(4370 .. 4389) gRNA Protospacer
(4242 .. 4261) Sanger Sequencing

Donor Template WT -> SNV (4352 .. 4451)

(4151 .. 4175) PCR Forward\\ PCR Reverse (5042 .. 5066)
2500 5000 7500 10,000 12,500
[ CACNATA-201 >

CACNA1A-201

Donor Template WT -> SNV

Protospacer Sequence

SNV

INK2]J00034_CACNA1A_R583Q_B02_AB
14,978 bp



CCTACCCTCAGCAAGCCTAACCTCCTCTCTGTTTCCTCCTTCTCCCTTCTAGACTATGCAGAATTCATTTTCTTAGGACTCTTTA

GGATGGGAGTCGTTCGGATTGGAGGAGAGACAAAGGAGGAAGAGGGAAGATCTGATACGTCTTAAGTAAAAGAATCCTGAGAAAT

Y =

| CACNA1A-201 >

520 L L 525 L L L

Y A E F 1 F L G L F
ENSE00001247106 >

CACNA1A-201

TGTCCGAAATGTTTATAAAAATGTACGGGCTTGGGACGCGGCCTTACTTCCACTCTTCCTTCAACTGCTTTGACTGTGGGGTAAG

ACAGGCTTTACAAATATTTTTACATGCCCGAACCCTGCGCCGGAATGAAGGTGAGAAGGAAGTTGACGAAACTGACACCCCATTC

ISSSSS—————SSSSSSSS—-—DOSS——S—S—S—————_—_————— >

CACNATA-201 >
sso ., , ., ., 53 ., , ., ., 540 ., ., . ., 545 , ., , ., 550 , ., ., , 555
M S E M F 1 K M Y G L G T R P Y F H S S F N C F D C G
ENSE00001247106 . e >

CACNA1A-201

TGCTCTTGTTTCTAAGAGTTCATTTCTCCAGCTCTTGCCTGGAATGACAGATACCTGGACACATTAAAGGGAGAAAGGTAAAGTC

ACGAGAACAAAGATTCTCAAGTAAAGAGGTCGAGAACGGACCTTACTGTCTATGGACCTGTGTAATTTCCCTCTTTCCATTTCAG

I =

CACNA1A-201 >

CACNA1A-201

ACCCCTGAATATGAGAGACTCAGATGGATGCAGAAGGAATGAGAAAACAATCCCAAACACTGGCAAGGATACAGTGTACCCAGAA

TGGGGACTTATACTCTCTGAGTCTACCTACGTCTTCCTTACTCTTTTGTTAGGGTTTGTGACCGTTCCTATGTCACATGGGTCTT

I =

CACNA1A-201 >

CACNA1A-201

CCCTCAACCACCGCCAGTGGGAGGAAAACGTATAGACCCCCTTTGGAAAGCTAAGTGGGGGACATAAGACAAGTTTTCCAAGTTG

GGGAGTTGGTGGCGGTCACCCTCCTTTTGCATATCTGGGGGAAACCTTTCGATTCACCCCCTGTATTCTGTTCAAAAGGTTCAAC

<. . .

CACNA1A-201 >

CACNA1A-201

GGAGAAAAGCCATGCCTTAGGTGGGTTGCCTGTGTCGCTCCAACTAAGTACCCAACTTCAGGATTACAAACAGGACATCAATATG

CCTCTTTTCGGTACGGAATCCACCCAACGGACACAGCGAGGTTGATTCATGGGTTGAAGTCCTAATGTTTGTCCTGTAGTTATAC

I i >

CACNA1A-201 >

CACNA1A-201

ATTTCTATTTCTTCTTTTCCTTTGTAGCTCAGTCATGTGGAGGTAGATGAAGTATAATTGTTAGATTACAACACCCTGGCATTAT

TAAAGATAAAGAAGAAAAGGAAACATCGAGTCAGTACACCTCCATCTACTTCATATTAACAATCTAATGTTGTGGGACCGTAATA

I =

CACNA1A-201 >

CACNA1A-201

85

255

340

425

510



GGAGCCATTATGGTCCTTTGTTATTTTGTGAATTACTCAGTTAATTAATTTATTTTTTAAATGTGATTAACACCCAGTAACCCAC

CCTCGGTAATACCAGGAAACAATAAAACACTTAATGAGTCAATTAATTAAATAAAAAATTTACACTAATTGTGGGTCATTGGGTG

I i >

CACNA1A-201 >

CACNA1A-201

TAGTCCACACAAAACCTAAGTCCTGGAGAATAATCTACGTCCAATCCTTCTCATCGAACCAGGGCAAAAACTACAAGATGGAGAT

ATCAGGTGTGTTTTGGATTCAGGACCTCTTATTAGATGCAGGTTAGGAAGAGTAGCTTGGTCCCGTTTTTGATGTTCTACCTCTA

I =

CACNA1A-201 >

CACNA1A-201

ATGACCCAGCATTCCATTGCTAGGAATTCATCCTAGAAAATCTCACCCAGATACCTAGGAGACACAGGCCAGAATGTCCCTGCAG

TACTGGGTCGTAAGGTAACGATCCTTAAGTAGGATCTTTTAGAGTGGGTCTATGGATCCTCTGTGTCCGGTCTTACAGGGACGTC

I =

CACNA1A-201 >

CACNA1A-201

CTGGAAGTGAAATTAAGGTTGTTCGCAAATAAGTGGAGAATGCCTGGCCCAGGGCAGCCCTAATCATTTACCATAGTCCTGTTGG

GACCTTCACTTTAATTCCAACAAGCGTTTATTCACCTCTTACGGACCGGGTCCCGTCGGGATTAGTAAATGGTATCAGGACAACC

<. . .

CACNA1A-201 >

CACNA1A-201

TCTCAGAAAGGCTTAATAATTTATTTATTTTTTTTTATTTTTTGTTTTTATTTTTTGTTTTTGAGATGGAGTCTCGTTCTGTCAC

AGAGTCTTTCCGAATTATTAAATAAATAAAAAAAAATAAAAAACAAAAATAAAAAACAAAAACTCTACCTCAGAGCAAGACAGTG

I i >

CACNA1A-201 >

CACNA1A-201

CCAGGCTGGAGTGCGGTGGCGCCATCTCGGCTCACTGCAAGCTCCGCCTCCCAGGTTCACTCCATTCTCCTGCCTCAGCCTCCCG

GGTCCGACCTCACGCCACCGCGGTAGAGCCGAGTGACGTTCGAGGCGGAGGGTCCAAGTGAGGTAAGAGGACGGAGTCGGAGGGC

I =

CACNA1A-201 >

CACNA1A-201

AGTAGCTGGGACTACAGGTGCCCGCCATCATACCTGGCTAATTTTTTGTATTTTTAGTAGAGATGGGGTTTCACCGTGTTAGCCA

TCATCGACCCTGATGTCCACGGGCGGTAGTATGGACCGATTAAAAAACATAAAAATCATCTCTACCCCAAAGTGGCACAATCGGT

I =

CACNA1A-201 >

CACNA1A-201

680

765

850

935

1020

1105

1190



GGATGGTCTTGATCTCCTGACCTCGTGATCCACCCGCCTTGGCCTCCCAAAGTGCTGGGATTACAGGCGTGAGCCACCACACCCA

CCTACCAGAACTAGAGGACTGGAGCACTAGGTGGGCGGAACCGGAGGGTTTCACGACCCTAATGTCCGCACTCGGTGGTGTGGGT

I i >

CACNA1A-201 >

CACNA1A-201

GCCAGCTTAATAATTTATAATAACTGAATGTTGTACTGTTTTCTGCCATTATAGAAAATTATGTTGTTGGAGAAAACAAAATACA

CGGTCGAATTATTAAATATTATTGACTTACAACATGACAAAAGACGGTAATATCTTTTAATACAACAACCTCTTTTGTTTTATGT

I =

CACNA1A-201 >

CACNA1A-201

TACAAACAAGCAAACCTTCCCTACATAAATGACCCAAGTAGTTAAAGAATAAAACCAATTTCTTTCCATTAAAAAGAAAAGAAAG

ATGTTTGTTCGTTTGGAAGGGATGTATTTACTGGGTTCATCAATTTCTTATTTTGGTTAAAGAAAGGTAATTTTTCTTTTCTTTC

I =

CACNA1A-201 >

CACNA1A-201

CCGGGTGTGATGCCTCATGCCTATAGCCTCAGCTATTCAGGAGGCTGAGGCAGCAGAATTGCTTGAGCCCAGGAGTTGAAAACCA

GGCCCACACTACGGAGTACGGATATCGGAGTCGATAAGTCCTCCGACTCCGTCGTCTTAACGAACTCGGGTCCTCAACTTTTGGT

<. . .

CACNA1A-201 >

CACNA1A-201

GCCCAGGCAACATAGCAAGACCCTGTCTCTACAAAAATTAATAATAATTAGCCAGGTGTGGTGGTGCACACCTGTAGCCCCAGCT

CGGGTCCGTTGTATCGTTCTGGGACAGAGATGTTTTTAATTATTATTAATCGGTCCACACCACCACGTGTGGACATCGGGGTCGA

I i >

CACNA1A-201 >

CACNA1A-201

ACTCAGAAGGCTAAGGTGGGAGGATTGCTTGAGCCCAGCAGTTTGAGGCTGCAGTGAGCTATGATCACACCACTGCCCTCCAGCC

TGAGTCTTCCGATTCCACCCTCCTAACGAACTCGGGTCGTCAAACTCCGACGTCACTCGATACTAGTGTGGTGACGGGAGGTCGG

I =

CACNA1A-201 >

CACNA1A-201

TGGACAAGAGAGTGAGACCCCATCTCTAAGAAATAAAAGTAGGCCAGGCACAGTGGCTCACACCTATAATCCCAGCACTTTGAGA

ACCTGTTCTCTCACTCTGGGGTAGAGATTCTTTATTTTCATCCGGTCCGTGTCACCGAGTGTGGATATTAGGGTCGTGAAACTCT

I =

CACNA1A-201 >

CACNA1A-201

1275

1360

1445

1530

1615

1700

1785



GGCGGAGGCAGGTGGATCACCTGAAGTCAGGAGTTCAAGACCAGCCTGGCCAACATGGCGAAACCCCGTCTATACTAAAAAAATA

CCGCCTCCGTCCACCTAGTGGACTTCAGTCCTCAAGTTCTGGTCGGACCGGTTGTACCGCTTTGGGGCAGATATGATTTTTTTAT

I i >

CACNA1A-201 >

CACNA1A-201

CAAAAATTAGCCAGGCGTCGTGGCACATGCCTGTAATCCCAGCTACTTGGGAGGCTGAGGAAGGAGAATCACTTGAACTGGGGAG

GTTTTTAATCGGTCCGCAGCACCGTGTACGGACATTAGGGTCGATGAACCCTCCGACTCCTTCCTCTTAGTGAACTTGACCCCTC

I =

CACNA1A-201 >

CACNA1A-201

GCAGAGGTTGCAGTAAGCTGAGATTGCACCACTGCACTCCAGCCTGGGTGACAGAATGAGACTCCGTCTCAAAAAAAAAAAAAGA

CGTCTCCAACGTCATTCGACTCTAACGTGGTGACGTGAGGTCGGACCCACTGTCTTACTCTGAGGCAGAGTTTTTTTTTTTTTCT

I =

CACNA1A-201 >

CACNA1A-201

AAAATTTTAAAATGTCCTGAGCAACCTTGTTTGTAATAGTTCCAAGTCTCAATATCCGTGTATCCCTTTGCTGTAGAACAGATAA

TTTTAAAATTTTACAGGACTCGTTGGAACAAACATTATCAAGGTTCAGAGTTATAGGCACATAGGGAAACGACATCTTGTCTATT

<. . .

CACNA1A-201 >

CACNA1A-201

ATATTTTGTGGCATATCTATATAATGAAATACTCTGTGACAATCAAAGTCCACCAACAGCAGCCACATGCCCAACAACAGGAATG

TATAAAACACCGTATAGATATATTACTTTATGAGACACTGTTAGTTTCAGGTGGTTGTCGTCGGTGTACGGGTTGTTGTCCTTAC

I i >

CACNA1A-201 >

CACNA1A-201

AATCTCACCCATGTAACATGGCACAGAAGGAGGCAGGAGCTAGCAACGTAAGTCCATACAGTTCATGCAAAGTTCAAGTGGACAA

TTAGAGTGGGTACATTGTACCGTGTCTTCCTCCGTCCTCGATCGTTGCATTCAGGTATGTCAAGTACGTTTCAAGTTCACCTGTT

I =

CACNA1A-201 >

CACNA1A-201

AATTAAACTCTCTCTCTCTCTCTACATATATATATATATATATATATATTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTITITTG

TTAATTTGAGAGAGAGAGAGAGATGTATATATATATATATATATATATAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAC

I =

CACNA1A-201 >

CACNA1A-201

1870

1955

2040

2125

2210

2295

2380



AGACAGAGTCTCACTCTATTGCCCAGGCTGGAGTGCAGTGGCGCAATCTTGGCTCACTACAACCTCCACCTCCCGGGTTCAAGCC

TCTGTCTCAGAGTGAGATAACGGGTCCGACCTCACGTCACCGCGTTAGAACCGAGTGATGTTGGAGGTGGAGGGCCCAAGTTCGG

I i >

CACNA1A-201 >

CACNA1A-201

ATTCTCCCGCCTCAGCCTCCCAAGTAGCTGGGATTAGAGGCATGCACCACCACCCCCGGCTAATTTTGTATTTTTTGTAGAGACC

TAAGAGGGCGGAGTCGGAGGGTTCATCGACCCTAATCTCCGTACGTGGTGGTGGGGGCCGATTAAAACATAAAAAACATCTCTGG

I =

CACNA1A-201 >

CACNA1A-201

GGGATTCAGCAATTTGCCCAGGCTGGTCTCGAAATCCTGATCTCAGGTGATCCACCTGCCCTGGCCTCCCAAAGTGCTGGGATTA

CCCTAAGTCGTTAAACGGGTCCGACCAGAGCTTTAGGACTAGAGTCCACTAGGTGGACGGGACCGGAGGGTTTCACGACCCTAAT

I =

CACNA1A-201 >

CACNA1A-201

CAAGCGTGAGCCACCACGCCCCGCCTTAAACTGTATTTTTTAAGGATGATACTTGAATACGTTAAAAAGGCGAGGACCTTGAAAA

GTTCGCACTCGGTGGTGCGGGGCGGAATTTGACATAAAAAATTCCTACTATGAACTTATGCAATTTTTCCGCTCCTGGAACTTTT

<. . .

CACNA1A-201 >

CACNA1A-201

CACAACGCTCGGTAAAAGAAACCAAACACAAAAGGTCAAGTATTGCATAATTCCATTTGTATGAAATGTCCAGAGCAGGCAAATC

GTGTTGCGAGCCATTTTCTTTGGTTTGTGTTTTCCAGTTCATAACGTATTAAGGTAAACATACTTTACAGGTCTCGTCCGTTTAG

I i >

CACNA1A-201 >

CACNA1A-201

CATAGAGACAGAAAGTAGATTAGTGGTTGCTAGGGTCTGGGTGAGGGAGAGTGGGGAGTAACTGCTCATGGGGACAGGGCCTCCT

GTATCTCTGTCTTTCATCTAATCACCAACGATCCCAGACCCACTCCCTCTCACCCCTCATTGACGAGTACCCCTGTCCCGGAGGA

I =

CACNA1A-201 >

CACNA1A-201

TTGGGGGTGATGAAAATGTTTTGGAACTTGATAGAGGTGATAGTTGCAGAATATTGTGCATGTACCTAAAGGCACTGAATTGTGT

AACCCCCACTACTTTTACAAAACCTTGAACTATCTCCACTATCAACGTCTTATAACACGTACATGGATTTCCGTGACTTAACACA

I =

CACNA1A-201 >

CACNA1A-201

2465

2550

2635

2720

2805

2890

2975



AATTCAAAGTGTGAATTTTATGTTATGTGAATTTCACCTCAGTTTTTTTTAAGGTAAGAAAATGGTTATTACAAAATTCAGGATG

TTAAGTTTCACACTTAAAATACAATACACTTAAAGTGGAGTCAAAAAAAATTCCATTCTTTTACCAATAATGTTTTAAGTCCTAC

I i >

CACNA1A-201 :>

CACNA1A-201

GTAGTTATATCACAGTGTCTCTGGAAACTTCCAGGGTATCCACATGTCCCTTTTTATTTTATTTTATTTTTTATTTTATTTGAGA

CATCAATATAGTGTCACAGAGACCTTTGAAGGTCCCATAGGTGTACAGGGAAAAATAAAATAAAATAAAAAATAAAATAAACTCT

I =

CACNA1A-201 :>

CACNA1A-201

TAGGGTCTTGCTCTGTTGCCCAGGCTAGAGTGCAGTGGCAGGATCATGACCCTCTCCTGTCTCAAATTCCTAGGCTCAAGCTATC

ATCCCAGAACGAGACAACGGGTCCGATCTCACGTCACCGTCCTAGTACTGGGAGAGGACAGAGTTTAAGGATCCGAGTTCGATAG

I =

CACNA1A-201 :>

CACNA1A-201

CTCCCTCCTCAGCCTCCTAAGTAGCTGGGACTATAGGCACATGCCACCATGCTTGACTAATTTTTTTTTTTTTTGTAAAGTCAGG

GAGGGAGGAGTCGGAGGATTCATCGACCCTGATATCCGTGTACGGTGGTACGAACTGATTAAAAAAAAAAAAAACATTTCAGTCC

<. . .

CACNA1A-201 :>

CACNA1A-201

GTTTCCCTGTGTTACCCAGGCTGGTCTTGAACTCCTGGGCTCAAGTGATCTGCCCACCTCGGCCTCCCAAAGTTCCAGAATTACA

CAAAGGGACACAATGGGTCCGACCAGAACTTGAGGACCCGAGTTCACTAGACGGGTGGAGCCGGAGGGTTTCAAGGTCTTAATGT

I i >

CACNA1A-201 :>

CACNA1A-201

GGCATGAGCCACTGCCCTAGCCTTCTCCTAATTGTTGACATAGGTAGTAGTTGCATGACATTCACTTTGTAATTATGTGTTTCAG

CCGTACTCGGTGACGGGATCGGAAGAGGATTAACAACTGTATCCATCATCAACGTACTGTAAGTGAAACATTAATACACAAAGTC

I =

CACNA1A-201 :>

CACNA1A-201

GAATTCTCAGGCCTGTGGGAGCTCTTAATAAATAAAAAAGAGGCCAGGTGTGGTGGCTCACGCCTGTAATCCCAGCACTTTGGGA

CTTAAGAGTCCGGACACCCTCGAGAATTATTTATTTTTTCTCCGGTCCACACCACCGAGTGCGGACATTAGGGTCGTGAAACCCT

I =

CACNA1A-201 :>

CACNA1A-201

3060

3145

3230

3315

3400

3485

3570



GGCCGAGGCAGGCGGATCACGAGGTCAGGAGTTCGAGACTAGCCTGGCCAACACAGTGAAACCCCGTCTCTACTAAAAATACAAA

CCGGCTCCGTCCGCCTAGTGCTCCAGTCCTCAAGCTCTGATCGGACCGGTTGTGTCACTTTGGGGCAGAGATGATTTTTATGTTT

I i >

CACNA1A-201 >

CACNA1A-201

AAATTAGCCGGGCGTGGTGGCGGGTGCCTGTAATCCCAGTTACTTGGGAGGCTGAGGCAGGAGAATCGCTTGAACCTGGGAGGCG

TTTAATCGGCCCGCACCACCGCCCACGGACATTAGGGTCAATGAACCCTCCGACTCCGTCCTCTTAGCGAACTTGGACCCTCCGC

I =

CACNA1A-201 >

CACNA1A-201

GAGGTTGCAGTAAGCTGAGATCGCGCCACTGCACACCAGCCTGGGTGATAAGAGCAAGACTCCATCTCAAAATAAATGAATAAAT

CTCCAACGTCATTCGACTCTAGCGCGGTGACGTGTGGTCGGACCCACTATTCTCGTTCTGAGGTAGAGTTTTATTTACTTATTTA

I =

CACNA1A-201 >

CACNA1A-201

AAAAATAAATAAATAAATAAGAGGCCGGGTGCAGTGGCTCAATGCTTTGGAAAGTGGAGGCCAACAGTTGGAGAGACCAAAGCAG

TTTTTATTTATTTATTTATTCTCCGGCCCACGTCACCGAGTTACGAAACCTTTCACCTCCGGTTGTCAACCTCTCTGGTTTCGTC

<. . .

CACNA1A-201 >

CACNA1A-201

GAGGATGGCTTCAGCCCAGAAGTTTGAGGCCAGCCTGGGCAATACTAGCGAGACACTATCTCTATAAAAATGTTTTAAAATTAGC

CTCCTACCGAAGTCGGGTCTTCAAACTCCGGTCGGACCCGTTATGATCGCTCTGTGATAGAGATATTTTTACAAAATTTTAATCG

I i >

CACNA1A-201 >

CACNA1A-201

CAGATGTGGTGGGGCACACCTGTAATCCCAGCTACTCAAGAGGCTGAGGTGGGAGGATCACTTAAGCCCAGGAGGACAGTGCTGC

GTCTACACCACCCCGTGTGGACATTAGGGTCGATGAGTTCTCCGACTCCACCCTCCTAGTGAATTCGGGTCCTCCTGTCACGACG

I =

CACNA1A-201 >

CACNA1A-201

PCR Forward
IGAATGGATGAATGAG

AGTGAGCTATGATTGCGCCACTGCACTCCAGCCTGGGTGACACAGTGAGACCCGGTCTCTATAGATAAATGAATGGATGAATGAG

TCACTCGATACTAACGCGGTGACGTGAGGTCGGACCCACTGTGTCACTCTGGGCCAGAGATATCTATTTACTTACCTACTTACTC

I =

CACNA1A-201 >

CACNA1A-201

3655

3740

3825

3910

3995

4080

4165



PCR Forward Sanger Sequencing
GGGGTCAAGG |AATGCTTGC

GGGGTCAAGGATCCTCACCCGGCTTCCATTTGGAGGGAGGAGTTTGGTTGAGTTCTTGCAAGGTTGGTACCTAGGAAATGCTTGC

4250
CCCCAGTTCCTAGGAGTGGGCCGAAGGTAAACCTCCCTCCTCAAACCAACTCAAGAACGTTCCAACCATGGATCCTTTACGAACG
CACNA1A-201 >
CACNA1A-201
Sanger Sequencing
CAGTTCTGGAG
CAGTTCTGGAGCCCAGACACTGTCCCTGGACATGAGACCAGGTTCTCTGCCCTAGGTTATCATTGGGAGCATCTTCGAGGTCATC
4335
GTCAAGACCTCGGGTCTGTGACAGGGACCTGTACTCTGGTCCAAGAGACGGGATCCAATAGTAACCCTCGTAGAAGCTCCAGTAG
CACNA1A-201 >
1 1 L 560 1 1 L 565
V 1 1 G S 1 F E V 1
--------------------------------------------- ENSE00001247101 >
CACNA1A-201
gRNA Protospacer
|TCAGCGTGTTACGAGCCCTC
TGGGCTGTCATAAAACCTGGCACATCCTTTGGAATCAGCGTGTTACGAGCCCTCAGGTTATTGCGTATTTTCAAAGTCACAAAGT
4420
ACCCGACAGTATTTTGGACCGTGTAGGAAACCTTAGTCGCACAATGCTCGGGAGTCCAATAACGCATAAAAGTTTCAGTGTTTCA
CACNA1A-201 >
L L L 570 L 1 L 575 L 1 L, 580 1 L L 585 1 L L 590 1 1 L
A V 1 K P G T S F G 1 S V L R A L R L 8 R I F K V T K
ENSE00001247101 - >
CACNA1A-201
Protospacer Sequence ]
PAM
SNV
GACCGTGTAGGAAACCTTAGTCGCACAATG?TCGGGAGTCCAATAACGCATAAAAGTTTCAGTGTTTCA
Donor Template WT -> SNV s
AAGTCTTTGGGGTTCCTGGACATTTGTACAGGGGGTGGGGATGGGGGACATGGTGGGGCCGCCTCCAGAAAGTTGGGAAAGTGAG
4505
TTCAGAAACCCCAAGGACCTGTAAACATGTCCCCCACCCCTACCCCCTGTACCACCCCGGCGGAGGTCTTTCAACCCTTTCACTC
CACNA1A-201 >

CACNA1A-201

TTCAGAAACCCCAAGGACCTGTAAACATGTC'
Donor Template WT -> SNV

CCTCGTGTTTCGAGGGCTGACTCCGGGGCCCTGCCTCCCCCGCCTGGCCTGAGTCCTCGCCTGGCCTCTGTCGGCAGGTACTGGG

IIIIIIIIIIIIIIIIIIIIIIIIIIIIII””I””“”'I””“'H""“"**“‘I%WI' 4590

GGAGCACAAAGCTCCCGACTGAGGCCCCGGGACGGAGGGGGCGGACCGGACTCAGGAGCGGACCGGAGACAGCCGTCCATGACCC

IS —————————">

CACNA1A-201 >

595
Y. W

CACNA1A-201



CATCTCTCAGAAACCTGGTCGTCTCTCTCCTCAACTCCATGAAGTCCATCATCAGCCTGTTGTTTCTCCTTTTCCTGTTCATTGT

GTAGAGAGTCTTTGGACCAGCAGAGAGAGGAGTTGAGGTACTTCAGGTAGTAGTCGGACAACAAAGAGGAAAAGGACAAGTAACA

I i >

CACNA1A-201 >

L L . 600, L L . 605 L L . 610 L L 615 L L . 620 L L L 625

A S L R N L \ \ S L L N S M K S 1 1 S L L F L L F L F 1 \
ENSE00001697204 :>

CACNA1A-201

CGTCTTCGCCCTTTTGGGAATGCAACTCTTCGGCGGCCAGTAAGTCCTTCACAGGAATTCCAACTCCTGGTTCCCTGGGGTCAGG

GCAGAAGCGGGAAAACCCTTACGTTGAGAAGCCGCCGGTCATTCAGGAAGTGTCCTTAAGGTTGAGGACCAAGGGACCCCAGTCC

ISSSSS—————SSSSSSSS—-—DOSS——S—S—S—————_—_————— >

CACNATA-201 >
., 830, ., 635 ., .,
v F A L L G M Q L F G G Q
ENSE00001697204 R e e >

CACNA1A-201

CTCAGGGAACACACAGTCCCCTCCACCGTGCAGGCTGCCTTCCTCGTAGCCCAGACACCCATTGCGGTCACCCAAATGGGCAGGG

GAGTCCCTTGTGTGTCAGGGGAGGTGGCACGTCCGACGGAAGGAGCATCGGGTCTGTGGGTAACGCCAGTGGGTTTACCCGTCCC

I =

CACNA1A-201 >

CACNA1A-201

CCCTGGGTACCACTCAGGGTTTCCTGGGGACAGAGATGATGGAGACGTTCGTTTCCTTGGAGATGAGATACTGAGCCACACCCTC

GGGACCCATGGTGAGTCCCAAAGGACCCCTGTCTCTACTACCTCTGCAAGCAAAGGAACCTCTACTCTATGACTCGGTGTGGGAG

I =

CACNA1A-201 >

CACNA1A-201

AGAGCACCCCGGGTGGGGCCAACGTGAAATGTCTGTGTCCTCCCTGCAGGTTTAATTTCGATGAAGGGACTCCTCCCACCAACTT

TCTCGTGGGGCCCACCCCGGTTGCACTTTACAGACACAGGAGGGACGTCCAAATTAAAGCTACTTCCCTGAGGAGGGTGGTTGAA

<. . .

CACNATA-201 >
L 640 ., ., 645 ., ., . 650
F N F D E G T P P T N F
---------------------------------------- ENSE00001247082 >

CACNA1A-201

CGATACTTTTCCAGCAGCAATAATGACGGTGTTTCAGGTACAGCCTCCACCTGGCCCCACGGGCCAACACCTCTCAGTGTCACAG

GCTATGAAAAGGTCGTCGTTATTACTGCCACAAAGTCCATGTCGGAGGTGGACCGGGGTGCCCGGTTGTGGAGAGTCACAGTGTC

CACNA1A-201 >
L L L L 655 L L L 660 L
D T F P A A 1 M T \ F Q
ENSE00001247082 B I I el >

CACNA1A-201

GCCACAAAGTCCATGTCGGAGGTGG|
PCR Reverse

4675

4760

4845

4930

5015

5100



ATGAAAGTGCCTGCTCCACATCCAAGGGGCTTCCCTGAACTCCTCCTTCTCTACCTGGCCTTTTCACACCACTTTGAAACACAGA

TACTTTCACGGACGAGGTGTAGGTTCCCCGAAGGGACTTGAGGAGGAAGAGATGGACCGGAAAAGTGTGGTGAAACTTTGTGTCT

I i >

CACNA1A-201 >

CACNA1A-201

TTTTATGGTTATCATTATTCAATTATGGTGAGGCCAACAGATCAGGAGATGAATGTCATTGGAAAGATAGTTTGTGGCTGGGCAC

AAAATACCAATAGTAATAAGTTAATACCACTCCGGTTGTCTAGTCCTCTACTTACAGTAACCTTTCTATCAAACACCGACCCGTG

I =

CACNA1A-201 >

CACNA1A-201

GGTGGCTCACACCCATAATCCCAGCACTTTGGCCAGGTACGGTGGCTCACACCTGTAATCCCAACGCTTTGGGAAGCCCAGGTGG

CCACCGAGTGTGGGTATTAGGGTCGTGAAACCGGTCCATGCCACCGAGTGTGGACATTAGGGTTGCGAAACCCTTCGGGTCCACC

I =

CACNA1A-201 >

CACNA1A-201

GCGGATCACTTGAGATCAGGAATTCGAGACCAGCCTGGCCAACATGGTGAAACCCCATCTCTACTAAAAATACAAAAATTAGCCG

CGCCTAGTGAACTCTAGTCCTTAAGCTCTGGTCGGACCGGTTGTACCACTTTGGGGTAGAGATGATTTTTATGTTTTTAATCGGC

<. . .

CACNA1A-201 >

CACNA1A-201

GGCGTGGTAGCACATGCCTGTAATCCCAGCTACTCGGGAGATGAGGCACAAGAATTGCTTGAACCTGGGAGGCAGAGGTTGCAGT

CCGCACCATCGTGTACGGACATTAGGGTCGATGAGCCCTCTACTCCGTGTTCTTAACGAACTTGGACCCTCCGTCTCCAACGTCA

I i >

CACNA1A-201 >

CACNA1A-201

GAGCCAAGATCGCGCCACTGCACTCCAGCCTGGGCAACAGAGTGAGACTCCATCTCAAAAAAGAAAAAGAAAAAAAAAACCACTT

CTCGGTTCTAGCGCGGTGACGTGAGGTCGGACCCGTTGTCTCACTCTGAGGTAGAGTTTTTTCTTTTTCTTTTTTTTTTGGTGAA

I =

CACNA1A-201 >

CACNA1A-201

TGGGAGGTCAAGATGGGAGGACTACTTGAGGCCAGGAGTTTGAGACAAGTCTGGGCAACATAGTGAGACTCCGTCTCTGCAAAAA

ACCCTCCAGTTCTACCCTCCTGATGAACTCCGGTCCTCAAACTCTGTTCAGACCCGTTGTATCACTCTGAGGCAGAGACGTTTTT

I =

CACNA1A-201 >

CACNA1A-201

5185

5270

5355

5440

5525

5610

5695



AATAATAATAATAATTAGCTGGGCATGGTGATACATACCTCCTAGCTACTAGGGCAGCTGAAGTGGAAGGATTGCTTGAGCCCAG

TTATTATTATTATTAATCGACCCGTACCACTATGTATGGAGGATCGATGATCCCGTCGACTTCACCTTCCTAACGAACTCGGGTC

I i >

CACNA1A-201 >

CACNA1A-201

GAGGTTGAGGCTGCAGTAAGCTACAATCACACCACTATACTCCAGCCTGGGCGAGAGAGCAAAGCCCTGTCTCAAAAACGAAAAG

CTCCAACTCCGACGTCATTCGATGTTAGTGTGGTGATATGAGGTCGGACCCGCTCTCTCGTTTCGGGACAGAGTTTTTGCTTTTC

I =

CACNA1A-201 >

CACNA1A-201

AAAGTTTGTTATACTCACAGATCCTCAGAGAAGGAGCACACCATGCAGGACCAAGCAGAGAAGCAACAGGGTCAAGCAGGAAGAG

TTTCAAACAATATGAGTGTCTAGGAGTCTCTTCCTCGTGTGGTACGTCCTGGTTCGTCTCTTCGTTGTCCCAGTTCGTCCTTCTC

I =

CACNA1A-201 >

CACNA1A-201

AAGGAAAATGTGGGCAAGAGGCTTGATTGTGGTTTCCATGGGACGGAATGGGTGAGGCAGAGTAAACAGCTCGAGACTGGCTAGT

TTCCTTTTACACCCGTTCTCCGAACTAACACCAAAGGTACCCTGCCTTACCCACTCCGTCTCATTTGTCGAGCTCTGACCGATCA

<. . .

CACNA1A-201 >

CACNA1A-201

TTGGATCATTTCAGTGGGCTCTGGGGCAGAGGAGCTGTTCCTACTTGTCTAGGACCTGGCCTTGGGGTGATTAGGGCAGGTGGAT

AACCTAGTAAAGTCACCCGAGACCCCGTCTCCTCGACAAGGATGAACAGATCCTGGACCGGAACCCCACTAATCCCGTCCACCTA

I i >

CACNA1A-201 >

CACNA1A-201

AGTGCTGGGAAGATAAAGGAGGTGGTTGGGATATGGGCTGGTTGGGATATTGTTTGGTTTGCTTTTAAAAAGCCTGCTCAGGGCT

TCACGACCCTTCTATTTCCTCCACCAACCCTATACCCGACCAACCCTATAACAAACCAAACGAAAATTTTTCGGACGAGTCCCGA

I =

CACNA1A-201 >

CACNA1A-201

AAATTGTTTACTACCTCTAGGGACTGGCTAGTGCTGGACCGGGCAGTCCCTCCAGAGTCAGCAAGACCCCAGATGCATCAGAATA

TTTAACAAATGATGGAGATCCCTGACCGATCACGACCTGGCCCGTCAGGGAGGTCTCAGTCGTTCTGGGGTCTACGTAGTCTTAT

I =

CACNA1A-201 >

CACNA1A-201

5780

5865

5950

6035

6120

6205

6290



AAGAAAATAAAATGCGTGGCCAGGCCAATGAGGTGGTTCATGCCTGTAATCTCAGCACTTTGGGAGACCAAGGCGGGAGGATTGC

TTCTTTTATTTTACGCACCGGTCCGGTTACTCCACCAAGTACGGACATTAGAGTCGTGAAACCCTCTGGTTCCGCCCTCCTAACG

I i >

CACNA1A-201 :>

CACNA1A-201

TTGAGCCCAGGAGTTCAAGGCTGCCGTGAGCTCCAGCCTGCACCACAGAGCAAGGCCCTGTCTCTTAAAAAAAAGGCAGAGAAAA

AACTCGGGTCCTCAAGTTCCGACGGCACTCGAGGTCGGACGTGGTGTCTCGTTCCGGGACAGAGAATTTTTTTTCCGTCTCTTTT

I =

CACNA1A-201 :>

CACNA1A-201

AAAATGGCTAATACACCCATCAAATCTGAAGATACCTTGGTCTCATATTCCAGGGTGATCAACCCAAAGCAACTTCTGCACCCAT

TTTTACCGATTATGTGGGTAGTTTAGACTTCTATGGAACCAGAGTATAAGGTCCCACTAGTTGGGTTTCGTTGAAGACGTGGGTA

I =

CACNA1A-201 :>

CACNA1A-201

GTGGGCGCATTCCCTGAGGCTTGGGACTGGCCCAGCCGGGACCTTCAGAGCATCTTTGGTGGATTCTTTCTCTTTGAGGGACTGA

CACCCGCGTAAGGGACTCCGAACCCTGACCGGGTCGGCCCTGGAAGTCTCGTAGAAACCACCTAAGAAAGAGAAACTCCCTGACT

<. . .

CACNA1A-201 :>

CACNA1A-201

GAGTGTATAGAAAATGTGACTTCACTCTCTCCTTCTCCTGGGGAGGTAGTTTCTAAATGAGACCCCAAGACAGGGAGTTGAAGAG

CTCACATATCTTTTACACTGAAGTGAGAGAGGAAGAGGACCCCTCCATCAAAGATTTACTCTGGGGTTCTGTCCCTCAACTTCTC

I i >

CACNA1A-201 :>

CACNA1A-201

GAAACCTTCCATGAAGGGAAGTTCTGAGCCCCCACATAAGCGATTTTTTTTTTTTTTTTGAGATGGAGTCTCGCTCTGTTGCCCA

CTTTGGAAGGTACTTCCCTTCAAGACTCGGGGGTGTATTCGCTAAAAAAAAAAAAAAAACTCTACCTCAGAGCGAGACAACGGGT

I =

CACNA1A-201 :>

CACNA1A-201

GGCTGGAGTGCGACGGCACGTTCTTGGCTCACTACAACCTCTGCCTCCTGGGTTCAAGCGATTCTCCTGCCTCAGCCTCCCGAGT

CCGACCTCACGCTGCCGTGCAAGAACCGAGTGATGTTGGAGACGGAGGACCCAAGTTCGCTAAGAGGACGGAGTCGGAGGGCTCA

I =

CACNA1A-201 :>

CACNA1A-201

6375

6460

6545

6630

6715

6800

6885



AGCTGAGACTACAGGTGCATACTACCATGCCTGGCTAATTTTTGTATTTTTAGTAGAGACAGGGTTTCACTATGTTGGCCAGGCT

TCGACTCTGATGTCCACGTATGATGGTACGGACCGATTAAAAACATAAAAATCATCTCTGTCCCAAAGTGATACAACCGGTCCGA

I i >

CACNA1A-201 >

CACNA1A-201

GGTCTCGAACTCCTGGCCTCGTGATCTGCCTGCCTCGGCCTCCCAAAGTGCTGGGATTACAGGCATGAGCCACCACACCTGGCCC

CCAGAGCTTGAGGACCGGAGCACTAGACGGACGGAGCCGGAGGGTTTCACGACCCTAATGTCCGTACTCGGTGGTGTGGACCGGG

I =

CACNA1A-201 >

CACNA1A-201

ATAAGCGATTATTAATAGCACTGATCGCTAGTCATGTATCTTTAGCTCAGAGGTTCTCACCCAAGGACAAGTCTGTCCTCCAAGG

TATTCGCTAATAATTATCGTGACTAGCGATCAGTACATAGAAATCGAGTCTCCAAGAGTGGGTTCCTGTTCAGACAGGAGGTTCC

I =

CACNA1A-201 >

CACNA1A-201

ACATGTAGCAATGTCTGCAAGCATTGTTGGTTGTCACAGCTAGGGAGAGGGTGCTACTGGCATCTGGTGGGTGGAGACTAGGAAT

TGTACATCGTTACAGACGTTCGTAACAACCAACAGTGTCGATCCCTCTCCCACGATGACCGTAGACCACCCACCTCTGATCCTTA

<. . .

CACNA1A-201 >

CACNA1A-201

GCTGCTCAATATCCTACAATGCACAGGACAGCCCCAAATAGAATAATCTGGCCCCAAATATCAGCAGTGCTGAGGCTTAGAAACC

CGACGAGTTATAGGATGTTACGTGTCCTGTCGGGGTTTATCTTATTAGACCGGGGTTTATAGTCGTCACGACTCCGAATCTTTGG

I i >

CACNA1A-201 >

CACNA1A-201

CTGTTTTAGCAGATTCATGTTTTTGGAGTTCTTTAACATTTACTTTATCCTCATGGGGATATGGATAGAAGGAAGGAAGTTGGAT

GACAAAATCGTCTAAGTACAAAAACCTCAAGAAATTGTAAATGAAATAGGAGTACCCCTATACCTATCTTCCTTCCTTCAACCTA

I =

CACNA1A-201 >

CACNA1A-201

CTTTTTTAAAGGAGCATGTAGGTGCTGTTTGAATATCCCCTTGGTTCTTTCAGTATGCATCAGCACAACTTGCGTCTGTCAACAC

GAAAAAATTTCCTCGTACATCCACGACAAACTTATAGGGGAACCAAGAAAGTCATACGTAGTCGTGTTGAACGCAGACAGTTGTG

I =

CACNA1A-201 >

CACNA1A-201

6970

7055

7140

7225

7310

7395

7480



CTAATCCTTTGCCTTGGTCTTTCTCTGGTCCCCTGCTCTGCCCCCAAGGAACTGCAGTCCAGCAGTACTGTGAATTTTTTGTGCC

GATTAGGAAACGGAACCAGAAAGAGACCAGGGGACGAGACGGGGGTTCCTTGACGTCAGGTCGTCATGACACTTAAAAAACACGG

I i >

CACNA1A-201 >

CACNA1A-201

ACACCTTAAAAGGAGCAGCCGTTGGTGGATAAATACCCCAGCTCCCTCACCCTCAGGTGGGATGACCCCTAGAGCTCCCCAGCAA

TGTGGAATTTTCCTCGTCGGCAACCACCTATTTATGGGGTCGAGGGAGTGGGAGTCCACCCTACTGGGGATCTCGAGGGGTCGTT

I =

CACNA1A-201 >

CACNA1A-201

GACCAAGCCCCGGTTACCTACAGTGGAAACTCGCTTGATCACATACTGTTTACGTTCCACCCTCTTTTCCCTTTTCTCACTTCTC

CTGGTTCGGGGCCAATGGATGTCACCTTTGAGCGAACTAGTGTATGACAAATGCAAGGTGGGAGAAAAGGGAAAAGAGTGAAGAG

I =

CACNA1A-201 >

CACNA1A-201

CTCTCCCCTACTGGTGCTTCCTGAGATCACCTCCCAGACAAACCACTTGCACCCGAACCCTTGTTCCAGGGTCTGCCTCAGGCAG

GAGAGGGGATGACCACGAAGGACTCTAGTGGAGGGTCTGTTTGGTGAACGTGGGCTTGGGAACAAGGTCCCAGACGGAGTCCGTC

<. . .

CACNA1A-201 >

CACNA1A-201

GGGGACCCCAAACGTGTCCTTGTGCTACATTTGTGCTATCCACGTAGTAGCTTGTTTAATCATCACCATGACCACATGAGGAACA

CCCCTGGGGTTTGCACAGGAACACGATGTAAACACGATAGGTGCATCATCGAACAAATTAGTAGTGGTACTGGTGTACTCCTTGT

I i >

CACNA1A-201 >

CACNA1A-201

CAGGTAAATATTAAAATCCTGTCTTAGTCTGCTCAGGCAGCCATAACAAAATACCACACACTGGGTGGCTTATACAGGAAACATT

GTCCATTTATAATTTTAGGACAGAATCAGACGAGTCCGTCGGTATTGTTTTATGGTGTGTGACCCACCGAATATGTCCTTTGTAA

I =

CACNA1A-201 >

CACNA1A-201

TATTCTCTCATAGTTCTGGAGGCCGGGAAGTCCAAGATCAAAGTGTTAGCAGGGTTAGTTAGTTCCTGGTGAGGGCCCTCTTCCT

ATAAGAGAGTATCAAGACCTCCGGCCCTTCAGGTTCTAGTTTCACAATCGTCCCAATCAATCAAGGACCACTCCCGGGAGAAGGA

I =

CACNA1A-201 >

CACNA1A-201

7565

7650

7735

7820

7905

7990

8075



AGCTTGCAGATAGCCACCTTCTTGCTGTGTCCTCATATGTCAAAGAGAGAGAGAGAGAGTTGTGATGTTTCTTCCTGTTCTTTTT

TCGAACGTCTATCGGTGGAAGAACGACACAGGAGTATACAGTTTCTCTCTCTCTCTCTCAACACTACAAAGAAGGACAAGAAAAA

I i >

CACNA1A-201 :>

CACNA1A-201

TTTTTTTTTTTTTTGAGACAAAAATCTCAAAAAAAAATCTATTTTTTTTTTAGGCAAATCACATTTTTTTGTCACCCAGCCTGGA

AAAAAAAAAAAAAACTCTGTTTTTAGAGTTTTTTTTTAGATAAAAAAAAAATCCGTTTAGTGTAAAAAAACAGTGGGTCGGACCT

I =

CACNA1A-201 :>

CACNA1A-201

GTGCAGTGGCACAATCATAGCTCACTGCAGCCTCAAACTCCTAGGTTCAAACGATCCTCCCACCTCAGCCCCTTGAGTAGCTGGG

CACGTCACCGTGTTAGTATCGAGTGACGTCGGAGTTTGAGGATCCAAGTTTGCTAGGAGGGTGGAGTCGGGGAACTCATCGACCC

I =

CACNA1A-201 :>

CACNA1A-201

ACTACAGATGGGCACCAGCTAATTTTTTTAAATTTTTTGTAAAGATGGGGTCTTGCTATATTGCCCAGGCTAATCTTGAACTCCT

TGATGTCTACCCGTGGTCGATTAAAAAAATTTAAAAAACATTTCTACCCCAGAACGATATAACGGGTCCGATTAGAACTTGAGGA

<. . .

CACNA1A-201 :>

CACNA1A-201

GGGCTCAAGTGATCCTCCCACCTTGGCCTCCCAAAGTGCTGGGATTACAGGCATGAGCCATGGCATGCGGTCTCTTCCTGTTCTT

CCCGAGTTCACTAGGAGGGTGGAACCGGAGGGTTTCACGACCCTAATGTCCGTACTCGGTACCGTACGCCAGAGAAGGACAAGAA

I i >

CACNA1A-201 :>

CACNA1A-201

ATAAGGGCACTAATACCATCATGAAGTCCCCCATGACCTCATCTAACCCTAGTTACCTCTTAAAGGCCCCATCTCCAAATACCAT

TATTCCCGTGATTATGGTAGTACTTCAGGGGGTACTGGAGTAGATTGGGATCAATGGAGAATTTCCGGGGTAGAGGTTTATGGTA

I =

CACNA1A-201 :>

CACNA1A-201

CCCATCATAGGTTAGGGCTTCAACTCATGAATTTGGAGGCGGGCACAATTTAGTCCATAACAAATCCCCTTAATCACATCAAGTA

GGGTAGTATCCAATCCCGAAGTTGAGTACTTAAACCTCCGCCCGTGTTAAATCAGGTATTGTTTAGGGGAATTAGTGTAGTTCAT

I =

CACNA1A-201 :>

CACNA1A-201

8160

8245

8330

8415

8500

8585

8670



AGACAGAGTTACAGGAGGGTCTGTGACTCCTCCAGGGTCCCATTTTCCTAGAAGCCAGGCTAAGAGCCCCACGACGCAGGAACGG

TCTGTCTCAATGTCCTCCCAGACACTGAGGAGGTCCCAGGGTAAAAGGATCTTCGGTCCGATTCTCGGGGTGCTGCGTCCTTGCC

I i >

CACNA1A-201 >

CACNA1A-201

CCCTTTCTACTCGCAAACAAAGAGAAAAGCCAAGGAGAAGCCAACACGGAGTCTGGCTCTGCAAACCGGGCAGGATTGTTAAAGA

GGGAAAGATGAGCGTTTGTTTCTCTTTTCGGTTCCTCTTCGGTTGTGCCTCAGACCGAGACGTTTGGCCCGTCCTAACAATTTCT

I =

CACNA1A-201 >

CACNA1A-201

CCTCCTGGGCTCGGGGATGGGGTGGGCGGATTCCGGCTCCACAGCTGCATCTCCAAGGGGCCCGTGGCTGAGAGGGGGGTTGGCT

GGAGGACCCGAGCCCCTACCCCACCCGCCTAAGGCCGAGGTGTCGACGTAGAGGTTCCCCGGGCACCGACTCTCCCCCCAACCGA

I =

CACNA1A-201 >

CACNA1A-201

GTGTGTTTCTTCCTCCCCTTTCAGATCCTGACGGGCGAAGACTGGAACGAGGTCATGTACGACGGGATCAAGTCTCAGGGGGGCG

CACACAAAGAAGGAGGGGAAAGTCTAGGACTGCCCGCTTCTGACCTTGCTCCAGTACATGCTGCCCTAGTTCAGAGTCCCCCCGC

<. . .

CACNATA-201 >

. . 665 ., ., ., . 670 , ., ., . 675 ., ., . ., 680 .,

I L T G E D W N E V M Y D G I K S Q G G
-------------------- ENSE00000951011 >

CACNA1A-201

TGCAGGGCGGCATGGTGTTCTCCATCTATTTCATTGTACTGACGCTCTTTGGGAACTGTATCCTTCATGGAGAGAGAGAAGGGGA

ACGTCCCGCCGTACCACAAGAGGTAGATAAAGTAACATGACTGCGAGAAACCCTTGACATAGGAAGTACCTCTCTCTCTTCCCCT

I

CACNA1A-201 >
L L, 685 L L L 690 L L L 695 L L L 700
\ Q G G M \ F S 1 Y F 1 \ L T L F G N
ENSEOOOOO951011 BRI R I I >

CACNA1A-201

CAGGCCTGGACCTCTGGCAGAGGAGAGGTTGCAGGGGCTCAAGGGAGGGTACTGAGAGACCCAGATACCCAGGGCCCAAGTGGTG

GTCCGGACCTGGAGACCGTCTCCTCTCCAACGTCCCCGAGTTCCCTCCCATGACTCTCTGGGTCTATGGGTCCCGGGTTCACCAC

I i >

CACNA1A-201 >

CACNA1A-201

TCCCACCAGTGGTTGCTTTTCCTGACTCAGACATTTGCAGACACCCTCCTGAATGTGTTCTTGGCCATCGCTGTGGACAATCTGG

AGGGTGGTCACCAACGAAAAGGACTGAGTCTGTAAACGTCTGTGGGAGGACTTACACAAGAACCGGTAGCGACACCTGTTAGACC

I =

CACNATA-201 >
L L L 705 L L L L 710 L L L L 715
Y T L L N \ F L A 1 A \ D N L
--------------------------------- ENSE00001660630 >

CACNA1A-201

8755

8840

8925

9010

9095

9180

9265



CCAACGCCCAGGAGCTCACCAAGGTGGAGGCGGTGGGAGAATGTTTCTCTGGCAAAGTTACCACCTGCCCATGGCAGATCAGGAC

GGTTGCGGGTCCTCGAGTGGTTCCACCTCCGCCACCCTCTTACAAAGAGACCGTTTCAATGGTGGACGGGTACCGTCTAGTCCTG

I i >

CACNA1A-201 >

L L L 720 L L L
A N A Q E L T K

ENSE00001660630 SIS >

CACNA1A-201

GGGGGTGGGGGTGGGGGTGGGGGTGGGGGTGGGGGCATGGGAACAGGGTTAGAACTTTTGCCGGGGATGCACCATGCAAAGAGAA

CCCCCACCCCCACCCCCACCCCCACCCCCACCCCCGTACCCTTGTCCCAATCTTGAAAACGGCCCCTACGTGGTACGTTTCTCTT

ISSSSS—————SSSSSSSS—-—DOSS——S—S—S—————_—_————— >

CACNA1A-201 >

CACNA1A-201

GGCGCCTCTCCCCCCACTCCCAGAAACAGACTGTCCCTCATCAAGCAAATTCTACAGCCAAGAGGGTGGGAAGGGGGAAGGCAGT

CCGCGGAGAGGGGGGTGAGGGTCTTTGTCTGACAGGGAGTAGTTCGTTTAAGATGTCGGTTCTCCCACCCTTCCCCCTTCCGTCA

IESSS—S—ST—S—SSSSSS.———

CACNA1A-201 >

CACNA1A-201

GAGGTCGCTGCAGGAAACGGATGGCAAACTCAACCAAAAGGCCGTTTACAGGGAGTAAGCAGGGTTTCCAAGGAATGGTGTAGCC

CTCCAGCGACGTCCTTTGCCTACCGTTTGAGTTGGTTTTCCGGCAAATGTCCCTCATTCGTCCCAAAGGTTCCTTACCACATCGG

I TTTTEEEEE———————————. >

CACNA1A-201 >

CACNA1A-201

CCCAGGCTAGTGGATGGGAGAGGGAGTGCTGTTATGGGGACCCAGTCAGAGCTGGGGCCAAGGAAAAAGGGCTGCCACCAGCCCT

GGGTCCGATCACCTACCCTCTCCCTCACGACAATACCCCTGGGTCAGTCTCGACCCCGGTTCCTTTTTCCCGACGGTGGTCGGGA

I

CACNA1A-201 >

CACNA1A-201

GGGACCTTAGAGAACCCAGAACCATGGCAAGGCACAGATGGAGTGGCCAATAAATGTCCCCACCTTCTCTCTTCCTCTGGCTTCC

CCCTGGAATCTCTTGGGTCTTGGTACCGTTCCGTGTCTACCTCACCGGTTATTTACAGGGGTGGAAGAGAGAAGGAGACCGAAGG

ISSSSS—————SSSSSSSS—-—DOSS——S—S—S—————_—_————— >

CACNA1A-201 >

CACNA1A-201

CGCTGGAGCCTCCCCTTAGCCAAACGCAGCATGTTAAGAGCTAGCCTCCGTCCAGCCTAAGCCTCTCCCCAAGGACCCTATTAAG

GCGACCTCGGAGGGGAATCGGTTTGCGTCGTACAATTCTCGATCGGAGGCAGGTCGGATTCGGAGAGGGGTTCCTGGGATAATTC

IESSS—S—ST—S—SSSSSS.———

CACNA1A-201 >

CACNA1A-201

9350

9435

9520

9605

9690

9775

9860



TTAAGATTACATGTAACAGGTACAGGGTCTTCCTCTCAGCCCTGGGGTCTCCCTCAGCATTGCAGCCCCACCTCCAGTGCCTCGA

AATTCTAATGTACATTGTCCATGTCCCAGAAGGAGAGTCGGGACCCCAGAGGGAGTCGTAACGTCGGGGTGGAGGTCACGGAGCT

I i >

CACNA1A-201 >

CACNA1A-201

GGTATTCAGGACATGTTTGTGAAATTGAACCAAACCAAGCAGACGTTGCCAACGCTCCATCTGCCGGCCCTGGCAGGAGGGAGAG

CCATAAGTCCTGTACAAACACTTTAACTTGGTTTGGTTCGTCTGCAACGGTTGCGAGGTAGACGGCCGGGACCGTCCTCCCTCTC

I =

CACNA1A-201 >

CACNA1A-201

AGAGTTTCCCGGCCCCAGCTCCCAGTGGAGGGAAGCGGAAGTCTCTGCCATCCCAAGCACACGGCCACAAGCCTGGCCACTGTGG

TCTCAAAGGGCCGGGGTCGAGGGTCACCTCCCTTCGCCTTCAGAGACGGTAGGGTTCGTGTGCCGGTGTTCGGACCGGTGACACC

I =

CACNA1A-201 >

CACNA1A-201

AGCTGGCTGGCATGGCTGAGCCGAGGGCTGATCCAGCCATGAGCTCATCCAAGTTCCAAGAGTCCATCCTTAGGGGCTGGTGCAG

TCGACCGACCGTACCGACTCGGCTCCCGACTAGGTCGGTACTCGAGTAGGTTCAAGGTTCTCAGGTAGGAATCCCCGACCACGTC

<. . .

CACNA1A-201 >

CACNA1A-201

GAGGGTAGCAGAAGGGGAGGGAGAAAGGCCAGTTCGTTTATCTCCTGGGAGGTGTGGACATTCCTCTCCAGATCCACATTCTTTC

CTCCCATCGTCTTCCCCTCCCTCTTTCCGGTCAAGCAAATAGAGGACCCTCCACACCTGTAAGGAGAGGTCTAGGTGTAAGAAAG

I i >

CACNA1A-201 >

CACNA1A-201

TTTCATTGATCCTACAAGCATTTCTTGGTCATTTAATACGTGTTTTTAATCCTATTCAGTCCTCATGGAAACCTTAGGAGCCAAG

AAAGTAACTAGGATGTTCGTAAAGAACCAGTAAATTATGCACAAAAATTAGGATAAGTCAGGAGTACCTTTGGAATCCTCGGTTC

I =

CACNA1A-201 >

CACNA1A-201

TTCTCTGAGCCCCATTTTACAGATTTCATCATTCAGTAAGCACTTAATGAGCACCTACTGTGTGACCAAGGCCCTGGTCTAGGAC

AAGAGACTCGGGGTAAAATGTCTAAAGTAGTAAGTCATTCGTGAATTACTCGTGGATGACACACTGGTTCCGGGACCAGATCCTG

I =

CACNA1A-201 >

CACNA1A-201

9945

10,030

10,115

10,200

10,285

10,370

10,455



TTAGGGATTAAGCAGTGAACAAAAAAAGGCAAAAATCCCTGCCTCCGTGGAGCAGGGATTCAAGAGGGGAGACAGACAAGAAACA

AATCCCTAATTCGTCACTTGTTTTTTTCCGTTTTTAGGGACGGAGGCACCTCGTCCCTAAGTTCTCCCCTCTGTCTGTTCTTTGT

I i >

CACNA1A-201 >

CACNA1A-201

AGATAAATTTGTAAACATACGTAGCTTGTCAGTTGGTGATAAACACAACAGAGAAAAATTCAGTAGGGAAAGTCAGGGAGAGTTG

TCTATTTAAACATTTGTATGCATCGAACAGTCAACCACTATTTGTGTTGTCTCTTTTTAAGTCATCCCTTTCAGTCCCTCTCAAC

I =

CACNA1A-201 >

CACNA1A-201

GAATTTTAGATGAGATGTGTGTCGCACAGAGAGGTTGAGAGACTTGCCCAAGGCCACACAGCAGTAAGTTGTGGAGCTGGGATTT

CTTAAAATCTACTCTACACACAGCGTGTCTCTCCAACTCTCTGAACGGGTTCCGGTGTGTCGTCATTCAACACCTCGACCCTAAA

I =

CACNA1A-201 >

CACNA1A-201

GAACCCAGGCCGTCTGGGTCTGCAGCTTGTGCTCTTAACTGCTGTGTACCAGTTGCTTGAATTTGGGCATGTTTTATGCTCACTT

CTTGGGTCCGGCAGACCCAGACGTCGAACACGAGAATTGACGACACATGGTCAACGAACTTAAACCCGTACAAAATACGAGTGAA

<. . .

CACNA1A-201 >

CACNA1A-201

GGGAACCTGTGGGAAATGCAGATTCCAGGGCCCAGCACTGGTTCTATAGATTATTTGGGGAGCCTGAGGATCTGCATTTTAGGTG

CCCTTGGACACCCTTTACGTCTAAGGTCCCGGGTCGTGACCAAGATATCTAATAAACCCCTCGGACTCCTAGACGTAAAATCCAC

I i >

CACNA1A-201 >

CACNA1A-201

TTTCTGAGGCAGATGGTCCAGAGACCTAGCTCTGAAAAATGCTGGGAATGGTGCCAGGAGGGGTGGGGGTGGCCCTATGAGAGCA

AAAGACTCCGTCTACCAGGTCTCTGGATCGAGACTTTTTACGACCCTTACCACGGTCCTCCCCACCCCCACCGGGATACTCTCGT

I =

CACNA1A-201 >

CACNA1A-201

GGGTGGCCAGCCAGATCCCATCTCCATGTTGTCTCTGACAGTGTCCTGATCTGACCATTTCCAAGGTGGTAAGGTTGCTCCCCGT

CCCACCGGTCGGTCTAGGGTAGAGGTACAACAGAGACTGTCACAGGACTAGACTGGTAAAGGTTCCACCATTCCAACGAGGGGCA

I =

CACNA1A-201 >

CACNA1A-201

10,540

10,625

10,710

10,795

10,880

10,965

11,050



TCCAGTGATTCGGAGCACAGCGGGAGAGCTGCCTGCAATGGCATGACTTTTCTTATGGGCGGGTTCATTTCTGGCCATTTCTTTC

AGGTCACTAAGCCTCGTGTCGCCCTCTCGACGGACGTTACCGTACTGAAAAGAATACCCGCCCAAGTAAAGACCGGTAAAGAAAG

I i >

CACNA1A-201 >

CACNA1A-201

TCGTTGCCTTTTCTTTGCTTTTTCTTTGTTGGCTTTTCTGTTTTACGAATGAGGCCCTGCATGAAGGCTGAAGAAGGATTTAAAG

AGCAACGGAAAAGAAACGAAAAAGAAACAACCGAAAAGACAAAATGCTTACTCCGGGACGTACTTCCGACTTCTTCCTAAATTTC

I =

CACNA1A-201 >

CACNA1A-201

TCCAAAAACGTCTTTTTCTGTATGTATTTTTAAAACCTCTTCCCCCATTCTCCTCCTCTCTGAACCTAACCACCAGTGAGCAGCA

AGGTTTTTGCAGAAAAAGACATACATAAAAATTTTGGAGAAGGGGGTAAGAGGAGGAGAGACTTGGATTGGTGGTCACTCGTCGT

I =

CACNA1A-201 >

CACNA1A-201

GCACCCTGGGCAGTTGGCTGTAGCCCAAGTGCCCTGCTCTCCTCTCCCCACCGCCTTCCTGTCATGGGGGCTGGGAATATAAATT

CGTGGGACCCGTCAACCGACATCGGGTTCACGGGACGAGAGGAGAGGGGTGGCGGAAGGACAGTACCCCCGACCCTTATATTTAA

<. . .

CACNA1A-201 >

CACNA1A-201

CCTCTCCTCATTCTCCTTCTGGGGGCTGTTGACAGTGCATGGCAGGGGCCATCGGATGCCAGGCTCTTCTGTGTGTGAGGGTAGT

GGAGAGGAGTAAGAGGAAGACCCCCGACAACTGTCACGTACCGTCCCCGGTAGCCTACGGTCCGAGAAGACACACACTCCCATCA

I i >

CACNA1A-201 >

CACNA1A-201

TGGTGTTTTTTGAAAGTTGGTTCAGAGAGTTCACATGGCTCAGAAAGCCTAGTGAGAGGAAAATCTTTGCACTGCTTTCCAGCTC

ACCACAAAAAACTTTCAACCAAGTCTCTCAAGTGTACCGAGTCTTTCGGATCACTCTCCTTTTAGAAACGTGACGAAAGGTCGAG

I =

CACNA1A-201 >

CACNA1A-201

ATTAAGACAGGATGCAGGGGCCAGGCATGGTGGCACATGCCTGGAATCCCAGCACTTTGGGAGGCCGAAATGGGAGGATCATTTG

TAATTCTGTCCTACGTCCCCGGTCCGTACCACCGTGTACGGACCTTAGGGTCGTGAAACCCTCCGGCTTTACCCTCCTAGTAAAC

I =

CACNA1A-201 >

CACNA1A-201

11,135

11,220

11,305

11,390

11,475

11,560

11,645



AGGCCAGAAGTTCAAGACCAGCCTGGGCAACATAGTGAGACCCTGTCTCTACAAAAAAAAAAAAAAAATTAAATGTATACAGGCA

TCCGGTCTTCAAGTTCTGGTCGGACCCGTTGTATCACTCTGGGACAGAGATGTTTTTTTTTTTTTTTTAATTTACATATGTCCGT

I i >

CACNA1A-201 >

CACNA1A-201

TAGTGGCATGCACCTGTAGTCCCAGTTGCTTGGGAGGCTGAGGTGGGAGGATTGCTTGAGCCCAGGAGTTCAAGGTTACAGTGAG

ATCACCGTACGTGGACATCAGGGTCAACGAACCCTCCGACTCCACCCTCCTAACGAACTCGGGTCCTCAAGTTCCAATGTCACTC

I =

CACNA1A-201 >

CACNA1A-201

CTATGATTGTGCCACTGCACTCCAGGCTGGGCAACCAAGGGAGACTCTGTCTCTGAAAACAAACAAAAGAAAAAAAAATAGGCTG

GATACTAACACGGTGACGTGAGGTCCGACCCGTTGGTTCCCTCTGAGACAGAGACTTTTGTTTGTTTTCTTTTTTTTTATCCGAC

I =

CACNA1A-201 >

CACNA1A-201

CAGGAAAGTCTTCATTGTAGGAAGAGAAGGGACATTTTTATTTTTTGTTATCTGGCTGTGTGTTAAAATAGGCTTCATAATGAGT

GTCCTTTCAGAAGTAACATCCTTCTCTTCCCTGTAAAAATAAAAAACAATAGACCGACACACAATTTTATCCGAAGTATTACTCA

<. . .

CACNA1A-201 >

CACNA1A-201

TAGATGTCAAACTTATACACAGAGGGGATAGCAATACACTTAACCAATAGCAGGTACCCATTCCAATTGGGGAGCCTTGGTTCTG

ATCTACAGTTTGAATATGTGTCTCCCCTATCGTTATGTGAATTGGTTATCGTCCATGGGTAAGGTTAACCCCTCGGAACCAAGAC

I i >

CACNA1A-201 >

CACNA1A-201

ATTGGTCGAAATATTTCAAATGTTGCCCCTGGTCAGCAACAGGGTCAGAAGTGAGTCCCCAAGGCCTAGTTCATGTTTTGTGAAC

TAACCAGCTTTATAAAGTTTACAACGGGGACCAGTCGTTGTCCCAGTCTTCACTCAGGGGTTCCGGATCAAGTACAAAACACTTG

I =

CACNA1A-201 >

CACNA1A-201

AAAGATTCCACGTGCCTTTTAGGACGAGCAAGAGGAAGAAGAAGCAGCGAACCAGAAACTTGCCCTACAGAAAGCCAAGGAGGTG

TTTCTAAGGTGCACGGAAAATCCTGCTCGTTCTCCTTCTTCTTCGTCGCTTGGTCTTTGAACGGGATGTCTTTCGGTTCCTCCAC

I =

CACNAIA-201 >
725 ! ! ! ! 730 ! ! ! ! 735 ! ! ! ! 740 ! ! ! ! 745
D E Q E E E E A A N Q K L A L Q K A K E V
------------------ ENSE00000951013 >

CACNA1A-201

11,730

11,815

11,900

11,985

12,070

12,155

12,240



GCAGAAGTGAGTCCTCTGTCCGCGGCCAACATGTCTATAGCTGTGTAAGTGCCCCTAATCCCTGGGATGCTACCCTGGCTCCTGA

CGTCTTCACTCAGGAGACAGGCGCCGGTTGTACAGATATCGACACATTCACGGGGATTAGGGACCCTACGATGGGACCGAGGACT

I i >

CACNA1A-201 >
L L L 750 L L 755 L L 760
A E \ S P L S A A N M S 1 A \
ENSE00000951013 I I R I R >

CACNA1A-201

ACGTCCACACTATCCCAGGCACAGATTTGGGAAGCAGTGGGGGTGGTCCTTGACAGAACTGAGCTTTAGGAAGAGACACTTCTTG

TGCAGGTGTGATAGGGTCCGTGTCTAAACCCTTCGTCACCCCCACCAGGAACTGTCTTGACTCGAAATCCTTCTCTGTGAAGAAC

ISSSSS—————SSSSSSSS—-—DOSS——S—S—S—————_—_————— >

CACNA1A-201 >

CACNA1A-201

TCCTTCCACCCACTTTCACTCAATAAATATTTGGTTAGCAGCTGTTATGTACCCAGCACTGTTCTAACTTCTGGGGATACAGCAT

AGGAAGGTGGGTGAAAGTGAGTTATTTATAAACCAATCGTCGACAATACATGGGTCGTGACAAGATTGAAGACCCCTATGTCGTA

IESSS—S—ST—S—SSSSSS.———

CACNA1A-201 >

CACNA1A-201

TAACAAGGAGGAAAAAAAAAATCCCACCTGTGTGTAGCCATTCTAGCAAGGGAAGGAGTCAATAAATTAGATAAATAAGTAAATT

ATTGTTCCTCCTTTTTTTTTTAGGGTGGACACACATCGGTAAGATCGTTCCCTTCCTCAGTTATTTAATCTATTTATTCATTTAA

I TTTTEEEEE———————————. >

CACNA1A-201 >

CACNA1A-201

ATATATTGTGTTAGAAGGCGATGGAACTACAGAGAAAGTAGGGGAGGGAAATAGCAAATGCTGGGAGTGAAGAGAGTTGTGATTT

TATATAACACAATCTTCCGCTACCTTGATGTCTCTTTCATCCCCTCCCTTTATCGTTTACGACCCTCACTTCTCTCAACACTAAA

I

CACNA1A-201 >

CACNA1A-201

TAAACGAAGTTGTCAGGGAAGGCATCACCTAGAATAGGGGTCCCCAGTCCCGGGGCTGTGGACTGGTACCAGGCCGAGGCCTATT

ATTTGCTTCAACAGTCCCTTCCGTAGTGGATCTTATCCCCAGGGGTCAGGGCCCCGACACCTGACCATGGTCCGGCTCCGGATAA

ISSSSS—————SSSSSSSS—-—DOSS——S—S—S—————_—_————— >

CACNA1A-201 >

CACNA1A-201

AGGAACGGGGCTGCACAGCAGGAGGTGAACAGTGAGCAAGCAAGCATTACCGCCTGAGCTCCACCTGCCGTCAGATCAGCAGGCA

TCCTTGCCCCGACGTGTCGTCCTCCACTTGTCACTCGTTCGTTCGTAATGGCGGACTCGAGGTGGACGGCAGTCTAGTCGTCCGT

IESSS—S—ST—S—SSSSSS.———

CACNA1A-201 >

CACNA1A-201

12,325

12,410

12,495

12,580

12,665

12,750

12,835



GCATTAGATTCTCATAGGAACACAAACACTATTGTGAACGGTGCATCTGAGGGATCTAGGTTGCGTGCTCCTTTTAAGAATCGAA

CGTAATCTAAGAGTATCCTTGTGTTTGTGATAACACTTGCCACGTAGACTCCCTAGATCCAACGCACGAGGAAAATTCTTAGCTT

I i >

CACNA1A-201 >

CACNA1A-201

TGCCTGATGATCTCAGGTGAAACAGTTTCATCCCAAAACCACCCCCCACACCTAGGTCTGTGGAAAAACTGTCTTCCACAAAACT

ACGGACTACTAGAGTCCACTTTGTCAAAGTAGGGTTTTGGTGGGGGGTGTGGATCCAGACACCTTTTTGACAGAAGGTGTTTTGA

I =

CACNA1A-201 >

CACNA1A-201

GGCCCCTGGTGCCAAAAAGGTTGGGGACTGCTCACCTAGAAGGTTACATGGCCTGAAGGAGGTGAGGGAGGAGCCACTGGGGGGC

CCGGGGACCACGGTTTTTCCAACCCCTGACGAGTGGATCTTCCAATGTACCGGACTTCCTCCACTCCCTCCTCGGTGACCCCCCG

I =

CACNA1A-201 >

CACNA1A-201

CTGGGGAAGGGCATCCCAGGCAGAGGGAACAGCATAGGCAATGGCCCTGAGGCAGGAACATGCCTGATGTGAAGGAGGCCTGTGT

GACCCCTTCCCGTAGGGTCCGTCTCCCTTGTCGTATCCGTTACCGGGACTCCGTCCTTGTACGGACTACACTTCCTCCGGACACA

<. . .

CACNA1A-201 >

CACNA1A-201

GACTAGAATCGAATAGTAAGTGTGAGGAGGTGAAGGCAAGGAGGTGACAAGCAGATTACACAGGGCCTTCTGGGTCAGGGGGGAG

CTGATCTTAGCTTATCATTCACACTCCTCCACTTCCGTTCCTCCACTGTTCGTCTAATGTGTCCCGGAAGACCCAGTCCCCCCTC

I i >

CACNA1A-201 >

CACNA1A-201

GACTTGGGCTTTTGCCCCTAGCCAGGTGGGAGCCATGGAGGGTTCTTGAGCAGAGGAGGCTGGGACCTGACTCAGATGCTCACAG

CTGAACCCGAAAACGGGGATCGGTCCACCCTCGGTACCTCCCAAGAACTCGTCTCCTCCGACCCTGGACTGAGTCTACGAGTGTC

I =

CACNA1A-201 >

CACNA1A-201

ACTCCTAGCATTCAGTGGGGAGTAGAGGGTGGAGAGCAGGAGTGGGAGGCTGAGATGTGGGTTGGTTCGCCTGGGTCATCCATCC

TGAGGATCGTAAGTCACCCCTCATCTCCCACCTCTCGTCCTCACCCTCCGACTCTACACCCAACCAAGCGGACCCAGTAGGTAGG

I =

CACNA1A-201 >

CACNA1A-201

12,920

13,005

13,090

13,175

13,260

13,345

13,430



AAGCTACAGTGCCTAGCAATGCTCTAAGTCCTGTGACCATGCCACTGCAGGAAAGAGCAACAGAAGAATCAAAAGCCAGCCAAGT

TTCGATGTCACGGATCGTTACGAGATTCAGGACACTGGTACGGTGACGTCCTTTCTCGTTGTCTTCTTAGTTTTCGGTCGGTTCA

I i >

CACNATA-201 >
L 765 ., 770
K E Q Q K N Q K P A K
----------------------------------------- ENSE00001247059 >

CACNA1A-201

CCGTGTGGGAGCAGCGGACCAGTGAGATGCGAAAGCAGAACTTGCTGGCCAGCCGGGAGGCCCTGTATAACGAAATGGACCCGGA

GGCACACCCTCGTCGCCTGGTCACTCTACGCTTTCGTCTTGAACGACCGGTCGGCCCTCCGGGACATATTGCTTTACCTGGGCCT

ISSSSS—————SSSSSSSS—-—DOSS——S—S—S—————_—_————— >

CACNA1A-201 >

L L L 775 L L . 780 L L L 785 L L L 790 L L L 795 L L . 800

S \2 w E Q R T S E M R K Q N L L A S R E A L Y N E M D P D
ENSE00001247059 >

CACNA1A-201

CGAGCGCTGGAAGGCTGCCTACACGCGGCACCTGCGGCCAGACATGAAGACGCACTTGGACCGGCCGCTGGTGGTGGACCCGCAG

GCTCGCGACCTTCCGACGGATGTGCGCCGTGGACGCCGGTCTGTACTTCTGCGTGAACCTGGCCGGCGACCACCACCTGGGCGTC

I =

CACNA1A-201 >

L L L . 805 L L 810 L L ., 815 L L 820 L L ., 825 L L

E R W K A A Y T R H L R P D M K T H L D R P L \ \ D P Q
ENSE00001247059 >

CACNA1A-201

GAGAACCGCAACAACAACACCAACAAGAGCCGGGCGGCCGAGCCCACCGTGGACCAGCGCCTCGGCCAGCAGCGCGCCGAGGACT

CTCTTGGCGTTGTTGTTGTGGTTGTTCTCGGCCCGCCGGCTCGGGTGGCACCTGGTCGCGGAGCCGGTCGTCGCGCGGCTCCTGA

IESSS—S—ST—S—SSSSSS.———

CACNA1A-201 >

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

E N R N N N T N K S R A A E P T V D Q R L G Q Q R A E D
ENSE00001247059 >

CACNA1A-201

TCCTCAGGAAACAGGCCCGCTACCACGATCGGGCCCGGGACCCCAGCGGCTCGGCGGGCCTGGACGCACGGAGGCCCTGGGCGGG

AGGAGTCCTTTGTCCGGGCGATGGTGCTAGCCCGGGCCCTGGGGTCGCCGAGCCGCCCGGACCTGCGTGCCTCCGGGACCCGCCC

I =

CACNA1A-201 >

L L . 860 L L . 865 L L . 870 L L . 875 L L ., 880 L L . 885

F L R K Q A R Y H D R A R D P S G S A G L D A R R P W A G
ENSE00001247059 >

CACNA1A-201

AAGCCAGGAGGCCGAGCTGAGCCGGGAGGGACCCTACGGCCGCGAGTCGGACCACCACGCCCGGGAGGGCAGCCTGGAGCAACCC

TTCGGTCCTCCGGCTCGACTCGGCCCTCCCTGGGATGCCGGCGCTCAGCCTGGTGGTGCGGGCCCTCCCGTCGGACCTCGTTGGG

I TTTTEEEEE———————————. >

CACNA1A-201 >

L L L 890 L L . 895 L L 900 L L . 905 L L 910 L L
S Q E A E L S R E G P Y G R E S D H H A R E G S L E Q P
ENSE00001247059

CACNA1A-201

13,515

13,600

13,685

13,770

13,855

13,940



GGGTTCTGGGAGGGCGAGGCCGAGCGAGGCAAGGCCGGGGACCCCCACCGGAGGCACGTGCACCGGCAGGGGGGCAGCAGGGAGA

CCCAAGACCCTCCCGCTCCGGCTCGCTCCGTTCCGGCCCCTGGGGGTGGCCTCCGTGCACGTGGCCGTCCCCCCGTCGTCCCTCT

I i >

CACNA1A-201 >

915 L L 920 L L L 925 L L . 930 L L . 935 L L 940

G F W E G E A E R G K A G D P H R R H \ H R Q G G S R E
ENSE00001247059 >

CACNA1A-201

GCCGCAGCGGGTCCCCGCGCACGGGCGCGGACGGGGAGCATCGACGTCATCGCGCGCACCGCAGGCCCGGGGAGGAGGGTCCGGA

CGGCGTCGCCCAGGGGCGCGTGCCCGCGCCTGCCCCTCGTAGCTGCAGTAGCGCGCGTGGCGTCCGGGCCCCTCCTCCCAGGCCT

ISSSSS—————SSSSSSSS—-—DOSS——S—S—S—————_—_————— >

CACNA1A-201 >

L L L 945 L L L 950 L L L 955 L L L 960 L L L 965 L L 970

S R S G S P R T G A D G E H R R H R A H R R P G E E G P E
ENSE00001247059 >

CACNA1A-201

GGACAAGGCGGAGCGGAGGGCGCGGCACCGCGAGGGCAGCCGGCCGGCCCGGGGCGGCGAGGGCGAGGGCGAGGGCCCCGACGGG

CCTGTTCCGCCTCGCCTCCCGCGCCGTGGCGCTCCCGTCGGCCGGCCGGGLCLCLCCGLCLCGLCTCCCGLCTCCCGLCTCCCGGGGETGCCC

I =

CACNA1A-201 >

L L L L 975 L L ., 980 L L L, 985 L L L 990 L L L 995 L L

D K A E R R A R H R E G S R P A R G G E G E G E G P D G
ENSE00001247059 >

CACNA1A-201

GGCGAGCGCAGGAGAAGGCACCGGCATGGCGCTCCAGCCACGTACGAGGGGGACGCGCGGAGGGAGGACAAGGAGCGGAGGCATC

CCGCTCGCGTCCTCTTCCGTGGCCGTACCGCGAGGTCGGTGCATGCTCCCCCTGCGCGCCTCCCTCCTGTTCCTCGCCTCCGTAG

IESSS—S—ST—S—SSSSSS.———

CACNA1A-201 >

. 1000 L L 1005 L L 1010 L L 1015 L L 1020 L L 1025

G E R R R R H R H G A P A T Y E G D A R R E D K E R R H
ENSE00001247059 >

CACNA1A-201

GGAGGAGGAAGTAAGTGGAGGTGACCTCGAATCCGCAGAATGACGGTAACATTAATAATGACAACAGCCAAAGTAGCACGTGCTG

CCTCCTCCTTCATTCACCTCCACTGGAGCTTAGGCGTCTTACTGCCATTGTAATTATTACTGTTGTCGGTTTCATCGTGCACGAC

I =

CACNA1A-201 >

L L . 1030
R R R K

ENSEO00001...

CACNA1A-201

[+

TGTATTTGTTTATAAAAATATATTATAAAATGCTGTATTTGGCCAGGCGCAGTGGCTCACGCCTGTAATCCCAGCACTTTGGGAG

ACATAAACAAATATTTTTATATAATATTTTACGACATAAACCGGTCCGCGTCACCGAGTGCGGACATTAGGGTCGTGAAACCCTC

I TTTTEEEEE———————————. >

CACNA1A-201 >

GCCGAGGCGGATGGATCACGAGGTCAGGAGTTCAAGACCAGCCTGGCCAAGATGGTGAAACCCCACCTCTAATAAAAATACAAAA

CGGCTCCGCCTACCTAGTGCTCCAGTCCTCAAGTTCTGGTCGGACCGGTTCTACCACTTTGGGGTGGAGATTATTTTTATGTTTT

I

CACNA1A-201 >

14,025

14,110

14,195

14,280

14,365

14,450

14,535



ATTAGCCGGGCACGGTGGCAGGCGCCTGTAGCCCCAGCTACTCAGGAGGCTGAGGCAGGAGAATCGCCTGAAAACAGGGGGCGGA

TAATCGGCCCGTGCCACCGTCCGCGGACATCGGGGTCGATGAGTCCTCCGACTCCGTCCTCTTAGCGGACTTTTGTCCCCCGCCT

I i >

CACNA1A-201 :>

GGTTGCAATGAGCCGAGATCACACCACCGCACTCCAGCCTGGGCGACAGAGTGAGACTCTGTCTCAAAAAAAAAAAAAAAGTGCT

CCAACGTTACTCGGCTCTAGTGTGGTGGCGTGAGGTCGGACCCGCTGTCTCACTCTGAGACAGAGTTTTTTTTTTTTTTTCACGA

I =

CACNA1A-201 :>

GTATTTGGCCAGGAGCAGTGGCTCATGCCTGTAATCCCAGCACTTTGAGAGGCCGAGGCGGGCGGATCACTTGAGGTCAGGAGTT

CATAAACCGGTCCTCGTCACCGAGTACGGACATTAGGGTCGTGAAACTCTCCGGCTCCGCCCGCCTAGTGAACTCCAGTCCTCAA

I =

CACNA1A-201 :>

GGAGAACAGGCTGGCCAACATAGTGAAACCCCGTCTCTACTAAAAATACAAAAATTAGTGGTGGTGCCCACCTGTATTCCCACTA

CCTCTTGTCCGACCGGTTGTATCACTTTGGGGCAGAGATGATTTTTATGTTTTTAATCACCACCACGGGTGGACATAAGGGTGAT

<. . .

CACNA1A-201 :>

CTCAGGAGGCTGAGGCGGGAGAATCAGTTGAACCTGGGAGGTGGAGGTAGGTTGCAGTGAGCTGAGATCGTGCCATCACACTCCA

GAGTCCTCCGACTCCGCCCTCTTAGTCAACTTGGACCCTCCACCTCCATCCAACGTCACTCGACTCTAGCACGGTAGTGTGAGGT

I i >

CACNA1A-201 :>
GCCTGGGCAACAGAGCAA 3’
14,978
CGGACCCGTTGTCTCGTT 5"

CACNAIA-201 >

14,620

14,705

14,790

14,875

14,960



Feature

CACNA1A

/note =

CACNA1A-201

/note =
CACNA1A-202

/note =
CACNA1A-214

/note =
CACNA1A-217

/note =
CACNA1A-220

/note =
CACNA1A-224

/note =
CACNA1A-226

/note =
CACNA1A-237

/note =
CACNA1A-239

/note =
CACNA1A-245

/note =
CACNA1A-246

/note =
CACNA1A-252

/note =
CACNA1A-256

/note =
CACNA1A-257

/note =
CACNA1A-259

/note =
CACNA1A-254

/note =

CACNA1A-232

/note =

CACNA1A-221

/note =

CACNA1A-201

F 8 segments =

/codon_start =
/note =
/translation =

Location Size ] +* Type
1 .. 14,978 14,978 bp O

1

gene

gene ENSG00000141837
Protein coding

1 .. 14,978 14,978 bp O —* prim_transcript

primary transcript ENST00000360228
1 .. 14,978 14,978 bp [} -+ prim_transcript

primary transcript ENST00000573710
1 .. 14,978 14,978 bp [} —+ prim_transcript

primary transcript ENST00000635727
1 .. 14,978 14,978 bp [} -+ prim_transcript

primary transcript ENST00000635895
1 .. 14,978 14,978 bp =] — prim_transcript

primary transcript ENST00000636012
1 .. 14,978 14,978 bp [} - prim_transcript

primary transcript ENST00000636389
1 .. 14,978 14,978 bp ] - prim_transcript

primary transcript ENST00000636549
1 .. 14,978 14,978 bp [m] —+ prim_transcript

primary transcript ENST00000637276
1 .. 14,978 14,978 bp (] —+ prim_transcript

primary transcript ENST00000637432
1 .. 14,978 14,978 bp [} = prim_transcript

primary transcript ENST00000637736
1 .. 14,978 14,978 bp [} -+ prim_transcript

primary transcript ENST00000637769
1 .. 14,978 14,978 bp [} —+ prim_transcript

primary transcript ENST00000637927
1 .. 14,978 14,978 bp =] —+ prim_transcript

primary transcript ENST00000638009
1 .. 14,978 14,978 bp [} —+ prim_transcript

primary transcript ENST00000638029
1 .. 14,978 14,978 bp ] —+ prim_transcript

primary transcript ENST00000664864

1 .. 6270 6270 bp [m] —+ prim_transcript
primary transcript ENST00000637966
protein_coding_CDS_not_defined

1 .. 5487 5487 bp =] - prim_transcript
primary transcript ENST00000636974
Retained intron

1 .. 182 182 bp [} —+ prim_transcript

primary transcript ENST00000636022
Retained intron

53 .. 14,290 14,238bp W  —+ cDs
1534 bp

1
coding sequence ENSP00000353362

YAEFIFLGLFMSEMFIKMYGLGTRPYFHSSFNCFDCG, VIIGSIFEVIWAVIKPGTSFGISVLRALRLLRIFKVTK,YWASLRNLVVSLLNSMKSIISL
LFLLFLFIVVFALLGMQLFGGQ,FNFDEGTPPTNFDTFPAAIMTVFQ,ILTGEDWNEVMYDGIKSQGGVQGGMVFSIYFIVLTLFGN, YTLLNVFL

AIAVDNLANAQELTK,DEQEEEEAANQKLALQKAKEVAEVSPLSAANMSIAV,KEQQKNQKPAKSVWEQRTSEMRKQNLLASREALYNEMDP
DERWKAAYTRHLRPDMKTHLDRPLYVDPQENRNNNTNKSRAAEPTVDQRLGQQRAEDFLRKQARYHDRARDPSGSAGLDARRPWAGSQEAE
LSREGPYGRESDHHAREGSLEQPGFWEGEAERGKAGDPHRRHVHRQGGSRESRSGSPRTGADGEHRRHRAHRRPGEEGPEDKAERRARHREG
SRR ARGESERE GPOE6 KRRRRHRHGAPATYEGDARREDKERRHRRR



Feature

CACNA1A-202

F 8 segments

/codon_start =

/note =

/translation =

CACNA1A-214

F 8 segments

/codon_start =

/note =

/translation =

CACNA1A-217

F 8 segments

/codon_start =

/note =

/translation =

CACNA1A-220

F 8 segments

/codon_start =

/note =

/translation =

CACNA1A-224

F 8 segments

/codon_start =

/note =

/translation =

CACNA1A-226
F 8 segments

/codon_start
/note
/translation

Location Size ] = Type
53 .. 14,290 14,238 bp ] -+ CDS

1534 bp

1

coding sequence ENSP00000460092

YAEFIFLGLFMSEMFIKMYGLGTRPYFHSSFNCFDCG, VIIGSIFEVIWAVIKPGTSFGISVLRALRLLRIFKVTK, YWASLRNLVVSLLNSMKSIISL
LFLLFLFIVVFALLGMQLFGGQ,FNFDEGTPPTNFDTFPAAIMTVFQ,ILTGEDWNEVMYDGIKSQGGVQGGMVFSIYFIVLTLFGN, YTLLNVFL

AIAVDNLANAQELTK,DEQEEEEAANQKLALQKAKEVAEVSPLSAANMSIAV, KEQQKNQKPAKSVWEQRTSEMRKQNLLASREALYNEMDP
DERWKAAYTRHLRPDMKTHLDRPLVVDPQENRNNNTNKSRAAEPTVDQRLGQQRAEDFLRKQARYHDRARDPSGSAGLDARRPWAGSQEAE
LSREGPYGRESDHHAREGSLEQPGFWEGEAERGKAGDPHRRHVHRQGGSRESRSGSPRTGADGEHRRHRAHRRPGEEGPEDKAERRARHREG
5 RR ARGAoESEISE GPDE.6 KRRRRHRHGAPATYEGDARREDKERRHRRR

53 .. 14,290 14,238bp W -+ cDs
1534 bp

1

coding sequence ENSP00000490001

YAEFIFLGLFMSEMFIKMYGLGTRPYFHSSFNCFDCG, VIIGSIFEVIWAVIKPGTSFGISVLRALRLLRIFKVTK,YWASLRNLVVSLLNSMKSIISL
LFLLFLFIVVFALLGMQLFGGQ,FNFDEGTPPTNFDTFPAAIMTVFQ,ILTGEDWNEVMYDGIKSQGGVQGGMVFSIYFIVLTLFGN, YTLLNVFL

AIAVDNLANAQELTK,DEQEEEEAANQKLALQKAKEVAEVSPLSAANMSIAV,KEQQKNQKPAKSVWEQRTSEMRKQNLLASREALYNEMDP
DERWKAAYTRHLRPDMKTHLDRPLVVDPQENRNNNTNKSRAAEPTVDQRLGQQRAEDFLRKQARYHDRARDPSGSAGLDARRPWAGSQEAE
LSREGPYGRESDHHAREGSLEQPGFWEGEAERGKAGDPHRRHVHRQGGSRESRSGSPRTGADGEHRRHRAHRRPGEEGPEDKAERRARHREG
SRR ARGAESEGSE GP DS 6 KRRRRHRHGAPATYEGDARREDKERRHRRR

53 .. 14,290 14,238bp W -+  CDS
1534 bp

1

coding sequence ENSP00000490323

YAEFIFLGLFMSEMFIKMYGLGTRPYFHSSFNCFDCG, VIIGSIFEVIWAVIKPGTSFGISVLRALRLLRIFKVTK,YWASLRNLVVSLLNSMKSIISL
LFLLFLFIVVFALLGMQLFGGQ,FNFDEGTPPTNFDTFPAAIMTVFQ,ILTGEDWNEVMYDGIKSQGGVQGGMVFSIYFIVLTLFGN, YTLLNVFL

AIAVDNLANAQELTK,DEQEEEEAANQKLALQKAKEVAEVSPLSAANMSIAV,KEQQKNQKPAKSVWEQRTSEMRKQNLLASREALYNEMDP
DERWKAAYTRHLRPDMKTHLDRPLVVDPQENRNNNTNKSRAAEPTVDQRLGQQRAEDFLRKQARYHDRARDPSGSAGLDARRPWAGSQEAE
LSREGPYGRESDHHAREGSLEQPGFWEGEAERGKAGDPHRRHVHRQGGSRESRSGSPRTGADGEHRRHRAHRRPGEEGPEDKAERRARHREG
SRR ARGSESEGEEGP DS 6 KRRRRHRHGAPATYEGDARREDKERRHRRR

53 .. 14,290 14,238bp B -+ cDs
1534 bp

1
coding sequence ENSP00000490223

YAEFIFLGLFMSEMFIKMYGLGTRPYFHSSFNCFDCG, VIIGSIFEVIWAVIKPGTSFGISVLRALRLLRIFKVTK, YWASLRNLVVSLLNSMKSIISL
LFLLFLFIVVFALLGMQLFGGQ,FNFDEGTPPTNFDTFPAAIMTVFQ,ILTGEDWNEVMYDGIKSQGGVQGGMVFSIYFIVLTLFGN, YTLLNVFL

AIAVDNLANAQELTK,DEQEEEEAANQKLALQKAKEVAEVSPLSAANMSIAV, KEQQKNQKPAKSVWEQRTSEMRKQNLLASREALYNEMDP
DERWKAAYTRHLRPDMKTHLDRPLVVDPQENRNNNTNKSRAAEPTVDQRLGQQRAEDFLRKQARYHDRARDPSGSAGLDARRPWAGSQEAE
LSREGPYGRESDHHAREGSLEQPGFWEGEAERGKAGDPHRRHVHRQGGSRESRSGSPRTGADGEHRRHRAHRRPGEEGPEDKAERRARHREG
SRR ARGRESAEGRE GPOE 6 KRRRRHRHGAPATYEGDARREDKERRHRRR

53 .. 14,290 14,238bp ®W —+  CDS
1534 bp

1
coding sequence ENSP00000489992

YAEFIFLGLFMSEMFIKMYGLGTRPYFHSSFNCFDCG, VIIGSIFEVIWAVIKPGTSFGISVLRALRLLRIFKVTK,YWASLRNLVVSLLNSMKSIISL
LFLLFLFIVVFALLGMQLFGGQ,FNFDEGTPPTNFDTFPAAIMTVFQ,ILTGEDWNEVMYDGIKSQGGVQGGMVFSIYFIVLTLFGN, YTLLNVFL

AIAVDNLANAQELTK,DEQEEEEAANQKLALQKAKEVAEVSPLSAANMSIAV,KEQQKNQKPAKSVWEQRTSEMRKQNLLASREALYNEMDP
DERWKAAYTRHLRPDMKTHLDRPLYVDPQENRNNNTNKSRAAEPTVDQRLGQQRAEDFLRKQARYHDRARDPSGSAGLDARRPWAGSQEAE
LSREGPYGRESDHHAREGSLEQPGFWEGEAERGKAGDPHRRHVHRQGGSRESRSGSPRTGADGEHRRHRAHRRPGEEGPEDKAERRARHREG
SRR ARGESERE GPOE6 KRRRRHRHGAPATYEGDARREDKERRHRRR

53 .. 14,290 14,238 bp =] —+ CDS
1534 bp

1
coding sequence ENSP00000490578

YAEFIFLGLFMSEMFIKMYGLGTRPYFHSSFNCFDCG, VIIGSIFEVIWAVIKPGTSFGISVLRALRLLRIFKVTK, YWASLRNLVVSLLNSMKSIISL
LFLLFLFIVVFALLGMQLFGGQ,FNFDEGTPPTNFDTFPAAIMTVFQ,ILTGEDWNEVMYDGIKSQGGVQGGMVFSIYFIVLTLFGN, YTLLNVFL

AIAVDNLANAQELTK,DEQEEEEAANQKLALQKAKEVAEVSPLSAANMSIAV, KEQQKNQKPAKSVWEQRTSEMRKQNLLASREALYNEMDP
DERWKAAYTRHLRPDMKTHLDRPLVVDPQENRNNNTNKSRAAEPTVDQRLGQQRAEDFLRKQARYHDRARDPSGSAGLDARRPWAGSQEAE
LSREGPYGRESDHHAREGSLEQPGFWEGEAERGKAGDPHRRHVHRQGGSRESRSGSPRTGADGEHRRHRAHRRPGEEGPEDKAERRARHREG
SRR ARGAESAEGE GPOE6 KRRRRHRHGAPATYEGDARREDKERRHRRR



Feature

CACNA1A-237

F 8 segments

/codon_start =

/note =

/translation =

CACNA1A-239

F 8 segments

/codon_start =

/note =

/translation =

CACNA1A-245

F 8 segments

/codon_start =

/note =

/translation =

CACNA1A-246

F 8 segments

/codon_start =

/note =

/translation =

CACNA1A-252

F 8 segments

/codon_start =

/note =

/translation =

CACNA1A-256
F 8 segments

/codon_start
/note
/translation

Location Size ] = Type
53 .. 14,290 14,238 bp ] -+ CDS

1534 bp

1

coding sequence ENSP00000489777

YAEFIFLGLFMSEMFIKMYGLGTRPYFHSSFNCFDCG, VIIGSIFEVIWAVIKPGTSFGISVLRALRLLRIFKVTK, YWASLRNLVVSLLNSMKSIISL
LFLLFLFIVVFALLGMQLFGGQ,FNFDEGTPPTNFDTFPAAIMTVFQ,ILTGEDWNEVMYDGIKSQGGVQGGMVFSIYFIVLTLFGN, YTLLNVFL

AIAVDNLANAQELTK,DEQEEEEAANQKLALQKAKEVAEVSPLSAANMSIAV, KEQQKNQKPAKSVWEQRTSEMRKQNLLASREALYNEMDP
DERWKAAYTRHLRPDMKTHLDRPLVVDPQENRNNNTNKSRAAEPTVDQRLGQQRAEDFLRKQARYHDRARDPSGSAGLDARRPWAGSQEAE
LSREGPYGRESDHHAREGSLEQPGFWEGEAERGKAGDPHRRHVHRQGGSRESRSGSPRTGADGEHRRHRAHRRPGEEGPEDKAERRARHREG
5 RR ARGAoESEISE GPDE.6 KRRRRHRHGAPATYEGDARREDKERRHRRR

53 .. 14,290 14,238bp W -+ cDs
1543 bp

1

coding sequence ENSP00000490617

YAEFIFLGLFMSEMFIKMYGLGTRPYFHSSFNCFDCG, VIIGSIFEVIWAVIKPGTSFGISVLRALRLLRIFKVTK,YWASLRNLVVSLLNSMKSIISL
LFLLFLFIVVFALLGMQLFGGQ,FNFDEGTPPTNFDTFPAAIMTVFQ,ILTGEDWNEVMYDGIKSQGGVQGGMVFSIYFIVLTLFGN, YTLLNVFL

AIAVDNLANAQELTKVEA,DEQEEEEAANQKLALQKAKEVAEVSPLSAANMSIAV,KEQQKNQKPAKSVWEQRTSEMRKQNLLASREALYNE
MDPDERWKAAYTRHLRPDMKTHLDRPLVVDPQENRNNNTNKSRAAEPTVDQRLGQQRAEDFLRKQARYHDRARDPSGSAGLDARRPWAGSQ
EAELSREGPYGRESDHHAREGSLEQPGFWEGEAERGKAGDPHRRHVHRQGGSRESRSGSPRTGADGEHRRHRAHRRPGEEGPEDKAERRARH
BE % SRAARGGEGCEGESBRIGGERRRRHRHGAPATYEGDARREDKERRHRRR

53 .. 14,290 14,238bp W -+  CDS
1534 bp

1

coding sequence ENSP00000489861

YAEFIFLGLFMSEMFIKMYGLGTRPYFHSSFNCFDCG, VIIGSIFEVIWAVIKPGTSFGISVLRALRLLRIFKVTK,YWASLRNLVVSLLNSMKSIISL
LFLLFLFIVVFALLGMQLFGGQ,FNFDEGTPPTNFDTFPAAIMTVFQ,ILTGEDWNEVMYDGIKSQGGVQGGMVFSIYFIVLTLFGN, YTLLNVFL

AIAVDNLANAQELTK,DEQEEEEAANQKLALQKAKEVAEVSPLSAANMSIAV,KEQQKNQKPAKSVWEQRTSEMRKQNLLASREALYNEMDP
DERWKAAYTRHLRPDMKTHLDRPLVVDPQENRNNNTNKSRAAEPTVDQRLGQQRAEDFLRKQARYHDRARDPSGSAGLDARRPWAGSQEAE
LSREGPYGRESDHHAREGSLEQPGFWEGEAERGKAGDPHRRHVHRQGGSRESRSGSPRTGADGEHRRHRAHRRPGEEGPEDKAERRARHREG
SRR ARGSESEGEEGP DS 6 KRRRRHRHGAPATYEGDARREDKERRHRRR

53 .. 14,290 14,238bp B -+ cDs
1534 bp

1
coding sequence ENSP00000489778

YAEFIFLGLFMSEMFIKMYGLGTRPYFHSSFNCFDCG, VIIGSIFEVIWAVIKPGTSFGISVLRALRLLRIFKVTK, YWASLRNLVVSLLNSMKSIISL
LFLLFLFIVVFALLGMQLFGGQ,FNFDEGTPPTNFDTFPAAIMTVFQ,ILTGEDWNEVMYDGIKSQGGVQGGMVFSIYFIVLTLFGN, YTLLNVFL

AIAVDNLANAQELTK,DEQEEEEAANQKLALQKAKEVAEVSPLSAANMSIAV, KEQQKNQKPAKSVWEQRTSEMRKQNLLASREALYNEMDP
DERWKAAYTRHLRPDMKTHLDRPLVVDPQENRNNNTNKSRAAEPTVDQRLGQQRAEDFLRKQARYHDRARDPSGSAGLDARRPWAGSQEAE
LSREGPYGRESDHHAREGSLEQPGFWEGEAERGKAGDPHRRHVHRQGGSRESRSGSPRTGADGEHRRHRAHRRPGEEGPEDKAERRARHREG
SRR ARGRESAEGRE GPOE 6 KRRRRHRHGAPATYEGDARREDKERRHRRR

53 .. 14,290 14,238bp ®W —+  CDS
1534 bp

1
coding sequence ENSP00000489715

YAEFIFLGLFMSEMFIKMYGLGTRPYFHSSFNCFDCG, VIIGSIFEVIWAVIKPGTSFGISVLRALRLLRIFKVTK,YWASLRNLVVSLLNSMKSIISL
LFLLFLFIVVFALLGMQLFGGQ,FNFDEGTPPTNFDTFPAAIMTVFQ,ILTGEDWNEVMYDGIKSQGGVQGGMVFSIYFIVLTLFGN, YTLLNVFL

AIAVDNLANAQELTK,DEQEEEEAANQKLALQKAKEVAEVSPLSAANMSIAV,KEQQKNQKPAKSVWEQRTSEMRKQNLLASREALYNEMDP
DERWKAAYTRHLRPDMKTHLDRPLYVDPQENRNNNTNKSRAAEPTVDQRLGQQRAEDFLRKQARYHDRARDPSGSAGLDARRPWAGSQEAE
LSREGPYGRESDHHAREGSLEQPGFWEGEAERGKAGDPHRRHVHRQGGSRESRSGSPRTGADGEHRRHRAHRRPGEEGPEDKAERRARHREG
SRR ARGESERE GPOE6 KRRRRHRHGAPATYEGDARREDKERRHRRR

53 .. 14,290 14,238 bp =] —+ CDS
1534 bp

1
coding sequence ENSP00000489913

YAEFIFLGLFMSEMFIKMYGLGTRPYFHSSFNCFDCG, VIIGSIFEVIWAVIKPGTSFGISVLRALRLLRIFKVTK, YWASLRNLVVSLLNSMKSIISL
LFLLFLFIVVFALLGMQLFGGQ,FNFDEGTPPTNFDTFPAAIMTVFQ,ILTGEDWNEVMYDGIKSQGGVQGGMVFSIYFIVLTLFGN, YTLLNVFL

AIAVDNLANAQELTK,DEQEEEEAANQKLALQKAKEVAEVSPLSAANMSIAV, KEQQKNQKPAKSVWEQRTSEMRKQNLLASREALYNEMDP
DERWKAAYTRHLRPDMKTHLDRPLVVDPQENRNNNTNKSRAAEPTVDQRLGQQRAEDFLRKQARYHDRARDPSGSAGLDARRPWAGSQEAE
LSREGPYGRESDHHAREGSLEQPGFWEGEAERGKAGDPHRRHVHRQGGSRESRSGSPRTGADGEHRRHRAHRRPGEEGPEDKAERRARHREG
SRR ARGAESAEGE GPOE6 KRRRRHRHGAPATYEGDARREDKERRHRRR



AN

Feature Location Size 0 = Type
CACNA1A-257 53 .. 14,290 14,238bp H —+ cDs

F 8 segments = 1543 bp

/codon_start = 1
/note = coding sequence ENSP00000489829
/translation = YAEFIFLGLFMSEMFIKMYGLGTRPYFHSSFNCFDCG,VIIGSIFEVIWAVIKPGTSFGISVLRALRLLRIFKVTK,YWASLRNLVVSLLNSMKSIISL

LFLLFLFIVVFALLGMQLFGGQ,FNFDEGTPPTNFDTFPAAIMTVFQ,ILTGEDWNEVMYDGIKSQGGVQGGMVFSIYFIVLTLFGN, YTLLNVFL
AIAVDNLANAQELTKVEA,DEQEEEEAANQKLALQKAKEVAEVSPLSAANMSIAV, KEQQKNQKPAKSYWEQRTSEMRKQNLLASREALYNE
MDPDERWKAAYTRHLRPDMKTHLDRPLVVDPQENRNNNTNKSRAAEPTVDQRLGQQRAEDFLRKQARYHDRARDPSGSAGLDARRPWAGSQ
EAELSREGPYGRESDHHAREGSLEQPGFWEGEAERGKAGDPHRRHVHRQ GGSRESRSGSPRTGADGEHRRHRAHRRPGEEGPEDKAERRARH
BEG SRAARSGHEGEGESBIG®GERRRRHRHGAPATYEGDARREDKERRHRRR

CACNA1A-259 53 .. 14,290 14,238 bp =] —+ CDSs

F 8 segments = 1534 bp

/codon_start = 1
/note = coding sequence ENSP00000499449
/translation = YAEFIFLGLFMSEMFIKMYGLGTRPYFHSSFNCFDCG,VIIGSIFEVIWAVIKPGTSFGISVLRALRLLRIFKVTK,YWASLRNLVVSLLNSMKSIISL

LFLLFLFIVVFALLGMQLFGGQ,FNFDEGTPPTNFDTFPAAIMTVFQ,ILTGEDWNEVMYDGIKSQGGVQGGMVFSIYFIVLTLFGN, YTLLNVFL
AIAVDNLANAQELTK,DEQEEEEAANQKLALQKAKEVAEVSPLSAANMSIAV,KEQQKNQKPAKSVWEQRTSEMRKQNLLASREALYNEMDP
DERWKAAYTRHLRPDMKTHLDRPLVVDPQENRNNNTNKSRAAEPTVDQRLGQQRAEDFLRKQARYHDRARDPSGSAGLDARRPWAGSQEAE
LSREGPYGRESDHHAREGSLEQPGFWEGEAERGKAGDPHRRHVHRQGGSRESRSGSPRTGADGEHRRHRAHRRPGEEGPEDKAERRARHREG
SRR ARGESERE GPOE6 KRRRRHRHGAPATYEGDARREDKERRHRRR

CACNA1A-235 4003 .. 5555 1553 bp [} -+ prim_transcript
/note = primary transcript ENST00000637117

Retained intron
Donor Template WT -> SNV 4352 .. 4451 100 bp [m] H misc_feature
Protospacer Sequence 4370 .. 4389 20 bp ] H misc_feature
SNV 4382 .. 4382 1 bp O H misc_feature
/note = WT =G

SNV =A

PAM 4390 .. 4391 2 bp O Lo misc_feature



Primer Length (=] Binding Sites oy Tm Date Added

PCR Forward 25-mer 4151 .. 4175 s 62°C Jan 18, 2023
/sequence = GAATGGATGAATGAGGGGGTCAAGG
52% GC / 7900.2 Da
Sanger Sequencing 20-mer 4242 .. 4261 - 58°C Jan 18, 2023
/sequence = AATGCTTGCCAGTTCTGGAG
50% GC / 6148.1 Da
Donor Template WT -> SNV 100-mer 4352 .. 4451 — 74°C Jan 18, 2023
/sequence = CTGTACAAATGTCCAGGAACCCCAAAGACTTACTTTGTGACTTTGAAAATACGCAATAACCTGAGGGCTTGTAACACGCTGATTCCAAA
GEATGT GCERG26.1 Da
gRNA Protospacer 20-mer 4370 .. 4389 - 61°C Jan 18, 2023
/sequence = TCAGCGTGTTACGAGCCCTC
60% GC / 6069.0 Da
PCR Reverse 25-mer 5042 .. 5066 -— 64°C Jan 18, 2023
/sequence = GGTGGAGGCTGTACCTGAAACACCG

60% GC / 7732.1 Da



