(7011 .. 7023) gRNA Protospacer
(6894 .. 6913) Sanger Sequencing | Donor Template SNV -> REV (6993 .. 7092)

(6423 .. 6447) PCR Forwardl \ PCR Reverse (7472 .. 7496)

5000 10,000 15,000

| SORL1-201 >

SORL1-201
I

Donor Template SNV -> REV

Protospacer Sequence

SNV

INK2]JO00030R_SORL1_T947M_AO03_AA
15,665 bp



CCCTGGTGTTTTTCATGCTAAGTTCGTTAGTCCCTTAATTTAATCTTTCATCATTACCAGAGTAATTAACATACCTCACTATGGA

GGGACCACAAAAAGTACGATTCAAGCAATCAGGGAATTAAATTAGAAAGTAGTAATGGTCTCATTAATTGTATGGAGTGATACCT

T SoRE e >

| SORL1-201 >

GGCTTGAAAAGAACCACCACTTCAGCAAATTCCAACAAATGAGCAGATAATATTCAAATATTTCCCTCACAAGAGCTGTTATTGA

CCGAACTTTTCTTGGTGGTGAAGTCGTTTAAGGTTGTTTACTCGTCTATTATAAGTTTATAAAGGGAGTGTTCTCGACAATAACT

I R

SORLI-201 >

TGAGGGCGTGGGTTAGTAGGGTTTGAGTGATTGCTCTTGAGGGGCTGGAGTGCCTACTTTTGTAATAAATATTTCTGAAGATAAT

ACTCCCGCACCCAATCATCCCAAACTCACTAACGAGAACTCCCCGACCTCACGGATGAAAACATTATTTATAAAGACTTCTATTA

I R

SORL1-201 >

TCAGCAAGGGACAAAACAGTTTGTTTAAAGCCATCTAAACTGGCAGGAAAGCTATTTTCTCTTCTACTGGAAGATAGAACAGGGA

AGTCGTTCCCTGTTTTGTCAAACAAATTTCGGTAGATTTGACCGTCCTTTCGATAAAAGAGAAGATGACCTTCTATCTTGTCCCT

s>

SORL1-201 >

ACGAAGTGGAGAAATCTCATTCCATTGTGGGCCACCTCCTATGTAAAAGAGAGAAAAAAAAAGGCATGGAATAGGAGGCAGGGAT

TGCTTCACCTCTTTAGAGTAAGGTAACACCCGGTGGAGGATACATTTTCTCTCTTTTTTTTTCCGTACCTTATCCTCCGTCCCTA

I i >

SORL1-201 >

ATACCAGGAAAGAAAAAGATGCTTTCACAGGACTAATGGGGGCCGTAATATCTTTGCAAAGATGAGGTAATCTGGGCATCTGGAA

TATGGTCCTTTCTTTTTCTACGAAAGTGTCCTGATTACCCCCGGCATTATAGAAACGTTTCTACTCCATTAGACCCGTAGACCTT

I R

SORLI-201 >

GGATTTTTTAAATGCAAGAATTTTTCTTCCTTTACAATTACTATGAAAACACACATTCCTTGGCCAGGACCAGCCAAGAATTCCA

CCTAAAAAATTTACGTTCTTAAAAAGAAGGAAATGTTAATGATACTTTTGTGTGTAAGGAACCGGTCCTGGTCGGTTCTTAAGGT

I R

SORL1-201 >

TTCCTTTTCCAGGTTAAGCATTGCGCGCTGGAATGCCGCATGCTGCTCTGAACATAATCCTAAAACACGTATTTCTGGATTCAGG

AAGGAAAAGGTCCAATTCGTAACGCGCGACCTTACGGCGTACGACGAGACTTGTATTAGGATTTTGTGCATAAAGACCTAAGTCC

s>

SORL1-201 >

TTCTACTTTATGGGTATTAGTTTCTTAGAGGAAAAAAAAGCCCAGAGTGACAGAATGAGGTTTATAGATGCTGGAGAGAGATGTG

AAGATGAAATACCCATAATCAAAGAATCTCCTTTTTTTTCGGGTCTCACTGTCTTACTCCAAATATCTACGACCTCTCTCTACAC

I i >

SORL1-201 >

GGGCAAAAGCCTTGCTGCTGCAAATGTAGCTTTCATGTCCCTATACCTTAGCTGGCCCCCTCCCTGGGAATGACAGCGGGAAGGT

CCCGTTTTCGGAACGACGACGTTTACATCGAAAGTACAGGGATATGGAATCGACCGGGGGAGGGACCCTTACTGTCGCCCTTCCA

I R

SORLI-201 >

85

170

340

425

680

765

850



TTCCTTGACAACCAAAAGGGGAGGTAGGTTACCATGTGATGGTAACATAGATACTTCTAAAGTGACCTGGAACCAAAGGAAAAGA

AAGGAACTGTTGGTTTTCCCCTCCATCCAATGGTACACTACCATTGTATCTATGAAGATTTCACTGGACCTTGGTTTCCTTTTCT

I i >

SORL1-201 >

AGGAAAACTTACCTTATTAAAAATTGTAGGTAGATTTATTTTTTGATGCATTATCTATATTACAGCTTTTATAAAGAAGGTGAGT

TCCTTTTGAATGGAATAATTTTTAACATCCATCTAAATAAAAAACTACGTAATAGATATAATGTCGAAAATATTTCTTCCACTCA

I R

SORLI-201 >

GGTACATGTTAAGTCACTGAGTGTATGGAATCAGGAAGTGGGCAGGAATGGCTAACCCAGGCATGCAGCAAAAGAATTCCGATTT

CCATGTACAATTCAGTGACTCACATACCTTAGTCCTTCACCCGTCCTTACCGATTGGGTCCGTACGTCGTTTTCTTAAGGCTAAA

I R

SORL1-201 >

GCATCTTGGTCCCATATGCAACACACTGTCAAGATGCACACTTTAGACACAGATGCTGGTGTGCTGCTTGTGTCCACTCCTGGGG

CGTAGAACCAGGGTATACGTTGTGTGACAGTTCTACGTGTGAAATCTGTGTCTACGACCACACGACGAACACAGGTGAGGACCCC

s>

SORL1-201 >

AAGAATCTGGATGTTTCCCAAGCCGTTCCCTAAGTGGACAAGACAGTGTACTGGGTCTTCCTATTTCCAGTTGTCTGACATTAGG

TTCTTAGACCTACAAAGGGTTCGGCAAGGGATTCACCTGTTCTGTCACATGACCCAGAAGGATAAAGGTCAACAGACTGTAATCC

I i >

SORL1-201 >

TAAGTATCTTCAGCACTCAGGACCTTCATTTCTACATCTTAAAAATCATCCACGGTAGCGTCTGTATCATAACAGGCAGCACAGT

ATTCATAGAAGTCGTGAGTCCTGGAAGTAAAGATGTAGAATTTTTAGTAGGTGCCATCGCAGACATAGTATTGTCCGTCGTGTCA

I R

SORLI-201 >

GTAGTGGTTAAAGCATAGACTCTGGATCCAGAGTGCCTGGGTTCCAATCTTGGTTCTGCCACTTGCTAGTTGTGTGACCTTGGGT

CATCACCAATTTCGTATCTGAGACCTAGGTCTCACGGACCCAAGGTTAGAACCAAGACGGTGAACGATCAACACACTGGAACCCA

I R

SORL1-201 >

GAGTTACTTAACCTCTCTGGTCTCAGTTTTCTCATTTGTAAAATTTGGTTAACAAGAGTTCTACCATCAGGCAGTTGTTGTGGGT

CTCAATGAATTGGAGAGACCAGAGTCAAAAGAGTAAACATTTTAAACCAATTGTTCTCAAGATGGTAGTCCGTCAACAACACCCA

s>

SORL1-201 >

CTTAAACAATACCCGATACGTAGTAAGCACATTATACACAATATGTACACAATTTATATTTGTTGAGTAGAAACAGAATTTTTGT

GAATTTGTTATGGGCTATGCATCATTCGTGTAATATGTGTTATACATGTGTTAAATATAAACAACTCATCTTTGTCTTAAAAACA

I i >

SORL1-201 >

GGTGATTATGTTGTGGAACATTTTGTAAATAGCCAAGAACAAATGCATTATTAGTATTATTTTGGAGATCTAAGAGGTTCATAGA

CCACTAATACAACACCTTGTAAAACATTTATCGGTTCTTGTTTACGTAATAATCATAATAAAACCTCTAGATTCTCCAAGTATCT

I R

SORLI-201 >

935

1020

1105

1190

1275

1360

1445

1530

1615

1700



ATTGCCATATGGTGTTGTGAACAATATGAATAAGTGAGCAAATTGATTAGAGAGCTTAGTTACAAAGCTTCAGTGACTAATGGTC

TAACGGTATACCACAACACTTGTTATACTTATTCACTCGTTTAACTAATCTCTCGAATCAATGTTTCGAAGTCACTGATTACCAG

I i >

SORL1-201 >

TCTCGTCAACAAGATGATGATGCTGTGGTGATACAGTCACGTGAGGAGGGAGAACAGGGCGATTGGTGTAATTAGGTTGGCAAGT

AGAGCAGTTGTTCTACTACTACGACACCACTATGTCAGTGCACTCCTCCCTCTTGTCCCGCTAACCACATTAATCCAACCGTTCA

I R

SORLI-201 >

GTGACTTGAAGACTGGCAGGCTTAGCCCAGAAGTATGGTTGTTGAAGCATGCATATTGGGAGATTTAGAATAAAGAAAAACATAA

CACTGAACTTCTGACCGTCCGAATCGGGTCTTCATACCAACAACTTCGTACGTATAACCCTCTAAATCTTATTTCTTTTTGTATT

I R

SORL1-201 >

CAAGTAAAACACTTGCAGATGAAGAAACAGATTCACTGGAGTTTAAGTAACTTGCCTGAGGCAGAAATGTGATTCCATTACACAC

GTTCATTTTGTGAACGTCTACTTCTTTGTCTAAGTGACCTCAAATTCATTGAACGGACTCCGTCTTTACACTAAGGTAATGTGTG

s>

SORL1-201 >

CTCCTGAGTCTTGATTTCTGTGCTCTTCACTTGGTCCACACCACATGCCAATGAATTTGAGGTTTGTGTATGAGAAACAAATAGG

GAGGACTCAGAACTAAAGACACGAGAAGTGAACCAGGTGTGGTGTACGGTTACTTAAACTCCAAACACATACTCTTTGTTTATCC

I i >

SORL1-201 >

TCAGATGTGCTAGGACCTCTTCAGCATCCCCTGGGTCCAACCTCCCACGTGTCTTGTGTGTCTGGCAGAAGAGAACGAGTTCATT

AGTCTACACGATCCTGGAGAAGTCGTAGGGGACCCAGGTTGGAGGGTGCACAGAACACACAGACCGTCTTCTCTTGCTCAAGTAA

I R

SORLI-201 >

L L L 760
E N E F 1

ENSE00000991345 >

SORL1-201

CTGTATGCTGTGAGGAAATCCATCTACCGCTATGACCTGGCCTCGGGAGCCACCGAGCAGTTGCCTCTCACCGGGCTACGGGCAG

GACATACGACACTCCTTTAGGTAGATGGCGATACTGGACCGGAGCCCTCGGTGGCTCGTCAACGGAGAGTGGCCCGATGCCCGTC

I e =

SORL1-201 >
L L L 765 L L L 770, L L L 775 L L 780 L L 785 L L L
L Y A \ R K S 1 Y R Y D L A S G A T E Q L P L T G L R A
ENSE00000991345 >
SORL1-201

CAGTGGCCCTGGACTTTGACTATGAGCACAACTGTTTGTATTGGTCCGACCTGGCCTTGGACGTCATCCAGGTGAGTCAGCGCTT

GTCACCGGGACCTGAAACTGATACTCGTGTTGACAAACATAACCAGGCTGGACCGGAACCTGCAGTAGGTCCACTCAGTCGCGAA

I R

SORLI-201 >
7 , . ., . 795 , ., ., , 80 ., ., ., , 805 , ., ., ., 810 , .,
A \i A L D F D Y E H N C L Y W S D L A L D \ 1 Q
ENSE00000991345 R >

SORL1-201

1785

1870

1955

2040

2125

2210

2295

2380



GGTCTGACTGTGGGAGCTGTGCATCGTGACTGCCCTGTCCTGATAAGCTGCATGCAGAATGGCCTATGGAAATGGGCAGTTAGAA

CCAGACTGACACCCTCGACACGTAGCACTGACGGGACAGGACTATTCGACGTACGTCTTACCGGATACCTTTACCCGTCAATCTT

I i >

SORL1-201 >

SORL1-201

GTTTGTAAGTGTTACTCATCTCAGGGCTGACAGGTGAAAGTTTCCAGTCTTCTGTGTTAGTATTTTTCTTTCTCTGTCTTCATCT

CAAACATTCACAATGAGTAGAGTCCCGACTGTCCACTTTCAAAGGTCAGAAGACACAATCATAAAAAGAAAGAGACAGAAGTAGA

I R

SORLI-201 >

SORL1-201

GTTCATATAGGAAGGATAAAGAAAGCCCTAAATCCACAGACCTGCTTGAAAGTGAGGTCTTGCTTTTCCTGCTGGGAAGGTGTTG

CAAGTATATCCTTCCTATTTCTTTCGGGATTTAGGTGTCTGGACGAACTTTCACTCCAGAACGAAAAGGACGACCCTTCCACAAC

I R

SORL1-201 >

SORL1-201

GGACTAGTAATGTAGGATGATTAGTTGCCCCCCTATTGTGCCAACTGCCTCTTGAGCATCTTTCTTCCCAAGCCATGATACAGTA

CCTGATCATTACATCCTACTAATCAACGGGGGGATAACACGGTTGACGGAGAACTCGTAGAAAGAAGGGTTCGGTACTATGTCAT

s>

SORL1-201 >

SORL1-201

ACACTTGACTTACCCATAGCTCACATAATTATCCACTTCAGCTGTTCTGAACACAGGTAAGAACCAGGAAGTAAGCATTAAAGAG

TGTGAACTGAATGGGTATCGAGTGTATTAATAGGTGAAGTCGACAAGACTTGTGTCCATTCTTGGTCCTTCATTCGTAATTTCTC

I i >

SORL1-201 >

SORL1-201

CCCTGGACAGGCCAGGTGGATAGCCATACGCTCACACCCATGCATTTAAAGGAGAGCTCTTTGATCTTTATTCATTGTCTACTTA

GGGACCTGTCCGGTCCACCTATCGGTATGCGAGTGTGGGTACGTAAATTTCCTCTCGAGAAACTAGAAATAAGTAACAGATGAAT

I R

SORLI-201 >

SORL1-201

ATCCTTTTAGAAAAGCAATTCCAACAAATTTTTATCTAGATTCCAACCCAACAGAAATTTCACAGTGCCTGGGTATTTGAGGGGC

TAGGAAAATCTTTTCGTTAAGGTTGTTTAAAAATAGATCTAAGGTTGGGTTGTCTTTAAAGTGTCACGGACCCATAAACTCCCCG

I R

SORL1-201 >

SORL1-201

2465

2550

2635

2720

2805

2890

2975



TTGGGGTGGGGGATGGCGGTGATGCTGAATGGAGCTGTCCAACAATAGCACTTGATGGCTAAGAGCCTCACAGGGAAGAAAGAGT

AACCCCACCCCCTACCGCCACTACGACTTACCTCGACAGGTTGTTATCGTGAACTACCGATTCTCGGAGTGTCCCTTCTTTCTCA

I i >

SORL1-201 >

SORL1-201

ATAAAAGCAGACACAAGAACTGAAATGTAACAGCAGTCTGGTTTCACTTATTTTAAAAGCAAACAGACTCATACAATCTCAGTAA

TATTTTCGTCTGTGTTCTTGACTTTACATTGTCGTCAGACCAAAGTGAATAAAATTTTCGTTTGTCTGAGTATGTTAGAGTCATT

I R

SORLI-201 >

SORL1-201

TCTCTGACTTTATTATTGCCATACAGCATAATTTAGTAACCAGTGTTCATAATGATAATGCAGAGTAATATATATGATTAAATTC

AGAGACTGAAATAATAACGGTATGTCGTATTAAATCATTGGTCACAAGTATTACTATTACGTCTCATTATATATACTAATTTAAG

I R

SORL1-201 >

SORL1-201

TCTTTATTCTGCTTTAAAAAACAAAAATGTAGTATATTTTAGAAATGCTTTCATGAAAACCTGGCTTCATGTGTCTGGAAAGTTT

AGAAATAAGACGAAATTTTTTGTTTTTACATCATATAAAATCTTTACGAAAGTACTTTTGGACCGAAGTACACAGACCTTTCAAA

s>

SORL1-201 >

SORL1-201

ACTAACGTAAAACATCTCATCCCTTGCCAGTCCTGCCAGTTGAATAAAGGGTTACCCTTCATGGGACTGACTTGGCAGGGGGTCG

TGATTGCATTTTGTAGAGTAGGGAACGGTCAGGACGGTCAACTTATTTCCCAATGGGAAGTACCCTGACTGAACCGTCCCCCAGC

I i >

SORL1-201 >

SORL1-201

TTTGAACAGTTCCTAGCATTTATTATTACTTTTCTCTCTTAAGCGCCTCTGTTTGAATGGAAGCACAGGGCAAGAGGTGATCATC

AAACTTGTCAAGGATCGTAAATAATAATGAAAAGAGAGAATTCGCGGAGACAAACTTACCTTCGTGTCCCGTTCTCCACTAGTAG

I R

SORL1-201 >
, 815 ., ., ., ., 80 ., ., ., ., 85 ,
R L C L N G S T G Q E \ 1 1
----------------------------------- ENSE00000991346 >
SORL1-201

AATTCTGGCCTGGAGACAGTAGAAGCTTTGGCTTTTGAACCCCTCAGCCAGCTGCTTTACTGGGTAGATGCAGGCTTCAAAAAGA

TTAAGACCGGACCTCTGTCATCTTCGAAACCGAAAACTTGGGGAGTCGGTCGACGAAATGACCCATCTACGTCCGAAGTTTTTCT

I e =

SORL1-201 >

L . 830 L L . 835 L L 840 L L 845 L L 850 L L . 855

N S G L E T \ E A L A F E P L S Q L L Y W \ D A G F K K
ENSE00000991346 :>

SORL1-201

3060

3145

3230

3315

3400

3485

3570



TTGAGGTATGTGTATTTTCGTGCTGTTCTTAATTAAGGGAGCAGGCGGGGCACCTGGGCTTTGAGCCACATTTGACACAGAGGCA

AACTCCATACACATAAAAGCACGACAAGAATTAATTCCCTCGTCCGCCCCGTGGACCCGAAACTCGGTGTAAACTGTGTCTCCGT

I i >

SORL1-201 >
i I R
1 E
----------------------------------------------------------------- >
SORL1-201

AGGGCCAGTGTGTCAGATTACTCAGGAAATTTACTGCGAGTTTCCAGAGAATGGACCAGCTGAGCCTCTGGAGAGGAGAGAAAAG

TCCCGGTCACACAGTCTAATGAGTCCTTTAAATGACGCTCAAAGGTCTCTTACCTGGTCGACTCGGAGACCTCTCCTCTCTTTTC

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

SORL1-201 >

SORL1-201

GGGGTAAGTACCTGTGAGTTGATCTTTTGGCTAGCAGAAGCTTAGCTAATAACAATAAATGGTAATATTTTTATTTTATTTATAT

CCCCATTCATGGACACTCAACTAGAAAACCGATCGTCTTCGAATCGATTATTGTTATTTACCATTATAAAAATAAAATAAATATA

I e =

SORL1-201 >

SORL1-201

ATGTACTTACTTATTTTATTTATATATTATTTTTGTTTTATTTTACTACTTTTATTAAACATGATGGCAAAAACTACAATCACTT

TACATGAATGAATAAAATAAATATATAATAAAAACAAAATAAAATGATGAAAATAATTTGTACTACCGTTTTTGATGTTAGTGAA

L

SORL1-201 >

SORL1-201

TTGCATCAGCCTAATATCATGGTATTATTATAATGCTATAACAATAATCGTCTAGTATTATTTTATTCGATTAGAGTGATAGCAA

AACGTAGTCGGATTATAGTACCATAATAATATTACGATATTGTTATTAGCAGATCATAATAAAATAAGCTAATCTCACTATCGTT

I R

SORLI-201 >

SORL1-201

CAATATCATCATCATCATCATCATTGCCACTGTTATTAATCCCCATTTCTCTGCAACTTAGCTACCTAGTAACCTGTCCCACCTT

GTTATAGTAGTAGTAGTAGTAGTAACGGTGACAATAATTAGGGGTAAAGAGACGTTGAATCGATGGATCATTGGACAGGGTGGAA

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

SORL1-201 >

SORL1-201

ATATACCCAAGGCAAGGATGATGAGTGACCTCTAAACTGCCAAATCTTTGTCTGGGGGAATGTAGTGTGCTCAGCTCACTGCCTC

TATATGGGTTCCGTTCCTACTACTCACTGGAGATTTGACGGTTTAGAAACAGACCCCCTTACATCACACGAGTCGAGTGACGGAG

I e =

SORL1-201 >

SORL1-201

3655

3740

3825

3910

3995

4080

4165



AGCACCTCTTTATACTGACTCTGCATGGAGAGACGGCATGTGGGTGAAGTGGGAAGTGCAGTAGAAGCAGGGAGATGCAGAGGGC

TCGTGGAGAAATATGACTGAGACGTACCTCTCTGCCGTACACCCACTTCACCCTTCACGTCATCTTCGTCCCTCTACGTCTCCCG

I i >

SORL1-201 >

SORL1-201

TAAGAGGAGTTGCAAGACGAAAGACACAGACTCGAGAGATAGACCCAGATGTAGGCTTGACTCCACTAGCTCAGCGACATGGGGC

ATTCTCCTCAACGTTCTGCTTTCTGTGTCTGAGCTCTCTATCTGGGTCTACATCCGAACTGAGGTGATCGAGTCGCTGTACCCCG

I R

SORLI-201 >

SORL1-201

AAGGTGCTTATGCTTTCTAAACTTCAGTTGCTTCATGCGTTAGATGGAGATTCATATATTCGCACAACCATTTGACAGGGGTTCT

TTCCACGAATACGAAAGATTTGAAGTCAACGAAGTACGCAATCTACCTCTAAGTATATAAGCGTGTTGGTAAACTGTCCCCAAGA

I R

SORL1-201 >

SORL1-201

CTGCATGATACATGTGGTTTAGGTTCTGATGATAAAGCAGTGGGCAGGACACACACGTTCTTGTTCCAGTAGAGCTTAGATTTTA

GACGTACTATGTACACCAAATCCAAGACTACTATTTCGTCACCCGTCCTGTGTGTGCAAGAACAAGGTCATCTCGAATCTAAAAT

s>

SORL1-201 >

SORL1-201

GTGGAGGAAGCAAAATAATAAATCAGTTCTGTTGGTGGTACATGCTGCAAAGACTCTGAAGCAGTGCAGTGTGATTGCGCTTTTG

CACCTCCTTCGTTTTATTATTTAGTCAAGACAACCACCATGTACGACGTTTCTGAGACTTCGTCACGTCACACTAACGCGAAAAC

I i >

SORL1-201 >

SORL1-201

GAGAGTGGGGCAACATTAGAATAGGCAGACAGAGCAGGCAACTTGAGGTTGATGTCTTAGCTGAGCCCTGGCTGAGAAGAGGATG

CTCTCACCCCGTTGTAATCTTATCCGTCTGTCTCGTCCGTTGAACTCCAACTACAGAATCGACTCGGGACCGACTCTTCTCCTAC

I R

SORLI-201 >

SORL1-201

ATCTTTTGTCCACCTCCTGGGGATGCTGATAGAAGTGAACTGGCATCTACTGAATGCTGCCTCGGTGGTTATGTTATTGCTCTTT

TAGAAAACAGGTGGAGGACCCCTACGACTATCTTCACTTGACCGTAGATGACTTACGACGGAGCCACCAATACAATAACGAGAAA

I R

SORL1-201 >

SORL1-201

4250

4335

4420

4505

4590

4675

4760



CTCTCCTTTCTTTAATTGCGTGTGGTCAGCACTTGGCTAGGGGCTAAAAGAATGCAGGTGATGCACAAGCACCCACCTTTTCACA

GAGAGGAAAGAAATTAACGCACACCAGTCGTGAACCGATCCCCGATTTTCTTACGTCCACTACGTGTTCGTGGGTGGAAAAGTGT

I i >

SORL1-201 >

SORL1-201

GGCTGTGGGGCGACCACTGCACAACTCAAATACTGTTGGTGCAAAATGGTGTCAGATGAGCCAAGGTGCAGAGCTACTGATGCTT

CCGACACCCCGCTGGTGACGTGTTGAGTTTATGACAACCACGTTTTACCACAGTCTACTCGGTTCCACGTCTCGATGACTACGAA

I R

SORLI-201 >

SORL1-201

ATTGGTCCAGGTGGGTCAGAAGAGTTAGGAAAGTAGGCAGGCCTGGCAGTGAGGTTTGAAGGAGAGTTATGCCTTGATTAGATTA

TAACCAGGTCCACCCAGTCTTCTCAATCCTTTCATCCGTCCGGACCGTCACTCCAAACTTCCTCTCAATACGGAACTAATCTAAT

I R

SORL1-201 >

SORL1-201

AGCAGTGGGGCAGGTAGGCCCAGGATGGGATGTGGCAAGAGCAGACAGCAGTGAGTCCGCATCAGGCTTGGAGAAGCAAGAGATG

TCGTCACCCCGTCCATCCGGGTCCTACCCTACACCGTTCTCGTCTGTCGTCACTCAGGCGTAGTCCGAACCTCTTCGTTCTCTAC

s>

SORL1-201 >

SORL1-201

ACCAGCCTGGCTGACGGGAAGGAGCAAGAATATGAGTCCCACCTGTGGACTCTTCATTGCAAGGCTGTGACATTGAGAATTTGTT

TGGTCGGACCGACTGCCCTTCCTCGTTCTTATACTCAGGGTGGACACCTGAGAAGTAACGTTCCGACACTGTAACTCTTAAACAA

I i >

SORL1-201 >

SORL1-201

TTATGGGAGTGTGGAGTCATCGATTGCCTTGGAACGTGGAGTGACACGGGATGGTGAAATAAGTAAATGCTCATTTGCTTATTTA

AATACCCTCACACCTCAGTAGCTAACGGAACCTTGCACCTCACTGTGCCCTACCACTTTATTCATTTACGAGTAAACGAATAAAT

I R

SORLI-201 >

SORL1-201

CTTATTTGAGTAATTTACTTATTGATACTGCTTTGTCCAGATCATCATGCCCTGGAAACTGGGGCTTACATGGTTCTAGCTCCTC

GAATAAACTCATTAAATGAATAACTATGACGAAACAGGTCTAGTAGTACGGGACCTTTGACCCCGAATGTACCAAGATCGAGGAG

I R

SORL1-201 >

SORL1-201

4845

4930

5015

5100

5185

5270

5355



TTTCAGACCACTTGAAAATTGTCCCATGAGTCAGAGGAAGGAACAGCGCATTGTGACTAGAAGTTGGGGCAGGTTTCGCAGATGG

AAAGTCTGGTGAACTTTTAACAGGGTACTCAGTCTCCTTCCTTGTCGCGTAACACTGATCTTCAACCCCGTCCAAAGCGTCTACC

I i >

SORL1-201 >

SORL1-201

GTCAGGTCAGGGAAATAGGCAGGCATGGAGGGGGCATGTCTGTAGCAGAAGCTGAGTAGCCATCTTTGGCAATGGGGGTCTTTAA

CAGTCCAGTCCCTTTATCCGTCCGTACCTCCCCCGTACAGACATCGTCTTCGACTCATCGGTAGAAACCGTTACCCCCAGAAATT

I R

SORLI-201 >

SORL1-201

GGAGCTCCGATCCATCTCAGCCTCTTTTCCCCCTGTTTTTGTCAGGTAGCTAATCCAGATGGCGACTTCCGACTCACAATCGTCA

CCTCGAGGCTAGGTAGAGTCGGAGAAAAGGGGGACAAAAACAGTCCATCGATTAGGTCTACCGCTGAAGGCTGAGTGTTAGCAGT

I R

SORL1-201 >
. . 80 ., _, ., ., 85 , ., ., _, 870
\ A N P D G D F R L T I V
------------------------------------- ENSE00003463448 >

SORL1-201

ATTCCTCTGTGCTTGATCGTCCCAGGGCTCTGGTCCTCGTGCCCCAAGAGGGGTAAGTGTTGCCCCAAAAGGAAATCAGTCTTGC

TAAGGAGACACGAACTAGCAGGGTCCCGAGACCAGGAGCACGGGGTTCTCCCCATTCACAACGGGGTTTTCCTTTAGTCAGAACG

L

SORL1-201 >
L L L . 875 L L ., 880 L L ., 885 L L
N S S \ L D R P R A L \ L \ P Q E G
ENSE00003463448 B R R RN IR >
SORL1-201

GTCCAATGCTACACTAATAGATTCTCATGGAAACACAGACTGCGGGACAAAAACTCTGTTTCTCATGATGGTGGTTGAAATGGTC

CAGGTTACGATGTGATTATCTAAGAGTACCTTTGTGTCTGACGCCCTGTTTTTGAGACAAAGAGTACTACCACCAACTTTACCAG

s>

SORL1-201 >

SORL1-201

TATTAACTGAGAAGTTTGAGACCACAGCTTAGTCATCGTGGTCAGGTAACTCCGTTCGCTTTTTGTTAGCCAGTGTCAGAGTCTC

ATAATTGACTCTTCAAACTCTGGTGTCGAATCAGTAGCACCAGTCCATTGAGGCAAGCGAAAAACAATCGGTCACAGTCTCAGAG

I i >

SORL1-201 >

SORL1-201

TTTAGGCATCCAGATGTCTTGCATCTGTGGGTTGTTTCTCTAGAAAAGTTGATGTTAAAAGAGAGCTTCTGTAGACATAGACAGG

AAATCCGTAGGTCTACAGAACGTAGACACCCAACAAAGAGATCTTTTCAACTACAATTTTCTCTCGAAGACATCTGTATCTGTCC

I R

SORLI-201 >

SORL1-201

5440

5525

5610

5695

5780

5865

5950



CCTGCTTGGATATTGTGAGAACTTTCTCTTGAGTTTCATGCATGGTACAAACATTTAATTCATTCCATCTTTCCCCTGCCTTCCC

GGACGAACCTATAACACTCTTGAAAGAGAACTCAAAGTACGTACCATGTTTGTAAATTAAGTAAGGTAGAAAGGGGACGGAAGGG

I i >

SORL1-201 >

SORL1-201

AGCATGTGTAGGTTTTCTTACGTACAATCAGTGTGCACTTGGGGAAGGCAAAGGTGCTTTTTATTAACTCATTAACTGAAGGAAA

TCGTACACATCCAAAAGAATGCATGTTAGTCACACGTGAACCCCTTCCGTTTCCACGAAAAATAATTGAGTAATTGACTTCCTTT

I R

SORLI-201 >

SORL1-201

CATAATTAAGAGGGAAATTCTGGATTTGACATTCTGGCTTTTCCTCTCTCGTAGCATTTATGATAGAGAATTGGCACAATTTTTT

GTATTAATTCTCCCTTTAAGACCTAAACTGTAAGACCGAAAAGGAGAGAGCATCGTAAATACTATCTCTTAACCGTGTTAAAAAA

I R

SORL1-201 >

SORL1-201

TCAAGGAAAATTCTAAGAGTAATGTATGTACTTGGTTGACAATATTTAGAGAGAACAGCACTTTATGAAAAAAATTTGCATTCTT

AGTTCCTTTTAAGATTCTCATTACATACATGAACCAACTGTTATAAATCTCTCTTGTCGTGAAATACTTTTTTTAAACGTAAGAA

SORL1-201 >

SORL1-201

CCTTTTCATTCTTAACCCTTTACCCTCACACTTCCTAGTGGTAATCATTGTTAATAATGTCTTGTGTATCTTTCATGATTGCTTT

GGAAAAGTAAGAATTGGGAAATGGGAGTGTGAAGGATCACCATTAGTAACAATTATTACAGAACACATAGAAAGTACTAACGAAA

SORL1-201 >

SORL1-201

PCR Forward
[ATGCACGCCAAATAGGATTGTAGTG

TACTTATGTACAAGTATTATCTTTAAAACACACACATATACACACACATGCACGCCAAATAGGATTGTAGTGTAGTTACTATTCT

ATGAATACATGTTCATAATAGAAATTTTGTGTGTGTATATGTGTGTGTACGTGCGGTTTATCCTAACATCACATCAATGATAAGA

SORLI-201 >

SORL1-201

GTACCTTTTTAAACAAACTTAATATGTATTGAAAATAGTTCTGTGTGAGCATATATAGATTTTTAGGTTTCACAGTATTCTATTA

CATGGAAAAATTTGTTTGAATTATACATAACTTTTATCAAGACACACTCGTATATATCTAAAAATCCAAAGTGTCATAAGATAAT

SORL1-201 >

SORL1-201

6035

6120

6205

6290

6375

6460

6545



TATGTACCATAATGTGTCACTTCCTCTGCTGATTAACATTTAGTTTAATATACATACATATACATTTCTTTGTATATTATCTTTG

ATACATGGTATTACACAGTGAAGGAGACGACTAATTGTAAATCAAATTATATGTATGTATATGTAAAGAAACATATAATAGAAAC

I i >

SORL1-201 >

SORL1-201

CATAATTTGATTTTATCTATAGATAAATTCTAGTAAAGGAATTTCCAGGTGAAGGAATTTAAGTAGTTTCAGGTGTTGTCATTAC

GTATTAAACTAAAATAGATATCTATTTAAGATCATTTCCTTAAAGGTCCACTTCCTTAAATTCATCAAAGTCCACAACAGTAATG

I R

SORLI-201 >

SORL1-201

ATATTGTTATAATAATGCTGAAATAACCAGCCGGATCATTCGAAAGGAGTTTCTGACCTTTTCTGGAGTAGTATTTGAGCTCCCA

TATAACAATATTATTACGACTTTATTGGTCGGCCTAGTAAGCTTTCCTCAAAGACTGGAAAAGACCTCATCATAAACTCGAGGGT

SORL1-201 >
SORL1-201
TTTCTCTAGTATTGATGAGGTATGTGTTCTGTCCCCATTTTCGCTAGGGTGATGTTCTGGACAGACTGGGGAGACCTGAAGCCTG
AAAGAGATCATAACTACTCCATACACAAGACAGGGGTAAAAGCGATCCCACTACAAGACCTGTCTGACCCCTCTGGACTTCGGAC
SORL1-201 >
L 890 L L L 895 L L L 900
V. M F W T D W G D L K P
-------------------------------------- ENSE00003546837 >
SORL1-201
Sanger Sequencing
ICGGAGCAATATGGATGGTTC
GGATTTATCGGAGCAATATGGATGGTTCTGCTGCCTATCACCTGGTGTCTGAGGATGTGAAGTGGCCCAATGGCATCTCTGTGGA
CCTAAATAGCCTCGTTATACCTACCAAGACGACGGATAGTGGACCACAGACTCCTACACTTCACCGGGTTACCGTAGAGACACCT
SORL1-201 >
L L L L 905 L L L 910 L L L 915 L L L 920 L L L 925 L L L
1 Y R S N M D G S A A Y H L V S E D V K W P N G 1 V D
ENSE00003546837 >

SORL1-201

6630

6715

6800

6885

6970



gRNA Protospacer
IATAGAGCGGATCATGTTCAG

CGACCAGTGGATTTACTGGACGGATGCCTACCTGGAGTGCATAGAGCGGATCACGTTCAGTGGCCAGCAGCGCTCTGTCATTCTG

GCTGGTCACCTAAATGACCTGCCTACGGATGGACCTCACGTATCTCGCCTAGTGCAAGTCACCGGTCGTCGCGAGACAGTAAGAC

SORL1-201 >
930 L L L 935 L L L 940 L L L 945 L L L 950 L L L 955 L
D Q W 1 Y W T D A Y L E C 1 E R 1 T F S G Q Q R S Vv 1 L
ENSE00003546837 >
SORL1-201
| Protospacer Sequence [
PAM
SNV
CTACGGATGGACCTCACGTATCTCGCCTAGTGCAAGTCACCGGTCGTCGCGAGACAGTAAGAC
Donor Template SNV -> REV
GACAACCTCCCGCACCCCTATGCCATTGCTGTCTTTAAGGTGAGTCCATTTGTTGCTGCCGGACAGTCTGCTAGAGCGGGTGAGG
CTGTTGGAGGGCGTGGGGATACGGTAACGACAGAAATTCCACTCAGGTAAACAACGACGGCCTGTCAGACGATCTCGCCCACTCC
SORL1-201 >
L L 960 L L L 965 L L L 970
D N L P H P Y A 1 A ) F K
ENSE00003546837 R R i T R R R >

SORL1-201

CTGTTGGAGGGCGTGGGGATACGGTAACGACAGAAAT|
Donor Template SNV -> REV

AGCATATGAGATCAGGAGCCTGCATCCCTGGGCTTTGCAGAGAAGCTGTTTAACTTCTTAAAGGTTGCCTTTTTTCCAAATTTGA

TCGTATACTCTAGTCCTCGGACGTAGGGACCCGAAACGTCTCTTCGACAAATTGAAGAATTTCCAACGGAAAAAAGGTTTAAACT

s>

SORL1-201 >

SORL1-201

GATAACTTATTTTCAGCCTATGGAGGGATGCCAGGCAGAGGCGCCAAGGGTCCAGGCTCCCCTGCTGTTCACATTTCAAAAGGTT

CTATTGAATAAAAGTCGGATACCTCCCTACGGTCCGTCTCCGCGGTTCCCAGGTCCGAGGGGACGACAAGTGTAAAGTTTTCCAA

I i >

SORL1-201 >

SORL1-201

AAAAGTGAAGGCTCTTCCCATGAACATTCCCAGTTTGCCCCTCAGTGTCAGTAGCCTCATTTCAGGGTGGTGTCTTCATTTTTTG

TTTTCACTTCCGAGAAGGGTACTTGTAAGGGTCAAACGGGGAGTCACAGTCATCGGAGTAAAGTCCCACCACAGAAGTAAAAAAC

I R

SORLI-201 >

SORL1-201

7055

7140

7225

7310

7395



TGCGCTTTGCTCACTTTATTCTCTGATGACTTCCGGTGAGCTCTGCACCACCTATAGTGCCTTGCAGTTCTTTTTCGACTCTGGA

ACGCGAAACGAGTGAAATAAGAGACTACTGAAGGCCACTCGAGACGTGGTGGATATCACGGAACGTCAAGAAAAAGCTGAGACCT

SORL1-201 >

CTGAGACCT
PCR Reverse

GAGCAACATGGCTCTTCCCAACTCTGGGAAACAGATTTCAAACTGAGGGGGTTGGGTTTGTGTCATAAACTTGAATGCTTATCAG

SORL1-201

CTCGTTGTACCGAGAAGGGTTGAGACCCTTTGTCTAAAGTTTGACTCCCCCAACCCAAACACAGTATTTGAACTTACGAATAGTC

SORLI-201 >

SORL1-201

CTCGTTGTACCGAGAA|
PCR Reverse

ATAGTTTCTTTTGGGCAGTTTCTTCTGTGGGGTTATATGGTGAGGTTTGGATAAAATTGCTGTCCTTTGCATTTAAGTAGAATCT

TATCAAAGAAAACCCGTCAAAGAAGACACCCCAATATACCACTCCAAACCTATTTTAACGACAGGAAACGTAAATTCATCTTAGA

I R

SORL1-201 >

SORL1-201

TGATCAGGCTAGTCATTCAGCCAATAAATGTTAGTTGTCTCCTGCCTGGGGGAACTCTTACCCTTAGAGAGAACCAGAATAAAGA

ACTAGTCCGATCAGTAAGTCGGTTATTTACAATCAACAGAGGACGGACCCCCTTGAGAATGGGAATCTCTCTTGGTCTTATTTCT

s>

SORL1-201 >

SORL1-201

ACGAAAGAGCTGGACTAATGGGCAAAGGTTTTCTTTTTAGAATGAAATCTACTGGGATGACTGGTCACAGCTCAGCATATTCCGA

TGCTTTCTCGACCTGATTACCCGTTTCCAAAAGAAAAATCTTACTTTAGATGACCCTACTGACCAGTGTCGAGTCGTATAAGGCT

I i >

SORL1-201 >
.. ., 975 ., ., ., ., 980 ., ., ., ., 985
N E I Y W D D W S Q L S 1 _F R
--------------------------------- ENSE00000532819 >
SORL1-201

GCTTCCAAATACAGTGGGTCCCAGATGGAGATTCTGGCAAACCAGCTCACGGGGCTCATGGACATGAAGATTTTCTACAAGGGGA

CGAAGGTTTATGTCACCCAGGGTCTACCTCTAAGACCGTTTGGTCGAGTGCCCCGAGTACCTGTACTTCTAAAAGATGTTCCCCT

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

SORL1-201 >

L L L L 990 L L L 995 L L 1000, L L 1005 L L . 1010 L L
A S K Y S G S Q M E 1 L A N Q L T G L M D M K 1 F Y K G
ENSE00000532819

SORL1-201

7480

7565

7650

7735

7820

7905



AGAACACTGGTAAGCCAGAGTCTCTTCTTTTGTCTCTGTAGAGTTGATCTCAAGAAAGGGGCTGCGTGTGGCCAATCTCTGCTCA

TCTTGTGACCATTCGGTCTCAGAGAAGAAAACAGAGACATCTCAACTAGAGTTCTTTCCCCGACGCACACCGGTTAGAGACGAGT

I i >

SORL1-201 >
. 1015
K N T
ENSE00000... [ L L >
SORL1-201

GAGTAGGAGCTGGCAGCCTGCATCTTTGTTGTCACGACAACATGCACATTATTTAATTTCTTCCTAATGACATCTTAATTTCTTT

CTCATCCTCGACCGTCGGACGTAGAAACAACAGTGCTGTTGTACGTGTAATAAATTAAAGAAGGATTACTGTAGAATTAAAGAAA

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

SORL1-201 >

SORL1-201

TCTAATGATACACAAACAGCTGGAAGACAGCATGCTTTTGCCTGCCTAGAGTGTTGGTGCTTGGTGGGTAATTACACCCTCCTCC

AGATTACTATGTGTTTGTCGACCTTCTGTCGTACGAAAACGGACGGATCTCACAACCACGAACCACCCATTAATGTGGGAGGAGG

I e =

SORL1-201 >

SORL1-201

TGCCCTTGGCCCCTGACTGATTGGTGGCGCGGCTTCTGTTGCAGCTGGGAGAGTCCTAACATGTGCTTAATCCCTGTTTGGCATG

ACGGGAACCGGGGACTGACTAACCACCGCGCCGAAGACAACGTCGACCCTCTCAGGATTGTACACGAATTAGGGACAAACCGTAC

L

SORL1-201 >

SORL1-201

CTTGCAGGAAGAGACTCTGTGCTGGGTGCTCAGATAGTTGTTGCTTCCTGACAGGGCCTCTTGCTTGTTCTCTGGTTGCCCAGAT

GAACGTCCTTCTCTGAGACACGACCCACGAGTCTATCAACAACGAAGGACTGTCCCGGAGAACGAACAAGAGACCAACGGGTCTA

I R

SORLI-201 >

SORL1-201

GACCTATTGCTCATTGACCGTACCTACCTCTGCTGGAATGGCACTGTGTAGTTAGGTGTTGTTTTAATTAACTTTTCCCACCATG

CTGGATAACGAGTAACTGGCATGGATGGAGACGACCTTACCGTGACACATCAATCCACAACAAAATTAATTGAAAAGGGTGGTAC

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

SORL1-201 >

SORL1-201

AAACCCTAAACCCCATGAAGAAAGAGATGGTCTTTTTTATTCCCCGATAGTTTTACCAGTGTCTAGCACTTTGTAGGTGCTCAAT

TTTGGGATTTGGGGTACTTCTTTCTCTACCAGAAAAAATAAGGGGCTATCAAAATGGTCACAGATCGTGAAACATCCACGAGTTA

I e =

SORL1-201 >

SORL1-201

7990

8075

8160

8245

8330

8415

8500



TCATATTTGTTGAAAGAATAAGGGATGAAAAGGGAGGGGAAGAATTGCAGTGGGTGCAGACAGTAGCTGTCTTAGAGATCTACTG

AGTATAAACAACTTTCTTATTCCCTACTTTTCCCTCCCCTTCTTAACGTCACCCACGTCTGTCATCGACAGAATCTCTAGATGAC

I i >

SORL1-201 >

SORL1-201

GGTGAGGCTTCAAGAACTGCTATGAGGCTTTGACCTGCTAGTCCTGGAGTCTGAGACTATTCAGTGGAAAGCCTTTATCATTTCA

CCACTCCGAAGTTCTTGACGATACTCCGAAACTGGACGATCAGGACCTCAGACTCTGATAAGTCACCTTTCGGAAATAGTAAAGT

I R

SORLI-201 >

SORL1-201

TGACTGCTCTTTGATTTTGCTTATCTCCCAGCCATACTATTGATTCTAGAGGAGAAAGATCAGAGGATTACCAGGAAGAATAGTC

ACTGACGAGAAACTAAAACGAATAGAGGGTCGGTATGATAACTAAGATCTCCTCTTTCTAGTCTCCTAATGGTCCTTCTTATCAG

I R

SORL1-201 >

SORL1-201

CCTTTAAGAATTTCCCTCTTTATCTCAGCAGGATTAAATGGCATCCTGGGTTTGCTGATTCTCCTTTATTGACAAACTGCTAAGT

GGAAATTCTTAAAGGGAGAAATAGAGTCGTCCTAATTTACCGTAGGACCCAAACGACTAAGAGGAAATAACTGTTTGACGATTCA

s>

SORL1-201 >

SORL1-201

TTTCTGTTCTTAACTGGAATGTTGATATTGTTTTATGGTTCTTGGCTGACCCTATACTAGGAGAAAATTGACAGGGGAAATAATA

AAAGACAAGAATTGACCTTACAACTATAACAAAATACCAAGAACCGACTGGGATATGATCCTCTTTTAACTGTCCCCTTTATTAT

I i >

SORL1-201 >

SORL1-201

CTGTTATAGATATCATTGTTATCCTCTTGGGATTGTGAAGATAGCATGAGAACACCCTGGGAAAACTATAAAGTGTCTTACAAAT

GACAATATCTATAGTAACAATAGGAGAACCCTAACACTTCTATCGTACTCTTGTGGGACCCTTTTGATATTTCACAGAATGTTTA

I R

SORLI-201 >

SORL1-201

GTAAGACGATATTATTTGTTATGTCTTCACCACTGACCTGTGAGGTAGGGAAGGCTGGTATTATGATCCATGGTTTATAGATTAG

CATTCTGCTATAATAAACAATACAGAAGTGGTGACTGGACACTCCATCCCTTCCGACCATAATACTAGGTACCAAATATCTAATC

I R

SORL1-201 >

SORL1-201

8585

8670

8755

8840

8925

9010

9095



GGAATTAAATCTCAGATATGAATTAGCTTTCCCAAAATATCCTCACTAGTTTAGGGGCTGGCCTTTTGTTGCAATTCTGCCGCTA

CCTTAATTTAGAGTCTATACTTAATCGAAAGGGTTTTATAGGAGTGATCAAATCCCCGACCGGAAAACAACGTTAAGACGGCGAT

I i >

SORL1-201 >

SORL1-201

AATGGAGAAGTCACATTCTTTCTTAGAGGAGGCACCTGTTTTAGAATCAGGAGAGTTGAAGGAATCTTGCTTCTCAGCTCCAGTG

TTACCTCTTCAGTGTAAGAAAGAATCTCCTCCGTGGACAAAATCTTAGTCCTCTCAACTTCCTTAGAACGAAGAGTCGAGGTCAC

I R

SORLI-201 >

SORL1-201

ACTGAAATCTTCAGACCTTTGTTTAATGGAGGACATCCACCCCTACTGATCTGACTTGCTAGCTAGCAGAGTGGATTTTTAGTAT

TGACTTTAGAAGTCTGGAAACAAATTACCTCCTGTAGGTGGGGATGACTAGACTGAACGATCGATCGTCTCACCTAAAAATCATA

I R

SORL1-201 >

SORL1-201

TTCTCCAAGTGGATTTTTAGCATTTCTCCATGTTACCACTTAGTCCAGAAGAGTGGGTCTTCATTTTTACAAGTGCTTGTATGCA

AAGAGGTTCACCTAAAAATCGTAAAGAGGTACAATGGTGAATCAGGTCTTCTCACCCAGAAGTAAAAATGTTCACGAACATACGT

s>

SORL1-201 >

SORL1-201

TGTGCTTGTTTGATTTGCACACAGGAGCTTCTGAAACACTGTGTGCAGATGAAGCCAGTGGCTACCCGGTCACAACTTACTTCCC

ACACGAACAAACTAAACGTGTGTCCTCGAAGACTTTGTGACACACGTCTACTTCGGTCACCGATGGGCCAGTGTTGAATGAAGGG

I i >

SORL1-201 >

SORL1-201

AGTCTTGACTGTCCACTTCATCCCAAGAACTTGGGCACAGCTGACATGCAGTCACACCTGTGACTGAGGAGCAGTGCGGGAGGAG

TCAGAACTGACAGGTGAAGTAGGGTTCTTGAACCCGTGTCGACTGTACGTCAGTGTGGACACTGACTCCTCGTCACGCCCTCCTC

I R

SORLI-201 >

SORL1-201

AGAGTTTGTGGTCTCAGCACATGCAAACGTGGTGTCTTGGTGCCAGTCAGACAGGTCTGCAATCCTCACCTTAGGTGTAGTTTCC

TCTCAAACACCAGAGTCGTGTACGTTTGCACCACAGAACCACGGTCAGTCTGTCCAGACGTTAGGAGTGGAATCCACATCAAAGG

I R

SORL1-201 >

SORL1-201

9180

9265

9350

9435

9520

9605

9690



CTTTCATGCCTCAAAGAGTCATCTTCATTTAAGTTAGCCAGAGTCATTTTGGGGCCCAGAGTGAGGTCTGGATAGATGACAGGCT

GAAAGTACGGAGTTTCTCAGTAGAAGTAAATTCAATCGGTCTCAGTAAAACCCCGGGTCTCACTCCAGACCTATCTACTGTCCGA

I i >

SORL1-201 >

SORL1-201

GGTTTAAAAGGGAGATATGTATTAGCAGGGCATAGTGGCACATGCCTGTAGTCTCAGCTCCTCAGGAGGCGGAGGTGGGAGCATC

CCAAATTTTCCCTCTATACATAATCGTCCCGTATCACCGTGTACGGACATCAGAGTCGAGGAGTCCTCCGCCTCCACCCTCGTAG

I R

SORLI-201 >

SORL1-201

ACCTGAGCTCGGGAGGTTGAGGCTGCAGTTAGCCAAGGTCGTGCTGCTGCACTCCATCCTGGGTGACAGAGTGAGACCCTGTCAC

TGGACTCGAGCCCTCCAACTCCGACGTCAATCGGTTCCAGCACGACGACGTGAGGTAGGACCCACTGTCTCACTCTGGGACAGTG

I R

SORL1-201 >

SORL1-201

CGAAAAAAAAAAAAAAAAAGGCTGGGGGAGATCTGTGTTGGTGAGTAGAACACAGACCTGGACCTGTGCATGGGCGGCTGTGACT

GCTTTTTTTTTTTTTTTTTCCGACCCCCTCTAGACACAACCACTCATCTTGTGTCTGGACCTGGACACGTACCCGCCGACACTGA

s>

SORL1-201 >

SORL1-201

GTCCCTTTGGCCATGGCCAGTTGTCGCCTCTCTGCTCCTTTCTGTTTGCCTTTGGGATTTTCTCTTGCTGTCCTTTGGTTGTGAG

CAGGGAAACCGGTACCGGTCAACAGCGGAGAGACGAGGAAAGACAAACGGAAACCCTAAAAGAGAACGACAGGAAACCAACACTC

I i >

SORL1-201 >

SORL1-201

CAGGATACTTCCAGGAGACCTACTGCCTCCAAACACAGGGCTGGAGAAAGACGTTTTTGTCTTTCTCTGCAGCCCAGTTTGGGTC

GTCCTATGAAGGTCCTCTGGATGACGGAGGTTTGTGTCCCGACCTCTTTCTGCAAAAACAGAAAGAGACGTCGGGTCAAACCCAG

I R

SORLI-201 >

SORL1-201

AAATCAAAGCTTTTGCAGTGGTGTCTGGCTGTCAGCACTGTCTATGAGCACTCCGCACCTCTTGGCCTTGAACTTGTTTGCTCTA

TTTAGTTTCGAAAACGTCACCACAGACCGACAGTCGTGACAGATACTCGTGAGGCGTGGAGAACCGGAACTTGAACAAACGAGAT

I R

SORL1-201 >

SORL1-201

9775

9860

9945

10,030

10,115

10,200

10,285



ACCTGCTTGCTTTTTTTGGACACTGATAGGACACTTGCTTTTTTGGACATTGTATTACAGATCCACGGTGTGTGTTGGATCTAGC

TGGACGAACGAAAAAAACCTGTGACTATCCTGTGAACGAAAAAACCTGTAACATAATGTCTAGGTGCCACACACAACCTAGATCG

I i >

SORL1-201 >

SORL1-201

ACTTGGAGAAATGCTAAAAATCCACTCTGCTAGCTAGCAAGTCAGATCAGTAGGGGTGGATGTCCTCCATCAAGCAAGGGCCTGA

TGAACCTCTTTACGATTTTTAGGTGAGACGATCGATCGTTCAGTCTAGTCATCCCCACCTACAGGAGGTAGTTCGTTCCCGGACT

I R

SORLI-201 >

SORL1-201

ATATTTCAGTCACTGGAGCTGAGAAGCAAGATTCCTTCAACTCTCCTTATTTTAAAACAGGTGACTCCTCTAAGAAAGAATGTGA

TATAAAGTCAGTGACCTCGACTCTTCGTTCTAAGGAAGTTGAGAGGAATAAAATTTTGTCCACTGAGGAGATTCTTTCTTACACT

I R

SORL1-201 >

SORL1-201

CTCCTGTCCATCTTTATTATTTTTGTTGTCTCCTCCTAACACATTCGGGACTTTCTACAGTAGTCTCCTGCTTATTTGCCATTTT

GAGGACAGGTAGAAATAATAAAAACAACAGAGGAGGATTGTGTAAGCCCTGAAAGATGTCATCAGAGGACGAATAAACGGTAAAA

s>

SORL1-201 >

SORL1-201

GCTTTCTGTGATTTCAGCTACCTGCGGTCAACCACTGTCCAAAAATATATATGGAAGATTCCAGAAATAAACAATGTATAAGATT

CGAAAGACACTAAAGTCGATGGACGCCAGTTGGTGACAGGTTTTTATATATACCTTCTAAGGTCTTTATTTGTTACATATTCTAA

I i >

SORL1-201 >

SORL1-201

TAAATTGCTTGCTGTTCTGAATAGTGTGATGAAATCTTGTACTGTCTCCTCCCTGTCCCACCTGGGATGTGAATCCTCCCTTTGT

ATTTAACGAACGACAAGACTTATCACACTACTTTAGAACATGACAGAGGAGGGACAGGGTGGACCCTACACTTAGGAGGGAAACA

I R

SORLI-201 >

SORL1-201

CCAGCGTCTCATGCTGTTGATGCTGCCGGCTCATTAGTCCCTTTAGGAGCCGGCTGGGTTATCAGGGTGTCAAAGTACTGCAGTT

GGTCGCAGAGTACGACAACTACGACGGCCGAGTAATCAGGGAAATCCTCGGCCGACCCAATAGTCCCACAGTTTCATGACGTCAA

I R

SORL1-201 >

SORL1-201

10,370

10,455

10,540

10,625

10,710

10,795

10,880



CTTGTACGCAAGGAACCCTTATTTTACTTCATGATGACCCTACACCTCAAGAGTAGTGATTCCAGTAATTTGGATATGCCAAAGG

GAACATGCGTTCCTTGGGAATAAAATGAAGTACTACTGGGATGTGGAGTTCTCATCACTAAGGTCATTAAACCTATACGGTTTCC

I i >

SORL1-201 >

SORL1-201

GAGGTTGTAAAGTGCTTCCTTTAGGGAAAGGGTGAAAGTTCTAGACTTAATAAGGGAGGAAAAAAAATCTTACACCGAGTTTGCT

CTCCAACATTTCACGAAGGAAATCCCTTTCCCACTTTCAAGATCTGAATTATTCCCTCCTTTTTTTTAGAATGTGGCTCAAACGA

I R

SORLI-201 >

SORL1-201

AAGATCTGCTGTAAGAACGAACCTTCTATCTCTGAAATTGTAAAGAAAGAAAAAGAAATTCATGCACAGTATAGGTTTGGTCCTA

TTCTAGACGACATTCTTGCTTGGAAGATAGAGACTTTAACATTTCTTTCTTTTTCTTTAAGTACGTGTCATATCCAAACCAGGAT

I R

SORL1-201 >

SORL1-201

TCTGCAGTTTCAGGTGTCAGCTAGGGGTCTTGGAATTGGGGGTTTTGGAATAAGAGGGGACTACTATATTAACCAAGTGTTAAAT

AGACGTCAAAGTCCACAGTCGATCCCCAGAACCTTAACCCCCAAAACCTTATTCTCCCCTGATGATATAATTGGTTCACAATTTA

s>

SORL1-201 >

SORL1-201

AATAATAATTGATAGTAACTACATGTATTGAGGGGTTGCTGTGTTATAAGTACCACAGTAATGTGCTTTGTGGGCTTGTATAACC

TTATTATTAACTATCATTGATGTACATAACTCCCCAACGACACAATATTCATGGTGTCATTACACGAAACACCCGAACATATTGG

I i >

SORL1-201 >

SORL1-201

TCACTTCGTCTTCCCAAAGACTTCTATATGTACTATCAATATTTCCATTTTATAGGTGAGAATATGAAAGTCTGGTTTAGTAACT

AGTGAAGCAGAAGGGTTTCTGAAGATATACATGATAGTTATAAAGGTAAAATATCCACTCTTATACTTTCAGACCAAATCATTGA

I R

SORLI-201 >

SORL1-201

TGTGTAGGTCACACTTTTAGTAAGTGGTAAGAATTTGCACTGTGGCCCGTTGACTTCAAAGCCTGAACTTCGATAAAACCACCCG

ACACATCCAGTGTGAAAATCATTCACCATTCTTAAACGTGACACCGGGCAACTGAAGTTTCGGACTTGAAGCTATTTTGGTGGGC

I R

SORL1-201 >

SORL1-201

10,965

11,050

11,135

11,220

11,305

11,390

11,475



GCTCTGCTCCCTCTGTCATGTGTTGCTAGAATAGCAGTGCCCTGGTAGTATGACAGCAGTTCAGAAGTACTGTTCTAGATTTTGA

CGAGACGAGGGAGACAGTACACAACGATCTTATCGTCACGGGACCATCATACTGTCGTCAAGTCTTCATGACAAGATCTAAAACT

I i >

SORL1-201 >

SORL1-201

TTGATGATGGTTCATAATAAAAATGTTGTTCAGTTGCAACATTTATCAATTTGAAATATTTGGTCCTTTATAGCTAGCTGGTTTT

AACTACTACCAAGTATTATTTTTACAACAAGTCAACGTTGTAAATAGTTAAACTTTATAAACCAGGAAATATCGATCGACCAAAA

I R

SORLI-201 >

SORL1-201

TATTTTTTATTTGTTTAGTTTTTTGGAGACAGAGTCTCGTTCTGTTACCCCGGCTGGAGTGCAGTGATGTGATCTTGGCTCACTG

ATAAAAAATAAACAAATCAAAAAACCTCTGTCTCAGAGCAAGACAATGGGGCCGACCTCACGTCACTACACTAGAACCGAGTGAC

I R

SORL1-201 >

SORL1-201

CAACCTCTGCCTCCTGGGTTCAAGCAATTCTCATGCCTCAGCCTCCTAAGTAGCTGGGACTAAAGGCATGTGCCACCATGCCTGG

GTTGGAGACGGAGGACCCAAGTTCGTTAAGAGTACGGAGTCGGAGGATTCATCGACCCTGATTTCCGTACACGGTGGTACGGACC

s>

SORL1-201 >

SORL1-201

CTAATTTTTTGTATTTTAGTAGAGATTGGGTTTCACCATGTTGCCCAGGCTGGTCTTGAACTCCTGAGCTCAGGCAATCTGCACG

GATTAAAAAACATAAAATCATCTCTAACCCAAAGTGGTACAACGGGTCCGACCAGAACTTGAGGACTCGAGTCCGTTAGACGTGC

I i >

SORL1-201 >

SORL1-201

CCCCGGCCTCCCAAAGTGCTAGGATTTACAGGTGTGAGCCACTGTGTCTGGCCACTAGCTGGTTTTTAAATGGTATAACTGGAAT

GGGGCCGGAGGGTTTCACGATCCTAAATGTCCACACTCGGTGACACAGACCGGTGATCGACCAAAAATTTACCATATTGACCTTA

I R

SORLI-201 >

SORL1-201

TTATTCTTTGTAAAGTGTGTTTTTTCTTTAAAGAGGTTACTTTACAAGATTGTTGATGTATTCAGTTGCTCCTGCGATGGCTCTT

AATAAGAAACATTTCACACAAAAAAGAAATTTCTCCAATGAAATGTTCTAACAACTACATAAGTCAACGAGGACGCTACCGAGAA

I R

SORL1-201 >

SORL1-201

11,560

11,645

11,730

11,815

11,900

11,985

12,070



GGAGCTTTGGAATTCTTTTGCAGTTTTGGAATTCTCCTTTAGAGCCTGCAGTAAGTATGTGCTTTTAAGTATCTATAATGAGGGC

CCTCGAAACCTTAAGAAAACGTCAAAACCTTAAGAGGAAATCTCGGACGTCATTCATACACGAAAATTCATAGATATTACTCCCG

I i >

SORL1-201 >

SORL1-201

ACATATTTATTATTTGAGGTAGATTTGATTTTGATAATTGCCAAGTGTATAGATACTTGAGATGATGACATTTTTGGCTCCTAAA

TGTATAAATAATAAACTCCATCTAAACTAAAACTATTAACGGTTCACATATCTATGAACTCTACTACTGTAAAAACCGAGGATTT

I R

SORLI-201 >

SORL1-201

GTATTCCTGGAGGAATTTTCCAAACAGGAAATGTGAAAATGTTCTGAACATGCCCAGTGAAGACATCACGGGGCTATGTGTTTGA

CATAAGGACCTCCTTAAAAGGTTTGTCCTTTACACTTTTACAAGACTTGTACGGGTCACTTCTGTAGTGCCCCGATACACAAACT

I R

SORL1-201 >

SORL1-201

TCTTCTAAGGGAATGTCTTTGAAGATGATTGTCCACTCTTCACATTGAGATAACGGTTTTCATATTGCCTGGTCCACTCAAGACA

AGAAGATTCCCTTACAGAAACTTCTACTAACAGGTGAGAAGTGTAACTCTATTGCCAAAAGTATAACGGACCAGGTGAGTTCTGT

s>

SORL1-201 >

SORL1-201

ATTGTCATCCTGTATAAAGGGTCTGTGGCTGTGGTAGAACTGCCATCATAGGAGTTGGTGAATTACCCTTCCATCTTCTTCCAGC

TAACAGTAGGACATATTTCCCAGACACCGACACCATCTTGACGGTAGTATCCTCAACCACTTAATGGGAAGGTAGAAGAAGGTCG

I i >

SORL1-201 >

SORL1-201

TTCTCTCTGATGCAGCTCTCCCATTTTCCATTCTCTGGCTTCAGACTAGCCTAGACATTCCTGCCCCTGCCTACCTCTTAGGATC

AAGAGAGACTACGTCGAGAGGGTAAAAGGTAAGAGACCGAAGTCTGATCGGATCTGTAAGGACGGGGACGGATGGAGAATCCTAG

I R

SORLI-201 >

SORL1-201

AGTGACTTGGTTAGCTTGTTTTGCAGTTTGCCCCTGGTTACTGCCTCAGAGTACAGTTTCATACATTTCTGCCTAGATCAGCCTC

TCACTGAACCAATCGAACAAAACGTCAAACGGGGACCAATGACGGAGTCTCATGTCAAAGTATGTAAAGACGGATCTAGTCGGAG

I R

SORL1-201 >

SORL1-201

12,155

12,240

12,325

12,410

12,495

12,580

12,665



CTGAAATATGATACCCCATTTTGAGTTCTCTACTCTTAGCTCTTCTTGCTTGTTTGGATAGGAATATTTGCTCTGCATATGAAAA

GACTTTATACTATGGGGTAAAACTCAAGAGATGAGAATCGAGAAGAACGAACAAACCTATCCTTATAAACGAGACGTATACTTTT

I i >

SORL1-201 >

SORL1-201

GGTTAGTGAAATGATTTTACAGACATGATCCCTGTGAAAAAAATCATCCTGTAATAGAGTAGTTTTTTTTATTTGTTCGTTTTGT

CCAATCACTTTACTAAAATGTCTGTACTAGGGACACTTTTTTTAGTAGGACATTATCTCATCAAAAAAAATAAACAAGCAAAACA

I R

SORLI-201 >

SORL1-201

TTGTTTGTTTGTTTTTGAGACAGGCTCTGGCTCTGTTACCCAGGCTGGAGTGCAGTGGCGCCATCTCAGCTAACTGCAGCCTCTG

AACAAACAAACAAAAACTCTGTCCGAGACCGAGACAATGGGTCCGACCTCACGTCACCGCGGTAGAGTCGATTGACGTCGGAGAC

I R

SORL1-201 >

SORL1-201

TCTCCTGGGCTTAAGCAATCTTCCCACTTCAGCCTCTGAAGTGGCTGGGATCACAGATGTGTACCCGGCTAATTTTGCTTATTTT

AGAGGACCCGAATTCGTTAGAAGGGTGAAGTCGGAGACTTCACCGACCCTAGTGTCTACACATGGGCCGATTAAAACGAATAAAA

s>

SORL1-201 >

SORL1-201

TTTTTTGTGGAGGCGGTCTTCACTATGTTGCTCAGGGTGGTCTCGAACTCCTGGGCTCGAGTGATCCTCCCACCTCGGCCTCCCA

AAAAAACACCTCCGCCAGAAGTGATACAACGAGTCCCACCAGAGCTTGAGGACCCGAGCTCACTAGGAGGGTGGAGCCGGAGGGT

I i >

SORL1-201 >

SORL1-201

AACTGCTGGGATTACAGATGTGAGCCACTGCACCCAGCCGGTAATAGAGTATTTTAAAATAACATCATATTCCATTATTGTTCAG

TTGACGACCCTAATGTCTACACTCGGTGACGTGGGTCGGCCATTATCTCATAAAATTTTATTGTAGTATAAGGTAATAACAAGTC

I R

SORLI-201 >

SORL1-201

GATCTTGGAACATTGAGTGATATATTGTTCTTTGAATACAAAACACATGTTCCCACATCCTTGTTTGAGTTGTTTCTCATGAGTG

CTAGAACCTTGTAACTCACTATATAACAAGAAACTTATGTTTTGTGTACAAGGGTGTAGGAACAAACTCAACAAAGAGTACTCAC

I R

SORL1-201 >

SORL1-201

12,750

12,835

12,920

13,005

13,090

13,175

13,260



GTGGCTCTATGTCAATTCTGCATTCCCTCTTGTAGCCAGTGGCCTGTACCTTTGAACTAAAGGAGCCATCTGTGCCCACTAATGG

CACCGAGATACAGTTAAGACGTAAGGGAGAACATCGGTCACCGGACATGGAAACTTGATTTCCTCGGTAGACACGGGTGATTACC

I i >

SORL1-201 >

SORL1-201

ATCAGAGTGAAGGGATGTCTGGGACTTCTGCTCTAGTCAGCTGGTTAGTCTGCTATGGTAATTAAGCTGTTATGATTGATTATTT

TAGTCTCACTTCCCTACAGACCCTGAAGACGAGATCAGTCGACCAATCAGACGATACCATTAATTCGACAATACTAACTAATAAA

I R

SORLI-201 >

SORL1-201

ACTGAACCTTTTGGACTGTTTCATCATGTGGACTTCCCTTCCTCTGGAGGTGTATGTTTTCTCTCTATTTACTGAATCTTTTGGA

TGACTTGGAAAACCTGACAAAGTAGTACACCTGAAGGGAAGGAGACCTCCACATACAAAAGAGAGATAAATGACTTAGAAAACCT

I R

SORL1-201 >

SORL1-201

ATGTTTCATCATATGAACCTCCCTTCCTCTGGATGTGTGTGTTTTCTCTTTGGTAATACCTCTTACTCTTTTCCTTGGCATCATA

TACAAAGTAGTATACTTGGAGGGAAGGAGACCTACACACACAAAAGAGAAACCATTATGGAGAATGAGAAAAGGAACCGTAGTAT

s>

SORL1-201 >

SORL1-201

ATAACGTTGTTGCCATAGCATTGTGATTTTTATTTTTATTTGTAATGTAAATTAACCAATGATGTGCCCACACACCCAAAGCTAC

TATTGCAACAACGGTATCGTAACACTAAAAATAAAAATAAACATTACATTTAATTGGTTACTACACGGGTGTGTGGGTTTCGATG

I i >

SORL1-201 >

SORL1-201

TGCGTATATTATCCATATCGACACTGATTATCATTCATGAACTTCGTCTAACCTGTAGGCCAGGATAGGCATGGCTTAGATGAAT

ACGCATATAATAGGTATAGCTGTGACTAATAGTAAGTACTTGAAGCAGATTGGACATCCGGTCCTATCCGTACCGAATCTACTTA

I R

SORLI-201 >

SORL1-201

GCTTGGCTGGGTGGCAACAGATGATTTGGATATGGTGCTGAAGTGTGGGAGGGCATCTCTGTCCATGACATAGCACGAATGAAGA

CGAACCGACCCACCGTTGTCTACTAAACCTATACCACGACTTCACACCCTCCCGTAGAGACAGGTACTGTATCGTGCTTACTTCT

I R

SORL1-201 >

SORL1-201

13,345

13,430

13,515

13,600

13,685

13,770

13,855



ATTAGCAATTGAGTTTTATCTAAGTTTTTATGTTCATTTTTCCCATTTTCATGATTAATAATTGCAGTCAAAAGAAAAAACATGA

TAATCGTTAACTCAAAATAGATTCAAAAATACAAGTAAAAAGGGTAAAAGTACTAATTATTAACGTCAGTTTTCTTTTTTGTACT

I i >

SORL1-201 >

SORL1-201

TTTCATAGTTTCTGTGACCCCATAGTTGTATCATGTTTCAGATTGTTATAAAATGGTTTATGCATCTTCTTACCTGCCATCCCCG

AAAGTATCAAAGACACTGGGGTATCAACATAGTACAAAGTCTAACAATATTTTACCAAATACGTAGAAGAATGGACGGTAGGGGC

I R

SORLI-201 >

SORL1-201

GAACGATGTAGGGGATAGGATGGCACTTTTGCCATCCTCGTTCATCCACAAAGGCTCCTTCTCAAGAGTGCAGTGGTGGATTTTA

CTTGCTACATCCCCTATCCTACCGTGAAAACGGTAGGAGCAAGTAGGTGTTTCCGAGGAAGAGTTCTCACGTCACCACCTAAAAT

I R

SORL1-201 >

SORL1-201

CGAACTCTCTCCGGTGCTGCCTTTAGTAAGCTGAACCAGAGAAAAGATTGGCAGGAGTGGGCTAGATCAGCATGAACTAGTCCTT

GCTTGAGAGAGGCCACGACGGAAATCATTCGACTTGGTCTCTTTTCTAACCGTCCTCACCCGATCTAGTCGTACTTGATCAGGAA

s>

SORL1-201 >

SORL1-201

ACCTGAACACATTGCACAGCAGTGGCTGATGAGTACTGTGGTTGGCTCCTCCTTTAGCTCTTGAGGGGCACTCTGGCACAAAGGA

TGGACTTGTGTAACGTGTCGTCACCGACTACTCATGACACCAACCGAGGAGGAAATCGAGAACTCCCCGTGAGACCGTGTTTCCT

I i >

SORL1-201 >

SORL1-201

ATTGAGAAGGGGAGGCCTGGATTTTTGTCCTGGGCCCACCATTAACCAGGTGTATGTTCTAATTAAGGCCTTTGGGGCCCTAAGG

TAACTCTTCCCCTCCGGACCTAAAAACAGGACCCGGGTGGTAATTGGTCCACATACAAGATTAATTCCGGAAACCCCGGGATTCC

I R

SORLI-201 >

SORL1-201

AGCAGAAACCCACTCAAGCTAGCTCAAGTGAATGGTTTTATGGAATGAATAAAGGAGCCCAAAGATGAAAGTCTAGGAGAGCCTC

TCGTCTTTGGGTGAGTTCGATCGAGTTCACTTACCAAAATACCTTACTTATTTCCTCGGGTTTCTACTTTCAGATCCTCTCGGAG

I R

SORL1-201 >

SORL1-201

13,940

14,025

14,110

14,195

14,280

14,365

14,450



ATGGGGACTGGAGCTGTTCTTTCTCTTTCCCTCTCATTAGGCCTCTTCTCTCTGTAAGCCTCTTTCTTTTTAAAAAAAAAATTAT

TACCCCTGACCTCGACAAGAAAGAGAAAGGGAGAGTAATCCGGAGAAGAGAGACATTCGGAGAAAGAAAAATTTTTTTTTTAATA

I i >

SORL1-201 >

SORL1-201

TCGGAATTTTGAAGGCAATGTTCAACTATATTATAGCCACTAGTGTTGTAATTGAGAAGTCCAAAGACATTCTGGTTCTTTTTTA

AGCCTTAAAACTTCCGTTACAAGTTGATATAATATCGGTGATCACAACATTAACTCTTCAGGTTTCTGTAAGACCAAGAAAAAAT

I R

SORLI-201 >

SORL1-201

AATTAAAAAAAAAAATTTTTTTTAAGGGATAGGATCTTGCTATATTGCCCAGGCTGGATTCGAGCTACCAGGCTCAAGTGATCCT

TTAATTTTTTTTTTTAAAAAAAATTCCCTATCCTAGAACGATATAACGGGTCCGACCTAAGCTCGATGGTCCGAGTTCACTAGGA

I R

SORL1-201 >

SORL1-201

CCTGCCTCAGCCTCCTGAGTAGCTGGGGCTACAGGTGCGTGCTGCCATGCCTGGCCTCCTTAAGTCTCTTTTAGTCTCCTGACGG

GGACGGAGTCGGAGGACTCATCGACCCCGATGTCCACGCACGACGGTACGGACCGGAGGAATTCAGAGAAAATCAGAGGACTGCC

s>

SORL1-201 >

SORL1-201

TCTGCAGACTGAGCTTATCTGCATACCCAGAGTTTTGACTTCCACACGGTTTTGGCTTGCCATGTGCCACTTCAACACCCATGCT

AGACGTCTGACTCGAATAGACGTATGGGTCTCAAAACTGAAGGTGTGCCAAAACCGAACGGTACACGGTGAAGTTGTGGGTACGA

I i >

SORL1-201 >

SORL1-201

CTGTGACCCTTTCCCTGGCTCCAGCTCCTTGGTTGCTTTCTTGTCTTTCAGTGACCCAATTACAAATTCCCAGGAGGAACCCTGC

GACACTGGGAAAGGGACCGAGGTCGAGGAACCAACGAAAGAACAGAAAGTCACTGGGTTAATGTTTAAGGGTCCTCCTTGGGACG

I R

SORLI-201 >

SORL1-201

TGCCTGGCTTGGCTCTGGGGCAGTCTGATCTGGCTGAAGACAGGATGCAAGTCACTGGTTATACTGAGCAGAAGTTTTCAGCACA

ACGGACCGAACCGAGACCCCGTCAGACTAGACCGACTTCTGTCCTACGTTCAGTGACCAATATGACTCGTCTTCAAAAGTCGTGT

I R

SORL1-201 >

SORL1-201

14,535

14,620

14,705

14,790

14,875

14,960

15,045



GTAGGCGCCCCAAAGCTTGCCACTTGACCCTTGAGAGCTTCTCGCTGTCCTTTCCGTAAGACGAGGAGGTTGCAGTGGGTCTCCT

CATCCGCGGGGTTTCGAACGGTGAACTGGGAACTCTCGAAGAGCGACAGGAAAGGCATTCTGCTCCTCCAACGTCACCCAGAGGA

I i >

SORL1-201 >

SORL1-201

TCTTGTATTCAGTACCTCCCTCATGGTGTGTATTAACCTACCTGCTGCTGTTTGTCTTCCCTCCAGGAAGCAATGCCTGTGTGCC

AGAACATAAGTCATGGAGGGAGTACCACACATAATTGGATGGACGACGACAAACAGAAGGGAGGTCCTTCGTTACGGACACACGG

I R

SORL1-201 >
L1020
G S N A C \ P
----------------------------------------------------- ENSE00003533392 >
SORL1-201

CAGGCCATGCAGCCTGCTGTGCCTGCCCAAGGCCAACAACAGTAGAAGCTGCAGGTGTCCAGAGGATGTGTCCAGCAGTGTGCTT

GTCCGGTACGTCGGACGACACGGACGGGTTCCGGTTGTTGTCATCTTCGACGTCCACAGGTCTCCTACACAGGTCGTCACACGAA

I e =

SORL1-201 >
1025 L L 1030, L L 1035 L L . 1040 L L 1045 L L 1050
R P C S L L C L P K A N N S R S C R C P E D \ S S S \ L
ENSE00003533392 >
SORL1-201

CCATCAGGGGACCTGATGTGTGACTGCCCTCAGGGCTATCAGCTCAAGAACAATACCTGTGTCAAACAAGGTACTTCCCTTTTTC

GGTAGTCCCCTGGACTACACACTGACGGGAGTCCCGATAGTCGAGTTCTTGTTATGGACACAGTTTGTTCCATGAAGGGAAAAAG

I R

SORLL-201 >
. . , 1055 . . , 1060 . . , 1065 . . , 1070 . . .
P S G D L M C D C P Q G Y Q L K N N T C V K Q G T S L F
ENSE00003533392 o >
SORL1-201

TTTTTTGCCTGTCATCCTCCTTCCTTTGTTTCCTGCTCCCCGCCAGGGGAGGGAGGGATAGCTCTCTGTTTCCTAACCTTTTCGT

AAAAAACGGACAGTAGGAGGAAGGAAACAAAGGACGAGGGGCGGTCCCCTCCCTCCCTATCGAGAGACAAAGGATTGGAAAAGCA

L

SORL1-201 >

L F C L S S S F L C F L L P A R G G R D S S L F P N L F Vv
----------------------------------------------------- (in frame with SORL1-201)  =====-emmm o e e oo

GTTATTGGAAAAAGTCCAAGGTAAAAATCAAACCTACCAGATACTCATAAGAATACTGGTTTGGGTTCTAAGTCCTGGTAAGGGT

CAATAACCTTTTTCAGGTTCCATTTTTAGTTTGGATGGTCTATGAGTATTCTTATGACCAAACCCAAGATTCAGGACCATTCCCA

I R

SORLI-201 >

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

CAAAGAGGCCCTTCAGTCCTCACTCAGAACAGGCCTATGCTGTACCTTTCTAAGTAGTAGCTGTGGTTTTTGGTTTCATGTCAGA

GTTTCTCCGGGAAGTCAGGAGTGAGTCTTGTCCGGATACGACATGGAAAGATTCATCATCGACACCAAAAACCAAAGTACAGTCT

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

SORL1-201 >

Q R G P S VvV L T Q N R P M L Y L s K
------------------------------- (in frame with SORL1-201)  ----=--=--=-=-----mommmmmomoo

15,130

15,215

15,300

15,385

15,470

15,555

15,640



TGGCACAGGCTTTCTTCAGGGTCTC

ACCGTGTCCGAAAGAAGTCCCAGAG

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 .. 15,665
gene ENSG00000137642
Protein coding

1 .. 15,665
gene ENSG00000246790
IncRNA

1 .. 15,665
primary transcript ENST00000260197

1 .. 15,665
primary transcript ENST00000501964
IncRNA

1 .. 15,665
primary transcript ENST00000529160
IncRNA

2194 .. 15,370

957 bp

1
coding sequence ENSP00000260197

Size

15,665 bp

15,665 bp

15,665 bp

15,665 bp

15,665 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 3299
/note = primary transcript ENST00000529445
Retained intron
SORL1-203 5272
/note = primary transcript ENST00000524873
Retained intron
Donor Template SNV -> REV 6993
Protospacer Sequence 7011
SNV 7024
/note = REV =C
SNV =T
PAM 7031
SORL1-204 14,982
/note = primary transcript ENST00000525532
SORL1-204 15,316
/note = coding sequence ENSP00000434634

/translation

MCDCPQGYQLKNNTCVKQ
18 amino acids = 2.1 kDa

7094

7030

7093
7030
7024

7033

. 15,665

. 15,370

3796 bp

1759 bp

101 bp
20 bp
1 bp

3 bp
684 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 6423 .. 6447 s 60°C Jan 11, 2023
/sequence = ATGCACGCCAAATAGGATTGTAGTG
44% GC / 7730.1 Da
Sanger Sequencing 20-mer 6894 .. 6913 - 56°C Jan 11, 2023
/sequence = CGGAGCAATATGGATGGTTC
50% GC / 6197.1 Da
Donor Template SNV -> REV 100-mer 6993 .. 7092 —_ 80°C Jan 11, 2023
/sequence = TAAAGACAGCAATGGCATAGGGGTGCGGGAGGTTGTCCAGAATGACAGAGCGCTGCTGGCCACTGAACGTGATCCGCTCTATGCACTC
EA%BGIB GGXATLZ3.1 Da
gRNA Protospacer 20-mer 7011 .. 7023 - 39°C Jan 11, 2023
/sequence = ATAGAGCGGATCATGTTCAG
45% GC / 6181.1 Da
PCR Reverse 25-mer 7472 .. 7496 —_ 62°C Jan 11, 2023
/sequence = AAGAGCCATGTTGCTCTCCAGAGTC

52% GC / 7642.0 Da



