gRNA Protospacer (9328 .. 9347)
(9228 .. 9247) Sanger Sequencing Primer | Donor Template WT -> SNV (9310 .. 9409) ¢

(8760 .. 8784) PCR Forwardl PCR Reverse (9883 ..9907)

2500 5000 7500 o 10,060

SNCB-202

Donor Template WT -> SNV

Protospacer Sequence

SNV

JIPSC1026_SnapgeneDNA_INK2J00074_SNCB_P123H_SNVSNV
10,475 bp



CGCCAGCGGGGGCGCTGAGCTCAGAGCTGCCGCAGCGCCGGAGCCGGAGCCGGAGCCGGAGCGCGCGAGCTCGCAGGGCGCGAGGAACGAGCGGTGGCTGGCTACGCACCCGAGACCCGGGCACTGCTGCGCTCC

GCGGTCGCCCCCGCGACTCGAGTCTCGACGGCGTCGCGGCCTCGGCCTCGGCCTCGGCCTCGCGCGCTCGAGCGTCCCGCGCTCCTTGCTCGCCACCGACCGATGCGTGGGCTCTGGGCCCGTGACGACGCGAGG

SIS GG ——————————_— ——_——————>
S NN — >

TGCTCAGGACCCGCGACCCGAGCGCCTGATCCCGGCCCTATCCCCCCTCCGGCCCCTGGTCCACCCCGGCCTGGCCTAGCGGAGCCCCCGCGTCCGCCCGCCGCAGCCGCCGCTCCATCCCCAGCCCCGGCCCCG
1 1 1 1 1 1 1 1 1 1 1 1 1 1

T T
ACGAGTCCTGGGCGCTGGGCTCGCGGACTAGGGCCGGGATAGGGGGGAGGCCGGGGACCAGGTGGGGCCGGACCGGATCGCCTCGGGGGCGCAGGCGGGCGGCGTCGGCGGCGAGGTAGGGGTCGGGGCCGGGGE

- ______________________________________pg
g ______Pg

CATCCAGGTGAGGCGGCCGCGCGCCGGGGATGGGGAACGGGATGAGGATGGAGAGGGGACTGGGGCGACAGGAGGGAGCTGGGGAAGGGGATGGAAAATGGAGGGAGACCCGGGGGATGCGCGTCAGTGTGCACC

GTAGGTCCACTCCGCCGGCGCGCGGCCCCTACCCCTTGCCCTACTCCTACCTCTCCCCTGACCCCGCTGTCCTCCCTCGACCCCTTCCCCTACCTTTTACCTCCCTCTGGGCCCCCTACGCGCAGTCACACGTGG

P2
T T R N ———" >

CCGGAGTATGTGAGTATGCTCCGGTGTTTGCAGCTGCCCGGGCGGCTGTGGGGACGTGTGTCCGCGCCCATGTGGGTCGGGGTATTCGTGCGCGTTGGAGCGTCTGCGTGTCCTGTGTGTGCACGTGAGCTTGTC
1 N 1 M 1 M 1 N 1 M 1 M 1 N 1 M 1 M 1 N 1 M 1 M 1 N 1
t t t t t t t t t t t t t

T T T T T T T T T T T T T T
GGCCTCATACACTCATACGAGGCCACAAACGTCGACGGGCCCGCCGACACCCCTGCACACAGGCGCGGGTACACCCAGCCCCATAAGCACGCGCAACCTCGCAGACGCACAGGACACACACGTGCACTCGAACAG

- ______________________________________pg
g ______Pg

CGTGGTGTATGTTTGTGTGCATGACCGTGTGACTGTGCCGTGCGTGTACAGGCGGGTCCTGGATATTCGCGCCGAACCCAGCACTCCGGTTCGACGGGGCTGCAGTTTGCAGGGCCCGGATAACCGAGGCAGTGG

GCACCACATACAAACACACGTACTGGCACACTGACACGGCACGCACATGTCCGCCCAGGACCTATAAGCGCGGCTTGGGTCGTGAGGCCAAGCTGCCCCGACGTCAAACGTCCCGGGCCTATTGGCTCCGTCACC

P2
T T R N ———" >

CCCCTCCCGCGTCCCCAGGTTTCAAGGACGCTAGGACTCTCCGCGGCCCTGAGGCTTCGCACTGGGGAGTGGGGTGGGATGGGGGGAAAGCGGGAGGGGGCTCAGGGTCCAGAAGGGCGCCGCGGTCTCGGGAGT
1 N 1 M 1 M 1 M 1 M 1 M 1 M 1 M 1 M 1 N 1 M 1 M 1 N 1

T T T T T T T 4 T T T T T 4 T T T T T T T T T T T T T
GGGGAGGGCGCAGGGGTCCAAAGTTCCTGCGATCCTGAGAGGCGCCGGGACTCCGAAGCGTGACCCCTCACCCCACCCTACCCCCCTTTCGCCCTCCCCCGAGTCCCAGGTCTTCCCGCGGCGCCAGAGCCCTCA

- ______________________________________pg
g ______Pg

AGGGGGGCATCTGCGTCCCGCGGGAGGGGCTGGGGTGAGAGTGCGGGGCCAGTGCACCGGTGCCCGTGTATCGCCCTCCCCAGGCCGCCAGGATGGACGTGTTCATGAAGGGCCTGTCCATGGCCAAGGAGGGCG

TCCCCCCGTAGACGCAGGGCGCCCTCCCCGACCCCACTCTCACGCCCCGGTCACGTGGCCACGGGCACATAGCGGGAGGGGTCCGGCGGTCCTACCTGCACAAGTACTTCCCGGACAGGTACCGGTTCCTCCCGC

P2
T T R N ———" >

1 L s s 5 L s s L 10 L L s s
M D \ F M K G L S A K E G
ENSE00000829007 >
SNCB-202

TTGTGGCAGCCGCGGAGAAAACCAAGCAGGGGGTCACCGAGGCGGCGGAGAAGACCAAGGAGGGCGTCCTCTACGTCGGTGGGTAAGGGGCGGGGTTTCTGGGGCTGCAGGGCTGGGGGTCCCCCGACAGTGTGG

AACACCGTCGGCGCCTCTTTTGGTTCGTCCCCCAGTGGCTCCGCCGCCTCTTCTGGTTCCTCCCGCAGGAGATGCAGCCACCCATTCCCCGCCCCAAAGACCCCGACGTCCCGACCCCCAGGGGGCTGTCACACC

P2
T NN ——

s, 2 25 ., 30 o35 ., 40
V V A A A E K T K Q G V T E A A E K T K E G V L Y V
ENSE00000829007  EEEE R e >
SNCB-202

AGCTGGGGCCGGGTCCCGGGGAGGGGGGTTCTGGGCAGGAGAATATGAGTCAGCAGATGGGGCGAGGTCAGCAGGGGTCATAGGGGACATAGCCAGCCCATAGAAGCCTGGGTCTGTATCCGGAAATGGGGACAC
+ 1 M 1 M 1 + 1 . 1 . 1 + 1 : 1 M 1 + 1 . 1 M 1 + 1 M

T T T T T T T T T ¥ T T T T T T T T ¥ T T T T
TCGACCCCGGCCCAGGGCCCCTCCCCCCAAGACCCGTCCTCTTATACTCAGTCGTCTACCCCGCTCCAGTCGTCCCCAGTATCCCCTGTATCGGTCGGGTATCTTCGGACCCAGACATAGGCCTTTACCCCTGTG

SNCB-202

GGGGCGGGCTGATGAGGTGGGGGGCTCCAGCTGAAAGGCCAGGGACCAGTGCAGTGATGAAAGCAGACAGCCTCCTTTTTCTTATCTTTTTTACCATTATTAATAGTTATCTGGTGTTGAACACTTTCTGTATGC

CCCCGCCCGACTACTCCACCCCCCGAGGTCGACTTTCCGGTCCCTGGTCACGTCACTACTTTCGTCTGTCGGAGGAAAAAGAATAGAAAAAATGGTAATAATTATCAATAGACCACAACTTGTGAAAGACATACG

SNCB-202

CAAGTACTGGGTAAAATGTCATAACATCCATTTCCTCATGTAATGCTTCGGCCCATTCTACAGGTAAGGGAAACTGGGCTTCCCAGAGATCTAAGTACCTTGCCCAAGGTCAGCAGCTGGTAAATGCTGAAGCTG
M 1 N 1 N 1 M 1 N 1 N 1 M 1 M 1 N 1 M 1 M 1 N 1 M 1 N

+ T T t T + T t
GTTCATGACCCATTTTACAGTATTGTAGGTAAAGGAGTACATTACGAAGCCGGGTAAGATGTCCATTCCCTTTGACCCGAAGGGTCTCTAGATTCATGGAACGGGTTCCAGTCGTCGACCATTTACGACTTCGAC

SNCB-202

GGGTTTGAACGGAGCTTTATAGATTCTGAAGCCCCACCCCTCCCCTTGTGGCGCCTCCCTCCAGCACCTCCAAGGCCGAGTTGAGTTGCGTTCCAGGTCCACCTGCATCACAACTCTTGTGGTTTTACCTTTGCC
1 N 1 M 1 N 1 N 1 M 1 M 1 N 1 M 1 M 1 N 1 N 1 M 1 N 1

T ¥ T ¥ T ¥ T ¥ T ¥ T ¥ T ¥ T ¥ T ¥ T ¥ T T T ¥ T ¥ T
CCCAAACTTGCCTCGAAATATCTAAGACTTCGGGGTGGGGAGGGGAACACCGCGGAGGGAGGTCGTGGAGGTTCCGGCTCAACTCAACGCAAGGTCCAGGTGGACGTAGTGTTGAGAACACCAAAATGGAAACGG

SNCB-202

135

270

540

945

1080

1215

1350

1485

1620



AGCTCTCTTCCCCGTCCACTTTCCTTGCAACCACTGGCTGGTATCAGAAGAAAGGCCAGGGTTGGATAACTTGCCCAGGGTCGTGGCATATTTGGATTGTGGCCATTTGAAAAATATTTTGTGTCCACTTACTAT

TCGAGAGAAGGGGCAGGTGAAAGGAACGTTGGTGACCGACCATAGTCTTCTTTCCGGTCCCAACCTATTGAACGGGTCCCAGCACCGTATAAACCTAACACCGGTAAACTTTTTATAAAACACAGGTGAATGATA

SNCB-202

GTGCCAGGCATCCTGCAGATGCTGGGGTTTCACAGTGAACAGGAAAGAATGGTTCCTGATCTCCTGATGGTGATACAGAGCATTTCAGCAGTGCGAGTTGACATCCAGTGGCTCCCTGAAGAGAATGCCTCATCC

CACGGTCCGTAGGACGTCTACGACCCCAAAGTGTCACTTGTCCTTTCTTACCAAGGACTAGAGGACTACCACTATGTCTCGTAAAGTCGTCACGCTCAACTGTAGGTCACCGAGGGACTTCTCTTACGGAGTAGG

SNCB-202

CTGAGTAATAAGAGGGGGGCAGGGCTGCAGAAAAGCCAGGTGCAAAGGCCCTGGGGTGAGCTGGGGGCAGGGCAGGAAGTAGTGGTAGGAGGTGAGGTCAGAGCGATGGGCAGGAGACAGTTCACGAGGGCCCTT
N 1 N 1 M 1 N 1 N 1 M 1 N 1 N 1 M 1 N 1 N 1 N 1 N 1 M

t T t T t T t T t T t T t T t T t T t T t T t T t T t
GACTCATTATTCTCCCCCCGTCCCGACGTCTTTTCGGTCCACGTTTCCGGGACCCCACTCGACCCCCGTCCCGTCCTTCATCACCATCCTCCACTCCAGTCTCGCTACCCGTCCTCTGTCAAGTGCTCCCGGGAA

SNCB-202

TGCAGGCCAGGGCAAAACGTTGTTATCATGGCCACGAGAGACTGTAAGCAAGGGACTGCCATGATGTGATTAGTTTAGAACGGTCACTTGGGCCTCTGGGGACAGAAAAACTGCAGGGAGGCCTGATGAGGCCAC
1 N 1 M 1 N 1 M 1 N 1 N 1 M 1 N 1 N 1 N 1 N 1 N 1 N 1

T T T T T T T T T T T T T T T T T T T T T T T T T T T
ACGTCCGGTCCCGTTTTGCAACAATAGTACCGGTGCTCTCTGACATTCGTTCCCTGACGGTACTACACTAATCAAATCTTGCCAGTGAACCCGGAGACCCCTGTCTTTTTGACGTCCCTCCGGACTACTCCGGTG

SNCB-202

AGGATGAGGGTGGCAGGGGCGAGGGTGGTGGCAATGGAGACCGGGAGAAGGCTAAAGTGCATGGCTGCTTGATCCCAGCTCTGGCCTCCCTCCTGCCTCCTCCCCAGGGTCTTTCATTCCTGCTGGCCTCTGGCT
L 1 L 1 L 1 N 1 L 1 N 1 L 1 L 1 M 1 L 1 L 1 M 1 L 1 M

T T T T T T T T T T T T T T
TCCTACTCCCACCGTCCCCGCTCCCACCACCGTTACCTCTGGCCCTCTTCCGATTTCACGTACCGACGAACTAGGGTCGAGACCGGAGGGAGGACGGAGGAGGGGTCCCAGAAAGTAAGGACGACCGGAGACCGA

SNCB-202

CTCTGACACTCTCTCTCTGATAATAGACTTGGCCCCTCCAAGCCATGCTGCTCTTCCCCTTAGATTGGCACTTCCTGCTCCTGCCTCTGCCTGGGAGCCCCTGATGGACCCCAGTTCCTACAAGTTAAAGCCTCG

GAGACTGTGAGAGAGAGACTATTATCTGAACCGGGGAGGTTCGGTACGACGAGAAGGGGAATCTAACCGTGAAGGACGAGGACGGAGACGGACCCTCGGGGACTACCTGGGGTCAAGGATGTTCAATTTCGGAGC

SNCB-202

GCTCCCTGTACCCTGGCATTCAGTGCCCTTCATGGTCCTGCCTCAGTCTACATTTCCCACCACACCCATGGCTCCTGGCACATGGACTGTCCTGAAAGCACATTGCTCTGCCTTGTCTGTGTGGGTCCCTGGGCC

CGAGGGACATGGGACCGTAAGTCACGGGAAGTACCAGGACGGAGTCAGATGTAAAGGGTGGTGTGGGTACCGAGGACCGTGTACCTGACAGGACTTTCGTGTAACGAGACGGAACAGACACACCCAGGGACCCGG

SNCB-202

TGGGATACCCTCTGCAGTCTCCTTTCTGATGTCCATCTGTTCCCCATTTCTCAAGGCCTAGGCAGTGTCCCTTCCCTCCTCACATAGTCAGTCCTTGGAGGCTGGAAGTCCTCTCCCCACTACTTGAGGTCCAGG
1 M 1 M 1 M 1 M 1 N 1 N 1 M 1 M 1 . 1 M 1 N 1 N 1 M 1

T ¥ T ¥ T ¥ T ¥ T ¥ T ¥ T ¥ T ¥ T ¥ T ¥ T ¥ T ¥ T ¥ T
ACCCTATGGGAGACGTCAGAGGAAAGACTACAGGTAGACAAGGGGTAAAGAGTTCCGGATCCGTCACAGGGAAGGGAGGAGTGTATCAGTCAGGAACCTCCGACCTTCAGGAGAGGGGTGATGAACTCCAGGTCC

SNCB-202

AACTGAATCTGTTCTTCTCTTACCCACTTCAGACAGTGAGCGATTGGCCCAGGGCCTGGCACAGAGTAGGTGGAAGCTGATGTTTTGTGGGAGGAGTGAAAGGGGAGCATGCAGCCTGCCCCTCCTGTCTCTGGG
N 1 M 1 M 1 i 1 M 1 M 1 i 1 N 1 M 1 N 1 N 1 M 1 N 1 N

t T t T t T t T t T t T t T t T t T t T t T t T t T t
TTGACTTAGACAAGAAGAGAATGGGTGAAGTCTGTCACTCGCTAACCGGGTCCCGGACCGTGTCTCATCCACCTTCGACTACAAAACACCCTCCTCACTTTCCCCTCGTACGTCGGACGGGGAGGACAGAGACCC

I R >
__________________________________________________ s __________________________bg
. .---------------------------------------------------.-----------------------------------------------------.>

SNCB-202

TGCTGGTTGGCCTTCGCCCTGAGAACCCTGTCTTCCCACACCAGCCTCTTCCCCCACCCCCCCGCCGGGCTCAGTCTGCCTAGACACCCAGTTCTGGCTCCATCACTGTTGTCTGTGTTGCCAAATTGTCAGACG
1 M 1 M 1 N 1 N 1 M 1 N 1 N 1 N 1 N 1 M 1 M 1 N 1 N 1

T T T T T T T T T T T T T T T T T T T T T T T T T T T
ACGACCAACCGGAAGCGGGACTCTTGGGACAGAAGGGTGTGGTCGGAGAAGGGGGTGGGGGGGCGGCCCGAGTCAGACGGATCTGTGGGTCAAGACCGAGGTAGTGACAACAGACACAACGGTTTAACAGTCTGC

SNCB-202

GGATACTCCCCACCCCGTTTCCGTCTCTCATCCTCCAGCCCAGATCAGGCCCTCTGGCCTTCCCAGCGGCCCCCAGACATTTTGAAGTTATCAAGTTGCTACCCTCCGAGGAAGGCCCAGCCAATGCCACGGGTG
L 1 N 1 M 1 L 1 M 1 M 1 L 1 L 1 L 1 L 1 M 1 L 1 M 1 L

t T t T t T t T t T t T T T
CCTATGAGGGGTGGGGCAAAGGCAGAGAGTAGGAGGTCGGGTCTAGTCCGGGAGACCGGAAGGGTCGCCGGGGGTCTGTAAAACTTCAATAGTTCAACGATGGGAGGCTCCTTCCGGGTCGGTTACGGTGCCCAC

SNCB-202

1755

1890

2025

2160

2295

2430

2565

2700

2835

2970

3105



CCAGTTACAATCTGCACATCACCTTTAGACCCACCCTGAGCCTGACACCCCCTACTTTGGCCAGAAGAAGGGGTTTGCACCCTCGCTAGGAGAAGAGAATCTTTAGAGGAAATGGAGTGGGGCAGTGGGCTATGG

GGTCAATGTTAGACGTGTAGTGGAAATCTGGGTGGGACTCGGACTGTGGGGGATGAAACCGGTCTTCTTCCCCAAACGTGGGAGCGATCCTCTTCTCTTAGAAATCTCCTTTACCTCACCCCGTCACCCGATACC

SNCB-202

GCAGTGGTGCATGGGGCACGAGGGGAACCTTTCAAAATACATGGCTTTGTGGCCTCCCAGCTCCACCCCTACTCCCACCCCCACCTGCCTCCTATCCTGGGCTACGTGCTGTGAGAGTGGTTGGTAGCTAAAGTT

CGTCACCACGTACCCCGTGCTCCCCTTGGAAAGTTTTATGTACCGAAACACCGGAGGGTCGAGGTGGGGATGAGGGTGGGGGTGGACGGAGGATAGGACCCGATGCACGACACTCTCACCAACCATCGATTTCAA

SNCB-202

TTAGGGTCAGAAAGGCCTGAACTTGAATGTCAGTTCAGCCACTTCCTAGTGGTGGAACCCACACTGAGCTTCCATCCGTGAAACGGGGACAATAACAGCACCCGCCTCCCAGGGCTGGGGAAAAGTGAAGTGCAG
1 M 1 N 1 M 1 M 1 M 1 N 1 M 1 N 1 N 1 N 1 N 1 N 1 M 1

T ¥ T ¥ T ¥ T . T . T . T . T 4 T . T ¥ T ¥ T ¥ T ¥ T
AATCCCAGTCTTTCCGGACTTGAACTTACAGTCAAGTCGGTGAAGGATCACCACCTTGGGTGTGACTCGAAGGTAGGCACTTTGCCCCTGTTATTGTCGTGGGCGGAGGGTCCCGACCCCTTTTCACTTCACGTC

SNCB-202

CGGGGCAGGCAGAGGACTTGACACAGCACTGGCCCTCAGCCAACATCCACTAGAGGGGTGGGGTATCGCATCAGGTGGGAGAGAACTGCAACCCTTGCAGACAGAGGTGTGGGGCCCAGTGCAGTGATAAGACGG
N 1 N 1 N 1 N 1 N 1 M 1 N 1 M 1 N 1 M 1 N 1 N 1 M 1 N

t T t T t T t T t T t T t T t T t T t T t T t T t T t
GCCCCGTCCGTCTCCTGAACTGTGTCGTGACCGGGAGTCGGTTGTAGGTGATCTCCCCACCCCATAGCGTAGTCCACCCTCTCTTGACGTTGGGAACGTCTGTCTCCACACCCCGGGTCACGTCACTATTCTGCC

SNCB-202

GGGTTAACATGGGGGTGCAGGTTGTAGGATGTGGGGACCCAAGGAGGCAGTGACGGGGCCAGGATGCCCACTCTGTAATCACCATGCTGTGCTGGAGTTTCTGTTCCCTCAGCGCAGAGTCCTTAAATGTGCCGC
1 M 1 L 1 M 1 L 1 L 1 L 1 L 1 L 1 M 1 M 1 L 1 M 1 M 1

T T T T T T T T T T T T T T
CCCAATTGTACCCCCACGTCCAACATCCTACACCCCTGGGTTCCTCCGTCACTGCCCCGGTCCTACGGGTGAGACATTAGTGGTACGACACGACCTCAAAGACAAGGGAGTCGCGTCTCAGGAATTTACACGGCG

SNCB-202

TTTTTCTCCCTGCAGGAAGCAAGACCCGAGAAGGTGTGGTACAAGGTGTGGCTTCAGGTACTAGCCCAGCCCTGGCACCAGCCCTTCTCTCACTTAGGCGGATGATCTGGCCGGGAACCAGAGGGCGGGGGCGGG

AAAAAGAGGGACGTCCTTCGTTCTGGGCTCTTCCACACCATGTTCCACACCGAAGTCCATGATCGGGTCGGGACCGTGGTCGGGAAGAGAGTGAATCCGCCTACTAGACCGGCCCTTGGTCTCCCGCCCCCGCCC

I N ——————
I ———————m———mmrressilkAAAAAAAAAAAAAAA—_—_——s—s

s L L s 45 L L s s 50 s s s s
G 5 K x R E G V. V. Q G \ A s
------------- ENSE00000829006 B e L TP

SNCB-202

GGAGACTCCCAAGGCTTCTGCGGGAATGCTCCGTGGGGAGGGCAGGCCCTGGGATACTACAAGGCAGGGCATCGGTGTTTCCCCCTGGCTCCCAAACCCCTTCCTCAACCCCCTCCCTGCTCCAGTGGCTGAAAA
1 1 1 1 1 1 1 1 1 1 1 1 1 1

T T
CCTCTGAGGGTTCCGAAGACGCCCTTACGAGGCACCCCTCCCGTCCGGGACCCTATGATGTTCCGTCCCGTAGCCACAAAGGGGGACCGAGGGTTTGGGGAAGGAGTTGGGGGAGGGACGAGGTCACCGACTTTT

SNCB-202

AACCAAGGAACAGGCCTCACATCTGGGAGGAGCTGTGTTCTCTGGGGCAGGGAACATCGCAGCAGCCACAGGACTGGTGAAGAGGGAGGAATTCCCTACTGATCTGAAGGTAAGCGATCCTTCTGACCCGCACAT
1 1 1 1 1 1 1 1 1 1 1 1 1

TTGGTTCCTTGTCCGGAGTGTAGACCCTCCTCGACACAAGAGACCCCGTCCCTTGTAGCGTCGTCGGTGTCCTGACCACTTCTCCCTCCTTAAGGGATGACTAGACTTCCATTCGCTAGGAAGACTGGGCGTGTA

‘ 1=\ =TT o oo J2c T — ~ ~ = = = = = = = = = = = = = = = = =«

SNCB-202

\Y

GCAGGCAAACACACACACACACACACACACACACACCAGGCACACAAATAAACCTGTCACCATCCCCGCCCCCCTAATCCTGCCACCAGCTTGGAACACAAGCCACTTTGCCTCCCATCCTGCAGGCCCGTGCTA

CGTCCGTTTGTGTGTGTGTGTGTGTGTGTGTGTGTGGTCCGTGTGTTTATTTGGACAGTGGTAGGGGCGGGGGGATTAGGACGGTGGTCGAACCTTGTGTTCGGTGAAACGGAGGGTAGGACGTCCGGGCACGAT

SNCB-202

GACTCAGCTCAGAATGCATCTGAATAAAGGCGTGCATGGGTGTGACGCTCCCGGTGATGGGGACCCAGACCTGGCTGTCTGCGTGTATCCTGCTTGCCAGCGTGACCCAGATGACTTCTGGCCACGTCTGCATGT
N 1 M 1 M 1 N 1 N 1 M 1 N 1 N 1 M 1 M 1 . 1 M 1 N 1 M

t T t T t T t T t T t T t T t T t T t T t T t T t T t
CTGAGTCGAGTCTTACGTAGACTTATTTCCGCACGTACCCACACTGCGAGGGCCACTACCCCTGGGTCTGGACCGACAGACGCACATAGGACGAACGGTCGCACTGGGTCTACTGAAGACCGGTGCAGACGTACA

SNCB-202

GTCAATGATTGTTCATTCATTTCTTTTCATTCAACAAATATCCATGCCAGAGAGGAATTGTTGTAGAGGCTGCCGCAGTGAATAGGTTCCTACGTTCCTGCAGCTGACATTGTAGTGGGAGAAGATAGTAAAACG
1 M 1 M 1 M 1 N 1 N 1 N 1 M 1 N 1 N 1 M 1 M 1 N 1 N 1

T T T T T T T T T T T T T T T T T T T T T T T T T T T
CAGTTACTAACAAGTAAGTAAAGAAAAGTAAGTTGTTTATAGGTACGGTCTCTCCTTAACAACATCTCCGACGGCGTCACTTATCCAAGGATGCAAGGACGTCGACTGTAACATCACCCTCTTCTATCATTTTGC

SNCB-202

3240

3375

3510

3645

3780

3915

4050

4185

4320

4455

4590



CAAGCCAGCAGGCAGGATGCTTTCCGCGGGGATAAGTGCTACAGAGAAAAGACAGAGAGGGCGATGGGACAGACAGGCAAGGGGTGAGAGGGCTATTTTGGCTGGGAAGACTTCTCTGAGGAAGAACCATTTGAG

GTTCGGTCGTCCGTCCTACGAAAGGCGCCCCTATTCACGATGTCTCTTTTCTGTCTCTCCCGCTACCCTGTCTGTCCGTTCCCCACTCTCCCGATAAAACCGACCCTTCTGAAGAGACTCCTTCTTGGTAAACTC

SNCB-202

CTGACACCCAAGGGATGAGAGAGGCAGCCTTGAGATGTGTGGGAAGCGAATTTCAGGCTGTAGGAACAGCAAGTACCAAGGCCCTGAGGCAGGTTGGAGCAGGTGGGAGCTGTGCTGGGGTGGGTGTGATCTGTG

GACTGTGGGTTCCCTACTCTCTCCGTCGGAACTCTACACACCCTTCGCTTAAAGTCCGACATCCTTGTCGTTCATGGTTCCGGGACTCCGTCCAACCTCGTCCACCCTCGACACGACCCCACCCACACTAGACAC

SNCB-202

CAGTTGTGTTTCCCCAGGGGAGCCCTGGGAACCACTCATGTGTGCATGGAGACAGATCCCCCTACTAGGACCCCCTGATAAGAGGGGGTTAAGAGTTGTGAGCTCTGAACCCACCTACCCCCAGCCTCAGCTGGG
M 1 N 1 M 1 N 1 N 1 M 1 N 1 N 1 M 1 N 1 N 1 M 1 N 1 N

t T t T t T t T t T t T t T t T t T t T t T t T t T t
GTCAACACAAAGGGGTCCCCTCGGGACCCTTGGTGAGTACACACGTACCTCTGTCTAGGGGGATGATCCTGGGGGACTATTCTCCCCCAATTCTCAACACTCGAGACTTGGGTGGATGGGGGTCGGAGTCGACCC

SNCB-202

TTTGAATCCTAACTCCACTACTTCCTGGCTGTGTGACCCTGGGCAGTTCCCACCATGTCTCTGAACTTGATAGTTCACTTGTAAAATGCGAGTGAACACAATAGGAATCTCATGCAGATTGGAGATAATATAGAT
1 M 1 N 1 M 1 M 1 N 1 M 1 N 1 M 1 N 1 N 1 M 1 M 1 N 1

T T T T T T T T T T T T T T T T T T T T T T T T T T T
AAACTTAGGATTGAGGTGATGAAGGACCGACACACTGGGACCCGTCAAGGGTGGTACAGAGACTTGAACTATCAAGTGAACATTTTACGCTCACTTGTGTTATCCTTAGAGTACGTCTAACCTCTATTATATCTA

SNCB-202

ATTCTCAAAGCTTGAGTGTGTATCAATCACCAAGAGGCCAGGTTAAAATACAGATTTTTGGCCCCATCGTTAGAATTTCTGATTCAGTAGGTCTGAGGTGGGGCTGGAGGATTTGCATTTCTAACAAGTACCCGG
L 1 L 1 N 1 N 1 L 1 M 1 L 1 N 1 M 1 L 1 L 1 M 1 L 1 L

T T T T T T T T T T T T T T
TAAGAGTTTCGAACTCACACATAGTTAGTGGTTCTCCGGTCCAATTTTATGTCTAAAAACCGGGGTAGCAATCTTAAAGACTAAGTCATCCAGACTCCACCCCGACCTCCTAAACGTAAAGATTGTTCATGGGCC

SNCB-202

GTGAGGTTGATGCCGCAGTTCCAGGGAGCATACTATGAGAACCATGGATATAAAGAGCTGGGTTTGCATACAGTGAATGCCCTGCAAGAGATTGTGGCCACATGATCACTCAAGCAGTCTGGGTCTGCCTGCAGG

CACTCCAACTACGGCGTCAAGGTCCCTCGTATGATACTCTTGGTACCTATATTTCTCGACCCAAACGTATGTCACTTACGGGACGTTCTCTAACACCGGTGTACTAGTGAGTTCGTCAGACCCAGACGGACGTCC

SNCB-202

GGATCCTGTGACCACAGGCGTGCCTGGAAGTGGATCCCCCATGACATGTGTGTGCAGGCATTCGCTGTGAATGCTCTGTGTCTGTCCATGGACGCGTGCAGACCCTGCCTCCATGGGGATGGGGGCTCCTTCTGC

CCTAGGACACTGGTGTCCGCACGGACCTTCACCTAGGGGGTACTGTACACACACGTCCGTAAGCGACACTTACGAGACACAGACAGGTACCTGCGCACGTCTGGGACGGAGGTACCCCTACCCCCGAGGAAGACG

SNCB-202

AGCGTCTGGTTTGGGTGATCAGTGTACGTTCAGCATGAGTGCATCCACCAGGCTGTGGGAGACCCCACGCTGCCCTCCACTCCTGTCATTTTGCACAGTTGGTTCCTTCCACTGTTGGAAGTCAGGATCTTGACT
1 N 1 N 1 M 1 M 1 N 1 N 1 M 1 N 1 M 1 M 1 N 1 N 1 M 1

T ¥ T i T ¥ T ¥ T ¥ T ¥ T ¥ T ¥ T ¥ T ¥ T ¥ T ¥ T ¥ T
TCGCAGACCAAACCCACTAGTCACATGCAAGTCGTACTCACGTAGGTGGTCCGACACCCTCTGGGGTGCGACGGGAGGTGAGGACAGTAAAACGTGTCAACCAAGGAAGGTGACAACCTTCAGTCCTAGAACTGA

SNCB-202

CAGAAGTTCTAGTTCAAGCCCTGTCTCTGCATTTTACTATCTGTATGACTTCCCATTTGTTTTTTTTTGTTTTTTTTTTTTTTTGAGACGGAGTTTTGCTCTTGTTGCCCAGGCTGGAGTGCAATGGCACGATCT
. 1 N 1 M 1 M 1 N 1 N 1 M 1 M 1 M 1 M 1 M 1 N 1 M 1 M

t T t T t T t T t T t T t T t T t T t T t T t T t T t
GTCTTCAAGATCAAGTTCGGGACAGAGACGTAAAATGATAGACATACTGAAGGGTAAACAAAAAAAAACAAAAAAAAAAAAAAACTCTGCCTCAAAACGAGAACAACGGGTCCGACCTCACGTTACCGTGCTAGA

I R >
__________________________________________________ s __________________________bg
. .---------------------------------------------------.-----------------------------------------------------.>

SNCB-202

TGGCTCACTGCAACCTCTGCCTCCTGGATTCTAGCAATTCTCCTGCCTCAGCCTCCCAAGTTGCTGGAATTACAGGCACCCGCTACCACACCCGGCTAATTTTTTGTATTTTTAGTAGAGACGGGGTTTCACCAT
1 M 1 N 1 N 1 N 1 N 1 N 1 M 1 N 1 N 1 M 1 M 1 N 1 N 1

T T T T T T T T T T T T T T T T T T T T T T T T T T T
ACCGAGTGACGTTGGAGACGGAGGACCTAAGATCGTTAAGAGGACGGAGTCGGAGGGTTCAACGACCTTAATGTCCGTGGGCGATGGTGTGGGCCGATTAAAAAACATAAAAATCATCTCTGCCCCAAAGTGGTA

SNCB-202

GTTGGCCAGGCTGGTCTCGAACTCCTGACCTCAGGTGATCCACCTGCCTCGGCCTCCCAGAGTGCTGGGATTACAGGCATGAGCCACTGCACCCGGCCATGACTTCCCATTTCTTATAATCATGTTACCAATAAT
L 1 N 1 M 1 L 1 M 1 M 1 L 1 L 1 L 1 L 1 M 1 M 1 M 1 L

t T t T t T t T t T t T T T
CAACCGGTCCGACCAGAGCTTGAGGACTGGAGTCCACTAGGTGGACGGAGCCGGAGGGTCTCACGACCCTAATGTCCGTACTCGGTGACGTGGGCCGGTACTGAAGGGTAAAGAATATTAGTACAATGGTTATTA

SNCB-202

4725

4860

4995

5130

5265

5400

5535

5670

5805

5940

6075



CACTTCCATTCATTGATCTCTTTCATGAGCAGGCACTGTCCTAGATGTTTGACTCTAGATGAACTAACTCATTGACTCTTCCCAATGTGGCACCATAACCAGCCCGTTTTACAGATGAAGAGACTGAGGTTTAGA

GTGAAGGTAAGTAACTAGAGAAAGTACTCGTCCGTGACAGGATCTACAAACTGAGATCTACTTGATTGAGTAACTGAGAAGGGTTACACCGTGGTATTGGTCGGGCAAAATGTCTACTTCTCTGACTCCAAATCT

SNCB-202

GAAGTGAAGTCACTTGCCCAAGACCCCATTTCCTGCCTGCCTCCCTTATAAGGTGGTCAGGAGGATAAGCTCAGGCCATGTCACTGGGGTCGCTTGGTGATGGCACAGGGCCAGTCCTAGTGCTGCGAGCTGGGG

CTTCACTTCAGTGAACGGGTTCTGGGGTAAAGGACGGACGGAGGGAATATTCCACCAGTCCTCCTATTCGAGTCCGGTACAGTGACCCCAGCGAACCACTACCGTGTCCCGGTCAGGATCACGACGCTCGACCCC

SNCB-202

TGCAAAAGAGAGGCAGGTTCAGCCTGTCAGCCCCAGGCTGTGATGGGTGTTTGCACAGAACCATTTCTCTCTGGTCACCTTTCTCCTACTGGTGCTTGTTGACGCCTCAAGGCTACCCTCCCAAGGGAGCCCAAG
1 M 1 N 1 N 1 M 1 M 1 N 1 M 1 M 1 M 1 M 1 N 1 N 1 M 1

T ¥ T ¥ T ¥ T . T . T . T ¥ T . T . T ¥ T ¥ T ¥ T . T
ACGTTTTCTCTCCGTCCAAGTCGGACAGTCGGGGTCCGACACTACCCACAAACGTGTCTTGGTAAAGAGAGACCAGTGGAAAGAGGATGACCACGAACAACTGCGGAGTTCCGATGGGAGGGTTCCCTCGGGTTC

SNCB-202

ATCATAGAGTTATAACACAGACAACAGCCCCTTGGGCCACCAGCGGCATGGGGGACTCATGCAGGCCCATGGTCTGCATTTCTGAGACTCTCTGCTTCGAGCATGCTTTCCATCCATCATCACGGAATCCTCACC
M 1 N 1 M 1 M 1 N 1 N 1 N 1 M 1 N 1 M 1 N 1 N 1 N 1 N

t T t T t T t T t T t T t T t T t T t T t T t T t T t
TAGTATCTCAATATTGTGTCTGTTGTCGGGGAACCCGGTGGTCGCCGTACCCCCTGAGTACGTCCGGGTACCAGACGTAAAGACTCTGAGAGACGAAGCTCGTACGAAAGGTAGGTAGTAGTGCCTTAGGAGTGG

SNCB-202

AGCCTCGTTTCCCATGCAAGGCTGCTGAGATTAGAAGCAAAATGACTTGCCTGATGCCAGGTAGCTACCAGGTGGCCAGGCTGGGGTTGTTTGTTTGTTTTCTGAGATGGGGTCCTGCTATGTTGCCCAGGCTGA
1 M 1 L 1 N 1 L 1 L 1 L 1 L 1 L 1 M 1 M 1 L 1 N 1 L 1

T T T T T T T T T T T T T T
TCGGAGCAAAGGGTACGTTCCGACGACTCTAATCTTCGTTTTACTGAACGGACTACGGTCCATCGATGGTCCACCGGTCCGACCCCAACAAACAAACAAAAGACTCTACCCCAGGACGATACAACGGGTCCGACT

SNCB-202

TCTGGAACTCCTGGGCTCAAGCAATCCTCCTGCCTCAGCCCTCCAAGTATCTGGGATTACAGGCTATGGGTATTTTTTTAAGTGAACTTTTTATTGAAGTACAATGTACATGTGGAAAACTGGCAGCTCCATGAA

AGACCTTGAGGACCCGAGTTCGTTAGGAGGACGGAGTCGGGAGGTTCATAGACCCTAATGTCCGATACCCATAAAAAAATTCACTTGAAAAATAACTTCATGTTACATGTACACCTTTTGACCGTCGAGGTACTT

SNCB-202

ATGTTCACAAAGGGAACTCCCCTTGTAACCAGTAGCCAGCTCGAGACAGAACACTACCCCCCAGGACCCCACCTTGTGACCCCTTCCAGTTCCTATCCCCAGGGCCAGGACTAGGGGGAGACAAAAGAGGTGTCT

TACAAGTGTTTCCCTTGAGGGGAACATTGGTCATCGGTCGAGCTCTGTCTTGTGATGGGGGGTCCTGGGGTGGAACACTGGGGAAGGTCAAGGATAGGGGTCCCGGTCCTGATCCCCCTCTGTTTTCTCCACAGA

SNCB-202

GGGGCACTCACTCATGGAGTCTCACTTGCATGGCCAGGAGACGGAGGCCAGGCCTCCCTAACATCTACACTCCAGGAGCCTCACCCACCTCCCCTCAGTCCTGGCCCTGCCTATCGCCCTCCAAGGGGAACTGCT
N 1 M 1 M 1 N 1 N 1 M 1 N 1 N 1 M 1 M 1 N 1 M 1 N 1 M

t T t T t T t T t T t T t T t T t T t T t T t T t T t
CCCCGTGAGTGAGTACCTCAGAGTGAACGTACCGGTCCTCTGCCTCCGGTCCGGAGGGATTGTAGATGTGAGGTCCTCGGAGTGGGTGGAGGGGAGTCAGGACCGGGACGGATAGCGGGAGGTTCCCCTTGACGA

SNCB-202

TTCTGACTTTTTTTTTAGACGGAGTCTCGCCCTGTTGCCCAGGCTGGAGTGCAGTGCCACAATCTCAGCTCACTGAAACCTTCACCTCCTGGGTTCAAGCAATGCTCTTGCCTCAGCCTCCTGAGTAACTGAGAC
1 M 1 N 1 N 1 M 1 M 1 N 1 M 1 N 1 M 1 M 1 N 1 N 1 M 1

T T T T T T T T T T T T T T T T T T T T T T T T T T T
AAGACTGAAAAAAAAATCTGCCTCAGAGCGGGACAACGGGTCCGACCTCACGTCACGGTGTTAGAGTCGAGTGACTTTGGAAGTGGAGGACCCAAGTTCGTTACGAGAACGGAGTCGGAGGACTCATTGACTCTG

I R >
__________________________________________________ s __________________________bg
. .---------------------------------------------------.-----------------------------------------------------.>

SNCB-202

TACAGGCGTGCACCACCATGCCCAGCTAATTTTTGTATATTTAGTAGAGATGGGTTTCACCATGTTGGCCAGGCTAGTCTCAAACTCCTGACCTCAAGTGATCTGCCCACCTTGACCTCCCAAAATGCTGGGAGT
N 1 N 1 N 1 N 1 M 1 M 1 M 1 M 1 M 1 N 1 N 1 N 1 N 1 M

t T t T t T t T t T t T t T t T t T t T t T t T t T t
ATGTCCGCACGTGGTGGTACGGGTCGATTAAAAACATATAAATCATCTCTACCCAAAGTGGTACAACCGGTCCGATCAGAGTTTGAGGACTGGAGTTCACTAGACGGGTGGAACTGGAGGGTTTTACGACCCTCA

SNCB-202

GGTAACGGGCGTGAGCCACTATGCCTGGCCTTGCTTCCTGGCTTCTATCAGCACAACACTAGTTGGGTGTTTTTTGACTTCTTGTAAATGTTATCATGAGGCTGGGCACAGTGGCTCATGCCTGTAATCCCAGGC
1 M 1 M 1 L 1 N 1 L 1 M 1 M 1 N 1 L 1 L 1 L 1 L 1 M 1

T T T T t T y T t T y T t T
CCATTGCCCGCACTCGGTGATACGGACCGGAACGAAGGACCGAAGATAGTCGTGTTGTGATCAACCCACAAAAAACTGAAGAACATTTACAATAGTACTCCGACCCGTGTCACCGAGTACGGACATTAGGGTCCG

SNCB-202

6210

6345

6480

6615

6750

6885

7020

7155

7290

7425

7560



ATGAGGCCGAGGTGGGCAGATCACCTGAGGTCAGGAGTTTGAGAACAGCCTGACCAACATGGCGAAACCCCATCTCTACTAAAAATACAAAAATTAGCCAGATGCAGTGGCACATGCCTGTAATCCCAGCTACTT

TACTCCGGCTCCACCCGTCTAGTGGACTCCAGTCCTCAAACTCTTGTCGGACTGGTTGTACCGCTTTGGGGTAGAGATGATTTTTATGTTTTTAATCGGTCTACGTCACCGTGTACGGACATTAGGGTCGATGAA

SNCB-202

GGGAAGCTGAGGCAGGAGAATCGCTGGAACCCAGGAGGCTGAGGTTGCGGTGAGCCGAGATCACACCACTGCGCACCAGCCTGGGCCACAGAGTGAGACTGTCTCAAAAAAAAAAAAAAAAAAAAAAAAGTCATC
1 1 1 1 1 1 1 1 1 1 1 1 1 1

T T T T T T T T T T T T T T
CCCTTCGACTCCGTCCTCTTAGCGACCTTGGGTCCTCCGACTCCAACGCCACTCGGCTCTAGTGTGGTGACGCGTGGTCGGACCCGGTGTCTCACTCTGACAGAGTTTTTTTITTTTTTITTITTITTTTTTTCAGTAG

SNCB-202

ATGAAGGCCATGCTCTTCTGTTCTGTATCTGGCTTCCTCCATTCATCAGGAAGCTTGTGAGACTCAGCCCTGCTCTTGTATGCATTGTTGTTCTTCATTCTTGTTATGTAGTATTCCATTGTGTCGTTAGGTCAC
X 1 N 1 M 1 M 1 . 1 M 1 N 1 N 1 M 1 M 1 M 1 M 1 N 1 N
t T t T + T t T t T + T t T t T t T t T t T t T t T t

TACTTCCGGTACGAGAAGACAAGACATAGACCGAAGGAGGTAAGTAGTCCTTCGAACACTCTGAGTCGGGACGAGAACATACGTAACAACAAGAAGTAAGAACAATACATCATAAGGTAACACAGCAATCCAGTG

- -______________________bg
______________________________________________________ swew= __________________________bg

.-----------------------------------------------------------------------------------------------------------.>

SNCB-202

AAGGCACACATCCATTCTACTGATGTTGGACATTTGGGTTGTTTCCAAACAATGTGCTCAAGCTGGCTTGTTTTGTTTTGTTTTGTTTTGTTTTGTTTTGTTGAGATGGAGTCTCACTCTGTTACCTAGGCTGGA
1 3 1 3 'l 3 1 3 1 3 'l 3 1 3 1 3 1 3 1 3 1 3 1 3 1 3 1
T T T T T T T T T T T T t T y T t T y T t T t i t

T T
TTCCGTGTGTAGGTAAGATGACTACAACCTGTAAACCCAACAAAGGTTTGTTACACGAGTTCGACCGAACAAAACAAAACAAAACAAAACAAAACAAAACAACTCTACCTCAGAGTGAGACAATGGATCCGACCT

SNCB-202

GTGCAGTGGCGTGATCTTGGCTCACTGCAAACTCCGCCTCCCGGGTTCAAGCGATTCTCCTGCCTCAGCCTCCCAAGTAGCTGGGACTAGAGGCACGCACCACAGTGCCCAGCTATCAAGCTGGCATTTTTAGCA
L 1 M 1 M 1 N 1 L 1 M 1 M 1 N 1 M 1 N 1 L 1 N 1 L 1 N

t T T t
CACGTCACCGCACTAGAACCGAGTGACGTTTGAGGCGGAGGGCCCAAGTTCGCTAAGAGGACGGAGTCGGAGGGTTCATCGACCCTGATCTCCGTGCGTGGTGTCACGGGTCGATAGTTCGACCGTAAAAATCGT

SNCB-202

CTACATTCCATCCCTGGGTTCTGGTCATAGCTGGGTGACTTGGGGGCAAACTAACATTTCCCCACCTCCTGGGCCTTGGCATACGCATCTGTGCAGTGGGGAAATGAGCCAGGTCAGGAGCTGGAAACTCATGTG

GATGTAAGGTAGGGACCCAAGACCAGTATCGACCCACTGAACCCCCGTTTGATTGTAAAGGGGTGGAGGACCCGGAACCGTATGCGTAGACACGTCACCCCTTTACTCGGTCCAGTCCTCGACCTTTGAGTACAC

SNCB-202

CCCACAGGGCCCACTTAGACAGGTAATGTGAAGGAGCTGACGCTGCCTGGATGGAGCTGGGACACCCAGGGTGCAGACGTGGTCAGGGCAGGCTTTCCCCAGCACCAATGCTCCGGGATCCCAGGCGTGTGCCAG
L 1 M 1 M 1 L 1 L 1 M 1 L 1 L 1 L 1 M 1 L 1 N 1 L 1 L

t T T t
GGGTGTCCCGGGTGAATCTGTCCATTACACTTCCTCGACTGCGACGGACCTACCTCGACCCTGTGGGTCCCACGTCTGCACCAGTCCCGTCCGAAAGGGGTCGTGGTTACGAGGCCCTAGGGTCCGCACACGGTC

SNCB-202

CCCCACATGAGGCACTGCACAGGCTGTGCATGGATCCTAAGCTATCGCGTGTGCTTGTGTGTGCAGCCAGCTCAGTCCCATGTTTGTTCACATACATGTGGTCACCTGCAGGTGGCTGGCCATGTGTCTGGCAGC

GGGGTGTACTCCGTGACGTGTCCGACACGTACCTAGGATTCGATAGCGCACACGAACACACACGTCGGTCGAGTCAGGGTACAAACAAGTGTATGTACACCAGTGGACGTCCACCGACCGGTACACAGACCGTCG

SNCB-202

PCR Forward

|TAAAATAGCAACAGCT

CCGCCCACATGCATGCCCGCTGGTCTGCGCCTGTCTGGGCAGCAGACGCAGCGGGTGGGGGGGAGAGTCTTAGCTCACACATCCAAGCAACACCACGAGCTGTGGCTTCCAGCTTATCTTAAAATAGCAACAGCT
N 1 N 1 M 1 N 1 N 1 M 1 N 1 M 1 N 1 . 1 N 1 M 1 M 1 M

t T t T t T t T t T t T t T t T t T t T t T t T t T t
GGCGGGTGTACGTACGGGCGACCAGACGCGGACAGACCCGTCGTCTGCGTCGCCCACCCCCCCTCTCAGAATCGAGTGTGTAGGTTCGTTGTGGTGCTCGACACCGAAGGTCGAATAGAATTTTATCGTTGTCGA

>
>

L T R

SNCB-202
PCR Forward
GAAGAAACG

GAAGAAACGAGGCCACACAGGGCCCGGGGGAGGGATGAGTGGAAGGTGGCGGGGGAATGGCTCAGAGCCCCTGCCCAGCCCTGTCCCTGAGCCTCCAGCTCCCTTCAGCCCAGGGGAGCCTGAGGGTTATCTCTG

CTTCTTTGCTCCGGTGTGTCCCGGGCCCCCTCCCTACTCACCTTCCACCGCCCCCTTACCGAGTCTCGGGGACGGGTCGGGACAGGGACTCGGAGGTCGAGGGAAGTCGGGTCCCCTCGGACTCCCAATAGAGAC

SNCB-202

GGGTCCCGATGCCCAGCACAGAGCCTGACACAAAGGATGAGGCATAAGCTGGTGACTGAGTATCCAAATGGTGGAAGTGTGGAGGCTGCCAGGCATTGGGGGAGCGGCGTGGAGAGCCAGCTCCCACTCCATGCT

CCCAGGGCTACGGGTCGTGTCTCGGACTGTGTTTCCTACTCCGTATTCGACCACTGACTCATAGGTTTACCACCTTCACACCTCCGACGGTCCGTAACCCCCTCGCCGCACCTCTCGGTCGAGGGTGAGGTACGA

SNCB-202

7695

7830

7965

8100

8235

8370

8505

8640

8775

8910

9045



GCCACTTCAACTGTGATTCGGGGGAATTTCCCCCTTCACCTCCATCCCACTTCCAAGGCACTCCAAATAAATAACTGAATTAGAAATTATCCTTGCTCTGCCAACCCACCCTAGCCTTCCCCACTCCAACCCACC

CGGTGAAGTTGACACTAAGCCCCCTTAAAGGGGGAAGTGGAGGTAGGGTGAAGGTTCCGTGAGGTTTATTTATTGACTTAATCTTTAATAGGAACGAGACGGTTGGGTGGGATCGGAAGGGGTGAGGTTGGGTGG

SNCB-202
Sanger Sequencing Primer

[CGAGTCCTGACCTTTTCTGC
CAAAGCTTACCACTGTGGGAATTTGGGGGGCATCCTGGCTGTCCTCACGAGTCCTGACCTTTTCTGCCCACAGCCAGAGGAAGTGGCCCAGGAAGCTGCTGAAGAACCACTGATTGAGCCCCTGATGGAGCCAGA
t : t } t } t : t } t } t } t } y } t } t } t } t } t
GTTTCGAATGGTGACACCCTTAAACCCCCCGTAGGACCGACAGGAGTGCTCAGGACTGGAAAAGACGGGTGTCGGTCTCCTTCACCGGGTCCTTCGACGACTTCTTGGTGACTAACTCGGGGACTACCTCGGTCT
b ] s L s s 100 s s s 105 s s L 110 s L L 115
BB E WE VAl 0h CE A A B PV i, W E BB M E PV TE
----------------------------------------------------------- ENSE00003602811 >

SNCB-202

Donor Template WT -> SNV

|CGGTCT

9180

9315

Donor Template WT -> SNV

gRNA Protospacer
TGAGGACCCACCCCAGGTGA
AGGGGAGAGTTATGAGGACCCACCCCAGGTGAGGGGGCAGCAGGGCTGGGCGGGACTTTGGGAATCCAGGATGATTGCTGCCGTCCCTAGCTGGGGTGGGACATCCCTGGCATGAGATGGTTGGGCCAGGGAGCT
! M 1 ' 1 s 1 M ! : 1 : ! N ! : ! : 1 ' 1 ' 1 ' 1 N !

T T T T T T T T T T T T T T
TCCCCTCTCAATACTCCTGGGTGGGGTCCACTCCCCCGTCGTCCCGACCCGCCCTGAAACCCTTAGGTCCTACTAACGACGGCAGGGATCGACCCCACCCTGTAGGGACCGTACTCTACCAACCCGGTCCCTCGA

s s L s 120 s s s
G E S .8 E D P | Q
ENSE00003602811 | I el >

SNCB-202

Protospacer Sequence 1

PAM

SNV

TCCCCTCTCAATACTCCTGGGTG!'JGGTCCACTCCCCCGTCGTCCCGACCCGCCCTGAAACCCTTAGGTCCTACTAACGACGGCAGGGATCGACC]
Donor Template WT -> SNV

TGACATCCCTCTTCTAGAACCCAGGCCCCAGGAGGTGGGAGCAGGGAGGAGAGGGCAGATAGGGTCTAGCGCTGGGCCCCAGGCACACCTGCCCAAGAATTCTCTGTTGTCCCCAACTTCCAGGCTCCTCCCCTG
1 1 1 1 1 1 1 1 1 1 1 1 1

ACTGTAGGGAGAAGATCTTGGGTCCGGGGTCCTCCACCCTCGTCCCTCCTCTCCCGTCTATCCCAGATCGCGACCCGGGGTCCGTGTGGACGGGTTCTTAAGAGACAACAGGGGTTGAAGGTCCGAGGAGGGGAC

SNCB-202

CCCAGGAAAAGGGGAATGTGCTATTCCTCCTTCAGGGAGAGGGTTCTTGGGCCGGGGCTTGGCCACTTGGTCTCAAACTCCTCCTCCTTTTTGCTCTTCTCTACTCCACCCCCATCCCGGTGATGCAGGAGGAAT
1 1 1 1 1 1 1 1 1 1 1 1 1 1

T T
GGGTCCTTTTCCCCTTACACGATAAGGAGGAAGTCCCTCTCCCAAGAACCCGGCCCCGAACCGGTGAACCAGAGTTTGAGGAGGAGGAAAAACGAGAAGAGATGAGGTGGGGGTAGGGCCACTACGTCCTCCTTA

SNCB-202

ATCAGGAGTATGAGCCAGAGGCGTAGGGGCCCAGGAGAGCCCCCACCAGCAGCACAATTCTGTCCCTGTCCCTGCCCCGCCCCCCAGAGCCAGGGCTGTCCTTAGACTCCTTCTCCCCAATCACGAGATCTTCCT
1 1 1 1 1 1 1 1 1 1 1 1 1

T T T T T T T T T T T T T
TAGTCCTCATACTCGGTCTCCGCATCCCCGGGTCCTCTCGGGGGTGGTCGTCGTGTTAAGACAGGGACAGGGACGGGGCGGGGGGTCTCGGTCCCGACAGGAATCTGAGGAAGAGGGGTTAGTGCTCTAGAAGGA

>
>

L L L 130, 1 1 1 135
Y Q 5 Y E 3 E A B

ENSE00001196517

SNCB-202

TCCGCTCTGAGGCAACCCCCTCGGAGCCTGTGTTAGTGTCTGTCCATCTGTCTGTCCTACCCGCCCGCGTCCAACCCCGGGGCATGGACAGGGCCAGGGTTGCGGTCGCGGCTGGGAGCCTCGCCCCTCCAGTGT

AGGCGAGACTCCGTTGGGGGAGCCTCGGACACAATCACAGACAGGTAGACAGACAGGATGGGCGGGCGCAGGTTGGGGCCCCGTACCTGTCCCGGTCCCAACGCCAGCGCCGACCCTCGGAGCGGGGAGGTCACA

>
>

GACACAATCACAGACAGGTAGACAG|
PCR Reverse

TGCCTCCTCCCATCCAGCGTCTGCGCGGATGTAGCATGTTCTATGTGTTTTTAAACGAAGATCCGAGCGACGGCTCCTCCCCGATCCCCGACAGTGGCTCTCCAAGCGGCCCCCGGGCAGCCCCAGAGCACCCCG
M 1 M 1 N 1 M 1 N 1 N 1 M 1 M 1 N 1 M 1 N 1 N 1 N 1 N
+ T t T t T + T t T t T + T t T t T + T t T t T + T t

ACGGAGGAGGGTAGGTCGCAGACGCGCCTACATCGTACAAGATACACAAAAATTTGCTTCTAGGCTCGCTGCCGAGGAGGGGCTAGGGGCTGTCACCGAGAGGTTCGCCGGGGGCCCGTCGGGGTCTCGTGGGGC

>
>

CCCGACTCCCATTAACCTCGAGAACCTTTTTTTTTTTAACCAAAACCAGGAGCCAGGCTGTGCCATGTCCCCCGCCCCCCATCCCAGCCGGCCCGGTCCGAACGCGGGCGTCGTGTGTTGTGATTGTGGCATGGA
1 M 1 M 1 " 1 M 1 M 1 . 1 M 1 M 1 M 1 M 1 M 1 : 1 M 1

T T T T T T T T T T T T T T T T T T T T T T T T T T T
GGGCTGAGGGTAATTGGAGCTCTTGGAAAAAAAAAAATTGGTTTTGGTCCTCGGTCCGACACGGTACAGGGGGCGGGGGGTAGGGTCGGCCGGGCCAGGCTTGCGCCCGCAGCACACAACACTAACACCGTACCT

>
>

9450

9585

9720

9855

9990

10,125

10,260



GAGTCCCCATCCCCCCCATGTGAGCGTGTCCCGGGCGGGTGGGCCCGGCCGCCCCCGAGAGTCCATGAATAAAGCTAATCTGTCTGTAGCCAGAGCCGCACCGGCAGGGCTGGGCTGGGCGCCGGGTGGGGGCGA
10,395

CTCAGGGGTAGGGGGGGTACACTCGCACAGGGCCCGCCCACCCGGGCCGGCGGGGGCTCTCAGGTACTTATTTCGATTAGACAGACATCGGTCTCGGCGTGGCCGTCCCGACCCGACCCGCGGCCCACCCCCGCT

CACGTGGCGGCGAGTCTTCCAGGTCCCAGCCTACCCCTCTGTGCTCTTTGGGGTCTGGCACACACAGCCCAGGTACAAGA 3
L 1 L 1 1 L L 1 L 1 1 L L 1 L 1l
T t T + T + T t T + t 10,475

! 1
GTGCACCGCCGCTCAGAAGGTCCAGGGTCGGATGGGGAGACACGAGAAACCCCAGACCGTGTGTGTCGGGTCCATGTTCT 5’




Feature

SNCB

/note

SNCB-206

/note

SNCB-202

/note
SNCB-201

/note

SNCB-204

/note

SNCB-203

/note

SNCB-205

/note
SNCB-201

F 5segments = 405 bp

/note
/translation

SNCB-202
b 5segments = 405 bp

/note
/translation

SNCB-203
b 5segments = 405 bp

/note
/translation

SNCB-205

F 5segments = 405 bp
/note

/translation

SNCB-206

F 4 segments = 363 bp

/note
/translation

o
#

Location Size Type

1 .. 10,475 10,475 bp [m] = gene

= gene ENSG00000074317
Protein coding

1 ..10,347 10,347 bp o -+ prim_transcript

= primary transcript ENST00000614675
23 .. 10,475 10,453 bp = = prim_transcript

= primary transcript ENST00000393693
193 .. 10,473 10,281 bp =] ol prim_transcript

= primary transcript ENST00000310112

509 .. 9343 8835 bp [=] —* prim_transcript

= primary transcript ENST00000508006
Retained intron

557 .. 9772 9216 bp o -+ prim_transcript
= primary transcript ENST00000506696

563 .. 9876 9314 bp =] = prim_transcript
= primary transcript ENST00000510387

903 .. 9746 8844 bp =] —+ Cbs

= coding sequence ENSP00000308057
= MDVFMKGLSMAKEGVVAAAEKTKQGVTEAAEKTKEGVLYV,GSKTREGVVQGVAS,VAEKTKEQASHLGGAVFSGAGNIAAATGLVKREEFPTDLK,PEEVAQEAAEEPLIEPLMEPEGESYEDPPQ,EEYQEYEPEA*
134 amino acids = 14.3 kDa

903 .. 9746 8844 bp -] el CDs

= coding sequence ENSP00000377296
= MDVFMKGLSMAKEGVVAAAEKTKQGVTEAAEKTKEGVLYV,GSKTREGVVQGVAS,VAEKTKEQASHLGGAVFSGAGNIAAATGLVKREEFPTDLK,PEEVAQEAAEEPLIEPLMEPEGESYEDPPQ ,EEYQEYEPEA*
134 amino acids = 14.3 kDa

903 .. 9746 8844 bp m —+ CcDs

= coding sequence ENSP00000422223
= MDVFMKGLSMAKEGVVAAAEKTKQGVTEAAEKTKEGVLYV,GSKTREGVVQGVAS,VAEKTKEQASHLGGAVFSGAGNIAAATGLVKREEFPTDLK,PEEVAQEAAEEPLIEPLMEPEGESYEDPPQ ,EEYQEYEPEA*
134 amino acids = 14.3 kDa

903 .. 9746 8844 bp m -+ CcDS

= coding sequence ENSP00000424073
= MDVFMKGLSMAKEGVVAAAEKTKQGVTEAAEKTKEGVLYV,GSKTREGVVQGVAS,VAEKTKEQASHLGGAVFSGAGNIAAATGLVKREEFPTDLK,PEEVAQEAAEEPLIEPLMEPEGESYEDPPQ,EEYQEYEPEA*
134 amino acids = 14.3 kDa

903 .. 9746 8844 bp -] =+ CDS

= coding sequence ENSP00000479489
= MDVFMKGLSMAKEGVVAAAEKTKQGVTEAAEKTKEGVLYV,VAEKTKEQASHLGGAVFSGAGNIAAATGLVKREEFPTDLK,PEEVAQEAAEEPLIEPLMEPEGESYEDPPQ ,EEYQEYEPEA*
120 amino acids = 12.9 kDa

MIR4281 1057 .. 1118 62 bp [m] e gene
/note = gene ENSG00000266329

miRNA
MIR4281-201 1057 .. 1118 62 bp o —-+ prim_transcript
/note = primary transcript ENST00000580852

miRNA
Donor Template WT -> SNV 9310 .. 9409 100 bp =] H misc_feature
Protospacer Sequence 9328 .. 9347 20 bp = misc_feature
SNV 9339 .. 9339 1 bp =] — misc_feature
/note = WT=C

SNV =A
PAM 9348 .. 9350 3bp [m} H misc_feature



Tm Date Added

1

Primer Length (=) Binding Sites

PCR Forward 25-mer 8760 .. 8784 - 56°C Jun 14, 2022
/sequence = TAAAATAGCAACAGCTGAAGAAACG
36% GC / 7725.1 Da
Sanger Sequencing Primer 20-mer 9228 .. 9247 - 57°C Jun 14, 2022
/sequence = CGAGTCCTGACCTTTTCTGC
55% GC / 6035.0 Da
Donor Template WT -> SNV 100-mer (] 9310 .. 9409 — 82°C Jun 14, 2022
/sequence = CCAGCTAGGGACGGCAGCAATCATCCTGGATTCCCAAAGTCCCGCCCAGCCCTGCTGCCCCCTCACCTGGTGTGGGTCCTCATAACTCTCCCCTTCTGGC
63% GC / 30,436.6 Da
gRNA Protospacer 20-mer 9328 .. 9347 = 62°C Jun 14, 2022
/sequence = TGAGGACCCACCCCAGGTGA
65% GC / 6112.0 Da
PCR Reverse 25-mer 9883 .. 9907 — 58°C Jun 14, 2022
/sequence = GACAGATGGACAGACACTAACACAG

48% GC / 7702.1 Da



