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(4738 .. 4757) PCR Forward gRNA Protospacer (5007 .. 5023)
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GRN-201
H

Donor Template SNV -> REV

Protospacer Sequence

SNV

INK2S00107R_GRN_Q125X_EO08_AA
7861 bp



AAACTGAGGTAGGCGGGTCATCGCGCTGGGGTCTGTAGTCTGAGCGCTACCCGGTTGCTGCTGCCCAAGGACCGCGGAGTCGGAC

TTTGACTCCATCCGCCCAGTAGCGCGACCCCAGACATCAGACTCGCGATGGGCCAACGACGACGGGTTCCTGGCGCCTCAGCCTG

e, >

| GRN-201 >

GCAGGTAGGAGAGCGGCCGCGCAGACCTCTCGCCTGCTCCTGCCCAGGGGCCCGCCAGGGCCATGTGAGCTTGAGGTTCCCCTGG

CGTCCATCCTCTCGCCGGCGCGTCTGGAGAGCGGACGAGGACGGGTCCCCGGGCGGTCCCGGTACACTCGAACTCCAAGGGGACC

I, >

GRN-201 >

AGTCTCAGCCGGAGACAACAGAAGAACCGCTTACTGAAACTCCTTGGGGGTTCTGATACACTAGGGGGAGTTTTATGGGAAAGAG

TCAGAGTCGGCCTCTGTTGTCTTCTTGGCGAATGACTTTGAGGAACCCCCAAGACTATGTGATCCCCCTCAAAATACCCTTTCTC

I, >

GRN-201 >

GAAGCAGTAATTGCAGTGACGCCCCGTTAGAAGGGGCTTTCTACCTCCCCAGCATTCCCCCAAAGCAGGGACCACACCATTCTTG

CTTCGTCATTAACGTCACTGCGGGGCAATCTTCCCCGAAAGATGGAGGGGTCGTAAGGGGGTTTCGTCCCTGGTGTGGTAAGAAC

- pg

GRN-201 >

ACCCAGCTCCACCCCTGTCGGTAGGTGCTGGCTTCTTCCCCTCTCCTGGTGGTGGTGGGTGGTTCCCGCGGCGGCCTGGAGCCGG

TGGGTCGAGGTGGGGACAGCCATCCACGACCGAAGAAGGGGAGAGGACCACCACCACCCACCAAGGGCGCCGCCGGACCTCGGCC

N, >

GRN-201 :>

AGGGGCGCGCGACCCTGGGCTGGGAGCTCCGAGGGCCTGGGAACGAGACCTGAGACCTTGGCTTCTCGAAGGTAGTAGGGACTTG

TCCCCGCGCGCTGGGACCCGACCCTCGAGGCTCCCGGACCCTTGCTCTGGACTCTGGAACCGAAGAGCTTCCATCATCCCTGAAC

I, >

GRN-201 >

GGAGTGGTGACTGAACCTGGTCTGGCTCCTCCTTACTTCCTCTTGTTGCGGGTGGGACGAGCTAGCTTCCGCCTCTCCCAGCCAC

CCTCACCACTGACTTGGACCAGACCGAGGAGGAATGAAGGAGAACAACGCCCACCCTGCTCGATCGAAGGCGGAGAGGGTCGGTG

I, >

GRN-201 >

TTTTTCCTGCTCATTTGCAGCTAGGTTGGCTCCCCTTTTGGGAATTTCCTCTCCCCTTGGCACTCGGAGTTGGGGGGTGCCACCT

AAAAAGGACGAGTAAACGTCGATCCAACCGAGGGGAAAACCCTTAAAGGAGAGGGGAACCGTGAGCCTCAACCCCCCACGGTGGA

- pg

GRN-201 >

AGTGGAAGATAACGGAGCTAGGGTCTTGAAGAGGCTGCTGTCCCCTCTGGCTGTTTTGGCGGTGTAGGGTGGCATGAGAGACTGC

TCACCTTCTATTGCCTCGATCCCAGAACTTCTCCGACGACAGGGGAGACCGACAAAACCGCCACATCCCACCGTACTCTCTGACG

N, >

GRN-201 :>

GACTCGCCTCCTCATCCCTGTTTCTGTATGCGAGTGCTTGTATTCAGTAGAAGCATACACTATACTCCCTCAATTTAGGGTAAAC

CTGAGCGGAGGAGTAGGGACAAAGACATACGCTCACGAACATAAGTCATCTTCGTATGTGATATGAGGGAGTTAAATCCCATTTG

I, >

GRN-201 >

85

170

340

425

680

765

850



AGGAGGGGCCACATGCACAGGTAATTCACCAGGGAGCCGAACACTCCTGTGCAGACAGACTCCCCTTCCCAGCAAGCCATGGCAG

TCCTCCCCGGTGTACGTGTCCATTAAGTGGTCCCTCGGCTTGTGAGGACACGTCTGTCTGAGGGGAAGGGTCGTTCGGTACCGTC

N, >

GRN-201 :>

CGGACAGCCTGCTGAGAACACCCAGGAAGCAGGCGGTGCCAGCTGCAGGTGCTTTGCCTGGGAGCTGTGGGGCTGAGGAGAGGGT

GCCTGTCGGACGACTCTTGTGGGTCCTTCGTCCGCCACGGTCGACGTCCACGAAACGGACCCTCGACACCCCGACTCCTCTCCCA

I, >

GRN-201 >

CCACTGTCCAGGACCAGTGAACTTCATCCTTATCTGTCCAGGAGGTGGCCTCTTGGGGATGCTGAGTTAGGGGAGGGGCACTTGA

GGTGACAGGTCCTGGTCACTTGAAGTAGGAATAGACAGGTCCTCCACCGGAGAACCCCTACGACTCAATCCCCTCCCCGTGAACT

I, >

GRN-201 >

GGAAAGCCAGGTGGAGCAGAGAGGATGTGAGTGACTGGGTGGGTGAGATTTCCTGCCCCTCCCCCCGCAGTGGTATCCACACCTA

CCTTTCGGTCCACCTCGTCTCTCCTACACTCACTGACCCACCCACTCTAAAGGACGGGGAGGGGGGCGTCACCATAGGTGTGGAT

- pg

GRN-201 >

GACTCGTGGGGTAACTGAGGCACAGACAGAGAGCAACTTCTCAGGCCCTCACAGTTGGCAATTCTAGGATTAGGACCCAAGTGCG

CTGAGCACCCCATTGACTCCGTGTCTGTCTCTCGTTGAAGAGTCCGGGAGTGTCAACCGTTAAGATCCTAATCCTGGGTTCACGC

N, >

GRN-201 :>

ATTTTCAGGCAGTCCCTGTACCCTGTTTCTGTTGTACCTGTTGCACCATTCCCAGGCACTGCCCATCGTGCCACTAGTGATATGA

TAAAAGTCCGTCAGGGACATGGGACAAAGACAACATGGACAACGTGGTAAGGGTCCGTGACGGGTAGCACGGTGATCACTATACT

I, >

GRN-201 >

ACCCAGGTCCAATACGCTCTGGGGCCATCAAAGCCTGACGTCACCATGACCTGATGTGTGACGTGTTATAGGTGTCCCTTGGTAT

TGGGTCCAGGTTATGCGAGACCCCGGTAGTTTCGGACTGCAGTGGTACTGGACTACACACTGCACAATATCCACAGGGAACCATA

I, >

GRN-201 >

CTTCACGGAACTGGTTCCAGGACCCCAAAATCTGTGGGTGCTCAAGCCCCTGAGATAAAATGGTGTAATATTTGCATATAACCTA

GAAGTGCCTTGACCAAGGTCCTGGGGTTTTAGACACCCACGAGTTCGGGGACTCTATTTTACCACATTATAAACGTATATTGGAT

- pg

GRN-201 >

TACATACTTTAAATCATTTCTAGATTACTTATACCTAATACAATGGAAATGACATGTCGGCTGGGCGTGGTGGCTCATGCCTGTA

ATGTATGAAATTTAGTAAAGATCTAATGAATATGGATTATGTTACCTTTACTGTACAGCCGACCCGCACCACCGAGTACGGACAT

N, >

GRN-201 :>

ATCCCACCACTTTGGGAGGCCGTGGCAGGTGGATCACCTGAGGTCTGGAGTTTGAGACCAGCCTGACCAACATGGTGAAACCCCC

TAGGGTGGTGAAACCCTCCGGCACCGTCCACCTAGTGGACTCCAGACCTCAAACTCTGGTCGGACTGGTTGTACCACTTTGGGGG

I, >

GRN-201 >

935

1020

1105

1190

1275

1360

1445

1530

1615

1700



ATCTCTACTAAAAATACAAAAATTAGCCAGGTGTGGTAGCGCACACCTATAATCCCACCTACTTGGGAGGCTGAGGCAGGAGAAT

TAGAGATGATTTTTATGTTTTTAATCGGTCCACACCATCGCGTGTGGATATTAGGGTGGATGAACCCTCCGACTCCGTCCTCTTA

N, >

GRN-201 :>

TGCTTGAACCTGGGAGGCGGAGTTCGCAGTAAGCTGAGATCGCGCCACTGTACTACAGCCTGGGTGACAGAGCAGGACTCCATCT

ACGAACTTGGACCCTCCGCCTCAAGCGTCATTCGACTCTAGCGCGGTGACATGATGTCGGACCCACTGTCTCGTCCTGAGGTAGA

I, >

GRN-201 >

CAAAAAAAAAAGAGAAAAAGAAAAAGAAATGCCATGTAAATAGTTGTGATCCTGAATTGTTTAGGGAATAATAAGAAAGAACTAT

GTTTTTTTTTTCTCTTTTTCTTTTTCTTTACGGTACATTTATCAACACTAGGACTTAACAAATCCCTTATTATTCTTTCTTGATA

I, >

GRN-201 >

CTGTAGATGTTCAGTATAGATGCACCCATCGTAAGCCTAACTACATTGTATAACTCAGCAACGATGTAACATTTTCAGGGGTTTT

GACATCTACAAGTCATATCTACGTGGGTAGCATTCGGATTGATGTAACATATTGAGTCGTTGCTACATTGTAAAAGTCCCCAAAA

- pg

GRN-201 >

TTTGTTTTGTTTTTTGAGACAGAATCTCAGTCTCACTCTGTCACCCAGGCTGGAGTATGTTGGCGTGATCTCTGCTCACTGCAAC

AAACAAAACAAAAAACTCTGTCTTAGAGTCAGAGTGAGACAGTGGGTCCGACCTCATACAACCGCACTAGAGACGAGTGACGTTG

N, >

GRN-201 :>

CTCCACCTCCTGGGCTCAAGCGATTCTCCTGCCTCAGCCTCTTGAGTAGCTGGGATTGCAGGTGTGCGCTACCACGCATGGCTAA

GAGGTGGAGGACCCGAGTTCGCTAAGAGGACGGAGTCGGAGAACTCATCGACCCTAACGTCCACACGCGATGGTGCGTACCGATT

I, >

GRN-201 >

TTTTTGTATTTTTAATAGAGATGGGGTTTTACCACGTTGGTCAGGCTGGTCTTGAACTCCTGACCTTGGGATCCGCCCACCTGGG

AAAAACATAAAAATTATCTCTACCCCAAAATGGTGCAACCAGTCCGACCAGAACTTGAGGACTGGAACCCTAGGCGGGTGGACCC

I, >

GRN-201 >

CCTCCCAAAGTGCTGGGATTACAGGCGTTAGCCACCGCGCCCAATATATTTTGATCCCTGGTTGGATATGGAGGGCTGACTGTAC

GGAGGGTTTCACGACCCTAATGTCCGCAATCGGTGGCGCGGGTTATATAAAACTAGGGACCAACCTATACCTCCCGACTGACATG

- pg

GRN-201 >

TTAACATCTCTAAGCTTCAGTTTCCTCCTTTAAAATAAAGGTGTGGCTGGGTGTGGTGGTTCAAGCCTGTAATCCCAGCACTTAG

AATTGTAGAGATTCGAAGTCAAAGGAGGAAATTTTATTTCCACACCGACCCACACCACCAAGTTCGGACATTAGGGTCGTGAATC

N, >

GRN-201 :>

GGAGGCTGAGGTGGGTGGATCAGCTGAGGTCAGGAGTTCAAGACCAGCCTGACCAATATGGTGAAACCCCCTCTCTGCTAAAAAT

CCTCCGACTCCACCCACCTAGTCGACTCCAGTCCTCAAGTTCTGGTCGGACTGGTTATACCACTTTGGGGGAGAGACGATTTTTA

I, >

GRN-201 >

1785

1870

1955

2040

2125

2210

2295

2380

2465

2550



ACAAAAATTAGCCAGGCGTGGTGGCGAGCGCCTGTAGTCCCAGCTACTTGCTTGAACTTGGGAGGCAGAGGTTGCAGTGAGCTGA

TGTTTTTAATCGGTCCGCACCACCGCTCGCGGACATCAGGGTCGATGAACGAACTTGAACCCTCCGTCTCCAACGTCACTCGACT

N, >

GRN-201 :>

GATCGTGCCACTGAACTCGAGCATGGGCAACAGAGCAAGACTGTCTCAAAAAAAAAAAAAAAAAGGGGGTGAGCAGACGTGGTGG

CTAGCACGGTGACTTGAGCTCGTACCCGTTGTCTCGTTCTGACAGAGTTTTTTTTTTTTTTTTTCCCCCACTCGTCTGCACCACC

I, >

GRN-201 >

CACGCTCCCACAGTCCCAGCTACTTAGTAGGAGGCCAAGGTTGGAGGATTGCTTGATCCCAGGAGTCTGAGTCCAGCCTGGGCAA

GTGCGAGGGTGTCAGGGTCGATGAATCATCCTCCGGTTCCAACCTCCTAACGAACTAGGGTCCTCAGACTCAGGTCGGACCCGTT

I, >

GRN-201 >

CATGGCAATACCTCATCTCTAAAAATAAAATAAAAGTAAAGGTATTAATTACTACTTTGGATGGTTGTTGCAAAGAAATATATAT

GTACCGTTATGGAGTAGAGATTTTTATTTTATTTTCATTTCCATAATTAATGATGAAACCTACCAACAACGTTTCTTTATATATA

- pg

GRN-201 >

AAAATAATGGAGAGTCTTGTAACTGGCTCCCAAGAGGCTCAACAGACATTACTGTTTTTGCTTCTTCATTATGAGTTACCTCTCT

TTTTATTACCTCTCAGAACATTGACCGAGGGTTCTCCGAGTTGTCTGTAATGACAAAAACGAAGAAGTAATACTCAATGGAGAGA

N, >

GRN-201 :>

GGCCACCCCACTGAACTAGCTGGGCTAGCTGAGCCTGGGAGAAGAGTTGTTTAGGAAGTGAGAGGCTGCTCTCCACAGAGACTCA

CCGGTGGGGTGACTTGATCGACCCGATCGACTCGGACCCTCTTCTCAACAAATCCTTCACTCTCCGACGAGAGGTGTCTCTGAGT

I, >

GRN-201 >

AGGCTCAGTTCCTCCTGGTGACTCAGATGGGCAGCCCAGTGGGCACACGTGGTCTCTCTCCACATGTGGCTGAGTTTCACTTCCA

TCCGAGTCAAGGAGGACCACTGAGTCTACCCGTCGGGTCACCCGTGTGCACCAGAGAGAGGTGTACACCGACTCAAAGTGAAGGT

I, >

GRN-201 >

GAATAGATGGAGAGGCAAGGGCAGGGTTTAGCATGCTTGAGGAATCTCAGAGGGCCCTGGTGGTGTGGGGGACCCTCAGAACACA

CTTATCTACCTCTCCGTTCCCGTCCCAAATCGTACGAACTCCTTAGAGTCTCCCGGGACCACCACACCCCCTGGGAGTCTTGTGT

- pg

GRN-201 >

GGTGTCTCAAGGGCTGACCCAGCTTCTGTGTCCTTTTCTCTGGGTGAGGAGGGGACATTCATGGGCAGATGGTGACCTCTGGGGA

CCACAGAGTTCCCGACTGGGTCGAAGACACAGGAAAAGAGACCCACTCCTCCCCTGTAAGTACCCGTCTACCACTGGAGACCCCT

N, >

GRN-201 :>

AGGCAGCCCAGACTCCACTGGCCACCATATTTCCTTTTTCACAACTTTCTCACCCCTGTGGTTTCCCATGTCATCATGTGGCCGC

TCCGTCGGGTCTGAGGTGACCGGTGGTATAAAGGAAAAAGTGTTGAAAGAGTGGGGACACCAAAGGGTACAGTAGTACACCGGCG

I, >

GRN-201 >

2635

2720

2805

2890

2975

3060

3145

3230

3315

3400



TTCCCGCAAGGCCTTAGCGGGGTGCAGGTATGAACATAGTGTCAGGCAAGGAGGCATCTGGAGGGGAACCCTGGCTTTTCCTGGG

AAGGGCGTTCCGGAATCGCCCCACGTCCATACTTGTATCACAGTCCGTTCCTCCGTAGACCTCCCCTTGGGACCGAAAAGGACCC

N, >

GRN-201 :>

GGGACTCCCTCCCTGCACCCTAGCCCTGTCCTCTCCCATGGCTACTGATGCCTTCCCCTCACCCCAGAGGTGGCCCACATCTGCA

CCCTGAGGGAGGGACGTGGGATCGGGACAGGAGAGGGTACCGATGACTACGGAAGGGGAGTGGGGTCTCCACCGGGTGTAGACGT

I, >

GRN-201 >

CAGATCAGACCCACAAAAATCACGTCTTCCTGACTCTCATAAGCCTGCCCAGTGAGGCCCAGGCATTAGGCCATGTGCTGGGGAC

GTCTAGTCTGGGTGTTTTTAGTGCAGAAGGACTGAGAGTATTCGGACGGGTCACTCCGGGTCCGTAATCCGGTACACGACCCCTG

I, >

GRN-201 >

TCAGACCCACACATATACGCATGTCAGCATTCATGCTTACAGGTCCGCACATGCTGGGGCAAGTGTCACACACGGGGCGCTGTAG

AGTCTGGGTGTGTATATGCGTACAGTCGTAAGTACGAATGTCCAGGCGTGTACGACCCCGTTCACAGTGTGTGCCCCGCGACATC

- pg

GRN-201 >

GAAGCTGACTCTCAGCCCCTGCAGATTTCTGCCTGCCTGGACAGGGAGGTGTTGAGAAGGCTCAGGCAGTCCTGGGCCAGGACCT

CTTCGACTGAGAGTCGGGGACGTCTAAAGACGGACGGACCTGTCCCTCCACAACTCTTCCGAGTCCGTCAGGACCCGGTCCTGGA

N, >

GRN-201 :>

TGGCCTGGGGCTAGGGTACTGAGTGACCCTAGAATCAAGGGTGGCGTGGGCTTAAGCAGTTGCCAGACGTTCCTTGGTACTTTGC

ACCGGACCCCGATCCCATGACTCACTGGGATCTTAGTTCCCACCGCACCCGAATTCGTCAACGGTCTGCAAGGAACCATGAAACG

I, >

GRN-201 >

AGGCAGACCATGTGGACCCTGGTGAGCTGGGTGGCCTTAACAGCAGGGCTGGTGGCTGGAACGCGGTGCCCAGATGGTCAGTTCT

TCCGTCTGGTACACCTGGGACCACTCGACCCACCGGAATTGTCGTCCCGACCACCGACCTTGCGCCACGGGTCTACCAGTCAAGA

I, >

GRN-201 >

1 L L L 5 L L L L 10 L L L L 15 L L L L 20 L L L L 25
M W T L \ S W \ A L T A G L \ A G T R C P D G Q F
ENSE00003606043

_______________________________ENSE0ooo36os043 [

GRN-201

GCCCTGTGGCCTGCTGCCTGGACCCCGGAGGAGCCAGCTACAGCTGCTGCCGTCCCCTTCTGGTGAGTGCCCCTCAGCCTAGGCA

CGGGACACCGGACGACGGACCTGGGGCCTCCTCGGTCGATGTCGACGACGGCAGGGGAAGACCACTCACGGGGAGTCGGATCCGT

e, >

GRN-201 >
. 30 35 ., ., 40 ., ., ., ., 45
c P V A C C L D P G G A S Y s Cc C R P L L
SR - - - ------------=-=--. >

GRN-201

3485

3570

3655

3740

3825

3910

3995

4080



AGAGCTGGCAGCCTGGGTTTTCCCAAAGGGTCATCTTGGATTGGCCAGAGGAGGACGCCAGGCACAAGTCTGTGGTTTATCATTT

TCTCGACCGTCGGACCCAAAAGGGTTTCCCAGTAGAACCTAACCGGTCTCCTCCTGCGGTCCGTGTTCAGACACCAAATAGTAAA

N, >

GRN-201 :>

GRN-201

TCCCTGTCTTTCTAGGACAAATGGCCCACAACACTGAGCAGGCATCTGGGTGGCCCCTGCCAGGTTGATGCCCACTGCTCTGCCG

AGGGACAGAAAGATCCTGTTTACCGGGTGTTGTGACTCGTCCGTAGACCCACCGGGGACGGTCCAACTACGGGTGACGAGACGGC

I, >

GRN-201 >
.., S0 .55 ... 60 . ., 65 ..,
D K W P T T L S R H L G G P C Q \ D A H C S A
------------- ENSE00003646360 >
GRN-201

GCCACTCCTGCATCTTTACCGTCTCAGGGACTTCCAGTTGCTGCCCCTTCCCAGAGGTGAGCGTGCCATCAGCCCAGTGGAGGGG

CGGTGAGGACGTAGAAATGGCAGAGTCCCTGAAGGTCAACGACGGGGAAGGGTCTCCACTCGCACGGTAGTCGGGTCACCTCCCC

N, >

GRN-201 :>
70 L L L L 75 L L L L 80 L L L L 85 L L L
G H S C 1 F T \ S G T S S C C P F P E
N S o000k o1 o A ~ — — — = = = = = = = = = = = = = = = = = = =« :>
GRN-201

CTTAGGTCTGCATTTATGCTTTTCCTGCACTCTACCACCTGCAGATAAAAGGGCCCTGCCAATGCAGGTTTCTCTGTGTTCCACA

GAATCCAGACGTAAATACGAAAAGGACGTGAGATGGTGGACGTCTATTTTCCCGGGACGGTTACGTCCAAAGAGACACAAGGTGT

I, >

GRN-201 >

GRN-201

GGCCGTGGCATGCGGGGATGGCCATCACTGCTGCCCACGGGGCTTCCACTGCAGTGCAGACGGGCGATCCTGCTTCCAAAGATCA

CCGGCACCGTACGCCCCTACCGGTAGTGACGACGGGTGCCCCGAAGGTGACGTCACGTCTGCCCGCTAGGACGAAGGTTTCTAGT

- pg

GRN-201 >

L, 90 ., ., ., ., 95 ., ., ., ., 100 ., ., ., ., 105 ., ., ., ., 110 ., ., ., ., 115
A \ A C G D G H H C C P R G F H C S A D G R S C F Q R S
ENSE00002344685 >

GRN-201

GGTGCAGCTGGGGTGTGGGTGCAGGGCAGGCAGACGGGCAGCATGTGGAGTCTGGAACCCAGGAGCCCAGCTGGCGGGGGCAGCC

CCACGTCGACCCCACACCCACGTCCCGTCCGTCTGCCCGTCGTACACCTCAGACCTTGGGTCCTCGGGTCGACCGCCCCCGTCGG

I, >

GRN-201 >

GRN-201

CTGATTCCTGCCCTTGTGCCCTCATTCATGTGGCATCTGTACTAAGCAACAGCCCTGCTGTGGACAGAGGGGCAGCACTGGGGAT

GACTAAGGACGGGAACACGGGAGTAAGTACACCGTAGACATGATTCGTTGTCGGGACGACACCTGTCTCCCCGTCGTGACCCCTA

_____________________________________________________________________ P

GRN-201 :>

GRN-201

4165

4250

4335

4420

4505

4590

4675



Sanger Sequencing Primer
|IGAGCTGGGCCGGTCTAATAC

PCR Forward
IGAGCTGGGCCGGTCTAATAC

AGGAGGGTGCGGGAGAAAGTGCAAGACTCCAGGTCCAGGCGTTGTGGGGGTGGGGAGAGGTCGAGCTGGGCCGGTCTAATACCAA

TCCTCCCACGCCCTCTTTCACGTTCTGAGGTCCAGGTCCGCAACACCCCCACCCCTCTCCAGCTCGACCCGGCCAGATTATGGTT

GRN-201 >

GRN-201

CCCATGGTCAGTGGGTGCCCCTTCCCCATGCCATCTTGCTGAGGGAGGGACTGGATTGTGAGGAGGGTGAGTTAGGCCTGCCTAG

GGGTACCAGTCACCCACGGGGAAGGGGTACGGTAGAACGACTCCCTCCCTGACCTAACACTCCTCCCACTCAATCCGGACGGATC

GRN-201 >

GRN-201

GAGATCACTGAGCCTTAGTGTCACCCTCAAACCCCAGTAGCTGGGCTTGCAGGCCCTGGTGCCACCAGCTCCTTGTGTGATGGGG

CTCTAGTGACTCGGAATCACAGTGGGAGTTTGGGGTCATCGACCCGAACGTCCGGGACCACGGTGGTCGAGGAACACACTACCCC

GRN-201 >

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

GRN-201

Donor Template SNV -> REV
[cctgagtgggctggtagtatcctgggtcatcttgtccacagGTAACAACTCCGTGGGTGCCATCCAGTGCCCTG

GAGTCACCTTCCCTGAGTGGGCTGGTAGTATCCTGGGTCATCTTGTCCACAGGTAACAACTCCGTGGGTGCCATCCAGTGCCCTG

CTCAGTGGAAGGGACTCACCCGACCATCATAGGACCCAGTAGAACAGGTGTCCATTGTTGAGGCACCCACGGTAGGTCACGGGAC

GRN-201 >
L L L 120, L L L 125 L
G N N S V G A 1 Q € P
------------------------------------------ ENSE00002337665 >
GRN-201
PAM
Protospacer Sequence
SNV

AGATCACGGGAC

gRNA Protospacer

4760

4845

4930

5015



Donor Template SNV -> REV
ATAGTCAGTTCGAATGCCCGGACTTC

ATAGTCAGTTCGAATGCCCGGACTTCTCCACGTGCTGTGTTATGGTCGATGGCTCCTGGGGGTGCTGCCCCATGCCCCAGGTACA

5100
TATCAGTCAAGCTTACGGGCCTGAAGAGGTGCACGACACAATACCAGCTACCGAGGACCCCCACGACGGGGTACGGGGTCCATGT
GRN-201 >
L L 130, L L L 135 L L L 140 L L L 145 L L L 150, L L L
D S Q F E C P D F S T C C \ M \ D G S W G C C P M P Q
ENSE00002337665 el >
GRN-201
Protospacer Sequence
TATCAGTCI
gRNA Protospacer
AATCTGGGGGAGATGGGGGTATGTGGAGGGAAGTGGGGGCAGAGTTGGGGGCCAGGGGCAGGGGGTGAAGACGGAGTCAGGACCA
5185
TTAGACCCCCTCTACCCCCATACACCTCCCTTCACCCCCGTCTCAACCCCCGGTCCCCGTCCCCCACTTCTGCCTCAGTCCTGGT
GRN-201 >
GRN-201
ACTTCTGCCTCAGTCCTGGT'
PCR Reverese
TTTTTTCTCAGGCTTCCTGCTGTGAAGACAGGGTGCACTGCTGTCCGCACGGTGCCTTCTGCGACCTGGTTCACACCCGCTGCAT
5270
AAAAAAGAGTCCGAAGGACGACACTTCTGTCCCACGTGACGACAGGCGTGCCACGGAAGACGCTGGACCAAGTGTGGGCGACGTA
GRN-201 >
155 L L L 160, L L L 165 L L L 170, L L L 175 L L L
A S C C E D R \ H C C P H G A F C D L Vv H T R C 1
--------- ENSE00003576251 >
GRN-201
CACACCCACGGGCACCCACCCCCTGGCAAAGAAGCTCCCTGCCCAGAGGACTAACAGGGCAGGTGAGGAGGTGGGAGAGCATCAG
5355
GTGTGGGTGCCCGTGGGTGGGGGACCGTTTCTTCGAGGGACGGGTCTCCTGATTGTCCCGTCCACTCCTCCACCCTCTCGTAGTC
GRN-201 >
180 L L L 185 L L L 190, L L L 195 L L L
T P T G T H P L A K K L P A Q R T N R A
e N Sy =000 oy 1N I —~ — — — — = = = = = = = = = = = = = « >
GRN-201

GCCAGGGGCTGGGGCGGGGCCTCATTGACTCCAAGTGTAGGAAAAAGTTTCCTCCATCCTGGCTGCCCCTCACGTTTGCTCCTCT
5440
CGGTCCCCGACCCCGCCCCGGAGTAACTGAGGTTCACATCCTTTTTCAAAGGAGGTAGGACCGACGGGGAGTGCAAACGAGGAGA

I, >

GRN-201 >

GRN-201



TCCAGTGGCCTTGTCCAGCTCGGTCATGTGTCCGGACGCACGGTCCCGGTGCCCTGATGGTTCTACCTGCTGTGAGCTGCCCAGT

AGGTCACCGGAACAGGTCGAGCCAGTACACAGGCCTGCGTGCCAGGGCCACGGGACTACCAAGATGGACGACACTCGACGGGTCA

N, >

GRN-201 >
200, . . L 205 . . L 210 . . L 215 . . L 220 . . L 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
----- ENSE00003466751 >
GRN-201

GGGAAGTATGGCTGCTGCCCAATGCCCAACGTGAGTGAGGGGCTGGAGCCAGCTTGGCTGTGTGCCCCCAGCCACCTGGCCCTGA

CCCTTCATACCGACGACGGGTTACGGGTTGCACTCACTCCCCGACCTCGGTCGAACCGACACACGGGGGTCGGTGGACCGGGACT

_____________________________________________________________________ P

GRN-201 >
L., 230, ., ., ., 235
G K Y G C C P M P N
ENSE00003466751 [ECIE L T I I >
GRN-201

CACGCACCTTACAGGGGCTCTGTGGCATGGGGCTGGCTGGCTGCTTGCTGGGAGCCTGGCTGATGCAGGGTTCATGCTACCCCCT

GTGCGTGGAATGTCCCCGAGACACCGTACCCCGACCGACCGACGAACGACCCTCGGACCGACTACGTCCCAAGTACGATGGGGGA

I, >

GRN-201 >

GRN-201

AGTGGGGGATTGGGGCAGTGCCAGCCATCAGCCTGGCTGCTCCCTGTGTGCTACTGAGCCTGGAAGTGACAAAGACCCACCCCTG

TCACCCCCTAACCCCGTCACGGTCGGTAGTCGGACCGACGAGGGACACACGATGACTCGGACCTTCACTGTTTCTGGGTGGGGAC

I, >

GRN-201 >

GRN-201

TCCCCACTCAGGCCACCTGCTGCTCCGATCACCTGCACTGCTGCCCCCAAGACACTGTGTGTGACCTGATCCAGAGTAAGTGCCT

AGGGGTGAGTCCGGTGGACGACGAGGCTAGTGGACGTGACGACGGGGGTTCTGTGACACACACTGGACTAGGTCTCATTCACGGA

- pg

GRN-201 >
., . 240 ., ., ., 245 , ., ., ., 250 ., ., ., ., 255 ., ., ., ., 260
A T C C S D H L H C C P Q D T \ C D L 1 Q S K C L
--------- ENSE00003667214 >
GRN-201

CTCCAAGGAGAACGCTACCACGGACCTCCTCACTAAGCTGCCTGCGCACACAGGTACCAGAGGCAGGGTGCAGATACAGGGGTGG

GAGGTTCCTCTTGCGATGGTGCCTGGAGGAGTGATTCGACGGACGCGTGTGTCCATGGTCTCCGTCCCACGTCTATGTCCCCACC

I, >

GRN-201 >

L L L 265 L L L 270 L L L 275 L
S K E N A T T D L L T K L P A H T

[N S S0 [0k 2 A — — — — = = = = = = = = = = = = = = = = = = = = =« :>

GRN-201

GGCCCCCTTTCCTCCCTTTTAGGCCTGGCCTTAGGATCACTGCAAGGTGGTGTAAGCGGTACCCTCCATCTTCAACACCTGGTTC

CCGGGGGAAAGGAGGGAAAATCCGGACCGGAATCCTAGTGACGTTCCACCACATTCGCCATGGGAGGTAGAAGTTGTGGACCAAG

N, >

GRN-201 :>

GRN-201

5525

5610

5695

5780

5865

5950

6035



CAGCTGTGGAGCCGGCAAAGGGTTGATACCCCTGAGGGTCCCCAGTGCCACTTCTGACCTGTCCTCTCTGCTTCCCTCACAGTGG

GTCGACACCTCGGCCGTTTCCCAACTATGGGGACTCCCAGGGGTCACGGTGAAGACTGGACAGGAGAGACGAAGGGAGTGTCACC

N, >

GRN-201 :>
i I
Vv
------------------------------------------------------------------ .
GRN-201

GGGATGTGAAATGTGACATGGAGGTGAGCTGCCCAGATGGCTATACCTGCTGCCGTCTACAGTCGGGGGCCTGGGGCTGCTGCCC

CCCTACACTTTACACTGTACCTCCACTCGACGGGTCTACCGATATGGACGACGGCAGATGTCAGCCCCCGGACCCCGACGACGGG

_____________________________________________________________________ P

GRN-201 >
280, ., ., ., 285 ., ., ., ., 290 ., ., ., ., 205 ., ., ., ., 300 ., ., ., ., 305 , .,
G D \2 K C D M E \2 S C P D G Y T C C R L Q S G A w G C C P
ENSE00003647696 >
GRN-201

TTTTACCCAGGTACCCAGGGGTGGCGGGTGGGTGGGCTGAGCACAGTGTGGCAGGCAGCCGGGCCCCAGTGCCCACCTGCCCTTC

AAAATGGGTCCATGGGTCCCCACCGCCCACCCACCCGACTCGTGTCACACCGTCCGTCGGCCCGGGGTCACGGGTGGACGGGAAG

I, >

GRN-201 >
310 .,
F T Q
ENSE0000364. .. I el >
GRN-201

TTCATCTGCCCTAGGCTGTGTGCTGTGAGGACCACATACACTGCTGTCCCGCGGGGTTTACGTGTGACACGCAGAAGGGTACCTG

AAGTAGACGGGATCCGACACACGACACTCCTGGTGTATGTGACGACAGGGCGCCCCAAATGCACACTGTGCGTCTTCCCATGGAC

N, >

GRN-201 >
! ! ! 315 ! ! ! ! 320 ! ! ! ! 325 ! ! ! ! 330 ! ! ! ! 335
A \ C C E D H I H C C P A G F T C D T Q K G T C
------------ ENSE00003589157 >
GRN-201

TGAACAGGGGCCCCACCAGGTGCCCTGGATGGAGAAGGCCCCAGCTCACCTCAGCCTGCCAGACCCACAAGCCTTGAAGAGAGAT

ACTTGTCCCCGGGGTGGTCCACGGGACCTACCTCTTCCGGGGTCGAGTGGAGTCGGACGGTCTGGGTGTTCGGAACTTCTCTCTA

I, >

GRN-201 >
. . ., 340 , ., ., ., 345 , ., ., ., 35 ., ., ., ., 355 , ., ., ., 360 , ,
E Q G P H Q \ P \ M E K A P A H L S L P D P Q A L K R D
ENSE00003589157 >
GRN-201

GTCCCCTGTGATAATGTCAGCAGCTGTCCCTCCTCCGATACCTGCTGCCAACTCACGTCTGGGGAGTGGGGCTGCTGTCCAATCC

CAGGGGACACTATTACAGTCGTCGACAGGGAGGAGGCTATGGACGACGGTTGAGTGCAGACCCCTCACCCCGACGACAGGTTAGG

e, >

GRN-201 :>

365 L L 370 L L 375 L L 380 L L 385 L L 390

\ P C D N \ S S C P S S D T C C Q L T S G E W G C C P 1
ENSE00003589157 :>

GRN-201

6120

6205

6290

6375

6460

6545



CAGAGGTATATGGGAGGGGACAGCATCTTGGCCTGGGCAGGTGGGTGGCCAAGCTCCTATTGCTTTCTGCCCTCCGCATAGCCCA

GTCTCCATATACCCTCCCCTGTCGTAGAACCGGACCCGTCCACCCACCGGTTCGAGGATAACGAAAGACGGGAGGCGTATCGGGT

N, >

GRN-201 :>
i I R
P E
----------------------------------------------------------------- >
GRN-201

TAGGTGATACCCAGCTCTGACAGATTCGTCCCCAGCTGGAGGTGCTGTAAGCAGGAGAGGCGGGCTGGAGTAGGTAGGGGCTCGG

ATCCACTATGGGTCGAGACTGTCTAAGCAGGGGTCGACCTCCACGACATTCGTCCTCTCCGCCCGACCTCATCCATCCCCGAGCC

_____________________________________________________________________ P

GRN-201 :>

GRN-201

CACTGCGCCCCACATAGTGGCTACCTACAACGCCCTTTCCTGCCCACCCCCCAGGCTGTCTGCTGCTCGGACCACCAGCACTGCT

GTGACGCGGGGTGTATCACCGATGGATGTTGCGGGAAAGGACGGGTGGGGGGTCCGACAGACGACGAGCCTGGTGGTCGTGACGA

N, >

GRN-201 >
! 395 ! ! ! ! 400 ! ! !
A \ C C S D H Q H C
-------------------------------------------- ENSE00000732199 >
GRN-201

GCCCCCAGGGCTACACGTGTGTAGCTGAGGGGCAGTGTCAGCGAGGAAGCGAGATCGTGGCTGGACTGGAGAAGATGCCTGCCCG

CGGGGGTCCCGATGTGCACACATCGACTCCCCGTCACAGTCGCTCCTTCGCTCTAGCACCGACCTGACCTCTTCTACGGACGGGC

I, >

GRN-201 >
L 405, ., ., 40 ., ., 45 ., ., 420 ., ., ., ., 425 , ., ., ., 430 ,
C P Q G Y T C \ A E G Q C Q R G S E 1 \ A G L E K M P A R
ENSE00000732199 >
GRN-201

CCGGGCTTCCTTATCCCACCCCAGAGACATCGGCTGTGACCAGCACACCAGCTGCCCGGTGGGGCAGACCTGCTGCCCGAGCCTG

GGCCCGAAGGAATAGGGTGGGGTCTCTGTAGCCGACACTGGTCGTGTGGTCGACGGGCCACCCCGTCTGGACGACGGGCTCGGAC

e, >

GRN-201 :>
L 435 L L 440 L L 445 L L 450 L L 455 L L . 460
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
ENSE00000732199 :>
GRN-201

GGTGGGAGCTGGGCCTGCTGCCAGTTGCCCCATGTGAGTGCCTCCCTGCCTGCCCCTGGATAGGGGAGCTAAGCCCAGTGAGGGG

CCACCCTCGACCCGGACGACGGTCAACGGGGTACACTCACGGAGGGACGGACGGGGACCTATCCCCTCGATTCGGGTCACTCCCC

- pg

GRN-201 >
! ! ! ! 465 ! ! ! ! 470
G G S w A C C Q L P H
ENSE00000732199 [ >

GRN-201

6630

6715

6800

6885

6970

7055



ACAGGAACATAATGCCATTCTGTGCTCCCTTCCCCGCCAGGCTGTGTGCTGCGAGGATCGCCAGCACTGCTGCCCGGCTGGCTAC

TGTCCTTGTATTACGGTAAGACACGAGGGAAGGGGCGGTCCGACACACGACGCTCCTAGCGGTCGTGACGACGGGCCGACCGATG

N, >

GRN-201 >
. . . 475 ., ., ., ., 480 , ., ., ., 485
A vV C C E D R Q H C C P A G Y
--------------------------------- ENSE00000732197 >

GRN-201

ACCTGCAACGTGAAGGCTCGATCCTGCGAGAAGGAAGTGGTCTCTGCCCAGCCTGCCACCTTCCTGGCCCGTAGCCCTCACGTGG

TGGACGTTGCACTTCCGAGCTAGGACGCTCTTCCTTCACCAGAGACGGGTCGGACGGTGGAAGGACCGGGCATCGGGAGTGCACC

_____________________________________________________________________ P

GRN-201 :>
L L L 490 L L L 495 L L . 500 L L L 505 L L 510 L L
T C N Vv K A R S C E K E Vv Vv S A Q P A T F L A R S P H \i
ENSE00000732197 :>
GRN-201

GTGTGAAGGACGTGGAGTGTGGGGAAGGACACTTCTGCCATGATAACCAGACCTGCTGCCGAGACAACCGACAGGGCTGGGCCTG

CACACTTCCTGCACCTCACACCCCTTCCTGTGAAGACGGTACTATTGGTCTGGACGACGGCTCTGTTGGCTGTCCCGACCCGGAC

I, >

GRN-201 >
515 L L 520 L L . 525 L L . 530 L L . 535 L L . 540 L
G \ K D \ E C G E G H F C H D N Q T C C R D N R Q G W A C
ENSE00000732197 >
GRN-201

CTGTCCCTACCGCCAGGTCAGTGCCAACCCCCATCCTGGGGCTGGGTATGGCCAGGGACCAGGTCCCACCTCGTCCAACCCTCTC

GACAGGGATGGCGGTCCAGTCACGGTTGGGGGTAGGACCCCGACCCATACCGGTCCCTGGTCCAGGGTGGAGCAGGTTGGGAGAG

N, >

GRN-201 >
N 545 ! ! !
C P Y R _Q
ENSE000007 32197 | s >
GRN-201

GCCCCCCTCTGACCATCCAGGGCGTCTGTTGTGCTGATCGGCGCCACTGCTGTCCTGCTGGCTTCCGCTGCGCAGCCAGGGGTAC

CGGGGGGAGACTGGTAGGTCCCGCAGACAACACGACTAGCCGCGGTGACGACAGGACGACCGAAGGCGACGCGTCGGTCCCCATG

I, >

GRN-201 >
! 550 ! ! ! ! 555 L L L L 560 L L L L 565 L L L L 570
G \ C C A D R R H C C P A G F R C A A R G T
----------------- ENSE00001376066 >
GRN-201

CAAGTGTTTGCGCAGGGAGGCCCCGCGCTGGGACGCCCCTTTGAGGGACCCAGCCTTGAGACAGCTGCTGTGAGGGACAGTACTG

GTTCACAAACGCGTCCCTCCGGGGCGCGACCCTGCGGGGAAACTCCCTGGGTCGGAACTCTGTCGACGACACTCCCTGTCATGAC

GRN-201 :>

L L L L 575 L L L 580 L L L 585 L L L 590 L L
K C L R R E A P R W D A P L R D P A L R Q L L %]

ENSE00001376066

GRN-201

AAGACTCTGCAGCCCTCGGGACCCCACTCGGAGGGTGCCCTCTGCTCAGGCCTCCCTAGCACCTCCCCCTAACCAAATTCTCCCT

TTCTGAGACGTCGGGAGCCCTGGGGTGAGCCTCCCACGGGAGACGAGTCCGGAGGGATCGTGGAGGGGGATTGGTTTAAGAGGGA

GRN-201 >

7140

7225

7310

7395

7480

7565

7650



GGACCCCATTCTGAGCTCCCCATCACCATGGGAGGTGGGGCCTCAATCTAAGGCCTTCCCTGTCAGAAGGGGGTTGTGGCAAAAG

CCTGGGGTAAGACTCGAGGGGTAGTGGTACCCTCCACCCCGGAGTTAGATTCCGGAAGGGACAGTCTTCCCCCAACACCGTTTTC

N, >
I .

CCACATTACAAGCTGCCATCCCCTCCCCGTTTCAGTGGACCCTGTGGCCAGGTGCTTTTCCCTATCCACAGGGGTGTTTGTGTGT

GGTGTAATGTTCGACGGTAGGGGAGGGGCAAAGTCACCTGGGACACCGGTCCACGAAAAGGGATAGGTGTCCCCACAAACACACA

GTGCGCGTGTGCGTTTCAATAAAGTTTGTACACTTTCTTAA 3

CACGCGCACACGCAAAGTTATTTCAAACATGTGAAAGAATT 5’

7735

7820



Feature Location Size 0 = Type

GRN 1 .. 7861 7861 bp [m] —- gene
/note = gene ENSG00000030582

Protein coding
GRN-212 1 .. 4649 4649 bp m] —+ prim_transcript
/note = primary transcript ENST00000588170

Retained intron
GRN-215 17 .. 4491 4475 bp ] —+ prim_transcript
/note = primary transcript ENST00000589536
GRN-209 20 .. 5042 5023 bp [m] —+ prim_transcript
/note = primary transcript ENST00000587518
GRN-207 20 .. 4229 4210 bp [m] —+ prim_transcript
/note = primary transcript ENST00000587109
GRN-211 37 .. 5224 5188 bp m] —+ prim_transcript
/note = primary transcript ENST00000588143
GRN-221 53 .. 5080 5028 bp [m] —+ prim_transcript
/note = primary transcript ENST00000593167
GRN-201 57 .. 7861 7805 bp m] —+ prim_transcript
/note = primary transcript ENST00000053867
GRN-213 57 .. 5799 5743 bp [m] -+ prim_transcript
/note = primary transcript ENST00000588237
GRN-208 57 .. 5266 5210 bp [m] —+ prim_transcript
/note = primary transcript ENST00000587387
GRN-220 57 .. 5059 5003 bp ] —+ prim_transcript
/note = primary transcript ENST00000592783
GRN-218 57 .. 5038 4982 bp [m] —+ prim_transcript
/note = primary transcript ENST00000591740
GRN-219 57 .. 4544 4488 bp [m] —+ prim_transcript
/note = primary transcript ENST00000592323

Retained intron
GRN-203 57 .. 4030 3974 bp ] —+ prim_transcript
/note = primary transcript ENST00000585512
GRN-214 60 .. 7837 7778 bp ] —+ prim_transcript
/note = primary transcript ENST00000589265
GRN-210 61 .. 4566 4506 bp m] —+ prim_transcript
/note = primary transcript ENST00000587958

Retained intron
GRN-206 69 .. 5918 5850 bp [m] —+ prim_transcript
/note = primary transcript ENST00000586782

Nonsense mediated decay
GRN-201 3920 .. 7553 3634 bp =] —+ CDs

F 12 segments = 1782 bp

/note = coding sequence ENSP00000053867

MWTLVSWVALTAGLVAGTRCPDGQFCPVACCLDPGGASYSCCRPLL,DKWPTTLSRHLGGPCQVDAHCSAGHSCIFTVSGTSSCCPFPE,,
AVACGDGHHCCPRGFHCSADGRSCFQRS, GNNSVGAIQCPDSQFECPDFSTCCVMVDGSWGCCPMPQ,ASCCEDRVHCCPHGAFCDLY
HTRCITPTGTHPLAKKLPAQRTNRA,VALSSSVMCPDARSRCPDGSTCCELPSGKYGCCPMPN,ATCCSDHLHCCPQDTVCDLIQSKCLSK
ENATTDLLTKLPAHT,VGDVKCDMEVSCPDGYTCCRLQSGAWGCCPFTQ,AVCCEDHIHCCPAGFTCDTQKGTCEQGPHQVPWMEKAPA
HLSLPDPQALKRDVPCDNVSSCPSSDTCCQLTSGEWGCCPIPE, AVCCSDHQHCCPQGYTCVAEGQCQRGSEIVAGLEKMPARRASLSH
PRDIGCDQHTSCPVGQTCCPSLGGSWACCQLPH,AVCCEDRQHCCPAGYTCNVKARSCEKEVVSAQPATFLARSPHVGVKDVECGEGHF
€4DNATFE GRANRQ 63V GERYRQ, GVCCADRRHCCPAGFRCAARGTKCLRREAPRWDAPLRDPALRQLL*

/translation



Feature

GRN-214

F 8 segments =

/note
/translation

GRN-222

F 11 segments

/note
/translation

GRN-222

/note
GRN-213

F 5segments =

/note
/translation

GRN-208
F 5segments =

/note
/translation

GRN-211

F 5segments =

/note
/translation

GRN-221

F 4 segments =

/note
/translation

GRN-220

F 4 segments =

/note
/translation

GRN-209

F 4 segments =

/note
/translation

a
]

=

—

Size

3634 bp

Location

3920

Type

. 7553 CDs

1311 bp

= coding sequence ENSP00000467616

MWTLVSWVALTAGLVAGTRCPDGQFCPVACCLDPGGASYSCCRPLL,DKWPTTLSRHLGGPCQVDAHCSAGHSCIFTVSGTSSCCPFPE,,
AVACGDGHHCCPRGFHCSADGRSCFQRS,GNNSVGAIQCPDSQFECPDFSTCCVMVDGSWGCCPMPQ,AVCCEDHIHCCPAGFTCDTQ
KGTCEQGPHQVPWMEKAPAHLSLPDPQALKRDVPCDNVSSCPSSDTCCQLTSGEWGCCPIPE, AVCCSDHQHCCPQGYTCVAEGQCQR
GSEIVAGLEKMPARRASLSHPRDIGCDQHTSCPVGQTCCPSLGGSWACCQLPH,AVCCEDRQHCCPAGYTCNVKARSCEKEVVSAQPAT
FLARSPHVGVKDVECGEGHFCHDNQTCCRDNRQGWACCPYRQ,GVCCADRRHCCPAGFRCAARGTKCLRREAPRWDAPLRDPALRQLL*

436 amino acids = 46.8 kDa

3920 .. 7550 3631 bp ] CDs

= 1314 bp

= coding sequence ENSP00000492014

MWTLVSWVALTAGLVAGTRCPDGQFCPVACCLDPGGASYSCCRPLL,DKWPTTLSRHLGGPCQVDAHCSAGHSCIFTVSGTSSCCPFPE,,

AVACGDGHHCCPRGFHCSADGRSCFQRS, GNNSVGAIQCPDSQFECPDFSTCCVMVDGSWGCCPMPQ,ASCCEDRVHCCPHGAFCDLV
HTRCITPTGTHPLAKKLPAQRTNRA,VALSSSVMCPDARSRCPDGSTCCELPSGKYGCCPMPN,ATCCSDHLHCCPQDTVCDLIQSKCLSK
ENATTDLLTKLPAHT,VGDVKCDMEVSCPDGYTCCRLQSGAWGCCPFTQ,AVCCEDHIHCCPAGFTCDTQKGTCEQGPHQVPWMEKAPA
HLSLPDPQALKRDVPCDNVSSCPSSDTCC,RDNRQGWACCPYRQ,GVCCADRRHCCPAGFRCAARGTKCLRREAPRWDAPLRDPALRQLL

438 amino acids = 47.0 kDa

3920 .. 7550 3631 bp [m] -+ prim_transcript
= primary transcript ENST00000639447
3920 .. 5799 1880 bp =] —+ CDS

518 bp

= coding sequence ENSP00000466611

= MWTLVSWVALTAGLVAGTRCPDGQFCPVACCLDPGGASYSCCRPLL,DKWPTTLSRHLGGPCQVDAHCSAGHSCIFTVSGTSSCCPFPE,,
ASCCEDRVHCCPHGAFCDLVHTRCITPTGTHPLAKKLPAQRTNRA,VALSSSVMCPDARSRCPDGSTCCELPSGKYGCCPMPN,AT
172 amino acids = 18.1 kDa

3920 .. 5266 1347 bp ] CDs

574 bp

= coding sequence ENSP00000467431

= MWTLVSWVALTAGLVAGTRCPDGQFCPVACCLDPGGASYSCCRPLL,DKWPTTLSRHLGGPCQVDAHCSAGHSCIFTVSGTSSCCPFPE,,I
KGPCQCRFLCVPQAVACGDGHHCCPRGFHCSADGRSCFQRS,GNNSVGAIQCPDSQFECPDFSTCCVMVDGSWGCCPMPQ,ASCCEDR
YHCERMEAER LY BIR3 kDa

3920 .. 5224 1305 bp ] CDs

490 bp

= coding sequence ENSP00000465375

= MWTLVSWVALTAGLVAGTRCPDGQFCPVACCLDPGGASYSCCRPLL,DKWPTTLSRHLGGPCQVDAHCSAGHSCIFTVSGTSSCCPFPE,,
AVACGDGHHCCPRGFHCSADGRSCFQRS, GNNSVGAIQCPDSQFECPDFSTCCVMVDGSWGCCPMPQ,ASCCEDRVH
163 amino acids = 17.1 kDa

3920 .. 5080 1161 bp =] CDs

447 bp

= coding sequence ENSP00000466405

= MWTLVSWVALTAGLVAGTRCPDGQFCPVACCLDPGGASYSCCRPLL,DKWPTTLSRHLGGPCQVDAHCSAGHSCIFTVSGTSSCCPFPE,,
AVACGDGHHCCPRGFHCSADGRSCFQRS,GNNSVGAIQCPDSQFECPDFSTCCVMVDGSWGC
149 amino acids = 15.6 kDa

3920 .. 5059 1140 bp =] CDs

426 bp

= coding sequence ENSP00000467870

= MWTLVSWVALTAGLVAGTRCPDGQFCPVACCLDPGGASYSCCRPLL,DKWPTTLSRHLGGPCQVDAHCSAGHSCIFTVSGTSSCCPFPE,,
AVACGDGHHCCPRGFHCSADGRSCFQRS, GNNSVGAIQCPDSQFECPDFSTCCVM
142 amino acids = 14.9 kDa

3920 .. 5042 1123 bp =] CDS

409 bp

= coding sequence ENSP00000465518

MWTLVSWVALTAGLVAGTRCPDGQFCPVACCLDPGGASYSCCRPLL, DKWPTTLSRHLGGPCQVDAHCSAGHSCIFTVSGTSSCCPFPE,,
AVACGDGHHCCPRGFHCSADGRSCFQRS,GNNSVGAIQCPDSQFECPDF
136 amino acids = 14.3 kDa



NN NN

Feature Location Size 0 = Type
GRN-218 3920 .. 5038 1119 bp =] —+ CDS

F 4 segments = 405 bp

/note = coding sequence ENSP00000467022

/translation = MWTLVSWVALTAGLVAGTRCPDGQFCPVACCLDPGGASYSCCRPLL, DKWPTTLSRHLGGPCQVDAHCSAGHSCIFTVSGTSSCCPFPE,,
AVACGDGHHCCPRGFHCSADGRSCFQRS,GNNSVGAIQCPDSQFECPD
135 amino acids = 14.1 kDa

GRN-215 3920 .. 4491 572 bp ] = CDs

F 3 segments = 334 bp

/note = coding sequence ENSP00000466956

/translation = MWTLVSWVALTAGLVAGTRCPDGQFCPVACCLDPGGASYSCCRPLL,DKWPTTLSRHLGGPCQVDAHCSAGHSCIFTVSGTSSCCPFPE,,
AVACGDGHHCCPRGFHCSADGRS

111 amino acids = 11.5 kDa
GRN-207 3920 .. 4229 310 bp =] — CDS

F 2 segments = 187 bp

/note = coding sequence ENSP00000466271

MWTLVSWVALTAGLVAGTRCPDGQFCPVACCLDPGGASYSCCRPLL,DKWPTTLSRHLGGPCQ
62 amino acids = 6.6 kDa

GRN-203 3920 .. 4030 111 bp =] —+ CDS

/translation

/note = coding sequence ENSP00000467745

MWTLVSWVALTAGLVAGTRCPDGQFCPVACCLDPGGA
37 amino acids = 3.8 kDa

/translation

Donor Template SNV -> REV 4942 .. 5041 100 bp [m] H misc_feature
PAM 5001 .. 5003 3 bp O H misc_feature
Protospacer Sequence 5004 .. 5023 20 bp -] H misc_feature
SNV 5006 .. 5006 1bp [m] H misc_feature
/note =

SNV =T

REV =C
GRN-217 5044 .. 6055 1012 bp ] —+ prim_transcript
/note = primary transcript ENST00000590984

Retained intron
GRN-205 5294 .. 7798 2505 bp [m] —+ prim_transcript
/note = primary transcript ENST00000586443
GRN-205 5294 .. 7407 2114 bp =] — CDS

F 7 segments = 1166 bp

/note = coding sequence ENSP00000465673

WQRSSLPRGLTGQ,WPCPARSCVRTHGPGALMVLPAVSCPVGSMAAAQCPT,PPAAPITCTAAPKTLCVT*SRVSASPRRTLPRTSSLSCL
RTQ,WGM*NVTWR*AAQMAIPAAVYSRGPGAAALLPR,LCAVRTTYTAVPRGLRVTRRRVPVNRGPTRCPGWRRPQLTSACQTHKP*REM
SPVIMSAAVPPPIPAANSRLGSGAAVQSQR,LSAARTTSTAAPRATRV*LRGSVSEEARSWLDWRRCLPAGLPYPTPETSAVTSTPAARWG
RPAARAWVGAGPAASCPM,LCAARIASTAARLATPAT*RLDPARRKWSLPSLPPSWPVALTWV*RTWSVGKDTSAMITRPAAETTDRAGPA

Y8 ABIYTETFI {zd AMIARESIOBBRPTLSPPS

/translation

GRN-216 5527 .. 6550 1024 bp [m] —+ prim_transcript
/note = primary transcript ENST00000589923

GRN-202 5666 .. 6354 689 bp m] -+ prim_transcript
/note = primary transcript ENST00000585348

Retained intron

GRN-204 6957 .. 7857 901 bp [m] —- prim_transcript
/note = primary transcript ENST00000586242

GRN-204 6957 .. 7524 568 bp =] —+ CDs

F 3 segments = 332 bp

/note = coding sequence ENSP00000467837

AARAWVGAGPAASCPM,LCAARIASTAARLATPAT*RLDPARRKWSLPSLPPSWPVALTWV *RTWSVGKDTSAMITRPAAETTDRAGPAVP
TAS,, QGYQVFAQGGPALGRPF

110 codons (2 internal stop codons)

/translation



Primer Length (=] Binding Sites o= Tm Date Added

PCR Forward 20-mer 4738 .. 4757 s 59°C Jun 17, 2022
/sequence = GAGCTGGGCCGGTCTAATAC
60% GC / 6158.1 Da
Sanger Sequencing Primer 20-mer 4738 .. 4757 - 59°C Jun 17, 2022
/sequence = GAGCTGGGCCGGTCTAATAC
60% GC / 6158.1 Da
Donor Template SNV -> REV 100-mer Q 4942 .. 5041 Y 79°C Jun 17, 2022
/sequence = cctgagtgggctggtagtatcctgggtcatcttgtccacagGTAACAACTCCGTGGGTGCCATCCAGTGCCCTGATAGTCAGTTCGAATGCCCGGACTT
86% GC / 30,799.9 Da
gRNA Protospacer 20-mer 5007 .. 5023 o~ 52°C Jun 17, 2022
/sequence = CTGACTATCAGGGCACTAGA
50% GC / 6126.1 Da
PCR Reverese 20-mer 5166 .. 5185 -— 57°C Jun 17, 2022
/sequence = TGGTCCTGACTCCGTCTTCA

55% GC / 6035.0 Da



