TAR DNA binding protein [Source:HGNC Symbol; Acc:HGNC:11571]

(10,056 .. 10,075) gRNA Protospacer
(9928 .. 9947) Sanger Sequencing Primer Donor Template WT -> SNV (10,038 .. 10,137) @

(9588 .. 9612) PCR Forwardl \ PCR Reverse (10,553 .. 10,577)

I TARDBP-201 >

TARDBP-201

Donor Template WT -> SNV

Protospacer Sequence

SNV

JIPSC1108_SnapgeneDNA_INK2]00001_TARDBP_M337V_SNVWT
18,185 bp



GCGCTTTGAAAGTGCGCGAGCTCCGACCGAGACCTGGGCCGGCGGTTGGTCGGCCGAAACCATCTGCTACGTTACGTGGGGGGAGGTCAGCTCCTATACAGCCACACTTTTTTCAATCTTCAGCTTTTCAGGCCT
1 " 1 M I M 1 " 1 M 1 M 1 " 1 M I M 1 " 1 M 1 N 1 " 1 "

I + T t T t T + T t T t T + T t T t T + T t T t T + T t
CGCGAAACTTTCACGCGCTCGAGGCTGGCTCTGGACCCGGCCGCCAACCAGCCGGCTTTGGTAGACGATGCAATGCACCCCCCTCCAGTCGAGGATATGTCGGTGTGAAAAAAGTTAGAAGTCGAAAAGTCCGGA

T N ——— >

AGGTCCTGGTTTTATTTTAGCTTTCAGAGCTTCTCTGTAGGCTTGAATTTCCAGGAGGCAGCCCGAGTCCCTGGGGAGAGGGTCATCGTGGCTCTCGTCGGTGCCTTCCACCTCTGGACAGGCAACCGGTGGGAG
1 M 1 M 1 M 1 M 1 " 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
TCCAGGACCAAAATAAAATCGAAAGTCTCGAAGAGACATCCGAACTTAAAGGTCCTCCGTCGGGCTCAGGGACCCCTCTCCCAGTAGCACCGAGAGCAGCCACGGAAGGTGGAGACCTGTCCGTTGGCCACCCTC

I ——————_———— . >

AGGACGCCGGTGGGCGGGGGGAGGAGGCGGCCCTAGCGCCATTTTGTGGGAGCGAAGCGGTGGCTGGGCTGCGCTTGGGTCCGTCGCTGCTTCGGTGTCCCTGTCGGGCTTCCCAGCAGCGGCCTAGCGGGTGAG
M 1 M 1 N 1 N 1 M 1 N 1 M 1 M 1 N 1 M 1 M 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
TCCTGCGGCCACCCGCCCCCCTCCTCCGCCGGGATCGCGGTAAAACACCCTCGCTTCGCCACCGACCCGACGCGAACCCAGGCAGCGACGAAGCCACAGGGACAGCCCGAAGGGTCGTCGCCGGATCGCCCACTC

____________________________________________________________wwsr __Pg

[ TARDBP-201 >

TCGCGGAGCCTTCTCACTGAGGACGCCGTAGGTGCCTCGGCTTCTGCATTGGGGCGGCCCGAGGCAGACGCAGCGGCTTCGGACCCTGCCCCGGGAAGTCAGCCGTGAGACCGGGCCTAGTCCTGCCCGAGCGGG
1 M 1 + 1 . 1 M 1 " 1 M 1 M 1 M 1 M 1 M 1 + 1 . 1 . 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
AGCGCCTCGGAAGAGTGACTCCTGCGGCATCCACGGAGCCGAAGACGTAACCCCGCCGGGCTCCGTCTGCGTCGCCGAAGCCTGGGACGGGGCCCTTCAGTCGGCACTCTGGCCCGGATCAGGACGGGCTCGCCC

N S —ai——TT—— .~

TARDBP-201 >

CTCGCGCGGGAGCGTCGTTAGGTCCTGGCACGGGGAGGCCGGTGGCGCCGAAACGGGGGGCCGGGCCCGCGGTGCCGCGTAGCCTGAGGCGGAGGTTGGCCCCGGACCCGGACAGTGCCGGAGCCTTCGGTACTT
1 1 1 1 1 1 1 1 1 1 1 1

+ } v 4 ; b ' } ¢ 4 ; b + } ¢ 4 ; b ' } ¢ 4 ; b + } v
GAGCGCGCCCTCGCAGCAATCCAGGACCGTGCCCCTCCGGCCACCGCGGCTTTGCCCCCCGGCCCGGGCGCCACGGCGCATCGGACTCCGCCTCCAACCGGGGCCTGGGCCTGTCACGGCCTCGGAAGCCATGAA

____________________________________________________________wwsr __Pg

TARDBP-201 >

TGTACTTCGAGGGACGCTGCCAGCTTGGGCCTGGTGCTCCTGCGCCCCACCCCGGGCCGCGCCGAGAAACTCCTCCCTCGGCTGGCACGCGCGGGCTTCTGGGAGGCGACGGCCGGCACCGCCAGGACCTGTCGC
1 . 1 M 1 M 1 M 1 M 1 M 1 M 1 + 1 M 1 M 1 M 1 M 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
ACATGAAGCTCCCTGCGACGGTCGAACCCGGACCACGAGGACGCGGGGTGGGGCCCGGCGCGGCTCTTTGAGGAGGGAGCCGACCGTGCGCGCCCGAAGACCCTCCGCTGCCGGCCGTGGCGGTCCTGGACAGCG

N S —ai——TT—— .~

TARDBP-201 >

CGCGGGCCTTGGGGCTCGGGCTCGCAGAGCCCCCGGAAGCCCCAAAATGAGGAACAGAGGGAAACTTTTCTCCTGTTCTTTACACCTGGTTCACTGCCCATATTCAGTCTTCAGGTTCAGCTGATGGATCGCTTG
M 1 M 1 N 1 M 1 N 1 N 1 M 1 N 1 N 1 M 1 M 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
GCGCCCGGAACCCCGAGCCCGAGCGTCTCGGGGGCCTTCGGGGTTTTACTCCTTGTCTCCCTTTGAAAAGAGGACAAGAAATGTGGACCAAGTGACGGGTATAAGTCAGAAGTCCAAGTCGACTACCTAGCGAAC

____________________________________________________________wwsr __Pg

TARDBP-201 >

CTTAGGAAAATCGACTGGGACCTATCACGCCCATGCCTCAGCCAGTTAGGCTCCTCCTCTGCCTTCAGGATTACTTAACGACTAACCCGATTGTCATAAAATAGCTACTGTTTATTGTTCCCTTGCATACCCTAG
1 N 1 + 1 M 1 N 1 M 1 M 1 N 1 M 1 N 1 N 1 M 1 M 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
GAATCCTTTTAGCTGACCCTGGATAGTGCGGGTACGGAGTCGGTCAATCCGAGGAGGAGACGGAAGTCCTAATGAATTGCTGATTGGGCTAACAGTATTTTATCGATGACAAATAACAAGGGAACGTATGGGATC

N S —ai——TT—— .~

TARDBP-201 >

CTTGTAACCAGCAAGCCACGTTGGACTCACAGTTACAGTTTCAGTACCTGACGCATCATAAGCCTTCAGGGAAAGTTTTTTGAATGAATGAACTGGCGAGGCATCACATTTTGATAGGAAATCACTACCCTTACC
M 1 M 1 N 1 N 1 M 1 N 1 M 1 M 1 N 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
GAACATTGGTCGTTCGGTGCAACCTGAGTGTCAATGTCAAAGTCATGGACTGCGTAGTATTCGGAAGTCCCTTTCAAAAAACTTACTTACTTGACCGCTCCGTAGTGTAAAACTATCCTTTAGTGATGGGAATGG

____________________________________________________________wwsr __Pg

TARDBP-201 >

TTCACCTCGTCATTTTTCAGGGATAACCAATGCATATACGAATCCAGACAAGCATTTTTCTGGAAGTCAGAACTCTGACATGGTTTGGGTATTATCATTATAAGGAAACAGTTATTCTGACATGAATGTTGTTCA
1 M 1 M 1 M 1 N 1 + 1 M 1 M 1 + 1 M 1 N 1 + 1 M 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
AAGTGGAGCAGTAAAAAGTCCCTATTGGTTACGTATATGCTTAGGTCTGTTCGTAAAAAGACCTTCAGTCTTGAGACTGTACCAAACCCATAATAGTAATATTCCTTTGTCAATAAGACTGTACTTACAACAAGT

N S —ai——TT—— .~

TARDBP-201 >

TTCATATCTCTTTTCTCTTTAGGAAAAGTAAAAGATGTCTGAATATATTCGGGTAACCGAAGATGAGAACGATGAGCCCATTGAAATACCATCGGAAGACGATGGGACGGTGCTGCTCTCCACGGTTACAGCCCA
M 1 M 1 N 1 N 1 N 1 N 1 M 1 N 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
AAGTATAGAGAAAAGAGAAATCCTTTTCATTTTCTACAGACTTATATAAGCCCATTGGCTTCTACTCTTGCTACTCGGGTAACTTTATGGTAGCCTTCTGCTACCCTGCCACGACGAGAGGTGCCAATGTCGGGT

____________________________________________________________wwsr __Pg

TARDBP-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 L L L 30 L
M S E Y 1 R v T E D E N D E P 1 E 1 P S E D D G T v L L S T
ENSE00003910947

T A Q
>

TARDBP-201

GTTTCCAGGGGCGTGTGGGCTTCGCTACAGGAATCCAGTGTCTCAGTGTATGAGAGGTGTCCGGCTGGTAGAAGGAATTCTGCATGCCCCAGATGCTGGCTGGGGAAATCTGGTGTATGTTGTCAACTATCCAAA
1 N 1 M 1 N 1 N 1 N 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
CAAAGGTCCCCGCACACCCGAAGCGATGTCCTTAGGTCACAGAGTCACATACTCTCCACAGGCCGACCATCTTCCTTAAGACGTACGGGGTCTACGACCGACCCCTTTAGACCACATACAACAGTTGATAGGTTT

v __Ppg

TARDBP-201 >
3% ., ., ., . 40 ., ., ., ., 4 ., ., ., ., 50 ., 4 ., ., 55 ., ., ., ., 60 4 ., ., ., 65 ., ., 4, 70 4 75
F P G A C G L R Y R N P v S Q C M R G v R L v E G 1 L H A P D A G W G N L v Y v v N Y P K
ENSE00003910947 >

TARDBP-201

AGGTTTGTTACCATTTGGTTTTTGTAATCATGCTGAAGTGTGTTCAGGTGTGTGTCTCATCCATGGATCTTAGCCTCTTTTGGTGGCAGAATGTCTCCTGAAACTTAAGTATTTCCTTGAACTTCAGTGTTAGAC
M 1 M 1 N 1 M 1 M 1 N 1 M 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
TCCAAACAATGGTAAACCAAAAACATTAGTACGACTTCACACAAGTCCACACACAGAGTAGGTACCTAGAATCGGAGAAAACCACCGTCTTACAGAGGACTTTGAATTCATAAAGGAACTTGAAGTCACAATCTG

I —"—TTT S =@

TARDBP-201 >

TARDBP-201

AAGTTTGGAAGACCACGAGTCTAAATTTATGGAAACTGGGGATTGTAGATCATTTTAAAAGAGAAAACAATGTATTTAAAAAATATCTGAATAAACTTTGCCAAGTTGATGATAAATTTCAGGAATCACTAAGAA
1 N 1 M 1 M 1 N 1 M 1 N 1 N 1 N 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
TTCAAACCTTCTGGTGCTCAGATTTAAATACCTTTGACCCCTAACATCTAGTAAAATTTTCTCTTTTGTTACATAAATTTTTTATAGACTTATTTGAAACGGTTCAACTACTATTTAAAGTCCTTAGTGATTCTT

____________________________________________________________wwsr __Pg

TARDBP-201 >

TARDBP-201

135

270

540

675

1080

1215

1350

1485

1620

1755

1890



TGTTTTGTACATAAATCATTGTTGTAAATAGATTCTTCTGAAGTGCTTCAGTGTTTGGATTTGATCATTGTCCTTTTGGTGTTACATCATTCATTCAGCAAATCTGAGTTCATTTTTTCCCTTAAATGAGCAAAC
" 1 M 1 " 1 M 1 M 1 " 1 " 1 M 1 M 1 " 1 M 1 " 1 M 1 M

+ T T t T + T t
ACAAAACATGTATTTAGTAACAACATTTATCTAAGAAGACTTCACGAAGTCACAAACCTAAACTAGTAACAGGAAAACCACAATGTAGTAAGTAAGTCGTTTAGACTCAAGTAAAAAAGGGAATTTACTCGTTTG

T NN ————>

TARDBP-201 >

TARDBP-201

AGTTGGAGTAGCCAAATCTTGAATTAGTGCAGTTCCAATTACAATTTCGAGGTTCTGGTCTTATCCTTCTCTCTGCCTCTTATCAATGATGTTCTAAATCTAAGAAAAGGAAGCATGAAGTTTAAGAAGTGTGCC

TCAACCTCATCGGTTTAGAACTTAATCACGTCAAGGTTAATGTTAAAGCTCCAAGACCAGAATAGGAAGAGAGACGGAGAATAGTTACTACAAGATTTAGATTCTTTTCCTTCGTACTTCAAATTCTTCACACGG

_______________________________________________________________oowcwr __________________________________________pg

TARDBP-201 >

TARDBP-201

AAGGAAATACCTAATTTCAGCATTTTGAAGTAGTGTGCTGTTAGTAGTCGATCTGTCTGTGTGTTCCTTTTATTATAACTTGGTATTGCAACAAAGTCCATCAAATTTGGTCAGTATGCAAGACACCCTTTTACA
N 1 M 1 M 1 N 1 M 1 M 1 M 1 N 1 N 1 . 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
TTCCTTTATGGATTAAAGTCGTAAAACTTCATCACACGACAATCATCAGCTAGACAGACACACAAGGAAAATAATATTGAACCATAACGTTGTTTCAGGTAGTTTAAACCAGTCATACGTTCTGTGGGAAAATGT

I 1 2 >

TARDBP-201 >

L L L T Y

TARDBP-201

TGTCTAGGAAAACTTTAGGGCTAGGCACGGTGACTCATGCCTGTAATCCCAGCACTTTGGGAGGCCGAGGCAGGTGGATCACCTGAGATCAGGAGTTTGAGATGAGCCTGGCCAACATGATGAAACCCCATCTCT
1 N 1 N 1 N 1 N 1 N 1 N 1 N 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
ACAGATCCTTTTGAAATCCCGATCCGTGCCACTGAGTACGGACATTAGGGTCGTGAAACCCTCCGGCTCCGTCCACCTAGTGGACTCTAGTCCTCAAACTCTACTCGGACCGGTTGTACTACTTTGGGGTAGAGA

I . >

TARDEP-201 >

TARDBP-201

ATCAAAAACACAAAATCTCTGGATGTGGTGGTGGGTGCCTGTAATACTAGCTACTCAGGAGGCAGACGCAGGAGAATCGCTTGAACCGGGAGGCAGAGGTTGCAGTGAGCAGAGATTGTGCCATTGCACTCCAGC
L 1 L 1 M 1 L 1 M 1 M 1 L 1 N 1 N 1 N 1 L 1 N 1 M 1 N

t T t T t T t T t T t T T T
TAGTTTTTGTGTTTTAGAGACCTACACCACCACCCACGGACATTATGATCGATGAGTCCTCCGTCTGCGTCCTCTTAGCGAACTTGGCCCTCCGTCTCCAACGTCACTCGTCTCTAACACGGTAACGTGAGGTCG

TARDBP-201 >

TARDBP-201

CTGGGCAACAAGAGCGAAACTCCGTCTCAAAACAAAAAAAAACGAAAACAAAAATTGGCGTGGTGGCGGGGGCCTGTAGTCCCAGCTAGTCTGGAGGCTGAGGCAGGAGAATCGCTTGAACCTGGGAGGCGGAGA

GACCCGTTGTTCTCGCTTTGAGGCAGAGTTTTGTTTTTTTTTGCTTTTGTTTTTAACCGCACCACCGCCCCCGGACATCAGGGTCGATCAGACCTCCGACTCCGTCCTCTTAGCGAACTTGGACCCTCCGCCTCT

I 1 R >

TARDBP-201 >

TARDBP-201

TTACTTTAAGCTGAGGTCGCGCCGCTACACTCCAACCTGTGACAGAGCAAGACTTCGTCTCAAAAAAAAAAAAAATTGATAATGTAAACTCGGGGTTTTTAGTATGCTGTTTCTTCAGCCAGTGGGTATAGATTA

AATGAAATTCGACTCCAGCGCGGCGATGTGAGGTTGGACACTGTCTCGTTCTGAAGCAGAGTTTTTTTTTTTTTTAACTATTACATTTGAGCCCCAAAAATCATACGACAAAGAAGTCGGTCACCCATATCTAAT

I . >

TARDBP-201 >

TARDBP-201

ATATTTACTCAAATTTAAAATGTCAGGCTCGGTGCAATGGCTCACACCTGTAATCCCAGCACTTTGGGAGGCTGAGGCAAGCAGATCACCTGAGGTCCGAAGTTCAAGACCACCCTAGCCAACATGGTGAAACCC
1 M 1 N 1 N 1 M 1 N 1 N 1 M 1 L 1 N 1 N 1 N 1 N 1 N 1

T ¥ T ¥ T ¥ T ¥ T ¥ T ¥ T i T ¥ T ¥ T ¥ T ¥ T ¥ T ¥ T
TATAAATGAGTTTAAATTTTACAGTCCGAGCCACGTTACCGAGTGTGGACATTAGGGTCGTGAAACCCTCCGACTCCGTTCGTCTAGTGGACTCCAGGCTTCAAGTTCTGGTGGGATCGGTTGTACCACTTTGGG

I . R >

TARDBP-201 >

TARDBP-201

TGTCTCTACTAAAAATTCAAAAATTAGCCAGGCGTGGTGGTTCGCGCCTGTAGTCTCAGTTATTTGGGAGGCTGAGGCAGGAGAATTGCTTGAACCGGGAGGTGGAGATTGCAGTAAGCTGAGATCGTGCCACTG
M 1 X 1 M 1 M 1 N 1 M 1 M 1 . 1 N 1 N 1 N 1 M 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
ACAGAGATGATTTTTAAGTTTTTAATCGGTCCGCACCACCAAGCGCGGACATCAGAGTCAATAAACCCTCCGACTCCGTCCTCTTAACGAACTTGGCCCTCCACCTCTAACGTCATTCGACTCTAGCACGGTGAC

_______________________________________________________________owwr__________________________________bJ

TARDBP-201 >

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

TARDBP-201

CTCTCTGGCCTGGCAGCAGAGCGAGACACCGTCTCAAAAAAAATTTTTTAAATGTCATTTAATTTATCTCCCCAGGCTGGACATGGTGGCTCACATCTGTAATCCCAGCTACTCGGGAGGCTGAGGCAGGAGAAT
1 M 1 N 1 N 1 N 1 N 1 M 1 M 1 N 1 M 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
GAGAGACCGGACCGTCGTCTCGCTCTGTGGCAGAGTTTTTTTTAAAAAATTTACAGTAAATTAAATAGAGGGGTCCGACCTGTACCACCGAGTGTAGACATTAGGGTCGATGAGCCCTCCGACTCCGTCCTCTTA

T ——————————————— T ——————

TARDBP-201 >

TARDBP-201

CACTTGAACCCGGGAGGCAGAGGTTGCAGAGAGGGGAGATTGCGCCACTGCACTCCAGCCTAGGTGACAGAATGAGACTCCGTCTCAAAAAAAAAAAATTATCTCCCCTTCTCTTCTAAATAACCTAAGGTTGAG
M 1 N 1 M 1 L 1 L 1 M 1 M 1 L 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
GTGAACTTGGGCCCTCCGTCTCCAACGTCTCTCCCCTCTAACGCGGTGACGTGAGGTCGGATCCACTGTCTTACTCTGAGGCAGAGTTTTTTTTTTTTAATAGAGGGGAAGAGAAGATTTATTGGATTCCAACTC
TARDBP-201 >

TARDBP-201

2025

2160

2295

2430

2565

2700

2835

2970

3105

3240

3375



GTTATTTGGGGGGTTTTTTTGTTGTTGTTTGTTTGTTTGTTTTTTGAGACAGTCTCACTCTGTCGCCCAGGCTGGAGTGCAGTGGCACGATCTTGGCTCACTGCAACCTCCGCCTCCCAGGTTCAAGCAATTCTC
1 M 1 " 1 M 1 " 1 M 1 M 1 M 1 M 1 M 1 1 1 " 1 M 1 1 1

T T T T
CAATAAACCCCCCAAAAAAACAACAACAAACAAACAAACAAAAAACTCTGTCAGAGTGAGACAGCGGGTCCGACCTCACGTCACCGTGCTAGAACCGAGTGACGTTGGAGGCGGAGGGTCCAAGTTCGTTAAGAG

T NN ————>

TARDBP-201 >

TARDBP-201

TGCCTCAGCCTCATGAGTAGCTGGGATTACAGGTGCCTGCCACCACGCCTGGCTAATTTTTGTATTTTTATTTATTTATTTTTATTTGTTTATTTATTTTTTAGACGAAGTCTCGCCCTTGTCGCCCAGGCTGGA

ACGGAGTCGGAGTACTCATCGACCCTAATGTCCACGGACGGTGGTGCGGACCGATTAAAAACATAAAAATAAATAAATAAAAATAAACAAATAAATAAAAAATCTGCTTCAGAGCGGGAACAGCGGGTCCGACCT

_______________________________________________________________oowcwr __________________________________________pg

TARDBP-201 >

TARDBP-201

GTGCAGTGGCACGATCTTGGCTCACTGCAACCTCCGCCTCTTGGGTTCAAGCGATTCTCCTGCCTCAGCCTCCCAAGTAGCTGGGATTACAGGCACCTGCCACCACGCCCGGCTAATTTTTTCTTTATTTTTAGT
1 M 1 N 1 . 1 M 1 . 1 N 1 N 1 N 1 N 1 M 1 N 1 M 1 N 1

T ¥ T ¥ T x T . T . T . T . T 4 T . T ¥ T ¥ T ¥ T ¥ T
CACGTCACCGTGCTAGAACCGAGTGACGTTGGAGGCGGAGAACCCAAGTTCGCTAAGAGGACGGAGTCGGAGGGTTCATCGACCCTAATGTCCGTGGACGGTGGTGCGGGCCGATTAAAAAAGAAATAAAAATCA

I 1 2 >

TARDBP-201 >

L L L T Y

TARDBP-201

ATAGACGGCGTTTCACCATCTTGGCCAGGCTGGTCTTGAACTCCTGACCTTGTGATCCACCTGCCTCAGACTCCCAAAGTGCTGGGATTACAAGTGTGAGCCACCGCGCCCAGCCAGTTATGTTTTTTTAAGTAA
N 1 N 1 M 1 N 1 N 1 N 1 N 1 N 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
TATCTGCCGCAAAGTGGTAGAACCGGTCCGACCAGAACTTGAGGACTGGAACACTAGGTGGACGGAGTCTGAGGGTTTCACGACCCTAATGTTCACACTCGGTGGCGCGGGTCGGTCAATACAAAAAAATTCATT

I . >

TARDEP-201 >

TARDBP-201

GCCAAACTTTTGGTTTCTTTTTCTTTTTTGAAATTAGAGATGGAGGCTCTCGCTCTGTTGCCCAGGCATATTGCAGTGGCTATTCATAGGCACACTGCAGCCTCAAACTCCTGGACTCAAGTCGTCCTTCCTCCT
1 M 1 M 1 L 1 L 1 M 1 L 1 L 1 L 1 L 1 N 1 L 1 N 1 M 1

T T T T t T y T t T y T t T
CGGTTTGAAAACCAAAGAAAAAGAAAAAACTTTAATCTCTACCTCCGAGAGCGAGACAACGGGTCCGTATAACGTCACCGATAAGTATCCGTGTGACGTCGGAGTTTGAGGACCTGAGTTCAGCAGGAAGGAGGA

TARDBP-201 >

TARDBP-201

CAGCCTCCTGAGTTGCTGGAACTTACAGGCATACACACCACTGTACCTGGTTTTCTGTTTTATTACAAAAGTTGTGTATTTGTTGTTGAATGTTTAGGAAAGATAAAAGTTAAATCTTCATCAGGATATACAAGT

GTCGGAGGACTCAACGACCTTGAATGTCCGTATGTGTGGTGACATGGACCAAAAGACAAAATAATGTTTTCAACACATAAACAACAACTTACAAATCCTTTCTATTTTCAATTTAGAAGTAGTCCTATATGTTCA

I 1 R >

TARDBP-201 >

TARDBP-201

TGCTGATATTTAAAGTCAAAGTGAAGTAGAATTATTTTTGTTTTGATAAACCTTTTGAGAGGGAGAGATTGTAATCCGGAAATGCTACAAAAAACAAACTTGGAAATCACTGAATTTGCACCAGAAAAGCACCTC
1 M 1 . 1 N 1 N 1 N 1 N 1 M 1 . 1 i 1 " 1 N 1 . 1 M 1

T ¥ T . T X T B T W T g T ¥ T B T W T x T ¥ T . T i T
ACGACTATAAATTTCAGTTTCACTTCATCTTAATAAAAACAAAACTATTTGGAAAACTCTCCCTCTCTAACATTAGGCCTTTACGATGTTTTTTGTTTGAACCTTTAGTGACTTAAACGTGGTCTTTTCGTGGAG

I 1 2 >

TARDBP-201 >

I e

TARDBP-201

AGACACTAAACTTAAGCCTTTATTCTGTCCTCTAGAGCAAACATCACTTCTTGCCAAGTTTTCAGTGTCTTATTCTTCTTAGAGTCTTCTTTTTGCTTCTCATTTCTAGATGTAGGAGGTAGTGTTTTTAAAGAA
N 1 . 1 N 1 N 1 N 1 N 1 N 1 N 1 M 1 N 1 M 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
TCTGTGATTTGAATTCGGAAATAAGACAGGAGATCTCGTTTGTAGTGAAGAACGGTTCAAAAGTCACAGAATAAGAAGAATCTCAGAAGAAAAACGAAGAGTAAAGATCTACATCCTCCATCACAAAAATTTCTT

I . 2 >

TARDBP-201 >

TARDBP-201

GTGCTAAGTGAAGATTTCTAAAAGGTTTCTGCTCGTTTTATTTAGATAACAAAAGAAAAATGGATGAGACAGATGCTTCATCAGCAGTGAAAGTGAAAAGAGCAGTCCAGAAAACATCCGATTTAATAGTGTTGG
1 N 1 L 1 L 1 N 1 L 1 N 1 M 1 N 1 L 1 M 1 L 1 L 1 M 1

T T T T T T T T T T T T T T
CACGATTCACTTCTAAAGATTTTCCAAAGACGAGCAAAATAAATCTATTGTTTTCTTTTTACCTACTCTGTCTACGAAGTAGTCGTCACTTTCACTTTTCTCGTCAGGTCTTTTGTAGGCTAAATTATCACAACC

__________________________________________________________wwr______________________________________________________Pg

TARDBP-201 >
80 s L 85 L L 90 s s s s 95 s s s s 100 s " s s 105 s ' s
I L e L L L L I NI ENSE00003910367 >
TARDBP-201

GTCTCCCATGGAAAACAACCGAACAGGACCTGAAAGAGTATTTTAGTACCTTTGGAGAAGTTCTTATGGTGCAGGTAAACTTCGATTGCATCAAACAGTTTTTCTTTACCAGTGAATGAGTATCTAGCATTTATT
M 1 N 1 N 1 N 1 N 1 N 1 M 1 N 1 N 1 N 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

CAGAGGGTACCTTTTGTTGGCTTGTCCTGGACTTTCTCATAAAATCATGGAAACCTCTTCAAGAATACCACGTCCATTTGAAGCTAACGTAGTTTGTCAAAAAGAAATGGTCACTTACTCATAGATCGTAAATAA

T ——————————————— T ————————

TARDBP-201 >
110 s ' ' 115 s s ' 120 s s s 125 s s s 130 s s
G L P W K T T E Q D L K E Y F S ¥ F G E V L M V Q
‘ ENSE00003910367 PR R L L T T
TARDBP-201

TATTGGTATAAATAGAGATGGGGTATCACTATGTTCCCTAGGTTCTGGCGTCAAACTCCTGGGCCCATACTGTCCTCCTGCCTCGACCCCAATGTGCTGAGCCACCATGCCCAGCCACAATCTTGTTACCTTTCT
1 N 1 N 1 N 1 N 1 N 1 M 1 N 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
ATAACCATATTTATCTCTACCCCATAGTGATACAAGGGATCCAAGACCGCAGTTTGAGGACCCGGGTATGACAGGAGGACGGAGCTGGGGTTACACGACTCGGTGGTACGGGTCGGTGTTAGAACAATGGAAAGA

I . >

TARDBP-201 >

I L L e L T R R T

TARDBP-201

3510

3645

3780

3915

4050

4185

4320

4455

4590

4725

4860



TTTTTTTTTTTTTTTTTGGAGACCAAGTCTCACTTTGCTGCCCAGGCTGGAGTGCAGTGGCACGATCTTGGCTCACTGCAACCTCCACCTCCCGGGTTTAAGTGATTTCTCCTGTCTCGGCCTCCTGTATCTGGG
" 1 M 1 i 1 " 1 M 1 M 1 3 1 M 1 M 1 " 1 M 1 " 1 M 1 M

+ T T t T + T t
AAAAAAAAAAAAAAAAACCTCTGGTTCAGAGTGAAACGACGGGTCCGACCTCACGTCACCGTGCTAGAACCGAGTGACGTTGGAGGTGGAGGGCCCAAATTCACTAAAGAGGACAGAGCCGGAGGACATAGACCC

T NN ————>

TARDBP-201 >

TARDBP-201

ATTACAGGTGCCCGCCATCATGCCTGGCTAATTTTGTATTTTTAGTAGAGACAGGGTTTCACCCGTTGGCCAGGCTGTTCTTGAACTCCTGACCTCAAGTGATCCACCTGCCTTGGCCTCCCAAAGTGCTGGGAT

TAATGTCCACGGGCGGTAGTACGGACCGATTAAAACATAAAAATCATCTCTGTCCCAAAGTGGGCAACCGGTCCGACAAGAACTTGAGGACTGGAGTTCACTAGGTGGACGGAACCGGAGGGTTTCACGACCCTA

_______________________________________________________________oowcwr __________________________________________pg

TARDBP-201 >

TARDBP-201

TACAGGTGTGAGCCACCGCGCCCGGCCACATTCTTGTTATTTTAATGGCACTGTCCTTTCTGTTACACAGATGATACTTCCAATATTTGTTATATTTATACATATATGTTGTACCCTATGTTATTGCCTTTGATA
N 1 . 1 M 1 M 1 . 1 M 1 N 1 M 1 N 1 M 1 M 1 M 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
ATGTCCACACTCGGTGGCGCGGGCCGGTGTAAGAACAATAAAATTACCGTGACAGGAAAGACAATGTGTCTACTATGAAGGTTATAAACAATATAAATATGTATATACAACATGGGATACAATAACGGAAACTAT

I 1 2 >

TARDBP-201 >

L L L T Y

TARDBP-201

TTGTAAAATCCTACTGTTGCATGAAGGCTTAAGGGAAGTAGGTGACAATAGCTTTTCTTTATATATTAAACTAATGGGAGGTTTTTCCATTTCATTTAAAATTTGTAAACATTAAATTTAGTTTATCTTTGAATT
1 N 1 N 1 M 1 N 1 N 1 N 1 N 1 N 1 M 1 N 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
AACATTTTAGGATGACAACGTACTTCCGAATTCCCTTCATCCACTGTTATCGAAAAGAAATATATAATTTGATTACCCTCCAAAAAGGTAAAGTAAATTTTAAACATTTGTAATTTAAATCAAATAGAAACTTAA

I . >

TARDEP-201 >

TARDBP-201

CATTCTAAGACATTCTGTTAAAATCCTGTTGTGGTGGCTCATGCCTGTAATCCCAGCATTTTGGGAGGCTGAGGTGGGAGGGTTGCTTGAGGCCAGGAGTTCAAGGCCACCTTGGCGAACATATCCAGACTCAGT
L 1 L 1 L 1 M 1 N 1 N 1 L 1 M 1 M 1 N 1 L 1 M 1 L 1 M

t T t T t T t T t T t T T T
GTAAGATTCTGTAAGACAATTTTAGGACAACACCACCGAGTACGGACATTAGGGTCGTAAAACCCTCCGACTCCACCCTCCCAACGAACTCCGGTCCTCAAGTTCCGGTGGAACCGCTTGTATAGGTCTGAGTCA

TARDBP-201 >

TARDBP-201

TTCTCTTTTTTCTTTTTTTTTTGAGACGGAGTCTTGCTCTGTCACCCAGGCTGGAGTGCAGTGGCATGATCTCGGCTCACTGCAAGCTCCGCTTCCCGGGTTCATGCCATTCTCCTGCCTCAGCCTCCCAAGTAG

AAGAGAAAAAAGAAAAAAAAAACTCTGCCTCAGAACGAGACAGTGGGTCCGACCTCACGTCACCGTACTAGAGCCGAGTGACGTTCGAGGCGAAGGGCCCAAGTACGGTAAGAGGACGGAGTCGGAGGGTTCATC

I 1 R >

TARDBP-201 >

TARDBP-201

CTGGGACTACAGGTGCCTGCCACCACGCCTGGCTAATTTTTTGTATTTTTAGTAGAGATGGGGTTTCACCGTGTTAGGCAGGATGGTCTCGATCTCCTGACCTCATGATCTGCCCGCCTCCGCCTCCCAAAGTGC

GACCCTGATGTCCACGGACGGTGGTGCGGACCGATTAAAAAACATAAAAATCATCTCTACCCCAAAGTGGCACAATCCGTCCTACCAGAGCTAGAGGACTGGAGTACTAGACGGGCGGAGGCGGAGGGTTTCACG

I . >

TARDBP-201 >

TARDBP-201

TGGGATTACAGGCGTGAGCTACTGTGCCTGGCCTCTCTTTTTTTCTTTTCTTTTTGGAGACAGGGTCTGGCTCTGTCAGTCAGGCTCTAGAGTGCAGTGGTGCAATGTAGGCTCGCTGCAACCTCCACCTCCTGG
1 N 1 M 1 N 1 M 1 N 1 N 1 M 1 M 1 N 1 M 1 N 1 N 1 M 1

T ¥ T ¥ T ¥ T ¥ T ¥ T ¥ T ¥ T ¥ T ¥ T ¥ T ¥ T ¥ T ¥ T
ACCCTAATGTCCGCACTCGATGACACGGACCGGAGAGAAAAAAAGAAAAGAAAAACCTCTGTCCCAGACCGAGACAGTCAGTCCGAGATCTCACGTCACCACGTTACATCCGAGCGACGTTGGAGGTGGAGGACC

I . R >

TARDBP-201 >

TARDBP-201

GTTCAAGCTATTCTTGTGCCTCAGCCTCCCAAGTAGCTGGGACTACAGGTGCATGCCACTACACCTGGCTAATCTTTGTATTTTTTGTAGAGACAGGGTTTTGCTGTGTTGCCCAGGCTGGTCCTGAACTCCTGT
. 1 M 1 M 1 . 1 . 1 M 1 N 1 M 1 M 1 . 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
CAAGTTCGATAAGAACACGGAGTCGGAGGGTTCATCGACCCTGATGTCCACGTACGGTGATGTGGACCGATTAGAAACATAAAAAACATCTCTGTCCCAAAACGACACAACGGGTCCGACCAGGACTTGAGGACA

_______________________________________________________________owwr__________________________________bJ

TARDBP-201 >

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

TARDBP-201

GCTCAAGCGATCCACCCTCCTCAGCATCCCAAAGCACTGGGAATACAGGTGTGAGCCACCGCGCCTGGCCCCATCTCTCTTTTTTAAAAAACTCAAAAACATTTCTGTTGTATAAGTGAGTTTTGCTCTGTTGTT
1 N 1 M 1 N 1 M 1 M 1 N 1 M 1 M 1 N 1 M 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
CGAGTTCGCTAGGTGGGAGGAGTCGTAGGGTTTCGTGACCCTTATGTCCACACTCGGTGGCGCGGACCGGGGTAGAGAGAAAAAATTTTTTGAGTTTTTGTAAAGACAACATATTCACTCAAAACGAGACAACAA

T ——————————————— T ——————

TARDBP-201 >

TARDBP-201

AACACAGTATGGATTCAATATTAACCTCCTTGTTTTTACTGTTAAGACTAACTTGGTTTAAGTTTTAAGCCACTGCATCCAGTTGAAACCATTCAAATTGTTTTCTAAGGAACTATGATTTGGGAATGGAGTGTG
L 1 N 1 M 1 L 1 L 1 M 1 M 1 L 1 L 1 L 1 L 1 L 1 L 1 L

T T T T T T T T T T T T T T
TTGTGTCATACCTAAGTTATAATTGGAGGAACAAAAATGACAATTCTGATTGAACCAAATTCAAAATTCGGTGACGTAGGTCAACTTTGGTAAGTTTAACAAAAGATTCCTTGATACTAAACCCTTACCTCACAC
TARDBP-201 >

TARDBP-201

4995

5130

5265

5400

5535

5670

5805

5940

6075

6210

6345



TGAGTATGTGCACTTTTAGAGTAAACTTGTATCATCCTTTCTAGGTCAAGAAAGATCTTAAGACTGGTCATTCAAAGGGGTTTGGCTTTGTTCGTTTTACGGAATATGAAACACAAGTGAAAGTAATGTCACAGC
1 M 1 M 1 M 1 " 1 " 1 M 1 1 1 " 1 M 1 M 1 " 1 M 1 M 1

T T T T
ACTCATACACGTGAAAATCTCATTTGAACATAGTAGGAAAGATCCAGTTCTTTCTAGAATTCTGACCAGTAAGTTTCCCCAAACCGAAACAAGCAAAATGCCTTATACTTTGTGTTCACTTTCATTACAGTGTCG

T NN ————>

TARDBP-201 >
135 L L s 140 L L s 145 s L s 150 s s s 155 s L s 160 ' L
\ K K D L K T G H S K G F G F \ R F T E Y E T Q \ K \ M S Q
------------------------------------ ENSE00003911074 >
TARDBP-201

GACATATGATAGATGGACGATGGTGTGACTGCAAACTTCCTAATTCTAAGGTACTTGCGTCTGTGCTTTGGGAATTTTTGCCAACAAACTTCCTTAGAGGATTGTAAGATAAAATGTTAAACACACTTAGAAAAG
M 1 N 1 M 1 N 1 M 1 M 1 N 1 M 1 M 1 M 1 M 1 M 1 . 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

CTGTATACTATCTACCTGCTACCACACTGACGTTTGAAGGATTAAGATTCCATGAACGCAGACACGAAACCCTTAAAAACGGTTGTTTGAAGGAATCTCCTAACATTCTATTTTACAATTTGTGTGAATCTTTTC

______________________________________________________________oowcwr_________________________________________pJ

TARDBP-201 >
165 L L L 170 L L L 175 L L L 180
R H M 1 D G R \ & D C K L P N S K
‘ ENSE00003911074 R e e et >
TARDBP-201

ATAGCGGCAGGGTGTGTTCATGAAATCCTTTTGTCTTGTTGAAGTCTTTGGCCCTTAGTGCATGCTGAATATTTTATGCTTGTTTGAAATATTTAGTTTATTACTTCTCCAAACTAAACCTTTGTTCATTTTGTT

TATCGCCGTCCCACACAAGTACTTTAGGAAAACAGAACAACTTCAGAAACCGGGAATCACGTACGACTTATAAAATACGAACAAACTTTATAAATCAAATAATGAAGAGGTTTGATTTGGAAACAAGTAAAACAA

I . 2 >

TARDBP-201 >

TARDBP-201

CTTCCTTTTCGCTATGGATGGAAAAGAGAAAAGGTTATTTGTCAAGTTAATAGTTTCTTACATAGTTATATGTTAAAACATAAAGAGAATCAGAATACATACATTAATTGTTATAAAGACCTAACTTTTTCCAAG
N 1 M 1 N 1 M 1 N 1 M 1 N 1 i 1 M 1 N 1 M 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
GAAGGAAAAGCGATACCTACCTTTTCTCTTTTCCAATAAACAGTTCAATTATCAAAGAATGTATCAATATACAATTTTGTATTTCTCTTAGTCTTATGTATGTAATTAACAATATTTCTGGATTGAAAAAGGTTC

I 1 2 >

TARDBP-201 >

TARDBP-201

CAAACAAATAACATTGGCTTATTTGGAACATCATCATCTTTGCCAAGAGATTGCTTATTTATTAATTTTCTCAAATCCAAACACAGTCATGTATCACATGGCAAAGTTGATCAGTCAGCAGCAGACCTCGTGTAC
1 N 1 M 1 N 1 M 1 . 1 M 1 M 1 . 1 M 1 M 1 N 1 X 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
GTTTGTTTATTGTAACCGAATAAACCTTGTAGTAGTAGAAACGGTTCTCTAACGAATAAATAATTAAAAGAGTTTAGGTTTGTGTCAGTACATAGTGTACCGTTTCAACTAGTCAGTCGTCGTCTGGAGCACATG

I . 2 >

TARDBP-201 >

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

TARDBP-201

AGCAGTGGTCCCATAGGATTATAACACTGTTTTTACTGTACCCTTTCTATGTTTAGATACACAAATACTTACCATCATGTTATAGTCGCCTACAGTGTTGAGTACAGTAACTTGAAAGTTTGTGGCCTGGGAGCA
N 1 N 1 N 1 N 1 M 1 N 1 N 1 N 1 N 1 N 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
TCGTCACCAGGGTATCCTAATATTGTGACAAAAATGACATGGGAAAGATACAAATCTATGTGTTTATGAATGGTAGTACAATATCAGCGGATGTCACAACTCATGTCATTGAACTTTCAAACACCGGACCCTCGT

IESS———SSS————————————SSSB=======_=_—_—-—-—=-.___B“—“—“—“8ww—w—m————58585——_—_ . _—_—_————

TARDBP-201 >

TARDBP-201

ATAGGCTATACCATCTAGCCTAGATGTGGGGTAGGCTATGCTATCTGGGTTTATATGATGTTTGCACAACGACTTTTTTTTTTTGAGAGAGAGAGTCTCACTCTGTCATCCGGGCTGGAGTGCAGTGGTGCAATC

TATCCGATATGGTAGATCGGATCTACACCCCATCCGATACGATAGACCCAAATATACTACAAACGTGTTGCTGAAAAAAAAAAACTCTCTCTCTCAGAGTGAGACAGTAGGCCCGACCTCACGTCACCACGTTAG

I . R >

TARDBP-201 >

TARDBP-201

TCAGCTCACTGCAAGCTCTGCCTCCCGGGTTCACGTCGTTCTCCTGCCTCAGCCTGCCGAGTAGCTGGGACTACAGGTGCCCACCAACACGCCTGGCTAATTTTTTGTATTTTTAGTAGAGATGGGGTTTCACCG
1 1 1 1 1 1 1 1 1 1 1 1 1

AGTCGAGTGACGTTCGAGACGGAGGGCCCAAGTGCAGCAAGAGGACGGAGTCGGACGGCTCATCGACCCTGATGTCCACGGGTGGTTGTGCGGACCGATTAAAAAACATAAAAATCATCTCTACCCCAAAGTGGC

TARDBP-201 >

TARDBP-201

TGTTAGCCAGGATGGTCTTGATCTCCTGACTTCATGATCCGCCCATCTCGGGCTCCCAAAGTGCTGGGATTACAGGTGTGAGCCACCGCACCTGGCCCTTTTTTTTTTTTTTTGAGATGGAGTTTCACTCTTATT
1 M 1 N 1 N 1 M 1 N 1 . 1 M 1 N 1 X 1 M 1 M 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
ACAATCGGTCCTACCAGAACTAGAGGACTGAAGTACTAGGCGGGTAGAGCCCGAGGGTTTCACGACCCTAATGTCCACACTCGGTGGCGTGGACCGGGAAAAAAAAAAAAAAACTCTACCTCAAAGTGAGAATAA

I . 2 >

TARDBP-201 >

L R L Y

TARDBP-201

GCTCAGGCTGGAGTGCAATGGTGCAATCTTGGCTCACTGCAACCTCCTCTTCCGGGTTCAAGTGATTCTCCTACCTCAGCCTCCCAAGATGCTGGGATTACAGGTGCCTGCCACCACACCCGGCTGATTTTTGTA
N 1 N 1 N 1 M 1 M 1 N 1 N 1 M 1 M 1 N 1 M 1 M 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

CGAGTCCGACCTCACGTTACCACGTTAGAACCGAGTGACGTTGGAGGAGAAGGCCCAAGTTCACTAAGAGGATGGAGTCGGAGGGTTCTACGACCCTAATGTCCACGGACGGTGGTGTGGGCCGACTAAAAACAT

I 1 2 >

TARDBP-201 >

TARDBP-201

TTAGTAGAGGTGGGGTTTCACCATGTTGACCAGGCTGGTTTGAACTCCTGACCTCAAGTGATCCACCCGCCTCGGCCTCTCAAAGTGCTGGGATTACAGGTGTCAGCCACCACACCTGGCCACGATGATGAAATT
1 1 1 1 1 1 1 1 1 1 1 1 1 1

T T
AATCATCTCCACCCCAAAGTGGTACAACTGGTCCGACCAAACTTGAGGACTGGAGTTCACTAGGTGGG6CGGAGCCGGAGAGTTTCACGACCCTAATGTCCACAGTCGGTGGTGTGGACCGGTGCTACTACTTTAA

s _________________________________________pg

TARDBP-201 >

L e L e L)

TARDBP-201

6480

6615

6750

6885

7020

7155

7290

7425

7560

7695

7830



GTGTAATGGCTCATGATGTATTTATATCCATCATTATGTGATGCATGACTGTGTACTTTTGTAACTTAAAACGTTACTCTTCACTGAAGCCTTACAAGAAAAAGAAATGCTGATGGAAAAAATTAAGGGTACGTC
M 1 M 1 " 1 " 1 M 1 i 1 M 1 M 1 " 1 M 1 M 1 M 1 M 1 M

+ T T t T + T t
CACATTACCGAGTACTACATAAATATAGGTAGTAATACACTACGTACTGACACATGAAAACATTGAATTTTGCAATGAGAAGTGACTTCGGAATGTTCTTTTTCTTTACGACTACCTTTTTTAATTCCCATGCAG

T NN ————>

TARDBP-201 >

TARDBP-201

TACTTTTTAATGGTTCACTGCTATCCAAGGCGAATGATTTTGTTATATCCCTTACCTTAATGTTTTTTTCATTGTTCATAACATATTTCTGAGTTTTTTTCTTCCTTTTGATTTGATCAGCAAAGCCAAGATGAG
1 N 1 M 1 N 1 N 1 M 1 N 1 N 1 : 1 N 1 N 1 M 1 N 1 N 1

T T T T
ATGAAAAATTACCAAGTGACGATAGGTTCCGCTTACTAAAACAATATAGGGAATGGAATTACAAAAAAAGTAACAAGTATTGTATAAAGACTCAAAAAAAGAAGGAAAACTAAACTAGTCGTTTCGGTTCTACTC

I —"—TTT S =@

TARDBP-201 >
185
Q S Q D E
------------------------------------------------------------------------------------------------ ENSE00003914377 g
TARDBP-201

CCTTTGAGAAGCAGAAAAGTGTTTGTGGGGCGCTGTACAGAGGACATGACTGAGGATGAGCTGCGGGAGTTCTTCTCTCAGTACGGGGATGTGATGGATGTCTTCATCCCCAAGCCATTCAGGGCCTTTGCCTTT
" 1 M 1 1 1 M 1 M 1 1 1 M 1 M 1 1 1 " 1 M 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

GGAAACTCTTCGTCTTTTCACAAACACCCCGCGACATGTCTCCTGTACTGACTCCTACTCGACGCCCTCAAGAAGAGAGTCATGCCCCTACACTACCTACAGAAGTAGGGGTTCGGTAAGTCCCGGAAACGGAAA

T S ————T N N ————

TARDBP-201 >

S L e ..210....215....zzo....zzs....zso.
v5500003q14377 >
TARDBP-201

GTTACATTTGCAGATGATCAGGTATTTTTCTCCTTAACGATATGTCCCGGCCGGGCGTGGTGGCTCATGCTTACAATCCCAGCACTTTGGAGGCCGAGGCGGGTGGATCACGAGGTCAGGAGATCAAGACCATCC
1 M 1 M 1 M 1 1 1 " 1 M 1 M 1 M 1 M 1 M 1 M 1 M 1 M 1

T T T T
CAATGTAAACGTCTACTAGTCCATAAAAAGAGGAATTGCTATACAGGGCCGGCCCGCACCACCGAGTACGAATGTTAGGGTCGTGAAACCTCCGGCTCCGCCCACCTAGTGCTCCAGTCCTCTAGTTCTGGTAGG

T NN ————>

TARDBP-201 >

TARDBP-201

TGGCCAACATGGTGAAACCCCGTCTCTATTAAAATACAAAAAAAAAAAAAAATAGCTCGGTGTGGTGGTGCACGCCTGTGGTCCCAGCTACTCTGGAGCCTGAGGCAGGGGAATCGCTTGAACCCAGGAGGCGGA
M 1 M 1 " 1 " 1 M 1 " 1 " 1 M 1 M 1 " 1 M 1 M 1 M 1 M

+ T T t T + T t
ACCGGTTGTACCACTTTGGGGCAGAGATAATTTTATGTTTTTTTTTTTTTTTATCGAGCCACACCACCACGTGCGGACACCAGGGTCGATGAGACCTCGGACTCCGTCCCCTTAGCGAACTTGGGTCCTCCGCCT

T I S ——_>

TARDBP-201 >

TARDBP-201

GGTGGCAGTGAACTGAGATCACACCACTGCATTCCAGCCCAGTGACAGAGTGAGACTCTGTCTCAAAAAAAAAAATATGTCCCAGGTAATTAGGTAATTTCTCTTGAACATTGCCCATGCAGCTAATTGCTATTC
1 " 1 M 1 M 1 1 1 M 1 M 1 N 1 " 1 M 1 M 1 1 1 M 1 1 1

T T T T
CCACCGTCACTTGACTCTAGTGTGGTGACGTAAGGTCGGGTCACTGTCTCACTCTGAGACAGAGTTTTTTTTTTTATACAGGGTCCATTAATCCATTAAAGAGAACTTGTAACGGGTACGTCGATTAACGATAAG

T S ————T N N ————

TARDBP-201 >

TARDBP-201

TTAGCTAAGTTTTCTGACCTTGTAAGACGTAGGGTGTATGGGCCTAGATGTTTGTGATACCTGTATCTGATATCACAAATACAACATTTTAAGAAATCTAAAAGTAAATATGCCTTTAGATAATTTTCAGTATGT
M 1 M 1 N 1 M 1 M 1 N 1 N 1 N 1 N 1 N 1 M 1 N 1 M 1 M

+ T T T T T T T
AATCGATTCAAAAGACTGGAACATTCTGCATCCCACATACCCGGATCTACAAACACTATGGACATAGACTATAGTGTTTATGTTGTAAAATTCTTTAGATTTTCATTTATACGGAAATCTATTAAAAGTCATACA

v __Ppg

TARDBP-201 >

TARDBP-201

GGCATTTGGGAATGTTATATACTTTTTTTTTTTTTTTGAGACAGAGTTTTGCTCTTGTTGCCCGGGCTGGAGTGTGATGGCGCGATCTTGGCTCGCTGCATCCTCCACCTCATGGGTTCAAGCGATTGTCTTGGC
1 N 1 M 1 M 1 N 1 M 1 M 1 N 1 M 1 M 1 N 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
CCGTAAACCCTTACAATATATGAAAAAAAAAAAAAAACTCTGTCTCAAAACGAGAACAACGGGCCCGACCTCACACTACCGCGCTAGAACCGAGCGACGTAGGAGGTGGAGTACCCAAGTTCGCTAACAGAACCG

I - 2 >

TARDBP-201 >

TARDBP-201

TCAGCCTCCTGAGTAGCTGGGATTACAGGTGCCTGCCACCACGCCTGGCTGATTTTTTTGTGCTTTTAGTAGAGACAGGGTTTCACCATGTTGGCCAGGCTGGTCTCGAACTCCTGACCTCAGGTGATCTGCCCA
M 1 N 1 f 1 M 1 M 1 M 1 M 1 N 1 N 1 M 1 M 1 M 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
AGTCGGAGGACTCATCGACCCTAATGTCCACGGACGGTGGTGCGGACCGACTAAAAAAACACGAAAATCATCTCTGTCCCAAAGTGGTACAACCGGTCCGACCAGAGCTTGAGGACTGGAGTCCACTAGACGGGT

___________________________________________________________wwsr _Pg

TARDBP-201 >

TARDBP-201

TCTCAGCCTCCCAAAGTGCTGGGATTACAGGCATGAGCCACCACGCCTGGCCAGTTTTTTGTATCTTTAGTAGATAACGGGGTTTCACTGTTTTGATCTGGCTGGTCTTGAACTCCTGACCTCAGGTGATCCACC

AGAGTCGGAGGGTTTCACGACCCTAATGTCCGTACTCGGTGGTGCGGACCGGTCAAAAAACATAGAAATCATCTATTGCCCCAAAGTGACAAAACTAGACCGACCAGAACTTGAGGACTGGAGTCCACTAGGTGG

N —————ST————— .~

TARDBP-201 >

TARDBP-201

CCCCTCAGCCTCCCAAAGTGCTGGGATTACAGGCGTGAGCCACTGCTCCTGCTCCCGGCCCATTTTTTAAATTATTATTTTGAGACAGGGTCTCACTCTGTTGCCCAGGCTGGTGGAACACAGTGGTGTAATCAT
" 1 M 1 M 1 M 1 M 1 M 1 " 1 M 1 N 1 M 1 M 1 M 1 " 1 M

+ T T t T + T t
GGGGAGTCGGAGGGTTTCACGACCCTAATGTCCGCACTCGGTGACGAGGACGAGGGCCGGGTAAAAAATTTAATAATAAAACTCTGTCCCAGAGTGAGACAACGGGTCCGACCACCTTGTGTCACCACATTAGTA

T I S ——_>

TARDBP-201 >

TARDBP-201

7965

8100

8235

8370

8505

8640

8775

8910

9045

9180

9315



AGCTCACTACACCCTAGAACTCCTGGGCTCAGCCTCCAGGGGGAGGATCCTCCAGCTTCAGCCTCCCAAGTAGCTAGGACAGATGCATGCCACTACGCCCAGCTAATGTGGCTTTTTTGTGGTTTTTTTTGATAG
1 M 1 M 1 M 1 " 1 M 1 M 1 M 1 M 1 M 1 M 1 " 1 M 1 " 1

T T T T
TCGAGTGATGTGGGATCTTGAGGACCCGAGTCGGAGGTCCCCCTCCTAGGAGGTCGAAGTCGGAGGGTTCATCGATCCTGTCTACGTACGGTGATGCGGGTCGATTACACCGAAAAAACACCAAAAAAAACTATC

TARDBP-201 >
TARDBP-201
AGGTGGGGTCTCCCTGTGTTGTCTAGGCTGCCAGGCTAGTCTTGAACTATTGGCCTCACACAGTCCTCCCACCTTGGCCTCCCAAAGCGCTAGGATTACAGGCATGAGCCACCATGCCCAGCCTATGTCTTTTGA
TCCACCCCAGAGGGACACAACAGATCCGACGGTCCGATCAGAACTTGATAACCGGAGTGTGTCAGGAGGGTGGAACCGGAGGGTTTCGCGATCCTAATGTCCGTACTCGGTGGTACGGGTCGGATACAGAAAACT
TARDBP-201 >
TARDBP-201
PCR Forward
[ATCGACTGAAATATCACTGCTGCTG
AAATCGACTGAAATATCACTGCTGCTGTTAATAAAACTAAAAGCTGTATTGGGGGTTTAAATGAAATGAGTGTTCATTGCTTATTTTTCCTCTGGCTTTAGATAAATTAATGCTTGTAATCTAAGTTTTGTTGCT
1 3 1 3 L 3 1 3 1 3 L 3 1 3 1 3 1 3 1 3 L 3 1 3 1 3 1
T » T ] T & T ®: T 2 T s T » T . T & T ] T o T L T * T
TTTAGCTGACTTTATAGTGACGACGACAATTATTTTGATTTTCGACATAACCCCCAAATTTACTTTACTCACAAGTAACGAATAAAAAGGAGACCGAAATCTATTTAATTACGAACATTAGATTCAAAACAACGA
TARDBP-201 >
TARDBP-201
ACTTTAAATATATGAATCAGTGGTTTAATCTTCTTTGTTTACATCCCTTATTTCTTATAGATTGCGCAGTCTCTTTGTGGAGAGGACTTGATCATTAAAGGAATCAGCGTTCATATATCCAATGCCGAACCTAAG
TGAAATTTATATACTTAGTCACCAAATTAGAAGAAACAAATGTAGGGAATAAAGAATATCTAACGCGTCAGAGAAACACCTCTCCTGAACTAGTAATTTCCTTAGTCGCAAGTATATAGGTTACGGCTTGGATTC
‘TARDBP-201 >
s 240 s s s 245 s s s 250 s s s 255 s s s 260 s
I, A Q S L € G E D L I I K G i S Vv H I S N A E P K
------------------------------------------------- ENSE00001145815 >
TARDBP-201
Sanger Sequencing Primer
[GGATTTGGTAATAGCAGAGG
CACAATAGCAATAGACAGTTAGAAAGAAGTGGAAGATTTGGTGGTAATCCAGGTGGCTTTGGGAATCAGGGTGGATTTGGTAATAGCAGAGGGGGTGGAGCTGGTTTGGGAAACAATCAAGGTAGTAATATGGGT
1 N 1 N 1 N 1 M ! s 1 s 1 N 1 s 1 : 1 : ! s 1 s 1 s !
1 + 1 + T + 1 + 1 + T + 1 + 1 + 1 + 1 + + 1 + + 1
GTGTTATCGTTATCTGTCAATCTTTCTTCACCTTCTAAACCACCATTAGGTCCACCGAAACCCTTAGTCCCACCTAAACCATTATCGTCTCCCCCACCTCGACCAAACCCTTTGTTAGTTCCATCATTATACCCA
TARDBP-201 >
L 265 s s s 270 s s s 275 s s s 280 s L s 285 L s s 290 s s s 295 s s s 300 s s s 305 s
H N S N R Q E R G F G G N P G F G N Q G G F G N R G G G A G L N N G S N M G
ENSE00001145815 >
TARDBP-201
gRNA Protospacer
[ACAGAGCAGTTGGGGTATGA|
GGTGGGATGAACTTTGGTGCGTTCAGCATTAATCCAGCCATGATGGCTGCCGCCCAGGCAGCACTACAGAGCAGTTGGGGTATGATGGGCATGTTAGCCAGCCAGCAGAACCAGTCAGGCCCATCGGGTAATAAC
s 1 N 1 N ! s 1 s ! M 1 s 1 s 1 : ! s 1 : 1 s 1 s 1 s
+ T + 1 + 1 + T + 1 + 1 + 1 + 1 + 1 + 1 + 1 + 1 + 1 +
CCACCCTACTTGAAACCACGCAAGTCGTAATTAGGTCGGTACTACCGACGGCGGGTCCGTCGTGATGTCTCGTCAACCCCATACTACCCGTACAATCGGTCGGTCGTCTTGGTCAGTCCGGGTAGCCCATTATTG
TARDBP-201 >
L 310 s s s 315 L s s 320 s s s 325 L s s 330 s L s 335 L L L 340 s s L 345 s s s 350 L
G G M N F G A F S 1 N A M A A Q A L Q S S W G M M G M L A S Q Q N Q S G P S G N N
ENSE00001145815 >
TARDBP-201

Protospacer Sequence 1

PAM

SNV
QGGCGGGTCCGTCGTGATGTCTCGTCAACCCCATACgACCCGTACAATCGGTCGGTCGTCTTGGTCAGTCCGGGTAGCCCATTATTG

Donor Template WT -> SNV

CAAAACCAAGGCAACATGCAGAGGGAGCCAAACCAGGCCTTCGGTTCTGGAAATAACTCTTATAGTGGCTCTAATTCTGGTGCAGCAATTGGTTGGGGATCAGCATCCAATGCAGGGTCGGGCAGTGGTTTTAAT
1 1 1 1 1 1 1 1 1 1 1 N 1 N 1 M 1

T T
GTTTTGGTTCCGTTGTACGTCTCCCTCGGTTTGGTCCGGAAGCCAAGACCTTTATTGAGAATATCACCGAGATTAAGACCACGTCGTTAACCAACCCCTAGTCGTAGGTTACGTCCCAGCCCGTCACCAAAATTA

TARDBP-201 >
s 355 s L s 360 s L s 365 s s s 370 s s s 375 L L s 380 s s s 385 s s s 390 s L s 395 s L
Q N Q G N M Q R ¥ P N Q A F G a2 G N N S ¥ 5 G 5 N 8 G A A A G W G 8 A S N A G 4 G 8 G i
ENSE00001145815 >
TARDBP-201

Donor Template WT -> SNV

GTTTTGGTTCCGI

Donor Template WT -> SNV

GGAGGCTTTGGCTCAAGCATGGATTCTAAGTCTTCTGGCTGGGGAATGTAGACAGTGGGGTTGTGGTTGGTTGGTATAGAATGGTGGGAATTCAAATTTTTCTAAACTCATGGTAAGTATATTGTAAAATACATA
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
CCTCCGAAACCGAGTTCGTACCTAAGATTCAGAAGACCGACCCCTTACATCTGTCACCCCAACACCAACCAACCATATCTTACCACCCTTAAGTTTAAAAAGATTTGAGTACCATTCATATAACATTTTATGTAT

TARDBP-201 >

ENSE00001145815
TARDBP-201

9450

9585

9720

9855

9990

10,125

10,260

10,395



TGTACTAAGAATTTTCAAAATTGGTTTGTTCAGTGTGGAGTATATTCAGCAGTATTTTTGACATTTTTCTTTAGAAAAAGGAAGAGCTAAAGGAATTTTATAAGTTTTGTTACATGAAAGGTTGAAATATTGAGT
1 N 1 M 1 M 1 " 1 M 1 M 1 " 1 " 1 M 1 1 1 " 1 M 1 " 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
ACATGATTCTTAAAAGTTTTAACCAAACAAGTCACACCTCATATAAGTCGTCATAAAAACTGTAAAAAGAAATCTTTTTCCTTCTCGATTTCCTTAAAATATTCAAAACAATGTACTTTCCAACTTTATAACTCA

>

TARDBP-201 >

GGTTGAAAGTGAACTGCTGTTTGCCTGATTGGTAAACCAACACACTACAATTGATATCAAAAGGTTTCTCCTGTAATATTTTATCCCTGGACTTGTCAAGTGAATTCTTTGCATGTTCAAAACGGAAACCATTGA
+ t + t + } + t + t + } + t + t + } + t + t + } + t +
CCAACTTTCACTTGACGACAAACGGACTAACCATTTGGTTGTGTGATGTTAACTATAGTTTTCCAAAGAGGACATTATAAAATAGGGACCTGAACAGTTCACTTAAGAAACGTACAAGTTTTGCCTTTGGTAACT

>

TARDBP-201 >

PCR Reverse

RGACTAACCATTTGGTTGTGTGAT'

TTAGAACTACATTCTTTACCCCTTGTTTTAATTTGAACCCCACCATATGGATTTTTTTCCTTAAGAAAATCTCCTTTTAGGAGATCATGGTGTCACAGTGTTTGGTTCTTTTGTTTTGTTTTTTAACACTTGTCT
1 N 1 M 1 N 1 N 1 M 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
AATCTTGATGTAAGAAATGGGGAACAAAATTAAACTTGGGGTGGTATACCTAAAAAAAGGAATTCTTTTAGAGGAAAATCCTCTAGTACCACAGTGTCACAAACCAAGAAAACAAAACAAAAAATTGTGAACAGA

>

TARDBP-201 >

CCCCTCATACACAAAAGTACAATATGAAGCCTTCATTTAATCTCTGCAGTTCATCTCATTTCAAATGTTTATGGAAGAAGCACTTCATTGAAAGTAGTGCTGTAAATATTCTGCCATAGGAATACTGTCTACATG
M 1 M 1 M 1 + 1 M 1 M 1 + 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
GGGGAGTATGTGTTTTCATGTTATACTTCGGAAGTAAATTAGAGACGTCAAGTAGAGTAAAGTTTACAAATACCTTCTTCGTGAAGTAACTTTCATCACGACATTTATAAGACGGTATCCTTATGACAGATGTAC

>

TARDBP-201 >

CTTTCTCATTCAAGAATTCGTCATCACGCATCACAGGCCGCGTCTTTGACGGTGGGTGTCCCATTTTTATCCGCTACTCTTTATTTCATGGAGTCGTATCAACGCTATGAACGCAAGGCTGTGATATGGAACCAG
1 N 1 M 1 N 1 N 1 M 1 M 1 N 1 M 1 N 1 N 1 N 1 M 1 N 1

T ¥ T ¥ T ¥ T ¥ T ¥ T ¥ T ¥ T ¥ T ¥ T ¥ T T T ¥ T ¥ T
GAAAGAGTAAGTTCTTAAGCAGTAGTGCGTAGTGTCCGGCGCAGAAACTGCCACCCACAGGGTAAAAATAGGCGATGAGAAATAAAGTACCTCAGCATAGTTGCGATACTTGCGTTCCGACACTATACCTTGGTC

>

TARDBP-201 >

AAGGCTGTCTGAACTTTTGAAACCTTGTGTGGGATTGATGGTGGTGCCGAGGCATGAAAGGCTAGTATGAGCGAGAAAAGGAGAGAGCGCGTGCAGAGACTTGGTGGTGCATAATGGATATTTTTTAACTTGGCG
M 1 M 1 M 1 M 1 M 1 M 1 M 1 M 1 M 1 + 1 M 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
TTCCGACAGACTTGAAAACTTTGGAACACACCCTAACTACCACCACGGCTCCGTACTTTCCGATCATACTCGCTCTTTTCCTCTCTCGCGCACGTCTCTGAACCACCACGTATTACCTATAAAAAATTGAACCGC

N S —ai——TT—— .~

TARDBP-201 >

AGATGTGTCTCTCAATCCTGTGGCTTTGGTGAGAGAGTGTGCAGAGAGCAATGATAGCAAATAATGTACGAATGTTTTTTGCATTCAAAGGACATCCACATCTGTTGGAAGACTTTTAAGTGAGTTTTTGTTCTT
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
TCTACACAGAGAGTTAGGACACCGAAACCACTCTCTCACACGTCTCTCGTTACTATCGTTTATTACATGCTTACAAAAAACGTAAGTTTCCTGTAGGTGTAGACAACCTTCTGAAAATTCACTCAAAAACAAGAA
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TARDBP-201 >

AGATAACCCACATTAGATGAATGTGTTAAGTGAAATGATACTTGTACTCCCCCTACCCCTTTGTCAACTGCTGTGAATGCTGTATGGTGTGTGTTCTCTTCTGTTACTGATATGTAAGTGTGGCAATGTGAACTG
+ 1 M 1 M 1 + 1 M 1 N 1 M 1 M 1 M 1 M 1 M 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 t
TCTATTGGGTGTAATCTACTTACACAATTCACTTTACTATGAACATGAGGGGGATGGGGAAACAGTTGACGACACTTACGACATACCACACACAAGAGAAGACAATGACTATACATTCACACCGTTACACTTGAC

N S —ai——TT—— .~

TARDBP-201 >

AAGCTGATGGGCTGAGAACATGGACTGAGCTTGTGGTGTGCTTTGCAGGAGGACTTGAAGCAGAGTTCACCAGTGAGCTCAGGTGTCTCAAAGAAGGGTGGAAGTTCTAATGTCTGTTAGCTACCCATAAGAATG
1 N 1 N 1 M 1 N 1 N 1 N 1 N 1 M 1 N 1 N 1 N 1 M 1 N 1

T ¥ T T T ¥ T ¥ T T T ¥ T ¥ T ¥ T ¥ T ¥ T T T ¥ T ¥ T
TTCGACTACCCGACTCTTGTACCTGACTCGAACACCACACGAAACGTCCTCCTGAACTTCGTCTCAAGTGGTCACTCGAGTCCACAGAGTTTCTTCCCACCTTCAAGATTACAGACAATCGATGGGTATTCTTAC
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TARDBP-201 >

CTGTTTGCTGCAGTTCTGTGTCCTGTGCTTGGATGCTTTTTATAAGAGTTGTCATTGTTGGAAATTCTTAAATAAAACTGATTTAAATAATATGTGTCTTTGTTTTGCAGCCCTGAATGCAAAGAATTCATAGCA
M 1 M 1 N 1 M 1 M 1 M 1 M 1 N 1 N 1 M 1 M 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 t
GACAAACGACGTCAAGACACAGGACACGAACCTACGAAAAATATTCTCAACAGTAACAACCTTTAAGAATTTATTTTGACTAAATTTATTATACACAGAAACAAAACGTCGGGACTTACGTTTCTTAAGTATCGT

N S —ai——TT—— .~

TARDBP-201 >

GTTAATTCCCCTTTTTTGACCCTTTTGAGATGGAACTTTCATAAAGTTTCTTGGCAGTAGTTTATTTTGCTTCAAATAAACTTATTTGAAAAGTTGTCTCAAGTCAAATGGATTCATCACCTGTCATGCATTGAC
1 N 1 M 1 N 1 N 1 M 1 N 1 N 1 N 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
CAATTAAGGGGAAAAAACTGGGAAAACTCTACCTTGAAAGTATTTCAAAGAACCGTCATCAAATAAAACGAAGTTTATTTGAATAAACTTTTCAACAGAGTTCAGTTTACCTAAGTAGTGGACAGTACGTAACTG
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TARDBP-201 >

ACCTGATACCCAGACTTAATTGGTATTTGTTCTTGCATTGGCCAAAGTGAAAATTTTTTTTTTTCTTTTGAAATCTAGTTTTGAATAAGTCTGGGTGACCGCACCTAAAATGGTAAGCAGTACCCTCCGGCTTTT
M 1 M 1 N 1 M 1 M 1 M 1 M 1 M 1 N 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
TGGACTATGGGTCTGAATTAACCATAAACAAGAACGTAACCGGTTTCACTTTTAAAAAAAAAAAGAAAACTTTAGATCAAAACTTATTCAGACCCACTGGCGTGGATTTTACCATTCGTCATGGGAGGCCGAAAA

N S —ai——TT—— .~

TARDBP-201 >

TCTTAGTGCCTCTGTGCATTTGGGTGATGTTCTATTTACATGGCCTGTGTAAATCTCCATTGGGAAGTCATGCCTTCTAAAAAGATTCTTATTTGGGGGAGTGGGCAAAATGTTGATTATTTTCTAATGCTTTGT
1 N 1 M 1 M 1 N 1 M 1 M 1 N 1 N 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 ¥ T
AGAATCACGGAGACACGTAAACCCACTACAAGATAAATGTACCGGACACATTTAGAGGTAACCCTTCAGTACGGAAGATTTTTCTAAGAATAAACCCCCTCACCCGTTTTACAACTAATAAAAGATTACGAAACA
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TARDBP-201 >

AGCAAAGCATATCAATTGAAAAGGGAATATCAGCACCTTCCTAGTTTGGGATTTGAAAAGTGGAATTAATTGCAGTAGGGATAAAGTAGAAGAAACCACAAATTATCTTGTGCCTGAAATCCATTAAGAGGCCTG
+ 1 N 1 M 1 + 1 M 1 M 1 + 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
TCGTTTCGTATAGTTAACTTTTCCCTTATAGTCGTGGAAGGATCAAACCCTAAACTTTTCACCTTAATTAACGTCATCCCTATTTCATCTTCTTTGGTGTTTAATAGAACACGGACTTTAGGTAATTCTCCGGAC

N S —ai——TT—— .~

TARDBP-201 >

ATAGCTTTAAGAATTAGGGTGGGTTGTCTGTCTGGAAGTGTTAAGTGGAATGGGCTTTGTCCTCCAGGAGGTGGGGGAATGTGGTAACATTGAATACAGTTGAATAAAATCGCTTACAAAACTCACACTCTCACA
1 N 1 M 1 M 1 N 1 N 1 M 1 N 1 M 1 M 1 N 1 M 1 N 1 N 1

T ¥ T ¥ T ¥ T ¥ T T T ¥ T ¥ T ¥ T ¥ T ¥ T ¥ T ¥ T ¥ T
TATCGAAATTCTTAATCCCACCCAACAGACAGACCTTCACAATTCACCTTACCCGAAACAGGAGGTCCTCCACCCCCTTACACCATTGTAACTTATGTCAACTTATTTTAGCGAATGTTTTGAGTGTGAGAGTGT
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TARDBP-201 >

10,530

10,665

10,800

10,935

11,070

11,205

11,340

11,475

11,610

11,745

11,880

12,015

12,150

12,285

12,420



ATGCATTGTTAAGTATGTAAAAGCAATAACATTGATTCTCTGTTGTACTTTTTTGTAACTAATTCTGTGAGAGTTGAGCTCATTTTCTAGTTGGAAGAATGTGATATTTGTTGTGTTGGTAGTTTACCTAATGCC

TACGTAACAATTCATACATTTTCGTTATTGTAACTAAGAGACAACATGAAAAAACATTGATTAAGACACTCTCAACTCGAGTAAAAGATCAACCTTCTTACACTATAAACAACACAACCATCAAATGGATTACGG

T NN ————>

TARDBP-201 >

CTTACCTAATTAGATTATGATAAATAGGTTTGTCATTTTGCAAGTTACATAAACATTTATCAATGAAGTCATCCTTTAGACTTGTAATCGCCACATTGTTTCATTATTCAGTTTCCTCTGTAAAGGGATCTTGAG
1 1 1 1 1 1 1 1 1 1 1 1 1 1

T T
GAATGGATTAATCTAATACTATTTATCCAAACAGTAAAACGTTCAATGTATTTGTAAATAGTTACTTCAGTAGGAAATCTGAACATTAGCGGTGTAACAAAGTAATAAGTCAAAGGAGACATTTCCCTAGAACTC

TARDBP-201 >

TTGTTTTAATTTTTTTTTTCTGCATCTGAATCTGCATGATTTCCAAACCCTGTACCATCTGAATTTTGCATTTTAGCACTTGCACTATTACTCAGCAGCAGTAACATGGTAACACTTAAAATGGTACTCGGGGAC

AACAAAATTAAAAAAAAAAGACGTAGACTTAGACGTACTAAAGGTTTGGGACATGGTAGACTTAAAACGTAAAATCGTGAACGTGATAATGAGTCGTCGTCATTGTACCATTGTGAATTTTACCATGAGCCCCTG

T NN ————>

TARDBP-201 >

CTCCAAAGACTAAACTGACAAGCCTTCAAGGAGCCCAGGGGTAAGTTAACTTGTCAACGGCATGGTTTAATCCCTTCTTTACACTTGTGTAAATTTCAGTTACTGGTCATAGAAGGCTTTCAATGTTGAGTGGCC
1 N 1 + 1 M 1 N 1 M 1 M 1 N 1 M 1 M 1 M 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
GAGGTTTCTGATTTGACTGTTCGGAAGTTCCTCGGGTCCCCATTCAATTGAACAGTTGCCGTACCAAATTAGGGAAGAAATGTGAACACATTTAAAGTCAATGACCAGTATCTTCCGAAAGTTACAACTCACCGG

TARDBP-201 >

TTTTATTAACATGTTTATGGTACTGCATAGATACGGGTATTTATTTTACCCTAAGAAGATTTTGAAGTTTAAAAGTACTTAAACTATTTGGCAAAGATTTGTTTTTAAAAATCTATTTGGTCAATCTAAATGCAT

AAAATAATTGTACAAATACCATGACGTATCTATGCCCATAAATAAAATGGGATTCTTCTAAAACTTCAAATTTTCATGAATTTGATAAACCGTTTCTAAACAAAAATTTTTAGATAAACCAGTTAGATTTACGTA

T NN ————>

TARDBP-201 >

TCATTCTAAAAAATTTTTTGAACCAGATAAATAAAATTTTTTTTTGACACCACAGTTTAGTGTCTGGAGTCTTACTGGAAAAACACGATTTCTTTTTATATGTGATATACAGATGCTGGAAAGTTACCTTTAAAA
1 N 1 M 1 M 1 M 1 M 1 M 1 M 1 + 1 M 1 N 1 M 1 M 1 M 1

T 4 T T T T T 4 T T T T T 4 T T T T T 4 T T T T T 4 T
AGTAAGATTTTTTAAAAAACTTGGTCTATTTATTTTAAAAAAAAACTGTGGTGTCAAATCACAGACCTCAGAATGACCTTTTTGTGCTAAAGAAAAATATACACTATATGTCTACGACCTTTCAATGGAAATTTT
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TARDBP-201

ATTGAGTCTCTAAAGAAAAAAGAAAATAATAAAAATTGAGTCTCAAGAAGTTGTACTTCATATGCACAAGAGAAATGAGGCCAAGACTCACAGTAAGCTTTTACATGGAATGGTAACTTTTAGTTAGACTGAAAA

TAACTCAGAGATTTCTTTTTTCTTTTATTATTTTTAACTCAGAGTTCTTCAACATGAAGTATACGTGTTCTCTTTACTCCGGTTCTGAGTGTCATTCGAAAATGTACCTTACCATTGAAAATCAATCTGACTTTT

T NN ————>

ACTTGAATGTTAGCTATTAAAACCTTTTAGGAAGGAATAGCCAGCTAAAACCAAATGAGATTTTTAAAGTTAAATCAGCACTTAAGTTGTGTCCTTAGTAGGAAAAAGTAGGAAGTTAACTACTCCGTAATCCAA
1 M 1 " 1 M 1 M 1 " 1 . 1 M 1 M 1 " 1 X 1 M 1 M 1 . 1

T 4 T T T T T T T T T T T 4 T T T T T 4 T T T T T 4 T
TGAACTTACAATCGATAATTTTGGAAAATCCTTCCTTATCGGTCGATTTTGGTTTACTCTAAAAATTTCAATTTAGTCGTGAATTCAACACAGGAATCATCCTTTTTCATCCTTCAATTGATGAGGCATTAGGTT

I ——————_———— . >

GAGATAATGTGTAACAGTAAGAATGATTTTGTTGTTGTTGAGTATGAGCAAAGTAGCCCCTAAGTGTGTATTAGGGTTCTGTACTTAACTGTTGTGTGATGTGTGCTTTTGTTAGGCATCACTGTGCCCAAGTAT
M 1 M 1 N 1 M 1 M 1 N 1 M 1 N 1 N 1 M 1 N 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
CTCTATTACACATTGTCATTCTTACTAAAACAACAACAACTCATACTCGTTTCATCGGGGATTCACACATAATCCCAAGACATGAATTGACAACACACTACACACGAAAACAATCCGTAGTGACACGGGTTCATA
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TTCATGTTCATTGTAAAGAGGAAAAATACAGATTTCTCTATAATGTCACCACTTATTTCTAATGCCACTTTTCATCTTGTGGAAATGCCATGTTTTGATTCAGTCTTCTGAATTTGAACATTATTCAGGTTATTT

AAGTACAAGTAACATTTCTCCTTTTTATGTCTAAAGAGATATTACAGTGGTGAATAAAGATTACGGTGAAAAGTAGAACACCTTTACGGTACAAAACTAAGTCAGAAGACTTAAACTTGTAATAAGTCCAATAAA

T NN ————>

CCAATTGCTGGGAATATCCTTACTGCTAAAATAAATTCTTAGCATTGGAATTGCTAGGTCAAAGATTATGCATGCTTTTTAAGGGCTTTTGAAATGTATTGCCAGTCTGTGGCCTGCCACCCTCCCTGAACATGC
" 1 " 1 M 1 M 1 " 1 M 1 M 1 M 1 M 1 " 1 M 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
GGTTAACGACCCTTATAGGAATGACGATTTTATTTAAGAATCGTAACCTTAACGATCCAGTTTCTAATACGTACGAAAAATTCCCGAAAACTTTACATAACGGTCAGACACCGGACGGTGGGAGGGACTTGTACG

I ——————_———— . >

CTGGTCTTGCTTAAAATGTATTGCCAAATAGTCCTTGGGAAGTTTATGTTGTCTTTAACAATGTGAAATAGTACTACTATTCACGTTCCTTTTGTCTGACAATTTGATAAGTGAATAATTGTATCCCACCATTCT
1 N 1 N 1 N 1 N 1 M 1 N 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 t T + T t T t

T T
GACCAGAACGAATTTTACATAACGGTTTATCAGGAACCCTTCAAATACAACAGAAATTGTTACACTTTATCATGATGATAAGTGCAAGGAAAACAGACTGTTAAACTATTCACTTATTAACATAGGGTGGTAAGA

____________________________________________________________wwsr __Pg

GTAGTATTGGTTTTTAACATGGAAATTTTAGTCAATACCTGGGCTGAAGTATCAGTGTTTCCAACCTACCTACCCAAAAAAAGGATTCAAGGTTATTCCTCAATCAGTACTGCCATAATATATAAAGCACTTACA

CATCATAACCAAAAATTGTACCTTTAAAATCAGTTATGGACCCGACTTCATAGTCACAAAGGTTGGATGGATGGGTTTTTTTCCTAAGTTCCAATAAGGAGTTAGTCATGACGGTATTATATATTTCGTGAATGT

T NN ————>

GAGATCAATAAGAACAAGTTTAAAAACAAAGAGCATGGACAGGCAGTTTACAGAAATGCCAACAGCCAGTATGAAAAGAGACTGGCTTTTTAAGGTAATGAAATGTAATTTGAGCAGTGACATTACACTGGGTGG

CTCTAGTTATTCTTGTTCAAATTTTTGTTTCTCGTACCTGTCCGTCAAATGTCTTTACGGTTGTCGGTCATACTTTTCTCTGACCGAAAAATTCCATTACTTTACATTAAACTCGTCACTGTAATGTGACCCACC

I ——————_———— . >

GCAAAGATGACTGTCACTCTCGTGGTTTATGTCCCCTTGAGTCAATGGGTAAGGCTGGAATTAAACTGGCAAGTGGAGAAATGACAGCAGCCTCACCTGGAGTCTGTTTTTTTGGGTGGAGCAACAACTGCCATG
N 1 M 1 N 1 M 1 N 1 N 1 N 1 M 1 N 1 N 1 M 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
CGTTTCTACTGACAGTGAGAGCACCAAATACAGGGGAACTCAGTTACCCATTCCGACCTTAATTTGACCGTTCACCTCTTTACTGTCGTCGGAGTGGACCTCAGACAAAAAAACCCACCTCGTTGTTGACGGTAC
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TCCACAGTAATGATGAATGCTTCTCGAGCCACGTCGCTGCCAAGGTCTTCACAGGCATTTCTAAAAATGAAGAATCCTTGACTGCAGACACGCAAGTTAAAAATCACTAATTATGTTCTCGATCCAGGGAATATA

AGGTGTCATTACTACTTACGAAGAGCTCGGTGCAGCGACGGTTCCAGAAGTGTCCGTAAAGATTTTTACTTCTTAGGAACTGACGTCTGTGCGTTCAATTTTTAGTGATTAATACAAGAGCTAGGTCCCTTATAT

T NN ————>

GTTAATAACTTTTGTGTAGACTCCATACTGACCTGCTTCCCCACAATTCATGGAACCCCAGGACACTATTCCTCCCACAAACCACCTCTCTGTTTCACTATCTAGAAACACCAGTGCCCCTCCGCTGTCACCTCT
" 1 " 1 X 1 " 1 . 1 N 1 " 1 M 1 M 1 " 1 M 1 M 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
CAATTATTGAAAACACATCTGAGGTATGACTGGACGAAGGGGTGTTAAGTACCTTGGGGTCCTGTGATAAGGAGGGTGTTTGGTGGAGAGACAAAGTGATAGATCTTTGTGGTCACGGGGAGGCGACAGTGGAGA

I ——————_———— . >

GCAGCTGTCCTTGCCCCCACTTTCTAAGCCAGCACAAAGCATGTTAGCAGTTACACTTCCCCTTGGATAGGGTGGCTTTTCATATGCAGCAGTACATTTTTGATGGTCAACAATCGGTATGTCGACATACATTAG
1 N 1 M 1 M 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
CGTCGACAGGAACGGGGGTGAAAGATTCGGTCGTGTTTCGTACAATCGTCAATGTGAAGGGGAACCTATCCCACCGAAAAGTATACGTCGTCATGTAAAAACTACCAGTTGTTAGCCATACAGCTGTATGTAATC

____________________________________________________________wwsr __Pg

12,555

12,690

12,825

12,960

13,005

13,230

13,365

13,500

13,635

13,770

13,905

14,040

14,175

14,310

14,445

14,580

14,715

14,850



ATTTCTAGCAAGAAAACCCCTTTGGGTTAATCCCCATCCAGATGCAGTTCCAATGTCATCTGTCCTCATAAAGGATTCAGCTTCTTTTCTTGGCAGACAAATAGGCGTGATGTTGCTATTGATTACAACTTTGTT

TAAAGATCGTTCTTTTGGGGAAACCCAATTAGGGGTAGGTCTACGTCAAGGTTACAGTAGACAGGAGTATTTCCTAAGTCGAAGAAAAGAACCGTCTGTTTATCCGCACTACAACGATAACTAATGTTGAAACAA

T NN ————>

ATTCAATTTAATCAGTGCTATGTCATTGTCAAAGCCAGCATCATGAGTATAACCTTCATGTATAAAAACAGCTTCAGACCAGGCTTGTGTATAATGAGGTGATAGTCTTTTCAGGGTGCCCATTCGAATGTCCAG
1 3 1 " 1 M 1 . 1 " 1 M 1 . 1 M 1 " 1 M 1 " 1 M 1 M 1

T 4 T T T T T 4 T T T T T 4 T T T T T 4 T T T T T T T
TAAGTTAAATTAGTCACGATACAGTAACAGTTTCGGTCGTAGTACTCATATTGGAAGTACATATTTTTGTCGAAGTCTGGTCCGAACACATATTACTCCACTATCAGAAAAGTCCCACGGGTAAGCTTACAGGTC

I ——————_———— . >

GGCGGATGCATCATGTTTTTGCTCATAGACGGCATGAGCAGCTGTTAGGACCCAGTTGTCATATAAAAGTGCACCTGCTGCTGTGGTTCCACCTAATATCAGGACTTGCCAAGGAAAATCACCAGGTTTTGCCTT
M 1 N 1 N 1 M 1 M 1 N 1 N 1 M 1 N 1 N 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
CCGCCTACGTAGTACAAAAACGAGTATCTGCCGTACTCGTCGACAATCCTGGGTCAACAGTATATTTTCACGTGGACGACGACACCAAGGTGGATTATAGTCCTGAACGGTTCCTTTTAGTGGTCCAAAACGGAA
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TTGCCCTCCATATATACGCCCTCCTGTTGTGCGGGCTGATAGTCCACAAACTGGAGAAAGAAGCAGATAGGTAGAGAGCCTTTGTAAAAATGTCAATCGTGTTTTTCTTAAATTATGACCGCCTTGAAGTATATA

AACGGGAGGTATATATGCGGGAGGACAACACGCCCGACTATCAGGTGTTTGACCTCTTTCTTCGTCTATCCATCTCTCGGAAACATTTTTACAGTTAGCACAAAAAGAATTTAATACTGGCGGAACTTCATATAT

T NN ————>

TTTGATGTCAACCAAAAATTATATTACATGAATTGGTGGGTGACTACCTATACAGGCAAGTGAGGCTATTTTAAAACATCACAGTTCAAACACCTGATAAAACCTTTTGGTATTTCTTAGCTCCTCAGAAAATGA
" 1 . 1 M 1 " 1 " 1 M 1 " 1 . 1 M 1 " 1 " 1 M 1 " 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
AAACTACAGTTGGTTTTTAATATAATGTACTTAACCACCCACTGATGGATATGTCCGTTCACTCCGATAAAATTTTGTAGTGTCAAGTTTGTGGACTATTTTGGAAAACCATAAAGAATCGAGGAGTCTTTTACT

I ——————_———— . >

GATTAGTGAAAACTGACTTTTAGAAGTTATTTTGTTTTGCTAAAATAATTTGGTCTATAAGATTGGGAAAATTGGCCGGGTGCAGTGTCACACCTGTAATCCCAGCACTTTGGGAGGCTGAGATGGGTGGATCAC
1 N 1 M 1 M 1 N 1 M 1 N 1 N 1 M 1 N 1 N 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
CTAATCACTTTTGACTGAAAATCTTCAATAAAACAAAACGATTTTATTAAACCAGATATTCTAACCCTTTTAACCGGCCCACGTCACAGTGTGGACATTAGGGTCGTGAAACCCTCCGACTCTACCCACCTAGTG
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CTGAGGTCAGGAGTTTGAGACCAGCCTGGCCAACATGGTGAGACCCTGTCTCTACTACATACACAAAAATTAGCCGGGCGTGGTGATGGGCACCTGTAATCCCAGCCACTTGGGAGGCTGAGGCAGGAGAGTTGC

GACTCCAGTCCTCAAACTCTGGTCGGACCGGTTGTACCACTCTGGGACAGAGATGATGTATGTGTTTTTAATCGGCCCGCACCACTACCCGTGGACATTAGGGTCGGTGAACCCTCCGACTCCGTCCTCTCAACG

T NN ————>

TTGAACCTGGGAGGCGGAGGTTGCAGTAAGACAAGTCACACCACTGCACTCTAGCCTGGTAAGAGCAAAACTCCATCTCAAAAAAAAAAGGAGATTAGGAAAATTAACAGGGCAAGCAGGCATTGTCTGAGCAGA

AACTTGGACCCTCCGCCTCCAACGTCATTCTGTTCAGTGTGGTGACGTGAGATCGGACCATTCTCGTTTTGAGGTAGAGTTTTTTTTTTCCTCTAATCCTTTTAATTGTCCCGTTCGTCCGTAACAGACTCGTCT

I ——————_———— . >

TGGACTGGATGATGTGCATAGGAATTAGAAGGATATAACCTTTTCATTGTTTCTGTTTTCCTACTTGTAAAATGGGTATTTATGTAATCCTAGGAAAGCAGGAACTAAAGTCAGTATCAGGATTTGCAAAATTAC
M 1 M 1 N 1 N 1 M 1 N 1 M 1 N 1 N 1 N 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
ACCTGACCTACTACACGTATCCTTAATCTTCCTATATTGGAAAAGTAACAAAGACAAAAGGATGAACATTTTACCCATAAATACATTAGGATCCTTTCGTCCTTGATTTCAGTCATAGTCCTAAACGTTTTAATG
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TTTTACCTTTGAACATACAAATGTTTTAGAAATTAGAATGTTGCAGTTGTGGCTAGGACCCTGTGGATTCCAAAATTTTATTTTTGGTCTAGTTGATTCTTCCAAACTAAGTTTTATTGTATCTTTATTGCAAAT

AAAATGGAAACTTGTATGTTTACAAAATCTTTAATCTTACAACGTCAACACCGATCCTGGGACACCTAAGGTTTTAAAATAAAAACCAGATCAACTAAGAAGGTTTGATTCAAAATAACATAGAAATAACGTTTA

T NN ————>

TAAATACGCCCATTAATGTAGCATATATGTTTGCTGTTGTGGTAGTGTACTTGCATTAATACCTACAGACGTTGTGTTAGCCAAATACAGGTTTAAAAAAACTAATTTGAGCCAAATAACACAAGGGTAATTAAT
" 1 . 1 . 1 " 1 M 1 X 1 " 1 " 1 X 1 M 1 . 1 X 1 " 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
ATTTATGCGGGTAATTACATCGTATATACAAACGACAACACCATCACATGAACGTAATTATGGATGTCTGCAACACAATCGGTTTATGTCCAAATTTTTTTGATTAAACTCGGTTTATTGTGTTCCCATTAATTA

I ——————_———— . >

ATATTACTATCTTTCTGGGTTTTTTTTCTTTTTTTTTTTTTTTTTTTTTTTTTGAGACAGAGTCTCGCTCTGTCACCCAGGTTGGAGTGCAGTGGTACAATCTTGGCTCACTGCAAGCTCTGCCTCCCAGGTTCA
1 N 1 M 1 M 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
TATAATGATAGAAAGACCCAAAAAAAAGAAAAAAAAAAAAAAAAAAAAAAAAACTCTGTCTCAGAGCGAGACAGTGGGTCCAACCTCACGTCACCATGTTAGAACCGAGTGACGTTCGAGACGGAGGGTCCAAGT

____________________________________________________________wwsr __Pg

TGCCATTCTCCTGCCTCAGCCTCCTGAGTAGCTGGGACTACAGGCACACGCCACCACACCTGGCTAATTTTTTGTATTTTTAATAGAGATGGGGTTTCACCGTTTTAGCCAGACTGGTCTTGATCTCCTGACCTC

ACGGTAAGAGGACGGAGTCGGAGGACTCATCGACCCTGATGTCCGTGTGCGGTGGTGTGGACCGATTAAAAAACATAAAAATTATCTCTACCCCAAAGTGGCAAAATCGGTCTGACCAGAACTAGAGGACTGGAG

T NN ————>

ACGATCTGCCCGCCTCAGCCTCCCAAAGTGCTGACTTTTTTTTTCTTTTTCTCTTTTTTTTTGAGACAGAGTCTCGCTCTGTTGCCCAGGCTGGAGTGCAGTGGCGCAATCTTGGCTCACTGCAAGCTCCACCTC
1 M 1 M 1 M 1 M 1 " 1 " 1 . 1 " 1 M 1 X 1 " 1 M 1 M 1

T T T T T T T 4 T T T T T 4 T T T T T 4 T T T T T T T
TGCTAGACGGGCGGAGTCGGAGGGTTTCACGACTGAAAAAAAAAGAAAAAGAGAAAAAAAAACTCTGTCTCAGAGCGAGACAACGGGTCCGACCTCACGTCACCGCGTTAGAACCGAGTGACGTTCGAGGTGGAG

I ——————_———— . >

CCGGGTTCACGCCATTCTCTTGCCTCAGCCTCCCGAGTAGCTGGGACTACAGGCGCCTGCCACCACACCAGGCTAATTTTTTGTATTTTTTTTTTTTTAGTAGAGACGGAGTTTCACCATGTTGGCCAAGATGGT
M 1 M 1 N 1 M 1 N 1 N 1 N 1 N 1 N 1 M 1 N 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

GGCCCAAGTGCGGTAAGAGAACGGAGTCGGAGGGCTCATCGACCCTGATGTCCGCGGACGGTGGTGTGGTCCGATTAAAAAACATAAAAAAAAAAAAATCATCTCTGCCTCAAAGTGGTACAACCGGTTCTACCA

____________________________________________________________wwsr __Pg

CTCGATCTCCTGACCTCGTGATCTTTCCGCCTTGGCCTCCCAAAGTGCTGGGATTACAGGCGTGAGCCACCATGCCTGGCCCTGATTTGTTTTTTTAAATCATTCTACAGAGGGGGAGGTTGCAGTGAGCCGAGA

GAGCTAGAGGACTGGAGCACTAGAAAGGCGGAACCGGAGGGTTTCACGACCCTAATGTCCGCACTCGGTGGTACGGACCGGGACTAAACAAAAAAATTTAGTAAGATGTCTCCCCCTCCAACGTCACTCGGCTCT

T NN ————>

TTGCGCCACTGCACTCCAACCTGGCAAGAGAGCGAGATTCCGTCTCAAAAAATAATAATAATAATTCTACTCAACTATTATCTTTGGAGCCAATTCTGGTTAAAAAAAAAAGTACTATTAAAAGGCAGATTGCAT

AACGCGGTGACGTGAGGTTGGACCGTTCTCTCGCTCTAAGGCAGAGTTTTTTATTATTATTATTAAGATGAGTTGATAATAGAAACCTCGGTTAAGACCAATTTTTTTTTTCATGATAATTTTCCGTCTAACGTA

I ——————_———— . >

TGATGTTTAAAAACTAGATGTTGAAAACAATTGCTTGGGGAAATTATTTGCTTTGGGTTTTAATAGCATTTTAACATAGAATAGTAACTCAACAGAAGAACTTGTGTTTATAAATGTATAAGTTGGTCAAGATAA
1 N 1 M 1 N 1 N 1 M 1 M 1 N 1 N 1 M 1 N 1 N 1 N 1 N 1

T ¥ T ¥ T ¥ T ¥ T ¥ T ¥ T ¥ T ¥ T ¥ T ¥ T ¥ T ¥ T ¥ T
ACTACAAATTTTTGATCTACAACTTTTGTTAACGAACCCCTTTAATAAACGAAACCCAAAATTATCGTAAAATTGTATCTTATCATTGAGTTGTCTTCTTGAACACAAATATTTACATATTCAACCAGTTCTATT

____________________________________________________________wwsr __Pg

TTTTTAAAATCTTTTTTTTTTTTTTTTTTTTTTTGGATATGGAATTTCACTACTGTTGCCCAGGCTAGAGTATAATGGTGCGATCTGGGCTCACCGCAACCTCCACCACCTGGGTTCAAGCAATTCTGCCTCAGC

AAAAATTTTAGAAAAAAAAAAAAAAAAAAAAAAACCTATACCTTAAAGTGATGACAACGGGTCCGATCTCATATTACCACGCTAGACCCGAGTGGCGTTGGAGGTGGTGGACCCAAGTTCGTTAAGACGGAGTCG

T NN ————>

14,985

15,120

15,255

15,390

15,525

15,660

15,795

15,930

16,065

16,200

16,335

16,470

16,605

16,740

16,875

17,010

17,145

17,280

17,415



CGCTCGAGTAGCTGGGATTACAGGCATGTACCACCACACCCGGCTAATTTTGTATTTTTATTAGAGACGGGGTTTCTCCATGCTGGTCAGGCTGGCCTCAGGTGACCCACCTGCCTCGGCCTCCCAAAGTGCTGG

17,550
GCGAGCTCATCGACCCTAATGTCCGTACATGGTGGTGTGGGCCGATTAAAACATAAAAATAATCTCTGCCCCAAAGAGGTACGACCAGTCCGACCGGAGTCCACTGGGTGGACGGAGCCGGAGGGTTTCACGACC
GATTACAGGCGTGAGCCACACCTGGCCTAAAAATCATTTAATTTTTTATGCTTGCCTAGTTATAAGGTCAAAGAGAATCAAATGACTGATGCAGTCAGCACCTAACAACCTCTGTATATGGGAAGGGGGTAATGA

+ t + t + } + t + t + } + t + t + } + t + t + } + t + 17,685
CTAATGTCCGCACTCGGTGTGGACCGGATTTTTAGTAAATTAAAAAATACGAACGGATCAATATTCCAGTTTCTCTTAGTTTACTGACTACGTCAGTCGTGGATTGTTGGAGACATATACCCTTCCCCCATTACT
GAACATACTATTTGGAAATAATAACAGCCTAAGAGCCAAGTGCTGAAGTTACATTTCTGCCTACCACAGCTAAAGCTCTCCTCACTGTCTCCTACCCAGTCCTCCTTTCCATCAATTACCAGTCTCTTGTATAAA
L " L i L " L " L i L " L " L i L " L " L i L " L " L

17,820

T ¥ T ¥ T ¥ T ¥ T ¥ T ¥ T ¥ T ¥ T ¥ T ¥ T ¥ T ¥ T ¥ T
CTTGTATGATAAACCTTTATTATTGTCGGATTCTCGGTTCACGACTTCAATGTAAAGACGGATGGTGTCGATTTCGAGAGGAGTGACAGAGGATGGGTCAGGAGGAAAGGTAGTTAATGGTCAGAGAACATATTT

____________________________________________________________wwsr __Pg

TGTATCCATTACCAGGCTCACAGACTGGGAGTGATTTTTCTCCTTTGGAGCTCGTCCAGAATCCATCAGCCTCACACACATATTTACCTGCAAATCATTGGAAAAGCAAAAATGTTTAACTGCATGTATAAGATG
+ + + + + + + + 17,955
ACATAGGTAATGGTCCGAGTGTCTGACCCTCACTAAAAAGAGGAAACCTCGAGCAGGTCTTAGGTAGTCGGAGTGTGTGTATAAATGGACGTTTAGTAACCTTTTCGTTTTTACAAATTGACGTACATATTCTAC

T NN ————>

GTTGTCATTTGCTTGAATACCCCCTTGAAAAATGTTGATTCTTGAGCATCAGTGGGACATAGAGGTGTCTGAAGAACCATTTTACATGATTTCATAAATAGGAGGTCTCTGCATTACCATGTTTGCTTGCAAAGT
1 M 1 M 1 . 1 M 1 M 1 " 1 M 1 " 1 " 1 . 1 " 1 " 1 M 1

{ + } + } + { + } + } + { + } + } + { + } + } + { + } 18,090
CAACAGTAAACGAACTTATGGGGGAACTTTTTACAACTAAGAACTCGTAGTCACCCTGTATCTCCACAGACTTCTTGGTAAAATGTACTAAAGTATTTATCCTCCAGAGACGTAATGGTACAAACGAACGTTTCA

I ——————_———— . >

GGAAACCTTTTAGATGTGTAACTTGAATATGTATCAAGATCTCAAGTGCTTAATGATAAGGTGTTGACTTGTTAAATTAAACCATTTGGAATACA 3
i L " L " L i L " L " L i L " L " L ]

+ { + t $ } + { + t $ } + { + t $ } | 18,185
CCTTTGGAAAATCTACACATTGAACTTATACATAGTTCTAGAGTTCACGAATTACTATTCCACAACTGAACAATTTAATTTGGTAAACCTTATGT 5




Feature

TARDBP

/note

TARDBP-205

/note

TARDBP-236

/note
TARDBP-237

/note

TARDBP-235

/note

TARDBP-203

/note

TARDBP-201

/note
TARDBP-204

/note

TARDBP-207

/note

TARDBP-219

/note

TARDBP-221

/note

TARDBP-231

/note

TARDBP-206

/note

TARDBP-202

/note

TARDBP-222

/note
TARDBP-232

/note

TARDBP-222

F 6 segments

/note
/translation

TARDBP-202

¥ 6 segments

/note
/translation

TARDBP-232

b 6 segments

/note
/translation

TARDBP-235

b 6 segments

/note
/translation

TARDBP-238

F 6 segments

/note
/translation

TARDBP-238

/note

TARDBP-201

F 5 segments

/note
/translation

Location Size

o
#

Type
1 .. 18,185 18,185 bp o == gene
= gene ENSG00000120948
Protein coding

1 .. 8146 8146 bp o -+ prim_transcript

= primary transcript ENST00000473118
81 .. 11,266 11,186 bp [m] = prim_transcript

= primary transcript ENST00000639083
82 .. 11,840 11,759 bp =] ke prim_transcript
= primary transcript ENST00000639599
Nonsense mediated decay

279 .. 10,905 10,627 bp o = prim_transcript

= primary transcript ENST00000629725
310 .. 10,515 10,206 bp o -+ prim_transcript

= primary transcript ENST00000439080
Nonsense mediated decay

311 .. 13,149 12,839 bp o = prim_transcript

= primary transcript ENST00000240185

311 .. 9833 9523 bp o b prim_transcript
= primary transcript ENST00000472476
Nonsense mediated decay
311 .. 8246 7936 bp [=] —+ prim_transcript
= primary transcript ENST00000476201
311 .. 6110 5800 bp o - prim_transcript

= primary transcript ENST00000613864
319 .. 18,185 17,867 bp =] —* prim_transcript
= primary transcript ENST00000614757
Nonsense mediated decay

327 .. 9967 9641 bp o o prim_transcript

= primary transcript ENST00000621715
1373 .. 12,676 11,304 bp o —+ prim_transcript

= primary transcript ENST00000473869
Nonsense mediated decay

1373 .. 11,840 10,468 bp o - prim_transcript

= primary transcript ENST00000315091

1385 .. 10,998 9614 bp [u] —+ prim_transcript
= primary transcript ENST00000616545

1385 .. 10,998 9614 bp o e prim_transcript
= primary transcript ENST00000621790

1385 .. 10,984 9600 bp =] —+ Ccps

= 906 bp

= coding sequence ENSP00000484722

= MSEYIRVTEDENDEPIEIPSEDDGTVLLSTVTAQFPGACGLRYRNPVSQCMRGVRLVEGILHAPDAGWGNLVYVVNYPK, DNKRKMDETDASSAVKVKRAVQKTSDLIVLGLPWKTTEQDLKEYFSTFGEVLMVQ,VKKDLKTGH
SKGFGFVRFTEYETQVKVMSQRHMIDGRWCDCKLPNSK,QSQDEPLRSRKVFVGRCTEDMTEDELREFFSQYGDV MDYV FIPKPFRAFAFVTFADDQ, IAQSLCGEDLIIKGISVHISNAEPKHNSNRQLERSGRFGGNP, GILSTCF
BEQ EfMihbHHdRRRE* 34 .2 kDa

1385 .. 10,905 9521bp W —  CDS
= 888 bp

= coding sequence ENSP00000313129

= MSEYIRVTEDENDEPIEIPSEDDGTVLLSTVTAQFPGACGLRYRNPVSQCMRGVRLVEGILHAPDAGWGNLVYVVNYPK, DNKRKMDETDASSAVKVKRAVQKTSDLIVLGLPWKTTEQDLKEYFSTFGEVLMVQ,VKKDLKTGH
SKGFGFVRFTEYETQVKVMSQRHMIDGRWCDCKLPNSK,QSQDEPLRSRKVFVGRCTEDMTEDELREFFSQYGDVMDVFIPKPFRAFAFVTFADDQ,IAQSLCGEDLIIKGISVHISNAEPKHNSNRQLERSGRFG,,VHLISNVYGR
395daYiMd-acids = 33.5 kDa

1385 .. 10,905 9521 bp -] = CDSs

= 915bp

= coding sequence ENSP00000482191

= MSEYIRVTEDENDEPIEIPSEDDGTVLLSTVTAQFPGACGLRYRNPVSQCMRGVRLVEGILHAPDAGWGNLVYVVNYPK,DNKRKMDETDASSAVKVKRAVQKTSDLIVLGLPWKTTEQDLKEYFSTFGEVLMVQ,VKKDLKTGH
SKGFGFVRFTEYETQVKVMSQRHMIDGRWCDCKLPNSK,QSQDEPLRSRKVFVGRCTEDMTEDELREFFSQYGDVMDVFIPKPFRAFAFVTFADDQ,IAQSLCGEDLIIKGISVHISNAEPKHNSNRQLERSGRFGGNPGGFGNQ,,
Yol4 MY SR ET SLKIWVI kD a

1385 .. 10,905 9521 bp m o CcDs

= 897 bp

= coding sequence ENSP00000486989

= MSEYIRVTEDENDEPIEIPSEDDGTVLLSTVTAQFPGACGLRYRNPVSQCMRGVRLVEGILHAPDAGWGNLVYVVNYPK, DNKRKMDETDASSAVKVKRAVQKTSDLIVLGLPWKTTEQDLKEYFSTFGEVLMVQ,VKKDLKTGH
SKGFGFVRFTEYETQVKVMSQRHMIDGRWCDCKLPNSK, QSQDEPLRSRKVFVGRCTEDMTEDELREFFSQYGDVMDV FIPKPFRAFAFVTFADDQ,IAQSLCGEDLIIKGISVHISNAEPKHNSNRQLERSGRFGGNP, VHLISNV
¥GBARHhEYYIME = 33.7 kDa

1385 .. 10,891 9507 bp -] =H CDS

= 810 bp

= coding sequence ENSP00000497327

= MSEYIRVTEDENDEPIEIPSEDDGTVLLSTVTAQFPGACGLRYRNPVSQCMRGVRLVEGILHAPDAGWGNLVYVVNYPK,DNKRKMDETDASSAVKVKRAVQKTSDLIVLGLPWKTTEQDLKEYFSTFGEVLMVQ,VKKDLKTGH
SKGFGFVRFTEYETQVKVMSQRHMIDGRWCDCKLPNSK,QSQDEPLRSRKVFVGRCTEDMTEDELREFFSQYGDVMDVFIPKPFRAFAFVTFADDQ,IAQSLCGEDLIIKGISVH,FISFQMFMEEALH*
269 amino acids = 30.7 kDa

1385 .. 10,891 9507 bp o =" prim_transcript

= primary transcript ENST00000649624
1385 .. 10,311 8927 bp m el CDS

= 1245 bp

= coding sequence ENSP00000240185

= MSEYIRVTEDENDEPIEIPSEDDGTVLLSTVTAQFPGACGLRYRNPVSQCMRGVRLVEGILHAPDAGWGNLVYVVNYPK,DNKRKMDETDASSAVKVKRAVQKTSDLIVLGLPWKTTEQDLKEYFSTFGEVLMVQ,VKKDLKTGH
SKGFGFVRFTEYETQVKVMSQRHMIDGRWCDCKLPNSK, QSQDEPLRSRKVFVGRCTEDMTEDELREFFSQYGDVMDVFIPKPFRAFAFVTFADDQ ,IAQSLCGEDLIIKGISVHISNAEPKHNSNRQLERSGRFGGNPGGFGNQG
GFGNSRGGGAGLGNNQGSNMGGGMNFGAFSINPAMMAAAQAALQSSWGMMGMLASQQNQSGPSGNNQNQGNMQREPNQAFGSGNNSYSGSNSGAAIGWGSASNAGSGSGFNGGFGSSMDSKSSGWGM *
414 amino acids = 44.7 kDa



Feature
TARDBP-236

F 5 segments

/note
/translation

TARDBP-231

¥ 4 segments

/note
/translation

TARDBP-207

b 5 segments

/note
/translation

TARDBP-205

¥ 4 segments

/note
/translation

TARDBP-233

/note

TARDBP-233

b 5 segments

/note
/translation

TARDBP-223

/note

TARDBP-223

b 5 segments

/note
/translation

TARDBP-225
/note
TARDBP-215
/note
TARDBP-226
/note
TARDBP-229
/note
TARDBP-212

/note

TARDBP-212

¥ 4 segments

/note
/translation

TARDBP-220
/note
TARDBP-214
/note
TARDBP-208
/note
TARDBP-217

/note

TARDBP-217

F 2 segments

/note
/translation

TARDBP-228

/note

= 1245 bp

= coding sequence ENSP00000491203

= MSEYIRVTEDENDEPIEIPSEDDGTVLLSTVTAQFPGACGLRYRNPVSQCMRGVRLVEGILHAPDAGWGNLVYVVNYPK,DNKRKMDETDASSAVKVKRAVQKTSDLIVLGLPWKTTEQDLKEYFSTFGEVLMVQ,VKKDLKTGH
SKGFGFVRFTEYETQVKVMSQRHMIDGRWCDCKLPNSK, QSQDEPLRSRKVFVGRCTEDMTEDELREFFSQYGDVMDVFIPKPFRAFAFVTFADDQ ,IAQSLCGEDLIIKGISVHISNAEPKHNSNRQLERSGRFGGNPGGFGNQG
GFGNSRGGGAGLGNNQGSNMGGGMNFGAFSINPAMMAAAQAALQSSWGMMGMLASQQNQSGPSGNNQNQGNMQREPNQAFGSGNNSYSGSNSGAAIGWGSASNAGSGSGFNGGFGSSMDSKSSGWGM *

414 amino acids = 44.7 kDa

= 730 bp

= coding sequence ENSP00000480690

= MSEYIRVTEDENDEPIEIPSEDDGTVLLSTVTAQFPGACGLRYRNPVSQCMRGVRLVEGILHAPDAGWGNLVYVVNYPK,DNKRKMDETDASSAVKVKRAVQKTSDLIVLGLPWKTTEQDLKEYFSTFGEVLMVQ ,VKKDLKTGH
SKGFGFVRFTEYETQVKVMSQRHMIDGRWCDCKLPNSK, IAQSLCGEDLIIKGISVHISNAEPKHNSNRQLERSGRFGGNPGGFGNQGGFGNSRGGGAGLG

243 amino acids = 26.7 kDa

= 827 bp

275 amino acids = 31.4 kDa

= 604 bp

= coding sequence ENSP00000465240
= MSEYIRVTEDENDEPIEIPSEDDGTVLLSTVTAQFPGACGLRYRNPVSQCMRGVRLVEGILHAPDAGWGNLVYVVNYPK,DNKRKMDETDASSAVKVKRAVQKTSDLIVLGLPWKTTEQDLKEYFSTFGEVLMVQ,,VKKDLKTGH

coding sequence ENSP00000466842

= MSEYIRVTEDENDEPIEIPSEDDGTVLLSTVTAQFPGACGLRYRNPVSQCMRGVRLVEGILHAPDAGWGNLVYVVNYPK,GWTWWLTSVIPATREAEAGESLEPGRQRLQRGEIAPLHSSL,DNKRKMDETDASSAVKVKRAVQK
TSDLIVLGLPWKTTEQDLKEYFSTFGEVLMVQ,VKKDLKTGHSKGFGFVRFTEYETQVKVMSQRHMIDGRWCDCKLPNSK, QSQDEPLRSRKVFVGRCTEDMTEDELREFFSQYGDVMDVFIPKPFRAFAFVTF

Location Size

1385

1385

1385

1385

. 10,311 8927 bp

9967 8583 bp

8246 6862 bp

8146 6762 bp

SKGFGFVRFTEYETQVKVMSQRHMIDGRWCDCKLPNSK, QSQDEPLRSRKVFVGRCTED

201 amino acids = 22.8 kDa

= primary transcript ENST00000622057

= 602 bp

= coding sequence ENSP00000481206

= WMRQMLHQQ*K*KEQSRKHPI**CWVSHGKQPNRT*KSILVPLEKFLWCR,SRKILRLVIQRGLALFVLRNMKHK*K*CHSDI**MDDGVTANFLILS,KAKMSL*EAEKCLWGAVQRT*LRMSCGSSSLSTGM*WMSSSPSHSGP
LPLLHLQMIR, LRSLFVERT*SLKESAFIYPMPNLSTIAIDS*KEVEDLV,YNMKPSF
200 codons (14 internal stop codons)

= primary transcript ENST00000617172

= 638 bp

= coding sequence ENSP00000479219
= RQMLHQQ*K*KEQSRKHPI**CWVSHGKQPNRT*KSILVPLEKFLWCR,SRKILRLVIQRGLALFVLRNMKHK*K*CHSDI**MDDGVTANFLILS,KAKMSL*EAEKCLWGAVQRT*LRMSCGSSSLSTGM*WMSSSPSHSGPLPL

4516

4516

4522

4522

. 10,944 6429 bp

. 10,840 6325 bp

. 11,247 6726 bp

. 10,905 6384 bp

LHLQMIR,LRSLFVERT*SLKESAFIYPMPNLSTIAIDS*KEVEDLVVIQ ,FISFQMFMEEALH*K*CC

212 codons (16 internal stop codons)

= primary transcript ENST00000618606

Retained intron

= primary transcript ENST00000611963

Nonsense mediated decay

= primary transcript ENST00000619555

Nonsense mediated decay

= primary transcript ENST00000620632

Nonsense mediated decay

= primary transcript ENST00000610369

= 384 bp

= coding sequence ENSP00000482559
= CKLPNSK,QSQDEPLRSRKVFVGRCTEDMTEDELREFFSQYGDVMDVFIPKPFRAFAFVTFADDQ,IAQSLCGEDLIIKGISVHISNAEPKHNSNRQLERSGRFGGNP,,GILSTCFLIQEFVITHHRPRL*

127 amino acids = 14.5 kDa

= primary transcript ENST00000614494

Nonsense mediated decay

= primary transcript ENST00000611136

Nonsense mediated decay

= primary transcript ENST00000477447

Nonsense mediated decay

= primary transcript ENST00000612542

= 184 bp

= coding sequence ENSP00000478249

4535

4623

6437

6437

6510

6510

8090

8163

8244

9801

9801

6843 2309 bp
. 11,850 7228 bp
. 11,841 5405 bp
. 11,700 5264 bp
. 11,700 5191 bp
. 10,984 4475 bp

. 11,840 3751 bp
. 18,087 9925 bp
. 12,864 4621 bp
. 18,183 8383 bp
. 12,843 3043 bp

= RGLDH*RNQRSYIQCRT*AQ*Q*TVRKKWKIWW*SS, TCTITQQQ*HGNT*NGTRGPPKTKL

61 codons (7 internal stop codons)

= primary transcript ENST00000620505

Nonsense mediated decay

Donor Template WT -> SNV

Protospacer Sequence

9965

10,038
10,056

. 12,878 2914 bp
. 10,137 100 bp
. 10,075 20 bp

a
=]

[m]

[m]

[m]

=

-

=

=

=

Type
CDS

CDS

CDSs

CcDs

prim_transcript

CcDs

prim_transcript

CcDs

prim_transcript

prim_transcript

prim_transcript

prim_transcript

prim_transcript

CcDs

prim_transcript

prim_transcript

prim_transcript

prim_transcript

CDS

prim_transcript

misc_feature

misc_feature



Feature

SNV

/note

PAM
TARDBP-230

/note

TARDBP-213

/note

TARDBP-218

/note

TARDBP-234

/note

TARDBP-210

/note

TARDBP-224

/note

TARDBP-209

/note

TARDBP-227

/note

MASP2

/note

MASP2-201

/note

TARDBP-211

/note

TARDBP-216

/note

WT =A
SNV =G

primary transcript ENST00000621573
Nonsense mediated decay

primary transcript ENST00000611008

primary transcript ENST00000613177

primary transcript ENST00000622108
Nonsense mediated decay

primary transcript ENST00000496840
Nonsense mediated decay

primary transcript ENST00000617757

primary transcript ENST00000480464

primary transcript ENST00000620028

gene ENSG00000009724
Protein coding

primary transcript ENST00000400897
Protein coding

primary transcript ENST00000607145

primary transcript ENST00000612387

Location
10,075 .. 10,075
10,076 .. 10,078
10,205 .. 11,930
10,475 .. 13,149
10,702 .. 12,860
10,855 .. 18,154
10,855 .. 13,396
10,980 .. 11,809
11,586 .. 13,149
12,450 .. 18,182
14,180 .. 34,896
14,180 .. 34,896
17,316 .. 18,185
17,415 .. 18,185

Size

1 bp

3 bp
1726 bp

2675 bp

2159 bp

7300 bp

2542 bp

830 bp

1564 bp

5733 bp

20,717 bp

20,717 bp

870 bp

771 bp

Type

variation

misc_feature

prim_transcript

prim_transcript

prim_transcript

prim_transcript

prim_transcript

prim_transcript

prim_transcript

prim_transcript

gene

prim_transcript

prim_transcript

prim_transcript



Tm Date Added

1

Primer Length (=) Binding Sites

PCR Forward 25-mer 9588 .. 9612 - 60°C Apr 22, 2022
/sequence = ATCGACTGAAATATCACTGCTGCTG
44% GC / 7641.0 Da
Sanger Sequencing Primer 20-mer 9928 .. 9947 - 53°C Apr 22, 2022
/sequence = GGATTTGGTAATAGCAGAGG
45% GC / 6261.2 Da
Donor Template WT -> SNV 100-mer (] 10,038 .. 10,137 — 81°C Apr 22, 2022
/sequence = GCCTTGGTTTTGGTTATTACCCGATGGGCCTGACTGGTTCTGCTGGCTGGCTAACATGCCCACCATACCCCAACTGCTCTGTAGTGCTGCCTGGGCGGCA
58% GC / 30,733.9 Da
gRNA Protospacer 20-mer 10,056 .. 10,075 - 57°C Apr 22, 2022
/sequence = ACAGAGCAGTTGGGGTATGA
50% GC / 6246.1 Da
PCR Reverse 25-mer 10,553 .. 10,577 — 59°C Apr 22, 2022
/sequence = TAGTGTGTTGGTTTACCAATCAGGC

44% GC / 7703.1 Da



