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AAACTGAGGTAGGCGGGTCATCGCGCTGGGGTCTGTAGTCTGAGCGCTACCCGGTTGCTGCTGCCCAAGGACCGCGGAGTCGGACGCAGGTAGGAGAGCGGCCGCGCAGACCTCTCGCCTGCTCCTGCCCAGGGG

TTTGACTCCATCCGCCCAGTAGCGCGACCCCAGACATCAGACTCGCGATGGGCCAACGACGACGGGTTCCTGGCGCCTCAGCCTGCGTCCATCCTCTCGCCGGCGCGTCTGGAGAGCGGACGAGGACGGGTCCCC

________________________________________________________________________________________________________ P2
_________________________________cwewr __________________pg

CCCGCCAGGGCCATGTGAGCTTGAGGTTCCCCTGGAGTCTCAGCCGGAGACAACAGAAGAACCGCTTACTGAAACTCCTTGGGGGTTCTGATACACTAGGGGGAGTTTTATGGGAAAGAGGAAGCAGTAATTGCA
1 1 1 1 1 1 1 1 1 1 1 1 1 1

T T
GGGCGGTCCCGGTACACTCGAACTCCAAGGGGACCTCAGAGTCGGCCTCTGTTGTCTTCTTGGCGAATGACTTTGAGGAACCCCCAAGACTATGTGATCCCCCTCAAAATACCCTTTCTCCTTCGTCATTAACGT

- __________________________________pg
______________________________________________________________eww____Ppg

GTGACGCCCCGTTAGAAGGGGCTTTCTACCTCCCCAGCATTCCCCCAAAGCAGGGACCACACCATTCTTGACCCAGCTCCACCCCTGTCGGTAGGTGCTGGCTTCTTCCCCTCTCCTGGTGGTGGTGGGTGGTTC

CACTGCGGGGCAATCTTCCCCGAAAGATGGAGGGGTCGTAAGGGGGTTTCGTCCCTGGTGTGGTAAGAACTGGGTCGAGGTGGGGACAGCCATCCACGACCGAAGAAGGGGAGAGGACCACCACCACCCACCAAG

P2
L ———————————TT—— =5

CCGCGGCGGCCTGGAGCCGGAGGGGCGCGCGACCCTGGGCTGGGAGCTCCGAGGGCCTGGGAACGAGACCTGAGACCTTGGCTTCTCGAAGGTAGTAGGGACTTGGGAGTGGTGACTGAACCTGGTCTGGCTCCT
1 N 1 M 1 M 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 T T T T T T T T T T T T T
GGCGCCGCCGGACCTCGGCCTCCCCGCGCGCTGGGACCCGACCCTCGAGGCTCCCGGACCCTTGCTCTGGACTCTGGAACCGAAGAGCTTCCATCATCCCTGAACCCTCACCACTGACTTGGACCAGACCGAGGA

L _________________________________pg
______________________________________________________________eww____Ppg

CCTTACTTCCTCTTGTTGCGGGTGGGACGAGCTAGCTTCCGCCTCTCCCAGCCACTTTTTCCTGCTCATTTGCAGCTAGGTTGGCTCCCCTTTTGGGAATTTCCTCTCCCCTTGGCACTCGGAGTTGGGGGGTGC

GGAATGAAGGAGAACAACGCCCACCCTGCTCGATCGAAGGCGGAGAGGGTCGGTGAAAAAGGACGAGTAAACGTCGATCCAACCGAGGGGAAAACCCTTAAAGGAGAGGGGAACCGTGAGCCTCAACCCCCCACG

P2
L ———————————TT—— =5

CACCTAGTGGAAGATAACGGAGCTAGGGTCTTGAAGAGGCTGCTGTCCCCTCTGGCTGTTTTGGCGGTGTAGGGTGGCATGAGAGACTGCGACTCGCCTCCTCATCCCTGTTTCTGTATGCGAGTGCTTGTATTC
1 N 1 M 1 M 1 N 1 M 1 M 1 M 1 M 1 M 1 N 1 M 1 M 1 N 1

T T T T T T T T T T T T T 4 T T T T T T T T T T T T T
GTGGATCACCTTCTATTGCCTCGATCCCAGAACTTCTCCGACGACAGGGGAGACCGACAAAACCGCCACATCCCACCGTACTCTCTGACGCTGAGCGGAGGAGTAGGGACAAAGACATACGCTCACGAACATAAG

- __________________________________pg
______________________________________________________________eww____Ppg

AGTAGAAGCATACACTATACTCCCTCAATTTAGGGTAAACAGGAGGGGCCACATGCACAGGTAATTCACCAGGGAGCCGAACACTCCTGTGCAGACAGACTCCCCTTCCCAGCAAGCCATGGCAGCGGACAGCCT

TCATCTTCGTATGTGATATGAGGGAGTTAAATCCCATTTGTCCTCCCCGGTGTACGTGTCCATTAAGTGGTCCCTCGGCTTGTGAGGACACGTCTGTCTGAGGGGAAGGGTCGTTCGGTACCGTCGCCTGTCGGA

P2
L ———————————TT—— =5

GCTGAGAACACCCAGGAAGCAGGCGGTGCCAGCTGCAGGTGCTTTGCCTGGGAGCTGTGGGGCTGAGGAGAGGGTCCACTGTCCAGGACCAGTGAACTTCATCCTTATCTGTCCAGGAGGTGGCCTCTTGGGGAT
1 1 1 1 1 1 1 1 1 1 1 1 1 1

T T
CGACTCTTGTGGGTCCTTCGTCCGCCACGGTCGACGTCCACGAAACGGACCCTCGACACCCCGACTCCTCTCCCAGGTGACAGGTCCTGGTCACTTGAAGTAGGAATAGACAGGTCCTCCACCGGAGAACCCCTA

- __________________________________pg
______________________________________________________________eww____Ppg

GCTGAGTTAGGGGAGGGGCACTTGAGGAAAGCCAGGTGGAGCAGAGAGGATGTGAGTGACTGGGTGGGTGAGATTTCCTGCCCCTCCCCCCGCAGTGGTATCCACACCTAGACTCGTGGGGTAACTGAGGCACAG

CGACTCAATCCCCTCCCCGTGAACTCCTTTCGGTCCACCTCGTCTCTCCTACACTCACTGACCCACCCACTCTAAAGGACGGGGAGGGGGGCGTCACCATAGGTGTGGATCTGAGCACCCCATTGACTCCGTGTC

P2
L ———————————TT—— =5

ACAGAGAGCAACTTCTCAGGCCCTCACAGTTGGCAATTCTAGGATTAGGACCCAAGTGCGATTTTCAGGCAGTCCCTGTACCCTGTTTCTGTTGTACCTGTTGCACCATTCCCAGGCACTGCCCATCGTGCCACT
1 N 1 M 1 M 1 M 1 + 1 M 1 N 1 + 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
TGTCTCTCGTTGAAGAGTCCGGGAGTGTCAACCGTTAAGATCCTAATCCTGGGTTCACGCTAAAAGTCCGTCAGGGACATGGGACAAAGACAACATGGACAACGTGGTAAGGGTCCGTGACGGGTAGCACGGTGA

- __________________________________pg
______________________________________________________________eww____Ppg

AGTGATATGAACCCAGGTCCAATACGCTCTGGGGCCATCAAAGCCTGACGTCACCATGACCTGATGTGTGACGTGTTATAGGTGTCCCTTGGTATCTTCACGGAACTGGTTCCAGGACCCCAAAATCTGTGGGTG

TCACTATACTTGGGTCCAGGTTATGCGAGACCCCGGTAGTTTCGGACTGCAGTGGTACTGGACTACACACTGCACAATATCCACAGGGAACCATAGAAGTGCCTTGACCAAGGTCCTGGGGTTTTAGACACCCAC

P2
L ———————————TT—— =5

CTCAAGCCCCTGAGATAAAATGGTGTAATATTTGCATATAACCTATACATACTTTAAATCATTTCTAGATTACTTATACCTAATACAATGGAAATGACATGTCGGCTGGGCGTGGTGGCTCATGCCTGTAATCCC
1 N 1 + 1 M 1 N 1 M 1 M 1 M 1 M 1 M 1 M 1 M 1 M 1 N 1

T T T T T T T 4 T T T T T 4 T T T T T 4 T T T T T 4 T
GAGTTCGGGGACTCTATTTTACCACATTATAAACGTATATTGGATATGTATGAAATTTAGTAAAGATCTAATGAATATGGATTATGTTACCTTTACTGTACAGCCGACCCGCACCACCGAGTACGGACATTAGGG

L _________________________________pg
______________________________________________________________eww____Ppg

ACCACTTTGGGAGGCCGTGGCAGGTGGATCACCTGAGGTCTGGAGTTTGAGACCAGCCTGACCAACATGGTGAAACCCCCATCTCTACTAAAAATACAAAAATTAGCCAGGTGTGGTAGCGCACACCTATAATCC

TGGTGAAACCCTCCGGCACCGTCCACCTAGTGGACTCCAGACCTCAAACTCTGGTCGGACTGGTTGTACCACTTTGGGGGTAGAGATGATTTTTATGTTTTTAATCGGTCCACACCATCGCGTGTGGATATTAGG

P2
I S ——————————T—— 5

CACCTACTTGGGAGGCTGAGGCAGGAGAATTGCTTGAACCTGGGAGGCGGAGTTCGCAGTAAGCTGAGATCGCGCCACTGTACTACAGCCTGGGTGACAGAGCAGGACTCCATCTCAAAAAAAAAAGAGAAAAAG
1 1 1 1 1 1 1 1 1 1 1 1 1 1

T T
GTGGATGAACCCTCCGACTCCGTCCTCTTAACGAACTTGGACCCTCCGCCTCAAGCGTCATTCGACTCTAGCGCGGTGACATGATGTCGGACCCACTGTCTCGTCCTGAGGTAGAGTTTTTTTTTTCTCTTTTTC

- __________________________________pg
______________________________________________________________eww____Ppg

AAAAAGAAATGCCATGTAAATAGTTGTGATCCTGAATTGTTTAGGGAATAATAAGAAAGAACTATCTGTAGATGTTCAGTATAGATGCACCCATCGTAAGCCTAACTACATTGTATAACTCAGCAACGATGTAAC

TTTTTCTTTACGGTACATTTATCAACACTAGGACTTAACAAATCCCTTATTATTCTTTCTTGATAGACATCTACAAGTCATATCTACGTGGGTAGCATTCGGATTGATGTAACATATTGAGTCGTTGCTACATTG

P2
I S ——————————T—— 5

135

270
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675

810

945

1080

1215

1350

1485

1620

1755

1890

2025



ATTTTCAGGGGTTTTTTTGTTTTGTTTTTTGAGACAGAATCTCAGTCTCACTCTGTCACCCAGGCTGGAGTATGTTGGCGTGATCTCTGCTCACTGCAACCTCCACCTCCTGGGCTCAAGCGATTCTCCTGCCTC
1 M 1 " 1 M 1 " 1 3 1 M 1 M 1 " 1 M 1 M 1 M 1 M 1 M 1

T T T T T T T T T T T T T T T T T T T T T T T T T T T
TAAAAGTCCCCAAAAAAACAAAACAAAAAACTCTGTCTTAGAGTCAGAGTGAGACAGTGGGTCCGACCTCATACAACCGCACTAGAGACGAGTGACGTTGGAGGTGGAGGACCCGAGTTCGCTAAGAGGACGGAG

P2

GRN-201 >

AGCCTCTTGAGTAGCTGGGATTGCAGGTGTGCGCTACCACGCATGGCTAATTTTTGTATTTTTAATAGAGATGGGGTTTTACCACGTTGGTCAGGCTGGTCTTGAACTCCTGACCTTGGGATCCGCCCACCTGGG
+ t + t + } + t + t + } + t + t + } + t + t + } + t +
TCGGAGAACTCATCGACCCTAACGTCCACACGCGATGGTGCGTACCGATTAAAAACATAAAAATTATCTCTACCCCAAAATGGTGCAACCAGTCCGACCAGAACTTGAGGACTGGAACCCTAGGCGGGTGGACCC

- __________________________________pg

GRN-201 >

CCTCCCAAAGTGCTGGGATTACAGGCGTTAGCCACCGCGCCCAATATATTTTGATCCCTGGTTGGATATGGAGGGCTGACTGTACTTAACATCTCTAAGCTTCAGTTTCCTCCTTTAAAATAAAGGTGTGGCTGG
1 M 1 " 1 M 1 " 1 " 1 M 1 M 1 M 1 M 1 " 1 M 1 M 1 M 1

T T T T T T T T T T T T T T T T T T T T T T T T T T T
GGAGGGTTTCACGACCCTAATGTCCGCAATCGGTGGCGCGGGTTATATAAAACTAGGGACCAACCTATACCTCCCGACTGACATGAATTGTAGAGATTCGAAGTCAAAGGAGGAAATTTTATTTCCACACCGACC

P2

GRN-201 >

GTGTGGTGGTTCAAGCCTGTAATCCCAGCACTTAGGGAGGCTGAGGTGGGTGGATCAGCTGAGGTCAGGAGTTCAAGACCAGCCTGACCAATATGGTGAAACCCCCTCTCTGCTAAAAATACAAAAATTAGCCAG
+ t + t + } + t + t + } + t + t + } + t + t + } + t +
CACACCACCAAGTTCGGACATTAGGGTCGTGAATCCCTCCGACTCCACCCACCTAGTCGACTCCAGTCCTCAAGTTCTGGTCGGACTGGTTATACCACTTTGGGGGAGAGACGATTTTTATGTTTTTAATCGGTC

L _________________________________pg

GRN-201 >

GCGTGGTGGCGAGCGCCTGTAGTCCCAGCTACTTGCTTGAACTTGGGAGGCAGAGGTTGCAGTGAGCTGAGATCGTGCCACTGAACTCGAGCATGGGCAACAGAGCAAGACTGTCTCAAAAAAAAAAAAAAAAAG
1 M 1 " 1 M 1 N 1 " 1 M 1 N 1 3 1 M 1 f 1 3 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
CGCACCACCGCTCGCGGACATCAGGGTCGATGAACGAACTTGAACCCTCCGTCTCCAACGTCACTCGACTCTAGCACGGTGACTTGAGCTCGTACCCGTTGTCTCGTTCTGACAGAGTTTTTTTTTTTTITITTTTC

P2

GRN-201 >

GGGGTGAGCAGACGTGGTGGCACGCTCCCACAGTCCCAGCTACTTAGTAGGAGGCCAAGGTTGGAGGATTGCTTGATCCCAGGAGTCTGAGTCCAGCCTGGGCAACATGGCAATACCTCATCTCTAAAAATAAAA
M 1 M 1 N 1 M 1 M 1 N 1 + 1 M 1 N 1 + 1 M 1 N 1 M 1 M

t T t T t T t T t T t T t T t T t T t T t T t T t T t
CCCCACTCGTCTGCACCACCGTGCGAGGGTGTCAGGGTCGATGAATCATCCTCCGGTTCCAACCTCCTAACGAACTAGGGTCCTCAGACTCAGGTCGGACCCGTTGTACCGTTATGGAGTAGAGATTTTTATTTT

- __________________________________pg

GRN-201 >

TAAAAGTAAAGGTATTAATTACTACTTTGGATGGTTGTTGCAAAGAAATATATATAAAATAATGGAGAGTCTTGTAACTGGCTCCCAAGAGGCTCAACAGACATTACTGTTTTTGCTTCTTCATTATGAGTTACC
1 N 1 " 1 M 1 M 1 3 1 M 1 " 1 " 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
ATTTTCATTTCCATAATTAATGATGAAACCTACCAACAACGTTTCTTTATATATATTTTATTACCTCTCAGAACATTGACCGAGGGTTCTCCGAGTTGTCTGTAATGACAAAAACGAAGAAGTAATACTCAATGG

P2

GRN-201 >

TCTCTGGCCACCCCACTGAACTAGCTGGGCTAGCTGAGCCTGGGAGAAGAGTTGTTTAGGAAGTGAGAGGCTGCTCTCCACAGAGACTCAAGGCTCAGTTCCTCCTGGTGACTCAGATGGGCAGCCCAGTGGGCA
+ t + t + } + t + t + } + t + t + } + t + t + } + t +
AGAGACCGGTGGGGTGACTTGATCGACCCGATCGACTCGGACCCTCTTCTCAACAAATCCTTCACTCTCCGACGAGAGGTGTCTCTGAGTTCCGAGTCAAGGAGGACCACTGAGTCTACCCGTCGGGTCACCCGT

- __________________________________pg

GRN-201 >

CACGTGGTCTCTCTCCACATGTGGCTGAGTTTCACTTCCAGAATAGATGGAGAGGCAAGGGCAGGGTTTAGCATGCTTGAGGAATCTCAGAGGGCCCTGGTGGTGTGGGGGACCCTCAGAACACAGGTGTCTCAA
1 " 1 " 1 M 1 i 1 " 1 M 1 i 1 3 1 M 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
GTGCACCAGAGAGAGGTGTACACCGACTCAAAGTGAAGGTCTTATCTACCTCTCCGTTCCCGTCCCAAATCGTACGAACTCCTTAGAGTCTCCCGGGACCACCACACCCCCTGGGAGTCTTGTGTCCACAGAGTT

P2

GRN-201 >

GGGCTGACCCAGCTTCTGTGTCCTTTTCTCTGGGTGAGGAGGGGACATTCATGGGCAGATGGTGACCTCTGGGGAAGGCAGCCCAGACTCCACTGGCCACCATATTTCCTTTTTCACAACTTTCTCACCCCTGTG
+ t + t + } + t + t + } + t + t + } + t + t + } + t +
CCCGACTGGGTCGAAGACACAGGAAAAGAGACCCACTCCTCCCCTGTAAGTACCCGTCTACCACTGGAGACCCCTTCCGTCGGGTCTGAGGTGACCGGTGGTATAAAGGAAAAAGTGTTGAAAGAGTGGGGACAC

- __________________________________pg

GRN-201 >

GTTTCCCATGTCATCATGTGGCCGCTTCCCGCAAGGCCTTAGCGGGGTGCAGGTATGAACATAGTGTCAGGCAAGGAGGCATCTGGAGGGGAACCCTGGCTTTTCCTGGGGGGACTCCCTCCCTGCACCCTAGCC
1 M 1 " 1 M I M 1 M 1 M 1 M 1 M 1 M 1 M 1 " 1 " 1 M 1

T T T T T T T T T T T T T T T T T T T T T T T T T T T
CAAAGGGTACAGTAGTACACCGGCGAAGGGCGTTCCGGAATCGCCCCACGTCCATACTTGTATCACAGTCCGTTCCTCCGTAGACCTCCCCTTGGGACCGAAAAGGACCCCCCTGAGGGAGGGACGTGGGATCGG

P2

GRN-201 >

CTGTCCTCTCCCATGGCTACTGATGCCTTCCCCTCACCCCAGAGGTGGCCCACATCTGCACAGATCAGACCCACAAAAATCACGTCTTCCTGACTCTCATAAGCCTGCCCAGTGAGGCCCAGGCATTAGGCCATG
M 1 M 1 N 1 M 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
GACAGGAGAGGGTACCGATGACTACGGAAGGGGAGTGGGGTCTCCACCGGGTGTAGACGTGTCTAGTCTGGGTGTTTTTAGTGCAGAAGGACTGAGAGTATTCGGACGGGTCACTCCGGGTCCGTAATCCGGTAC

L _________________________________pg

GRN-201 >

TGCTGGGGACTCAGACCCACACATATACGCATGTCAGCATTCATGCTTACAGGTCCGCACATGCTGGGGCAAGTGTCACACACGGGGCGCTGTAGGAAGCTGACTCTCAGCCCCTGCAGATTTCTGCCTGCCTGG
1 M 1 M 1 M 1 M 1 M 1 M 1 M 1 " 1 M 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
ACGACCCCTGAGTCTGGGTGTGTATATGCGTACAGTCGTAAGTACGAATGTCCAGGCGTGTACGACCCCGTTCACAGTGTGTGCCCCGCGACATCCTTCGACTGAGAGTCGGGGACGTCTAAAGACGGACGGACC

P2

GRN-201 >

ACAGGGAGGTGTTGAGAAGGCTCAGGCAGTCCTGGGCCAGGACCTTGGCCTGGGGCTAGGGTACTGAGTGACCCTAGAATCAAGGGTGGCGTGGGCTTAAGCAGTTGCCAGACGTTCCTTGGTACTTTGCAGGCA
+ t + t + } + t + t + } + t + t + } + t + t + } + t +
TGTCCCTCCACAACTCTTCCGAGTCCGTCAGGACCCGGTCCTGGAACCGGACCCCGATCCCATGACTCACTGGGATCTTAGTTCCCACCGCACCCGAATTCGTCAACGGTCTGCAAGGAACCATGAAACGTCCGT

- __________________________________pg

GRN-201 >

GACCATGTGGACCCTGGTGAGCTGGGTGGCCTTAACAGCAGGGCTGGTGGCTGGAACGCGGTGCCCAGATGGTCAGTTCTGCCCTGTGGCCTGCTGCCTGGACCCCGGAGGAGCCAGCTACAGCTGCTGCCGTCC
1 M 1 " 1 M 1 N 1 M 1 M I M 1 " 1 M 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
CTGGTACACCTGGGACCACTCGACCCACCGGAATTGTCGTCCCGACCACCGACCTTGCGCCACGGGTCTACCAGTCAAGACGGGACACCGGACGACGGACCTGGGGCCTCCTCGGTCGATGTCGACGACGGCAGG

P2

GRN-201 >

25 s L L 30 s L L, 35 L L L 40 L L s
F C P \ A C C L D P G G A S Y S C C R P
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CCTTCTGGTGAGTGCCCCTCAGCCTAGGCAAGAGCTGGCAGCCTGGGTTTTCCCAAAGGGTCATCTTGGATTGGCCAGAGGAGGACGCCAGGCACAAGTCTGTGGTTTATCATTTTCCCTGTCTTTCTAGGACAA
M 1 M 1 " 1 M 1 M 1 i 1 M 1 M 1 1 1 M 1 M 1 " 1 " 1 M

+ T T t T + T t
GGAAGACCACTCACGGGGAGTCGGATCCGTTCTCGACCGTCGGACCCAAAAGGGTTTCCCAGTAGAACCTAACCGGTCTCCTCCTGCGGTCCGTGTTCAGACACCAAATAGTAAAAGGGACAGAAAGATCCTGTT

P2

GRN-201 >
45
L L
--------------------------------------------------------------------------------------------------- >

GRN-201

ATGGCCCACAACACTGAGCAGGCATCTGGGTGGCCCCTGCCAGGTTGATGCCCACTGCTCTGCCGGCCACTCCTGCATCTTTACCGTCTCAGGGACTTCCAGTTGCTGCCCCTTCCCAGAGGTGAGCGTGCCATC
1 1 1 1 1 1 1 1 1 1 1 1 1 1

T T T T T T T T T T T T T T
TACCGGGTGTTGTGACTCGTCCGTAGACCCACCGGGGACGGTCCAACTACGGGTGACGAGACGGCCGGTGAGGACGTAGAAATGGCAGAGTCCCTGAAGGTCAACGACGGGGAAGGGTCTCCACTCGCACGGTAG

GRN-201

AGCCCAGTGGAGGGGCTTAGGTCTGCATTTATGCTTTTCCTGCACTCTACCACCTGCAGATAAAAGGGCCCTGCCAATGCAGGTTTCTCTGTGTTCCACAGGCCGTGGCATGCGGGGATGGCCATCACTGCTGCC

TCGGGTCACCTCCCCGAATCCAGACGTAAATACGAAAAGGACGTGAGATGGTGGACGTCTATTTTCCCGGGACGGTTACGTCCAAAGAGACACAAGGTGTCCGGCACCGTACGCCCCTACCGGTAGTGACGACGG

I . >

GRN-201 >

' s s ' 95 ' ' s s
A \ A C G D G H H L4 5

--------------------------------------------------------------------------------- ENSE00002344685 >

GRN-201

CACGGGGCTTCCACTGCAGTGCAGACGGGCGATCCTGCTTCCAAAGATCAGGTGCAGCTGGGGTGTGGGTGCAGGGCAGGCAGACGGGCAGCATGTGGAGTCTGGAACCCAGGAGCCCAGCTGGCGGGGGCAGCC
1 1 1 1 1 1 1 1 1 1 1 1 1 1

T T T T T T T T T T T T T T
GTGCCCCGAAGGTGACGTCACGTCTGCCCGCTAGGACGAAGGTTTCTAGTCCACGTCGACCCCACACCCACGTCCCGTCCGTCTGCCCGTCGTACACCTCAGACCTTGGGTCCTCGGGTCGACCGCCCCCGTCGG

GRN-201 >
100 1 1 1 105, 1 1 1 110 1 1 1 115
P R G F H S A D G R IS & E @ R S
ENSE00002344685 | T T T T >
GRN-201
CTGATTCCTGCCCTTGTGCCCTCATTCATGTGGCATCTGTACTAAGCAACAGCCCTGCTGTGGACAGAGGGGCAGCACTGGGGATAGGAGGGTGCGGGAGAAAGTGCAAGACTCCAGGTCCAGGCGTTGTGGGGG
GACTAAGGACGGGAACACGGGAGTAAGTACACCGTAGACATGATTCGTTGTCGGGACGACACCTGTCTCCCCGTCGTGACCCCTATCCTCCCACGCCCTCTTTCACGTTCTGAGGTCCAGGTCCGCAACACCCCC
GRN-201 >
GRN-201
Sanger Sequencing Primer
[GAGCTGGGCCGGTCTAATAC
PCR Forward
GAGCTGGGCCGGTCTAATAC
TGGGGAGAGGTCGAGCTGGGCCGGTCTAATACCAACCCATGGTCAGTGGGTGCCCCTTCCCCATGCCATCTTGCTGAGGGAGGGACTGGATTGTGAGGAGGGTGAGTTAGGCCTGCCTAGGAGATCACTGAGCCT
1 3 1 3 L 3 1 3 1 3 L 3 1 3 1 3 1 3 1 3 1 3 L 3 1 3 1
T v T r T ¥ T ¥ T r T r T ¥ T r T ¥ T r T r T r T r T
ACCCCTCTCCAGCTCGACCCGGCCAGATTATGGTTGGGTACCAGTCACCCACGGGGAAGGGGTACGGTAGAACGACTCCCTCCCTGACCTAACACTCCTCCCACTCAATCCGGACGGATCCTCTAGTGACTCGGA
GRN-201 >
GRN-201
Donor Template WT -> SNV
[TCTTGTCCACAGGTAACAACTCCGT
TAGTGTCACCCTCAAACCCCAGTAGCTGGGCTTGCAGGCCCTGGTGCCACCAGCTCCTTGTGTGATGGGGGAGTCACCTTCCCTGAGTGGGCTGGTAGTATCCTGGGTCATCTTGTCCACAGGTAACAACTCCGT
s 1 s 1 N 1 s 1 N 1 M ! + ! s ! N 1 s 1 s 1 N ! s ! N
+ T + 1 + 1 + T + 1 + 1 + 1 + 1 + 1 + 1 + 1 + 1 + 1 +
ATCACAGTGGGAGTTTGGGGTCATCGACCCGAACGTCCGGGACCACGGTGGTCGAGGAACACACTACCCCCTCAGTGGAAGGGACTCACCCGACCATCATAGGACCCAGTAGAACAGGTGTCCATTGTTGAGGCA
GRN-201 >

120
N N 5 \

-------------------------------------------------------------------------------------------------- ENSE00002337665 >
GRN-201

™ Donor Template WT -> SNV
GGGTGCCATCI‘AGTGCCCTGATAGTCAGTTCGAATGCCCGGACTTC
GGGTGCCATCCAGTGCCCTGATAGTCAGTTCGAATGCCCGGACTTCTCCACGTGCTGTGTTATGGTCGATGGCTCCTGGGGGTGCTGCCCCATGCCCCAGGTACAAATCTGGGGGAGATGGGGGTATGTGGAGGG
1 3 1 3 'l 3 1 3 1 3 'l 3 1 3 1 + 1 3 1 3 1 3 1 3 1 3 1

T X T . T g T v T x T ¥ T . T B T i T i T ¥ T . T . T
CCCACGGTAGGTCACGGGACTATCAGTCAAGCTTACGGGCCTGAAGAGGTGCACGACACAATACCAGCTACCGAGGACCCCCACGACGGGGTACGGGGTCCATGTTTAGACCCCCTCTACCCCCATACACCTCCC

GRN-201 >
! ! ! 125 ! ! ! 130 ! ! ! 135 ! ! ! 140 L ! ! 145 ! ! £ 150 L £ !
G A I _Q C P D S Q F E C P D F S T C C V M V D G S W G C C P M P _Q
ENSE00002337665 o >
GRN-201
] Protospacer Seq
PAM
SNV

CACGGGACTATCAGTCAAGC|
gRNA Protospacer

4185

4320

4590

4725

4860

4995

5130



AAGTGGGGGCAGAGTTGGGGGCCAGGGGCAGGGGGTGAAGACGGAGTCAGGACCATTTTTTCTCAGGCTTCCTGCTGTGAAGACAGGGTGCACTGCTGTCCGCACGGTGCCTTCTGCGACCTGGTTCACACCCGC
M 1 " I M 1 M 1 M I 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 T t T + T t
TTCACCCCCGTCTCAACCCCCGGTCCCCGTCCCCCACTTCTGCCTCAGTCCTGGTAAAAAAGAGTCCGAAGGACGACACTTCTGTCCCACGTGACGACAGGCGTGCCACGGAAGACGCTGGACCAAGTGTGGGCG

GRN-201 >
55, ., ., 160 ., ., 165 ., ., ., ., 170 ., ., ., ., 175 ,

A s C C E D R V H C C P H G A F C D L V H T R
----------------------------------------------------- ENSE00003576251 >
GRN-201

ACTTCTGCCTCAGICCIGGT]
PCR Reverese
TGCATCACACCCACGGGCACCCACCCCCTGGCAAAGAAGCTCCCTGCCCAGAGGACTAACAGGGCAGGTGAGGAGGTGGGAGAGCATCAGGCCAGGGGCTGGGGCGGGGCCTCATTGACTCCAAGTGTAGGAAAA
L " L i L " L " L i L " L " L i L " L " L i L " L " L
T v T v T ' T v T v T ' T v T v T ' T v T v T ' T v T
ACGTAGTGTGGGTGCCCGTGGGTGGGGGACCGTTTCTTCGAGGGACGGGTCTCCTGATTGTCCCGTCCACTCCTCCACCCTCTCGTAGTCCGGTCCCCGACCCCGCCCCGGAGTAACTGAGGTTCACATCCTTTT
GRN-201 >
., 180 ., . 18 . ., 190 ., ., ., 195 ., .,
I T P T G T H P L A K K L P A Q R T N R A
ENSE00003576251 L N L LT >
GRN-201
AGTTTCCTCCATCCTGGCTGCCCCTCACGTTTGCTCCTCTTCCAGTGGCCTTGTCCAGCTCGGTCATGTGTCCGGACGCACGGTCCCGGTGCCCTGATGGTTCTACCTGCTGTGAGCTGCCCAGTGGGAAGTATG
3 L i L " L 3 L i L " L 3 L i L " L 3 L i L " L 3 L i
+ } + } + } + } + } + } + } + } + } + } + } + } + } +
TCAAAGGAGGTAGGACCGACGGGGAGTGCAAACGAGGAGAAGGTCACCGGAACAGGTCGAGCCAGTACACAGGCCTGCGTGCCAGGGCCACGGGACTACCAAGATGGACGACACTCGACGGGTCACCCTTCATAC
GRN-201 >
200 . ., ., 205 ., ., ., 210 ., ., o, 215 ., ., 220 ., ., 225 , .,
v A L S S S v M C P D A R S R C P D G S T C C E L P S G K Y
.................................... ENSE00003466751 >

GRN-201

GCTGCTGCCCAATGCCCAACGTGAGTGAGGGGCTGGAGCCAGCTTGGCTGTGTGCCCCCAGCCACCTGGCCCTGACACGCACCTTACAGGGGCTCTGTGGCATGGGGCTGGCTGGCTGCTTGCTGGGAGCCTGGC
1 M 1 M 1 M 1 1 1 M 1 M 1 " 1 M 1 M 1 N 1 M 1 M 1 1 1

T T T T T T T T T T T T T T T T T T T T T T T T T T T
CGACGACGGGTTACGGGTTGCACTCACTCCCCGACCTCGGTCGAACCGACACACGGGGGTCGGTGGACCGGGACTGTGCGTGGAATGTCCCCGAGACACCGTACCCCGACCGACCGACGAACGACCCTCGGACCG

________________________________________________________________-_____________________________________________________Pg

GRN-201 >

GRN-201

TGATGCAGGGTTCATGCTACCCCCTAGTGGGGGATTGGGGCAGTGCCAGCCATCAGCCTGGCTGCTCCCTGTGTGCTACTGAGCCTGGAAGTGACAAAGACCCACCCCTGTCCCCACTCAGGCCACCTGCTGCTC
M 1 " I M 1 " 1 M I N 1 M 1 " 1 M 1 M 1 M I 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
ACTACGTCCCAAGTACGATGGGGGATCACCCCCTAACCCCGTCACGGTCGGTAGTCGGACCGACGAGGGACACACGATGACTCGGACCTTCACTGTTTCTGGGTGGGGACAGGGGTGAGTCCGGTGGACGACGAG

P2

GRN-201 >

240
A T C C S

------------------------------------------------------------------------------------------------- ENSE00003667214 [

GRN-201

CGATCACCTGCACTGCTGCCCCCAAGACACTGTGTGTGACCTGATCCAGAGTAAGTGCCTCTCCAAGGAGAACGCTACCACGGACCTCCTCACTAAGCTGCCTGCGCACACAGGTACCAGAGGCAGGGTGCAGAT
I M 1 M 1 M 1 M 1 M 1 " 1 M 1 M 1 " 1 M 1 M 1 M 1 M 1

T T T T T T T T T T T T T T T T T T T T T T T T T T T
GCTAGTGGACGTGACGACGGGGGTTCTGTGACACACACTGGACTAGGTCTCATTCACGGAGAGGTTCCTCTTGCGATGGTGCCTGGAGGAGTGATTCGACGGACGCGTGTGTCCATGGTCTCCGTCCCACGTCTA

P2

GRN-201 >
... 45 ., 250 ., 255 ., 260 ., . ., 265 ., ., . 270 . . ., . o255 , .
D H L H C C P Q D T \ C D L 1 Q S K C L S K E N A T T D L L T K L P A H T
ENSE00003667214 o R >
GRN-201

ACAGGGGTGGGGCCCCCTTTCCTCCCTTTTAGGCCTGGCCTTAGGATCACTGCAAGGTGGTGTAAGCGGTACCCTCCATCTTCAACACCTGGTTCCAGCTGTGGAGCCGGCAAAGGGTTGATACCCCTGAGGGTC
M 1 M 1 M 1 M 1 . 1 . 1 + 1 " 1 . 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
TGTCCCCACCCCGGGGGAAAGGAGGGAAAATCCGGACCGGAATCCTAGTGACGTTCCACCACATTCGCCATGGGAGGTAGAAGTTGTGGACCAAGGTCGACACCTCGGCCGTTTCCCAACTATGGGGACTCCCAG

P2

GRN-201 >

GRN-201

CCCAGTGCCACTTCTGACCTGTCCTCTCTGCTTCCCTCACAGTGGGGGATGTGAAATGTGACATGGAGGTGAGCTGCCCAGATGGCTATACCTGCTGCCGTCTACAGTCGGGGGCCTGGGGCTGCTGCCCTTTTA
I N 1 " 1 M 1 M 1 " 1 " 1 M 1 M 1 M I M 1 M 1 " I 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
GGGTCACGGTGAAGACTGGACAGGAGAGACGAAGGGAGTGTCACCCCCTACACTTTACACTGTACCTCCACTCGACGGGTCTACCGATATGGACGACGGCAGATGTCAGCCCCCGGACCCCGACGACGGGAAAAT

P2

GRN-201 >
, 280 ., . 285 ., ., 200 . ., ., 205 . . ., ., 30 , . ., ., 305 . ., .
vV G D V K C D M E V S C P D G Y T C C R L Q S G A W G C C P F
---------------------------------- ENSE00003647696 >
GRN-201

CCCAGGTACCCAGGGGTGGCGGGTGGGTGGGCTGAGCACAGTGTGGCAGGCAGCCGGGCCCCAGTGCCCACCTGCCCTTCTTCATCTGCCCTAGGCTGTGTGCTGTGAGGACCACATACACTGCTGTCCCGCGGG
M 1 " 1 M 1 M 1 M I M 1 " 1 M 1 M 1 M 1 M I 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
GGGTCCATGGGTCCCCACCGCCCACCCACCCGACTCGTGTCACACCGTCCGTCGGCCCGGGGTCACGGGTGGACGGGAAGAAGTAGACGGGATCCGACACACGACACTCCTGGTGTATGTGACGACAGGGCGCCC

P2

GRN-201 >
L L L 315 L L L 320 L s L 325
A \ C C E D H 1 H C C P A G

ENSE00003589157 >

GRN-201

GTTTACGTGTGACACGCAGAAGGGTACCTGTGAACAGGGGCCCCACCAGGTGCCCTGGATGGAGAAGGCCCCAGCTCACCTCAGCCTGCCAGACCCACAAGCCTTGAAGAGAGATGTCCCCTGTGATAATGTCAG
1 M 1 + 1 M 1 M 1 + 1 " 1 M 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
CAAATGCACACTGTGCGTCTTCCCATGGACACTTGTCCCCGGGGTGGTCCACGGGACCTACCTCTTCCGGGGTCGAGTGGAGTCGGACGGTCTGGGTGTTCGGAACTTCTCTCTACAGGGGACACTATTACAGTC

P2

GRN-201 >

s L L . 330 L L , 335 L L L340 L s L 345 L L . 350 s L , 355 s L L 360 L L , 365 L L , 370

F T C D T Q K G T C E Q G P H Q \ P A M E K A P A H L S L P D P Q A L K R D \ P C D N \ S
ENSE00003589157 >

GRN-201

5265

5400

5535

5670

5805

5940

6075

6210

6345

6480



CAGCTGTCCCTCCTCCGATACCTGCTGCCAACTCACGTCTGGGGAGTGGGGCTGCTGTCCAATCCCAGAGGTATATGGGAGGGGACAGCATCTTGGCCTGGGCAGGTGGGTGGCCAAGCTCCTATTGCTTTCTGC
" 1 M 1 M 1 M 1 M I M 1 M 1 M 1 N 1 M 1 M I M 1 " 1 M

+ T T t T + T t
GTCGACAGGGAGGAGGCTATGGACGACGGTTGAGTGCAGACCCCTCACCCCGACGACAGGTTAGGGTCTCCATATACCCTCCCCTGTCGTAGAACCGGACCCGTCCACCCACCGGTTCGAGGATAACGAAAGACG

P2

GRN-201 >
L. . 375 ., . 380 , . ., 38 ., ., ., 30 ., .
S C P S S D T C C Q L T S G E W G C C P 1 P E
ENSE00003589157 SR >
GRN-201

CCTCCGCATAGCCCATAGGTGATACCCAGCTCTGACAGATTCGTCCCCAGCTGGAGGTGCTGTAAGCAGGAGAGGCGGGCTGGAGTAGGTAGGGGCTCGGCACTGCGCCCCACATAGTGGCTACCTACAACGCCC
I 1 1 1 1 1 1 1 1 I 1 1 I 1

T T
GGAGGCGTATCGGGTATCCACTATGGGTCGAGACTGTCTAAGCAGGGGTCGACCTCCACGACATTCGTCCTCTCCGCCCGACCTCATCCATCCCCGAGCCGTGACGCGGGGTGTATCACCGATGGATGTTGCGGG

P2

GRN-201 >

GRN-201

TTTCCTGCCCACCCCCCAGGCTGTCTGCTGCTCGGACCACCAGCACTGCTGCCCCCAGGGCTACACGTGTGTAGCTGAGGGGCAGTGTCAGCGAGGAAGCGAGATCGTGGCTGGACTGGAGAAGATGCCTGCCCG
M 1 M 1 M 1 M 1 M 1 M 1 3 1 M 1 1 1 M 1 M 1 N 1 3 1 M
+ T t T t T + T t T t T + T t T t T + T t T t T + T t

AAAGGACGGGTGGGGGGTCCGACAGACGACGAGCCTGGTGGTCGTGACGACGGGGGTCCCGATGTGCACACATCGACTCCCCGTCACAGTCGCTCCTTCGCTCTAGCACCGACCTGACCTCTTCTACGGACGGGC

________________________________________________________________-_____________________________________________________Pg

GRN-201 >

L 395 L L L 400 L L L 405 L L L 410 L L L 415, L L L 420 L L L 425 L L L 430 L

AV C C S D H Q H C C P Q G Y T C V A E G Q €C Q R G S E I V A G L E K M P A R

--------------- ENSE00000732199 >
GRN-201

CCGGGCTTCCTTATCCCACCCCAGAGACATCGGCTGTGACCAGCACACCAGCTGCCCGGTGGGGCAGACCTGCTGCCCGAGCCTGGGTGGGAGCTGGGCCTGCTGCCAGTTGCCCCATGTGAGTGCCTCCCTGCC
I M 1 M 1 " 1 M 1 M 1 " I M 1 M 1 M 1 M 1 " 1 " I M 1

T T T T
GGCCCGAAGGAATAGGGTGGGGTCTCTGTAGCCGACACTGGTCGTGTGGTCGACGGGCCACCCCGTCTGGACGACGGGCTCGGACCCACCCTCGACCCGGACGACGGTCAACGGGGTACACTCACGGAGGGACGG

P2

GRN-201 >
I I 435 I I I I 440 I I I 445 I I I I 450 I I I 455 I I I I 460 I I I 465 I I I I 470
R A S L S H P R D 1 G C D Q H T S C P ) G Q T C C P S L G G S W A C C Q L P H
ENSE00000732199 o e >
GRN-201

TGCCCCTGGATAGGGGAGCTAAGCCCAGTGAGGGGACAGGAACATAATGCCATTCTGTGCTCCCTTCCCCGCCAGGCTGTGTGCTGCGAGGATCGCCAGCACTGCTGCCCGGCTGGCTACACCTGCAACGTGAAG
M 1 M 1 M 1 M 1 " 1 M 1 " 1 M 1 M 1 M 1 M 1 M 1 M 1 M

+ T T t T + T t
ACGGGGACCTATCCCCTCGATTCGGGTCACTCCCCTGTCCTTGTATTACGGTAAGACACGAGGGAAGGGGCGGTCCGACACACGACGCTCCTAGCGGTCGTGACGACGGGCCGACCGATGTGGACGTTGCACTTC

P2

GRN-201 >
n n n 475 n n n 480 n n n 485 n n n 490
A \ C C E D R Q H C C P A G Y T C N \ K
------------------------------------------------------------ ENSE00000732197 >
GRN-201

GCTCGATCCTGCGAGAAGGAAGTGGTCTCTGCCCAGCCTGCCACCTTCCTGGCCCGTAGCCCTCACGTGGGTGTGAAGGACGTGGAGTGTGGGGAAGGACACTTCTGCCATGATAACCAGACCTGCTGCCGAGAC
1 1 1 1 1 1 1 1 1 1 1 1 1 M 1

T T T T T T T T T T T T T T T
CGAGCTAGGACGCTCTTCCTTCACCAGAGACGGGTCGGACGGTGGAAGGACCGGGCATCGGGAGTGCACCCACACTTCCTGCACCTCACACCCCTTCCTGTGAAGACGGTACTATTGGTCTGGACGACGGCTCTG

P2

GRN-201 >
s s L 495 L s L 500 s s L 505 s s L 510 s s , 515 L s L 520 s s L 525 s s L 530 s s L 535 .,
A R S C E K E \ \ S A Q P A T F L A R S P H \ G \ K D \ E C G E G H F C H D N Q T C C D
ENSE00000732197 >
GRN-201

AACCGACAGGGCTGGGCCTGCTGTCCCTACCGCCAGGTCAGTGCCAACCCCCATCCTGGGGCTGGGTATGGCCAGGGACCAGGTCCCACCTCGTCCAACCCTCTCGCCCCCCTCTGACCATCCAGGGCGTCTGTT

TTGGCTGTCCCGACCCGGACGACAGGGATGGCGGTCCAGTCACGGTTGGGGGTAGGACCCCGACCCATACCGGTCCCTGGTCCAGGGTGGAGCAGGTTGGGAGAGCGGGGGGAGACTGGTAGGTCCCGCAGACAA

P

GRN-201 >
" " " 540 " " " 545 " " 550
N R Q G W A C C P Y R Q G V C
- - - ------------------"---=--;--;c;smmmseemmmemsmemssemmmmemsmmemmmmm=—=———— ENSE0000137... [
GRN-201

GTGCTGATCGGCGCCACTGCTGTCCTGCTGGCTTCCGCTGCGCAGCCAGGGGTACCAAGTGTTTGCGCAGGGAGGCCCCGCGCTGGGACGCCCCTTTGAGGGACCCAGCCTTGAGACAGCTGCTGTGAGGGACAG
1 1 1 1 M 1 " 1 " 1 M 1 1 1 M 1 M 1 M 1 M 1

T T
CACGACTAGCCGCGGTGACGACAGGACGACCGAAGGCGACGCGTCGGTCCCCATGGTTCACAAACGCGTCCCTCCGGGGCGCGACCCTGCGGGGAAACTCCCTGGGTCGGAACTCTGTCGACGACACTCCCTGTC

P

GRN-201 >

.. 555 ., . ., 560 ., ., ., ., 565 ., ., ., . 570 ., . ., ., 575 ., ., ., ., 580 ., ., ., ., 585 . ., ., ., 590 ., ., .,
R P C w R

ENSE00001376066

GRN-201

TACTGAAGACTCTGCAGCCCTCGGGACCCCACTCGGAGGGTGCCCTCTGCTCAGGCCTCCCTAGCACCTCCCCCTAACCAAATTCTCCCTGGACCCCATTCTGAGCTCCCCATCACCATGGGAGGTGGGGCCTCA
" 1 M 1 M 1 " 1 M 1 M 1 M 1 M 1 " 1 M 1 M 1 N 1 M 1 .

T T T T T T T T T T T T T
ATGACTTCTGAGACGTCGGGAGCCCTGGGGTGAGCCTCCCACGGGAGACGAGTCCGGAGGGATCGTGGAGGGGGATTGGTTTAAGAGGGACCTGGGGTAAGACTCGAGGGGTAGTGGTACCCTCCACCCCGGAGT

- _______________________________pg

GRN-201 >

ATCTAAGGCCTTCCCTGTCAGAAGGGGGTTGTGGCAAAAGCCACATTACAAGCTGCCATCCCCTCCCCGTTTCAGTGGACCCTGTGGCCAGGTGCTTTTCCCTATCCACAGGGGTGTTTGTGTGTGTGCGCGTGT
1 N 1 1 1 M 1 1 1 " 1 M 1 M 1 M 1 M 1 1 1 " 1 M 1 " 1

T T T T
TAGATTCCGGAAGGGACAGTCTTCCCCCAACACCGTTTTCGGTGTAATGTTCGACGGTAGGGGAGGGGCAAAGTCACCTGGGACACCGGTCCACGAAAAGGGATAGGTGTCCCCACAAACACACACACGCGCACA

________________________________________________________________-_____________________________________________________Pg

GRN-201 >
GCGTTTCAATAAAGTTTGTACACTTTCTTAA 3
3 } + 1 + N
+ } + + + H 7861
CGCAAAGTTATTTCAAACATGTGAAAGAATT 5

GRN-201 >

6615

6750

6885

7020

7155

7290

7425

7560

7695

7830



Feature

GRN

/note =

GRN-212

/note =

GRN-215

/note =
GRN-209

/note =

GRN-207

/note =

GRN-211

/note =

GRN-221

/note =
GRN-201

/note =

GRN-213

/note =

GRN-208

/note =

GRN-220

/note =
GRN-218

/note =

GRN-219

/note =

GRN-203

/note =

GRN-214

/note =
GRN-210

/note =

GRN-206
/note =
GRN-201
F 12 segments = 1782 bp

/note =
/translation =

GRN-214

F 8 segments = 1311 bp

/note =
/translation =

GRN-222

F 11 segments = 1314 bp

/note =
/translation =

GRN-222

/note =
GRN-213

F 5segments = 518 bp

/note =
/translation =

GRN-208

b 5segments = 574 bp

/note =
/translation =

Location Size a £ Type
1 .. 7861 7861 bp [=] = gene
gene ENSG00000030582
Protein coding
1 .. 4649 4649 bp o -+ prim_transcript
primary transcript ENST00000588170
Retained intron

17 .. 4491 4475 bp o -+ prim_transcript

primary transcript ENST00000589536
20 .. 5042 5023 bp o —-+ prim_transcript

primary transcript ENST00000587518
20 .. 4229 4210 bp [=] = prim_transcript

primary transcript ENST00000587109
37 .. 5224 5188 bp o -+ prim_transcript

primary transcript ENST00000588143
53 .. 5080 5028 bp =] = prim_transcript

primary transcript ENST00000593167
57 .. 7861 7805 bp o —+ prim_transcript

primary transcript ENST00000053867
57 .. 5799 5743 bp [=] —* prim_transcript

primary transcript ENST00000588237
57 .. 5266 5210 bp o -+ prim_transcript

primary transcript ENST00000587387
57 .. 5059 5003 bp =] = prim_transcript

primary transcript ENST00000592783
57 .. 5038 4982 bp o —+ prim_transcript

primary transcript ENST00000591740

57 .. 4544 4488 bp [=] —* prim_transcript
primary transcript ENST00000592323
Retained intron

57 .. 4030 3974 bp o -+ prim_transcript

primary transcript ENST00000585512
60 .. 7837 7778 bp =] = prim_transcript

primary transcript ENST00000589265
61 .. 4566 4506 bp o bl prim_transcript

primary transcript ENST00000587958
Retained intron

69 .. 5918 5850 bp [=] =¥ prim_transcript

primary transcript ENST00000586782
Nonsense mediated decay

3920 .. 7553 3634 bp m = CcDbs

coding sequence ENSP00000053867

MWTLVSWVALTAGLVAGTRCPDGQFCPVACCLDPGGASYSCCRPLL,DKWPTTLSRHLGGPCQVDAHCSAGHSCIFTVSGTSSCCPFPE,AVACGDGHHCCPRGFHCSADGRSCFQRS, GNNSVGAIQCPDSQFECPDFS
TCCVMVDGSWGCCPMPQ,ASCCEDRVHCCPHGAFCDLVHTRCITPTGTHPLAKKLPAQRTNRA,VALSSSVMCPDARSRCPDGSTCCELPSGKYGCCPMPN, ATCCSDHLHCCPQDTVCDLIQSKCLSKENATTDLLTKL
PAHT,VGDVKCDMEVSCPDGYTCCRLQSGAWGCCPFTQ,AVCCEDHIHCCPAGFTCDTQKGTCEQGPHQVPWMEKAPAHLSLPDPQALKRDVPCDNVSSCPSSDTCCQLTSGEWGCCPIPE,AVCCSDHQHCCPQGY
TCVAEGQCQRGSEIVAGLEKMPARRASLSHPRDIGCDQHTSCPVGQTCCPSLGGSWACCQLPH, AVCCEDRQHCCPAGYTCNVKARSCEKEVVSAQPATFLARSPHV GV KDVECGEGHFCHDNQTCCRDNRQGWACC
BYBQnHYo AR RBRHECP AGFRCAARGTKCLRREAPRWDAPLRDPALRQLL*

3920 .. 7553 3634 bp m = CDS

coding sequence ENSP00000467616

MWTLVSWVALTAGLVAGTRCPDGQFCPVACCLDPGGASYSCCRPLL,DKWPTTLSRHLGGPCQVDAHCSAGHSCIFTVSGTSSCCPFPE, AVACGDGHHCCPRGFHCSADGRSCFQRS,,GNNSVGAIQCPDSQFECPDFS
TCCVMVDGSWGCCPMPQ,AVCCEDHIHCCPAGFTCDTQKGTCEQGPHQVPWMEKAPAHLSLPDPQALKRDVPCDNVSSCPSSDTCCQLTSGEWGCCPIPE, AVCCSDHQHCCPQGYTCVAEGQCQRGSEIVAGLEK
MPARRASLSHPRDIGCDQHTSCPVGQTCCPSLGGSWACCQLPH,AVCCEDRQHCCPAGYTCNVKARSCEKEVVSAQPATFLARSPHVGVKDVECGEGHFCHDNQTCCRDNRQGWACCPYRQ,GVCCADRRHCCPAGF
RE6 ARMDKICIRREARBWOMRLRDPALRQLL*

3920 .. 7550 3631 bp -] o CDS

coding sequence ENSP00000492014

MWTLVSWVALTAGLVAGTRCPDGQFCPVACCLDPGGASYSCCRPLL,DKWPTTLSRHLGGPCQVDAHCSAGHSCIFTVSGTSSCCPFPE, AVACGDGHHCCPRGFHCSADGRSCFQRS,,GNNSVGAIQCPDSQFECPDFS
TCCVMVDGSWGCCPMPQ,ASCCEDRVHCCPHGAFCDLVHTRCITPTGTHPLAKKLPAQRTNRA ,VALSSSVMCPDARSRCPDGSTCCELPSGKYGCCPMPN,ATCCSDHLHCCPQDTVCDLIQSKCLSKENATTDLLTKL
PAHT,VGDVKCDMEVSCPDGYTCCRLQSGAWGCCPFTQ,AVCCEDHIHCCPAGFTCDTQKGTCEQGPHQVPWMEKAPAHLSLPDPQALKRDVPCDNVSSCPSSDTCC,RDNRQGWACCPYRQ,GVCCADRRHCCPAG
EBGAMRGTHGARRE ARRIMAAP LRDPALRQLL

3920 .. 7550 3631 bp =] —+ prim_transcript

primary transcript ENST00000639447
3920 .. 5799 1880 bp =] —+ CDs

coding sequence ENSP00000466611

MWTLVSWVALTAGLVAGTRCPDGQFCPVACCLDPGGASYSCCRPLL,DKWPTTLSRHLGGPCQVDAHCSAGHSCIFTVSGTSSCCPFPE,,ASCCEDRVHCCPHGAFCDLVHTRCITPTGTHPLAKKLPAQRTNRA,VALSS
SVMCPDARSRCPDGSTCCELPSGKYGCCPMPN, AT
172 amino acids = 18.1 kDa

3920 .. 5266 1347 bp =] = CDS

coding sequence ENSP00000467431
MWTLVSWVALTAGLVAGTRCPDGQFCPVACCLDPGGASYSCCRPLL,DKWPTTLSRHLGGPCQVDAHCSAGHSCIFTVSGTSSCCPFPE,IKGPCQCRFLCVPQAVACGDGHHCCPRGFHCSADGRSCFQRS,,GNNSVG
AIQCPDSQFECPDFSTCCVMVDGSWGCCPMPQ,ASCCEDRVHCCPHGAFCDLVHTR

191 amino acids = 20.3 kDa



Feature
GRN-211

F 5 segments

/note
/translation

GRN-221
¥ 4 segments

/note
/translation

GRN-220
b 4 segments

/note
/translation

GRN-209
¥ 4 segments

/note
/translation

GRN-218
F 4 segments

/note
/translation

GRN-215
¥ 3 segments

/note
/translation

GRN-207
b 2 segments

/note
/translation

GRN-203

/note
/translation

490 bp

447 bp

426 bp

409 bp

405 bp

334 bp

187 bp

Location Size a = Type
3920 .. 5224 1305 bp =] = CDS

coding sequence ENSP00000465375
MWTLVSWVALTAGLVAGTRCPDGQFCPVACCLDPGGASYSCCRPLL,,DKWPTTLSRHLGGPCQVDAHCSAGHSCIFTVSGTSSCCPFPE, AVACGDGHHCCPRGFHCSADGRSCFQRS,GNNSVGAIQCPDSQFECPDFS
T6SYMMP G&SWE GCPMR QDASCCEDRVH

3920 .. 5080 1161 bp -] =+ CDS

coding sequence ENSP00000466405
MWTLVSWVALTAGLVAGTRCPDGQFCPVACCLDPGGASYSCCRPLL,DKWPTTLSRHLGGPCQVDAHCSAGHSCIFTVSGTSSCCPFPE, AVACGDGHHCCPRGFHCSADGRSCFQRS,GNNSVGAIQCPDSQFECPDFS
T4 YMMBPGEWE S 15.6 kDa

3920 .. 5059 1140 bp =] —+ CDS

coding sequence ENSP00000467870
MWTLVSWVALTAGLVAGTRCPDGQFCPVACCLDPGGASYSCCRPLL,DKWPTTLSRHLGGPCQVDAHCSAGHSCIFTVSGTSSCCPFPE,,AVACGDGHHCCPRGFHCSADGRSCFQRS,,GNNSVGAIQCPDSQFECPDFS
T4£¥Mino acids = 14.9 kDa

3920 .. 5042 1123 bp m —+ CcDs

coding sequence ENSP00000465518
MWTLVSWVALTAGLVAGTRCPDGQFCPVACCLDPGGASYSCCRPLL,DKWPTTLSRHLGGPCQVDAHCSAGHSCIFTVSGTSSCCPFPE, AVACGDGHHCCPRGFHCSADGRSCFQRS,GNNSVGAIQCPDSQFECPDF
136 amino acids = 14.3 kDa

3920 .. 5038 1119 bp m o CDS

coding sequence ENSP00000467022
MWTLVSWVALTAGLVAGTRCPDGQFCPVACCLDPGGASYSCCRPLL,DKWPTTLSRHLGGPCQVDAHCSAGHSCIFTVSGTSSCCPFPE,, AVACGDGHHCCPRGFHCSADGRSCFQRS,GNNSVGAIQCPDSQFECPD
135 amino acids = 14.1 kDa

3920 .. 4491 572 bp -] =+ CDS

coding sequence ENSP00000466956
MWTLVSWVALTAGLVAGTRCPDGQFCPVACCLDPGGASYSCCRPLL,DKWPTTLSRHLGGPCQVDAHCSAGHSCIFTVSGTSSCCPFPE,, AVACGDGHHCCPRGFHCSADGRS
111 amino acids = 11.5 kDa

3920 .. 4229 310 bp -] = CDS

coding sequence ENSP00000466271
MWTLVSWVALTAGLVAGTRCPDGQFCPVACCLDPGGASYSCCRPLL,DKWPTTLSRHLGGPCQ
62 amino acids = 6.6 kDa

3920 .. 4030 111 bp m —+ CcDs

coding sequence ENSP00000467745

MWTLVSWVALTAGLVAGTRCPDGQFCPVACCLDPGGA
37 amino acids = 3.8 kDa

Donor Template WT -> SNV 4971 .. 5041 71 bp =] H misc_feature
PAM 5005 .. 5007 3 bp [m] = misc_feature
SNV 5006 .. 5006 1 bp =] — misc_feature
/note WT =C

Protospacer Sequence

GRN-217

/note

GRN-205

/note
GRN-205

¥ 7 segments

/note
/translation

GRN-216

/note
GRN-202

/note

GRN-204

/note

GRN-204

b 3 segments

/note
/translation

1166 bp

332 bp

SNV =T
5008 .. 5027 20 bp -] H misc_feature
5044 .. 6055 1012 bp o —+ prim_transcript
primary transcript ENST00000590984
Retained intron

5294 .. 7798 2505 bp =] = prim_transcript

primary transcript ENST00000586443
5294 .. 7407 2114 bp -] -+ CDs

coding sequence ENSP00000465673

WQRSSLPRGLTGQ, WPCPARSCVRTHGPGALMVLPAVSCPVGSMAAAQCPT,PPAAPITCTAAPKTLCVT*SRVSASPRRTLPRTSSLSCLRTQ,WGM*NVTWR*AAQMAIPAAVYSRGPGAAALLPR,LCAVRTTYTAVP
RGLRVTRRRVPVNRGPTRCPGWRRPQLTSACQTHKP*REMSPVIMSAAVPPPIPAANSRLGSGAAVQSQR,LSAARTTSTAAPRATRV*LRGSVSEEARSWLDWRRCLPAGLPYPTPETSAVTSTPAARWGRPAARAWYVGA
GPAASCPM,LCAARIASTAARLATPAT*RLDPARRKWSLPSLPPSWPVALTWV *RTWSVGKDTSAMITRPAAETTDRAGPAVPTARSVPTPILGLGMARDQVPPRPTLSPPS

388 codons (7 internal stop codons)

5527 .. 6550 1024 bp =] =5 prim_transcript

primary transcript ENST00000589923

5666 .. 6354 689 bp o —-+ prim_transcript
primary transcript ENST00000585348
Retained intron

6957 .. 7857 901 bp [=] —+ prim_transcript

primary transcript ENST00000586242
6957 .. 7524 568 bp -] = CDbs

coding sequence ENSP00000467837
AARAWVGAGPAASCPM,LCAARIASTAARLATPAT*RLDPARRKWSLPSLPPSWPVALTWV*RTWSVGKDTSAMITRPAAETTDRAGPAVPTAS, QGYQVFAQGGPALGRPF
110 codons (2 internal stop codons)



Primer Length @ Binding Sites - Tm
PCR Forward 20-mer 4738 .. 4757 = 59°C
/sequence = GAGCTGGGCCGGTCTAATAC
60% GC / 6158.1 Da
Sanger Sequencing Primer 20-mer 4738 .. 4757 - 59°C
/sequence = GAGCTGGGCCGGTCTAATAC
60% GC / 6158.1 Da
Donor Template WT -> SNV 71-mer [¢] 4971 .. 5041 = 76°C
/sequence = TCTTGTCCACAGGTAACAACTCCGTGGGTGCCATCTAGTGCCCTGATAGTCAGTTCGAATGCCCGGACTTC
54% GC / 21,772.1 Da
gRNA Protospacer 20-mer 5008 .. 5027 -— 58°C
/sequence = CGAACTGACTATCAGGGCAC
55% GC / 6111.0 Da
PCR Reverese 20-mer 5166 .. 5185 — 57°C

/sequence = TGGTCCTGACTCCGTCTTCA
55% GC / 6035.0 Da

Date Added

Jun 17, 2022

Jun 17, 2022

Jun 17, 2022

Jun 17, 2022

Jun 17, 2022



