(6687 .. 6706) gRNA Protospacer
(6570 .. 6589) Sanger Sequencing | Donor Template WT -> SNV (6669 .. 6768)

(6099 .. 6123) PCR ForwardI \ PCR Reverse (7148 .. 7172)

5000 10,000 15,000

| SORL1-201 >

SORL1-201
0

Donor Template WT -> SNV

Protospacer Sequence

SNV

INK23J00030_SORL1_T947M_BO1_BB
15,409 bp



GAAGATAGAACAGGGAACGAAGTGGAGAAATCTCATTCCATTGTGGGCCACCTCCTATGTAAAAGAGAGAAAAAAAAAGGCATGG

CTTCTATCTTGTCCCTTGCTTCACCTCTTTAGAGTAAGGTAACACCCGGTGGAGGATACATTTTCTCTCTTTTTTTTTCCGTACC

T SoRE e >

| SORL1-201 >

AATAGGAGGCAGGGATATACCAGGAAAGAAAAAGATGCTTTCACAGGACTAATGGGGGCCGTAATATCTTTGCAAAGATGAGGTA

TTATCCTCCGTCCCTATATGGTCCTTTCTTTTTCTACGAAAGTGTCCTGATTACCCCCGGCATTATAGAAACGTTTCTACTCCAT

I R

SORLI-201 >

ATCTGGGCATCTGGAAGGATTTTTTAAATGCAAGAATTTTTCTTCCTTTACAATTACTATGAAAACACACATTCCTTGGCCAGGA

TAGACCCGTAGACCTTCCTAAAAAATTTACGTTCTTAAAAAGAAGGAAATGTTAATGATACTTTTGTGTGTAAGGAACCGGTCCT

I R

SORL1-201 >

CCAGCCAAGAATTCCATTCCTTTTCCAGGTTAAGCATTGCGCGCTGGAATGCCGCATGCTGCTCTGAACATAATCCTAAAACACG

GGTCGGTTCTTAAGGTAAGGAAAAGGTCCAATTCGTAACGCGCGACCTTACGGCGTACGACGAGACTTGTATTAGGATTTTGTGC

s>

SORL1-201 >

TATTTCTGGATTCAGGTTCTACTTTATGGGTATTAGTTTCTTAGAGGAAAAAAAAGCCCAGAGTGACAGAATGAGGTTTATAGAT

ATAAAGACCTAAGTCCAAGATGAAATACCCATAATCAAAGAATCTCCTTTTTTTTCGGGTCTCACTGTCTTACTCCAAATATCTA

I i >

SORL1-201 >

GCTGGAGAGAGATGTGGGGCAAAAGCCTTGCTGCTGCAAATGTAGCTTTCATGTCCCTATACCTTAGCTGGCCCCCTCCCTGGGA

CGACCTCTCTCTACACCCCGTTTTCGGAACGACGACGTTTACATCGAAAGTACAGGGATATGGAATCGACCGGGGGAGGGACCCT

I R

SORLI-201 >

ATGACAGCGGGAAGGTTTCCTTGACAACCAAAAGGGGAGGTAGGTTACCATGTGATGGTAACATAGATACTTCTAAAGTGACCTG

TACTGTCGCCCTTCCAAAGGAACTGTTGGTTTTCCCCTCCATCCAATGGTACACTACCATTGTATCTATGAAGATTTCACTGGAC

I R

SORL1-201 >

GAACCAAAGGAAAAGAAGGAAAACTTACCTTATTAAAAATTGTAGGTAGATTTATTTTTTGATGCATTATCTATATTACAGCTTT

CTTGGTTTCCTTTTCTTCCTTTTGAATGGAATAATTTTTAACATCCATCTAAATAAAAAACTACGTAATAGATATAATGTCGAAA

s>

SORL1-201 >

TATAAAGAAGGTGAGTGGTACATGTTAAGTCACTGAGTGTATGGAATCAGGAAGTGGGCAGGAATGGCTAACCCAGGCATGCAGC

ATATTTCTTCCACTCACCATGTACAATTCAGTGACTCACATACCTTAGTCCTTCACCCGTCCTTACCGATTGGGTCCGTACGTCG

I i >

SORL1-201 >

AAAAGAATTCCGATTTGCATCTTGGTCCCATATGCAACACACTGTCAAGATGCACACTTTAGACACAGATGCTGGTGTGCTGCTT

TTTTCTTAAGGCTAAACGTAGAACCAGGGTATACGTTGTGTGACAGTTCTACGTGTGAAATCTGTGTCTACGACCACACGACGAA

I R

SORLI-201 >

85

170

340

425

680

765

850



GTGTCCACTCCTGGGGAAGAATCTGGATGTTTCCCAAGCCGTTCCCTAAGTGGACAAGACAGTGTACTGGGTCTTCCTATTTCCA

CACAGGTGAGGACCCCTTCTTAGACCTACAAAGGGTTCGGCAAGGGATTCACCTGTTCTGTCACATGACCCAGAAGGATAAAGGT

I i >

SORL1-201 >

GTTGTCTGACATTAGGTAAGTATCTTCAGCACTCAGGACCTTCATTTCTACATCTTAAAAATCATCCACGGTAGCGTCTGTATCA

CAACAGACTGTAATCCATTCATAGAAGTCGTGAGTCCTGGAAGTAAAGATGTAGAATTTTTAGTAGGTGCCATCGCAGACATAGT

I R

SORLI-201 >

TAACAGGCAGCACAGTGTAGTGGTTAAAGCATAGACTCTGGATCCAGAGTGCCTGGGTTCCAATCTTGGTTCTGCCACTTGCTAG

ATTGTCCGTCGTGTCACATCACCAATTTCGTATCTGAGACCTAGGTCTCACGGACCCAAGGTTAGAACCAAGACGGTGAACGATC

I R

SORL1-201 >

TTGTGTGACCTTGGGTGAGTTACTTAACCTCTCTGGTCTCAGTTTTCTCATTTGTAAAATTTGGTTAACAAGAGTTCTACCATCA

AACACACTGGAACCCACTCAATGAATTGGAGAGACCAGAGTCAAAAGAGTAAACATTTTAAACCAATTGTTCTCAAGATGGTAGT

s>

SORL1-201 >

GGCAGTTGTTGTGGGTCTTAAACAATACCCGATACGTAGTAAGCACATTATACACAATATGTACACAATTTATATTTGTTGAGTA

CCGTCAACAACACCCAGAATTTGTTATGGGCTATGCATCATTCGTGTAATATGTGTTATACATGTGTTAAATATAAACAACTCAT

I i >

SORL1-201 >

GAAACAGAATTTTTGTGGTGATTATGTTGTGGAACATTTTGTAAATAGCCAAGAACAAATGCATTATTAGTATTATTTTGGAGAT

CTTTGTCTTAAAAACACCACTAATACAACACCTTGTAAAACATTTATCGGTTCTTGTTTACGTAATAATCATAATAAAACCTCTA

I R

SORLI-201 >

CTAAGAGGTTCATAGAATTGCCATATGGTGTTGTGAACAATATGAATAAGTGAGCAAATTGATTAGAGAGCTTAGTTACAAAGCT

GATTCTCCAAGTATCTTAACGGTATACCACAACACTTGTTATACTTATTCACTCGTTTAACTAATCTCTCGAATCAATGTTTCGA

I R

SORL1-201 >

TCAGTGACTAATGGTCTCTCGTCAACAAGATGATGATGCTGTGGTGATACAGTCACGTGAGGAGGGAGAACAGGGCGATTGGTGT

AGTCACTGATTACCAGAGAGCAGTTGTTCTACTACTACGACACCACTATGTCAGTGCACTCCTCCCTCTTGTCCCGCTAACCACA

s>

SORL1-201 >

AATTAGGTTGGCAAGTGTGACTTGAAGACTGGCAGGCTTAGCCCAGAAGTATGGTTGTTGAAGCATGCATATTGGGAGATTTAGA

TTAATCCAACCGTTCACACTGAACTTCTGACCGTCCGAATCGGGTCTTCATACCAACAACTTCGTACGTATAACCCTCTAAATCT

I i >

SORL1-201 >

ATAAAGAAAAACATAACAAGTAAAACACTTGCAGATGAAGAAACAGATTCACTGGAGTTTAAGTAACTTGCCTGAGGCAGAAATG

TATTTCTTTTTGTATTGTTCATTTTGTGAACGTCTACTTCTTTGTCTAAGTGACCTCAAATTCATTGAACGGACTCCGTCTTTAC

I R

SORLI-201 >

935

1020

1105

1190

1275

1360

1445

1530

1615

1700



TGATTCCATTACACACCTCCTGAGTCTTGATTTCTGTGCTCTTCACTTGGTCCACACCACATGCCAATGAATTTGAGGTTTGTGT

ACTAAGGTAATGTGTGGAGGACTCAGAACTAAAGACACGAGAAGTGAACCAGGTGTGGTGTACGGTTACTTAAACTCCAAACACA

I i >

SORL1-201 >

ATGAGAAACAAATAGGTCAGATGTGCTAGGACCTCTTCAGCATCCCCTGGGTCCAACCTCCCACGTGTCTTGTGTGTCTGGCAGA

TACTCTTTGTTTATCCAGTCTACACGATCCTGGAGAAGTCGTAGGGGACCCAGGTTGGAGGGTGCACAGAACACACAGACCGTCT

I R

SORLI-201 >

>

SORL1-201

AGAGAACGAGTTCATTCTGTATGCTGTGAGGAAATCCATCTACCGCTATGACCTGGCCTCGGGAGCCACCGAGCAGTTGCCTCTC

TCTCTTGCTCAAGTAAGACATACGACACTCCTTTAGGTAGATGGCGATACTGGACCGGAGCCCTCGGTGGCTCGTCAACGGAGAG

I R

SORLI-201 >
L L L 760 L L L 765 L L L 770 L L L 775 L L L 780 L L L
E N E F 1 L Y A Vv R K S 1 Y R Y D L A S G A T E Q L P L
ENSE00000991345 >
SORL1-201

ACCGGGCTACGGGCAGCAGTGGCCCTGGACTTTGACTATGAGCACAACTGTTTGTATTGGTCCGACCTGGCCTTGGACGTCATCC

TGGCCCGATGCCCGTCGTCACCGGGACCTGAAACTGATACTCGTGTTGACAAACATAACCAGGCTGGACCGGAACCTGCAGTAGG

L

SORL1-201 >
785 L L L 790, L L L 795 L L 800 L L . 805 L L 810 L
T G L R A A \ A L D F D Y E H N C L Y w S D L A L D \ 1
ENSE00000991345 >
SORL1-201

AGGTGAGTCAGCGCTTGGTCTGACTGTGGGAGCTGTGCATCGTGACTGCCCTGTCCTGATAAGCTGCATGCAGAATGGCCTATGG

TCCACTCAGTCGCGAACCAGACTGACACCCTCGACACGTAGCACTGACGGGACAGGACTATTCGACGTACGTCTTACCGGATACC

s>

SORL1-201 >

SORL1-201

AAATGGGCAGTTAGAAGTTTGTAAGTGTTACTCATCTCAGGGCTGACAGGTGAAAGTTTCCAGTCTTCTGTGTTAGTATTTTTCT

TTTACCCGTCAATCTTCAAACATTCACAATGAGTAGAGTCCCGACTGTCCACTTTCAAAGGTCAGAAGACACAATCATAAAAAGA

I R

SORLI-201 >

SORL1-201

TTCTCTGTCTTCATCTGTTCATATAGGAAGGATAAAGAAAGCCCTAAATCCACAGACCTGCTTGAAAGTGAGGTCTTGCTTTTCC

AAGAGACAGAAGTAGACAAGTATATCCTTCCTATTTCTTTCGGGATTTAGGTGTCTGGACGAACTTTCACTCCAGAACGAAAAGG

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

SORL1-201 >

SORL1-201

1785

1870

1955

2040

2125

2210

2295



TGCTGGGAAGGTGTTGGGACTAGTAATGTAGGATGATTAGTTGCCCCCCTATTGTGCCAACTGCCTCTTGAGCATCTTTCTTCCC

ACGACCCTTCCACAACCCTGATCATTACATCCTACTAATCAACGGGGGGATAACACGGTTGACGGAGAACTCGTAGAAAGAAGGG

I i >

SORL1-201 >

SORL1-201

AAGCCATGATACAGTAACACTTGACTTACCCATAGCTCACATAATTATCCACTTCAGCTGTTCTGAACACAGGTAAGAACCAGGA

TTCGGTACTATGTCATTGTGAACTGAATGGGTATCGAGTGTATTAATAGGTGAAGTCGACAAGACTTGTGTCCATTCTTGGTCCT

I R

SORLI-201 >

SORL1-201

AGTAAGCATTAAAGAGCCCTGGACAGGCCAGGTGGATAGCCATACGCTCACACCCATGCATTTAAAGGAGAGCTCTTTGATCTTT

TCATTCGTAATTTCTCGGGACCTGTCCGGTCCACCTATCGGTATGCGAGTGTGGGTACGTAAATTTCCTCTCGAGAAACTAGAAA

I R

SORL1-201 >

SORL1-201

ATTCATTGTCTACTTAATCCTTTTAGAAAAGCAATTCCAACAAATTTTTATCTAGATTCCAACCCAACAGAAATTTCACAGTGCC

TAAGTAACAGATGAATTAGGAAAATCTTTTCGTTAAGGTTGTTTAAAAATAGATCTAAGGTTGGGTTGTCTTTAAAGTGTCACGG

s>

SORL1-201 >

SORL1-201

TGGGTATTTGAGGGGCTTGGGGTGGGGGATGGCGGTGATGCTGAATGGAGCTGTCCAACAATAGCACTTGATGGCTAAGAGCCTC

ACCCATAAACTCCCCGAACCCCACCCCCTACCGCCACTACGACTTACCTCGACAGGTTGTTATCGTGAACTACCGATTCTCGGAG

I i >

SORL1-201 >

SORL1-201

ACAGGGAAGAAAGAGTATAAAAGCAGACACAAGAACTGAAATGTAACAGCAGTCTGGTTTCACTTATTTTAAAAGCAAACAGACT

TGTCCCTTCTTTCTCATATTTTCGTCTGTGTTCTTGACTTTACATTGTCGTCAGACCAAAGTGAATAAAATTTTCGTTTGTCTGA

I R

SORLI-201 >

SORL1-201

CATACAATCTCAGTAATCTCTGACTTTATTATTGCCATACAGCATAATTTAGTAACCAGTGTTCATAATGATAATGCAGAGTAAT

GTATGTTAGAGTCATTAGAGACTGAAATAATAACGGTATGTCGTATTAAATCATTGGTCACAAGTATTACTATTACGTCTCATTA

I R

SORL1-201 >

SORL1-201

2380

2465

2550

2635

2720

2805

2890



ATATATGATTAAATTCTCTTTATTCTGCTTTAAAAAACAAAAATGTAGTATATTTTAGAAATGCTTTCATGAAAACCTGGCTTCA

TATATACTAATTTAAGAGAAATAAGACGAAATTTTTTGTTTTTACATCATATAAAATCTTTACGAAAGTACTTTTGGACCGAAGT

I i >

SORL1-201 >

SORL1-201

TGTGTCTGGAAAGTTTACTAACGTAAAACATCTCATCCCTTGCCAGTCCTGCCAGTTGAATAAAGGGTTACCCTTCATGGGACTG

ACACAGACCTTTCAAATGATTGCATTTTGTAGAGTAGGGAACGGTCAGGACGGTCAACTTATTTCCCAATGGGAAGTACCCTGAC

I R

SORLI-201 >

SORL1-201

ACTTGGCAGGGGGTCGTTTGAACAGTTCCTAGCATTTATTATTACTTTTCTCTCTTAAGCGCCTCTGTTTGAATGGAAGCACAGG

TGAACCGTCCCCCAGCAAACTTGTCAAGGATCGTAAATAATAATGAAAAGAGAGAATTCGCGGAGACAAACTTACCTTCGTGTCC

I R

SORL1-201 >
L 815, ., ., ., 80 ,
R L C L N G S T G
------------------------------------------------ ENSE00000991346 >
SORL1-201

GCAAGAGGTGATCATCAATTCTGGCCTGGAGACAGTAGAAGCTTTGGCTTTTGAACCCCTCAGCCAGCTGCTTTACTGGGTAGAT

CGTTCTCCACTAGTAGTTAAGACCGGACCTCTGTCATCTTCGAAACCGAAAACTTGGGGAGTCGGTCGACGAAATGACCCATCTA

L

SORL1-201 >
L 825 L L 830 L L . 835 L L 840 L L 845 L L . 850
Q E \ 1 1 N S G L E T \ E A L A F E P L S Q L L Y w \ D
ENSE00000991346 >
SORL1-201

GCAGGCTTCAAAAAGATTGAGGTATGTGTATTTTCGTGCTGTTCTTAATTAAGGGAGCAGGCGGGGCACCTGGGCTTTGAGCCAC

CGTCCGAAGTTTTTCTAACTCCATACACATAAAAGCACGACAAGAATTAATTCCCTCGTCCGCCCCGTGGACCCGAAACTCGGTG

s>

SORL1-201 >
L., 855
A G F K K I E
ENSE00000991346 A e e >
SORL1-201

ATTTGACACAGAGGCAAGGGCCAGTGTGTCAGATTACTCAGGAAATTTACTGCGAGTTTCCAGAGAATGGACCAGCTGAGCCTCT

TAAACTGTGTCTCCGTTCCCGGTCACACAGTCTAATGAGTCCTTTAAATGACGCTCAAAGGTCTCTTACCTGGTCGACTCGGAGA

I R

SORLI-201 >

SORL1-201

GGAGAGGAGAGAAAAGGGGGTAAGTACCTGTGAGTTGATCTTTTGGCTAGCAGAAGCTTAGCTAATAACAATAAATGGTAATATT

CCTCTCCTCTCTTTTCCCCCATTCATGGACACTCAACTAGAAAACCGATCGTCTTCGAATCGATTATTGTTATTTACCATTATAA

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

SORL1-201 >

SORL1-201

2975

3060

3145

3230

3315

3400

3485



TTTATTTTATTTATATATGTACTTACTTATTTTATTTATATATTATTTTTGTTTTATTTTACTACTTTTATTAAACATGATGGCA

AAATAAAATAAATATATACATGAATGAATAAAATAAATATATAATAAAAACAAAATAAAATGATGAAAATAATTTGTACTACCGT

I i >

SORL1-201 >

SORL1-201

AAAACTACAATCACTTTTGCATCAGCCTAATATCATGGTATTATTATAATGCTATAACAATAATCGTCTAGTATTATTTTATTCG

TTTTGATGTTAGTGAAAACGTAGTCGGATTATAGTACCATAATAATATTACGATATTGTTATTAGCAGATCATAATAAAATAAGC

I R

SORLI-201 >

SORL1-201

ATTAGAGTGATAGCAACAATATCATCATCATCATCATCATTGCCACTGTTATTAATCCCCATTTCTCTGCAACTTAGCTACCTAG

TAATCTCACTATCGTTGTTATAGTAGTAGTAGTAGTAGTAACGGTGACAATAATTAGGGGTAAAGAGACGTTGAATCGATGGATC

I R

SORL1-201 >

SORL1-201

TAACCTGTCCCACCTTATATACCCAAGGCAAGGATGATGAGTGACCTCTAAACTGCCAAATCTTTGTCTGGGGGAATGTAGTGTG

ATTGGACAGGGTGGAATATATGGGTTCCGTTCCTACTACTCACTGGAGATTTGACGGTTTAGAAACAGACCCCCTTACATCACAC

s>

SORL1-201 >

SORL1-201

CTCAGCTCACTGCCTCAGCACCTCTTTATACTGACTCTGCATGGAGAGACGGCATGTGGGTGAAGTGGGAAGTGCAGTAGAAGCA

GAGTCGAGTGACGGAGTCGTGGAGAAATATGACTGAGACGTACCTCTCTGCCGTACACCCACTTCACCCTTCACGTCATCTTCGT

I i >

SORL1-201 >

SORL1-201

GGGAGATGCAGAGGGCTAAGAGGAGTTGCAAGACGAAAGACACAGACTCGAGAGATAGACCCAGATGTAGGCTTGACTCCACTAG

CCCTCTACGTCTCCCGATTCTCCTCAACGTTCTGCTTTCTGTGTCTGAGCTCTCTATCTGGGTCTACATCCGAACTGAGGTGATC

I R

SORLI-201 >

SORL1-201

CTCAGCGACATGGGGCAAGGTGCTTATGCTTTCTAAACTTCAGTTGCTTCATGCGTTAGATGGAGATTCATATATTCGCACAACC

GAGTCGCTGTACCCCGTTCCACGAATACGAAAGATTTGAAGTCAACGAAGTACGCAATCTACCTCTAAGTATATAAGCGTGTTGG

I R

SORL1-201 >

SORL1-201

3570

3655

3740

3825

3910

3995

4080



ATTTGACAGGGGTTCTCTGCATGATACATGTGGTTTAGGTTCTGATGATAAAGCAGTGGGCAGGACACACACGTTCTTGTTCCAG

TAAACTGTCCCCAAGAGACGTACTATGTACACCAAATCCAAGACTACTATTTCGTCACCCGTCCTGTGTGTGCAAGAACAAGGTC

I i >

SORL1-201 >

SORL1-201

TAGAGCTTAGATTTTAGTGGAGGAAGCAAAATAATAAATCAGTTCTGTTGGTGGTACATGCTGCAAAGACTCTGAAGCAGTGCAG

ATCTCGAATCTAAAATCACCTCCTTCGTTTTATTATTTAGTCAAGACAACCACCATGTACGACGTTTCTGAGACTTCGTCACGTC

I R

SORLI-201 >

SORL1-201

TGTGATTGCGCTTTTGGAGAGTGGGGCAACATTAGAATAGGCAGACAGAGCAGGCAACTTGAGGTTGATGTCTTAGCTGAGCCCT

ACACTAACGCGAAAACCTCTCACCCCGTTGTAATCTTATCCGTCTGTCTCGTCCGTTGAACTCCAACTACAGAATCGACTCGGGA

I R

SORL1-201 >

SORL1-201

GGCTGAGAAGAGGATGATCTTTTGTCCACCTCCTGGGGATGCTGATAGAAGTGAACTGGCATCTACTGAATGCTGCCTCGGTGGT

CCGACTCTTCTCCTACTAGAAAACAGGTGGAGGACCCCTACGACTATCTTCACTTGACCGTAGATGACTTACGACGGAGCCACCA

s>

SORL1-201 >

SORL1-201

TATGTTATTGCTCTTTCTCTCCTTTCTTTAATTGCGTGTGGTCAGCACTTGGCTAGGGGCTAAAAGAATGCAGGTGATGCACAAG

ATACAATAACGAGAAAGAGAGGAAAGAAATTAACGCACACCAGTCGTGAACCGATCCCCGATTTTCTTACGTCCACTACGTGTTC

I i >

SORL1-201 >

SORL1-201

CACCCACCTTTTCACAGGCTGTGGGGCGACCACTGCACAACTCAAATACTGTTGGTGCAAAATGGTGTCAGATGAGCCAAGGTGC

GTGGGTGGAAAAGTGTCCGACACCCCGCTGGTGACGTGTTGAGTTTATGACAACCACGTTTTACCACAGTCTACTCGGTTCCACG

I R

SORLI-201 >

SORL1-201

AGAGCTACTGATGCTTATTGGTCCAGGTGGGTCAGAAGAGTTAGGAAAGTAGGCAGGCCTGGCAGTGAGGTTTGAAGGAGAGTTA

TCTCGATGACTACGAATAACCAGGTCCACCCAGTCTTCTCAATCCTTTCATCCGTCCGGACCGTCACTCCAAACTTCCTCTCAAT

I R

SORL1-201 >

SORL1-201

4165

4250

4335

4420

4505

4590

4675



TGCCTTGATTAGATTAAGCAGTGGGGCAGGTAGGCCCAGGATGGGATGTGGCAAGAGCAGACAGCAGTGAGTCCGCATCAGGCTT

ACGGAACTAATCTAATTCGTCACCCCGTCCATCCGGGTCCTACCCTACACCGTTCTCGTCTGTCGTCACTCAGGCGTAGTCCGAA

I i >

SORL1-201 >

SORL1-201

GGAGAAGCAAGAGATGACCAGCCTGGCTGACGGGAAGGAGCAAGAATATGAGTCCCACCTGTGGACTCTTCATTGCAAGGCTGTG

CCTCTTCGTTCTCTACTGGTCGGACCGACTGCCCTTCCTCGTTCTTATACTCAGGGTGGACACCTGAGAAGTAACGTTCCGACAC

I R

SORLI-201 >

SORL1-201

ACATTGAGAATTTGTTTTATGGGAGTGTGGAGTCATCGATTGCCTTGGAACGTGGAGTGACACGGGATGGTGAAATAAGTAAATG

TGTAACTCTTAAACAAAATACCCTCACACCTCAGTAGCTAACGGAACCTTGCACCTCACTGTGCCCTACCACTTTATTCATTTAC

I R

SORL1-201 >

SORL1-201

CTCATTTGCTTATTTACTTATTTGAGTAATTTACTTATTGATACTGCTTTGTCCAGATCATCATGCCCTGGAAACTGGGGCTTAC

GAGTAAACGAATAAATGAATAAACTCATTAAATGAATAACTATGACGAAACAGGTCTAGTAGTACGGGACCTTTGACCCCGAATG

s>

SORL1-201 >

SORL1-201

ATGGTTCTAGCTCCTCTTTCAGACCACTTGAAAATTGTCCCATGAGTCAGAGGAAGGAACAGCGCATTGTGACTAGAAGTTGGGG

TACCAAGATCGAGGAGAAAGTCTGGTGAACTTTTAACAGGGTACTCAGTCTCCTTCCTTGTCGCGTAACACTGATCTTCAACCCC

I i >

SORL1-201 >

SORL1-201

CAGGTTTCGCAGATGGGTCAGGTCAGGGAAATAGGCAGGCATGGAGGGGGCATGTCTGTAGCAGAAGCTGAGTAGCCATCTTTGG

GTCCAAAGCGTCTACCCAGTCCAGTCCCTTTATCCGTCCGTACCTCCCCCGTACAGACATCGTCTTCGACTCATCGGTAGAAACC

I R

SORLI-201 >

SORL1-201

CAATGGGGGTCTTTAAGGAGCTCCGATCCATCTCAGCCTCTTTTCCCCCTGTTTTTGTCAGGTAGCTAATCCAGATGGCGACTTC

GTTACCCCCAGAAATTCCTCGAGGCTAGGTAGAGTCGGAGAAAAGGGGGACAAAAACAGTCCATCGATTAGGTCTACCGCTGAAG

I R

SORL1-201 >
L. 860 , ., ., ., 865
\2 A N P D G D F
------------------------------------------------- ENSE00003463448 >

SORL1-201

4760

4845

4930

5015

5100

5185

5270



CGACTCACAATCGTCAATTCCTCTGTGCTTGATCGTCCCAGGGCTCTGGTCCTCGTGCCCCAAGAGGGGTAAGTGTTGCCCCAAA

GCTGAGTGTTAGCAGTTAAGGAGACACGAACTAGCAGGGTCCCGAGACCAGGAGCACGGGGTTCTCCCCATTCACAACGGGGTTT

I i >

SORLI-201 >
. . ., 870 ., . ., ., 85 ., ., ., ., 80 ., ., ., ., 885 ., .,
R L T I V N S S VvV L D R P R A L V L V P Q E G
ENSE00003463448 I >
SORL1-201

AGGAAATCAGTCTTGCGTCCAATGCTACACTAATAGATTCTCATGGAAACACAGACTGCGGGACAAAAACTCTGTTTCTCATGAT

TCCTTTAGTCAGAACGCAGGTTACGATGTGATTATCTAAGAGTACCTTTGTGTCTGACGCCCTGTTTTTGAGACAAAGAGTACTA

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

SORL1-201 >

SORL1-201

GGTGGTTGAAATGGTCTATTAACTGAGAAGTTTGAGACCACAGCTTAGTCATCGTGGTCAGGTAACTCCGTTCGCTTTTTGTTAG

CCACCAACTTTACCAGATAATTGACTCTTCAAACTCTGGTGTCGAATCAGTAGCACCAGTCCATTGAGGCAAGCGAAAAACAATC

I e =

SORL1-201 >

SORL1-201

CCAGTGTCAGAGTCTCTTTAGGCATCCAGATGTCTTGCATCTGTGGGTTGTTTCTCTAGAAAAGTTGATGTTAAAAGAGAGCTTC

GGTCACAGTCTCAGAGAAATCCGTAGGTCTACAGAACGTAGACACCCAACAAAGAGATCTTTTCAACTACAATTTTCTCTCGAAG

L

SORL1-201 >

SORL1-201

TGTAGACATAGACAGGCCTGCTTGGATATTGTGAGAACTTTCTCTTGAGTTTCATGCATGGTACAAACATTTAATTCATTCCATC

ACATCTGTATCTGTCCGGACGAACCTATAACACTCTTGAAAGAGAACTCAAAGTACGTACCATGTTTGTAAATTAAGTAAGGTAG

I R

SORLI-201 >

SORL1-201

TTTCCCCTGCCTTCCCAGCATGTGTAGGTTTTCTTACGTACAATCAGTGTGCACTTGGGGAAGGCAAAGGTGCTTTTTATTAACT

AAAGGGGACGGAAGGGTCGTACACATCCAAAAGAATGCATGTTAGTCACACGTGAACCCCTTCCGTTTCCACGAAAAATAATTGA

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

SORL1-201 >

SORL1-201

CATTAACTGAAGGAAACATAATTAAGAGGGAAATTCTGGATTTGACATTCTGGCTTTTCCTCTCTCGTAGCATTTATGATAGAGA

GTAATTGACTTCCTTTGTATTAATTCTCCCTTTAAGACCTAAACTGTAAGACCGAAAAGGAGAGAGCATCGTAAATACTATCTCT

I e =

SORL1-201 >

SORL1-201

5355

5440

5525

5610

5695

5780

5865



ATTGGCACAATTTTTTTCAAGGAAAATTCTAAGAGTAATGTATGTACTTGGTTGACAATATTTAGAGAGAACAGCACTTTATGAA
5950
TAACCGTGTTAAAAAAAGTTCCTTTTAAGATTCTCATTACATACATGAACCAACTGTTATAAATCTCTCTTGTCGTGAAATACTT

I i >

SORL1-201 >

SORL1-201

AAAAATTTGCATTCTTCCTTTTCATTCTTAACCCTTTACCCTCACACTTCCTAGTGGTAATCATTGTTAATAATGTCTTGTGTAT
6035
TTTTTAAACGTAAGAAGGAAAAGTAAGAATTGGGAAATGGGAGTGTGAAGGATCACCATTAGTAACAATTATTACAGAACACATA

I R

SORLI-201 >

SORL1-201

PCR Forward
IATGCACGCCAAATAGGATTGTA

CTTTCATGATTGCTTTTACTTATGTACAAGTATTATCTTTAAAACACACACATATACACACACATGCACGCCAAATAGGATTGTA
6120
GAAAGTACTAACGAAAATGAATACATGTTCATAATAGAAATTTTGTGTGTGTATATGTGTGTGTACGTGCGGTTTATCCTAACAT

SORL1-201 >

SORL1-201

PCR Forward

GTGI

GTGTAGTTACTATTCTGTACCTTTTTAAACAAACTTAATATGTATTGAAAATAGTTCTGTGTGAGCATATATAGATTTTTAGGTT
6205
CACATCAATGATAAGACATGGAAAAATTTGTTTGAATTATACATAACTTTTATCAAGACACACTCGTATATATCTAAAAATCCAA

SORL1-201 >

SORL1-201

TCACAGTATTCTATTATATGTACCATAATGTGTCACTTCCTCTGCTGATTAACATTTAGTTTAATATACATACATATACATTTCT
6290
AGTGTCATAAGATAATATACATGGTATTACACAGTGAAGGAGACGACTAATTGTAAATCAAATTATATGTATGTATATGTAAAGA

SORL1-201 >

SORL1-201

TTGTATATTATCTTTGCATAATTTGATTTTATCTATAGATAAATTCTAGTAAAGGAATTTCCAGGTGAAGGAATTTAAGTAGTTT
6375
AACATATAATAGAAACGTATTAAACTAAAATAGATATCTATTTAAGATCATTTCCTTAAAGGTCCACTTCCTTAAATTCATCAAA

I R

SORLI-201 >

SORL1-201

CAGGTGTTGTCATTACATATTGTTATAATAATGCTGAAATAACCAGCCGGATCATTCGAAAGGAGTTTCTGACCTTTTCTGGAGT
6460
GTCCACAACAGTAATGTATAACAATATTATTACGACTTTATTGGTCGGCCTAGTAAGCTTTCCTCAAAGACTGGAAAAGACCTCA

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

SORL1-201 >

SORL1-201



AGTATTTGAGCTCCCATTTCTCTAGTATTGATGAGGTATGTGTTCTGTCCCCATTTTCGCTAGGGTGATGTTCTGGACAGACTGG

TCATAAACTCGAGGGTAAAGAGATCATAACTACTCCATACACAAGACAGGGGTAAAAGCGATCCCACTACAAGACCTGTCTGACC

>

SORL1-201 >

890 L L L 895
\ M F W T D W

--------------------------------------------------- ENSE00003546837 >

SORL1-201

Sanger Sequencing
|CGGAGCAATATGGATGGTTC

GGAGACCTGAAGCCTGGGATTTATCGGAGCAATATGGATGGTTCTGCTGCCTATCACCTGGTGTCTGAGGATGTGAAGTGGCCCA

CCTCTGGACTTCGGACCCTAAATAGCCTCGTTATACCTACCAAGACGACGGATAGTGGACCACAGACTCCTACACTTCACCGGGT

SORL1-201 >
1 1 I 1 900 I I I I 905 I I I I 910 1 1 1 1 915 1 1 1 1 920 1 1
G D L K P G I Y R S N M D G S A A Y H L V S E D V K W P
ENSE00003546837 >
SORL1-201
gRNA Protospacer
|ATAGAGCGGATCACGTTCAG
ATGGCATCTCTGTGGACGACCAGTGGATTTACTGGACGGATGCCTACCTGGAGTGCATAGAGCGGATCACGTTCAGTGGCCAGCA
TACCGTAGAGACACCTGCTGGTCACCTAAATGACCTGCCTACGGATGGACCTCACGTATCTCGCCTAGTGCAAGTCACCGGTCGT
SORL1-201 >
L 925 L L L 930 L L L 935 L L L 940 L L L 945 L L L 950 L
N G i S V D D Q W 1 Y W T D A Y L E & il E R 1 T F S G Q Q
ENSE00003546837 >
SORL1-201
Protospacer Sequence [ 1]
PAM
SNV
CTACGGATGGACCTCACGTATCTCGCCTAGTECAAGTCACCGGTCGT
Donor Template WT -> SNV 1=
GCGCTCTGTCATTCTGGACAACCTCCCGCACCCCTATGCCATTGCTGTCTTTAAGGTGAGTCCATTTGTTGCTGCCGGACAGTCT
CGCGAGACAGTAAGACCTGTTGGAGGGCGTGGGGATACGGTAACGACAGAAATTCCACTCAGGTAAACAACGACGGCCTGTCAGA
SORL1-201 >
L L 955 L L L L 960 L L L L 965 L 1 1 1 970
R S V 1 L D N (4 P H P Y A 1 A V E K
[ NS = 0[O0 [0l 3Tt o A - — = — — = = = = = = = = = = = = = = = = = = =« >
SORL1-201

CGCGAGACAGTAAGACCTGTTGGAGGGCGTGGGGATACGGTAACGACAGAAAT'
Donor Template WT -> SNV

GCTAGAGCGGGTGAGGAGCATATGAGATCAGGAGCCTGCATCCCTGGGCTTTGCAGAGAAGCTGTTTAACTTCTTAAAGGTTGCC

CGATCTCGCCCACTCCTCGTATACTCTAGTCCTCGGACGTAGGGACCCGAAACGTCTCTTCGACAAATTGAAGAATTTCCAACGG

IES__m——-—————————————————————————————————,— >

SORL1-201 >

SORL1-201

6545

6630

6715

6800

6885



TTTTTTCCAAATTTGAGATAACTTATTTTCAGCCTATGGAGGGATGCCAGGCAGAGGCGCCAAGGGTCCAGGCTCCCCTGCTGTT

AAAAAAGGTTTAAACTCTATTGAATAAAAGTCGGATACCTCCCTACGGTCCGTCTCCGCGGTTCCCAGGTCCGAGGGGACGACAA

I i >

SORL1-201 >

SORL1-201

CACATTTCAAAAGGTTAAAAGTGAAGGCTCTTCCCATGAACATTCCCAGTTTGCCCCTCAGTGTCAGTAGCCTCATTTCAGGGTG

GTGTAAAGTTTTCCAATTTTCACTTCCGAGAAGGGTACTTGTAAGGGTCAAACGGGGAGTCACAGTCATCGGAGTAAAGTCCCAC

I R

SORLI-201 >

SORL1-201

GTGTCTTCATTTTTTGTGCGCTTTGCTCACTTTATTCTCTGATGACTTCCGGTGAGCTCTGCACCACCTATAGTGCCTTGCAGTT

CACAGAAGTAAAAAACACGCGAAACGAGTGAAATAAGAGACTACTGAAGGCCACTCGAGACGTGGTGGATATCACGGAACGTCAA

SORL1-201 >

SORL1-201

CTTTTTCGACTCTGGAGAGCAACATGGCTCTTCCCAACTCTGGGAAACAGATTTCAAACTGAGGGGGTTGGGTTTGTGTCATAAA

GAAAAAGCTGAGACCTCTCGTTGTACCGAGAAGGGTTGAGACCCTTTGTCTAAAGTTTGACTCCCCCAACCCAAACACAGTATTT

SORL1-201 >

SORL1-201

CTGAGACCTCTCGTTGTACCGAGAA]
PCR Reverse

CTTGAATGCTTATCAGATAGTTTCTTTTGGGCAGTTTCTTCTGTGGGGTTATATGGTGAGGTTTGGATAAAATTGCTGTCCTTTG

GAACTTACGAATAGTCTATCAAAGAAAACCCGTCAAAGAAGACACCCCAATATACCACTCCAAACCTATTTTAACGACAGGAAAC

SORL1-201 >

SORL1-201

CATTTAAGTAGAATCTTGATCAGGCTAGTCATTCAGCCAATAAATGTTAGTTGTCTCCTGCCTGGGGGAACTCTTACCCTTAGAG

GTAAATTCATCTTAGAACTAGTCCGATCAGTAAGTCGGTTATTTACAATCAACAGAGGACGGACCCCCTTGAGAATGGGAATCTC

SORLI-201 >

SORL1-201

AGAACCAGAATAAAGAACGAAAGAGCTGGACTAATGGGCAAAGGTTTTCTTTTTAGAATGAAATCTACTGGGATGACTGGTCACA

TCTTGGTCTTATTTCTTGCTTTCTCGACCTGATTACCCGTTTCCAAAAGAAAAATCTTACTTTAGATGACCCTACTGACCAGTGT

I R

SORL1-201 >
.., 975 ., ., ., 980
N E I Y W D D W S Q
--------------------------------------------- ENSE00000532819 >

SORL1-201

6970

7055

7140

7225

7310

7395

7480



GCTCAGCATATTCCGAGCTTCCAAATACAGTGGGTCCCAGATGGAGATTCTGGCAAACCAGCTCACGGGGCTCATGGACATGAAG

CGAGTCGTATAAGGCTCGAAGGTTTATGTCACCCAGGGTCTACCTCTAAGACCGTTTGGTCGAGTGCCCCGAGTACCTGTACTTC

I i >

SORL1-201 >
L L L 985 L L 990 L L L 995 L L . 1000, L L 1005 L L
L S 1 F R A S K Y S G S Q M E 1 L A N Q L T G L M D M K
ENSE00000532819 >
SORL1-201

ATTTTCTACAAGGGGAAGAACACTGGTAAGCCAGAGTCTCTTCTTTTGTCTCTGTAGAGTTGATCTCAAGAAAGGGGCTGCGTGT

TAAAAGATGTTCCCCTTCTTGTGACCATTCGGTCTCAGAGAAGAAAACAGAGACATCTCAACTAGAGTTCTTTCCCCGACGCACA

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

SORLI-201 >
1010 ! ! 1015
I F Y K G K N T
ENSE00000532819 | L L T T L L I >
SORL1-201

GGCCAATCTCTGCTCAGAGTAGGAGCTGGCAGCCTGCATCTTTGTTGTCACGACAACATGCACATTATTTAATTTCTTCCTAATG

CCGGTTAGAGACGAGTCTCATCCTCGACCGTCGGACGTAGAAACAACAGTGCTGTTGTACGTGTAATAAATTAAAGAAGGATTAC

I R

SORLI-201 >

SORL1-201

ACATCTTAATTTCTTTTCTAATGATACACAAACAGCTGGAAGACAGCATGCTTTTGCCTGCCTAGAGTGTTGGTGCTTGGTGGGT

TGTAGAATTAAAGAAAAGATTACTATGTGTTTGTCGACCTTCTGTCGTACGAAAACGGACGGATCTCACAACCACGAACCACCCA

I R

SORL1-201 >

SORL1-201

AATTACACCCTCCTCCTGCCCTTGGCCCCTGACTGATTGGTGGCGCGGCTTCTGTTGCAGCTGGGAGAGTCCTAACATGTGCTTA

TTAATGTGGGAGGAGGACGGGAACCGGGGACTGACTAACCACCGCGCCGAAGACAACGTCGACCCTCTCAGGATTGTACACGAAT

s>

SORL1-201 >

SORL1-201

ATCCCTGTTTGGCATGCTTGCAGGAAGAGACTCTGTGCTGGGTGCTCAGATAGTTGTTGCTTCCTGACAGGGCCTCTTGCTTGTT

TAGGGACAAACCGTACGAACGTCCTTCTCTGAGACACGACCCACGAGTCTATCAACAACGAAGGACTGTCCCGGAGAACGAACAA

I i >

SORL1-201 >

SORL1-201

CTCTGGTTGCCCAGATGACCTATTGCTCATTGACCGTACCTACCTCTGCTGGAATGGCACTGTGTAGTTAGGTGTTGTTTTAATT

GAGACCAACGGGTCTACTGGATAACGAGTAACTGGCATGGATGGAGACGACCTTACCGTGACACATCAATCCACAACAAAATTAA

I R

SORLI-201 >

SORL1-201

7565

7650

7735

7820

7905

7990

8075



AACTTTTCCCACCATGAAACCCTAAACCCCATGAAGAAAGAGATGGTCTTTTTTATTCCCCGATAGTTTTACCAGTGTCTAGCAC

TTGAAAAGGGTGGTACTTTGGGATTTGGGGTACTTCTTTCTCTACCAGAAAAAATAAGGGGCTATCAAAATGGTCACAGATCGTG

I i >

SORL1-201 >

SORL1-201

TTTGTAGGTGCTCAATTCATATTTGTTGAAAGAATAAGGGATGAAAAGGGAGGGGAAGAATTGCAGTGGGTGCAGACAGTAGCTG

AAACATCCACGAGTTAAGTATAAACAACTTTCTTATTCCCTACTTTTCCCTCCCCTTCTTAACGTCACCCACGTCTGTCATCGAC

I R

SORLI-201 >

SORL1-201

TCTTAGAGATCTACTGGGTGAGGCTTCAAGAACTGCTATGAGGCTTTGACCTGCTAGTCCTGGAGTCTGAGACTATTCAGTGGAA

AGAATCTCTAGATGACCCACTCCGAAGTTCTTGACGATACTCCGAAACTGGACGATCAGGACCTCAGACTCTGATAAGTCACCTT

I R

SORL1-201 >

SORL1-201

AGCCTTTATCATTTCATGACTGCTCTTTGATTTTGCTTATCTCCCAGCCATACTATTGATTCTAGAGGAGAAAGATCAGAGGATT

TCGGAAATAGTAAAGTACTGACGAGAAACTAAAACGAATAGAGGGTCGGTATGATAACTAAGATCTCCTCTTTCTAGTCTCCTAA

s>

SORL1-201 >

SORL1-201

ACCAGGAAGAATAGTCCCTTTAAGAATTTCCCTCTTTATCTCAGCAGGATTAAATGGCATCCTGGGTTTGCTGATTCTCCTTTAT

TGGTCCTTCTTATCAGGGAAATTCTTAAAGGGAGAAATAGAGTCGTCCTAATTTACCGTAGGACCCAAACGACTAAGAGGAAATA

I i >

SORL1-201 >

SORL1-201

TGACAAACTGCTAAGTTTTCTGTTCTTAACTGGAATGTTGATATTGTTTTATGGTTCTTGGCTGACCCTATACTAGGAGAAAATT

ACTGTTTGACGATTCAAAAGACAAGAATTGACCTTACAACTATAACAAAATACCAAGAACCGACTGGGATATGATCCTCTTTTAA

I R

SORLI-201 >

SORL1-201

GACAGGGGAAATAATACTGTTATAGATATCATTGTTATCCTCTTGGGATTGTGAAGATAGCATGAGAACACCCTGGGAAAACTAT

CTGTCCCCTTTATTATGACAATATCTATAGTAACAATAGGAGAACCCTAACACTTCTATCGTACTCTTGTGGGACCCTTTTGATA

I R

SORL1-201 >

SORL1-201

8160

8245

8330

8415

8500

8585

8670



AAAGTGTCTTACAAATGTAAGACGATATTATTTGTTATGTCTTCACCACTGACCTGTGAGGTAGGGAAGGCTGGTATTATGATCC

TTTCACAGAATGTTTACATTCTGCTATAATAAACAATACAGAAGTGGTGACTGGACACTCCATCCCTTCCGACCATAATACTAGG

I i >

SORL1-201 >

SORL1-201

ATGGTTTATAGATTAGGGAATTAAATCTCAGATATGAATTAGCTTTCCCAAAATATCCTCACTAGTTTAGGGGCTGGCCTTTTGT

TACCAAATATCTAATCCCTTAATTTAGAGTCTATACTTAATCGAAAGGGTTTTATAGGAGTGATCAAATCCCCGACCGGAAAACA

I R

SORLI-201 >

SORL1-201

TGCAATTCTGCCGCTAAATGGAGAAGTCACATTCTTTCTTAGAGGAGGCACCTGTTTTAGAATCAGGAGAGTTGAAGGAATCTTG

ACGTTAAGACGGCGATTTACCTCTTCAGTGTAAGAAAGAATCTCCTCCGTGGACAAAATCTTAGTCCTCTCAACTTCCTTAGAAC

I R

SORL1-201 >

SORL1-201

CTTCTCAGCTCCAGTGACTGAAATCTTCAGACCTTTGTTTAATGGAGGACATCCACCCCTACTGATCTGACTTGCTAGCTAGCAG

GAAGAGTCGAGGTCACTGACTTTAGAAGTCTGGAAACAAATTACCTCCTGTAGGTGGGGATGACTAGACTGAACGATCGATCGTC

s>

SORL1-201 >

SORL1-201

AGTGGATTTTTAGTATTTCTCCAAGTGGATTTTTAGCATTTCTCCATGTTACCACTTAGTCCAGAAGAGTGGGTCTTCATTTTTA

TCACCTAAAAATCATAAAGAGGTTCACCTAAAAATCGTAAAGAGGTACAATGGTGAATCAGGTCTTCTCACCCAGAAGTAAAAAT

I i >

SORL1-201 >

SORL1-201

CAAGTGCTTGTATGCATGTGCTTGTTTGATTTGCACACAGGAGCTTCTGAAACACTGTGTGCAGATGAAGCCAGTGGCTACCCGG

GTTCACGAACATACGTACACGAACAAACTAAACGTGTGTCCTCGAAGACTTTGTGACACACGTCTACTTCGGTCACCGATGGGCC

I R

SORLI-201 >

SORL1-201

TCACAACTTACTTCCCAGTCTTGACTGTCCACTTCATCCCAAGAACTTGGGCACAGCTGACATGCAGTCACACCTGTGACTGAGG

AGTGTTGAATGAAGGGTCAGAACTGACAGGTGAAGTAGGGTTCTTGAACCCGTGTCGACTGTACGTCAGTGTGGACACTGACTCC

I R

SORL1-201 >

SORL1-201

8755

8840

8925

9010

9095

9180

9265



AGCAGTGCGGGAGGAGAGAGTTTGTGGTCTCAGCACATGCAAACGTGGTGTCTTGGTGCCAGTCAGACAGGTCTGCAATCCTCAC

TCGTCACGCCCTCCTCTCTCAAACACCAGAGTCGTGTACGTTTGCACCACAGAACCACGGTCAGTCTGTCCAGACGTTAGGAGTG

I i >

SORL1-201 >

SORL1-201

CTTAGGTGTAGTTTCCCTTTCATGCCTCAAAGAGTCATCTTCATTTAAGTTAGCCAGAGTCATTTTGGGGCCCAGAGTGAGGTCT

GAATCCACATCAAAGGGAAAGTACGGAGTTTCTCAGTAGAAGTAAATTCAATCGGTCTCAGTAAAACCCCGGGTCTCACTCCAGA

I R

SORLI-201 >

SORL1-201

GGATAGATGACAGGCTGGTTTAAAAGGGAGATATGTATTAGCAGGGCATAGTGGCACATGCCTGTAGTCTCAGCTCCTCAGGAGG

CCTATCTACTGTCCGACCAAATTTTCCCTCTATACATAATCGTCCCGTATCACCGTGTACGGACATCAGAGTCGAGGAGTCCTCC

I R

SORL1-201 >

SORL1-201

CGGAGGTGGGAGCATCACCTGAGCTCGGGAGGTTGAGGCTGCAGTTAGCCAAGGTCGTGCTGCTGCACTCCATCCTGGGTGACAG

GCCTCCACCCTCGTAGTGGACTCGAGCCCTCCAACTCCGACGTCAATCGGTTCCAGCACGACGACGTGAGGTAGGACCCACTGTC

s>

SORL1-201 >

SORL1-201

AGTGAGACCCTGTCACCGAAAAAAAAAAAAAAAAAGGCTGGGGGAGATCTGTGTTGGTGAGTAGAACACAGACCTGGACCTGTGC

TCACTCTGGGACAGTGGCTTTTTTTTTTTTTTTTTCCGACCCCCTCTAGACACAACCACTCATCTTGTGTCTGGACCTGGACACG

I i >

SORL1-201 >

SORL1-201

ATGGGCGGCTGTGACTGTCCCTTTGGCCATGGCCAGTTGTCGCCTCTCTGCTCCTTTCTGTTTGCCTTTGGGATTTTCTCTTGCT

TACCCGCCGACACTGACAGGGAAACCGGTACCGGTCAACAGCGGAGAGACGAGGAAAGACAAACGGAAACCCTAAAAGAGAACGA

I R

SORLI-201 >

SORL1-201

GTCCTTTGGTTGTGAGCAGGATACTTCCAGGAGACCTACTGCCTCCAAACACAGGGCTGGAGAAAGACGTTTTTGTCTTTCTCTG

CAGGAAACCAACACTCGTCCTATGAAGGTCCTCTGGATGACGGAGGTTTGTGTCCCGACCTCTTTCTGCAAAAACAGAAAGAGAC

I R

SORL1-201 >

SORL1-201

9350

9435

9520

9605

9690

9775

9860



CAGCCCAGTTTGGGTCAAATCAAAGCTTTTGCAGTGGTGTCTGGCTGTCAGCACTGTCTATGAGCACTCCGCACCTCTTGGCCTT

GTCGGGTCAAACCCAGTTTAGTTTCGAAAACGTCACCACAGACCGACAGTCGTGACAGATACTCGTGAGGCGTGGAGAACCGGAA

I i >

SORL1-201 >

SORL1-201

GAACTTGTTTGCTCTAACCTGCTTGCTTTTTTTGGACACTGATAGGACACTTGCTTTTTTGGACATTGTATTACAGATCCACGGT

CTTGAACAAACGAGATTGGACGAACGAAAAAAACCTGTGACTATCCTGTGAACGAAAAAACCTGTAACATAATGTCTAGGTGCCA

I R

SORLI-201 >

SORL1-201

GTGTGTTGGATCTAGCACTTGGAGAAATGCTAAAAATCCACTCTGCTAGCTAGCAAGTCAGATCAGTAGGGGTGGATGTCCTCCA

CACACAACCTAGATCGTGAACCTCTTTACGATTTTTAGGTGAGACGATCGATCGTTCAGTCTAGTCATCCCCACCTACAGGAGGT

I R

SORL1-201 >

SORL1-201

TCAAGCAAGGGCCTGAATATTTCAGTCACTGGAGCTGAGAAGCAAGATTCCTTCAACTCTCCTTATTTTAAAACAGGTGACTCCT

AGTTCGTTCCCGGACTTATAAAGTCAGTGACCTCGACTCTTCGTTCTAAGGAAGTTGAGAGGAATAAAATTTTGTCCACTGAGGA

s>

SORL1-201 >

SORL1-201

CTAAGAAAGAATGTGACTCCTGTCCATCTTTATTATTTTTGTTGTCTCCTCCTAACACATTCGGGACTTTCTACAGTAGTCTCCT

GATTCTTTCTTACACTGAGGACAGGTAGAAATAATAAAAACAACAGAGGAGGATTGTGTAAGCCCTGAAAGATGTCATCAGAGGA

I i >

SORL1-201 >

SORL1-201

GCTTATTTGCCATTTTGCTTTCTGTGATTTCAGCTACCTGCGGTCAACCACTGTCCAAAAATATATATGGAAGATTCCAGAAATA

CGAATAAACGGTAAAACGAAAGACACTAAAGTCGATGGACGCCAGTTGGTGACAGGTTTTTATATATACCTTCTAAGGTCTTTAT

I R

SORLI-201 >

SORL1-201

AACAATGTATAAGATTTAAATTGCTTGCTGTTCTGAATAGTGTGATGAAATCTTGTACTGTCTCCTCCCTGTCCCACCTGGGATG

TTGTTACATATTCTAAATTTAACGAACGACAAGACTTATCACACTACTTTAGAACATGACAGAGGAGGGACAGGGTGGACCCTAC

I R

SORL1-201 >

SORL1-201

9945

10,030

10,115

10,200

10,285

10,370

10,455



TGAATCCTCCCTTTGTCCAGCGTCTCATGCTGTTGATGCTGCCGGCTCATTAGTCCCTTTAGGAGCCGGCTGGGTTATCAGGGTG

ACTTAGGAGGGAAACAGGTCGCAGAGTACGACAACTACGACGGCCGAGTAATCAGGGAAATCCTCGGCCGACCCAATAGTCCCAC

I i >

SORL1-201 >

SORL1-201

TCAAAGTACTGCAGTTCTTGTACGCAAGGAACCCTTATTTTACTTCATGATGACCCTACACCTCAAGAGTAGTGATTCCAGTAAT

AGTTTCATGACGTCAAGAACATGCGTTCCTTGGGAATAAAATGAAGTACTACTGGGATGTGGAGTTCTCATCACTAAGGTCATTA

I R

SORLI-201 >

SORL1-201

TTGGATATGCCAAAGGGAGGTTGTAAAGTGCTTCCTTTAGGGAAAGGGTGAAAGTTCTAGACTTAATAAGGGAGGAAAAAAAATC

AACCTATACGGTTTCCCTCCAACATTTCACGAAGGAAATCCCTTTCCCACTTTCAAGATCTGAATTATTCCCTCCTTTTTTTTAG

I R

SORL1-201 >

SORL1-201

TTACACCGAGTTTGCTAAGATCTGCTGTAAGAACGAACCTTCTATCTCTGAAATTGTAAAGAAAGAAAAAGAAATTCATGCACAG

AATGTGGCTCAAACGATTCTAGACGACATTCTTGCTTGGAAGATAGAGACTTTAACATTTCTTTCTTTTTCTTTAAGTACGTGTC

s>

SORL1-201 >

SORL1-201

TATAGGTTTGGTCCTATCTGCAGTTTCAGGTGTCAGCTAGGGGTCTTGGAATTGGGGGTTTTGGAATAAGAGGGGACTACTATAT

ATATCCAAACCAGGATAGACGTCAAAGTCCACAGTCGATCCCCAGAACCTTAACCCCCAAAACCTTATTCTCCCCTGATGATATA

I i >

SORL1-201 >

SORL1-201

TAACCAAGTGTTAAATAATAATAATTGATAGTAACTACATGTATTGAGGGGTTGCTGTGTTATAAGTACCACAGTAATGTGCTTT

ATTGGTTCACAATTTATTATTATTAACTATCATTGATGTACATAACTCCCCAACGACACAATATTCATGGTGTCATTACACGAAA

I R

SORLI-201 >

SORL1-201

GTGGGCTTGTATAACCTCACTTCGTCTTCCCAAAGACTTCTATATGTACTATCAATATTTCCATTTTATAGGTGAGAATATGAAA

CACCCGAACATATTGGAGTGAAGCAGAAGGGTTTCTGAAGATATACATGATAGTTATAAAGGTAAAATATCCACTCTTATACTTT

I R

SORL1-201 >

SORL1-201

10,540

10,625

10,710

10,795

10,880

10,965

11,050



GTCTGGTTTAGTAACTTGTGTAGGTCACACTTTTAGTAAGTGGTAAGAATTTGCACTGTGGCCCGTTGACTTCAAAGCCTGAACT

CAGACCAAATCATTGAACACATCCAGTGTGAAAATCATTCACCATTCTTAAACGTGACACCGGGCAACTGAAGTTTCGGACTTGA

I i >

SORL1-201 >

SORL1-201

TCGATAAAACCACCCGGCTCTGCTCCCTCTGTCATGTGTTGCTAGAATAGCAGTGCCCTGGTAGTATGACAGCAGTTCAGAAGTA

AGCTATTTTGGTGGGCCGAGACGAGGGAGACAGTACACAACGATCTTATCGTCACGGGACCATCATACTGTCGTCAAGTCTTCAT

I R

SORLI-201 >

SORL1-201

CTGTTCTAGATTTTGATTGATGATGGTTCATAATAAAAATGTTGTTCAGTTGCAACATTTATCAATTTGAAATATTTGGTCCTTT

GACAAGATCTAAAACTAACTACTACCAAGTATTATTTTTACAACAAGTCAACGTTGTAAATAGTTAAACTTTATAAACCAGGAAA

I R

SORL1-201 >

SORL1-201

ATAGCTAGCTGGTTTTTATTTTTTATTTGTTTAGTTTTTTGGAGACAGAGTCTCGTTCTGTTACCCCGGCTGGAGTGCAGTGATG

TATCGATCGACCAAAAATAAAAAATAAACAAATCAAAAAACCTCTGTCTCAGAGCAAGACAATGGGGCCGACCTCACGTCACTAC

s>

SORL1-201 >

SORL1-201

TGATCTTGGCTCACTGCAACCTCTGCCTCCTGGGTTCAAGCAATTCTCATGCCTCAGCCTCCTAAGTAGCTGGGACTAAAGGCAT

ACTAGAACCGAGTGACGTTGGAGACGGAGGACCCAAGTTCGTTAAGAGTACGGAGTCGGAGGATTCATCGACCCTGATTTCCGTA

I i >

SORL1-201 >

SORL1-201

GTGCCACCATGCCTGGCTAATTTTTTGTATTTTAGTAGAGATTGGGTTTCACCATGTTGCCCAGGCTGGTCTTGAACTCCTGAGC

CACGGTGGTACGGACCGATTAAAAAACATAAAATCATCTCTAACCCAAAGTGGTACAACGGGTCCGACCAGAACTTGAGGACTCG

I R

SORLI-201 >

SORL1-201

TCAGGCAATCTGCACGCCCCGGCCTCCCAAAGTGCTAGGATTTACAGGTGTGAGCCACTGTGTCTGGCCACTAGCTGGTTTTTAA

AGTCCGTTAGACGTGCGGGGCCGGAGGGTTTCACGATCCTAAATGTCCACACTCGGTGACACAGACCGGTGATCGACCAAAAATT

I R

SORL1-201 >

SORL1-201

11,135

11,220

11,305

11,390

11,475

11,560

11,645



ATGGTATAACTGGAATTTATTCTTTGTAAAGTGTGTTTTTTCTTTAAAGAGGTTACTTTACAAGATTGTTGATGTATTCAGTTGC

TACCATATTGACCTTAAATAAGAAACATTTCACACAAAAAAGAAATTTCTCCAATGAAATGTTCTAACAACTACATAAGTCAACG

I i >

SORL1-201 >

SORL1-201

TCCTGCGATGGCTCTTGGAGCTTTGGAATTCTTTTGCAGTTTTGGAATTCTCCTTTAGAGCCTGCAGTAAGTATGTGCTTTTAAG

AGGACGCTACCGAGAACCTCGAAACCTTAAGAAAACGTCAAAACCTTAAGAGGAAATCTCGGACGTCATTCATACACGAAAATTC

I R

SORLI-201 >

SORL1-201

TATCTATAATGAGGGCACATATTTATTATTTGAGGTAGATTTGATTTTGATAATTGCCAAGTGTATAGATACTTGAGATGATGAC

ATAGATATTACTCCCGTGTATAAATAATAAACTCCATCTAAACTAAAACTATTAACGGTTCACATATCTATGAACTCTACTACTG

I R

SORL1-201 >

SORL1-201

ATTTTTGGCTCCTAAAGTATTCCTGGAGGAATTTTCCAAACAGGAAATGTGAAAATGTTCTGAACATGCCCAGTGAAGACATCAC

TAAAAACCGAGGATTTCATAAGGACCTCCTTAAAAGGTTTGTCCTTTACACTTTTACAAGACTTGTACGGGTCACTTCTGTAGTG

s>

SORL1-201 >

SORL1-201

GGGGCTATGTGTTTGATCTTCTAAGGGAATGTCTTTGAAGATGATTGTCCACTCTTCACATTGAGATAACGGTTTTCATATTGCC

CCCCGATACACAAACTAGAAGATTCCCTTACAGAAACTTCTACTAACAGGTGAGAAGTGTAACTCTATTGCCAAAAGTATAACGG

I i >

SORL1-201 >

SORL1-201

TGGTCCACTCAAGACAATTGTCATCCTGTATAAAGGGTCTGTGGCTGTGGTAGAACTGCCATCATAGGAGTTGGTGAATTACCCT

ACCAGGTGAGTTCTGTTAACAGTAGGACATATTTCCCAGACACCGACACCATCTTGACGGTAGTATCCTCAACCACTTAATGGGA

I R

SORLI-201 >

SORL1-201

TCCATCTTCTTCCAGCTTCTCTCTGATGCAGCTCTCCCATTTTCCATTCTCTGGCTTCAGACTAGCCTAGACATTCCTGCCCCTG

AGGTAGAAGAAGGTCGAAGAGAGACTACGTCGAGAGGGTAAAAGGTAAGAGACCGAAGTCTGATCGGATCTGTAAGGACGGGGAC

I R

SORL1-201 >

SORL1-201

11,730

11,815

11,900

11,985

12,070

12,155

12,240



CCTACCTCTTAGGATCAGTGACTTGGTTAGCTTGTTTTGCAGTTTGCCCCTGGTTACTGCCTCAGAGTACAGTTTCATACATTTC

GGATGGAGAATCCTAGTCACTGAACCAATCGAACAAAACGTCAAACGGGGACCAATGACGGAGTCTCATGTCAAAGTATGTAAAG

I i >

SORL1-201 >

SORL1-201

TGCCTAGATCAGCCTCCTGAAATATGATACCCCATTTTGAGTTCTCTACTCTTAGCTCTTCTTGCTTGTTTGGATAGGAATATTT

ACGGATCTAGTCGGAGGACTTTATACTATGGGGTAAAACTCAAGAGATGAGAATCGAGAAGAACGAACAAACCTATCCTTATAAA

I R

SORLI-201 >

SORL1-201

GCTCTGCATATGAAAAGGTTAGTGAAATGATTTTACAGACATGATCCCTGTGAAAAAAATCATCCTGTAATAGAGTAGTTTTTTT

CGAGACGTATACTTTTCCAATCACTTTACTAAAATGTCTGTACTAGGGACACTTTTTTTAGTAGGACATTATCTCATCAAAAAAA

I R

SORL1-201 >

SORL1-201

TATTTGTTCGTTTTGTTTGTTTGTTTGTTTTTGAGACAGGCTCTGGCTCTGTTACCCAGGCTGGAGTGCAGTGGCGCCATCTCAG

ATAAACAAGCAAAACAAACAAACAAACAAAAACTCTGTCCGAGACCGAGACAATGGGTCCGACCTCACGTCACCGCGGTAGAGTC

s>

SORL1-201 >

SORL1-201

CTAACTGCAGCCTCTGTCTCCTGGGCTTAAGCAATCTTCCCACTTCAGCCTCTGAAGTGGCTGGGATCACAGATGTGTACCCGGC

GATTGACGTCGGAGACAGAGGACCCGAATTCGTTAGAAGGGTGAAGTCGGAGACTTCACCGACCCTAGTGTCTACACATGGGCCG

I i >

SORL1-201 >

SORL1-201

TAATTTTGCTTATTTTTTTTTTGTGGAGGCGGTCTTCACTATGTTGCTCAGGGTGGTCTCGAACTCCTGGGCTCGAGTGATCCTC

ATTAAAACGAATAAAAAAAAAACACCTCCGCCAGAAGTGATACAACGAGTCCCACCAGAGCTTGAGGACCCGAGCTCACTAGGAG

I R

SORLI-201 >

SORL1-201

CCACCTCGGCCTCCCAAACTGCTGGGATTACAGATGTGAGCCACTGCACCCAGCCGGTAATAGAGTATTTTAAAATAACATCATA

GGTGGAGCCGGAGGGTTTGACGACCCTAATGTCTACACTCGGTGACGTGGGTCGGCCATTATCTCATAAAATTTTATTGTAGTAT

I R

SORL1-201 >

SORL1-201

12,325

12,410

12,495

12,580

12,665

12,750

12,835



TTCCATTATTGTTCAGGATCTTGGAACATTGAGTGATATATTGTTCTTTGAATACAAAACACATGTTCCCACATCCTTGTTTGAG

AAGGTAATAACAAGTCCTAGAACCTTGTAACTCACTATATAACAAGAAACTTATGTTTTGTGTACAAGGGTGTAGGAACAAACTC

I i >

SORL1-201 >

SORL1-201

TTGTTTCTCATGAGTGGTGGCTCTATGTCAATTCTGCATTCCCTCTTGTAGCCAGTGGCCTGTACCTTTGAACTAAAGGAGCCAT

AACAAAGAGTACTCACCACCGAGATACAGTTAAGACGTAAGGGAGAACATCGGTCACCGGACATGGAAACTTGATTTCCTCGGTA

I R

SORLI-201 >

SORL1-201

CTGTGCCCACTAATGGATCAGAGTGAAGGGATGTCTGGGACTTCTGCTCTAGTCAGCTGGTTAGTCTGCTATGGTAATTAAGCTG

GACACGGGTGATTACCTAGTCTCACTTCCCTACAGACCCTGAAGACGAGATCAGTCGACCAATCAGACGATACCATTAATTCGAC

I R

SORL1-201 >

SORL1-201

TTATGATTGATTATTTACTGAACCTTTTGGACTGTTTCATCATGTGGACTTCCCTTCCTCTGGAGGTGTATGTTTTCTCTCTATT

AATACTAACTAATAAATGACTTGGAAAACCTGACAAAGTAGTACACCTGAAGGGAAGGAGACCTCCACATACAAAAGAGAGATAA

s>

SORL1-201 >

SORL1-201

TACTGAATCTTTTGGAATGTTTCATCATATGAACCTCCCTTCCTCTGGATGTGTGTGTTTTCTCTTTGGTAATACCTCTTACTCT

ATGACTTAGAAAACCTTACAAAGTAGTATACTTGGAGGGAAGGAGACCTACACACACAAAAGAGAAACCATTATGGAGAATGAGA

I i >

SORL1-201 >

SORL1-201

TTTCCTTGGCATCATAATAACGTTGTTGCCATAGCATTGTGATTTTTATTTTTATTTGTAATGTAAATTAACCAATGATGTGCCC

AAAGGAACCGTAGTATTATTGCAACAACGGTATCGTAACACTAAAAATAAAAATAAACATTACATTTAATTGGTTACTACACGGG

I R

SORLI-201 >

SORL1-201

ACACACCCAAAGCTACTGCGTATATTATCCATATCGACACTGATTATCATTCATGAACTTCGTCTAACCTGTAGGCCAGGATAGG

TGTGTGGGTTTCGATGACGCATATAATAGGTATAGCTGTGACTAATAGTAAGTACTTGAAGCAGATTGGACATCCGGTCCTATCC

I R

SORL1-201 >

SORL1-201

12,920

13,005

13,090

13,175

13,260

13,345

13,430



CATGGCTTAGATGAATGCTTGGCTGGGTGGCAACAGATGATTTGGATATGGTGCTGAAGTGTGGGAGGGCATCTCTGTCCATGAC

GTACCGAATCTACTTACGAACCGACCCACCGTTGTCTACTAAACCTATACCACGACTTCACACCCTCCCGTAGAGACAGGTACTG

I i >

SORL1-201 >

SORL1-201

ATAGCACGAATGAAGAATTAGCAATTGAGTTTTATCTAAGTTTTTATGTTCATTTTTCCCATTTTCATGATTAATAATTGCAGTC

TATCGTGCTTACTTCTTAATCGTTAACTCAAAATAGATTCAAAAATACAAGTAAAAAGGGTAAAAGTACTAATTATTAACGTCAG

I R

SORLI-201 >

SORL1-201

AAAAGAAAAAACATGATTTCATAGTTTCTGTGACCCCATAGTTGTATCATGTTTCAGATTGTTATAAAATGGTTTATGCATCTTC

TTTTCTTTTTTGTACTAAAGTATCAAAGACACTGGGGTATCAACATAGTACAAAGTCTAACAATATTTTACCAAATACGTAGAAG

I R

SORL1-201 >

SORL1-201

TTACCTGCCATCCCCGGAACGATGTAGGGGATAGGATGGCACTTTTGCCATCCTCGTTCATCCACAAAGGCTCCTTCTCAAGAGT

AATGGACGGTAGGGGCCTTGCTACATCCCCTATCCTACCGTGAAAACGGTAGGAGCAAGTAGGTGTTTCCGAGGAAGAGTTCTCA

s>

SORL1-201 >

SORL1-201

GCAGTGGTGGATTTTACGAACTCTCTCCGGTGCTGCCTTTAGTAAGCTGAACCAGAGAAAAGATTGGCAGGAGTGGGCTAGATCA

CGTCACCACCTAAAATGCTTGAGAGAGGCCACGACGGAAATCATTCGACTTGGTCTCTTTTCTAACCGTCCTCACCCGATCTAGT

I i >

SORL1-201 >

SORL1-201

GCATGAACTAGTCCTTACCTGAACACATTGCACAGCAGTGGCTGATGAGTACTGTGGTTGGCTCCTCCTTTAGCTCTTGAGGGGC

CGTACTTGATCAGGAATGGACTTGTGTAACGTGTCGTCACCGACTACTCATGACACCAACCGAGGAGGAAATCGAGAACTCCCCG

I R

SORLI-201 >

SORL1-201

ACTCTGGCACAAAGGAATTGAGAAGGGGAGGCCTGGATTTTTGTCCTGGGCCCACCATTAACCAGGTGTATGTTCTAATTAAGGC

TGAGACCGTGTTTCCTTAACTCTTCCCCTCCGGACCTAAAAACAGGACCCGGGTGGTAATTGGTCCACATACAAGATTAATTCCG

I R

SORL1-201 >

SORL1-201

13,515

13,600

13,685

13,770

13,855

13,940

14,025



CTTTGGGGCCCTAAGGAGCAGAAACCCACTCAAGCTAGCTCAAGTGAATGGTTTTATGGAATGAATAAAGGAGCCCAAAGATGAA

GAAACCCCGGGATTCCTCGTCTTTGGGTGAGTTCGATCGAGTTCACTTACCAAAATACCTTACTTATTTCCTCGGGTTTCTACTT

I i >

SORL1-201 >

SORL1-201

AGTCTAGGAGAGCCTCATGGGGACTGGAGCTGTTCTTTCTCTTTCCCTCTCATTAGGCCTCTTCTCTCTGTAAGCCTCTTTCTTT

TCAGATCCTCTCGGAGTACCCCTGACCTCGACAAGAAAGAGAAAGGGAGAGTAATCCGGAGAAGAGAGACATTCGGAGAAAGAAA

I R

SORLI-201 >

SORL1-201

TTAAAAAAAAAATTATTCGGAATTTTGAAGGCAATGTTCAACTATATTATAGCCACTAGTGTTGTAATTGAGAAGTCCAAAGACA

AATTTTTTTTTTAATAAGCCTTAAAACTTCCGTTACAAGTTGATATAATATCGGTGATCACAACATTAACTCTTCAGGTTTCTGT

I R

SORL1-201 >

SORL1-201

TTCTGGTTCTTTTTTAAATTAAAAAAAAAAATTTTTTTTAAGGGATAGGATCTTGCTATATTGCCCAGGCTGGATTCGAGCTACC

AAGACCAAGAAAAAATTTAATTTTTTTTTTTAAAAAAAATTCCCTATCCTAGAACGATATAACGGGTCCGACCTAAGCTCGATGG

s>

SORL1-201 >

SORL1-201

AGGCTCAAGTGATCCTCCTGCCTCAGCCTCCTGAGTAGCTGGGGCTACAGGTGCGTGCTGCCATGCCTGGCCTCCTTAAGTCTCT

TCCGAGTTCACTAGGAGGACGGAGTCGGAGGACTCATCGACCCCGATGTCCACGCACGACGGTACGGACCGGAGGAATTCAGAGA

I i >

SORL1-201 >

SORL1-201

TTTAGTCTCCTGACGGTCTGCAGACTGAGCTTATCTGCATACCCAGAGTTTTGACTTCCACACGGTTTTGGCTTGCCATGTGCCA

AAATCAGAGGACTGCCAGACGTCTGACTCGAATAGACGTATGGGTCTCAAAACTGAAGGTGTGCCAAAACCGAACGGTACACGGT

I R

SORLI-201 >

SORL1-201

CTTCAACACCCATGCTCTGTGACCCTTTCCCTGGCTCCAGCTCCTTGGTTGCTTTCTTGTCTTTCAGTGACCCAATTACAAATTC

GAAGTTGTGGGTACGAGACACTGGGAAAGGGACCGAGGTCGAGGAACCAACGAAAGAACAGAAAGTCACTGGGTTAATGTTTAAG

I R

SORL1-201 >

SORL1-201

14,110

14,195

14,280

14,365

14,450

14,535

14,620



CCAGGAGGAACCCTGCTGCCTGGCTTGGCTCTGGGGCAGTCTGATCTGGCTGAAGACAGGATGCAAGTCACTGGTTATACTGAGC
14,705
GGTCCTCCTTGGGACGACGGACCGAACCGAGACCCCGTCAGACTAGACCGACTTCTGTCCTACGTTCAGTGACCAATATGACTCG

I i >

SORL1-201 >

SORL1-201

AGAAGTTTTCAGCACAGTAGGCGCCCCAAAGCTTGCCACTTGACCCTTGAGAGCTTCTCGCTGTCCTTTCCGTAAGACGAGGAGG
14,790
TCTTCAAAAGTCGTGTCATCCGCGGGGTTTCGAACGGTGAACTGGGAACTCTCGAAGAGCGACAGGAAAGGCATTCTGCTCCTCC

I R

SORLI-201 >

SORL1-201

TTGCAGTGGGTCTCCTTCTTGTATTCAGTACCTCCCTCATGGTGTGTATTAACCTACCTGCTGCTGTTTGTCTTCCCTCCAGGAA
14,875
AACGTCACCCAGAGGAAGAACATAAGTCATGGAGGGAGTACCACACATAATTGGATGGACGACGACAAACAGAAGGGAGGTCCTT

I R

SORL1-201 >

SORL1-201

GCAATGCCTGTGTGCCCAGGCCATGCAGCCTGCTGTGCCTGCCCAAGGCCAACAACAGTAGAAGCTGCAGGTGTCCAGAGGATGT
14,960
CGTTACGGACACACGGGTCCGGTACGTCGGACGACACGGACGGGTTCCGGTTGTTGTCATCTTCGACGTCCACAGGTCTCCTACA

L

SORL1-201 >

L 1020 L L 1025 L L 1030, L L 1035 L L . 1040 L L . 1045

S N A C \ P R P C S L L C L P K A N N S R S C R C P E D \
ENSE00003533392 >

SORL1-201

GTCCAGCAGTGTGCTTCCATCAGGGGACCTGATGTGTGACTGCCCTCAGGGCTATCAGCTCAAGAACAATACCTGTGTCAAACAA
15,045
CAGGTCGTCACACGAAGGTAGTCCCCTGGACTACACACTGACGGGAGTCCCGATAGTCGAGTTCTTGTTATGGACACAGTTTGTT

s>

SORL1-201 >

L . 1050, L L 1055 L L . 1060, L L . 1065 L L . 1070, L L
S S S \ L P S G D L M C D C P Q G Y Q L K N N T C \ K
ENSE00003533392

0
>

SORL1-201

GGTACTTCCCTTTTTCTTTTTTGCCTGTCATCCTCCTTCCTTTGTTTCCTGCTCCCCGCCAGGGGAGGGAGGGATAGCTCTCTGT
15,130
CCATGAAGGGAAAAAGAAAAAACGGACAGTAGGAGGAAGGAAACAAAGGACGAGGGGCGGTCCCCTCCCTCCCTATCGAGAGACA

I R

SORLI-201 >

F L C F L L P A R G G R D S s L
} ----------------------------------------------------- (in frame with SORL1-201) ======-ememmm e e e e emcmcmmcmeee e e e oo ee >

SORL1-201

TTCCTAACCTTTTCGTGTTATTGGAAAAAGTCCAAGGTAAAAATCAAACCTACCAGATACTCATAAGAATACTGGTTTGGGTTCT
15,215
AAGGATTGGAAAAGCACAATAACCTTTTTCAGGTTCCATTTTTAGTTTGGATGGTCTATGAGTATTCTTATGACCAAACCCAAGA

I R

SORLI-201 >

F P N L F v L L E K V Q G K N Q T Y Q 1 L 1 R 1 L v wW VvV L
----------------------------------------------------- (in frame with SORL1-201)  ====c-cmmm o e e



AAGTCCTGGTAAGGGTCAAAGAGGCCCTTCAGTCCTCACTCAGAACAGGCCTATGCTGTACCTTTCTAAGTAGTAGCTGTGGTTT
15,300
TTCAGGACCATTCCCAGTTTCTCCGGGAAGTCAGGAGTGAGTCTTGTCCGGATACGACATGGAAAGATTCATCATCGACACCAAA

I i >

SORL1-201 >

S P G K G Q R G P S Vv L T Q N R P M L Y L S K
-------------------------------------------- (in frame with SORL1-201) ===---semememm e e e

TTGGTTTCATGTCAGATGGCACAGGCTTTCTTCAGGGTCTCCCTTTTTATTCTTTTGCTTCTTCCTCTCCTCACCCATCCCTCAC
15,385
AACCAAAGTACAGTCTACCGTGTCCGAAAGAAGTCCCAGAGGGAAAAATAAGAAAACGAAGAAGGAGAGGAGTGGGTAGGGAGTG

I R

SORLI-201 >

ATCCAGGTTTCTTACCTGCTCCTG 3’
15,409
TAGGTCCAAAGAATGGACGAGGAC 5’

SORL1-201 >




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 .. 15,409
gene ENSG00000137642
Protein coding

1 .. 15,409
gene ENSG00000246790
IncRNA

1 .. 15,409
primary transcript ENST00000260197

1 .. 15,409
primary transcript ENST00000501964
IncRNA

1 .. 15,409
primary transcript ENST00000529160
IncRNA

1870 .. 15,046

957 bp

1
coding sequence ENSP00000260197

Size

15,409 bp

15,409 bp

15,409 bp

15,409 bp

15,409 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 2975
/note = primary transcript ENST00000529445
Retained intron
SORL1-203 4948
/note = primary transcript ENST00000524873
Retained intron
Donor Template WT -> SNV 6669
Protospacer Sequence 6687
SNV 6700
/note = WT =C
SNV =T
PAM 6707
SORL1-204 14,658
/note = primary transcript ENST00000525532
SORL1-204 14,992
/note = coding sequence ENSP00000434634

/translation

MCDCPQGYQLKNNTCVKQ
18 amino acids = 2.1 kDa

6770

6706

6768
6706
6700

6709

. 15,409

. 15,046

3796 bp

1759 bp

100 bp
20 bp
1 bp

3 bp
752 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 6099 .. 6123 s 60°C Jan 11, 2023
/sequence = ATGCACGCCAAATAGGATTGTAGTG
44% GC / 7730.1 Da
Sanger Sequencing 20-mer 6570 .. 6589 - 56°C Jan 11, 2023
/sequence = CGGAGCAATATGGATGGTTC
50% GC / 6197.1 Da
Donor Template WT -> SNV 100-mer 6669 .. 6768 -— 79°C Jan 11, 2023
/sequence = TAAAGACAGCAATGGCATAGGGGTGCGGGAGGTTGTCCAGAATGACAGAGCGCTGCTGGCCACTGAACATGATCCGCTCTATGCACTC
3% GIB GGXATA7.1 Da
gRNA Protospacer 20-mer 6687 .. 6706 - 57°C Jan 11, 2023
/sequence = ATAGAGCGGATCACGTTCAG
50% GC / 6166.1 Da
PCR Reverse 25-mer 7148 .. 7172 -— 62°C Jan 11, 2023
/sequence = AAGAGCCATGTTGCTCTCCAGAGTC

52% GC / 7642.0 Da



