@ (7279 .. 7357) Donor Template WT -> SNV
(7304 .. 7323) gRNA Protospacer PCR Forward (7480 .. 7499)
(7059 .. 7081) PCR Reversel \ Sanger Sequencing Primer (7480 .. 7499)

50001 e 70,0001 15,000

I VCP-201 >
= R ST S ™

VCP-201

Donor Template WT -> SNV

Protospacer Sequence

SNV

JIPSC1068_SnapgeneDNA_INK2S00112_VCP_R159H_SNVSNV
18,741 bp



GTGGGAGCAGCTTCCCTTCCGATGATTCGGCTCTTCTCGGCTCAGTCTCAGCGAAGCGTCTGCGACCGTCGTTTGAGTCGTCGCTGCCGCTGCCGCTGCCACTGCCACTGCCACCTCGCGGATCAGGAGCCAGCG

CACCCTCGTCGAAGGGAAGGCTACTAAGCCGAGAAGAGCCGAGTCAGAGTCGCTTCGCAGACGCTGGCAGCAAACTCAGCAGCGACGGCGACGGCGACGGTGACGGTGACGGTGGAGCGCCTAGTCCTCGGTCGC

P2
P2

TTGTTCGCCCGACGCCTCGCTGCCGGTGGGAGGAAGCGAGAGGGAAGCCGCTTGCGGGTTTGTCGCCGCTGCTCGCCCACCGCCTGGAAGAGCCGAGCCCCGGCCCAGTCGGTCGCTTGCCACCGCTCGTAGCCG
1 1 1 1 1 1 1 1 1 1 1 1 1 1

T T
AACAAGCGGGCTGCGGAGCGACGGCCACCCTCCTTCGCTCTCCCTTCGGCGAACGCCCAAACAGCGGCGACGAGCGGGTGGCGGACCTTCTCGGCTCGGGGCCGGGTCAGCCAGCGAACGGTGGCGAGCATCGGC

L -____________________________________pg
- ______________pJ

TTACCCGCGGGCCGCCACAGCCGCCGGCCGGGAGAGGCGCGCGCCATGGCTTCTGGAGCCGAGTGAGTGTGCGCGCGCCGTTCGCTTGCTGCGGCGGCGCGCACCGGGACCAGCCGCGCAGGGTAGGCCCGGCGG

AATGGGCGCCCGGCGGTGTCGGCGGCCGGCCCTCTCCGCGCGCGGTACCGAAGACCTCGGCTCACTCACACGCGCGCGGCAAGCGAACGACGCCGCCGCGCGTGGCCCTGGTCGGCGCGTCCCATCCGGGCCGCC

P2
> ____________________________Pg

1 5
M A S G A D

ENSE00001885505 [l e e I I il >

VCP-201

GGCCTGGCCGTGGGCGCGTCAGAGAGGTGGAGACCAGGAAAGAGGGAAGGGAAGCTAGGGGGCGAGTGAGGGGCCGTGGACCCGGCAGGCCCGGCTGGGGCCAGCTGCGCACCCGCGCGCCCCCTAGGCGGGGCT

CCGGACCGGCACCCGCGCAGTCTCTCCACCTCTGGTCCTTTCTCCCTTCCCTTCGATCCCCCGCTCACTCCCCGGCACCTGGGCCGTCCGGGCCGACCCCGGTCGACGCGTGGGCGCGCGGGGGATCCGCCCCGA

VCP-201

TGCGTTGGGTCCGGGTCGGAGCCTGGGCCGGATCGTGCTGTGTCATGCAGGCCCCGGCCCGCCCGATTGGCTCCCTTAGAACGGACGTCTGGGCCTGGCCAGGTCTTCCGGCCCACTCCGCCGGCGCGGCGCCCC
" 1 M 1 N 1 M 1 M 1 1 1 M 1 M 1 N 1 M 1 M 1 N 1 M 1 M

+ T T t T + T t
ACGCAACCCAGGCCCAGCCTCGGACCCGGCCTAGCACGACACAGTACGTCCGGGGCCGGGCGGGCTAACCGAGGGAATCTTGCCTGCAGACCCGGACCGGTCCAGAAGGCCGGGTGAGGCGGCCGCGCCGCGGGG

VCP-201

GGGGCTTTGGGGCGCCAGTCTGCCGTCCGGCCTACCACCCGCCGAAAGCCTTTGGTCCCCGGAGAGAGCAGGCCCCGCGAGCCCGAGGCCCCAGCCGGGCCCGGTGGGCGTGGACTTTGCGCCATGTGAAGGCCT
1 N 1 M 1 N 1 N 1 M 1 M 1 N 1 N 1 M 1 N 1 M 1 M 1 N 1

T T T T
CCCCGAAACCCCGCGGTCAGACGGCAGGCCGGATGGTGGGCGGCTTTCGGAAACCAGGGGCCTCTCTCGTCCGGGGCGCTCGGGCTCCGGGGTCGGCCCGGGCCACCCGCACCTGAAACGCGGTACACTTCCGGA

VCP-201

CAGGAGCTCTGCCACCGAGGCGGAGCCCGGGGTCGGGGAAGGCCCGCCGAGCTCAGGGAAGCTCACAGCCGCCTTTTTGGAGCCGGGTCGGCGGGGCCGGAGGTGGGCATCCTCTGTGTGTGACCTGAGTCGTGA
+ 1 M 1 N 1 M 1 M 1 N 1 + 1 M 1 N 1 M 1 M 1 M 1 M 1 M

T T T T T T T T T T T T T
GTCCTCGAGACGGTGGCTCCGCCTCGGGCCCCAGCCCCTTCCGGGCGGCTCGAGTCCCTTCGAGTGTCGGCGGAAAAACCTCGGCCCAGCCGCCCCGGCCTCCACCCGTAGGAGACACACACTGGACTCAGCACT

VCP-201

AGGACTGTTAGGGAGAGGGCGAGCCCTACCTTTCGCTTCTGGTCTTCTTACTTTAGGCCTGTTGTTCATACTAGAAAGTTTGAGCCAGTTTTCCTTAATGTTATGACTCGTGGGTGGGGAGAAAGGAATTTTTCT
1 i 1 M 1 M 1 M 1 N 1 M 1 i 1 " 1 M 1 M 1 " 1 3 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
TCCTGACAATCCCTCTCCCGCTCGGGATGGAAAGCGAAGACCAGAAGAATGAAATCCGGACAACAAGTATGATCTTTCAAACTCGGTCAAAAGGAATTACAATACTGAGCACCCACCCCTCTTTCCTTAAAAAGA

VCP-201

TTAACATTTTAGGTTCTTGCTAAAGTTGGAATCTCAGTTCGTGTTTTGTGCGCCTTTCCAGATTTCCAGGTTTCGTGGTGTGCAGTTTAGAGTTGCACTAACTCTTCAAAAACACAAACGTGCGCGCACTCCTTT
M 1 " I M 1 M 1 " I M 1 " 1 M 1 M 1 M 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
AATTGTAAAATCCAAGAACGATTTCAACCTTAGAGTCAAGCACAAAACACGCGGAAAGGTCTAAAGGTCCAAAGCACCACACGTCAAATCTCAACGTGATTGAGAAGTTTTTGTGTTTGCACGCGCGTGAGGAAA

VCP-201

CCCCAACCAGCTATATTGAGAAATTACCCGGGCTCTGGGGCTTTCTGACCCCACCTCCATCCTTAGGAAAGCGTTAGATAAAACTTGGCTACCTCAGCCCATTCAATTTAGAATAGAGAGCTTTTAGAGGCAAAA

GGGGTTGGTCGATATAACTCTTTAATGGGCCCGAGACCCCGAAAGACTGGGGTGGAGGTAGGAATCCTTTCGCAATCTATTTTGAACCGATGGAGTCGGGTAAGTTAAATCTTATCTCTCGAAAATCTCCGTTTT

VCP-201

AAAAAAAAAAAAAAAAAAAAAAAAACACAGCCAGCCCAAGGAAACTCTATGCAAATTACCTTCCTTCCTTGAAGAGATTAGTTTTTTGAGGTGTGTTCCTTTTTCTCAAGTTTCTGAATTCGGATAAAGTATTAC
3 1 M 1 1 1 M 1 M 1 1 1 " 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

TTTTTTTTTTTITTTTTTTTTTTTTTGTGTCGGTCGGGTTCCTTTGAGATACGTTTAATGGAAGGAAGGAACTTCTCTAATCAAAAAACTCCACACAAGGAAAAAGAGTTCAAAGACTTAAGCCTATTTCATAATG

VCP-201

TCAGTTGCTTATTTAAAAGAGTCACTTATTCTGAAAGTATTCTTTTGGTTTATATGCAGTCAGCCTCTTATTTTCAAAAGTAAAAATCTAAAATTCTTGGAACCTGGCATCATCAGCTGTTTCTAACCTCTTGGT
1 1 1 1 1 1 1 1 1 1 1 1 1 1

T T
AGTCAACGAATAAATTTTCTCAGTGAATAAGACTTTCATAAGAAAACCAAATATACGTCAGTCGGAGAATAAAAGTTTTCATTTTTAGATTTTAAGAACCTTGGACCGTAGTAGTCGACAAAGATTGGAGAACCA

VCP-201

135

270

540

810

1080

1215

1350

1485

1620



CACCTTGATGACTCTTAGCTGAAACCCTTCCAAGTCCCGTGGAGTCCCCTGTGCAGTTCTGGAAAGGGATTGACTTATACAGAAGACAATGGAGGATTGCCCCAAAGAGTGTCCAGAACTGCTGTTGGCCCATGG
" 1 M 1 M 1 " 1 M 1 i 1 3 1 M 1 M 1 " 1 M 1 N 1 " 1 M

+ T T t T + T t
GTGGAACTACTGAGAATCGACTTTGGGAAGGTTCAGGGCACCTCAGGGGACACGTCAAGACCTTTCCCTAACTGAATATGTCTTCTGTTACCTCCTAACGGGGTTTCTCACAGGTCTTGACGACAACCGGGTACC

P2

VCP-201 >

VCP-201

TCAGGCCAAATTCAGTCTTTTAGAGATTACCACATCTGATCTCAGTAGGTAGATGGGGAATTAGAGGCTTTACCTTAAGAAAAGGGCATACCACTCATCTCCAGAGCCAGAGTCCGGGATGGTAGGCAGAATGGA

AGTCCGGTTTAAGTCAGAAAATCTCTAATGGTGTAGACTAGAGTCATCCATCTACCCCTTAATCTCCGAAATGGAATTCTTTTCCCGTATGGTGAGTAGAGGTCTCGGTCTCAGGCCCTACCATCCGTCTTACCT

I R >

VCP-201 >

VCP-201

GGTTTTCCTAGGATACAGCTTTGAGATTAAAATACAAACTATTGACCGGGCACAGTGGCTCAGGCCTGTAATCCCAGCATTTTGGGAGGCCGAGGCAGGCAGATCACTTGAGGTCAGGAGTTTGAGACCAGCCCG
M 1 N 1 M 1 N 1 N 1 M 1 N 1 N 1 M 1 N 1 N 1 M 1 N 1 N

t T t T t T t T t T t T t T t T t T t T t T t T t T t
CCAAAAGGATCCTATGTCGAAACTCTAATTTTATGTTTGATAACTGGCCCGTGTCACCGAGTCCGGACATTAGGGTCGTAAAACCCTCCGGCTCCGTCCGTCTAGTGAACTCCAGTCCTCAAACTCTGGTCGGGC

I R >

VCP-201 >

L L e

VCP-201

GGCAACATGGAGAAACCCCATCTCTATTAAAATGCAAAAAGTAGCCAGGCATGGTGATGGTGCACACCTGTAGTCCCAGCCACTCTGGAGGCTGAGACAGGAGAATCACTTGAACCCAGGGAGGCAGAGATTGCA
1 N 1 N 1 N 1 N 1 N 1 N 1 N 1 N 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 T T T T
CCGTTGTACCTCTTTGGGGTAGAGATAATTTTACGTTTTTCATCGGTCCGTACCACTACCACGTGTGGACATCAGGGTCGGTGAGACCTCCGACTCTGTCCTCTTAGTGAACTTGGGTCCCTCCGTCTCTAACGT

e >

VCP-201 >

VCP-201

GTGAGGGAGATCGCGCCACTGCACTCCAGCCTGGGCAACAGAGGGAGACTCCGTTTCAAAAAATAAAAAACTATGGTGACTAGAGGCATCTGGCGTTTTATTTTTCTCCAGTCCCAGTTCTATAAGTCAAGCAAG
L 1 L 1 M 1 L 1 L 1 M 1 L 1 L 1 N 1 L 1 L 1 M 1 N 1 L

t T t T t T t T t T t T T T
CACTCCCTCTAGCGCGGTGACGTGAGGTCGGACCCGTTGTCTCCCTCTGAGGCAAAGTTTTTTATTTTTTGATACCACTGATCTCCGTAGACCGCAAAATAAAAAGAGGTCAGGGTCAAGATATTCAGTTCGTTC

VCP-201 >

VCP-201

AAGATGGGCAGTCCCTGGAAGAGTATTTTGATGGGACAGGAGTGGGAGAGCTCGTGGGTTTACATTGCTCTCAACTGTCACATTGAGCATGCTTGGCCTCTAGTGTGTTGATAAGCATTGGAAGAGTCTGCCTAC

TTCTACCCGTCAGGGACCTTCTCATAAAACTACCCTGTCCTCACCCTCTCGAGCACCCAAATGTAACGAGAGTTGACAGTGTAACTCGTACGAACCGGAGATCACACAACTATTCGTAACCTTCTCAGACGGATG

I . >

VCP-201 >

VCP-201

TCAGCAGCATTGTGCCTGGAGTGGCAGACTTTTGGAATGGGGGAAGCAAATTTGAGCAGAGGAAACTGTCGTTAGAAACTAGTTTAGAGGCAGTGGTTAAAAATGCAGCCTATGTGTGAGGGTTAGCAGAAGGCC

AGTCGTCGTAACACGGACCTCACCGTCTGAAAACCTTACCCCCTTCGTTTAAACTCGTCTCCTTTGACAGCAATCTTTGATCAAATCTCCGTCACCAATTTTTACGTCGGATACACACTCCCAATCGTCTTCCGG

. -______________________________________pJ

VCP-201 >

VCP-201

TACCATTTTGTTAGATGAATGGGGTTTGTTTTTCTCTTGGGTGTATCAGGACCCAAAGATGTAAGAACCCCATGGCTTCCTAGCTGAGCACAGCATTTTTCTTTGTCTCTTGCAAATTGTGAGGATATTTCCAAT
1 M 1 M 1 M 1 M 1 N 1 M 1 M 1 N 1 L 1 M 1 M 1 M 1 M 1

T ¥ T ¥ T ¥ T ¥ T ¥ T ¥ T ¥ T ¥ T ¥ T ¥ T ¥ T ¥ T ¥ T
ATGGTAAAACAATCTACTTACCCCAAACAAAAAGAGAACCCACATAGTCCTGGGTTTCTACATTCTTGGGGTACCGAAGGATCGACTCGTGTCGTAAAAAGAAACAGAGAACGTTTAACACTCCTATAAAGGTTA

I R >

VCP-201 >

VCP-201

GGGAATACTATTTTGTCTTGTTTTGTTGACTTCAGTATCCCCAGCCCTTAGAACAATGCCTGGTACATAATAGAGACTCATGAATTTGTTGAATGAAGAAATTCGTTTTAAAAATTTATTTTCTTTGCTTCCTTC
. 1 N 1 M 1 N 1 N 1 N 1 i 1 N 1 M 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
CCCTTATGATAAAACAGAACAAAACAACTGAAGTCATAGGGGTCGGGAATCTTGTTACGGACCATGTATTATCTCTGAGTACTTAAACAACTTACTTCTTTAAGCAAAATTTTTAAATAAAAGAAACGAAGGAAG

I R >

VCP-201 >

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

VCP-201

ATTGTCTGGCCTTCCTACTTTGGTTAATGCTTATGTTTTCCTGAGCCTTACTAACACGAGGCCGCTCTTAAAAAAGAGAGAGCGCTGGGTGCTGTGGCTCACGCCTGTAATCCCAGTACTTTGGGAGGCCGAGGT
1 M 1 M 1 N 1 N 1 N 1 N 1 N 1 N 1 M 1 M 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 T T T T
TAACAGACCGGAAGGATGAAACCAATTACGAATACAAAAGGACTCGGAATGATTGTGCTCCGGCGAGAATTTTTTCTCTCTCGCGACCCACGACACCGAGTGCGGACATTAGGGTCATGAAACCCTCCGGCTCCA

T —————————————————————————————— T —————————————————————————————————————————————————

VCP-201 >

VCP-201

GGGCAGATCACCTGAGGTCAGGAGTTCGAGACCAGCCTGACCACCATGGTGAAACCCCATCTCTAGTAAAAATGCAAAATTAGCCAGGTGTGGTGGCGCATGCCTGTAATCCCAGCTACTCGGGAGGCTGAGGCA
L 1 N 1 M 1 L 1 L 1 N 1 L 1 L 1 L 1 L 1 M 1 L 1 N 1 L

t T t T t T t T t T t T T T
CCCGTCTAGTGGACTCCAGTCCTCAAGCTCTGGTCGGACTGGTGGTACCACTTTGGGGTAGAGATCATTTTTACGTTTTAATCGGTCCACACCACCGCGTACGGACATTAGGGTCGATGAGCCCTCCGACTCCGT

VCP-201 >

VCP-201

1755

1890

2025

2160

2295

2430

2565

2700

2835

2970

3105



GGAGAATCACTTGAACCCGGGAGGTGGAGGTTGCAGTTAGCTGAGATCGCAGCATTGCATTCCAGCCTGGACAACAAAAGCGAAACTCCATCTCAAAAAAAAAAAAAAAAAAAAAAAAAGGGAGAGGGAGCTTGC
1 M 1 " 1 M 1 " 1 M 1 M 1 M 1 " 1 M 1 1 1 " 1 M 1 M 1

T T T T
CCTCTTAGTGAACTTGGGCCCTCCACCTCCAACGTCAATCGACTCTAGCGTCGTAACGTAAGGTCGGACCTGTTGTTTTCGCTTTGAGGTAGAGTTTTTTTTTTTTTTTTTTTTTTTTTCCCTCTCCCTCGAACG

P2

VCP-201 >

VCP-201

TGAGTCTAGTAAGTGACAGCTGGAAACGGGCTAGGTAATAAGTTGGTGTCACTGTCTGGTGAATGATCCTAGCTTCTAGGAAATAACACTGAGTGTAGACCCAGTCGACTTTGATTTGGGTGAGAGGGATTTGGA

ACTCAGATCATTCACTGTCGACCTTTGCCCGATCCATTATTCAACCACAGTGACAGACCACTTACTAGGATCGAAGATCCTTTATTGTGACTCACATCTGGGTCAGCTGAAACTAAACCCACTCTCCCTAAACCT

I R >

VCP-201 >

VCP-201

TTTGCCCCATGTCTCAGCATTTCTTGGTTTTGATTTTTTGAGCCAACTTTATGGAATTGTGTACTTTTGCAGATATTACTGTGAAGTTCCTTTTGACCTTGAGCCTCTTTCTGGCGGTTTGATGTCTGTTAGTGT
1 M 1 M 1 M 1 M 1 M 1 M 1 M 1 M 1 N 1 M 1 M 1 M 1 N 1

T ¥ T ¥ T ¥ T . T . T . T . T . T . T ¥ T ¥ T ¥ T ¥ T
AAACGGGGTACAGAGTCGTAAAGAACCAAAACTAAAAAACTCGGTTGAAATACCTTAACACATGAAAACGTCTATAATGACACTTCAAGGAAAACTGGAACTCGGAGAAAGACCGCCAAACTACAGACAATCACA

I R >

VCP-201 >

L L e

VCP-201

TTTTTCCAAATATGATGGTCTTTATGCTTGGCATTCCTTTGGTACTATGGAATGCCCTGGCATCAGTAGGTTTAGCCTATAAGGAGGGTAGCACCAATGATTCTGCTTCGTTGTCCCCAGGCTTGCTTGGTAGAA
M 1 N 1 M 1 M 1 N 1 N 1 N 1 M 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
AAAAAGGTTTATACTACCAGAAATACGAACCGTAAGGAAACCATGATACCTTACGGGACCGTAGTCATCCAAATCGGATATTCCTCCCATCGTGGTTACTAAGACGAAGCAACAGGGGTCCGAACGAACCATCTT

e >

VCP-201 >

VCP-201

CTTAAGGCCTCCCTGAGCCTCAAGGGAGGTTGTCTGGCTTACTTAATTCCCTGGAAAGTTAGCTTATGCTTTACTCTATACTGTTAATCATGGTGACCATTAATACCATGTGCCAGGTATTATGTTAAGCATTTT
1 M 1 M 1 M 1 M 1 L 1 M 1 M 1 L 1 L 1 M 1 L 1 M 1 M 1

T T T T t T y T t T y T t T
GAATTCCGGAGGGACTCGGAGTTCCCTCCAACAGACCGAATGAATTAAGGGACCTTTCAATCGAATACGAAATGAGATATGACAATTAGTACCACTGGTAATTATGGTACACGGTCCATAATACAATTCGTAAAA

VCP-201 >

VCP-201

ACATTCATTATCTCCCTTAAGACAATAAGCCTCTGAGATAAGTATTATATTCCTTCTTTTATAGAGGAGGACATCAAAGTTCAGAGGTTAGGTAACTTGCCCAAGATCACAATTAAGCAGTGGCATAATTGGAAT

TGTAAGTAATAGAGGGAATTCTGTTATTCGGAGACTCTATTCATAATATAAGGAAGAAAATATCTCCTCCTGTAGTTTCAAGTCTCCAATCCATTGAACGGGTTCTAGTGTTAATTCGTCACCGTATTAACCTTA

I . >

VCP-201 >

VCP-201

TCAGACCCAATGGGTCTGACTATAGAGTTCCTGCTCTTAACCACTCTTCTGTAAGTCTAAGACTATTTTTATTTCTCTAACAACTATTCAGCCTCCATTTCTATTATGTCTTCTTCTTAGGCCATTATTTTCTGA
1 N 1 N 1 N 1 X 1 M 1 N 1 M 1 . 1 . 1 M 1 N 1 N 1 M 1

T ¥ T . T X T g T . T d T b T B T . T x T ¥ T . T i T
AGTCTGGGTTACCCAGACTGATATCTCAAGGACGAGAATTGGTGAGAAGACATTCAGATTCTGATAAAAATAAAGAGATTGTTGATAAGTCGGAGGTAAAGATAATACAGAAGAAGAATCCGGTAATAAAAGACT

I R >

VCP-201 >

I R

VCP-201

CCCTGGGGCAGGATCACTCACTTGGGGCCTTATAGCTGGGACACTGACGCTCAAAATACCAGGAGCTGCTGGAATGGGTATTGTAATATGTATGGTAGATACTGCTCCTCGTGACCTTGGCTGCCTTTCCTTCAT
N 1 . 1 N 1 N 1 M 1 N 1 N 1 M 1 N 1 N 1 N 1 M 1 N 1 M

t T t T t T t T t T t T t T t T t T t T t T t T t T t
GGGACCCCGTCCTAGTGAGTGAACCCCGGAATATCGACCCTGTGACTGCGAGTTTTATGGTCCTCGACGACCTTACCCATAACATTATACATACCATCTATGACGAGGAGCACTGGAACCGACGGAAAGGAAGTA

I R >

VCP-201 >

VCP-201

CTGAGCTTTCTGGTCTAGGGACAGCTTCATCTATTCACTGTTTCTTTCCTAAGTATGAGTTTTAGAGACTGGCGAGGCGCTTGGGGCAGGAGTATCTACTGACTCCATTTCCTCCTTCTAGTTCAAAAGGTGATG
1 N 1 L 1 L 1 N 1 M 1 M 1 M 1 L 1 L 1 M 1 M 1 L 1 M 1

T T T T T T T T T T T T T T
GACTCGAAAGACCAGATCCCTGTCGAAGTAGATAAGTGACAAAGAAAGGATTCATACTCAAAATCTCTGACCGCTCCGCGAACCCCGTCCTCATAGATGACTGAGGTAAAGGAGGAAGATCAAGTTTTCCACTAC

I R >

VCP-201 >

10
S K G D

R R LR R RN ENSE00003685641 g
VCP-201

ACCTATCAACAGCCATTCTCAAACAGAAGAACCGTCCCAATCGGTTAATTGTTGATGAAGCCATCAATGAGGACAACAGTGTGGTGTCCTTGTCCCAGGTAAGCTGTGGCCACAGACTAGTCTTTCCTTACTGCA
N 1 N 1 N 1 M 1 M 1 N 1 M 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

TGGATAGTTGTCGGTAAGAGTTTGTCTTCTTGGCAGGGTTAGCCAATTAACAACTACTTCGGTAGTTACTCCTGTTGTCACACCACAGGAACAGGGTCCATTCGACACCGGTGTCTGATCAGAAAGGAATGACGT

T ——————————————————————————————— T ————————————————————————————————————————————————>

VCP-201 >
' s ' s 15 ' s ' s 20 ' s s ' 25 s ' s ' 30 ' ' s s 35 f ' s s 40 ' s
D L S T A 1 L K Q K N R ¥ N R £ 1 V D E A 1 N E D N S V vV S 1 S Q
‘ ENSE00003685641 EE I
VCP-201

CTTACTTGAGGGATTTTCCCAGGTTTCTTTTCTCATTTTTCTTGCAGTGACTGCAGATAGAGTGGGGTTTACTGGGAATCCCAATCTCCAGGGCTGCTGCTTACTCCCCGTCAGCCCAATGACCCAAAGGCCTTA
1 N 1 N 1 M 1 M 1 N 1 N 1 M 1 M 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
GAATGAACTCCCTAAAAGGGTCCAAAGAAAAGAGTAAAAAGAACGTCACTGACGTCTATCTCACCCCAAATGACCCTTAGGGTTAGAGGTCCCGACGACGAATGAGGGGCAGTCGGGTTACTGGGTTTCCGGAAT

. -____________________________________________pg

VCP-201 >

I L L e L T R R T

VCP-201

3240

3375

3510

3645

3780

3915

4050

4185

4320

4455

4590



ACTTTCTTTCCTCAGCCCAAGATGGATGAATTGCAGTTGTTCCGAGGTGACACAGTGTTGCTGAAAGGAAAGAAGAGACGAGAAGCTGTTTGCATCGTCCTTTCTGATGATACTTGTTCTGATGAGAAGATTCGG
" 1 M 1 M 1 M 1 M 1 M 1 3 1 M 1 M 1 " 1 M 1 " 1 M 1 M

+ T T t T + T t
TGAAAGAAAGGAGTCGGGTTCTACCTACTTAACGTCAACAAGGCTCCACTGTGTCACAACGACTTTCCTTTCTTCTCTGCTCTTCGACAAACGTAGCAGGAAAGACTACTATGAACAAGACTACTCTTCTAAGCC

P2

VCP-201 >
1 45 1 1 L 1 50 1 L 1 1 55 L L 1 1 60 1 1 1 1 65 L L L L 70 L 1 L 1 75 L L L 1 0 1 1 1
P K M D E L Q L F R G D T \ L L K G K K R R E A \ C 1 \ L S D D T C S D E K 1 R
------------ ENSE00003566556 >
VCP-201

ATGAATAGAGTTGTTCGGAATAACCTTCGTGTACGCCTAGGGGATGTCATCAGGTGTGTGTGGGGTTTTTGGCTTCACAGGGATGGGAGGCCAGAGATAGCCTGCATTACAGGCAGGACCCATGTATTACAGGCA
1 1 1 1 1 1 1 1 1 1 1 1 1 1

T T
TACTTATCTCAACAAGCCTTATTGGAAGCACATGCGGATCCCCTACAGTAGTCCACACACACCCCAAAAACCGAAGTGTCCCTACCCTCCGGTCTCTATCGGACGTAATGTCCGTCCTGGGTACATAATGTCCGT

I R >

VCP-201 >
L 85 L L L L 90 L L L L <] L L L L 100
M N R v v R N N L R \ R L G D v 1 S
‘ ENSE00003566556 R el e e e >
VCP-201

GGACCAAGTTCTTGGCACCTGTCGATGCAGGAAGCCTCCTGGTCATGGGAAGACTTATGCTTCAGGGTTGTCTTTAGGTTTTGGTTCTGCCTCCCTGGGACTTCAAAATCCATTTCTGCAGGTCCCTTGAGACAA

CCTGGTTCAAGAACCGTGGACAGCTACGTCCTTCGGAGGACCAGTACCCTTCTGAATACGAAGTCCCAACAGAAATCCAAAACCAAGACGGAGGGACCCTGAAGTTTTAGGTAAAGACGTCCAGGGAACTCTGTT

I R >

VCP-201 >

VCP-201

ATTGGCGTTCCTGTAACTTTCTTGATGGCTTTATTTTTTCCTACTAGAGGTGTAATTTATCATACTTATATCCTGGCTTAGGATACCACTCGAGGGTGTGTATGTATATGCCAAATAATCTCCTCACTACTCTCA
1 M 1 M 1 M 1 N 1 N 1 M 1 N 1 . 1 M 1 M 1 N 1 N 1 M 1

T i T i T . T B T i T o T . T B T i T . T ¥ T . T . T
TAACCGCAAGGACATTGAAAGAACTACCGAAATAAAAAAGGATGATCTCCACATTAAATAGTATGAATATAGGACCGAATCCTATGGTGAGCTCCCACACATACATATACGGTTTATTAGAGGAGTGATGAGAGT

I R >

VCP-201 >

VCP-201

CTAGTATGTCTAATTGATGGCTTGTGTTGGGGTTGGAATGAGGTGGGGGTATGGGCATGGAAGGTGAGCTGCTAGCAGGTCTTTTAAGCCCCTAAGTTAACCCGGGAGAGAGGAATAGTTGGAGCCAGACCTGGG
M 1 M 1 M 1 N 1 N 1 M 1 M 1 N 1 M 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
GATCATACAGATTAACTACCGAACACAACCCCAACCTTACTCCACCCCCATACCCGTACCTTCCACTCGACGATCGTCCAGAAAATTCGGGGATTCAATTGGGCCCTCTCTCCTTATCAACCTCGGTCTGGACCC

I R >

VCP-201 >

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

VCP-201

ATAGCTCTCAATGTGAGTGATTTTGCTTGTTCTTGCATAATTTTAGGCAAGAGGTTACCCCATCTTGGAGTCATCTCTAGCCACTCCTACCCAACCAACCATCACCTGGCCAGGATCATCTCAGGCTTTTGATTC
1 N 1 N 1 N 1 N 1 N 1 N 1 M 1 N 1 M 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
TATCGAGAGTTACACTCACTAAAACGAACAAGAACGTATTAAAATCCGTTCTCCAATGGGGTAGAACCTCAGTAGAGATCGGTGAGGATGGGTTGGTTGGTAGTGGACCGGTCCTAGTAGAGTCCGAAAACTAAG

eV

VCP-201 >

VCP-201

TTTTGAATGGAGTCTAAGTTTCATGTAGCTTTCTTCTTGGGAGTGCTTAGTCACTTCCTCAAGGTGTTCTGACCACCTGGCTGAGATAATTTTGTTTTTTTCACTTCTGTTTCACTGACCCTGACAATTGTTAGC
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
AAAACTTACCTCAGATTCAAAGTACATCGAAAGAAGAACCCTCACGAATCAGTGAAGGAGTTCCACAAGACTGGTGGACCGACTCTATTAAAACAAAAAAAGTGAAGACAAAGTGACTGGGACTGTTAACAATCG

I R >

VCP-201 >

VCP-201

TTAAGACCTTCCCTTGTAATATTGGGTCACCAGTATTAGCTAGAAGGGGATCATCCTTGGATATCTCCCTGAAGACCCTGCATGTCTTTGTGGGGTTTCTAAATGTGTGGCTCTTGATTTTGGCTCACTGATTAG
1 1 1 1 1 1 1 1 1 1 1 1 1 1

T T
AATTCTGGAAGGGAACATTATAACCCAGTGGTCATAATCGATCTTCCCCTAGTAGGAACCTATAGAGGGACTTCTGGGACGTACAGAAACACCCCAAAGATTTACACACCGAGAACTAAAACCGAGTGACTAATC

VCP-201 >

L T

VCP-201

GAGTGAGTGGGGCTGTTCCTTCGCCCTCACTTCCACCCTGTTCTCCTTCCTCTCTTCGCCTAAAGCCATCCTGCCTTTTCTTTTTCACTTACTATCAGCTATCTGTGCCAGGCCCTTTTGGACACCCAGTGCTTG
N 1 N 1 M 1 N 1 N 1 M 1 N 1 N 1 M 1 M 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

CTCACTCACCCCGACAAGGAAGCGGGAGTGAAGGTGGGACAAGAGGAAGGAGAGAAGCGGATTTCGGTAGGACGGAAAAGAAAAAGTGAATGATAGTCGATAGACACGGTCCGGGAAAACCTGTGGGTCACGAAC

| >

VCP-201 >

VCP-201

GGCCCGAAGTGTGGTTGGTAATATGGAGTCTGCTTGTCATCCTCAGCATCCAGCCATGCCCTGATGTGAAGTACGGCAAACGTATCCATGTGCTGCCCATTGATGACACAGTGGAAGGCATTACTGGTAATCTCT
1 1 1 1 1 1 1 1 1 1 1 1 1 1

T T
CCGGGCTTCACACCAACCATTATACCTCAGACGAACAGTAGGAGTCGTAGGTCGGTACGGGACTACACTTCATGCCGTTTGCATAGGTACACGACGGGTAACTACTGTGTCACCTTCCGTAATGACCATTAGAGA

g

VCP-201 >
" i " 105 L L " 110, " " " 115 L " L 120 L L " 125 | L " " 130
1 Q e C P D V K Y G K R 1 H 8 L 4 1 D D i \ E G 1 T G N L
------------------------------------- ENSE00003587441 >
VCP-201

TCGAGGTATACCTTAAGCCGTACTTCCTGGAAGCGTATCGACCCATCCGGAAAGGTGAGAGCTAATTCTGAGCTTAAGGATTATTGACTGTAGGGAATAAACCTTGGAACATCTTTATCTCATTTTCTTTTTCTT
L 1 N 1 M 1 L 1 L 1 M 1 L 1 M 1 M 1 L 1 M 1 M 1 M 1 M

T T T T T T T T T T T T T T
AGCTCCATATGGAATTCGGCATGAAGGACCTTCGCATAGCTGGGTAGGCCTTTCCACTCTCGATTAAGACTCGAATTCCTAATAACTGACATCCCTTATTTGGAACCTTGTAGAAATAGAGTAAAAGAAAAAGAA

I R >

VCP-201 >
L L L L 135 L " L 140 L n 145 L L
E E VoY L K P ¥ Ef L E AV R P 1 R K
ENSE00003587441 ----------------------------------------------------------------.>

VCP-201

4725

4860

4995

5130

5265

5400

5535

5670

5805

5940

6075



TTTTTTTTTTTAAATCTTTTATGCTTTTCCCCTGTATTTATTTATTCATTTTTTAAGAGATGGGGTCAGCTGGGCACCGTGGCTCACACCTATAATCCCAGCAATTTGGGAGGCTGAGGCGGGTGGATCACTTGA
1 " 1 " 1 M 1 1 1 " 1 M 1 M 1 " 1 M 1 1 1 " 1 M 1 1 1

T T T T
AAAAAAAAAAATTTAGAAAATACGAAAAGGGGACATAAATAAATAAGTAAAAAATTCTCTACCCCAGTCGACCCGTGGCACCGAGTGTGGATATTAGGGTCGTTAAACCCTCCGACTCCGCCCACCTAGTGAACT

P2

VCP-201 >

VCP-201

GGCCAGGAGTTTGAGACCAGCCTGGCCAACATGGCGAAACCCCATCGTGGGCACCTGTAATCCCAGCTACCTGGGAGGCTGAGGCATGAGAATTGCTTGAACCCAAGAGGTGGAGGTTGCAGTGAGCCAAGATTG
i 1 N 1 M 1 N 1 M 1 M 1 N 1 N 1 M 1 N 1 . 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

CCGGTCCTCAAACTCTGGTCGGACCGGTTGTACCGCTTTGGGGTAGCACCCGTGGACATTAGGGTCGATGGACCCTCCGACTCCGTACTCTTAACGAACTTGGGTTCTCCACCTCCAACGTCACTCGGTTCTAAC

. -___________________________________________pg

VCP-201 >

VCP-201

GGCCACAGTACTGCAGCCTGGGTGACAGAGCAAGACTCTGTCTCAAAAAAAAAAAAAAAGAGACAGGGTCTCACTATGATGCCCAGGCTGGTCTCAAACTGCTGGGCTCAAGTGATCCATCTGCCATGGCCTCCC
1 N 1 N 1 N 1 M 1 . 1 N 1 M 1 M 1 N 1 M 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
CCGGTGTCATGACGTCGGACCCACTGTCTCGTTCTGAGACAGAGTTTTTTTTTTTTTTTCTCTGTCCCAGAGTGATACTACGGGTCCGACCAGAGTTTGACGACCCGAGTTCACTAGGTAGACGGTACCGGAGGG

I R =>

VCP-201 >

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

VCP-201

AAAGTGCTGGGATTACAGGCATGAGCCATCAAGCCTAGTCTCATTTTCTTTTCTTTTTTTTTTGAGACAGAGTGTCGCGCTGTCCCCCAGGCTGGAGCGCAGTGGTGCAATCTCGGCTCACTGCAACCTCCGCCT
M 1 N 1 M 1 N 1 M 1 M 1 N 1 M 1 N 1 N 1 N 1 N 1 N 1 M
t T t T t T t T t T t T t T t T t T t T t T t T t T t

TTTCACGACCCTAATGTCCGTACTCGGTAGTTCGGATCAGAGTAAAAGAAAAGAAAAAAAAAACTCTGTCTCACAGCGCGACAGGGGGTCCGACCTCGCGTCACCACGTTAGAGCCGAGTGACGTTGGAGGCGGA

. -_______________________________________________pJ

VCP-201 >

VCP-201

CCTGGGTTCAAGCAATTCTCCTGCCTCAGCCTCCCAAGTAGCTGGGATTACAGGCGTCTGCCACCACGCCCGGCTAATTTTTGTGTTTTTAGTAGAGACGGGGTTTCACCATGTTGGTCAGGCTCGTCTCGAACT
1 N 1 N 1 L 1 L 1 N 1 L 1 M 1 M 1 M 1 M 1 L 1 L 1 L 1

T T T T T T T T T T T T T T
GGACCCAAGTTCGTTAAGAGGACGGAGTCGGAGGGTTCATCGACCCTAATGTCCGCAGACGGTGGTGCGGGCCGATTAAAAACACAAAAATCATCTCTGCCCCAAAGTGGTACAACCAGTCCGAGCAGAGCTTGA

VCP-201

CTTGACCTCAGGTGAGCCACTGTGCCCGGCCGCTAGACTCATTTTCATATATTTGTATACACACACATGCAAACCCTGCACACATATTCATATGTCTTACCCTCTTTTTTTCCTCCATCCTTCCTTTGCTCCATC

GAACTGGAGTCCACTCGGTGACACGGGCCGGCGATCTGAGTAAAAGTATATAAACATATGTGTGTGTACGTTTGGGACGTGTGTATAAGTATACAGAATGGGAGAAAAAAAGGAGGTAGGAAGGAAACGAGGTAG

VCP-201 >

VCP-201

TCTCCCCTTCTCTGTTCCAGGAGAGTAAGCTATCTTTATGGATCTCTGAAGGAGAAAGTGGTCCATTTTGGCTGGGTCAGGGTCCAGAGTGCACAGTTCTACCATTGGTGGTTGTAGTGAAAACTTGGGCTACCT

AGAGGGGAAGAGACAAGGTCCTCTCATTCGATAGAAATACCTAGAGACTTCCTCTTTCACCAGGTAAAACCGACCCAGTCCCAGGTCTCACGTGTCAAGATGGTAACCACCAACATCACTTTTGAACCCGATGGA

VCP-201 >

VCP-201

PCR Reverse
[TCAGGTTTTGTTCACTGACCTCT!

ATATGGCAGAAGTCAGAACTTGATGGGCTTCTGACATGTCAGGTTTTGTTCACTGACCTCTTGTCAGAGGGACTCTTCACAGTTTACCTTTCTCATCTTGCCTGCTGCTTATTAAGACAGGTGGGGTGGAGTTGG
1 1 1 1 1 1 1 1 1 1 1 1 1

TATACCGTCTTCAGTCTTGAACTACCCGAAGACTGTACAGTCCAAAACAAGTGACTGGAGAACAGTCTCCCTGAGAAGTGTCAAATGGAAAGAGTAGAACGGACGACGAATAATTCTGTCCACCCCACCTCAACC

VCP-201

GGAGAGGTAGGGCAATATCTAATGAAGGGCACTATCTAATGAGCTTGGCATTTTGACCCCAGGGTCTGATGAGTTCTCACTTTGTCTTGTAGTTGACACCTCTAACTGTGCTTGTACTGTTTGCTCTCGCAGGAG
1 L 1 M 1 L 1 M 1 L 1 L 1 M 1 L 1 M 1 L 1 L 1 M 1 M 1

T T T T T T T T T T T T T T
CCTCTCCATCCCGTTATAGATTACTTCCCGTGATAGATTACTCGAACCGTAAAACTGGGGTCCCAGACTACTCAAGAGTGAAACAGAACATCAACTGTGGAGATTGACACGAACATGACAAACGAGAGCGTCCTC

VCP-201 >

VCP-201

Donor Template WT -> SNV

6210

6345

6480

6615

6750

6885

7020

7155

7290

GAGAGCGTCCTC
Donor Template WT -> SNV



gRNA Protospacer
CCGTGGTGGGATGCGTGCTG

ACATTTTTCTTGTCCGTGGTGGGATGCGTGCTGTGGAGTTCAAAGTGGTGGAAACAGATCCTAGCCCTTATTGCATTGTTGCTCCAGACACAGTGATCCACTGCGAAGGGGAGCCTATCAAACGAGAGGTGAGTT
1 1 1 1 1 1 1 1 1 1 1 1 1

TGTAAAAAGAACAGGCACCACCCTACGCACGACACCTCAAGTTTCACCACCTTTGTCTAGGATCGGGAATAACGTAACAACGAGGTCTGTGTCACTAGGTGACGCTTCCCCTCGGATAGTTTGCTCTCCACTCAA

VCP-201 >
150, 1 1 " 155, 1 1 1 160, 1 1 1 165 1 1 1 170 " 1 1 | 7 1 1 1 180 1 1 1 185 1 1 1 190 , 1
D I F L V R G M R AV E KNI W E P S P Y C 1 V A D T VvV I H C E G E P 1 K R _E
ENSE00003601474 o e E R >
VCP-201
Protospacer Sequence |:|
PAM
SNV
TGTAAAAAGAACAGGCACCACCCTACG?ACGACACCTCAAGTTTCACCACCTTTGTCTAGGATCGGG'
Donor Template WT -> SNV
TTCTCCCTGATTCCAGTATCCGATTTTATGATTACTCAGTGTGGCATCATGTGGTAACTGTCAGGACTGGGTGCTCGGCCGGCTGCGGTGGCTGACACCTGTAATCCCAGTACTTTGGGAGACTGAGATGGGCAG
1 3 1 3 'l 3 1 3 1 3 'l 3 1 3 1 3 'l 3 1 3 1 3 'l 3 1 3 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
AAGAGGGACTAAGGTCATAGGCTAAAATACTAATGAGTCACACCGTAGTACACCATTGACAGTCCTGACCCACGAGCCGGCCGACGCCACCGACTGTGGACATTAGGGTCATGAAACCCTCTGACTCTACCCGTC
VCP-201 >
VCP-201
ATTGACAGTCCTGACCCACG
PCR Forward
ATTGACAGTCCTGACCCACG|
Sanger Sequencing Primer
ATCACTTGAGGTCAGGTGTTCAAGACCAGCCTGGGCAACATGGTGAAATCCCATCTCTACTAAAAATACAAAAATTAGCCAGGCATGGTGGTACACATCTGTAATCCCAGCTACTCAGGAGGCTGAGGCAGGAGA
TAGTGAACTCCAGTCCACAAGTTCTGGTCGGACCCGTTGTACCACTTTAGGGTAGAGATGATTTTTATGTTTTTAATCGGTCCGTACCACCATGTGTAGACATTAGGGTCGATGAGTCCTCCGACTCCGTCCTCT
VCP-201 >
VCP-201
ATCGGTTGAACCCAGGAGTCGGAGGTTGCAGTGAGCTGAGATTGTGCCACTGCACTCCAGCCTGGGTGACAGAGTGAGACTCTGTCTCAAAAAAGAAAAAGACTGGGTGTTCTTTGGAGAACTAACCATCTTTCA
TAGCCAACTTGGGTCCTCAGCCTCCAACGTCACTCGACTCTAACACGGTGACGTGAGGTCGGACCCACTGTCTCACTCTGAGACAGAGTTTTTTCTTTTTCTGACCCACAAGAAACCTCTTGATTGGTAGAAAGT
VCP-201 >

VCP-201

GGGATGAGAAACCTGCCAGCTATTCATTTCTGGGCCTAATTGTTTCTTGGATTTACCTAATGCCAGGAATTTCAAAAAACTAGACTGAACCCAAAATATATAAGTGATTGAAATCATTTTTGAAGTAAAGCTGAT

CCCTACTCTTTGGACGGTCGATAAGTAAAGACCCGGATTAACAAAGAACCTAAATGGATTACGGTCCTTAAAGTTTTTTGATCTGACTTGGGTTTTATATATTCACTAACTTTAGTAAAAACTTCATTTCGACTA

L -_____________________________Pg

VCP-201 >

VCP-201

GGTGGCTTCAGGCCTCTGCCCATTCCCAGGGTTTCCAGCTTCAGATTTTAGAGACCCCTTCTCAGTAAGACTACGAGTAATGTGAGAGGCAAGGACTGTGCTAGAAATCTTTGCCTTGGGATTTTTGTAGTTGTT

CCACCGAAGTCCGGAGACGGGTAAGGGTCCCAAAGGTCGAAGTCTAAAATCTCTGGGGAAGAGTCATTCTGATGCTCATTACACTCTCCGTTCCTGACACGATCTTTAGAAACGGAACCCTAAAAACATCAACAA

L -_____________________________Pg

VCP-201 >

VCP-201

CTTTGAGGCCGGATCCCTTTAGAGGAGAATCTTTTTTAAATTTAATTTAATTTTTAATGAGATGGAGTCTTGCTGTATTGCCCAGGAACTCCTGGACTCAAGCATTCCTCCCACCTCTGCCTCCCAAAGTGCTGG
N 1 N 1 M 1 M 1 N 1 M 1 N 1 N 1 M 1 N 1 M 1 M 1 N 1 N
t T t T y T t T t T + T t T t T + T t T t T y T t T t

GAAACTCCGGCCTAGGGAAATCTCCTCTTAGAAAAAATTTAAATTAAATTAAAAATTACTCTACCTCAGAACGACATAACGGGTCCTTGAGGACCTGAGTTCGTAAGGAGGGTGGAGACGGAGGGTTTCACGACC

L -____________________________Pg

VCP-201 >

VCP-201

GATTACAGATGTGAGCCACCATGCCGGGTTGAGAATCTTCTTATACGGTAGGTTTTTGCACACTAGGTAGTGGAATGATTTAGAGAAACTCAGCTTTTGCTGATATAATATTCTTGCCTTCTCCTTTCTTTATCT
1 M 1 N 1 M 1 M 1 N 1 . 1 M 1 M 1 M 1 M 1 X 1 M 1 M 1
+ T t T t T + T t T t T + T t T t T y T t T t T +

T T
CTAATGTCTACACTCGGTGGTACGGCCCAACTCTTAGAAGAATATGCCATCCAAAAACGTGTGATCCATCACCTTACTAAATCTCTTTGAGTCGAAAACGACTATATTATAAGAACGGAAGAGGAAAGAAATAGA

L ___________________________Pg

VCP-201 >

L L L E R T T T T

VCP-201

CCTCCATATTCAGGATGAGGAAGAGTCCTTGAATGAAGTAGGGTATGATGACATTGGTGGCTGCAGGAAGCAGCTAGCTCAGATAAAGGAGATGGTGGAACTGCCCCTGAGACATCCTGCCCTCTTTAAGGCAAT
N 1 N 1 M 1 N 1 N 1 M 1 N 1 M 1 M 1 N 1 N 1 M 1 N 1 M
t T t T t T t T t T t T t T t T t T t T t T t T t T t

GGAGGTATAAGTCCTACTCCTTCTCAGGAACTTACTTCATCCCATACTACTGTAACCACCGACGTCCTTCGTCGATCGAGTCTATTTCCTCTACCACCTTGACGGGGACTCTGTAGGACGGGAGAAATTCCGTTA

L -____________________________Ppg

VCP-201 >
s L 195 s s s 200 s L s 205 L s s 210 s s s 215 s s L 220 s L s 25, s s s 230 L s
D E E E S L N = \ G X D D 1 G G £ R K Q L A Q 1 K E M \ E L P L R H P A L F K A 1
___________ ENSE00003602981 >

VCP-201

7425

7560

7695

7830

7965

8100

8235

8370

8505



TGGTGTGAAGGTGAGCATCCTGGGCTCTGGAATCAAGTCTAAAGTGGTGCCAATGTCTAATCCTGTCCCAATGTCTAATCCTGGGACTGTTTTCATGCATGGCTTTCATTATTGCCTTGGATTAGAGGGGCAATA
1 M 1 M 1 M 1 " 1 M 1 M 1 1 1 M 1 M 1 " 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
ACCACACTTCCACTCGTAGGACCCGAGACCTTAGTTCAGATTTCACCACGGTTACAGATTAGGACAGGGTTACAGATTAGGACCCTGACAAAAGTACGTACCGAAAGTAATAACGGAACCTAATCTCCCCGTTAT

P2

VCP-201 >
235
G vV K
----------------------------------------------------------------------------------------------------- >
VCP-201

ACGTATCCTTTAGTTTACCTAAGGCTCTAAATTCATTAGAGCTGATGGTCTAAAACCAGAGTAGGCTAATCAAATTGTCTGTTGTGTGCGTGTGCGCACAAAACACACACACATATATATATGGGTTTTTCTTTA
i 1 M 1 M 1 N 1 N 1 N 1 N 1 M 1 M 1 N 1 i 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
TGCATAGGAAATCAAATGGATTCCGAGATTTAAGTAATCTCGACTACCAGATTTTGGTCTCATCCGATTAGTTTAACAGACAACACACGCACACGCGTGTTTTGTGTGTGTGTATATATATACCCAAAAAGAAAT

I R >

VCP-201 >

VCP-201

CAACTCTTAGAATATAAAAGCCATTCTTGTATCAATGGACCCTGTAAAAACAAATCTCACCATAGTTTGCCAGCCTGTCTAGAGCAATGTCACCCAGTAGAAGTAAGGAAGTTAAGGAAATTTTCAGAGTGTTAA
1 M 1 N 1 M 1 M 1 . 1 N 1 M 1 M 1 M 1 M 1 N 1 N 1 N 1
T ¥ T ¥ T ¥ T . T . T . T . T . T . T ¥ T ¥ T ¥ T ¥ T
GTTGAGAATCTTATATTTTCGGTAAGAACATAGTTACCTGGGACATTTTTGTTTAGAGTGGTATCAAACGGTCGGACAGATCTCGTTACAGTGGGTCATCTTCATTCCTTCAATTCCTTTAAAAGTCTCACAATT

I >

VCP-201 >

I e R T T

VCP-201

AGGGTTCTGAGTCTAAAACATTTGAGAACTATTGGTCTAGAGTGTAGCTTCTCAATCTTTTCCTAGTGGGAAAGTGTTTCCATGGAACACACTGAAGATGAAGTTACTCATTTTCCTAGTGGGTGGCACACAAAT
t } t } t } t } y } t } t } t } t } t } t } t } y } t
TCCCAAGACTCAGATTTTGTAAACTCTTGATAACCAGATCTCACATCGAAGAGTTAGAAAAGGATCACCCTTTCACAAAGGTACCTTGTGTGACTTCTACTTCAATGAGTAAAAGGATCACCCACCGTGTGTTTA

. -__________________________________________pg

VCP-201 >

VCP-201

AATTTCATTTTCTATGTGGACAGTTTACATGTTCTGCTTGTGGATGAGGCCATAGAAAGGGTAGTGTTGAAGAAGAAAAATGATGATTGTAAGGAACAGCATTCCAGTGTGATAAATTCTGGAGGGCATGATTAC
1 M 1 N 1 M 1 M 1 L 1 L 1 L 1 L 1 M 1 N 1 M 1 M 1 L 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
TTAAAGTAAAAGATACACCTGTCAAATGTACAAGACGAACACCTACTCCGGTATCTTTCCCATCACAACTTCTTCTTTTTACTACTAACATTCCTTGTCGTAAGGTCACACTATTTAAGACCTCCCGTACTAATG

VCP-201

TGGAGTGAGTGATCCTCTGGCAATGAAGAAAATAGACCCTGCTCTCTTAAATGGCTTAGCTAGTCTTTGGCCCTTGGTCTGTCTAAAATTGAGCCCTTAGTGTAATGGCCTCTTGCCTTTCCCTAGTCATGTATC
N 1 1 1 M 1 N 1 N 1 N 1 N 1 N 1 i 1 N 1 1 1 " 1 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
ACCTCACTCACTAGGAGACCGTTACTTCTTTTATCTGGGACGAGAGAATTTACCGAATCGATCAGAAACCGGGAACCAGACAGATTTTAACTCGGGAATCACATTACCGGAGAACGGAAAGGGATCAGTACATAG

I R >

VCP-201 >

VCP-201

TTCAAACGCATTTGGACTACAGTTTCTCTGCCCTTAGTCTCCTATGCAAGTTGCAATCATAAATGTTGCCCACTTTCTAGCAGTATTTTCCCTGCTAGTAATAGAAATGAGTGTGGCCTAAAGTAATTGTCTTCT
1 N 1 N 1 N 1 M 1 N 1 M 1 M 1 N 1 N 1 N 1 N 1 . 1 N 1
T ¥ T ¥ T B T ¥ T 5 T d T . T ¥ T . T ¥ T ¥ T ¥ T . T
AAGTTTGCGTAAACCTGATGTCAAAGAGACGGGAATCAGAGGATACGTTCAACGTTAGTATTTACAACGGGTGAAAGATCGTCATAAAAGGGACGATCATTATCTTTACTCACACCGGATTTCATTAACAGAAGA

I R >

VCP-201 >

VCP-201

TAGCATTTACTGCGGAGGGCTTATTCTTAATATTGTCAGGGTTGAAGCCTGATTCTCACCCTCTCTGGAGCGCTAGTCAAGCCATTTTAGGGTTTGGGAGAAGGTGGGAACCTAATCACACTCTGCATTGGTCCA
t } t } t } t } t } t } t } t } y } y } y } y } t } t
ATCGTAAATGACGCCTCCCGAATAAGAATTATAACAGTCCCAACTTCGGACTAAGAGTGGGAGAGACCTCGCGATCAGTTCGGTAAAATCCCAAACCCTCTTCCACCCTTGGATTAGTGTGAGACGTAACCAGGT

I R >

VCP-201 >

L T

VCP-201

CAGCCTCCTAGAGGAATCCTGCTTTACGGACCTCCTGGAACAGGAAAGACCCTGATTGCTCGAGCTGTAGCAAATGAGACTGGAGCCTTCTTCTTCTTGATCAATGGTGAGATATTTGGTTCATCTTATGTCTAG
1 N 1 M 1 N 1 N 1 M 1 N 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 T T T T T T T T T T T
GTCGGAGGATCTCCTTAGGACGAAATGCCTGGAGGACCTTGTCCTTTCTGGGACTAACGAGCTCGACATCGTTTACTCTGACCTCGGAAGAAGAAGAACTAGTTACCACTCTATAAACCAAGTAGAATACAGATC

| >

VCP-201 >
s s L 240 s L s 245 L s s 250 s s L 255 s L s 260 s L s 265 s s s 270
| » R G 1 | 5 L x G » P G T G K T L 1 A R A vV A N E T G A F F | 3 [ 1 N
v ENSE00003523069 -----------------------.>

VCP-201

CTAGACCCAATTTTGAACTGGGCTTATGAGCTGGAGCACTTATGAACACATCCTTTTTGCACCCATGCCCTCCTTCATGTTTATAGCATATTTCTTATGCTGGGGTATGTTACAGACAGAAGAGCAATAAAGGGA
y } y } y } t } t } t } t } t } y } t } t } t } t } t
GATCTGGGTTAAAACTTGACCCGAATACTCGACCTCGTGAATACTTGTGTAGGAAAAACGTGGGTACGGGAGGAAGTACAAATATCGTATAAAGAATACGACCCCATACAATGTCTGTCTTCTCGTTATTTCCCT

I R >

VCP-201 >

VCP-201

AGATATTTTACATTGGTGCTCCCTGTCCTGCCCCCTTTGAGAAAGATTGTGGACAGACTGCAGAGCGGGAGCAAGCTAGAATGAGAAATCAAAGGGTGAATGGTTAGTGATTTGAGAGGGTTTGGGGCAAATGAA
1 N 1 M 1 L 1 N 1 M 1 L 1 N 1 L 1 L 1 N 1 L 1 L 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
TCTATAAAATGTAACCACGAGGGACAGGACGGGGGAAACTCTTTCTAACACCTGTCTGACGTCTCGCCCTCGTTCGATCTTACTCTTTAGTTTCCCACTTACCAATCACTAAACTCTCCCAAACCCCGTTTACTT

I R >

VCP-201 >

L e L e L)

VCP-201

8640

8775

8910

9045

9180

9315

9450

9585

9720

9855

9990



CTTTGATCACTGGCTCTTGGAGAATGCTGTTTAGTGGTGTGCCATCTGGTGTGCCATCTCTCTTGCTCTAGCCAGAGGTCCTAGAGCATTTGCTGTCACCTTTACAGTTCAACTGTGAGAAGAGTATAGTGAGTC
" 1 M 1 " 1 " 1 M 1 M 1 " 1 M 1 1 1 " 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
GAAACTAGTGACCGAGAACCTCTTACGACAAATCACCACACGGTAGACCACACGGTAGAGAGAACGAGATCGGTCTCCAGGATCTCGTAAACGACAGTGGAAATGTCAAGTTGACACTCTTCTCATATCACTCAG

P2

VCP-201 >

VCP-201

CCTGGGCTTCTCTCCAGCCTTGCCTGGTGGCTGTCCTGGGATAATGGCTGGTAGAGGATGTGAGAAGTAGGCAGAGGTTACCACCTTCTCACCCAGGACCTGTCTCTGGGCCAAACAAGCAAGATAACTGATTTT
1 N 1 M 1 N 1 N 1 M 1 N 1 N 1 : 1 N 1 N 1 M 1 M 1 N 1

T T T T T T T T T T T T T T T T T T T T T T T T T T T
GGACCCGAAGAGAGGTCGGAACGGACCACCGACAGGACCCTATTACCGACCATCTCCTACACTCTTCATCCGTCTCCAATGGTGGAAGAGTGGGTCCTGGACAGAGACCCGGTTTGTTCGTTCTATTGACTAAAA

. ___________________________________________________________Pg

VCP-201 >

VCP-201

TGGGAGGAATTGGGAAAGACTATCATTTTGTTATTGTCTCCATTCTGTATCCTTTCAGGTCCTGAGATCATGAGCAAATTGGCTGGTGAGTCTGAGAGCAACCTTCGTAAAGCCTTTGAGGAGGCTGAGAAGAAT
N 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
ACCCTCCTTAACCCTTTCTGATAGTAAAACAATAACAGAGGTAAGACATAGGAAAGTCCAGGACTCTAGTACTCGTTTAACCGACCACTCAGACTCTCGTTGGAAGCATTTCGGAAACTCCTCCGACTCTTCTTA

- ___________________________________pg

VCP-201 >
N N N L 275 N N L 280 N N L 285 N N L 290 N N L 295
G P E 1 M S K L A G E S E S N L R K A F E E A E K N
----------------------------------------------- >
VCP-201

GCTCCTGCCATCATCTTCATTGATGAGCTAGATGCCATCGCTCCCAAAAGAGAGAAAGTAGGAGCTTACCTGAGGGGATAGAGGGGGGTTGAAAGGCCCTGACTTCACTTCTGACCAGACATCCTGTTCTGGCAG
1 N 1 M 1 N 1 N 1 M 1 N 1 N 1 N 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
CGAGGACGGTAGTAGAAGTAACTACTCGATCTACGGTAGCGAGGGTTTTCTCTCTTTCATCCTCGAATGGACTCCCCTATCTCCCCCCAACTTTCCGGGACTGAAGTGAAGACTGGTCTGTAGGACAAGACCGTC

- _______________________________pg

VCP-201 >

. ., 300 ., o, ., 0305 . ., ., 30 , ., ., ., 315
A P A 1 1 F 1 D E L D A I A P K R E K

ENSE00001091832 B e e e >

VCP-201

ACTCATGGCGAGGTGGAGCGGCGCATTGTATCACAGTTGTTGACCCTCATGGATGGCCTAAAGCAGAGGGCACATGTGATTGTTATGGCAGCAACCAACAGACCCAACAGCATTGACCCAGCTCTACGGCGATTT
+ 1 N 1 N 1 + 1 M 1 N 1 N 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
TGAGTACCGCTCCACCTCGCCGCGTAACATAGTGTCAACAACTGGGAGTACCTACCGGATTTCGTCTCCCGTGTACACTAACAATACCGTCGTTGGTTGTCTGGGTTGTCGTAACTGGGTCGAGATGCCGCTAAA

______________________________________________________________________________________________________________________________Pg

VCP-201 >

L " L L 320 . " " L 325 L L L 330 . L L L 335 L " L 340 L " " 345 L L L 350 . L L L 355 L L L 360
T H G E 4 E R R I 4 S Q L L T L M D G L K Q R A H 4 I 4 M A A T N R P N S I D P A L R R F
1840

ENSE0000109

VCP-201

GGTAAGGACTCCAGATACTTTTGACCCCGTCCTTGCTTAGGTCCTACTTCTCTCCTTCATCTAAGTCACCTAATCCTCTTGAAGCCCTTCACAGTGATTGGGTCCAGGGGTCTTTTTCCTTTACCCTACGTCCTG
1 M 1 " 1 M 1 1 1 M 1 M 1 1 1 " 1 M 1 1 1 M 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
CCATTCCTGAGGTCTATGAAAACTGGGGCAGGAACGAATCCAGGATGAAGAGAGGAAGTAGATTCAGTGGATTAGGAGAACTTCGGGAAGTGTCACTAACCCAGGTCCCCAGAAAAAGGAAATGGGATGCAGGAC

. ______________________________________________________________Pg

VCP-201 >

VCP-201

TCTAGAGTGACCAACCACCCTGGTTTTCCTGAGACTGAAAGGTTTCCCAGAGCTTGAGACTTTTTTAGTGCTGGCATTAGGACAATCCTGTGCTGGCTGAGATGGTTGGTCACCCTAGGCCTGTCTCTTACCTCT
M 1 M 1 N 1 M 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
AGATCTCACTGGTTGGTGGGACCAAAAGGACTCTGACTTTCCAAAGGGTCTCGAACTCTGAAAAAATCACGACCGTAATCCTGTTAGGACACGACCGACTCTACCAACCAGTGGGATCCGGACAGAGAATGGAGA

- _______________________________pg

VCP-201 >

VCP-201

GGACTAGAGATGAGCCCTGTTTATGTTTGTGTACTGTCCCACAGGTCGCTTTGACAGGGAGGTAGATATTGGAATTCCTGATGCTACAGGACGCTTAGAGATTCTTCAGATCCATACCAAGAACATGAAGCTGGC
1 N 1 M 1 M 1 N 1 M 1 M 1 M 1 M 1 M 1 N 1 + 1 N 1 N 1

T ¥ T T T ¥ T ¥ T T T ¥ T ¥ T T T ¥ T ¥ T T T ¥ T ¥ T
CCTGATCTCTACTCGGGACAAATACAAACACATGACAGGGTGTCCAGCGAAACTGTCCCTCCATCTATAACCTTAAGGACTACGATGTCCTGCGAATCTCTAAGAAGTCTAGGTATGGTTCTTGTACTTCGACCG

L _________________________________pg

VCP-201 >

L. 365 ., ., 30 ., ., ., ., 375 , ., ., ., 380 ., ., ., ., 38 ., ., ., ., 39
G R F D R E Vv D 1 GG I P D A T G R L E I L Q I H T K N M K L A

------------------------------------ ENSE00003519681 >

VCP-201

AGATGATGTGGACCTGGAACAGGTGAAGTGATGATGATGGCTGACCAGGCGTTACAGTGTCTCTAGGCAGTTGCTGGGAACTGGCTAGAGACATAAGGTTAAGATGTGAGGAGATGGGTTTTGATTTCTGGACAG
M 1 M 1 N 1 M 1 M 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
TCTACTACACCTGGACCTTGTCCACTTCACTACTACTACCGACTGGTCCGCAATGTCACAGAGATCCGTCAACGACCCTTGACCGATCTCTGTATTCCAATTCTACACTCCTCTACCCAAAACTAAAGACCTGTC

L _________________________________pg

VCP-201 >
D D \ D L E Q
----------------------------------------------------------------------------------------- >
VCP-201

GGGAAAGGAAGTAATCTGAGATTGAATCCAGGAAATGGGAGTTGGCATTTTTCATAGTTGACGCTGCATTTAGAGTAAATCAGAATTGTTGGAGCAGCCTTATTTCTAGGTCCCAAGTCCAGAATTAAGTACTTA
1 N 1 M 1 N 1 N 1 M 1 N 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
CCCTTTCCTTCATTAGACTCTAACTTAGGTCCTTTACCCTCAACCGTAAAAAGTATCAACTGCGACGTAAATCTCATTTAGTCTTAACAACCTCGTCGGAATAAAGATCCAGGGTTCAGGTCTTAATTCATGAAT

- _______________________________pg

VCP-201 >

VCP-201

AAACCCAGCCCATAAAGGTATTGATAGTATATATTCAAGGAAATGAGAGGACCCAGGGATAGCAGTCAGGGGAAGGATTCTATTGTCTCTGAGCCTCCTGCAGCAGCTGGGTCTTTGAGGCAGCATAGTAAGTAG
M 1 M 1 M 1 M 1 M 1 N 1 M 1 M 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 +
TTTGGGTCGGGTATTTCCATAACTATCATATATAAGTTCCTTTACTCTCCTGGGTCCCTATCGTCAGTCCCCTTCCTAAGATAACAGAGACTCGGAGGACGTCGTCGACCCAGAAACTCCGTCGTATCATTCATC

L _________________________________pg

VCP-201 >

VCP-201

10,125

10,260

10,395

10,530

10,665

10,800

10,935

11,070

11,205

11,340

11,475



ATCTTTCTCTGCAGGTAGCCAATGAGACTCACGGGCATGTGGGTGCTGACTTAGCAGCCCTGTGCTCAGAGGCTGCTCTGCAAGCCATCCGCAAGAAGATGGATCTCATTGACCTAGAGGATGAGACCATTGATG
1 " 1 M 1 M 1 " 1 M 1 M 1 1 1 " 1 M 1 " 1 " 1 M 1 " 1

T T T T
TAGAAAGAGACGTCCATCGGTTACTCTGAGTGCCCGTACACCCACGACTGAATCGTCGGGACACGAGTCTCCGACGAGACGTTCGGTAGGCGTTCTTCTACCTAGAGTAACTGGATCTCCTACTCTGGTAACTAC

P2

VCP-201 >
s 400 s s L 405 s L L 410 L L s 415 s L L 420 L s L 425 L L s 430 s s L 435 s L
V A N E T H G H V G A D L A A L C S E A A L Q A 1 R K K M D L 1 D L E D E T 1 D
------------ ENSE00003669115 >
VCP-201

CCGAGGTCATGAACTCTCTAGCAGTTACTATGGATGACTTCCGGGTAAGGACCACACCCGTGCCTCAGGTACACACATACGTGCTTTGACCCCTCCCTTGATAAGTCTCATCCCCAGTTTTCCCTCCTTTTCTAG
" 1 M 1 " 1 " 1 M 1 M 1 " 1 M 1 " 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

GGCTCCAGTACTTGAGAGATCGTCAATGATACCTACTGAAGGCCCATTCCTGGTGTGGGCACGGAGTCCATGTGTGTATGCACGAAACTGGGGAGGGAACTATTCAGAGTAGGGGTCAAAAGGGAGGAAAAGATC

P2

VCP-201 >
L 440 L L s 445 s s L 450 s '
A E \ M N S L A \ T M D D F R
ENSE00003669115 R I I el >
VCP-201

TGGGCCTTGAGCCAGAGTAACCCATCAGCACTGCGGGAAACCGTGGTAGAGGTGCCACAGGTAACCTGGGAAGACATCGGGGGCCTAGAGGATGTCAAACGTGAGCTACAGGAGCTGGTCCAGGTAGGGCAACTT
1 . 1 + 1 . 1 N 1 + 1 . 1 M 1 M 1 . 1 M 1 + 1 M 1 M 1

T ¥ T T
ACCCGGAACTCGGTCTCATTGGGTAGTCGTGACGCCCTTTGGCACCATCTCCACGGTGTCCATTGGACCCTTCTGTAGCCCCCGGATCTCCTACAGTTTGCACTCGATGTCCTCGACCAGGTCCATCCCGTTGAA

P2

VCP-201 >
455 L s L 460 L s L 465 s s L 470 s s L 475 s s L 480 s s , 485 s s L 490 s s s
W A L S Q S N P S A L R E T \ \ E \ P Q \ T W E D 1 G G L E D \ K R E L Q E L \ Q
ENSE00003597683 o eI >
VCP-201

GGTCCAGGGTGAGTCACTGTCTCAGTACATTGTAATTGATCTGGGTGATCTCAGGGTGTCAACACATTTGCTGCAAGAGTTGTGAGAGCACGACTTAGGAACCTACTGTTCTTAGGTTTGAGGCACTAAGGAGTC

CCAGGTCCCACTCAGTGACAGAGTCATGTAACATTAACTAGACCCACTAGAGTCCCACAGTTGTGTAAACGACGTTCTCAACACTCTCGTGCTGAATCCTTGGATGACAAGAATCCAAACTCCGTGATTCCTCAG

P2

VCP-201 >

VCP-201

TTCTTCTAGAGAACCTGGATCTGATACCATTGGGTACACCATGAAATAATGGAGGGGATGCTTCTGTTTAGTTAGGTTTCTTTCAAAATGTGGAGGTAGCCTTGAACCCTCTTTCCTTTTCCTCCTAGTATCCTG
1 1 1 " 1 M 1 M 1 " 1 M 1 N 1 M 1 M 1 M 1 " 1 M 1 N 1

T T T T
AAGAAGATCTCTTGGACCTAGACTATGGTAACCCATGTGGTACTTTATTACCTCCCCTACGAAGACAAATCAATCCAAAGAAAGTTTTACACCTCCATCGGAACTTGGGAGAAAGGAAAAGGAGGATCATAGGAC

P2

VCP-201 >

495
Y P

-------------------------------------------------------------------------------------------------------

VCP-201

>

TGGAGCACCCAGACAAATTCCTGAAGTTTGGCATGACACCTTCCAAGGGAGTTCTGTTCTATGGACCTCCTGGCTGTGGGAAAACTTTGTTGGCCAAAGCCATTGCTAATGAATGCCAGGCCAACTTCATCTCCA
M 1 M 1 1 1 1 1 1 1 1 1 1 1 1 N

T T T T T T T T T T T T T T T T
ACCTCGTGGGTCTGTTTAAGGACTTCAAACCGTACTGTGGAAGGTTCCCTCAAGACAAGATACCTGGAGGACCGACACCCTTTTGAAACAACCGGTTTCGGTAACGATTACTTACGGTCCGGTTGAAGTAGAGGT

P2

VCP-201 >
L L L 500 L L L 505 L L , 510 L L , 515 L L L 520 L L L 525 L L L 530 L L L 535 L L L 540
\ E H P D K F L K F G M T P S K G \ L F Y G P P G C G K T L L A K A 1 A N E C Q A N F 1 S
ENSE00003550122 >
VCP-201

TCAAGGGTCCTGAGCTGCTCACCATGTGGTTTGGGGAGTCTGAGGCCAATGTCAGAGAAATCTTTGACAAGGTGAGCTACAATAGGCTGAACTATGTATTGATTTGCCTGAGGGCAAGGAATAGAGGCTGTTTTT

AGTTCCCAGGACTCGACGAGTGGTACACCAAACCCCTCAGACTCCGGTTACAGTCTCTTTAGAAACTGTTCCACTCGATGTTATCCGACTTGATACATAACTAAACGGACTCCCGTTCCTTATCTCCGACAAAAA

P2

VCP-201 >
. . . 545 ., 550 ., ., ., ., 585 ., ., ., ., 560 , ., . ., 565
I K G P _E L L T M W F G E S E A N V R _E I F D K
ENSE00003550122 e >
VCP-201

CTTTAAGAGGGTTGAAATATTCTTAGTGCTGGCTGCTCAACTGCACAGTAAGTCACTTGATTTTCTTTCTGAGGTCTGAGAGACCTAGTGTTATTTTTTTTTTCTCTCTCTCTCTCTTGAGACAGGGTCTGGCTC
+ 1 1 N 1 M 1 1 N 1 M 1 M 1 M 1 M 1 M 1 M 1 M 1 M

GAAATTCTCCCAACTTTATAAGAATCACGACCGACGAGTTGACGTGTCATTCAGTGAACTAAAAGAAAGACTCCAGACTCTCTGGATCACAATAAAAAAAAAAGAGAGAGAGAGAGAACTCTGTCCCAGACCGAG

P

VCP-201 >

VCP-201

TGTTGCCCAGGTTGGAGGGCAGTGGTACAGTCATGGCTCACTGTAACCTTGAAACCTGGGCTTAAGCAATTCTCCTACTTCAGCCTCCTGAGTAGCTGGGACTATAGGCATGCGTCACCACATCTGGCTAATTTT
1 M 1 M 1 M 1 N 1 M 1 M 1 M 1 M 1 M 1 M 1 + 1 M 1 N 1

T T T T
ACAACGGGTCCAACCTCCCGTCACCATGTCAGTACCGAGTGACATTGGAACTTTGGACCCGAATTCGTTAAGAGGATGAAGTCGGAGGACTCATCGACCCTGATATCCGTACGCAGTGGTGTAGACCGATTAAAA

P2

VCP-201 >

VCP-201

TTATTTTTTGTAGAGACAAAGTCTCAGTATGTTGCCCATGCTGGTTTCGGATTTCTGGCCTCAAGTGATCCTCCCACCTTGGCCTCCCAAAGTGCTGGGAATACAGGTGTGAGCCACCACGTTTGCCTAGAGACA
" 1 M 1 M 1 M 1 M 1 M 1 " 1 M 1 " 1 M 1 M 1 M 1 " 1 M

+ T T t T + T t
AATAAAAAACATCTCTGTTTCAGAGTCATACAACGGGTACGACCAAAGCCTAAAGACCGGAGTTCACTAGGAGGGTGGAACCGGAGGGTTTCACGACCCTTATGTCCACACTCGGTGGTGCAAACGGATCTCTGT

P2

VCP-201 >

VCP-201

11,610

11,745

11,880

12,015

12,150

12,285

12,420

12,555

12,690

12,825



TCTAGTTTTGTTAGTGCTTGAATCAATCCATTCCTCCTACAGGCCCGCCAAGCTGCCCCCTGTGTGCTATTCTTTGATGAGCTGGATTCGATTGCCAAGGCTCGTGGAGGTAACATTGGAGATGGTGGTGGGGCT
1 M 1 " 1 M 1 M 1 M 1 M 1 " 1 M 1 M 1 M 1 " 1 M 1 M 1

T T T T
AGATCAAAACAATCACGAACTTAGTTAGGTAAGGAGGATGTCCGGGCGGTTCGACGGGGGACACACGATAAGAAACTACTCGACCTAAGCTAACGGTTCCGAGCACCTCCATTGTAACCTCTACCACCACCCCGA

P2

VCP-201 >

. ., ., ., 570 , . ., ., 555 , ., . ., s ., ., ., ., 58 ., . ., ., 50 , ., . ., 595 ,

A R Q A A P C \ L F F D E L D S 1 A K A R G G N 1 G D G G G A

---------------------------------- ENSE00003633833 >
VCP-201

GCTGACCGAGTCATCAACCAGATCCTGACAGAAATGGATGGCATGTCCACAAAAAAAAATGTGTTCATCATTGGCGCTACCAACCGGCCTGACATCATTGATCCTGCCATCCTCAGACCTGGCCGTCTTGATCAG
M 1 M 1 M 1 " 1 M 1 1 1 " 1 M 1 M 1 " 1 M 1 1 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

CGACTGGCTCAGTAGTTGGTCTAGGACTGTCTTTACCTACCGTACAGGTGTTTTTTTTTACACAAGTAGTAACCGCGATGGTTGGCCGGACTGTAGTAACTAGGACGGTAGGAGTCTGGACCGGCAGAACTAGTC

P2

VCP-201 >
s s L 600 s s L 605 s s L 610 L s L 615 s s L 620 s s L 625 s L L 630 s L L 635 L L L 640
A D R \ 1 N Q 1 L T E M D G M S T K K N \ F 1 1 G A T N R P D 1 1 D P A 1 L R P G R L D Q
ENSE00003633833 >
VCP-201

CTCATCTACATCCCACTTCCTGATGAGAAGTCCCGTGTTGCCATCCTCAAGGCTAACCTGCGCAAGTCCCCAGTTGCCAAGGCAGGTGCAAGATCATGGGCTGTGGGAGACTTGCATGAGTCCTCAGGCTGGTAC
1 . 1 M 1 . 1 M 1 + 1 . 1 M 1 + 1 . 1 M 1 + 1 . 1 M 1

T ¥ T T
GAGTAGATGTAGGGTGAAGGACTACTCTTCAGGGCACAACGGTAGGAGTTCCGATTGGACGCGTTCAGGGGTCAACGGTTCCGTCCACGTTCTAGTACCCGACACCCTCTGAACGTACTCAGGAGTCCGACCATG

P2

VCP-201 >
. . . 45 , ., ., 65 . ., ., . es5 ., . ., ., 660 ., ., . ., 665 ., .,
L 1 Y 1 P L P D E K S R \ A 1 L K A N L R K S P \ A K
ENSE00003633833 S >
VCP-201

GGAGTGCTCTTTAGTTTCTGGACAAGATTCCACTGGGGTTAGGGTTGGTCTAAAGGGAAGGTAGAATTTTTGAGGATATCAAGATAATCTAGAATCAGGAATAAAATGGGGTGGCCAAAGAAGGGGCAAACTGTA

CCTCACGAGAAATCAAAGACCTGTTCTAAGGTGACCCCAATCCCAACCAGATTTCCCTTCCATCTTAAAAACTCCTATAGTTCTATTAGATCTTAGTCCTTATTTTACCCCACCGGTTTCTTCCCCGTTTGACAT

P2

VCP-201 >

VCP-201

GTTGGGAGTGCTCGGGTAGCCCAAAGATCTGCGTATCTCGAGAGGAGAGGCTAAATGCTAAGGTACCTCTGCTGCTGCTTTTAGGATGTGGACTTGGAGTTCCTGGCTAAAATGACTAATGGCTTCTCTGGAGCT
1 M 1 M 1 M 1 M 1 " 1 M 1 " 1 " 1 M 1 " 1 M 1 M 1 M 1

T T T T
CAACCCTCACGAGCCCATCGGGTTTCTAGACGCATAGAGCTCTCCTCTCCGATTTACGATTCCATGGAGACGACGACGAAAATCCTACACCTGAACCTCAAGGACCGATTTTACTGATTACCGAAGAGACCTCGA

P2

VCP-201 >
L 670 ., . . 675 ., . . 680 ., . . . 685
D \ D L E F L A K M T N G F S G A
------------------------------------------------------------------- ENSE00003632965 >
VCP-201

GACCTGACAGAGATTTGCCAGCGTGCTTGCAAGCTGGCCATCCGTGAATCCATCGAGAGTGAGATTAGGCGAGAACGAGAGAGGCAGACAAACCCATCAGCCATGGTGAGTCTGCATCCTTTCCCCAGATGTGCC
M 1 M 1 1 1 1 1 1 1 1 1 1 1 1 M

T T T T T T T T T T T T T T T T
CTGGACTGTCTCTAAACGGTCGCACGAACGTTCGACCGGTAGGCACTTAGGTAGCTCTCACTCTAATCCGCTCTTGCTCTCTCCGTCTGTTTGGGTAGTCGGTACCACTCAGACGTAGGAAAGGGGTCTACACGG

P2

VCP-201 >
. . ., 6% ., ., ., ., 695 , ., ., ., 700 , ., ., ., 705 ., ., ., ., 710 ., ., ., ., 715 , ., ., ., 720
D L T E 1 C R A C K L A 1 R E S 1 E S E 1 R R E R E R T N P S A M
ENSE00003632965 o e il >
VCP-201

AATCATGGAGAGCCAGGCAGCAGCCACCACCATGCCCTGGAGTTGAGAGTAGAAGCTGTTGGAAAGATCATCTAACTGAGAAGAATTTTAATAGGGCATCAAAGATAAAGAATGCTGAGGTGAATCCATTCAATT

TTAGTACCTCTCGGTCCGTCGTCGGTGGTGGTACGGGACCTCAACTCTCATCTTCGACAACCTTTCTAGTAGATTGACTCTTCTTAAAATTATCCCGTAGTTTCTATTTCTTACGACTCCACTTAGGTAAGTTAA

P2

VCP-201 >

VCP-201

TGGAATAAGGCCGAGAAGAGATGGTCAGGCTCCATTCTCAGTCTGAACCAAGCTCCATGAGGGAAATCAAAGTATGAGAGTGCAGCAAACACAGCAAGGTTTTTTTTGTTTTTTGTTTTTTGTTTTTTTTTTGAG
M 1 M 1 " 1 " 1 M 1 M 1 M 1 M 1 M 1 M 1 M 1 M 1 " 1 M

+ T T t T + T t
ACCTTATTCCGGCTCTTCTCTACCAGTCCGAGGTAAGAGTCAGACTTGGTTCGAGGTACTCCCTTTAGTTTCATACTCTCACGTCGTTTGTGTCGTTCCAAAAAAAACAAAAAACAAAAAACAAAAAAAAAACTC

P2

VCP-201 >

VCP-201

ACGAAGTCTCACTCTGTTGCCCAGACTGGAGTGCAGTGGCACGATCTTGGCTCACTGCAACTTCTGCCTCCCAGGTTCAAGCGATTCTCCTGCCTCAGCCTCCCGAGTAGCTGGGACTACAGGCACATGCCACCA
1 N 1 M 1 M 1 1 1 M 1 M 1 1 1 1 1 M 1 1 1 M 1 M 1 1 1

T T T T
TGCTTCAGAGTGAGACAACGGGTCTGACCTCACGTCACCGTGCTAGAACCGAGTGACGTTGAAGACGGAGGGTCCAAGTTCGCTAAGAGGACGGAGTCGGAGGGCTCATCGACCCTGATGTCCGTGTACGGTGGT

. ______________________________________________________________Pg

VCP-201 >

VCP-201

TGTCCGGCTAGTTTTTTGTATTTTTTTTTTAGTAGAAACGTGGTTTCACCACGTTAGCCAGGATGGTCTCGATCTCCTGACCTTGTGATGTGCCCACCTCGGCCTCCCAAAGTGCTGGGATTACAGGCGTGAACC
M 1 M 1 N 1 M 1 M 1 N 1 M 1 M 1 N 1 M 1 M 1 N 1 N 1 M

+ T T t T + T t
ACAGGCCGATCAAAAAACATAAAAAAAAAATCATCTTTGCACCAAAGTGGTGCAATCGGTCCTACCAGAGCTAGAGGACTGGAACACTACACGGGTGGAGCCGGAGGGTTTCACGACCCTAATGTCCGCACTTGG

- _______________________________pg

VCP-201 >

VCP-201

ACAGAGCAAGGTTTTGAGCTGAGATGAGACTCATATACTTATCCCTGATGGTTGGGGAAGGGATAGGGTCCACAGACCTCCCAAAATGAAAAGGCAAATTCATGTGTTTGTAAGTTCCATAAAGGTAAGATCTCT
1 N 1 M 1 M 1 M 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
TGTCTCGTTCCAAAACTCGACTCTACTCTGAGTATATGAATAGGGACTACCAACCCCTTCCCTATCCCAGGTGTCTGGAGGGTTTTACTTTTCCGTTTAAGTACACAAACATTCAAGGTATTTCCATTCTAGAGA

L _________________________________pg

VCP-201 >

VCP-201

12,960

13,005

13,230

13,365

13,500

13,635

13,770

13,905

14,040

14,175

14,310



GTCATCTCACTTGTTTTCCACTATGTCTTGTGTTACCCTTAATTAATTCATTAAGTTCCAAACATGGGACTTAATGAGCAAATAAATGGCTTTCTTTCCCTTTTGAAGGGTCTGTGACATCCCTTCTCTCTCCCA
" 1 M 1 M 1 M 1 M 1 M 1 " 1 M 1 1 1 " 1 M 1 " 1 " 1 M

+ T T t T + T t
CAGTAGAGTGAACAAAAGGTGATACAGAACACAATGGGAATTAATTAAGTAATTCAAGGTTTGTACCCTGAATTACTCGTTTATTTACCGAAAGAAAGGGAAAACTTCCCAGACACTGTAGGGAAGAGAGAGGGT

P2

VCP-201 >

VCP-201

TAAAAGCTTAACAACTACTGATGAACTAATCCTAGGAGGTAGTCACATAAGTCACAGAAATTGGCCTCTCAATGGAAGAGATAGGTTTTGAGCTGGGCTGTGAAGAGAGTAGAATTTGAATAAAGGGAATAAGCA
1 N 1 M 1 M 1 N 1 N 1 N 1 N 1 M 1 N 1 N 1 M 1 N 1 N 1

T T T T
ATTTTCGAATTGTTGATGACTACTTGATTAGGATCCTCCATCAGTGTATTCAGTGTCTTTAACCGGAGAGTTACCTTCTCTATCCAAAACTCGACCCGACACTTCTCTCATCTTAAACTTATTTCCCTTATTCGT

. ___________________________________________________________Pg

VCP-201 >

VCP-201

GCCCAAATAATGTGCTCTAGTAGTAGGATTGCAATCATTGGGAAACCCTGGGTAGATTTAAGAGTATATATGTCACTGGAAGTGAGACCGCTAGGTAGGATGTAATCCAAATGTGGTAAGCACTGAAAGCCATTG
N 1 M 1 N 1 M 1 N 1 N 1 M 1 N 1 N 1 M 1 N 1 N 1 M 1 N

+ T t T t T + T t T t T + T t T t T + T t T t T + T t
CGGGTTTATTACACGAGATCATCATCCTAACGTTAGTAACCCTTTGGGACCCATCTAAATTCTCATATATACAGTGACCTTCACTCTGGCGATCCATCCTACATTAGGTTTACACCATTCGTGACTTTCGGTAAC

- ___________________________________pg

VCP-201 >

VCP-201

GCATTTCCTTTTAAAGTATTAAGGTTTATTAAGGTATGATATAAATACAATAAAATTCACTCTTTCTATATACCATTTCCATGCTTTATGACAAGTGTGTGTAAGTTCTATAACTACTACCACAGTTGAGACTTA
1 M 1 M 1 M 1 M 1 + 1 M 1 N 1 M 1 M 1 M 1 + 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
CGTAAAGGAAAATTTCATAATTCCAAATAATTCCATACTATATTTATGTTATTTTAAGTGAGAAAGATATATGGTAAAGGTACGAAATACTGTTCACACACATTCAAGATATTGATGATGGTGTCAACTCTGAAT

L -_________________________________pg

VCP-201 >

VCP-201

AAATTTCTACTATCTCAAAAAGTTTCCTTAGCCACTTCAGTCAACATCTCCCCTCCTTAAGCCCCATCACTGATGTGATTTCTGTCCCTACAGTTTTCCCTTTTCCAGAGTGCATTGACAAGTTTTTAAGCAGAG
M 1 M 1 M 1 M 1 M 1 M 1 M 1 M 1 M 1 M 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
TTTAAAGATGATAGAGTTTTTCAAAGGAATCGGTGAAGTCAGTTGTAGAGGGGAGGAATTCGGGGTAGTGACTACACTAAAGACAGGGATGTCAAAAGGGAAAAGGTCTCACGTAACTGTTCAAAAATTCGTCTC

P

VCP-201 >

VCP-201

CAGTGACTCAATTTTAGGAAGCATGGCCTAGCATCTTACCTCAGGTTGGATTGGAAGGGCAAGGAGACCAATAAACTGCAGTAATGGGAGGCCTGGGATGAAATCCAGGCTGGGCTTTAACTAGCCCTAGTGATC
1 N 1 + 1 M 1 M 1 + 1 M 1 N 1 + 1 M 1 M 1 M 1 M 1 M 1

T T T T
GTCACTGAGTTAAAATCCTTCGTACCGGATCGTAGAATGGAGTCCAACCTAACCTTCCCGTTCCTCTGGTTATTTGACGTCATTACCCTCCGGACCCTACTTTAGGTCCGACCCGAAATTGATCGGGATCACTAG

P2

VCP-201 >

VCP-201

TGTGTTTACCAACTATAGGAGGTAGAAGAGGATGATCCAGTGCCTGAGATCCGTCGAGATCACTTTGAAGAAGCCATGCGCTTTGCGCGCCGTTCTGTCAGTGACAATGACATTCGGAAGTATGAGATGTTTGCC
" 1 M 1 M 1 M 1 M 1 M 1 " 1 M 1 " 1 M 1 M 1 M 1 M 1 M

+ T T t T + T t
ACACAAATGGTTGATATCCTCCATCTTCTCCTACTAGGTCACGGACTCTAGGCAGCTCTAGTGAAACTTCTTCGGTACGCGAAACGCGCGGCAAGACAGTCACTGTTACTGTAAGCCTTCATACTCTACAAACGG

P2

VCP-201 >
n n n n 725 n n n 730 n n n 735 n n n 740 n n n 745 n n n 750 n n n 755 n n n
E \ E E D D P \ P E 1 R R D H F E E A M R F A R R S \ S D N D 1 R K Y E M F A
--------------- ENSE00003480815 >

VCP-201

CAGACCCTTCAGCAGAGTCGGGGCTTTGGCAGCTTCAGGTAAGTTGGTTGGGAGCATTAGACAGTGCTTAAGTTACTTTGGGGACCTACACCAAAAGGGATGGGAGTCCTAAGGAAGCTAGAGGGGTAGTTGTGG
1 M 1 " 1 M 1 " 1 " 1 M 1 N 1 " 1 M 1 1 1 " 1 M 1 " 1

T T T T
GTCTGGGAAGTCGTCTCAGCCCCGAAACCGTCGAAGTCCATTCAACCAACCCTCGTAATCTGTCACGAATTCAATGAAACCCCTGGATGTGGTTTTCCCTACCCTCAGGATTCCTTCGATCTCCCCATCAACACC

P2

VCP-201 >
760 1 1 1 765 1 L 1 770 1
Q T L Q Q S R G F G S F R
ENSE00003480815 I i e e I e I >
VCP-201

AAATCTTACACAGGCCCTGTCCTAACCCTCTTTTTTGGCTTTGCTCTTGTACACAGATTCCCTTCAGGGAACCAGGGTGGAGCTGGCCCCAGTCAGGGCAGTGGAGGCGGCACAGGTGGCAGTGTATACACAGAA
M 1 M 1 1 1 1 1 1 1 1 1 1 1 1 N

T T T T T T T T T T T T T T T T
TTTAGAATGTGTCCGGGACAGGATTGGGAGAAAAAACCGAAACGAGAACATGTGTCTAAGGGAAGTCCCTTGGTCCCACCTCGACCGGGGTCAGTCCCGTCACCTCCGCCGTGTCCACCGTCACATATGTGTCTT

P2

VCP-201 >
. . 775 . . . 780, . . . 785 . . ., 790 .. ., 795 . .
F P S G N Q G G A G P S Q G S G G G T G G S \ Y T E
--------------------------------------------- ENSE00001552285 >

VCP-201

GACAATGATGATGACCTGTATGGCTAAGTGGTGGTGGCCAGCGTGCAGTGAGCTGGCCTGCCTGGACCTTGTTCCCTGGGGGTGGGGGCGCTTGCCCAGGAGAGGGACCAGGGGTGCGCCCACAGCCTGCTCCAT

CTGTTACTACTACTGGACATACCGATTCACCACCACCGGTCGCACGTCACTCGACCGGACGGACCTGGAACAAGGGACCCCCACCCCCGCGAACGGGTCCTCTCCCTGGTCCCCACGCGGGTGTCGGACGAGGTA

P2

VCP-201 >

800 . . . . 85 .
DN D LY

VCP-201
TCTCCAGTCTGAACAGTTCAGCTACAGTCTGACTCTGGACAGGGGGTTTCTGTTGCAAAAATACAAAACAAAAGCGATAAAATAAAAGCGATTTTCATTTGGTAGGCGGAGAGTGAATTACCAACAGGGAATTGG
M 1 N 1 M 1 M 1 1 M 1 + 1 M 1 1 1 M 1 M 1 M 1 M

AGAGGTCAGACTTGTCAAGTCGATGTCAGACTGAGACCTGTCCCCCAAAGACAACGTTTTTATGTTTTGTTTTCGCTATTTTATTTTCGCTAAAAGTAAACCATCCGCCTCTCACTTAATGGTTGTCCCTTAACC

P

VCP-201 >

14,445

14,580

14,715

14,850

14,985

15,120

15,255

15,390

15,525

15,660

15,795



GCCTTGGGCCTATGCCATTTCTGTTGTAGTTTGGGGCAGTGCAGGGGACCTGTGTGGGGTGTGAACCAAGGCACTACTGCCACCTGCCACAGTAAAGCATCTGCACTTGACTCAATGCTGCCCGAGCCCTCCCTT

CGGAACCCGGATACGGTAAAGACAACATCAAACCCCGTCACGTCCCCTGGACACACCCCACACTTGGTTCCGTGATGACGGTGGACGGTGTCATTTCGTAGACGTGAACTGAGTTACGACGGGCTCGGGAGGGAA

P2

VCP-201 >

CCCCCTATCCAACCTGGGTAGGTGGGTAGGGGCCACAGTTGCTGGATGTTTATATAGAGAGTAGGTTGATTTATTTTACATGCTTTTGAGTTAATGTTGGAAAACTAATCACAAGCAGTTTCTAAACCAAAAAAT
M 1 M 1 N 1 + 1 M 1 M 1 M 1 M 1 M 1 M 1 M 1 N 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 t T t T t

GGGGGATAGGTTGGACCCATCCACCCATCCCCGGTGTCAACGACCTACAAATATATCTCTCATCCAACTAAATAAAATGTACGAAAACTCAATTACAACCTTTTGATTAGTGTTCGTCAAAGATTTGGTTTTTTA

L -____________________________________pg

VCP-201 >

GACATGTTGTAAAAGGACAATAAACGTTGGGTCAAAATGGAGCCTGAGTCCTGGGCCCTGTGCCTGCTTCTTTTCCTGGGAACAGCCTTGGGCTACCCACCACTCCCAAGGCATTCTTCCAAATGTGAAATCCTG

CTGTACAACATTTTCCTGTTATTTGCAACCCAGTTTTACCTCGGACTCAGGACCCGGGACACGGACGAAGAAAAGGACCCTTGTCGGAACCCGATGGGTGGTGAGGGTTCCGTAAGAAGGTTTACACTTTAGGAC

P2

VCP-201 >

GAAGTAAGATTGCACCTTCTTCCTCTCCTGATCAACATCGGTATGATGTCTCCTGTTGCCTCACCCTTTGTCTGCAGTATCACTGGATAGGACTGGTGGAAAGGGAGCAGCCTGACAGAGCTCCAAATGTGGAGA
M 1 M 1 N 1 + 1 M 1 N 1 M 1 M 1 N 1 M 1 M 1 N 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 T T T T T
CTTCATTCTAACGTGGAAGAAGGAGAGGACTAGTTGTAGCCATACTACAGAGGACAACGGAGTGGGAAACAGACGTCATAGTGACCTATCCTGACCACCTTTCCCTCGTCGGACTGTCTCGAGGTTTACACCTCT

L -_________________________________pg

VCP-201 >

ATATGGCATCCCTCCACCTATATTTGATGTGGACGGTAAGGCTAGGCCTGCAGGATCCCTTATCCTGACCAAAGACTGTGTTGGGGTGCCATTTGAAAATCGCAGGGTTGCAAAAGAATACAATCTTACTTGCAG

TATACCGTAGGGAGGTGGATATAAACTACACCTGCCATTCCGATCCGGACGTCCTAGGGAATAGGACTGGTTTCTGACACAACCCCACGGTAAACTTTTAGCGTCCCAACGTTTTCTTATGTTAGAATGAACGTC

P2

VCP-201 >

GTGGATATTCTCTATACTCTCTTTTAATGCATCTAAAAATCCCAAACATCCCCTGGTTGGTGATCACTTACAGTTGTGTCCACCTTTATTTTATGTACTTTGATTAAAAAAAAAAAACTTTTTGTTAATATAAAA
+ 1 M 1 M 1 + 1 M 1 N 1 M 1 M 1 M 1 M 1 M 1 N 1 M 1 M

t T t T t T t T t T t T t T t T t T t T t T t T t T t
CACCTATAAGAGATATGAGAGAAAATTACGTAGATTTTTAGGGTTTGTAGGGGACCAACCACTAGTGAATGTCAACACAGGTGGAAATAAAATACATGAAACTAATTTTTTTTTTTTGAAAAACAATTATATTTT

L -____________________________________pg

VCP-201

TTTTAGTATTGAATTTTTTTTTTTTCCAAACAGAAAATAGACTATCCTCTTCAACAGTAATCACTTAGTGCTTCTAGGGTCAGTACAGTGATGCCTTACCCAGAGAGAGAGTAGTGCAGAGAAAATAAATTACTA

AAAATCATAACTTAAAAAAAAAAAAGGTTTGTCTTTTATCTGATAGGAGAAGTTGTCATTAGTGAATCACGAAGATCCCAGTCATGTCACTACGGAATGGGTCTCTCTCTCATCACGTCTCTTTTATTTAATGAT

P2

AATTAAATATATGTTGATTGGCTTTGGGACATAATCTCAAAAGACAGTCCTGAACACCGTAATTTTGAATAAAATACTGTAATCTCCAAAGATCAAAATCCCTAAAGTCTAAAATTCTGAAAATCACAATCCCAA
" 1 " 1 M 1 " 1 M 1 M 1 " 1 " 1 M 1 " 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
TTAATTTATATACAACTAACCGAAACCCTGTATTAGAGTTTTCTGTCAGGACTTGTGGCATTAAAACTTATTTTATGACATTAGAGGTTTCTAGTTTTAGGGATTTCAGATTTTAAGACTTTTAGTGTTAGGGTT

P

AAGGTCAAAATCCCAAAATACAATTCTGGAAGAAATACTAAACATTCTTCGAAAATTTACTTACATTTTTAAAAGCGTATTTATTTGAGAAACAACACAACAGAACGTTTCATAGGCCACTACACGATAAAATAG
1 N 1 N 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
TTCCAGTTTTAGGGTTTTATGTTAAGACCTTCTTTATGATTTGTAAGAAGCTTTTAAATGAATGTAAAAATTTTCGCATAAATAAACTCTTTGTTGTGTTGTCTTGCAAAGTATCCGGTGATGTGCTATTTTATC

L _________________________________pg

GGAATAGTAACATTTTTGCAAGATAAACACTCAGGTATACCAATGACAGTTGCACGGATATAACGGTGATGAGCAGATGAAACATTCATAAAGAAATAGGTCAAAAAGTGAAATGTATAAATGCTTTGTCACTAT

CCTTATCATTGTAAAAACGTTCTATTTGTGAGTCCATATGGTTACTGTCAACGTGCCTATATTGCCACTACTCGTCTACTTTGTAAGTATTTCTTTATCCAGTTTTTCACTTTACATATTTACGAAACAGTGATA

P2

GCTTGGTAATTGTGGGCACCTAGCTTTATATAACTGGTCATCTGTAATACTGTGACAGAAAACCTAAGTCTTGATGAGATGGTTCAAAAACTGTTGCGTTACCACTGCATTGTCTCCCAAAGAGACGAGGTCTTG
1 M 1 M 1 . 1 X 1 M 1 . 1 M 1 " 1 . 1 M 1 " 1 . 1 M 1

T 4 T T T T T 4 T T T T T T T T T T T 4 T T T T T T T
CGAACCATTAACACCCGTGGATCGAAATATATTGACCAGTAGACATTATGACACTGTCTTTTGGATTCAGAACTACTCTACCAAGTTTTTGACAACGCAATGGTGACGTAACAGAGGGTTTCTCTGCTCCAGAAC

P

AGAAATTTTATCCTTCACAAATGCACGTGTACAAAAAACAGATGTCTCTTCGTTTATTGAGGAACTTTCAACATTTTTATGCACACATATAATGCTTACACACAGAGTCAACATTGCGGTCATGGAGTCAAATTT
N 1 M 1 N 1 N 1 M 1 N 1 M 1 M 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

TCTTTAAAATAGGAAGTGTTTACGTGCACATGTTTTTTGTCTACAGAGAAGCAAATAACTCCTTGAAAGTTGTAAAAATACGTGTGTATATTACGAATGTGTGTCTCAGTTGTAACGCCAGTACCTCAGTTTAAA

L _________________________________pg

TTAATGTCCAAGGCACCAGAAGAAAAATCTGTCCTAGGCTGGGCATGGTGGCTCATGCCTGTAATCCCAGCACTTTGGGATGCTGAGGCGGGCAGATCACCTGAGGTCGGGAGCTCAAGACCAGCCTGACCAAAA

AATTACAGGTTCCGTGGTCTTCTTTTTAGACAGGATCCGACCCGTACCACCGAGTACGGACATTAGGGTCGTGAAACCCTACGACTCCGCCCGTCTAGTGGACTCCAGCCCTCGAGTTCTGGTCGGACTGGTTTT

P2

TGGAGAAACCCCATCTCTACTACAAATACAAAATTAGCCAGGCGTGGTGGCGCTTGCCTGTACTCCCAGCTACTTGGGAGGCTGAGGCAGAGAATAGCTTGAACCCGGGAGGCGGAGGTTGTCGTGAGCTGAGAT

ACCTCTTTGGGGTAGAGATGATGTTTATGTTTTAATCGGTCCGCACCACCGCGAACGGACATGAGGGTCGATGAACCCTCCGACTCCGTCTCTTATCGAACTTGGGCCCTCCGCCTCCAACAGCACTCGACTCTA

P

GGAGCCATTGCACTCCAGCCTGGGCAACAAGAGCAAAACTCAATCTTAAAAAAGAAGAAAAATCTATCCTACCTCTTAGAGACCAATTTGCCTTCTGTATTTGTTCTCTCTGGGCCCCCGCCTGTTGGATGGTAC
1 N 1 M 1 N 1 N 1 N 1 N 1 N 1 N 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
CCTCGGTAACGTGAGGTCGGACCCGTTGTTCTCGTTTTGAGTTAGAATTTTTTCTTCTTTTTAGATAGGATGGAGAATCTCTGGTTAAACGGAAGACATAAACAAGAGAGACCCGGGGGCGGACAACCTACCATG

L ___________________________________pg

CCACCAACATTGAAGGCAGATCTTCCCCACTCAGTCCACTCAGACTTACAAACTAATCCCCGGAAACAACCTCACAGACACACCCAGATAATGCTTTACCAGGTTTCTAAATACTCCTTAATCCAGTAAAATTGA

GGTGGTTGTAACTTCCGTCTAGAAGGGGTGAGTCAGGTGAGTCTGAATGTTTGATTAGGGGCCTTTGTTGGAGTGTCTGTGTGGGTCTATTACGAAATGGTCCAAAGATTTATGAGGAATTAGGTCATTTTAACT

P2

CACCTAAAATTAAGTCCACAATTCTGCTCATTGGCAACTTGGCACCCTTATGTGTCTAAACCATACTTAAGACAATAACAAGGTAATACTTCTGTATAACATGATGCAACTGTCTTGTTTACAACGAAAAACATA
1 M 1 " 1 . 1 M 1 " 1 . 1 . 1 M 1 " 1 M 1 M 1 " 1 . 1

T 4 T T T T T 4 T T T T T 4 T T T T T T T T T T T 4 T
GTGGATTTTAATTCAGGTGTTAAGACGAGTAACCGTTGAACCGTGGGAATACACAGATTTGGTATGAATTCTGTTATTGTTCCATTATGAAGACATATTGTACTACGTTGACAGAACAAATGTTGCTTTTTGTAT

P

CTAATCCTTTCCCCAGAATTTGAAATTTTATTTTGTCCAGGTTGTGATTTTAAGGATTTTGATCTTTTGGGACTTCAACATTTGGGGTTATGGTGTTTGGGATTGTGTCCTTCAGGATTATGATCAACACTGGTA
M 1 N 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
GATTAGGAAAGGGGTCTTAAACTTTAAAATAAAACAGGTCCAACACTAAAATTCCTAAAACTAGAAAACCCTGAAGTTGTAAACCCCAATACCACAAACCCTAACACAGGAAGTCCTAATACTAGTTGTGACCAT

- ___________________________________pg

15,930

16,065

16,200

16,335

16,470

16,605

16,740

16,875

17,010

17,145

17,280

17,415

17,550

17,685

17,820

17,955

18,090

18,225



TTAGTCATCCTAGACTTTATGCTAGGCAAGACCAGGCTCCGTTTTGGTCTACATAGATAATCTTCAAGGATGCATGATACTTACACTGGTTGACTAAACTGGAGCAGCTCTGGAACTCATGCTGTGAAATGGGTA

AATCAGTAGGATCTGAAATACGATCCGTTCTGGTCCGAGGCAAAACCAGATGTATCTATTAGAAGTTCCTACGTACTATGAATGTGACCAACTGATTTGACCTCGTCGAGACCTTGAGTACGACACTTTACCCAT

P2

TTTTTGCACTTTTGGTATTTGTTATTTCAGGAGGTTTTTAGGGAACAGGTGGTGGTTGGTTACGTGAATAAGTTCTTTAGTGGTGATTTCTAAGATTTTGGTGCACCTGTCATCTGAGCGGTGTACACCGTACCC
" 1 M 1 M 1 " 1 . 1 M 1 " 1 M 1 M 1 M 1 . 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
AAAAACGTGAAAACCATAAACAATAAAGTCCTCCAAAAATCCCTTGTCCACCACCAACCAATGCACTTATTCAAGAAATCACCACTAAAGATTCTAAAACCACGTGGACAGTAGACTCGCCACATGTGGCATGGG

P

AATGTGTAGTCTTTTATCCCTCACCGCCCCCCCACCTTTTCCCTGAGTCCCCAGAGTCCGTTGTATCATTCTTACGCCTTTGCATTCTCATAGCTTAGCTCCCATGTACGAGTGAGAACGTATGATGTTTGGTTT
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
TTACACATCAGAAAATAGGGAGTGGCGGGGGGGTGGAAAAGGGACTCAGGGGTCTCAGGCAACATAGTAAGAATGCGGAAACGTAAGAGTATCGAATCGAGGGTACATGCTCACTCTTGCATACTACAAACCAAA

- ___________________________________pg

TCCATTCCTGAGTGAGTTCACTTAGAATAATGGTATTCCAGTTGCTGCAAATGCCATTATTTCGTTCCTTCTTATGGCTGAGTAGTATTCCCTGGATGTATATATACCACA 3"
+ + + + + + + 18,741
AGGTAAGGACTCACTCAAGTGAATCTTATTACCATAAGGTCAACGACGTTTACGGTAATAAAGCAAGGAAGAATACCGACTCATCATAAGGGACCTACATATATATGGTGT 5

18,360

18,495

18,630



Feature

vCcP

/note =

VCP-203

/note =

VCP-217

/note =
VCP-214

/note =

VCP-223

/note =

VCP-225

/note =

VCP-211
/note =
VCP-201

/note =

VCP-231

/note =

VCP-229
/note =
VCP-235
/note =
VCP-206

/note =

VCP-222

/note =

VCP-232

/note =

VCP-221

/note =
VCP-216

/note =

VCP-208

/note =

VCP-219

/note =

VCP-209

/note =
VCP-218

/note =
VCP-210
/note =
VCP-212

/note =

VCP-220

/note =
VCP-207

/note =
VCP-213
/note =
VCP-217
F 16 segments = 2202 bp

/note =
/translation =

VCP-201

F 17 segments = 2421 bp

/note =
/translation =

o
#

Location Size Type

1 .. 18,741 18,741 bp [m] = gene

gene ENSG00000165280
Protein coding

1 .. 16,605 16,605 bp o -+ prim_transcript

primary transcript ENST00000448530
24 .. 16,093 16,070 bp =] = prim_transcript

primary transcript ENST00000679647

34 .. 4418 4385 bp o —+ prim_transcript
primary transcript ENST00000679392

34 .. 4418 4385 bp [=] —* prim_transcript
primary transcript ENST00000680108

34 .. 4418 4385 bp o -+ prim_transcript

primary transcript ENST00000680575

44 .. 17,293 17,250 bp [m] == prim_transcript
primary transcript ENST00000678465
Nonsense mediated decay

44 .. 16,605 16,562 bp [m] ol prim_transcript

primary transcript ENST00000358901
44 .. 16,092 16,049 bp o —+ prim_transcript

primary transcript ENST00000681335

44 .. 16,073 16,030 bp o -+ prim_transcript
primary transcript ENST00000680916
Nonsense mediated decay

44 .. 16,017 15,974 bp o - prim_transcript
primary transcript ENST00000681690
Retained intron

44 .. 12,921 12,878 bp =] —+ prim_transcript
primary transcript ENST00000480327
Retained intron

44 .. 5994 5951 bp [=] = prim_transcript
primary transcript ENST00000680079
Nonsense mediated decay

44 .. 4778 4735 bp o —-+ prim_transcript

primary transcript ENST00000681386
46 .. 18,741 18,696 bp [m] —+ prim_transcript

primary transcript ENST00000679902

46 .. 16,048 16,003 bp =] =¥ prim_transcript
primary transcript ENST00000679599
Retained intron

53 .. 15,985 15,933 bp o = prim_transcript
primary transcript ENST00000676836
Retained intron

58 .. 16,035 15,978 bp o —-+ prim_transcript

primary transcript ENST00000679862
68 .. 17,293 17,226 bp [m] —+ prim_transcript

primary transcript ENST00000677257
78 .. 17,293 17,216 bp =] = prim_transcript
primary transcript ENST00000679800
Retained intron
101 .. 17,293 17,193 bp o = prim_transcript
primary transcript ENST00000678018
Nonsense mediated decay

108 .. 17,293 17,186 bp o -+ prim_transcript

primary transcript ENST00000678650
108 .. 4418 4311 bp o —+ prim_transcript

primary transcript ENST00000679901
120 .. 15,799 15,680 bp =] e prim_transcript

primary transcript ENST00000493886
Retained intron

227 .. 16,011 15,785 bp o == prim_transcript

primary transcript ENST00000679204
Nonsense mediated decay

316 .. 15,692 15,377 bp m = CcDs

coding sequence ENSP00000506216

MASGAD,SKGDDLSTAILKQKNRPNRLIVDEAINEDNSVVSLSQ,PKMDELQLFRGDTVLLKGKKRREAVCIVLSDDTCSDEKIRMNRVVRNNLRVRLGDVIS,IQPCPDVKYGKRIHVLPIDDTVEGITGNLFEVYLKPYFLEA
YRPIRK,GDIFLVRGGMRAVEFKVVETDPSPYCIVAPDTVIHCEGEPIKRE, DEEESLNEVGYDDIGGCRKQLAQIKEMVELPLRHPALFKAIGVK,PPRGILLYGPPGTGKTLIARAVANETGAFFFLIN,GPEIMSKLAGESES
NLRKAFEEAEKNAPAIIFIDELDAIAPKREK, THGEVERRIVSQLLTLMDGLKQRAHVIVMAATNRPNSIDPALRRF,,GRFDREVDIGIPDATGRLEILQIHTKNMKLADDVDLEQ,VANETHGHVGADLAALCSEAALQAIRKK
MDLIDLEDETIDAEVMNSLAVTMDDFR,,WALSQSNPSALRETVVEVPQVTWEDIGGLEDVKRELQELVQ,YPVEHPDKFLKFGMTPSKGVLFYGPPGCGKTLLAKAIANECQANFISIKGPELLTMWFGESEANVREIFDK,,A
RQAAPCVLFFDELDSIAKARGGNIGDGGGAADRVINQILTEMDGMSTKKNVFIIGATNRPDIIDPAILRPGRLDQLIYIPLPDEKSRVAILKANLRKSPVAK,DVDLEFLAKMTNGFSGADLTEICQRA,LSWPAWTLFPGGGGA
EB S EMPR\ARPARPA PFGSLERSATV *

316 .. 15,552 15,237 bp -] = CDS

coding sequence ENSP00000351777

MASGAD, SKGDDLSTAILKQKNRPNRLIVDEAINEDNSVVSLSQ,PKMDELQLFRGDTVLLKGKKRREAVCIVLSDDTCSDEKIRMNRVVRNNLRVRLGDVIS, IQPCPDVKYGKRIHVLPIDDTVEGITGNLFEVYLKPYFLEA
YRPIRK,GDIFLVRGGMRAVEFKVVETDPSPYCIVAPDTVIHCEGEPIKRE, DEEESLNEVGYDDIGGCRKQLAQIKEMVELPLRHPALFKAIGVK, PPRGILLYGPPGTGKTLIARAVANETGAFFFLIN,GPEIMSKLAGESES
NLRKAFEEAEKNAPAIIFIDELDAIAPKREK, THGEVERRIVSQLLTLMDGLKQRAHVIVMAATNRPNSIDPALRRF,GRFDREVDIGIPDATGRLEILQIHTKNMKLADDVDLEQ,VANETHGHV GADLAALCSEAALQAIRKK
MDLIDLEDETIDAEVMNSLAVTMDDFR,WALSQSNPSALRETVVEVPQVTWEDIGGLEDVKRELQELVQ,YPVEHPDKFLKFGMTPSKGVLFYGPPGCGKTLLAKAIANECQANFISIKGPELLTMWFGESEANVREIFDK,,A
RQAAPCVLFFDELDSIAKARGGNIGDGGGAADRVINQILTEMDGMSTKKNVFIIGATNRPDIIDPAILRPGRLDQLIYIPLPDEKSRVAILKANLRKSPVAK, DVDLEFLAKMTNGFSGADLTEICQRACKLAIRESIESEIRRERE
BOF HRFAMFILEEDHPY RBLIRRDHFEEAMRFARRSYV SDNDIRKYEMFAQTLQQSRGFGSFR,FPSGNQGGAGPSQGSGGGTGGSVYTEDNDDDLY G*



Feature
VCP-209

F 17 segments = 2415 bp

/note =
/translation =

VCP-231

F 16 segments = 2265 bp

/note =
/translation =

VCP-221

b 16 segments = 2319 bp

/note =
/translation =

VCP-202

/note =

/note =

/note =
VCP-215
F 2 segments = 321 bp

/note =
/translation =

VCP-228
F 2 segments = 306 bp

/note =
/translation =

VCP-215

/note =
VCP-228

/note =

VCP-226
/note =
VCP-202
b 15 segments = 2286 bp

/note =
/translation =

VCP-203

F 15 segments = 2286 bp

/note =
/translation =

VCP-212

F 15 segments = 2286 bp

/note =
/translation =

VCP-219

b 15 segments = 2283 bp

/note =
/translation =

Location Size a = Type
316 .. 15,552 15,237 bp =] = CDS

coding sequence ENSP00000504354

MASGAD,SKGDDLSTAILKQKNRPNRLIVDEAINEDNSVVSLSQ,MDELQLFRGDTVLLKGKKRREAVCIVLSDDTCSDEKIRMNRVVRNNLRVRLGDVIS,IQPCPDVKYGKRIHVLPIDDTVEGITGNLFEVYLKPYFLEAYR
PIRK,GDIFLVRGGMRAVEFKVVETDPSPYCIVAPDTVIHCEGEPIKRE,DEEESLNEVGYDDIGGCRKQLAQIKEMVELPLRHPALFKAIGVK, PPRGILLYGPPGTGKTLIARAVANETGAFFFLIN, GPEIMSKLAGESESNLR
KAFEEAEKNAPAIIFIDELDAIAPKREK, THGEVERRIVSQLLTLMDGLKQRAHVIVMAATNRPNSIDPALRRF,GRFDREVDIGIPDATGRLEILQIHTKNMKLADDVDLEQ,VANETHGHVGADLAALCSEAALQAIRKKMDL
IDLEDETIDAEVMNSLAVTMDDFR, WALSQSNPSALRETVVEVPQVTWEDIGGLEDVKRELQELVQ,YPVEHPDKFLKFGMTPSKGVLFYGPPGCGKTLLAKAIANECQANFISIKGPELLTMWFGESEANV REIFDK, ARQA

APCVLFFDELDSIAKARGGNIGDGGGAADRVINQILTEMDGMSTKKNVFIIGATNRPDIIDPAILRPGRLDQLIYIPLPDEKSRVAILKANLRKSPVAK, DVDLEFLAKMTNGFSGADLTEICQRACKLAIRESIESEIRRERERQT
N5 AMifVEERD RVPE IRRDH FEEAMRFARRSY SDNDIRKYEMFAQTLQQSRGFGSFR,,FPSGNQGGAGPSQGSGGGTGGSVYTEDNDDDLY G*

316 .. 15,552 15,237 bp -] —+ CDS

coding sequence ENSP00000505230
MASGAD,SKGDDLSTAILKQKNRPNRLIVDEAINEDNSVVSLSQ,PKMDELQLFRGDTVLLKGKKRREAVCIVLSDDTCSDEKIRMNRVVRNNLRVRLGDVIS,IQPCPDVKYGKRIHVLPIDDTVEGITGNLFEVYLKPYFLEA
YRPIRK,GDIFLVRGGMRAVEFKVVETDPSPYCIVAPDTVIHCEGEPIKRE, DEEESLNEVGYDDIGGCRKQLAQIKEMVELPLRHPALFKAIGVK,PPRGILLYGPPGTGKTLIARAVANETGAFFFLIN,GPEIMSKLAGESES
NLRKAFEEAEKNAPAIIFIDELDAIAPKREK, THGEVERRIVSQLLTLMDGLKQRAHVIVMAATNRPNSIDPALRRF,GRFDREVDIGIPDATGRLEILQIHTKNMKLADDVDLEQ,VANETHGHVGADLAALCSEAALQAIRKK
MDLIDLEDETIDAEVMNSLAVTMDDFR, WALSQSNPSALRETVVEVPQVTWEDIGGLEDVKRELQELVQ,YPVEHPDKFLKFGMTPSKGVLFYGPPGCGKTLLAKAIANECQANFISIKGPELLTMWFGESEANVREIFDK, A
RQAAPCVLFFDELDSIAKARGGNIGDGGGAADRVINQILTEMDGMSTKKNVFIIGATNRPDIIDPAILRPGRLDQLIYIPLPDEKSRVAILKANLRKSPVAK,EVEEDDPVPEIRRDHFEEAMRFARRSVSDNDIRKYEMFAQTL
QEUSRAIHE SiRdd PS GV QUGHAHEGPSQGSGGGTGGSV YTEDNDDDLYG*

316 .. 15297  14,982bp W  —+  CDS

coding sequence ENSP00000506338
MASGAD,SKGDDLSTAILKQKNRPNRLIVDEAINEDNSVVSLSQ,PKMDELQLFRGDTVLLKGKKRREAVCIVLSDDTCSDEKIRMNRVVRNNLRVRLGDVIS,IQPCPDVKYGKRIHVLPIDDTVEGITGNLFEVYLKPYFLEA
YRPIRK,GDIFLVRGGMRAVEFKVVETDPSPYCIVAPDTVIHCEGEPIKRE, DEEESLNEVGYDDIGGCRKQLAQIKEMVELPLRHPALFKAIGVK,PPRGILLYGPPGTGKTLIARAVANETGAFFFLIN,GPEIMSKLAGESES
NLRKAFEEAEKNAPAIIFIDELDAIAPKREK, THGEVERRIVSQLLTLMDGLKQRAHVIVMAATNRPNSIDPALRRF,GRFDREVDIGIPDATGRLEILQIHTKNMKLADDVDLEQ,VANETHGHVGADLAALCSEAALQAIRKK
MDLIDLEDETIDAEVMNSLAVTMDDFR,WALSQSNPSALRETVVEVPQVTWEDIGGLEDVKRELQELVQ,YPVEHPDKFLKFGMTPSKGVLFYGPPGCGKTLLAKAIANECQANFISIKGPELLTMWFGESEANVREIFDK,,A
RQAAPCVLFFDELDSIAKARGGNIGDGGGAADRVINQILTEMDGMSTKKNVFIIGATNRPDIIDPAILRPGRLDQLIYIPLPDEKSRVAILKANLRKSPVAK,DVDLEFLAKMTNGFSGADLTEICQRACKLAIRESIESEIRRERE
RQT HRFoMFILE EDPPY RELRRDHFEEAMRFARRSY SDNDIRKYEMFAQTLQ Q SRGFGSFR*

464 .. 16,081 15,618 bp o -+ prim_transcript

primary transcript ENST00000417448

1506 .. 7330 5825 bp =] —+ gene
gene ENSG00000288699
Protein coding
1506 .. 7330 5825 bp o b prim_transcript
primary transcript ENST00000681845
Nonsense mediated decay
4307 .. 4778 472 bp =] = CDS

coding sequence ENSP00000506658
FKR**PINSHSQTEEPSQSVNC**SHQ*GQQCGVLVP,AQ*PKGLNFLSSAQDG*IAVVPR*HSVAERKEETRSCLHRPF**YLF**EDSDE*SCSE*PSCTPRGCHQ
107 codons (14 internal stop codons)

4307 .. 4778 472 bp -] —+ CDS

coding sequence ENSP00000505674
FKR**PINSHSQTEEPSQSVNC**SHQ*GQQCGVLVP,GLNFLSSAQDG*IAVVPR*HSVAERKEETRSCLHRPF**YLF**EDSDE*SCSE*PSCTPRGCHQ
102 codons (13 internal stop codons)

4307 .. 4778 472 bp [m] = prim_transcript
primary transcript ENST00000679449

4307 .. 4778 472 bp o —+ prim_transcript
primary transcript ENST00000680900

4606 .. 8515 3910 bp [=] - prim_transcript

primary transcript ENST00000680731
Nonsense mediated decay

4612 .. 15,552 10,941 bp m i CcDs

coding sequence ENSP00000399456

MDELQLFRGDTVLLKGKKRREAV CIVLSDDTCSDEKIRMNRVVRNNLRVRLGDVIS,IQPCPDVKYGKRIHVLPIDDTVEGITGNLFEVYLKPYFLEAYRPIRK,GDIFLVRGGMRAVEFKVVETDPSPYCIVAPDTVIHCEGEP
IKRE, DEEESLNEVGYDDIGGCRKQLAQIKEMVELPLRHPALFKAIGVK, PPRGILLYGPPGTGKTLIARAVANET GAFFFLIN, GPEIMSKLAGESESNLRKAFEEAEKNAPATIFIDELDAIAPKREK, THGEVERRIVSQLLTLM
DGLKQRAHVIVMAATNRPNSIDPALRRF,GRFDREVDIGIPDATGRLEILQIHTKNMKLADDVDLEQ,VANETHGHVGADLAALCSEAALQAIRKKMDLIDLEDETIDAEVMNSLAVTMDDFR,WALSQSNPSALRETVVEVP
QVTWEDIGGLEDVKRELQELVQ,YPVEHPDKFLKFGMTPSKGVLFYGPPGCGKTLLAKAIANECQANFISIKGPELLTMWFGESEANVREIFDK,,ARQAAPCVLFFDELDSIAKARGGNIGDGGGAADRVINQILTEMDGMST
KKNVFIIGATNRPDIIDPAILRPGRLDQLIYIPLPDEKSRVAILKANLRKSPVAK, DVDLEFLAKMTNGFSGADLTEICQRACKLAIRESIESEIRRERERQTNPSAM,EVEEDDPVPEIRRDHFEEAMRFARRSY SDNDIRKYEMF
AQIThRRSRERGESERGEPS GHS GGAGPSQGSGGGTGGSVYTEDNDDDLY G*

4612 .. 15,552 10,941 bp -] - CDS

coding sequence ENSP00000392088

MDELQLFRGDTVLLKGKKRREAV CIVLSDDTCSDEKIRMNRVVRNNLRVRLGDVIS,IQPCPDVKYGKRIHVLPIDDTVEGITGNLFEVYLKPYFLEAYRPIRK,GDIFLVRGGMRAVEFKVVETDPSPYCIVAPDTVIHCEGEP
IKRE, DEEESLNEVGYDDIGGCRKQLAQIKEMVELPLRHPALFKAIGVK,PPRGILLYGPPGTGKTLIARAVANET GAFFFLIN, GPEIMSKLAGESESNLRKAFEEAEKNAPATIFIDELDAIAPKREK, THGEVERRIVSQLLTLM
DGLKQRAHVIVMAATNRPNSIDPALRRF,GRFDREVDIGIPDATGRLEILQIHTKNMKLADDVDLEQ,VANETHGHVGADLAALCSEAALQAIRKKMDLIDLEDETIDAEVMNSLAVTMDDFR, WALSQSNPSALRETVVEVP
QVTWEDIGGLEDVKRELQELVQ,YPVEHPDKFLKFGMTPSKGVLFYGPPGCGKTLLAKAIANECQANFISIKGPELLTMWFGESEANVREIFDK,,ARQAAPCVLFFDELDSIAKARGGNIGDGGGAADRVINQILTEMDGMST
KKNVFIIGATNRPDIIDPAILRPGRLDQLIYIPLPDEKSRVAILKANLRKSPVAK,DVDLEFLAKMTNGFSGADLTEICQRACKLAIRESIESEIRRERERQTNPSAM,EVEEDDPVPEIRRDHFEEAMRFARRSY SDNDIRKYEMF
QT hRARSRERESERGEPS GHA GGAGPSQGSGGGTGGSVYTEDNDDDLY G*

4612 .. 15,552 10,941 bp -] —+ CDS

coding sequence ENSP00000503426
MDELQLFRGDTVLLKGKKRREAVCIVLSDDTCSDEKIRMNRVVRNNLRVRLGDVIS,IQPCPDVKYGKRIHVLPIDDTVEGITGNLFEVYLKPYFLEAYRPIRK,GDIFLVRGGMRAVEFKVVETDPSPYCIVAPDTVIHCEGEP
IKRE, DEEESLNEVGYDDIGGCRKQLAQIKEMVELPLRHPALFKAIGVK,PPRGILLYGPPGTGKTLIARAVANETGAFFFLIN, GPEIMSKLAGESESNLRKAFEEAEKNAPAIIFIDELDAIAPKREK,THGEVERRIVSQLLTLM
DGLKQRAHVIVMAATNRPNSIDPALRRF, GRFDREVDIGIPDATGRLEILQIHTKNMKLADDVDLEQ,VANETHGHVGADLAALCSEAALQAIRKKMDLIDLEDETIDAEVMNSLAVTMDDFR,,WALSQSNPSALRETVVEVP
QVTWEDIGGLEDVKRELQELVQ,YPVEHPDKFLKFGMTPSKGVLFYGPPGCGKTLLAKATIANECQANFISIKGPELLTMWFGESEANVREIFDK, ARQAAPCVLFFDELDSIAKARGGNIGDGGGAADRVINQILTEMDGMST
KKNVFIIGATNRPDIIDPAILRPGRLDQLIYIPLPDEKSRVAILKANLRKSPVAK,DVDLEFLAKMTNGFSGADLTEICQRACKLAIRESIESEIRRERERQTNPSAM, EVEEDDPVPEIRRDHFEEAMRFARRSVSDNDIRKYEMF
AQThRRSRERESERGEPS RGNS GGAGPSQGSGGGTGGSVYTEDNDDDLY G*

4612 .. 15552  10,941bp ®W —+  CDS

coding sequence ENSP00000504990

MDELQLFRGDTVLLKGKKRREAV CIVLSDDTCSDEKIRMNRVVRNNLRVRLGDVIS,IQPCPDVKYGKRIHVLPIDDTVEGITGNLFEVYLKPYFLEAYRPIRK,GDIFLVRGGMRAVEFKVVETDPSPYCIVAPDTVIHCEGEP
IKRE, DEEESLNEVGYDDIGGCRKQLAQIKEMVELPLRHPALFKAIGVK, PPRGILLYGPPGTGKTLIARAVANETGAFFFLIN, GPEIMSKLAGESESNLRKAFEEAEKNAPATIFIDELDAIAPKREK, THGEVERRIVSQLLTLM
DGLKQRAHVIVMAATNRPNSIDPALRRF,GRFDREVDIGIPDATGRLEILQIHTKNMKLADDVDLEQ,VANETHGHV GADLAALCSEAALQAIRKKMDLIDLEDETIDAEVMNSLAVTMDDFR,WALSQSNPSALRETVVEVP
QVTWEDIGGLEDVKRELQELVQ,YPVEHPDKFLKFGMTPSKGVLFYGPPGCGKTLLAKAIANECQANFISIKGPELLTMWFGESEANVREIFDK,,ARQAAPCVLFFDELDSIAKARGGNIGDGGGAADRVINQILTEMDGMST
KKNVFIIGATNRPDIIDPAILRPGRLDQLIYIPLPDEKSRVAILKANLRKSPVAK, DVDLEFLAKMTNGFSGADLTEICQRACKLAIRESIESEIRRERERQTNPSAM,VEEDDPVPEIRRDHFEEAMRFARRSYV SDNDIRKYEMFA
Q96-QRHBGEREFR, BRSHNELS GAGPSQGSGGGTGGSVYTEDNDDDLY G*



Feature Location Size a #® Type

VCP-232 4612 .. 4778 167 bp =] = CDS
/note = coding sequence ENSP00000505509
/translation = MDELQLFRGDTVLLKGKKRREAVCIVLSDDTCSDEKIRMNRVVRNNLRVRLGDVI

55 amino acids = 6.4 kDa
VCP-234 5852 .. 7418 1567 bp =] —* Cbs

F 3 segments = 328 bp

/note = coding sequence ENSP00000505893
/translation = HPAMP*CEVRQTYPCAAH**HSGRHYW*SLRGIP*AVLPGSVSTHPES,RDGVSPCWSGSSRTLDLR,RHFSCPWWDACCGVQSGGNRS*PLLHCCSRHSDPLRRGAYQTR
109 codons (6 internal stop codons)
VCP-234 5852 .. 7418 1567 bp =] —* prim_transcript
/note = primary transcript ENST00000681562
Donor Template WT -> SNV 7279 .. 7357 79 bp =] H misc_feature
VCP-224 7288 .. 9691 2404 bp o —+ prim_transcript
/note = primary transcript ENST00000680520
Nonsense mediated decay
VCP-236 7288 .. 9691 2404 bp [m] = prim_transcript
/note = primary transcript ENST00000681789
Nonsense mediated decay
Protospacer Sequence 7304 .. 7323 20 bp -] H misc_feature
SNV 7318 .. 7318 1 bp [m] L] misc_feature
/note = WT=G
SNV =A
PAM 7324 .. 7326 3bp a L] misc_feature

VCP-227 7361 .. 11,654 4294 bp -] -+ CDs

b 6 segments = 709 bp

/note = coding sequence ENSP00000506387

/translation = LHCCSRHSDPLRRGAYQTR,AS*RNPALRTSWNRKDPDCSSCSK*DWSLLLLDQW,S*DHEQIGW*V*EQPS*SL*GG*EECSCHHLH**ARCHRSQKRE,NSWRGGAAHCITVVDPHGWPKAEGTCDCYGSNQQTQQH
*PSSTAIW,SL*QGGRYWNS*CYRTLRDSSDPYQEHEAGR*CGPGT,GSQ*DSRACGC*LSSPVLRGCSASHPQEDGSH*PRG*DH*CRGHELSSSYYG*LP
236 codons (20 internal stop codons)

VCP-227 7361 .. 11,654 4294 bp o - prim_transcript
/note = primary transcript ENST00000680834
VCP-230 10,319 .. 11,654 1336 bp =] =5 prim_transcript
/note = primary transcript ENST00000681125

Nonsense mediated decay
VCP-205 12,645 .. 15,762 3118 bp =] e prim_transcript
/note = primary transcript ENST00000479300

Retained intron
VCP-204 14,836 .. 15,496 661 bp o = prim_transcript
/note = primary transcript ENST00000466100

Retained intron
VCP-233 15,139 .. 16,605 1467 bp o -+ prim_transcript
/note = primary transcript ENST00000681537
VCP-233 15,139 .. 15,533 395 bp -] = CDSs

b 2segments = 231 bp

/note = coding sequence ENSP00000505847

/translation = EVEEDDPVPEIRRDHFEEAMRFARRSVSDNDIRKYEMFAQTLQQSRGFGSFR,EPGWSWPQSGQWRRHRWQCIHRRQ*
76 amino acids = 9.4 kDa



Primer Length @ Binding Sites - Tm Date Added
PCR Reverse 23-mer 7059 .. 7081 - 58°C Jun 15, 2022
/sequence = TCAGGTTTTGTTCACTGACCTCT

43% GC / 6971.6 Da
Donor Template WT -> SNV 79-mer (o) 7279 .. 7357 — 76°C Jun 15, 2022
/sequence = GGGCTAGGATCTGTTTCCACCACTTTGAACTCCACAGCATGCATCCCACCACGGACAAGAAAAATGTCTCCTGCGAGAG

52% GC / 24,232.8 Da
gRNA Protospacer 20-mer 7304 .. 7323 = 67°C Jun 15, 2022
/sequence = CCGTGGTGGGATGCGTGCTG

70% GC / 6221.1 Da
PCR Forward 20-mer 7480 .. 7499 — 55°C Jun 15, 2022
/sequence = GCACCCAGTCCTGACAGTTA

55% GC / 6062.0 Da
Sanger Sequencing Primer 20-mer 7480 .. 7499 — 55°C Jun 15, 2022
/sequence = GCACCCAGTCCTGACAGTTA

55% GC / 6062.0 Da



