCCACCTACAGGAGGTAGTTCGTTCCCGGACTTATAAAGTCAGTGACCTCGACTC

I i >

SORL1-201 >

SORL1-201

AAGCAAGATTCCTTCAACTCTCCTTATTTTAAAACAGGTGACTCCTCTAAGAAAGAATGTGACTCCTGTCCATCTTTATTATTTT

TTCGTTCTAAGGAAGTTGAGAGGAATAAAATTTTGTCCACTGAGGAGATTCTTTCTTACACTGAGGACAGGTAGAAATAATAAAA

I R

SORLI-201 >

SORL1-201

TGTTGTCTCCTCCTAACACATTCGGGACTTTCTACAGTAGTCTCCTGCTTATTTGCCATTTTGCTTTCTGTGATTTCAGCTACCT

ACAACAGAGGAGGATTGTGTAAGCCCTGAAAGATGTCATCAGAGGACGAATAAACGGTAAAACGAAAGACACTAAAGTCGATGGA

I R

SORL1-201 >

SORL1-201

GCGGTCAACCACTGTCCAAAAATATATATGGAAGATTCCAGAAATAAACAATGTATAAGATTTAAATTGCTTGCTGTTCTGAATA

CGCCAGTTGGTGACAGGTTTTTATATATACCTTCTAAGGTCTTTATTTGTTACATATTCTAAATTTAACGAACGACAAGACTTAT

s>

SORL1-201 >

SORL1-201

GTGTGATGAAATCTTGTACTGTCTCCTCCCTGTCCCACCTGGGATGTGAATCCTCCCTTTGTCCAGCGTCTCATGCTGTTGATGC

CACACTACTTTAGAACATGACAGAGGAGGGACAGGGTGGACCCTACACTTAGGAGGGAAACAGGTCGCAGAGTACGACAACTACG

I i >

SORL1-201 >

SORL1-201

TGCCGGCTCATTAGTCCCTTTAGGAGCCGGCTGGGTTATCAGGGTGTCAAAGTACTGCAGTTCTTGTACGCAAGGAACCCTTATT

ACGGCCGAGTAATCAGGGAAATCCTCGGCCGACCCAATAGTCCCACAGTTTCATGACGTCAAGAACATGCGTTCCTTGGGAATAA

I R

SORLI-201 >

SORL1-201

TTACTTCATGATGACCCTACACCTCAAGAGTAGTGATTCCAGTAATTTGGATATGCCAAAGGGAGGTTGTAAAGTGCTTCCTTTA

AATGAAGTACTACTGGGATGTGGAGTTCTCATCACTAAGGTCATTAAACCTATACGGTTTCCCTCCAACATTTCACGAAGGAAAT

I R

SORL1-201 >

SORL1-201

10,370

10,455

10,540

10,625

10,710

10,795

10,880



GGGAAAGGGTGAAAGTTCTAGACTTAATAAGGGAGGAAAAAAAATCTTACACCGAGTTTGCTAAGATCTGCTGTAAGAACGAACC

CCCTTTCCCACTTTCAAGATCTGAATTATTCCCTCCTTTTTTTTAGAATGTGGCTCAAACGATTCTAGACGACATTCTTGCTTGG

I i >

SORL1-201 >

SORL1-201

TTCTATCTCTGAAATTGTAAAGAAAGAAAAAGAAATTCATGCACAGTATAGGTTTGGTCCTATCTGCAGTTTCAGGTGTCAGCTA

AAGATAGAGACTTTAACATTTCTTTCTTTTTCTTTAAGTACGTGTCATATCCAAACCAGGATAGACGTCAAAGTCCACAGTCGAT

I R

SORLI-201 >

SORL1-201

GGGGTCTTGGAATTGGGGGTTTTGGAATAAGAGGGGACTACTATATTAACCAAGTGTTAAATAATAATAATTGATAGTAACTACA

CCCCAGAACCTTAACCCCCAAAACCTTATTCTCCCCTGATGATATAATTGGTTCACAATTTATTATTATTAACTATCATTGATGT

I R

SORL1-201 >

SORL1-201

TGTATTGAGGGGTTGCTGTGTTATAAGTACCACAGTAATGTGCTTTGTGGGCTTGTATAACCTCACTTCGTCTTCCCAAAGACTT

ACATAACTCCCCAACGACACAATATTCATGGTGTCATTACACGAAACACCCGAACATATTGGAGTGAAGCAGAAGGGTTTCTGAA

s>

SORL1-201 >

SORL1-201

CTATATGTACTATCAATATTTCCATTTTATAGGTGAGAATATGAAAGTCTGGTTTAGTAACTTGTGTAGGTCACACTTTTAGTAA

GATATACATGATAGTTATAAAGGTAAAATATCCACTCTTATACTTTCAGACCAAATCATTGAACACATCCAGTGTGAAAATCATT

I i >

SORL1-201 >

SORL1-201

GTGGTAAGAATTTGCACTGTGGCCCGTTGACTTCAAAGCCTGAACTTCGATAAAACCACCCGGCTCTGCTCCCTCTGTCATGTGT

CACCATTCTTAAACGTGACACCGGGCAACTGAAGTTTCGGACTTGAAGCTATTTTGGTGGGCCGAGACGAGGGAGACAGTACACA

I R

SORLI-201 >

SORL1-201

TGCTAGAATAGCAGTGCCCTGGTAGTATGACAGCAGTTCAGAAGTACTGTTCTAGATTTTGATTGATGATGGTTCATAATAAAAA

ACGATCTTATCGTCACGGGACCATCATACTGTCGTCAAGTCTTCATGACAAGATCTAAAACTAACTACTACCAAGTATTATTTTT

I R

SORL1-201 >

SORL1-201

10,965

11,050

11,135

11,220

11,305

11,390

11,475



TGTTGTTCAGTTGCAACATTTATCAATTTGAAATATTTGGTCCTTTATAGCTAGCTGGTTTTTATTTTTTATTTGTTTAGTTTTT

ACAACAAGTCAACGTTGTAAATAGTTAAACTTTATAAACCAGGAAATATCGATCGACCAAAAATAAAAAATAAACAAATCAAAAA

I i >

SORL1-201 >

SORL1-201

TGGAGACAGAGTCTCGTTCTGTTACCCCGGCTGGAGTGCAGTGATGTGATCTTGGCTCACTGCAACCTCTGCCTCCTGGGTTCAA

ACCTCTGTCTCAGAGCAAGACAATGGGGCCGACCTCACGTCACTACACTAGAACCGAGTGACGTTGGAGACGGAGGACCCAAGTT

I R

SORLI-201 >

SORL1-201

GCAATTCTCATGCCTCAGCCTCCTAAGTAGCTGGGACTAAAGGCATGTGCCACCATGCCTGGCTAATTTTTTGTATTTTAGTAGA

CGTTAAGAGTACGGAGTCGGAGGATTCATCGACCCTGATTTCCGTACACGGTGGTACGGACCGATTAAAAAACATAAAATCATCT

I R

SORL1-201 >

SORL1-201

GATTGGGTTTCACCATGTTGCCCAGGCTGGTCTTGAACTCCTGAGCTCAGGCAATCTGCACGCCCCGGCCTCCCAAAGTGCTAGG

CTAACCCAAAGTGGTACAACGGGTCCGACCAGAACTTGAGGACTCGAGTCCGTTAGACGTGCGGGGCCGGAGGGTTTCACGATCC

s>

SORL1-201 >

SORL1-201

ATTTACAGGTGTGAGCCACTGTGTCTGGCCACTAGCTGGTTTTTAAATGGTATAACTGGAATTTATTCTTTGTAAAGTGTGTTTT

TAAATGTCCACACTCGGTGACACAGACCGGTGATCGACCAAAAATTTACCATATTGACCTTAAATAAGAAACATTTCACACAAAA

I i >

SORL1-201 >

SORL1-201

TTCTTTAAAGAGGTTACTTTACAAGATTGTTGATGTATTCAGTTGCTCCTGCGATGGCTCTTGGAGCTTTGGAATTCTTTTGCAG

AAGAAATTTCTCCAATGAAATGTTCTAACAACTACATAAGTCAACGAGGACGCTACCGAGAACCTCGAAACCTTAAGAAAACGTC

I R

SORLI-201 >

SORL1-201

TTTTGGAATTCTCCTTTAGAGCCTGCAGTAAGTATGTGCTTTTAAGTATCTATAATGAGGGCACATATTTATTATTTGAGGTAGA

AAAACCTTAAGAGGAAATCTCGGACGTCATTCATACACGAAAATTCATAGATATTACTCCCGTGTATAAATAATAAACTCCATCT

I R

SORL1-201 >

SORL1-201

11,560

11,645

11,730

11,815

11,900

11,985

12,070



TTTGATTTTGATAATTGCCAAGTGTATAGATACTTGAGATGATGACATTTTTGGCTCCTAAAGTATTCCTGGAGGAATTTTCCAA

AAACTAAAACTATTAACGGTTCACATATCTATGAACTCTACTACTGTAAAAACCGAGGATTTCATAAGGACCTCCTTAAAAGGTT

I i >

SORL1-201 >

SORL1-201

ACAGGAAATGTGAAAATGTTCTGAACATGCCCAGTGAAGACATCACGGGGCTATGTGTTTGATCTTCTAAGGGAATGTCTTTGAA

TGTCCTTTACACTTTTACAAGACTTGTACGGGTCACTTCTGTAGTGCCCCGATACACAAACTAGAAGATTCCCTTACAGAAACTT

I R

SORLI-201 >

SORL1-201

GATGATTGTCCACTCTTCACATTGAGATAACGGTTTTCATATTGCCTGGTCCACTCAAGACAATTGTCATCCTGTATAAAGGGTC

CTACTAACAGGTGAGAAGTGTAACTCTATTGCCAAAAGTATAACGGACCAGGTGAGTTCTGTTAACAGTAGGACATATTTCCCAG

I R

SORL1-201 >

SORL1-201

TGTGGCTGTGGTAGAACTGCCATCATAGGAGTTGGTGAATTACCCTTCCATCTTCTTCCAGCTTCTCTCTGATGCAGCTCTCCCA

ACACCGACACCATCTTGACGGTAGTATCCTCAACCACTTAATGGGAAGGTAGAAGAAGGTCGAAGAGAGACTACGTCGAGAGGGT

s>

SORL1-201 >

SORL1-201

TTTTCCATTCTCTGGCTTCAGACTAGCCTAGACATTCCTGCCCCTGCCTACCTCTTAGGATCAGTGACTTGGTTAGCTTGTTTTG

AAAAGGTAAGAGACCGAAGTCTGATCGGATCTGTAAGGACGGGGACGGATGGAGAATCCTAGTCACTGAACCAATCGAACAAAAC

I i >

SORL1-201 >

SORL1-201

CAGTTTGCCCCTGGTTACTGCCTCAGAGTACAGTTTCATACATTTCTGCCTAGATCAGCCTCCTGAAATATGATACCCCATTTTG

GTCAAACGGGGACCAATGACGGAGTCTCATGTCAAAGTATGTAAAGACGGATCTAGTCGGAGGACTTTATACTATGGGGTAAAAC

I R

SORLI-201 >

SORL1-201

AGTTCTCTACTCTTAGCTCTTCTTGCTTGTTTGGATAGGAATATTTGCTCTGCATATGAAAAGGTTAGTGAAATGATTTTACAGA

TCAAGAGATGAGAATCGAGAAGAACGAACAAACCTATCCTTATAAACGAGACGTATACTTTTCCAATCACTTTACTAAAATGTCT

I R

SORL1-201 >

SORL1-201

12,155

12,240

12,325

12,410

12,495

12,580

12,665



CATGATCCCTGTGAAAAAAATCATCCTGTAATAGAGTAGTTTTTTTTATTTGTTCGTTTTGTTTGTTTGTTTGTTTTTGAGACAG

GTACTAGGGACACTTTTTTTAGTAGGACATTATCTCATCAAAAAAAATAAACAAGCAAAACAAACAAACAAACAAAAACTCTGTC

I i >

SORL1-201 >

SORL1-201

GCTCTGGCTCTGTTACCCAGGCTGGAGTGCAGTGGCGCCATCTCAGCTAACTGCAGCCTCTGTCTCCTGGGCTTAAGCAATCTTC

CGAGACCGAGACAATGGGTCCGACCTCACGTCACCGCGGTAGAGTCGATTGACGTCGGAGACAGAGGACCCGAATTCGTTAGAAG

I R

SORLI-201 >

SORL1-201

CCACTTCAGCCTCTGAAGTGGCTGGGATCACAGATGTGTACCCGGCTAATTTTGCTTATTTTTTTTTTGTGGAGGCGGTCTTCAC

GGTGAAGTCGGAGACTTCACCGACCCTAGTGTCTACACATGGGCCGATTAAAACGAATAAAAAAAAAACACCTCCGCCAGAAGTG

I R

SORL1-201 >

SORL1-201

TATGTTGCTCAGGGTGGTCTCGAACTCCTGGGCTCGAGTGATCCTCCCACCTCGGCCTCCCAAACTGCTGGGATTACAGATGTGA

ATACAACGAGTCCCACCAGAGCTTGAGGACCCGAGCTCACTAGGAGGGTGGAGCCGGAGGGTTTGACGACCCTAATGTCTACACT

s>

SORL1-201 >

SORL1-201

GCCACTGCACCCAGCCGGTAATAGAGTATTTTAAAATAACATCATATTCCATTATTGTTCAGGATCTTGGAACATTGAGTGATAT

CGGTGACGTGGGTCGGCCATTATCTCATAAAATTTTATTGTAGTATAAGGTAATAACAAGTCCTAGAACCTTGTAACTCACTATA

I i >

SORL1-201 >

SORL1-201

ATTGTTCTTTGAATACAAAACACATGTTCCCACATCCTTGTTTGAGTTGTTTCTCATGAGTGGTGGCTCTATGTCAATTCTGCAT

TAACAAGAAACTTATGTTTTGTGTACAAGGGTGTAGGAACAAACTCAACAAAGAGTACTCACCACCGAGATACAGTTAAGACGTA

I R

SORLI-201 >

SORL1-201

TCCCTCTTGTAGCCAGTGGCCTGTACCTTTGAACTAAAGGAGCCATCTGTGCCCACTAATGGATCAGAGTGAAGGGATGTCTGGG

AGGGAGAACATCGGTCACCGGACATGGAAACTTGATTTCCTCGGTAGACACGGGTGATTACCTAGTCTCACTTCCCTACAGACCC

I R

SORL1-201 >

SORL1-201

12,750

12,835

12,920

13,005

13,090

13,175

13,260



ACTTCTGCTCTAGTCAGCTGGTTAGTCTGCTATGGTAATTAAGCTGTTATGATTGATTATTTACTGAACCTTTTGGACTGTTTCA

TGAAGACGAGATCAGTCGACCAATCAGACGATACCATTAATTCGACAATACTAACTAATAAATGACTTGGAAAACCTGACAAAGT

I i >

SORL1-201 >

SORL1-201

TCATGTGGACTTCCCTTCCTCTGGAGGTGTATGTTTTCTCTCTATTTACTGAATCTTTTGGAATGTTTCATCATATGAACCTCCC

AGTACACCTGAAGGGAAGGAGACCTCCACATACAAAAGAGAGATAAATGACTTAGAAAACCTTACAAAGTAGTATACTTGGAGGG

I R

SORLI-201 >

SORL1-201

TTCCTCTGGATGTGTGTGTTTTCTCTTTGGTAATACCTCTTACTCTTTTCCTTGGCATCATAATAACGTTGTTGCCATAGCATTG

AAGGAGACCTACACACACAAAAGAGAAACCATTATGGAGAATGAGAAAAGGAACCGTAGTATTATTGCAACAACGGTATCGTAAC

I R

SORL1-201 >

SORL1-201

TGATTTTTATTTTTATTTGTAATGTAAATTAACCAATGATGTGCCCACACACCCAAAGCTACTGCGTATATTATCCATATCGACA

ACTAAAAATAAAAATAAACATTACATTTAATTGGTTACTACACGGGTGTGTGGGTTTCGATGACGCATATAATAGGTATAGCTGT

s>

SORL1-201 >

SORL1-201

CTGATTATCATTCATGAACTTCGTCTAACCTGTAGGCCAGGATAGGCATGGCTTAGATGAATGCTTGGCTGGGTGGCAACAGATG

GACTAATAGTAAGTACTTGAAGCAGATTGGACATCCGGTCCTATCCGTACCGAATCTACTTACGAACCGACCCACCGTTGTCTAC

I i >

SORL1-201 >

SORL1-201

ATTTGGATATGGTGCTGAAGTGTGGGAGGGCATCTCTGTCCATGACATAGCACGAATGAAGAATTAGCAATTGAGTTTTATCTAA

TAAACCTATACCACGACTTCACACCCTCCCGTAGAGACAGGTACTGTATCGTGCTTACTTCTTAATCGTTAACTCAAAATAGATT

I R

SORLI-201 >

SORL1-201

GTTTTTATGTTCATTTTTCCCATTTTCATGATTAATAATTGCAGTCAAAAGAAAAAACATGATTTCATAGTTTCTGTGACCCCAT

CAAAAATACAAGTAAAAAGGGTAAAAGTACTAATTATTAACGTCAGTTTTCTTTTTTGTACTAAAGTATCAAAGACACTGGGGTA

I R

SORL1-201 >

SORL1-201

13,345

13,430

13,515

13,600

13,685

13,770

13,855



AGTTGTATCATGTTTCAGATTGTTATAAAATGGTTTATGCATCTTCTTACCTGCCATCCCCGGAACGATGTAGGGGATAGGATGG

TCAACATAGTACAAAGTCTAACAATATTTTACCAAATACGTAGAAGAATGGACGGTAGGGGCCTTGCTACATCCCCTATCCTACC

I i >

SORL1-201 >

SORL1-201

CACTTTTGCCATCCTCGTTCATCCACAAAGGCTCCTTCTCAAGAGTGCAGTGGTGGATTTTACGAACTCTCTCCGGTGCTGCCTT

GTGAAAACGGTAGGAGCAAGTAGGTGTTTCCGAGGAAGAGTTCTCACGTCACCACCTAAAATGCTTGAGAGAGGCCACGACGGAA

I R

SORLI-201 >

SORL1-201

TAGTAAGCTGAACCAGAGAAAAGATTGGCAGGAGTGGGCTAGATCAGCATGAACTAGTCCTTACCTGAACACATTGCACAGCAGT

ATCATTCGACTTGGTCTCTTTTCTAACCGTCCTCACCCGATCTAGTCGTACTTGATCAGGAATGGACTTGTGTAACGTGTCGTCA

I R

SORL1-201 >

SORL1-201

GGCTGATGAGTACTGTGGTTGGCTCCTCCTTTAGCTCTTGAGGGGCACTCTGGCACAAAGGAATTGAGAAGGGGAGGCCTGGATT

CCGACTACTCATGACACCAACCGAGGAGGAAATCGAGAACTCCCCGTGAGACCGTGTTTCCTTAACTCTTCCCCTCCGGACCTAA

s>

SORL1-201 >

SORL1-201

TTTGTCCTGGGCCCACCATTAACCAGGTGTATGTTCTAATTAAGGCCTTTGGGGCCCTAAGGAGCAGAAACCCACTCAAGCTAGC

AAACAGGACCCGGGTGGTAATTGGTCCACATACAAGATTAATTCCGGAAACCCCGGGATTCCTCGTCTTTGGGTGAGTTCGATCG

I i >

SORL1-201 >

SORL1-201

TCAAGTGAATGGTTTTATGGAATGAATAAAGGAGCCCAAAGATGAAAGTCTAGGAGAGCCTCATGGGGACTGGAGCTGTTCTTTC

AGTTCACTTACCAAAATACCTTACTTATTTCCTCGGGTTTCTACTTTCAGATCCTCTCGGAGTACCCCTGACCTCGACAAGAAAG

I R

SORLI-201 >

SORL1-201

TCTTTCCCTCTCATTAGGCCTCTTCTCTCTGTAAGCCTCTTTCTTTTTAAAAAAAAAATTATTCGGAATTTTGAAGGCAATGTTC

AGAAAGGGAGAGTAATCCGGAGAAGAGAGACATTCGGAGAAAGAAAAATTTTTTTTTTAATAAGCCTTAAAACTTCCGTTACAAG

I R

SORL1-201 >

SORL1-201

13,940

14,025

14,110

14,195

14,280

14,365

14,450



AACTATATTATAGCCACTAGTGTTGTAATTGAGAAGTCCAAAGACATTCTGGTTCTTTTTTAAATTAAAAAAAAAAATTTTTTTT

TTGATATAATATCGGTGATCACAACATTAACTCTTCAGGTTTCTGTAAGACCAAGAAAAAATTTAATTTTTTTTTTTAAAAAAAA

I i >

SORL1-201 >

SORL1-201

AAGGGATAGGATCTTGCTATATTGCCCAGGCTGGATTCGAGCTACCAGGCTCAAGTGATCCTCCTGCCTCAGCCTCCTGAGTAGC

TTCCCTATCCTAGAACGATATAACGGGTCCGACCTAAGCTCGATGGTCCGAGTTCACTAGGAGGACGGAGTCGGAGGACTCATCG

I R

SORLI-201 >

SORL1-201

TGGGGCTACAGGTGCGTGCTGCCATGCCTGGCCTCCTTAAGTCTCTTTTAGTCTCCTGACGGTCTGCAGACTGAGCTTATCTGCA

ACCCCGATGTCCACGCACGACGGTACGGACCGGAGGAATTCAGAGAAAATCAGAGGACTGCCAGACGTCTGACTCGAATAGACGT

I R

SORL1-201 >

SORL1-201

TACCCAGAGTTTTGACTTCCACACGGTTTTGGCTTGCCATGTGCCACTTCAACACCCATGCTCTGTGACCCTTTCCCTGGCTCCA

ATGGGTCTCAAAACTGAAGGTGTGCCAAAACCGAACGGTACACGGTGAAGTTGTGGGTACGAGACACTGGGAAAGGGACCGAGGT

s>

SORL1-201 >

SORL1-201

GCTCCTTGGTTGCTTTCTTGTCTTTCAGTGACCCAATTACAAATTCCCAGGAGGAACCCTGCTGCCTGGCTTGGCTCTGGGGCAG

CGAGGAACCAACGAAAGAACAGAAAGTCACTGGGTTAATGTTTAAGGGTCCTCCTTGGGACGACGGACCGAACCGAGACCCCGTC

I i >

SORL1-201 >

SORL1-201

TCTGATCTGGCTGAAGACAGGATGCAAGTCACTGGTTATACTGAGCAGAAGTTTTCAGCACAGTAGGCGCCCCAAAGCTTGCCAC

AGACTAGACCGACTTCTGTCCTACGTTCAGTGACCAATATGACTCGTCTTCAAAAGTCGTGTCATCCGCGGGGTTTCGAACGGTG

I R

SORLI-201 >

SORL1-201

TTGACCCTTGAGAGCTTCTCGCTGTCCTTTCCGTAAGACGAGGAGGTTGCAGTGGGTCTCCTTCTTGTATTCAGTACCTCCCTCA

AACTGGGAACTCTCGAAGAGCGACAGGAAAGGCATTCTGCTCCTCCAACGTCACCCAGAGGAAGAACATAAGTCATGGAGGGAGT

I R

SORL1-201 >

SORL1-201

14,535

14,620

14,705

14,790

14,875

14,960

15,045



TGGTGTGTATTAACCTACCTGCTGCTGTTTGTCTTCCCTCCAGGAAGCAATGCCTGTGTGCCCAGGCCATGCAGCCTGCTGTGCC

ACCACACATAATTGGATGGACGACGACAAACAGAAGGGAGGTCCTTCGTTACGGACACACGGGTCCGGTACGTCGGACGACACGG

I i >

SORL1-201 >
L., 1020 ., 1025 ., ., ., 1030
G s N A C VvV P R P C s L L _C
----------------------------------- ENSE00003533392 >
SORL1-201

TGCCCAAGGCCAACAACAGTAGAAGCTGCAGGTGTCCAGAGGATGTGTCCAGCAGTGTGCTTCCATCAGGGGACCTGATGTGTGA

ACGGGTTCCGGTTGTTGTCATCTTCGACGTCCACAGGTCTCCTACACAGGTCGTCACACGAAGGTAGTCCCCTGGACTACACACT

ISSSS————S—SS—SS—S~SS.-SS—S———_———_—_—_—_—_—_——_—————————ee >

SORL1-201 >
L L L 1035 L L 1040 L L L1045 L L 1050 L L 1055 L L L
L P K A N N S R S C R C P E D Vv S S S Vv L P S G D L M C D
ENSE00003533392 >
SORL1-201

CTGCCCTCAGGGCTATCAGCTCAAGAACAATACCTGTGTCAAACAAGGTACTTCCCTTTTTCTTTTTTGCCTGTCATCCTCCTTC

GACGGGAGTCCCGATAGTCGAGTTCTTGTTATGGACACAGTTTGTTCCATGAAGGGAAAAAGAAAAAACGGACAGTAGGAGGAAG

I R

SORLI-201 >
1060 L L . 1065 L L . 1070 L L L
C P Q G Y Q L K N N T C \ K Q G T S L F L F C L S S S F
ENSE00003533392  _kCEEEEEEEEEREE (in frame with SORL1-201)  ===-====-=-=-- -
SORL1-201
CTTTGTTTCCTGCTCCCCGCCAGGGGAGGGAGGGATAGCTCTCTGTTTCCTA 3
15,352
GAAACAAAGGACGAGGGGCGGTCCCCTCCCTCCCTATCGAGAGACAAAGGAT 5
SORLI-201 >

L C F L L P A R G G R D S S L F P
--------------------------- (in frame with SORL1-201) -------=--mmmmmmmmmmmeee

15,130

15,215

15,300



AN

Feature

SORL1

/note

SORL1-AS1

/note

SORL1-201

/note

SORL1-AS1-201

/note

SORL1-AS1-202

/note

SORL1-201
F 6 segments
/codon_start

/note
/translation

Location

1 .. 15,352
gene ENSG00000137642
Protein coding

1 .. 15,352
gene ENSG00000246790
IncRNA

1 .. 15,352
primary transcript ENST00000260197

1 .. 15,352
primary transcript ENST00000501964
IncRNA

1 .. 15,352
primary transcript ENST00000529160
IncRNA

2086 .. 15,262

957 bp

1
coding sequence ENSP00000260197

Size

15,352 bp

15,352 bp

15,352 bp

15,352 bp

15,352 bp

13,177 bp

1

Type

gene

gene

prim_transcript

prim_transcript

prim_transcript

CDs

ENEFILYAVRKSIYRYDLASGATEQLPLTGLRAAVALDFDYEHNCLYWSDLALDVIQ,RLCLNGSTGQEVIINSGLETVEALAFEPLSQLLYWVDA
GFKKIE,VANPDGDFRLTIVNSSVLDRPRALVLVPQEG,VMFWTDWGDLKPGIYRSNMDGSAAYHLVSEDVKWPNGISVDDQWIYWTDAYLEC
IERITFSGQQRSVILDNLPHPYAIAVFK,NEIYWDDWSQLSIFRASKYSGSQMEILANQLTGLMDMKIFYKGKNT, GSNACVPRPCSLLCLPKAN

N R SEREPEDILSSSY ERSIGRLMCDCPQGYQLKNNTCVKQ

SORL1-208 3191
/note = primary transcript ENST00000529445
Retained intron
SORL1-203 5164
/note = primary transcript ENST00000524873
Retained intron
Donor Template WT -> SNV 6885
Protospacer Sequence 6903
SNV 6916
/note = WT =C
SNV =T
PAM 6923
SORL1-204 14,874
/note = primary transcript ENST00000525532
SORL1-204 15,208
/note = coding sequence ENSP00000434634

/translation

MCDCPQGYQLKNNTCVKQ
18 amino acids = 2.1 kDa

6986

6922

6984
6922
6916

6925

. 15,352

. 15,262

3796 bp

1759 bp

100 bp
20 bp
1 bp

3 bp
479 bp

55 bp

—

I

prim_transcript

prim_transcript

misc_feature
misc_feature
misc_feature

misc_feature
prim_transcript

CDs



Primer Length (=] Binding Sites oy Tm Date Added

PCR Forward 25-mer 6315 .. 6339 s 60°C Jan 11, 2023
/sequence = ATGCACGCCAAATAGGATTGTAGTG
44% GC / 7730.1 Da
Sanger Sequencing 20-mer 6786 .. 6805 - 56°C Jan 11, 2023
/sequence = CGGAGCAATATGGATGGTTC
50% GC / 6197.1 Da
Donor Template WT -> SNV 100-mer 6885 .. 6984 —_ 79°C Jan 11, 2023
/sequence = TAAAGACAGCAATGGCATAGGGGTGCGGGAGGTTGTCCAGAATGACAGAGCGCTGCTGGCCACTGAACATGATCCGCTCTATGCACTC
3% GIB GGXATA7.1 Da
gRNA Protospacer 20-mer 6903 .. 6922 - 57°C Jan 11, 2023
/sequence = ATAGAGCGGATCACGTTCAG
50% GC / 6166.1 Da
PCR Reverse 25-mer 7364 .. 7388 -— 62°C Jan 11, 2023
/sequence = AAGAGCCATGTTGCTCTCCAGAGTC

52% GC / 7642.0 Da



