(4582 .. 4681) Donor Template WT -> SNV

(4465 .. 4484) Sanger Sequencing Primer e S

(4386 .. 4410) PCR Forward\\ PCR Reverse (5404 .. 5428)

| PINK1

>
| PINKI-201 >
P TR =Y

PINK1-201
0

Donor Sequence WT -> SNV

gRNA Protospacer Sequence

SNV

ASK2300173_PINK1_A217D_EO03_AB
18,054 bp



AGAGGCACCGCCCCAAGTTTGTTGTGACCGGCGGGGGACGCCGGTGGTGGCGGCAGCGGCGGCTGCGGGGGCACCGGGCCGLCGGCEC

TCTCCGTGGCGGGGTTCAAACAACACTGGCCGCCCCCTGCGGCCACCACCGCCGTCGCCGCCGACGLCCCCCGTGGECCCGGLCGCCG

Y =

| PINK1-201 >

GCCACCATGGCGGTGCGACAGGCGCTGGGCCGCGGCCTGCAGCTGGGTCGAGCGCTGCTGCTGCGCTTCACGGGCAAGCCCGGCC

CGGTGGTACCGCCACGCTGTCCGCGACCCGGCGCCGGACGTCGACCCAGCTCGCGACGACGACGCGAAGTGCCCGTTCGGGCCGG

< P

PINK1-201 >

1 L L L 5 L L L L 10 L L L L 15 L L L L 20 L L L L 25 L
M A \ R Q A L G R G L Q L G R A L L L R F T G K P G
ENSE00001465660

PINK1-201

GGGCCTACGGCTTGGGGCGGCCGGGCCCGGCGGCGGGCTGTGTCCGCGGGGAGCGTCCAGGCTGGGCCGCAGGACCGGGCGCGGA

CCCGGATGCCGAACCCCGCCGGCCCGGGCCGCCGCCCGACACAGGCGCCCCTCGCAGGTCCGACCCGGLCGTCCTGGCCCGECGCCT

I R, >

PINK1-201 >

L L L 30 L L L L 35 L L L L 40 L L L L 45 L L L L 50 L L L L 55

R A Y G L G R P G P A A G C \ R G E R P G W A A G P G A E
ENSE00001465660

PINK1-201

GCCTCGCAGGGTCGGGCTCGGGCTCCCTAACCGTCTCCGCTTCTTCCGCCAGTCGGTGGCCGGGCTGGCGGCGCGGTTGCAGCGG

CGGAGCGTCCCAGCCCGAGCCCGAGGGATTGGCAGAGGCGAAGAAGGCGGTCAGCCACCGGCCCGACCGCCGCGCCAACGTCGCC

NS 1

PINK1-201 >
L. 60 . 65 700 75 ., ., 80 .,
P R R \ G L G L P N R L R F F R Q S \ A G L A A R L Q R
ENSE00001465660 >

PINK1-201

CAGTTCGTGGTGCGGGCCTGGGGCTGCGCGGGCCCTTGCGGCCGGGCAGTCTTTCTGGCCTTCGGGCTAGGGCTGGGCCTCATCG

GTCAAGCACCACGCCCGGACCCCGACGCGCCCGGGAACGCCGGCCCGTCAGAAAGACCGGAAGCCCGATCCCGACCCGGAGTAGC

I ———.L >

PINK1-201 >

L 85 L L L L 90 L L L L 95 L L L 100, L L 105 L L 110,

Q F \ \ R A W G C A G

P C G R A \ F L A F G L G L G L 1
ENSE00001465660 >

PINK1-201

AGGAAAAACAGGCGGAGAGCCGGCGGGCGGTCTCGGCCTGTCAGGAGATCCAGGTGAGCGGGGCCGGGTCCTAAGCCGAGCGGAG

TCCTTTTTGTCCGCCTCTCGGCCGCCCGCCAGAGCCGGACAGTCCTCTAGGTCCACTCGCCCCGGCCCAGGATTCGGCTCGCCTC

e . S

PINK1-201 >
. A5 120 425
E E K Q A E S R R A V S A C Q E 1 Q
ENSE00001465660 | i I >
PINK1-201

GACGGAGCTAAGCGCGGGGGCGGGTCCTCAGCTGGGTGGGGGCGGGGCTAGGTGTGGAGGCGGGGCTCTGAGCAGATCGAGGGCC

CTGCCTCGATTCGCGCCCCCGCCCAGGAGTCGACCCACCCCCGCCCCGATCCACACCTCCGCCCCGAGACTCGTCTAGCTCCCGG

S 1

PINK1-201 >

PINK1-201

85

170

255

340

425

510



GAGGCGAGGGTCCTTAAAGCTCATCTATTTCACCATTACTGATCGGCTGCTATAAATAAAGCCAGCACCTCCCATTTGTTTTAAT

CTCCGCTCCCAGGAATTTCGAGTAGATAAAGTGGTAATGACTAGCCGACGATATTTATTTCGGTCGTGGAGGGTAAACAAAATTA

I i >

PINK1-201 >

PINK1-201

GTTTCCCTTCCTCAAATGAAGACATGTTGCCGATTACAGCTCCTGTCGCAGCACAGCAAAAGGCTTTGTGTAAATTTTCTAAAAT

CAAAGGGAAGGAGTTTACTTCTGTACAACGGCTAATGTCGAGGACAGCGTCGTGTCGTTTTCCGAAACACATTTAAAAGATTTTA

< P

PINK1-201 >

PINK1-201

GTACGGACAACTAAATCATAACATTCCTATCCCTTTGAGGTAGTTGCCGTCCCTAATTTATGGAGAAGGAAAGTCCTCAGGTGAA

CATGCCTGTTGATTTAGTATTGTAAGGATAGGGAAACTCCATCAACGGCAGGGATTAAATACCTCTTCCTTTCAGGAGTCCACTT

NS 1

PINK1-201 >

PINK1-201

GGGACTTGCTCGAAGTCACACAGCTAATAAAATGCAGTGCCCTTAACCACTGAGCCAGGCTGCCTCCGCCGTTTAACCAAAGGAT

CCCTGAACGAGCTTCAGTGTGTCGATTATTTTACGTCACGGGAATTGGTGACTCGGTCCGACGGAGGCGGCAAATTGGTTTCCTA

e . S

PINK1-201 >

PINK1-201

TAGTAGTGACAGAGCTGAAACCGCAGTAAAAACTATGAACGGCGAGAAAAACAGTCCTAACATTTTAGTTACCTGTGTAGAGTTA

ATCATCACTGTCTCGACTTTGGCGTCATTTTTGATACTTGCCGCTCTTTTTGTCAGGATTGTAAAATCAATGGACACATCTCAAT

I i >

PINK1-201 >

PINK1-201

TCCCTGCTGACTGGATACACAAGGGTTCTTAGGGTTTTTTAATGCTTAAAATAGCACAAGACTTCTCTTTTTGCCCAACCAAAGT

AGGGACGACTGACCTATGTGTTCCCAAGAATCCCAAAAAATTACGAATTTTATCGTGTTCTGAAGAGAAAAACGGGTTGGTTTCA

< P

PINK1-201 >

PINK1-201

CTGTATTAGGGTTCTCCAAATGGAATCAATAGGATGTGTCTATATAGAGGCAGGTTTATTTTGAGGACCTGGCTCCCTATGGGGA

GACATAATCCCAAGAGGTTTACCTTAGTTATCCTACACAGATATATCTCCGTCCAAATAAAACTCCTGGACCGAGGGATACCCCT

NS 1

PINK1-201 >

PINK1-201

680

765

850

935

1020

1105

1190



TTGGCAAAGTCTTAAAAGCCGCAGAGTAGGCGGGCAGGCTGGAGAGCCAGGGAGGAGCCAGCGGTGCAGTTCAGGTTTGAAGCCT

AACCGTTTCAGAATTTTCGGCGTCTCATCCGCCCGTCCGACCTCTCGGTCCCTCCTCGGTCGCCACGTCAAGTCCAAACTTCGGA

I i >

PINK1-201 >

PINK1-201

GGCCGCTGGCAGAATTCCATCTTCTTCCAGGGAGGTCACTCTTCTTCCTGGGGGTGTAGAACCACTCACTAAATTAGCATAGCCC

CCGGCGACCGTCTTAAGGTAGAAGAAGGTCCCTCCAGTGAGAAGAAGGACCCCCACATCTTGGTGAGTGATTTAATCGTATCGGG

< P

PINK1-201 >

PINK1-201

CTGCATTTTACAGGTTAGGGCTGAGGTGGTGGAAGAGGGAGTGACTTGCCCAAGGACACAGCTGTTAGGGCCAAGCAGTGGCTCC

GACGTAAAATGTCCAATCCCGACTCCACCACCTTCTCCCTCACTGAACGGGTTCCTGTGTCGACAATCCCGGTTCGTCACCGAGG

NS 1

PINK1-201 >

PINK1-201

TGGGTTTCCTGGTTTCCATCCCAGTTCTTATTGCTCATCACCACTGTCTCATGTTTGAGCTCTGGCCAGTTTGGGGTGACAGGTG

ACCCAAAGGACCAAAGGTAGGGTCAAGAATAACGAGTAGTGGTGACAGAGTACAAACTCGAGACCGGTCAAACCCCACTGTCCAC

e . S

PINK1-201 >

PINK1-201

ACATCTGGCCTAGTCCCCAGCCCCTGACCTTGTCTTTTGCCACAGCTTAACTGGCAGAAGCTAAGGATGGGAAATTTGACTAATC

TGTAGACCGGATCAGGGGTCGGGGACTGGAACAGAAAACGGTGTCGAATTGACCGTCTTCGATTCCTACCCTTTAAACTGATTAG

I i >

PINK1-201 >

PINK1-201

CTGCTTAAAACTAAAGAGGCTTTTTTAACTGAGGAGATTGATCCTCCTAAACTTACCATTCACACACACCTTCTTCGCACACTTC

GACGAATTTTGATTTCTCCGAAAAAATTGACTCCTCTAACTAGGAGGATTTGAATGGTAAGTGTGTGTGGAAGAAGCGTGTGAAG

< P

PINK1-201 >

PINK1-201

ACCCTCCTATGCCTGAAAATGTTATTAGTTATCAATTAATTTCACATTAAAAAAATTTTTTTTGGTCAGGCACTGTGGCTCATGC

TGGGAGGATACGGACTTTTACAATAATCAATAGTTAATTAAAGTGTAATTTTTTTAAAAAAAACCAGTCCGTGACACCGAGTACG

NS 1

PINK1-201 >

PINK1-201

1275

1360

1445

1530

1615

1700

1785



CTGTAATCCCAGCACTTTGGGAGGCTGAGGCGGGCGGATCACGAGGTCAGGAGTTTGAGACCAGCCTGGCCAACATGGTGGAACC

GACATTAGGGTCGTGAAACCCTCCGACTCCGCCCGCCTAGTGCTCCAGTCCTCAAACTCTGGTCGGACCGGTTGTACCACCTTGG

I i >

PINK1-201 >

PINK1-201

CTGTCTCTACTAAAAATACAAAAATTACCCGGGCGCAGTGGTGGGCGCCTGTAATCCCAGCTACTTGGGAGACTGAGGCAGGAGA

GACAGAGATGATTTTTATGTTTTTAATGGGCCCGCGTCACCACCCGCGGACATTAGGGTCGATGAACCCTCTGACTCCGTCCTCT

< P

PINK1-201 >

PINK1-201

ATTCCTTGAACCCGGGAGGCGGAGGTTGCAGTGAGCTGAGATCACGCCACTGCACTCCAGCCTGGGTGACAGAGCAAGACTCTGA

TAAGGAACTTGGGCCCTCCGCCTCCAACGTCACTCGACTCTAGTGCGGTGACGTGAGGTCGGACCCACTGTCTCGTTCTGAGACT

NS 1

PINK1-201 >

PINK1-201

CTGGGGGGAGAAAAAGTTGTTTTCACTGGCTACTTTTGCTGGAATTAATTTCACATTTAAAAAATTCTGGGCCGGGCGGGGTGGC

GACCCCCCTCTTTTTCAACAAAAGTGACCGATGAAAACGACCTTAATTAAAGTGTAAATTTTTTAAGACCCGGCCCGCCCCACCG

e . S

PINK1-201 >

PINK1-201

TCATGCCTGTAATCTCAGCACTTTGGGAGGCCAAGGCGGGCGGATCATGAGGTCAGGAGATCGAGACCATCCTGGCTAACATGGT

AGTACGGACATTAGAGTCGTGAAACCCTCCGGTTCCGCCCGCCTAGTACTCCAGTCCTCTAGCTCTGGTAGGACCGATTGTACCA

I i >

PINK1-201 >

PINK1-201

GAAACCCCGCCTCTACTAAAAATACAAAAAAATTAGCCAGGCATGGTGGCAGGCGCCTGTAGTCCCAGCTACTCGGGAGGCTGAG

CTTTGGGGCGGAGATGATTTTTATGTTTTTTTAATCGGTCCGTACCACCGTCCGCGGACATCAGGGTCGATGAGCCCTCCGACTC

< P

PINK1-201 >

PINK1-201

GCAGGAGAATGGCGTGAACCCGGGAGGCAGGGCTTGCAGTGAGCCAAGATCGCGCCACTGCACTCCAGCCTAGAGGACAGAGTGA

CGTCCTCTTACCGCACTTGGGCCCTCCGTCCCGAACGTCACTCGGTTCTAGCGCGGTGACGTGAGGTCGGATCTCCTGTCTCACT

NS 1

PINK1-201 >

PINK1-201

1870

1955

2040

2125

2210

2295

2380



GACTCCGTCTCAAAAAAAATAAAAAATAAAAAAATAAAAAATTCTGAAGCCAGGCATGGTGACTCATGCCTATAATCCTGGTGCT

CTGAGGCAGAGTTTTTTTTATTTTTTATTTTTTTATTTTTTAAGACTTCGGTCCGTACCACTGAGTACGGATATTAGGACCACGA

I i >

PINK1-201 >

PINK1-201

TTGGGAGGCCAAGGTGAGAGAATCTCTTGAGCCCAGGAGTTGAAGACCAGCTGGGACAACATAGTGAGACCTTGTTCCCACAAAA

AACCCTCCGGTTCCACTCTCTTAGAGAACTCGGGTCCTCAACTTCTGGTCGACCCTGTTGTATCACTCTGGAACAAGGGTGTTTT

< P

PINK1-201 >

PINK1-201

TATTAAAAAGTTAGCTAGGCATGGTGGCACATGCCGATAGTCCCAGCTACTTAGGAGGCTGAGGTGGGTGGATTGCTTGAGCCCA

ATAATTTTTCAATCGATCCGTACCACCGTGTACGGCTATCAGGGTCGATGAATCCTCCGACTCCACCCACCTAACGAACTCGGGT

NS 1

PINK1-201 >

PINK1-201

GGAGTTTGAGGCTGCAGTGAGCTGTAGTTGCAACACTGCACCCCATCCTGGGCAACTAGCAGGAGTGTGCTAGTAGCAAGCTCTA

CCTCAAACTCCGACGTCACTCGACATCAACGTTGTGACGTGGGGTAGGACCCGTTGATCGTCCTCACACGATCATCGTTCGAGAT

e . S

PINK1-201 >

PINK1-201

AAAATTTATATTATAAAAATATATATATAATGTGTATATATATGTATATGTGTATATATGTTGTGTATACTATAATATGTATGTT

TTTTAAATATAATATTTTTATATATATATTACACATATATATACATATACACATATATACAACACATATGATATTATACATACAA

I i >

PINK1-201 >

PINK1-201

CCATATAATAGTATATAGTATATTTTATATATATACACACACACGTTGCTTCTGCTCCATGAAGTTTATAAGGGAAGTTGGATTT

GGTATATTATCATATATCATATAAAATATATATATGTGTGTGTGCAACGAAGACGAGGTACTTCAAATATTCCCTTCAACCTAAA

< P

PINK1-201 >

PINK1-201

TCCTTTTTTTTTTTTGATACGGAGTCTCACACCGTCGCCCAGGCTGTGCAATGGCACGATCTCAGCTCACTGCAACCTCCACCTC

AGGAAAAAAAAAAAACTATGCCTCAGAGTGTGGCAGCGGGTCCGACACGTTACCGTGCTAGAGTCGAGTGACGTTGGAGGTGGAG

NS 1

PINK1-201 >

PINK1-201

2465

2550

2635

2720

2805

2890

2975



CCAGATTCACGCAATTCTTCTGCCTCAGCCTCCTGAGTAGCTGGGATTACATGTGCACACCACCACACCCGGCTAATTTTTTGTA

GGTCTAAGTGCGTTAAGAAGACGGAGTCGGAGGACTCATCGACCCTAATGTACACGTGTGGTGGTGTGGGCCGATTAAAAAACAT

I i >

PINK1-201 >

PINK1-201

TTTTTTAGTAGAGACGGGGTTTCACTATGTTGGCCAGGCTGGTCTTGAACTCCTGACTTCATGATCCGCCTCCCTCGGCCTCCCA

AAAAAATCATCTCTGCCCCAAAGTGATACAACCGGTCCGACCAGAACTTGAGGACTGAAGTACTAGGCGGAGGGAGCCGGAGGGT

< P

PINK1-201 >

PINK1-201

AAGTGCTGGGATTACAGGCATGAGCCACCACGCCCGGCCTGGACTTTCATTTTTTTAAAAGGTTCAAAGTTATAGTGCAAGGTTA

TTCACGACCCTAATGTCCGTACTCGGTGGTGCGGGCCGGACCTGAAAGTAAAAAAATTTTCCAAGTTTCAATATCACGTTCCAAT

NS 1

PINK1-201 >

PINK1-201

AGTTGCTTACAGATAGCAGGTGCTTTAGGAACCCTCTAGAAGGAAAGTTGCCATGGGCTGGGTCATCAGGGCTGGTCACAGAGGA

TCAACGAATGTCTATCGTCCACGAAATCCTTGGGAGATCTTCCTTTCAACGGTACCCGACCCAGTAGTCCCGACCAGTGTCTCCT

e . S

PINK1-201 >

PINK1-201

AGGAGGAGCTTGAGTTGGGCTTGATGGCTGAGCAGGGATGAGCCAGACAGAGCAATACTATAGAAACAGGGGCTGGAAGGATGCT

TCCTCCTCGAACTCAACCCGAACTACCGACTCGTCCCTACTCGGTCTGTCTCGTTATGATATCTTTGTCCCCGACCTTCCTACGA

I i >

PINK1-201 >

PINK1-201

GTGAGCAGCTTTCAGAGGGAGGCGTCCAAAGGATGAGTGCAGGCAGCGTGCAGACCAGCCTGGCAGCAGCCAGAACACAGATAAC

CACTCGTCGAAAGTCTCCCTCCGCAGGTTTCCTACTCACGTCCGTCGCACGTCTGGTCGGACCGTCGTCGGTCTTGTGTCTATTG

< P

PINK1-201 >

PINK1-201

CTCCTGGGCAGTCTGATGGACAGCCGAGTGACACATGAAAGCAACATATTTTGATGTGGCTCAGAGCAGGGAAGGCACGGCACTG

GAGGACCCGTCAGACTACCTGTCGGCTCACTGTGTACTTTCGTTGTATAAAACTACACCGAGTCTCGTCCCTTCCGTGCCGTGAC

NS 1

PINK1-201 >

PINK1-201

3060

3145

3230

3315

3400

3485

3570



AGAGTGGGGTAGTCTAGAGATGGTGCCTGGTAGGCTATGGCCAAGGGGCATATGCAGAGCTGTGCCTGGCACCCAGGGGTGACTA

TCTCACCCCATCAGATCTCTACCACGGACCATCCGATACCGGTTCCCCGTATACGTCTCGACACGGACCGTGGGTCCCCACTGAT

I i >

PINK1-201 >

PINK1-201

ACCTTGGAAAGGAAGAGCTCAGCAGATCAGACCATTTGAGAGGGAAAGCGGAGCCTGGGTGACTGGAAGAGTGACGTCACCGCTG

TGGAACCTTTCCTTCTCGAGTCGTCTAGTCTGGTAAACTCTCCCTTTCGCCTCGGACCCACTGACCTTCTCACTGCAGTGGCGAC

< P

PINK1-201 >

PINK1-201

CCTGAAGCAGGGGAAGACCCACCAGATTTTTGTCACATGGCCTCTTTCCCAGTGCAGCACTGCCCCCAGCACCTGCACCTCCATC

GGACTTCGTCCCCTTCTGGGTGGTCTAAAAACAGTGTACCGGAGAAAGGGTCACGTCGTGACGGGGGTCGTGGACGTGGAGGTAG

NS 1

PINK1-201 >

PINK1-201

TATTTCTGTCTGAACTCTTGTACTCTTGCTACCTTTCTGGACAGAGTAGCCTCATCGGGGCCCTAAGAGGCAGAGAGAGAAAGAC

ATAAAGACAGACTTGAGAACATGAGAACGATGGAAAGACCTGTCTCATCGGAGTAGCCCCGGGATTCTCCGTCTCTCTCTTTCTG

e . S

PINK1-201 >

PINK1-201

AGTACTGAATCCCTCTGCTCTGGGGATGCGCCTGATGTCACCCACTTGCCTGAGAGACCCTCTGAGATCACTGTGGATCACACAC

TCATGACTTAGGGAGACGAGACCCCTACGCGGACTACAGTGGGTGAACGGACTCTCTGGGAGACTCTAGTGACACCTAGTGTGTG

I i >

PINK1-201 >

PINK1-201

TCCTGCTAGTTGCCCAGGAGCCGTCAGCCAAGGTCTTTGCAGAGCGAGCTGTCTCCATAATCAGACACCTCCAGAACTCTGCTGG

AGGACGATCAACGGGTCCTCGGCAGTCGGTTCCAGAAACGTCTCGCTCGACAGAGGTATTAGTCTGTGGAGGTCTTGAGACGACC

< P

PINK1-201 >

PINK1-201

AGAGTGAAGGCAGCAAGGAGAGGTGCACTGGCTGCGGGACGTGGGGTTTCTGACCTCTCAGATCATTGAGTATTGTGATCCCAGT

TCTCACTTCCGTCGTTCCTCTCCACGTGACCGACGCCCTGCACCCCAAAGACTGGAGAGTCTAGTAACTCATAACACTAGGGTCA

NS 1

PINK1-201 >

PINK1-201

3655

3740

3825

3910

3995

4080

4165



GAAGCAACAGAGTTTGAGAAAAATCATTCTGAATAATGAGAAAGAAGATGGCCTGGACCCAGGCTGAGCAGTAGAACCTGGTTGG

CTTCGTTGTCTCAAACTCTTTTTAGTAAGACTTATTACTCTTTCTTCTACCGGACCTGGGTCCGACTCGTCATCTTGGACCAACC

PINK1-201 >
PINK1-201
GTTGTGTTTTTCTGGTTTATTGATCTGGTCGACGTGGACCACGCCTTGCTGCACCTCTCTCTGCCTCCCCTGTTTCCCTTTTCTT
CAACACAAAAAGACCAAATAACTAGACCAGCTGCACCTGGTGCGGAACGACGTGGAGAGAGACGGAGGGGACAAAGGGAAAAGAA
PINK1-201 >
PINK1-201
PCR Forward
ICAATTTTTACCCAGAAAAGCAAGCC
GGGCCTTCCTAGGCTCCCTGGCTCACGGTGCATTCTTTTCTCATCACAGGCAATTTTTACCCAGAAAAGCAAGCCGGGGCCTGAC
CCCGGAAGGATCCGAGGGACCGAGTGCCACGTAAGAAAAGAGTAGTGTCCGTTAAAAATGGGTCTTTTCGTTCGGCCCCGGACTG
PINK1-201 >
130, L L L 135 L L L 140,
A I F T Q K S K P G P D
---------------------------------------- ENSE00001041274 >
PINK1-201
Sanger Sequencing Primer
[TCTGATAGGGCAGTCCATTG
CCGTTGGACACGAGACGCTTGCAGGGCTTTCGGCTGGAGGAGTATCTGATAGGGCAGTCCATTGGTAAGGGCTGCAGTGCTGCTG
GGCAACCTGTGCTCTGCGAACGTCCCGAAAGCCGACCTCCTCATAGACTATCCCGTCAGGTAACCATTCCCGACGTCACGACGAC
PINK1-201 >
L L L 145 L L L 150, L L L 155 L L L 160 L L L 165 L L L
P L D T R R L Q G F R L E E Y L 1 G Q S 1 G K G C S A
ENSE00001041274 >
PINK1-201

Donor Template WT -> SNV

|CCCAGGTAC

TGTATGAAGCCACCATGCCTACATTGCCCCAGAACCTGGAGGTGACAAAGAGCACCGGGTTGCTTCCAGGGAGAGGCCCAGGTAC

ACATACTTCGGTGGTACGGATGTAACGGGGTCTTGGACCTCCACTGTTTCTCGTGGCCCAACGAAGGTCCCTCTCCGGGTCCATG

e . S

PINK1-201 >
170, L L L 175 L L ., 180 L L . 185 L L 190, L L 195 L L
\ Y E A T M P T L P Q N L E \i T K S T G L L P G R G P G T
ENSE00001041274
PINK1-201

Donor Sequence WT -> SNV

4250

4335

4420

4505

4590



~ Donor Template WT -> SNV
CAGTGCACCAGGAGAAGGGCAGGAGCGAGCTCCGGGGGCCCCTGCCTTCCCCTTGG'::CATCAAGATGATGTGGAACATCTCGgta

CAGTGCACCAGGAGAAGGGCAGGAGCGAGCTCCGGGGGCCCCTGCCTTCCCCTTGGCCATCAAGATGATGTGGAACATCTCGGTA
4675
GTCACGTGGTCCTCTTCCCGTCCTCGCTCGAGGCCCCCGGGGACGGAAGGGGAACCGGTAGTTCTACTACACCTTGTAGAGCCAT

PINK1-201 >

L 210 L 1 1 215 1 1
P G A P A F P L A 1 K M M W

ENSE00001041274 - >
PINK1-201

@)
>
©
ol
m
@
O
m
]
>
=tk
=
w0

[l JRNA Protospacer Sequence
PAM

SNV

ACCGGTAGTTCTACTACACC|
gRNA Protospacer

Donor Template WT -> SNV

agcaccl

AGCACCAGGCCTTTCATCTTTAAAGGAGATGTTCTCAAAATGCCCATCTTAGTGGGCCTGGTGAGGATTTTTTCCAGGAAGTAGG
4760
TCGTGGTCCGGAAAGTAGAAATTTCCTCTACAAGAGTTTTACGGGTAGAATCACCCGGACCACTCCTAAAAAAGGTCCTTCATCC

>

PINK1-201 >

I e e .

PINK1-201

Donor Sequence WT -> SNV

TAGGAAAAGACAGATTATCCACAGGAAAGGTGCCTGTATAGTCAGGTTACCTCCCCCTGTTACACAGAAGTCTAAACCAGAATGT
4845
ATCCTTTTCTGTCTAATAGGTGTCCTTTCCACGGACATATCAGTCCAATGGAGGGGGACAATGTGTCTTCAGATTTGGTCTTACA

PINK1-201 >

PINK1-201

TTGAAATTGTATTCTGCCCACAGATCACCCAGAGATCAGGTTCAAAGGTAGATTTTGGCCAGGCCTGGTGGACCATGCCTGTAAT
4930
AACTTTAACATAAGACGGGTGTCTAGTGGGTCTCTAGTCCAAGTTTCCATCTAAAACCGGTCCGGACCACCTGGTACGGACATTA

IEESS—S—S—S———S"S——— S

PINK1-201 >

PINK1-201

CCCAGCACTTTGGGAGGCCAATCACTTGAGCTCAGGAGTTTGAGACCAGCCTGGGCAACATGATGAAACCCCATCTCTATGAAAA
5015
GGGTCGTGAAACCCTCCGGTTAGTGAACTCGAGTCCTCAAACTCTGGTCGGACCCGTTGTACTACTTTGGGGTAGAGATACTTTT

I totw\kk, >

PINK1-201 >

PINK1-201



ATACAAAAATTAGCCGGGTGTGACAGCTTGCACCTGTATGTAGTCTTAGCTACTTGGGTGGCTGGTGGCTGAAGTGGGAGGATCA

TATGTTTTTAATCGGCCCACACTGTCGAACGTGGACATACATCAGAATCGATGAACCCACCGACCACCGACTTCACCCTCCTAGT

I i >

PINK1-201 >

PINK1-201

CTTGAGTGCAAGAGGCAGAGGCTGCAGTGATCCAAGATTGTGGCACTGCACTCCAGCCTGGGTAACAGAGTAAGACCCTGTCTCA

GAACTCACGTTCTCCGTCTCCGACGTCACTAGGTTCTAACACCGTGACGTGAGGTCGGACCCATTGTCTCATTCTGGGACAGAGT

< P

PINK1-201 >

PINK1-201

AAACAAAACAAACAAACAAAAAAAACCCAAAGGTAGATTCTGATTCAGCAGGTCAGGGATGGGGCCTAAGATTGTGCCTTCCCAA

TTTGTTTTGTTTGTTTGTTTTTTTTGGGTTTCCATCTAAGACTAAGTCGTCCAGTCCCTACCCCGGATTCTAACACGGAAGGGTT

NS 1

PINK1-201 >

PINK1-201

TAAGCTCCCACGTGATACCAATGCCACTGCTCTGTCAACCACACTTTGAGTAACAAGTGCCTAAACCACTGATTTCTACCTTGAT

ATTCGAGGGTGCACTATGGTTACGGTGACGAGACAGTTGGTGTGAAACTCATTGTTCACGGATTTGGTGACTAAAGATGGAACTA

PINK1-201 >

PINK1-201

TGGTTAGTTCACCATCCCCTCCTTCCTGCAACCTGCCTCACTGGAGAGGGGGAACTGGATCTCTTTCCTTTAAGCTCACTCTGCA

ACCAATCAAGTGGTAGGGGAGGAAGGACGTTGGACGGAGTGACCTCTCCCCCTTGACCTAGAGAAAGGAAATTCGAGTGAGACGT

PINK1-201 >

PINK1-201

CCCCttgacctagagaaaggaaatt]
PCR Reverse

AGCCCACCTCCAGCTCAGAGGCTTGCATGTCAACTCCCTACTCTCAACTCTTGGAAGGACTCAAGACTTTGGGAAATTGAAGAGT

TCGGGTGGAGGTCGAGTCTCCGAACGTACAGTTGAGGGATGAGAGTTGAGAACCTTCCTGAGTTCTGAAACCCTTTAACTTCTCA

PINK1-201 >

PINK1-201

ATTTTTCCCCCACGAAAACAATTTCTGTCCACTTAATTTATTTACCTTGCCATTGCTAGGTAGGTTTTAAAAATGTATTAAGACC

TAAAAAGGGGGTGCTTTTGTTAAAGACAGGTGAATTAAATAAATGGAACGGTAACGATCCATCCAAAATTTTTACATAATTCTGG

PINK1-201 >

PINK1-201

5100

5185

5270

5355

5440

5525

5610



CGATGCTCTGTCTCCTGCCCATCCCTGGGCCCATCCATTCAAGGCCGCAGTGGGAAGTGGCCACAGCCGTTCATGGTGGGCCCTA

GCTACGAGACAGAGGACGGGTAGGGACCCGGGTAGGTAAGTTCCGGCGTCACCCTTCACCGGTGTCGGCAAGTACCACCCGGGAT

I i >

PINK1-201 >

PINK1-201

GAGGATGCAGTTTCTTGTTCTGATTTGGGGAATGAAGGTTATTAGACTGTTGCACTCCAAGCTGGGTTAATAGCTAACAAGTAGC

CTCCTACGTCAAAGAACAAGACTAAACCCCTTACTTCCAATAATCTGACAACGTGAGGTTCGACCCAATTATCGATTGTTCATCG

< P

PINK1-201 >

PINK1-201

CAAATCCTTTGCCTGTGAAACATCCAGTCTTAGCATCAAAACATGCCCTGGTTGGGGCATGACAGCTGTTGCATTCACAGCAGCT

GTTTAGGAAACGGACACTTTGTAGGTCAGAATCGTAGTTTTGTACGGGACCAACCCCGTACTGTCGACAACGTAAGTGTCGTCGA

NS 1

PINK1-201 >

PINK1-201

ACAAGATTGTTGATTCTTACCAGATCTTCTTGATACAGGTTTCATATGTCCTGAGAGCCCTTCCCAATACAATGAGGACAATAAG

TGTTCTAACAACTAAGAATGGTCTAGAAGAACTATGTCCAAAGTATACAGGACTCTCGGGAAGGGTTATGTTACTCCTGTTATTC

e . S

PINK1-201 >

PINK1-201

GTGCTTTCCCCACTCTTTGGTTTTTGTCTGTTTGTCGTGGGGGATGGAGGAAGGCTGTTCTGTGATTCAGTACAACTTCACCCAG

CACGAAAGGGGTGAGAAACCAAAAACAGACAAACAGCACCCCCTACCTCCTTCCGACAAGACACTAAGTCATGTTGAAGTGGGTC

I i >

PINK1-201 >

PINK1-201

GGTGGAGCATGTCAGGCTCTGGCCTGGCTGCTGAAGGGAGCCTGCAGAATGAGTTAGTGATCCAGTGGTCAATTTTGAACTGGTG

CCACCTCGTACAGTCCGAGACCGGACCGACGACTTCCCTCGGACGTCTTACTCAATCACTAGGTCACCAGTTAAAACTTGACCAC

< P

PINK1-201 >

PINK1-201

GGGACCAGAGGCACCGATGGCAGGAAGCAGCACCCCATATCCTGATCACCTTGGCATCTCCTCCAGCCCTGGCATCTAGGCTGCA

CCCTGGTCTCCGTGGCTACCGTCCTTCGTCGTGGGGTATAGGACTAGTGGAACCGTAGAGGAGGTCGGGACCGTAGATCCGACGT

NS 1

PINK1-201 >

PINK1-201

5695

5780

5865

5950

6035

6120

6205



AGAGTTTGAGGAGTGTGAAGAATCCTCTGAGTTGGCATGGATGGTACCTCTGTCTGCCTCCCAGGAGTAACTAGTCTCAGCCTGC

TCTCAAACTCCTCACACTTCTTAGGAGACTCAACCGTACCTACCATGGAGACAGACGGAGGGTCCTCATTGATCAGAGTCGGACG

I i >

PINK1-201 >

PINK1-201

CAGTTAAGACAGGTCATCTTATCTCGAAGGTCAGAGCCAATTCTAGGCAGTAGCTGCCCTGCTCCAGGTTACAGGCAGGGCTTAC

GTCAATTCTGTCCAGTAGAATAGAGCTTCCAGTCTCGGTTAAGATCCGTCATCGACGGGACGAGGTCCAATGTCCGTCCCGAATG

< P

PINK1-201 >

PINK1-201

AAGGAACTTACCATTCTGCTCCGGCCTGTGTAACCCTGGGTTCCTTGTGGGTGTTCCAGGCAGGTTCCTCCAGCGAAGCCATCTT

TTCCTTGAATGGTAAGACGAGGCCGGACACATTGGGACCCAAGGAACACCCACAAGGTCCGTCCAAGGAGGTCGCTTCGGTAGAA

NS 1

PINK1-201 >

L L L L 230, L L L
A G S S S E A 1 L

------------------------------------------------ ENSE00001041273 >

PINK1-201

GAACACAATGAGCCAGGAGCTGGTCCCAGCGAGCCGAGTGGCCTTGGCTGGGGAGTATGGAGCAGTCACTTACAGGTAAGTGCCC

CTTGTGTTACTCGGTCCTCGACCAGGGTCGCTCGGCTCACCGGAACCGACCCCTCATACCTCGTCAGTGAATGTCCATTCACGGG

I ———.L >

PINK1-201 >
235 L L 240 L L 245 L L 250 L L 255 L L L
N T M S Q E L \ P A S R \ A L A G E Y G A \ T Y R
ENSEOOOO1041273 IR >
PINK1-201

TCTGCCTGCCAGACTGACTGGGACTTCTTTGAGAGCAACTTCATCCATCACTTATGTCCTCAGCACCTGGTACAGTGTCTGATAT

AGACGGACGGTCTGACTGACCCTGAAGAAACTCTCGTTGAAGTAGGTAGTGAATACAGGAGTCGTGGACCATGTCACAGACTATA

e . S

PINK1-201 >

PINK1-201

GACAGTAGATAATAAAGGCTTAATGTTGGTGATGGATTTTCAGTTAGTGGATAATTTCACTTGGGAAAGATTGCAGGTAATCTGA

CTGTCATCTATTATTTCCGAATTACAACCACTACCTAAAAGTCAATCACCTATTAAAGTGAACCCTTTCTAACGTCCATTAGACT

I i >

PINK1-201 >

PINK1-201

CCCCAAATGATGATGCACTTGCGTAATTCACATTGGAGCAGGGGAGAGGAGGCCCCCCAAAAATGCCCAGTTCACAGTGTTGCAT

GGGGTTTACTACTACGTGAACGCATTAAGTGTAACCTCGTCCCCTCTCCTCCGGGGGGTTTTTACGGGTCAAGTGTCACAACGTA

< P

PINK1-201 >

PINK1-201

6290

6375

6460

6545

6630

6715

6800



GATTGACTGGGGTTCTCAGATTCCTCCTAAGAAATGCACGGGTAGAGCGCCACCTATCGGAATAAACTGAACTCTGTCCCCACCA

CTAACTGACCCCAAGAGTCTAAGGAGGATTCTTTACGTGCCCATCTCGCGGTGGATAGCCTTATTTGACTTGAGACAGGGGTGGT

I i >

PINK1-201 >

PINK1-201

GAGGGAACACTCATTTCACTAATAGTTATGTGCACTGATGGTGCCAAGAGATTTTAAAAAAAACAAAAAGTGGTCTGTTGGCCCA

CTCCCTTGTGAGTAAAGTGATTATCAATACACGTGACTACCACGGTTCTCTAAAATTTTTTTTGTTTTTCACCAGACAACCGGGT

< P

PINK1-201 >

PINK1-201

GAGGTCTCAGTGTGGCAGCAGAGAGCCCAGGGTGTAAGTGCTAGAATCGAGTATGCTTGGGCTGAGGGAGCCCAGGGGAGGCGTG

CTCCAGAGTCACACCGTCGTCTCTCGGGTCCCACATTCACGATCTTAGCTCATACGAACCCGACTCCCTCGGGTCCCCTCCGCAC

NS 1

PINK1-201 >

PINK1-201

TGCTGCAGAGGAGGGGCTGCTCAGAAAGCCTTCTCAAAGGGACAGTTTGTGCCACCTTGTGAAGGATGAATTGGCATTACTTGGG

ACGACGTCTCCTCCCCGACGAGTCTTTCGGAAGAGTTTCCCTGTCAAACACGGTGGAACACTTCCTACTTAACCGTAATGAACCC

e . S

PINK1-201 >

PINK1-201

CAGAGGAGTAGGGAAGTGGCATTCCCAGCAGAGGGAAGAGCAAGTGAACAGCAGCTACGCTTTCAGCTCAGAAAAGCCCATGTCC

GTCTCCTCATCCCTTCACCGTAAGGGTCGTCTCCCTTCTCGTTCACTTGTCGTCGATGCGAAAGTCGAGTCTTTTCGGGTACAGG

I i >

PINK1-201 >

PINK1-201

ACCACCAGCCTCACCACAGGTGGTGAGGACTGACGCGCAGGCTATGACAGAGGAGATACTTGTGCCCACCTCAATATTTACAGCC

TGGTGGTCGGAGTGGTGTCCACCACTCCTGACTGCGCGTCCGATACTGTCTCCTCTATGAACACGGGTGGAGTTATAAATGTCGG

< P

PINK1-201 >

PINK1-201

TGGCTCATGCCTGTAATCCCAGCACTTTGGGAGGCTGAGGTAGGCAGATCACTTGAGCCCAGGAGTTCAAGAGCAGCCTGGGCAA

ACCGAGTACGGACATTAGGGTCGTGAAACCCTCCGACTCCATCCGTCTAGTGAACTCGGGTCCTCAAGTTCTCGTCGGACCCGTT

NS 1

PINK1-201 >

PINK1-201

6885

6970

7055

7140

7225

7310

7395



CATGGTGAAACCCCGCCTTTACAAAAAATAAATTTTAGCCGGGCATGGGGGCAAATGCCTGTGATCCCAGCTACTCAGGAGGCTG

GTACCACTTTGGGGCGGAAATGTTTTTTATTTAAAATCGGCCCGTACCCCCGTTTACGGACACTAGGGTCGATGAGTCCTCCGAC

I i >

PINK1-201 >

PINK1-201

AGGCGGGAGGATCATTTGAGTCCAGGGAGGTTGAGGCTGCAGTGAGCCAAGATCATGCCACTGCACTCCAGCCTGGGCGACCCTG

TCCGCCCTCCTAGTAAACTCAGGTCCCTCCAACTCCGACGTCACTCGGTTCTAGTACGGTGACGTGAGGTCGGACCCGCTGGGAC

< P

PINK1-201 >

PINK1-201

GAGTGAGACCCTGTCTCTCATTTGTAGACCCACCAAGAAGAGGTGGGTCTGCTGCATTTTTGGTGATTTACTGGAGGGCTGGTTT

CTCACTCTGGGACAGAGAGTAAACATCTGGGTGGTTCTTCTCCACCCAGACGACGTAAAAACCACTAAATGACCTCCCGACCAAA

NS 1

PINK1-201 >

PINK1-201

ATAGATCTTCATTCTGTCAGAAGCAGGGAGGCAAAAGTATGAAATTAAGGGAGTGGTTGTGGAAAACCCCTTCCATGGTTTGGAG

TATCTAGAAGTAAGACAGTCTTCGTCCCTCCGTTTTCATACTTTAATTCCCTCACCAACACCTTTTGGGGAAGGTACCAAACCTC

e . S

PINK1-201 >

PINK1-201

GTTTCCAATGTGACTGGGAGTCCCTGCAGGCCGGTGGAGGTAGCTGCTCAAGTGGCTGCTGCTTCTCCTGAGGCCTTTTTGGAGA

CAAAGGTTACACTGACCCTCAGGGACGTCCGGCCACCTCCATCGACGAGTTCACCGACGACGAAGAGGACTCCGGAAAAACCTCT

I i >

PINK1-201 >

PINK1-201

AAGTGGACACCTGAATGTCAGCTGCTTTGGGGCTAACATGATCCTTGATGCCTCCTTTTGTGGCATGAGTGGCAGCCGGCCGACG

TTCACCTGTGGACTTACAGTCGACGAAACCCCGATTGTACTAGGAACTACGGAGGAAAACACCGTACTCACCGTCGGCCGGCTGC

< P

PINK1-201 >

PINK1-201

TGGTGCTGTCCTGCTGCCGGAGCACCATGATGTCTGCTGCTGAGACCTCCCATCTGACATAGTCCCTGTCCCTCTTCAGGGACTT

ACCACGACAGGACGACGGCCTCGTGGTACTACAGACGACGACTCTGGAGGGTAGACTGTATCAGGGACAGGGAGAAGTCCCTGAA

NS 1

PINK1-201 >

PINK1-201

7480

7565

7650

7735

7820

7905

7990



TGTTCCTTTAGCAGTTCTCACTGTCTGGCCTCAAATAACACGTCTTTTTCTGTTGGTTCCTTTTTGCTCCAGCTGTACTGTAAAC

ACAAGGAAATCGTCAAGAGTGACAGACCGGAGTTTATTGTGCAGAAAAAGACAACCAAGGAAAAACGAGGTCGACATGACATTTG

I i >

PINK1-201 >

PINK1-201

ACTCTTTGTTTACTGCATACCCTCAGTAAATACCTGTTGAATGACCGGATAGATGTGGCAGCAGGTACATTACCTCAACTTCTGG

TGAGAAACAAATGACGTATGGGAGTCATTTATGGACAACTTACTGGCCTATCTACACCGTCGTCCATGTAATGGAGTTGAAGACC

< P

PINK1-201 >

PINK1-201

TACACCTTGGGAGAAGCTTTCCCAAGAACACCCTGGGTTCATTTCCTCCTAGCCTCTGCTCTCCTGGGGCCCAGAGATTGAAGGC

ATGTGGAACCCTCTTCGAAAGGGTTCTTGTGGGACCCAAGTAAAGGAGGATCGGAGACGAGAGGACCCCGGGTCTCTAACTTCCG

NS 1

PINK1-201 >

PINK1-201

GCTTAACCTGCTCATCTCACCACGTCTCCCGCCTTATCTCTCACCCTTCTCATCAGCACCCTACACTCCACCACGCTGGCTTCAT

CGAATTGGACGAGTAGAGTGGTGCAGAGGGCGGAATAGAGAGTGGGAAGAGTAGTCGTGGGATGTGAGGTGGTGCGACCGAAGTA

e . S

PINK1-201 >

PINK1-201

AGCTCCTTCCCCGAATGTGCCAGGCTTCTCTGTGACCATCTCTTGAGCGTACAGCTGGCTATACCTGGGCTGCCCTCCTCCCACA

TCGAGGAAGGGGCTTACACGGTCCGAAGAGACACTGGTAGAGAACTCGCATGTCGACCGATATGGACCCGACGGGAGGAGGGTGT

I i >

PINK1-201 >

PINK1-201

TTTCAGGTCTCAGTTCAGACACCCGCAACCCCACCATGTATCTCCCCAGTACAGCCATACTCCTCTGCCCCTGAGCTCCCATGAC

AAAGTCCAGAGTCAAGTCTGTGGGCGTTGGGGTGGTACATAGAGGGGTCATGTCGGTATGAGGAGACGGGGACTCGAGGGTACTG

< P

PINK1-201 >

PINK1-201

ACCTGCTGGGGCCCTGACAGCCTGGGGCTGTGATCATGACTTGCCCAGGGGCCCGAGGGTGGAAACGATGCTCTGGCTCCTTTGA

TGGACGACCCCGGGACTGTCGGACCCCGACACTAGTACTGAACGGGTCCCCGGGCTCCCACCTTTGCTACGAGACCGAGGAAACT

NS 1

PINK1-201 >

PINK1-201

8075

8160

8245

8330

8415

8500

8585



TTGCATAGAACAGGGGCCACTCAGGTTGACTCAAGAGCAGGAGCAGCGCGTGGGCACACGTGGACTGCAGCCACACAGCCTGGGG

AACGTATCTTGTCCCCGGTGAGTCCAACTGAGTTCTCGTCCTCGTCGCGCACCCGTGTGCACCTGACGTCGGTGTGTCGGACCCC

I i >

PINK1-201 >

PINK1-201

ACCATGCAGTGCTGGGAGAGGCCGGTGCCCTGCTCTCTCCCCAGCACCGTCTAGGCTCTGCCCCATTCGCTTCCCTCCACCATTG

TGGTACGTCACGACCCTCTCCGGCCACGGGACGAGAGAGGGGTCGTGGCAGATCCGAGACGGGGTAAGCGAAGGGAGGTGGTAAC

< P

PINK1-201 >

PINK1-201

TTATGCAGCAAAGGGGGCTCTAGCCTGATGTGCTAGAAGCAGTCACACTGGATTTTTGAGAAAAGCCAAGCTTTCTATTGTGAGT

AATACGTCGTTTCCCCCGAGATCGGACTACACGATCTTCGTCAGTGTGACCTAAAAACTCTTTTCGGTTCGAAAGATAACACTCA

NS 1

PINK1-201 >

PINK1-201

CGACTCATATGGAGACAGGAGTTGAATTCAACCCTGTCTCCCTGTGCTAGCTTTAAGGCGGTAATTTTATTAGAGGAGGTTTAAG

GCTGAGTATACCTCTGTCCTCAACTTAAGTTGGGACAGAGGGACACGATCGAAATTCCGCCATTAAAATAATCTCCTCCAAATTC

e . S

PINK1-201 >

PINK1-201

GGGTGGATTCTAAGATTAGCAGGTGATTGATGGAAGGAAAGGAGAAGTCTGGACAGTCCTTGGACATGCACAGTTATCTGTTCAT

CCCACCTAAGATTCTAATCGTCCACTAACTACCTTCCTTTCCTCTTCAGACCTGTCAGGAACCTGTACGTGTCAATAGACAAGTA

I i >

PINK1-201 >

PINK1-201

GCCAACTCATGGGTCCCCTGTGCAGATTTGGGAGGAGTGAGTATGAAACGTGCAGTGGCAATTCAGGCTTTGACATCAGCAAACT

CGGTTGAGTACCCAGGGGACACGTCTAAACCCTCCTCACTCATACTTTGCACGTCACCGTTAAGTCCGAAACTGTAGTCGTTTGA

< P

PINK1-201 >

PINK1-201

TGTTCTGTGCAAGCTGCAATTGGCCTTATTGGTTCCAACCAATTTCAGCCAGTTCTTTTATCTCATAAGCAGAGGGAGTTTCAGC

ACAAGACACGTTCGACGTTAACCGGAATAACCAAGGTTGGTTAAAGTCGGTCAAGAAAATAGAGTATTCGTCTCCCTCAAAGTCG

NS 1

PINK1-201 >

PINK1-201

8670

8755

8840

8925

9010

9095

9180



CTTTCAGAAAGTGGTTTCTGCAAACTCAAATTTTCTTTTATTTTTCTGAGACAGGGTCTTACTCTGTTGCCCAGGCTGGAGAGCA

GAAAGTCTTTCACCAAAGACGTTTGAGTTTAAAAGAAAATAAAAAGACTCTGTCCCAGAATGAGACAACGGGTCCGACCTCTCGT

I i >

PINK1-201 >

PINK1-201

GTGGCGTGATCTTGGCTCACTGCAGCCTCAACCTCCCTGGGCTCAAGTGATCCTCCCACCTCAGCCTCCCAAGTAGCTGGGTCTG

CACCGCACTAGAACCGAGTGACGTCGGAGTTGGAGGGACCCGAGTTCACTAGGAGGGTGGAGTCGGAGGGTTCATCGACCCAGAC

< P

PINK1-201 >

PINK1-201

CAGGCACATGCCACCATGCCCAGCTAATTTTTGTAGTTTTTGTAGAGACAGAGTTTCTCCATGTTGCCCGGGCTGGCCTCGAACT

GTCCGTGTACGGTGGTACGGGTCGATTAAAAACATCAAAAACATCTCTGTCTCAAAGAGGTACAACGGGCCCGACCGGAGCTTGA

NS 1

PINK1-201 >

PINK1-201

CCTGGGCTCAAGCAATTGCCTGCCTCAGCCTCCCAAATTGCTGGGATTACAGGAGTGAGCCACGGGAATTTCCATCAGTTACTGA

GGACCCGAGTTCGTTAACGGACGGAGTCGGAGGGTTTAACGACCCTAATGTCCTCACTCGGTGCCCTTAAAGGTAGTCAATGACT

e . S

PINK1-201 >

PINK1-201

TTCTTGAACTTGTAGGAACGTGGTTCCACTGTCCACATGCTGTTCTTTCCTCGCATCTCCTGTTCCTGCTTCCCTTTGGCCTGCT

AAGAACTTGAACATCCTTGCACCAAGGTGACAGGTGTACGACAAGAAAGGAGCGTAGAGGACAAGGACGAAGGGAAACCGGACGA

I i >

PINK1-201 >

PINK1-201

CACCTCTGGCTCCTCATGGCCCCAGTGAAGTATCGTGGCTTCCTCTCCACTGCAGACTGGCAGATTTCTTCACTCACACTCCCAA

GTGGAGACCGAGGAGTACCGGGGTCACTTCATAGCACCGAAGGAGAGGTGACGTCTGACCGTCTAAAGAAGTGAGTGTGAGGGTT

< P

PINK1-201 >

PINK1-201

AAAGAGAATCTACTTCCCTCCCTTCCCTTCGTCCAACCATCTGGGTCTCGAGTGTCACTGTAGGTTCACTGCCGTTGGGGCAGGT

TTTCTCTTAGATGAAGGGAGGGAAGGGAAGCAGGTTGGTAGACCCAGAGCTCACAGTGACATCCAAGTGACGGCAACCCCGTCCA

NS 1

PINK1-201 >

PINK1-201

9265

9350

9435

9520

9605

9690

9775



GACTCCTTGGGCCAGTCAGCTTTGGCTGAAGGGCAGGGCTGGCACACAGCTGGCAGAGCCACCCCATCCAAAATCCAGCCACTGT

CTGAGGAACCCGGTCAGTCGAAACCGACTTCCCGTCCCGACCGTGTGTCGACCGTCTCGGTGGGGTAGGTTTTAGGTCGGTGACA

I i >

PINK1-201 >

PINK1-201

GCCTCAGCAGGGCTGTGGTTTGGGGGTCGGGGGGCGCTCCCCACAGGATAAGGAGCAGCCAGGGCAGGCAGATGACACTACCACT

CGGAGTCGTCCCGACACCAAACCCCCAGCCCCCCGCGAGGGGTGTCCTATTCCTCGTCGGTCCCGTCCGTCTACTGTGATGGTGA

< P

PINK1-201 >

PINK1-201

ACTAGCTGCATCTGGATCTATTCACTTATTCAACAAAGGTTTATTACACCCATATTCTATGCCAACTACTGTACTAGACTTGGAA

TGATCGACGTAGACCTAGATAAGTGAATAAGTTGTTTCCAAATAATGTGGGTATAAGATACGGTTGATGACATGATCTGAACCTT

NS 1

PINK1-201 >

PINK1-201

TAATGGAGAAAATTCAGGCACAGTCCTTGCTCTTAGGGAGCTCACATGATTACTCATTGATGAATATCTCTCTCCCCTGATAGAC

ATTACCTCTTTTAAGTCCGTGTCAGGAACGAGAATCCCTCGAGTGTACTAATGAGTAACTACTTATAGAGAGAGGGGACTATCTG

e . S

PINK1-201 >

PINK1-201

TGCAAATCCATGAGGACAGGGACTCTGTCTTGTTCTGTGCCATAGTTCCACAGCATTCCAGCATGATGTCTGGTACTCAGCATGC

ACGTTTAGGTACTCCTGTCCCTGAGACAGAACAAGACACGGTATCAAGGTGTCGTAAGGTCGTACTACAGACCATGAGTCGTACG

I i >

PINK1-201 >

PINK1-201

AAACAGTGCGTATTGGTTGAATGAATAATAGTACAGCTAATAGCAGCTGAGAGCTTCCTCTGTGCTAGACACGATTCTAGGTGCC

TTTGTCACGCATAACCAACTTACTTATTATCATGTCGATTATCGTCGACTCTCGAAGGAGACACGATCTGTGCTAAGATCCACGG

< P

PINK1-201 >

PINK1-201

TTCCACACTTTGACAACCTTATGCAGCGTGTTAACACTGCATTCCCCTTGCACCCTGGAGATTGAGCCCAGAGAAGATAAGGACA

AAGGTGTGAAACTGTTGGAATACGTCGCACAATTGTGACGTAAGGGGAACGTGGGACCTCTAACTCGGGTCTCTTCTATTCCTGT

NS 1

PINK1-201 >

PINK1-201

9860

9945

10,030

10,115

10,200

10,285

10,370



GAGGGGACACATTCCAAGATAGATCCCCCAGTGGATGCCTGAAGCCACAGATAGTAACAAACCCTATATATACTGTGTTTTTTCC

CTCCCCTGTGTAAGGTTCTATCTAGGGGGTCACCTACGGACTTCGGTGTCTATCATTGTTTGGGATATATATGACACAAAAAAGG

I i >

PINK1-201 >

PINK1-201

TATACACACATACCTATGGTAAAGTTTAATTTATAAATTAGGCACAGTAAAAAATTAAAGATAACTAATAAAATAGAATAATTAT

ATATGTGTGTATGGATACCATTTCAAATTAAATATTTAATCCGTGTCATTTTTTAATTTCTATTGATTATTTTATCTTATTAATA

< P

PINK1-201 >

PINK1-201

GACAATATACTGTAATAAAAGTTATGTGAATGTGGTCTCTCTCTCTCTCCTCTCTCTAAATATCTTCTTGTACTCACCTATTCTC

CTGTTATATGACATTATTTTCAATACACTTACACCAGAGAGAGAGAGAGGAGAGAGATTTATAGAAGAACATGAGTGGATAAGAG

NS 1

PINK1-201 >

PINK1-201

AAACTGTAGATAACTGAAATTGCAGAAAGCAAAACTGTGGATAAGGTTGGGGCTACTGCAACTCAGCCAAGGACTTACAGTGGCA

TTTGACATCTATTGACTTTAACGTCTTTCGTTTTGACACCTATTCCAACCCCGATGACGTTGAGTCGGTTCCTGAATGTCACCGT

e . S

PINK1-201 >

PINK1-201

GACCTGGAATGCAAACCCAGGCAGTCTGATACCAGGGTTTCTCCACCTGTGTTCTGCCACATGGGATGGATAGGATGGATGGGTG

CTGGACCTTACGTTTGGGTCCGTCAGACTATGGTCCCAAAGAGGTGGACACAAGACGGTGTACCCTACCTATCCTACCTACCCAC

I i >

PINK1-201 >

PINK1-201

TACGGATGGACGGACGGACAGACGGATGGACAAATGGATTGAAGGATGGGTAGGGGAGTCATCAGATGTGTTCTCCAACACCATG

ATGCCTACCTGCCTGCCTGTCTGCCTACCTGTTTACCTAACTTCCTACCCATCCCCTCAGTAGTCTACACAAGAGGTTGTGGTAC

< P

PINK1-201 >

PINK1-201

TACAGTACCTGGCACATAGCAAATCTATGATAAACATTTGATAGTAAGTGAATAATGAATGTCAGTGCCAGTGTTGGTGTGGCCT

ATGTCATGGACCGTGTATCGTTTAGATACTATTTGTAAACTATCATTCACTTATTACTTACAGTCACGGTCACAACCACACCGGA

NS 1

PINK1-201 >

PINK1-201

10,455

10,540

10,625

10,710

10,795

10,880

10,965



TAGGTTATTCTTTCCAGGTGTTGTATCTGATGCTGGCCTCATATGTTTGTCTCACTTGGCTGACTAGAAAATCCAAGAGAGGTCC

ATCCAATAAGAAAGGTCCACAACATAGACTACGACCGGAGTATACAAACAGAGTGAACCGACTGATCTTTTAGGTTCTCTCCAGG

I i >

PINK1-201 >

260 L L L 265
K S K R G P

------------------------------------------------------ ENSE00003577628 >

PINK1-201

CAAGCAACTAGCCCCTCACCCCAACATCATCCGGGTTCTCCGCGCCTTCACCTCTTCCGTGCCGCTGCTGCCAGGGGCCCTGGTC

GTTCGTTGATCGGGGAGTGGGGTTGTAGTAGGCCCAAGAGGCGCGGAAGTGGAGAAGGCACGGCGACGACGGTCCCCGGGACCAG

ISSSSSSS——————————— ———— —_—_» >

PINK1-201 >
L L L L 270, L L L 275 L L 280 L L 285 L L L 290 L L
K Q L A P H P N 1 1 R Vv L R A F T S S \i P L L P G A L \i
ENSE00003577628 >
PINK1-201

GACTACCCTGATGTGCTGCCCTCACGCCTCCACCCTGAAGGCCTGGGCCATGGCCGGACGCTGTTCCTCGTTATGAAGAAGTAAG

CTGATGGGACTACACGACGGGAGTGCGGAGGTGGGACTTCCGGACCCGGTACCGGCCTGCGACAAGGAGCAATACTTCTTCATTC

< P

PINKI-201 >
. 295 ., . ., ., 300 ., ., ., ., 305 ., ., . ., 30 . ., ., ., 315 . ., ., ., 320
D Y P D \ L P S R L H P E G L G H G R T L F L \ M K N
ENSE00003577628 e >

PINK1-201

TGACAGCAGCGCGGCAGGGCCTGGAGCTGATACATCTCCCAAGGGGAGCTGGTTCCTGCCCTCCATGTGCACCTTGATCAGGGGG

ACTGTCGTCGCGCCGTCCCGGACCTCGACTATGTAGAGGGTTCCCCTCGACCAAGGACGGGAGGTACACGTGGAACTAGTCCCCC

I R, >

PINK1-201 >

PINK1-201

TTTTGGAGAACAGGGTCATCACCCTTCCGGAGAAGAAAGCCATGCAAAGGGAACATATCTGCCCTGGAGAGCATTTTCCCTGTAG

AAAACCTCTTGTCCCAGTAGTGGGAAGGCCTCTTCTTTCGGTACGTTTCCCTTGTATAGACGGGACCTCTCGTAAAAGGGACATC

I ———.L >

PINK1-201 >

PINK1-201

GACGATTTTTCATGGAAACAAACTCTCATCTTCATCCAGAACATACTTGTCACCTAGTCCTTTTGGTCCATTTGACTGTTAACCT

CTGCTAAAAAGTACCTTTGTTTGAGAGTAGAAGTAGGTCTTGTATGAACAGTGGATCAGGAAAACCAGGTAAACTGACAATTGGA

S 1

PINK1-201 >

PINK1-201

TTTCTGTGGCTGGACTTATCTGTTTTTAACATAAAAACCGTTCTCCTTCCTCACCCTCTGTATCCCCTAACTTTGCTATAGTGGG

AAAGACACCGACCTGAATAGACAAAAATTGTATTTTTGGCAAGAGGAAGGAGTGGGAGACATAGGGGATTGAAACGATATCACCC

ISSSSSSS——————————— ———— —_—_» >

PINK1-201 >

PINK1-201

11,050

11,135

11,220

11,305

11,390

11,475

11,560



TATTTTATTTTAAGGAAATAATTATCTGCACCATTACTTTGAATATAGGGAGCCCCAACTCTTACTTCCTAATTTGAGGATGGTG

ATAAAATAAAATTCCTTTATTAATAGACGTGGTAATGAAACTTATATCCCTCGGGGTTGAGAATGAAGGATTAAACTCCTACCAC

I i >

PINK1-201 >

PINK1-201

AGTGGGAGGGAACAGAAAGGATGCTGGGGAAAAGTGGGAATCAAAGTGCTCCTGGAAGGGGAAGAGGAACGGCCTAACCCTAACA

TCACCCTCCCTTGTCTTTCCTACGACCCCTTTTCACCCTTAGTTTCACGAGGACCTTCCCCTTCTCCTTGCCGGATTGGGATTGT

< P

PINK1-201 >

PINK1-201

GTGATTAAGGTTATTAGGAGGCCGGGAATGGTGGCTGACGCCTGTAATCCCAGCACTTTGGAAGGCGGAGGTGGGTAGATCACTT

CACTAATTCCAATAATCCTCCGGCCCTTACCACCGACTGCGGACATTAGGGTCGTGAAACCTTCCGCCTCCACCCATCTAGTGAA

NS 1

PINK1-201 >

PINK1-201

GAGGTCAGGAGTTTGAGACCAGCCTGGCCAACATGATGAAACCCTGTATCTACTAAACATACAAAAATTAGCCTGGTGTGGTGGC

CTCCAGTCCTCAAACTCTGGTCGGACCGGTTGTACTACTTTGGGACATAGATGATTTGTATGTTTTTAATCGGACCACACCACCG

e . S

PINK1-201 >

PINK1-201

GGGCACCTATAATCCCAGCTACTCGGGAGGCTGAGGTAGGAGAATTGCTTGAACCTGGAAGGTGGAGGTTGCAGTGAGCCAAGAT

CCCGTGGATATTAGGGTCGATGAGCCCTCCGACTCCATCCTCTTAACGAACTTGGACCTTCCACCTCCAACGTCACTCGGTTCTA

I i >

PINK1-201 >

PINK1-201

CGTGCTACTGCACTCCAGCTTGGCGACAGAGTGAGACTCCATCTCAAAAAAAAAAAAAAAAACGTATTGGGAGTCGTCGATGTGT

GCACGATGACGTGAGGTCGAACCGCTGTCTCACTCTGAGGTAGAGTTTTTTTTTTTTTTTTTGCATAACCCTCAGCAGCTACACA

< P

PINK1-201 >

PINK1-201

GGTAGCCAGAGGCCCTCTCCCCTCTCCGCCAGCTATCCCTGTACCCTGCGCCAGTACCTTTGTGTGAACACACCCAGCCCCCGCC

CCATCGGTCTCCGGGAGAGGGGAGAGGCGGTCGATAGGGACATGGGACGCGGTCATGGAAACACACTTGTGTGGGTCGGGGGCGG

NS 1

PINK1-201 >
. . ., 325 ., ., ., ., 33 ., ., ., ., 33 .,
Y P C T L R Q Y L C \ N T P S P R
-------------------------- ENSE00003693654 >

PINK1-201

11,645

11,730

11,815

11,900

11,985

12,070

12,155



TCGCCGCCATGATGCTGCTGCAGCTGCTGGAAGGCGTGGACCATCTGGTTCAACAGGGCATCGCGCACAGAGACCTGAAATCCGA

AGCGGCGGTACTACGACGACGTCGACGACCTTCCGCACCTGGTAGACCAAGTTGTCCCGTAGCGCGTGTCTCTGGACTTTAGGCT

I i >

PINK1-201 >
L 340 L L 345 L L 350 L L 355 L L 360 L L 365
L A A M M L L Q L L E G \ D H L \ Q Q G 1 A H R D L K S D
ENSE00003693654 >
PINK1-201

CAACATCCTTGTGGAGCTGGACCCAGGTAGGAACCTGCTGCACCATCAGAGCTCTCCAGGGGCACTAGAGGGTGGGTCAGGAGCA

GTTGTAGGAACACCTCGACCTGGGTCCATCCTTGGACGACGTGGTAGTCTCGAGAGGTCCCCGTGATCTCCCACCCAGTCCTCGT

ISSSSSSS——————————— ———— —_—_» >

PINK1-201 >
L 370
N I L \ E L D P
ENSE00003693654 |EIE e T L T >
PINK1-201

TTTAGGACTGACTCTTCAGGTCCTCTCTGGTTTTGTGTTCTAAGTCATGTCTTTATTTAGCTCCGCACACAAGAGGTTAGCAATC

AAATCCTGACTGAGAAGTCCAGGAGAGACCAAAACACAAGATTCAGTACAGAAATAAATCGAGGCGTGTGTTCTCCAATCGTTAG

< P

PINK1-201 >

PINK1-201

TCTCCCTTAGAACGGGGTTTTTTTTTCTCTCTTTGCAGAGAGACAGCACTTCCCAAGTTCCTTTCTCTAGCCCACTTAAAGAACA

AGAGGGAATCTTGCCCCAAAAAAAAAGAGAGAAACGTCTCTCTGTCGTGAAGGGTTCAAGGAAAGAGATCGGGTGAATTTCTTGT

NS 1

PINK1-201 >

PINK1-201

AGGACCTCAGTGCTGCAAGTTTTCCTAGGTAAATAAAGAGGCCCGGCACAGTGGCTGACACCTGTAATCCCAACACTTTGGGAGG

TCCTGGAGTCACGACGTTCAAAAGGATCCATTTATTTCTCCGGGCCGTGTCACCGACTGTGGACATTAGGGTTGTGAAACCCTCC

e . S

PINK1-201 >

PINK1-201

CTTGCTTGAGGATTGCTTGAGGCCAGCAGTTTGAGACCAGCCTGGGAAACAGAGTGAGATCCCTTCTCTACAAAAAAAAAATATG

GAACGAACTCCTAACGAACTCCGGTCGTCAAACTCTGGTCGGACCCTTTGTCTCACTCTAGGGAAGAGATGTTTTTTTTTTATAC

I i >

PINK1-201 >

PINK1-201

TTTTAAATTAGCCGGAAAAAAAGTTAGCCAGGCATGGTGGCATGCACCTGTAGCCCCAGCTACTTGGGAGGCTGAGGTCGGAGGA

AAAATTTAATCGGCCTTTTTTTCAATCGGTCCGTACCACCGTACGTGGACATCGGGGTCGATGAACCCTCCGACTCCAGCCTCCT

< P

PINK1-201 >

PINK1-201

12,240

12,325

12,410

12,495

12,580

12,665

12,750



TCACTTGAGCCTAGGAGTTAAGAGTCTGCAATGAGCTATGAATGTGCCACTGTACTCCAGCCTGGGCAGCAGAGTGAGATCCTAT

AGTGAACTCGGATCCTCAATTCTCAGACGTTACTCGATACTTACACGGTGACATGAGGTCGGACCCGTCGTCTCACTCTAGGATA

I i >

PINK1-201 >

PINK1-201

CTCAAAAAAATAATAAAAAATAATAAAGTAAAAGAGAAGTAGACTTTAGCTCATTATAAAAAATAACTTTCGGCCGGGGGTAGTG

GAGTTTTTTTATTATTTTTTATTATTTCATTTTCTCTTCATCTGAAATCGAGTAATATTTTTTATTGAAAGCCGGCCCCCATCAC

< P

PINK1-201 >

PINK1-201

GCTCACGCCTGTAATCCCAGCACTTTGAGAGGCTGAGGCGGGCAGATCATGAGGTCAAGAGATCGAGACCATCCTGGCCAACATG

CGAGTGCGGACATTAGGGTCGTGAAACTCTCCGACTCCGCCCGTCTAGTACTCCAGTTCTCTAGCTCTGGTAGGACCGGTTGTAC

NS 1

PINK1-201 >

PINK1-201

GTGAAACCCCATCTCTACTAAAAATACAAAAATTAGCTGGGCATGGTGGCGGGCGCCTGTAATCTCAGCTACTTGGGAAGCTGAG

CACTTTGGGGTAGAGATGATTTTTATGTTTTTAATCGACCCGTACCACCGCCCGCGGACATTAGAGTCGATGAACCCTTCGACTC

e . S

PINK1-201 >

PINK1-201

GCAGGAGAATTGCTTGAACCCGGGAGGCGGAGGTTGTAGTGAGCCGAGATTGTGCCACTGCATTCCAGCCTGGCGACAGAGTGAG

CGTCCTCTTAACGAACTTGGGCCCTCCGCCTCCAACATCACTCGGCTCTAACACGGTGACGTAAGGTCGGACCGCTGTCTCACTC

I i >

PINK1-201 >

PINK1-201

AGTCCATCTCAAAATAAATTAATTAATTAATTAAATTTTTCAAACAATGAAAGCTGTCCAAATGTAAGCCCAGTTGCCTCTGGAA

TCAGGTAGAGTTTTATTTAATTAATTAATTAATTTAAAAAGTTTGTTACTTTCGACAGGTTTACATTCGGGTCAACGGAGACCTT

< P

PINK1-201 >

PINK1-201

ATGAGTTGCCTACCACTGGAAGCATTCAAGTAGAAGCTGAATGGCCACTTGCCTAGGAAAATTGTAAGGAGATTCATACATCTGA

TACTCAACGGATGGTGACCTTCGTAAGTTCATCTTCGACTTACCGGTGAACGGATCCTTTTAACATTCCTCTAAGTATGTAGACT

NS 1

PINK1-201 >

PINK1-201

12,835

12,920

13,005

13,090

13,175

13,260

13,345



TAAATTTTTGAACTAGAAGATTTAAAATAATTGACTAGAGGAACTGGCTTTTATTATTTCTTTATTTATTTACTTATTTATTTAT

ATTTAAAAACTTGATCTTCTAAATTTTATTAACTGATCTCCTTGACCGAAAATAATAAAGAAATAAATAAATGAATAAATAAATA

I i >

PINK1-201 >

PINK1-201

TTATTTATTTGAGACAGAATCTTGCTTTGTTGCCCAGGCTGGAGTGCAGTGGCGCCATCTCAGCTCACTGCAACCTCTGCTTCCC

AATAAATAAACTCTGTCTTAGAACGAAACAACGGGTCCGACCTCACGTCACCGCGGTAGAGTCGAGTGACGTTGGAGACGAAGGG

< P

PINK1-201 >

PINK1-201

AGGTTCAAGCAATTCTCGTGCCTCCGCCTCCTGAGTAGCTAGGATTACAGGCAGGTGCCACCACGCCTAGCTAATTTTTGATTTT

TCCAAGTTCGTTAAGAGCACGGAGGCGGAGGACTCATCGATCCTAATGTCCGTCCACGGTGGTGCGGATCGATTAAAAACTAAAA

NS 1

PINK1-201 >

PINK1-201

TTTTTTTTTTTTTTTTTGAGACTGAGTCTCGCTCTGTCACCCAGGCTGGAGTGCAATGGCATGATCTCGGCTCACTGCAAGCTCT

AAAAAAAAAAAAAAAAACTCTGACTCAGAGCGAGACAGTGGGTCCGACCTCACGTTACCGTACTAGAGCCGAGTGACGTTCGAGA

e . S

PINK1-201 >

PINK1-201

ACCTCCCAGGTTCACACCATTCTCCTGCTTCAGCCTCCCGAGTAGCTGGGACTACAGGCGCCCACCACCACGCCCGGCTAATTTT

TGGAGGGTCCAAGTGTGGTAAGAGGACGAAGTCGGAGGGCTCATCGACCCTGATGTCCGCGGGTGGTGGTGCGGGCCGATTAAAA

I i >

PINK1-201 >

PINK1-201

TTTGTATTTTTAGTACAGACGGGGTTTCACCATGTTAGCCAGGATGGTCTCTATCTCCTGACTTCGTGATCCACCTGCTTCGGCC

AAACATAAAAATCATGTCTGCCCCAAAGTGGTACAATCGGTCCTACCAGAGATAGAGGACTGAAGCACTAGGTGGACGAAGCCGG

< P

PINK1-201 >

PINK1-201

TCCCAAAGCGCTGGGATTATTATTTTTAGTGGAGATGGGGTTTCACTGTTGGCCAGGCTGGTCTCAAACTCCTGGCCTCAAGTGA

AGGGTTTCGCGACCCTAATAATAAAAATCACCTCTACCCCAAAGTGACAACCGGTCCGACCAGAGTTTGAGGACCGGAGTTCACT

NS 1

PINK1-201 >

PINK1-201

13,430

13,515

13,600

13,685

13,770

13,855

13,940



TCCACCCACCTCAGCCTCCAAAATGTTGGGATTACAGGTATGAGCCACCACGCCCAGCTGGGAGTTGGCTTTTTTTTTTTTTTTT

AGGTGGGTGGAGTCGGAGGTTTTACAACCCTAATGTCCATACTCGGTGGTGCGGGTCGACCCTCAACCGAAAAAAAAAAAAAAAA

I i >

PINK1-201 >

PINK1-201

TTTTTTGAGACGGAGTCTCACTCTGTCGCCCAGGCTGGAGTGCAGTGGCATGATCTTGGCTCACTGCAACCCCTGCCTATCGGGT

AAAAAACTCTGCCTCAGAGTGAGACAGCGGGTCCGACCTCACGTCACCGTACTAGAACCGAGTGACGTTGGGGACGGATAGCCCA

< P

PINK1-201 >

PINK1-201

TCAAGCAATTCTCCCGCCTCAGCCTCCTGAGTAGCTGGGATTACAGGCACACGCCACTACACCTGGCTGATTTTTGTATTTTTAG

AGTTCGTTAAGAGGGCGGAGTCGGAGGACTCATCGACCCTAATGTCCGTGTGCGGTGATGTGGACCGACTAAAAACATAAAAATC

NS 1

PINK1-201 >

PINK1-201

TAGAGACGGGGTTTCACCATGTTGGTCAGGCTGATCTGGAACTCCTGACTTCGTGATCCGCCTGCCTCGGCCTCCCAAAGTTCTG

ATCTCTGCCCCAAAGTGGTACAACCAGTCCGACTAGACCTTGAGGACTGAAGCACTAGGCGGACGGAGCCGGAGGGTTTCAAGAC

e . S

PINK1-201 >

PINK1-201

GGATTACAGGCGTGAGCCACTGCGCCCAGCCAGGAACTGGCTTTTTAAAGGAATTTTGTGTGGACCCTTTTACAAATAACCAATT

CCTAATGTCCGCACTCGGTGACGCGGGTCGGTCCTTGACCGAAAAATTTCCTTAAAACACACCTGGGAAAATGTTTATTGGTTAA

I i >

PINK1-201 >

PINK1-201

CTTTTTTTATTTTTTCTGAGACAGAGTCTCGCTGTGTTGCTCAGGCTGAAGTGATTCTCCTGTCTCAGCCTCCTTCACCTCCCAG

GAAAAAAATAAAAAAGACTCTGTCTCAGAGCGACACAACGAGTCCGACTTCACTAAGAGGACAGAGTCGGAGGAAGTGGAGGGTC

< P

PINK1-201 >

PINK1-201

GTTCAAGTAATTCTCCTGTCTCAGCCTCCCGAGTAGCTGGGATACAGGCACACACCACCATGCCTGGCTAGTTTTTTTGTATTTT

CAAGTTCATTAAGAGGACAGAGTCGGAGGGCTCATCGACCCTATGTCCGTGTGTGGTGGTACGGACCGATCAAAAAAACATAAAA

NS 1

PINK1-201 >

PINK1-201

14,025

14,110

14,195

14,280

14,365

14,450

14,535



TAGTAGAGACAGGGGTTTCACCATGTTGGCCAGGCTGGTCTTGAACTCCTGACCTCAGGTGATCTACCCGCCTCGGCCTCCCAAA

ATCATCTCTGTCCCCAAAGTGGTACAACCGGTCCGACCAGAACTTGAGGACTGGAGTCCACTAGATGGGCGGAGCCGGAGGGTTT

I i >

PINK1-201 >

PINK1-201

ATGTTGGCATTACAGGCCACCACACCCGGCAATAACTGATTCTTAATGCACCTGGTTCTTAGGTTTGGATTTGGGGTTTCAAATT

TACAACCGTAATGTCCGGTGGTGTGGGCCGTTATTGACTAAGAATTACGTGGACCAAGAATCCAAACCTAAACCCCAAAGTTTAA

< P

PINK1-201 >

PINK1-201

CAAATCAAAGTCTCCTGGGGTATAAGGGCCCTTGGAGATCATTTGAACCAAGCTCTAGCTCCTTTGGTCTTGGGGACAGCTCCAA

GTTTAGTTTCAGAGGACCCCATATTCCCGGGAACCTCTAGTAAACTTGGTTCGAGATCGAGGAAACCAGAACCCCTGTCGAGGTT

NS 1

PINK1-201 >

PINK1-201

TTACTAGAACATGATTTAAATTGAGCCACACAGTCCTTTGCCTGGGGATTTTGCAGCCTGTACTTACTGGAGGCATTTCCGTGTT

AATGATCTTGTACTAAATTTAACTCGGTGTGTCAGGAAACGGACCCCTAAAACGTCGGACATGAATGACCTCCGTAAAGGCACAA

e . S

PINK1-201 >

PINK1-201

CGCACAGCAGGCCCTTCTGATCAGCTCTCAGGCCTTGCTGACCTCCTGGGCCAACACTGAGCCATTAGCCCCTGTCAGCTATGTC

GCGTGTCGTCCGGGAAGACTAGTCGAGAGTCCGGAACGACTGGAGGACCCGGTTGTGACTCGGTAATCGGGGACAGTCGATACAG

I i >

PINK1-201 >

PINK1-201

TTGCTGGTGGCTTTAGTAGGGACATAGGAGGGCCTCTCAGAGGGAAGGAGGGGAGGAGAAATGGTCACTTTGCTTGCTCCTTCCC

AACGACCACCGAAATCATCCCTGTATCCTCCCGGAGAGTCTCCCTTCCTCCCCTCCTCTTTACCAGTGAAACGAACGAGGAAGGG

< P

PINK1-201 >

PINK1-201

AGACGGCTGCCCCTGGCTGGTGATCGCAGATTTTGGCTGCTGCCTGGCTGATGAGAGCATCGGCCTGCAGTTGCCCTTCAGCAGC

TCTGCCGACGGGGACCGACCACTAGCGTCTAAAACCGACGACGGACCGACTACTCTCGTAGCCGGACGTCAACGGGAAGTCGTCG

NS 1

PINK1-201 >

375 L L 380 L L 385 L L L 390 L L L 395 L L 400 L

D G C P W L Vv 1 A D F G C C L A D E S 1 G L Q L P F S S
o= ENSE00003662034 >

PINK1-201

14,620

14,705

14,790

14,875

14,960

15,045

15,130



TGGTACGTGGATCGGGGCGGAAACGGCTGTCTGATGGCCCCAGAGGTGAGTCCCGAGTGTGTCATGCGCCATCGGCAGCCCTTCC

ACCATGCACCTAGCCCCGCCTTTGCCGACAGACTACCGGGGTCTCCACTCAGGGCTCACACAGTACGCGGTAGCCGTCGGGAAGG

I i >

PINK1-201 >
L 405 L L 410 L L 415 L
w Y \ D R G G N G C L M A P E
ENSE00003662034 EEEE R e e I e >
PINK1-201

CCCACATGTCCACTGAATGCAGGAGACTCGATGCCTTGTGATAACCCAACACCTCCATCTTTTCTGACCCATAATTTGGCACAAG

GGGTGTACAGGTGACTTACGTCCTCTGAGCTACGGAACACTATTGGGTTGTGGAGGTAGAAAAGACTGGGTATTAAACCGTGTTC

ISSSSSSS——————————— ———— —_—_» >

PINK1-201 >

PINK1-201

TTCCTTCCCTGCCACTTTGCTTTCCTCCGGCGTTCCCTCATGTTCCAGGAGAATGCAAGTCCTGTCACATAAACCAGGTGGTCTA

AAGGAAGGGACGGTGAAACGAAAGGAGGCCGCAAGGGAGTACAAGGTCCTCTTACGTTCAGGACAGTGTATTTGGTCCACCAGAT

I R, >

PINK1-201 >

PINK1-201

AGCAGACCCCTTCTGGGTCTGAGCCACAGCTCACTCAAGCTCTGGGTTCCTTGGGACAGAGTTCAGATTAGCCCATGGATCAGGT

TCGTCTGGGGAAGACCCAGACTCGGTGTCGAGTGAGTTCGAGACCCAAGGAACCCTGTCTCAAGTCTAATCGGGTACCTAGTCCA

I ———.L >

PINK1-201 >

PINK1-201

GATGTGCAGGACATGAAAAGGTTAGATGGGCGGGCAGCGTGATGTCTCACCCACTGCTTCTGAGCAGGTGTCCACGGCCCGTCCT

CTACACGTCCTGTACTTTTCCAATCTACCCGCCCGTCGCACTACAGAGTGGGTGACGAAGACTCGTCCACAGGTGCCGGGCAGGA

S 1

PINK1-201 >

L L 420 L L
\ S T A R P

------------------------------------------------------ ENSE00003524815 >

PINK1-201

GGCCCCAGGGCAGTGATTGACTACAGCAAGGCTGATGCCTGGGCAGTGGGAGCCATCGCCTATGAAATCTTCGGGCTTGTCAATC

CCGGGGTCCCGTCACTAACTGATGTCGTTCCGACTACGGACCCGTCACCCTCGGTAGCGGATACTTTAGAAGCCCGAACAGTTAG

I i >

PINK1-201 >
425 L L 430 L L 435 L L 440 L L L 445 L L 450
G P R A \ 1 D Y S K A D A W A \ G A 1 A Y E 1 F G L \ N
ENSE00003524815 >
PINK1-201

CCTTCTACGGCCAGGGCAAGGCCCACCTTGAAAGCCGCAGCTACCAAGAGGCTCAGCTACCTGCACTGCCCGAGTCAGTGCCTCC

GGAAGATGCCGGTCCCGTTCCGGGTGGAACTTTCGGCGTCGATGGTTCTCCGAGTCGATGGACGTGACGGGCTCAGTCACGGAGG

ISSSSSSS——————————— ———— —_—_» >

PINK1-201 >

L L L 455 L L L 460 L L L 465 L L L 470, L L L 475 L L L 480
P F Y G Q G K A H L E S R S Y Q E A Q L P A L P E S \i P P
ENSE00003524815 >

PINK1-201

15,215

15,300

15,385

15,470

15,555

15,640

15,725



AGACGTGAGACAGTTGGTGAGGGCACTGCTCCAGCGAGAGGCCAGCAAGGTGAGGCTGTCCCCGGCTTCGAGGGGACGGTGTGGG

TCTGCACTCTGTCAACCACTCCCGTGACGAGGTCGCTCTCCGGTCGTTCCACTCCGACAGGGGCCGAAGCTCCCCTGCCACACCC

I i >

PINK1-201 >
L L L . 485 L L 490 L L 495
D \ R Q L \ R A L L Q R E A S K
NS S okt S I — — — — = = = = = = = = = = = = = = = = = == -----— >
PINK1-201

TAGAAACCTCTGTTCTCGTTCCAGAGTGAAGGTCAGGTTTGGGCCAGAGCCACAGTGACAGATCCTCTGTGTTAGGAAGGTAAAG

ATCTTTGGAGACAAGAGCAAGGTCTCACTTCCAGTCCAAACCCGGTCTCGGTGTCACTGTCTAGGAGACACAATCCTTCCATTTC

ISSSSSSS——————————— ———— —_—_» >

PINK1-201 >

PINK1-201

GCTAGTTACAAGAGAACAAAAAACAGATTTTAATGTAGGTAGGAGTAGGAGCACTAGCCACCACAGCATAGTCAGAATCCTAGCA

CGATCAATGTTCTCTTGTTTTTTGTCTAAAATTACATCCATCCTCATCCTCGTGATCGGTGGTGTCGTATCAGTCTTAGGATCGT

I R, >

PINK1-201 >

PINK1-201

GTTCAACTCCTGTGGCTTTTTTAGTTGCTGAAAAAGTTGTTCAGAGGCCAGACACGGTGGCTTACACCTATAATCACAGCACTTT

CAAGTTGAGGACACCGAAAAAATCAACGACTTTTTCAACAAGTCTCCGGTCTGTGCCACCGAATGTGGATATTAGTGTCGTGAAA

I ———.L >

PINK1-201 >

PINK1-201

GGGAGGCTGAGGCGGGTGGATCACTTGGGACCAGGAGTTCCAGTCCAGCCTGGCCAACATGGTAAAACCCCGTCTGTACTAAAAA

CCCTCCGACTCCGCCCACCTAGTGAACCCTGGTCCTCAAGGTCAGGTCGGACCGGTTGTACCATTTTGGGGCAGACATGATTTTT

S 1

PINK1-201 >

PINK1-201

TACAAAAATTAGCTGAGTGTCGTGGCACACGCCTGTAATTCCAGGTACTCGGGAGGCTGAAGCAGGAGAATCGTTTGAACCCTGG

ATGTTTTTAATCGACTCACAGCACCGTGTGCGGACATTAAGGTCCATGAGCCCTCCGACTTCGTCCTCTTAGCAAACTTGGGACC

ISSSSSSS——————————— ———— —_—_» >

PINK1-201 >

PINK1-201

AGGCAGAGGTTGCAGTGAGCCAAGATCGCGCCACTGCACTCTGGCCTAGGTGACAGTGCAAGTCTTTGTCTCAAAAAAAAAAAAA

TCCGTCTCCAACGTCACTCGGTTCTAGCGCGGTGACGTGAGACCGGATCCACTGTCACGTTCAGAAACAGAGTTTTTTTTTTTTT

I R, >

PINK1-201 >

PINK1-201

15,810

15,895

15,980

16,065

16,150

16,235

16,320



AAAAAAAAAGGCTATTCAGAGAGAGAAAAGGAGGCATTTTTGAGAAATGTTTAATGGAGATGTAGCTCATGGAAGCAGCTGAGAA

TTTTTTTTTCCGATAAGTCTCTCTCTTTTCCTCCGTAAAAACTCTTTACAAATTACCTCTACATCGAGTACCTTCGTCGACTCTT

I i >

PINK1-201 >

PINK1-201

CTGATCAGAGAGAGATGGAAAACATCTCCTGAGAGCAGATCTGGACATTGTGAAATTAATATAAAGGAATGCAAAGGCAGACCTA

GACTAGTCTCTCTCTACCTTTTGTAGAGGACTCTCGTCTAGACCTGTAACACTTTAATTATATTTCCTTACGTTTCCGTCTGGAT

< P

PINK1-201 >

PINK1-201

TCCGAAGCCATAATTGGAGTGGCAGCTGGCTCAGGGGCAGGCTTAGTGCAAAGAGCTGAGCCATACCTGCACCCCAGCACTGTTC

AGGCTTCGGTATTAACCTCACCGTCGACCGAGTCCCCGTCCGAATCACGTTTCTCGACTCGGTATGGACGTGGGGTCGTGACAAG

NS 1

PINK1-201 >

PINK1-201

TGCCACTCCGTTAACTGCTCTCTGTACGTGGCCTGCTATCTTGGTGCGCAGTGAAGGTTAGAACAACAGCTGCAACCAGTTATGA

ACGGTGAGGCAATTGACGAGAGACATGCACCGGACGATAGAACCACGCGTCACTTCCAATCTTGTTGTCGACGTTGGTCAATACT

e . S

PINK1-201 >

PINK1-201

AATGATAGAGGAGACTACTTACCTGGTTCAAGGGACCAGATAGCTGTGCACAAGAGGCACTAGGCTTTCCACCCAGGGGGAAAGG

TTACTATCTCCTCTGATGAATGGACCAAGTTCCCTGGTCTATCGACACGTGTTCTCCGTGATCCGAAAGGTGGGTCCCCCTTTCC

I i >

PINK1-201 >

PINK1-201

CTATTTCAACAATGCATGCTGCCCCATGCAGAGGTGTACACATGGAAAAGCTTGGAGCACGGGCAGGGGACAGGCAGTATTTGTC

GATAAAGTTGTTACGTACGACGGGGTACGTCTCCACATGTGTACCTTTTCGAACCTCGTGCCCGTCCCCTGTCCGTCATAAACAG

< P

PINK1-201 >

PINK1-201

ACCTGAGTGAAGGGCATCAGTAGGAGATAGGGTAGAGGAAGAATTGGGTTGGGACCAGAGAAGGGAAGACCCTCACTAACAAAGC

TGGACTCACTTCCCGTAGTCATCCTCTATCCCATCTCCTTCTTAACCCAACCCTGGTCTCTTCCCTTCTGGGAGTGATTGTTTCG

NS 1

PINK1-201 >

PINK1-201

16,405

16,490

16,575

16,660

16,745

16,830

16,915



AGGCTTTGGGTTGAGACTGTGTTAACAGATGTTCTAGCTACAGCTTCCCTTCCTGTTGCAGAGACCATCTGCCCGAGTAGCCGCA

TCCGAAACCCAACTCTGACACAATTGTCTACAAGATCGATGTCGAAGGGAAGGACAACGTCTCTGGTAGACGGGCTCATCGGCGT

I i >

PINK1-201 >

L L L 500 L L L
R P S A R \ A A

------------------------------------------------- ENSE00001543152 >

PINK1-201

AATGTGCTTCATCTAAGCCTCTGGGGTGAACATATTCTAGCCCTGAAGAATCTGAAGTTAGACAAGATGGTTGGCTGGCTCCTCC

TTACACGAAGTAGATTCGGAGACCCCACTTGTATAAGATCGGGACTTCTTAGACTTCAATCTGTTCTACCAACCGACCGAGGAGG

ISSSSSSS——————————— ———— —_—_» >

PINK1-201 >
505 L L 510 L L L 515 L L L 520 L L L 525 L L . 530 L
N V L H L S L W G E H 1 L A L K N L K L D K M \i G W L L
ENSE00001543152 >
PINK1-201

AACAATCGGCCGCCACTTTGTTGGCCAACAGGCTCACAGAGAAGTGTTGTGTGGAAACAAAAATGAAGATGCTCTTTCTGGCTAA

TTGTTAGCCGGCGGTGAAACAACCGGTTGTCCGAGTGTCTCTTCACAACACACCTTTGTTTTTACTTCTACGAGAAAGACCGATT

< P

PINKI-201 >
L . 535 L L . 540 L L L 545 L L . 550 L L . 555 L L . 560
Q Q S A A T L L A N R L T E K C C \ E T K M K M L F L A N
ENSE00001543152 >
PINK1-201

CCTGGAGTGTGAAACGCTCTGCCAGGCAGCCCTCCTCCTCTGCTCATGGAGGGCAGCCCTGTGATGTCCCTGCATGGAGCTGGTG

GGACCTCACACTTTGCGAGACGGTCCGTCGGGAGGAGGAGACGAGTACCTCCCGTCGGGACACTACAGGGACGTACCTCGACCAC

I R, >

PINK1-201 >

L L L 565 L L L 570 L L L 575 L L L
L E C E T L C Q A A L L L C S W R A A L

ENSE00001543152

PINK1-201

AATTACTAAAAGAACATGGCATCCTCTGTGTCGTGATGGTCTGTGAATGGTGAGGGTGGGAGTCAGGAGACAAGACAGCGCAGAG

TTAATGATTTTCTTGTACCGTAGGAGACACAGCACTACCAGACACTTACCACTCCCACCCTCAGTCCTCTGTTCTGTCGCGTCTC

NS 1

PINK1-201 >

AGGGCTGGTTAGCCGGAAAAGGCCTCGGGCTTGGCAAATGGAAGAACTTGAGTGAGAGTTCAGTCTGCAGTCCTCTGCTCACAGA

TCCCGACCAATCGGCCTTTTCCGGAGCCCGAACCGTTTACCTTCTTGAACTCACTCTCAAGTCAGACGTCAGGAGACGAGTGTCT

e . S

PINK1-201 >

CATCTGAAAAGTGAATGGCCAAGCTGGTCTAGTAGATGAGGCTGGACTGAGGAGGGGTAGGCCTGCATCCACAGAGAGGATCCAG

GTAGACTTTTCACTTACCGGTTCGACCAGATCATCTACTCCGACCTGACTCCTCCCCATCCGGACGTAGGTGTCTCTCCTAGGTC

I i >

PINK1-201 >

GCCAAGGCACTGGCTGTCAGTGGCAGAGTTTGGCTGTGACCTTTGCCCCTAACACGAGGAACTCGTTTGAAGGGGGCAGCGTAGC

CGGTTCCGTGACCGACAGTCACCGTCTCAAACCGACACTGGAAACGGGGATTGTGCTCCTTGAGCAAACTTCCCCCGTCGCATCG

< P

PINK1-201 >

17,000

17,085

17,170

17,255

17,340

17,425

17,510

17,595



ATGTCTGATTTGCCACCTGGATGAAGGCAGACATCAACATGGGTCAGCACGTTCAGTTACGGGAGTGGGAAATTACATGAGGCCT

TACAGACTAAACGGTGGACCTACTTCCGTCTGTAGTTGTACCCAGTCGTGCAAGTCAATGCCCTCACCCTTTAATGTACTCCGGA

I i >

PINK1-201 >

GGGCCTCTGCGTTCCCAAGCTGTGCGTTCTGGACCAGCTACTGAATTATTAATCTCACTTAGCGAAAGTGACGGATGAGCAGTAA

CCCGGAGACGCAAGGGTTCGACACGCAAGACCTGGTCGATGACTTAATAATTAGAGTGAATCGCTTTCACTGCCTACTCGTCATT

< P

PINK1-201 >

GTAAGTAAGTGTGGGGATTTAAACTTGAGGGTTTCCCTCCTGACTAGCCTCTCTTACAGGAATTGTGAAATATTAAATGCAAATT

CATTCATTCACACCCCTAAATTTGAACTCCCAAAGGGAGGACTGATCGGAGAGAATGTCCTTAACACTTTATAATTTACGTTTAA

NS 1

PINK1-201 >

TACAACTGCAGATGACGTATGTGCCTTGAACTGAATATTTGGCTTTAAGAATGATTCTTATACTCTGAAGGTGAGAATATTTTGT

ATGTTGACGTCTACTGCATACACGGAACTTGACTTATAAACCGAAATTCTTACTAAGAATATGAGACTTCCACTCTTATAAAACA

e . S

PINK1-201 >

GGGCAGGTATCAACATTGGGGAAGAGATTTCATGTCTAACTAACTAACTTTATACATGATTTTTAGGAAGCTATTGCCTAAATCA

CCCGTCCATAGTTGTAACCCCTTCTCTAAAGTACAGATTGATTGATTGAAATATGTACTAAAAATCCTTCGATAACGGATTTAGT

I i >

PINK1-201 >
GCGTCAACATGCAGTAAAGGTTGTCTTCAACTGA 3’

18,054
CGCAGTTGTACGTCATTTCCAACAGAAGTTGACT 5’

PINK1-201 >

17,680

17,765

17,850

17,935

18,020



AR NI NN

Feature

PINK1

/note

PINK1-201

/note
PINK1-201

F 8 segments =

/note
/translation

MIR6084

/note

MIR6084-201

Location Size 0 = Type
1 .. 18,054 18,054 bp =

1

gene

gene ENSG00000158828
Protein coding

1 .. 18,054 18,054 bp O b prim_transcript

primary transcript ENST00000321556
92 .. 17,234 17,143 bp =] —+ CDS

1746 bp

coding sequence ENSP00000364204

MAVRQALGRGLQLGRALLLRFTGKPGRAYGLGRPGPAAGCVRGERPGWAAGPGAEPRRVGLGLPNRLRFFRQSVAGLAARLQRQFVVRAW
GCAGPCGRAVFLAFGLGLGLIEEKQAESRRAVSACQEIQ,AIFTQKSKPGPDPLDTRRLQGFRLEEYLIGQSIGKGCSAAVYEATMPTLPQNL
EVTKSTGLLPGRGPGTSAPGEGQERAPGAPAFPLAIKMMWNIS, AGSSSEAILNTMSQELVPASRVALAGEYGAVTYR,KSKRGPKQLAPHP
NIIRVLRAFTSSVPLLPGALVDYPDVLPSRLHPEGLGHGRTLFLVMKN,YPCTLRQYLCVNTPSPRLAAMMLLQLLEGVDHLVQQGIAHRDLK
SDNILVELDP,DGCPWLVIADFGCCLADESIGLQLPFSSWYVDRGGNGCLMAPE,VSTARPGPRAVIDYSKADAWAVGAIAYEIFGLVNPFY
GQGKAHLESRSYQEAQLPALPESVPPDVRQLVRALLQREASK,RPSARVAANVLHLSLWGEHILALKNLKLDKMVGWLLQQSAATLLANRLT

EK € GMOKM KM LELE M IgFFF LCQAALLLCSWRAAL*
222 .. 331 110 bp [} —+ gene

gene ENSG00000284005
miRNA

1

222 .. 331 110 bp =] prim_transcript

/note = primary transcript ENST00000622012

miRNA
Donor Sequence WT -> SNV 4582 .. 4681 100 bp = H misc_feature
PAM 4641 .. 4643 3 bp m| H misc_feature
gRNA Protospacer Sequence 4644 .. 4663 20 bp -] H misc_feature
SNV 4647 .. 4647 1 bp = H misc_feature
/note = WT =C

SNV =A
PINK1-203 4672 .. 17,859 13,188 bp [} —+ prim_transcript
/note = primary transcript ENST00000492302

protein_coding_CDS_not_defined
PINK1-AS 9200 .. 18,736 9537 bp =] — gene
/note = gene ENSG00000117242

IncRNA
PINK1-AS-201 9200 .. 18,736 9537 bp [} - prim_transcript

/note

PINK1-202

/note

primary transcript ENST00000451424
INcRNA

12,051 .. 18,053 6003 bp [m| —+ prim_transcript

primary transcript ENST00000400490
protein_coding_CDS_not_defined



Primer

PCR Forward

Length ) Binding Sites - Tm Date Added

25-mer 4386 .. 4410 — 57°C May 5, 2023

/sequence = CAATTTTTACCCAGAAAAGCAAGCC
40% GC / 7603.0 Da
Sanger Sequencing Primer 20-mer 4465 .. 4484 - 56°C May 5, 2023
/sequence = TCTGATAGGGCAGTCCATTG
50% GC / 6148.1 Da
Donor Template WT -> SNV 100-mer 4582 .. 4681 —_ 82°C May 5, 2023
/sequence = CCCAGGTACCAGTGCACCAGGAGAAGGGCAGGAGCGAGCTCCGGGGGCCCCTGCCTTCCCCTTGGACATCAAGATGATGTGGAAC

gRNA Protospacer

/sequence

PCR Reverse

/sequence

BTHTGGgtaagcd26.0 Da
20-mer 4644 .. 4663 — 57°C May 5, 2023

CCACATCATCTTGATGGCCA
50% GC / 6037.0 Da

25-mer 5404 .. 5428 — 58°C May 5, 2023

ttaaaggaaagagatccagttcccc
44% GC / 7659.1 Da



