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Schematic images showing the target loci and allele discrimination strategy.

The images in the top panel represent the positions of the sgRNA binding site (red bar), the
genomic region analyzed by NGS (blue bar) and the TSS of the associated gene starting at position
+1 (green arrow). The numbers indicate the distance in bps from the TSS. Some of the features are
not drawn to scale.

The image in the lower panel indicate the strategy for discrimination of alleles with SNP in the
PAM site or sgRNA seed region. The sequence of sgRNA for each target region and the binding
site of the sgRNA in the targeted allele is highlighted. The regions are color coded with the sgRNA
sequence in red, the binding site of the sgRNA in violet, PAM site in green, and the SNP is
indicated with a red arrow and written in bold text. The designed sgRNA binds to the targeted
allele mentioned in each figure. In the untargeted allele, the presence of the SNP in the PAM or
SgRNA seed region, disfavors the binding of the sRNA/dCas9 complex.

On the last page of this file, the sgRNA binding sites within the analyzed target regions and the

corresponding the CpG site numbers are provided.



DAP3-PAM3

TSS 36 55
-11 272
Region Genome coordinates (hg19)
SNP chr1:155658940-155658940
sgRNA chr1:155658918-155658937 (+)
NGS analysis region |chr1:155658871-155659154

DAP3-PAM3 sgRNA designed to target Allele 1

SgRNA

CCGCGGTTGTCTCCAGGCCA

A“ele 1 CCGCGGTTGTCTCCAGGCCA
5'CGCTTTGGAGCCGGCCCCAGGCAGCGTGTGTCGGTCGCCT CTGGAGAACTAGTCCTCGAC3®

PETEEEEEr e et e e e e e e e b e e e e e e e e e el
3 'GCGAAACCTCGGCCGGGGTCCGTCGCACACAGCCAGCGGATCCGACCTCTTGATCAGGAGCTGS Y

Allele 2 ¥

5YCGCTTTGGAGCCGGCCCCAGGCAGCGTGTGTCGGTCGCCTAGTCTGGAGAACTAGTCCTCGAC3 Y
N R R RN R R R R R RN R R
3 'GCGAAACCTCGGCCGGGGTCCGTCGCACACAGCCAGCGGATCAGACCTCTTGATCAGGAGCTGS Y



DAP3-Seedl

-11 272
Region Genome coordinates (hg19)
SNP chr1:155658940-155658940
sgRNA chr1:155658922-155658941 (+)
NGS analysis region |chr1:155658871-155659154

DAP3-Seed1 sgRNA designed to target Allele 1

SgRNA

CGTGTGTCGGTCGCCTAGTC

Allele 1
CGTGTGTCGGTCGCCTAGGC
5YTTGGAGCCGGCCCCAGGCAGCGTGTGTCGGTCGCCTAGGCTGGAGAACTAGTCCTCGACTCALC3Y

CETEEEEEr et et e e et e e b e e e e e e e e el
3YAACCTCGGCCGGGGTCCGTCGCACACAGCCAGCGGATCCGACCTCTTGATCAGGAGCTGAGTGS Y

Allele 2

5YTTGGAGCCGGCCCCAGGCAGCGTGTGTCGGTCGCCTAGTCTGGAGAACTAGTCCTCGACTCACY

FETEEEEEr e e e e e e e e b e b e e e e e e e e e e el
3'AACCTCGGCCGGGGTCCGTCGCACACAGCCAGCGGATCAGACCTCTTGATCAGGAGCTGAGTGS Y



DAP3-Seed2

TSS 40 59
-11 272
Region Genome coordinates (hg19)
SNP chr1:155658940-155658940
sgRNA chr1:155658922-155658941 (+)
NGS analysis region |chr1:155658871-155659154

DAP3-Seed2 sgRNA designed to target Allele 2

sgRNA

CGTGTGTCGGTCGCCTAGGC

Allele 1 }

5 ‘TTGGAGCCGGCCCCAGGCAGCGTGTGTCGGTCGCCTl‘AGGCTGGAGAACTAGTCCTCGACTCAC3 A
Lerrrrrrrerrrrerrerrrerrrerrrerrrer et ettt e e
3 YAACCTCGGCCGGGGTCCGTCGCACACAGCCAGCGGATCCGACCTCTTGATCAGGAGCTGAGTGS Y

Allele 2 CGTGTGTCGGTCGCCTAGTC

5'YTTGGAGCCGGCCCCAGGCAGCGTGTGTCGGTCGCCTAGTCTGGAGAACTAGTCCTCGACTCACY
NERRR R R R R R R AR R R R R RN

3 YAACCTCGGCCGGGGTCCGTCGCACACAGCCAGCGGATCCGACCTCTTGATCAGGAGCTGAGTGS Y



GPD1L-PAM3

TSS 541 560
459 663
Region Genome coordinates (hg19)
SNP chr3:32148716-32148716
sgRNA chr3:32148694-32148713 (+)
NGS analysis region |chr3:32148612-32148816

GPD1L-PAM3 sgRNA designed to target Allele 1

sgRNA

CTTGCTGCCCAGGTCACGGG

Allele 1
CTTGCTGCCCAGGTCACGGG
5 YGCGGAGAGGGCTAAAGGGCTCTTGCTGCCCAGGTCACGGGCGGGGCATGCTCTGCCCTTCAAGS Y

LErrrrrrrrrrrrrrrrrrr e e ettt et
3'CGCCTCTCCCGATTTCCCGAGAACGACGGGTCCAGTGCCCGCCCCGTACGAGACGGGAAGTTCSY

Allele 2 }

5 YGCGGAGAGGGCTAAAGGGCTCTTGCTGCCCAGGTCACGGGCGTGGCATGCTCTGCCCTTCAAGS Y

Lerrrerrrrrrrerrrerrrerrrerrrerrrrrrrr e e e e e
3'CGCCTCTCCCGATTTCCCGAGAACGACGGGTCCAGTGCCCGCACCGTACGAGACGGGAAGTTCSY



GSPT1-PAM3

-878 -859 TS

-961 -614

Region Genome coordinates (hg19)
SNP chr16:12008941-12008941
sgRNA chr16:12008919-12008938 (+)
NGS analysis region |chr16:12008836-12009183

GSPT1-PAM3 sgRNA designed to target Allele 1
SgRNA

TCCATACGGTTCCCATCTCA

Allele 1
TCCATACGGTTCCCATCTCA
5YCGCCGCGGCCCCCACTCCGTTCCATACGGTTCCCATCTCA GGGTAACTGCGGACTCCAGA3Y

LErrrrrrrrrrrrrrrerrrerrrrrrrerrrrrrrr e e e e e
3 'GCGGCGCCGGGGGTGAGGCAAGGTATGCCAAGGGTAGAGTTCCCCCATTGACGCCTGAGGTCTS Y

Allele 2 }

5'YCGCCGCGGCCCCCACTCCGTTCCATACGGTTCCCATCTCAAGTGGGTAACTGCGGACTCCAGASY

Leerrerrrerrrrrrrerrrerrrrrrrerrrerrr et e e e
3 'GCGGCGCCGGGGGTGAGGCAAGGTATGCCAAGGGTAGAGTTCACCCATTGACGCCTGAGGTCTS Y



GSPT1-Seed1

-866 847 TS

-961 -614

Region Genome coordinates (hg19)
SNP chr16:12008941-12008941
sgRNA chr16:12008931-12008950 (+)
NGS analysis region |chr16:12008836-12009183

GSPT1-Seed1 sgRNA designed to target Allele 1

SgRNA

CCATCTCAAGGGGGTAACTG

Allele 1
CCATCTCAAGGGGGTAACTG
5YCACTCCGTTCCATACGGTTCCCATCTCAAGGGGGTAACTGCGCGCACTCCAGAGCAGGGCAGGGG3 Y

N R R RN R R R R AR R R
3 'GTGAGGCAAGGTATGCCAAGGGTAGAGTTCCCCCATTGACGCCTGAGGTCTCGTCCCGTCCCCS Y

Allele 2 }

5YCACTCCGTTCCATACGGTTCCCATCTCAAGTGGGTAACTGCGGACTCCAGAGCAGGGCAGGGG3Y

FETEEEEEr e et e e e e et e bt e e e e e |
3 'GTGAGGCAAGGTATGCCAAGGGTAGAGTTCACCCATTGACCCCTGAGGTCTCGTCCCGTCCCCS Y



GSPT1-Seed2

-961 -614

Region Genome coordinates (hg19)
SNP chr16:12008941-12008941

sgRNA chr16:12008931-12008950 (+)

NGS analysis region |chr16:12008836-12009183

GSPT1-Seed2 sgRNA designed to target Allele 2

sgRNA

CCATCTCAAGTGGGTAACTG

Allele 1

5 YCACTCCGTTCCATACGGTTCCCATCTCAAGGGGGTAACTGCGCACTCCAGAGCAGGGCAGGGG3 Y
NN RN R R R R R R R R R R
3 'GTGAGGCAAGGTATGCCAAGGGTAGAGTTCCCCCATTGACGCCCTGAGGTCTCGTCCCGTCCCCS Y

Allele 2
CCATCTCAAGTGGGTAACTG
S5YCACTCCGTTCCATACGGTTCCCATCTCAAGTGGGTAACTGCGGACTCCAGAGCAGGGCAGGGG3Y
R RN R R R R R R R RN RN EEEE RN
3'GTGAGGCAAGGTATGCCAAGGGTAGAGTTCACCCATTGACGCCTGAGGTCTCGTCCCGTCCCCS Y



ISG15-PAM2

== TSS
-6 13
-245 46
Region Genome coordinates (hg19)
SNP chr1:948878-948878
sgRNA chr1:948872-948891 (-)
NGS analysis region |chr1:948633-948924

ISG15-PAM?2 sgRNA designed to target Allele 1

sgRNA

TGCCTCTCAGCCGCCGGCTT

A“ele 1 TGCCTCTCAGCCGCCGGCTT
5YACTGGCAAAGATGAGTTCGCTGCCTCTCAGCCGCCGGCTT CAGGCAGCACCGGCCCTATT3 "

RN R R R R R R RN
3YTGACCGTTTCTACTCAAGCGACGGAGAGTCGGCGGCCGAAGCCGTCCGTCGTGGCCGGGATAAS Y

Allele 2 '

5YACTGGCAAAGATGAGTTCGCTGCCTCTCAGCCGCCGGCTTCCGCAGGCAGCACCGGCCCTATT3 Y

RN R RN R R R R RN
3YTGACCGTTTCTACTCAAGCGACGGAGAGTCGGCGGCCGAAGGCGTCCGTCGTGGCCGGGATAAS Y



ISG15-Seed1

—> TSS
-245 46
Region Genome coordinates (hg19)
SNP chr1:948878-948878
sgRNA chr1:948868-948887 (-)
NGS analysis region |chr1:948633-948924

ISG15-Seed1 sgRNA designed to target Allele 1

SgRNA

TCTCAGCCGCCGGCTTCGGC

Allele 1
TCTCAGCCGCCGGCTTCGGC
5'YGCAAAGATGAGTTCGCTGCCTCTCAGCCGCCGGCTTCGGCAGGCAGCACCGGCCCTATTATTASY

NN R R R R AR R R
3'CGTTTCTACTCAAGCGACGGAGAGTCGGCGGCCGAAGCCGTCCGTCGTGGCCGGGATAATAAT Y

Allele 2 '

5 'GCAAAGATGAGTTCGCTGCCTCTCAGCCGCCGGCTTCCGCAGGCAGCACCGGCCCTATTATTASY

NERRR RN N R R R R AR RN R RN
3'CGTTTCTACTCAAGCGACGGAGAGTCGGCGGCCGAAGGCGTCCGTCGTGGCCGGGATAATAAT



ISG15-Seed2

== TSS
10 |9
-245 46
Region Genome coordinates (hg19)
SNP chr1:948878-948878
sgRNA chr1:948868-948887 (-)
NGS analysis region |chr1:948633-948924

ISG15-Seed2 sgRNA designed to target Allele 2

SgRNA

TCTCAGCCGCCGGCTTCCGC

Allele 1 Il

5 ‘GCAAAGATGAGTTCGCTGCCTCTCAGCCGCCGGCTT|‘CGGCAGGCAGCACCGGCCCTATTATTA3 '
Lerrrrrrrrrrrrrrrerrrerrrerrrerrr e ettt e e
3'CGTTTCTACTCAAGCGACGGAGAGTCGGCGGCCGAAGCCGTCCGTCGTGGCCGGGATAATAATSY

Allele 2
TCTCAGCCGCCGGCTTCCGC
5YGCAAAGATGAGTTCGCTGCCTCTCAGCCGCCGGCTTCCGCAGGCAGCACCGGCCCTATTATTASRY
R R R R R R R R R NN
3'CGTTTCTACTCAAGCGACGGAGAGTCGGCGGCCGAAGGCGTCCGTCGTGGCCGGGATAATAATSY



MAPK1-Seed1

TSS 387 406
270 472
Region Genome coordinates (hg19)
SNP chr22:22222320-22222320
sgRNA chr22:22222318-22222337 (-)
NGS analysis region |chr22:22222201-22222403

MAPK1-Seedl1 sgRNA designed to target Allele 1

sgRNA

GCTGCGGCGCTGCCGGGATA

Allele 1
GCTGCGGCGCTGCCGGGATA
5YACAGATTCGCAGAGGCCTGAGCTGCGGCGCTGCCGGGATATCEGCGCGEGTCGTCGGGLCCTCAAGEC3Y

Lerrrerrrrrrerrerrrrrrrerrrrrrrerrerrr et et et
3'TGTCTAAGCGTCTCCGGACTCGACGCCGCGACGGCCCTATACCGCGCAGCAGCCCGGAGTTCGS Y

Allele 2 }

5 YACAGATTCGCAGAGGCCTGAGCTGCGGCGCTGCCGGGCTATCCCGCGTCGTCGGGCCTCAAGC3 Y
terrrerrrrrrerrerrrrrrrerrrrrrrerrerrr et et et r e
3'TGTCTAAGCGTCTCCGGACTCGACGCCGCGACGGCCCGATACCGCGCAGCAGCCCGGAGTTCGS Y



MRPL52-PAM3

TSS 11 30
-89 118
Region Genome coordinates (hg19)
SNP chr14:23299135-23299135
sgRNA chr14:23299113-23299132 (+)
NGS analysis region |chr14:23299013-23299220

MRPL52-PAM3 sgRNA designed to target Allele 1

SgRNA

CTGCTCAGCATGGCTGCTTT

Allele 1
CTGCTCAGCATGGCTGCTTT
5YTCCGGCTACCCCGGCTACTCCTGCTCAGCATGGCTGCTTTAGGGACTGTTCTCTTCAGTGAGT3 Y

EEERRERE R R R R R AR RN
3 YAGGCCGATGGGGCCGATGAGGACGAGTCGTACCGACGAAATCCCTGACAAGAGAAGTCACTCASL Y

Allele 2 1

5'TCCGGCTACCCCGGCTACTCCTGCTCAGCATGGCTGCTTTAGTGACTGTTCTCTTCAGTGAGT 3
NN R R R R N R R AR AR AR NN AN
3 'AGGCCGATGGGGCCGATGAGGACGAGTCGTACCGACGAAATCACTGACAAGAGAAGTCACTCAS



MSH6-PAM3

-503 -484 TSS

-524 -227

Region Genome coordinates (hg19)
SNP chr2:48009816-48009816
sgRNA chr2:48009794-48009813 (+)
NGS analysis region |chr2:48009773-48010070

MSH6-PAM3 sgRNA designed to target Allele 1

sgRNA

AAGTTTGGTCCCTTTCGCTC

Allele 1
ele AAGTTTGGTCCCTTTCGCTC
5'YTGAAGGTGAACTGCTGACTAAAGTTTGGTCCCTTTCGCTCCGGCTCCTTGCGAAAATGCTCTAS Y

Lerrrerrrrrrrrrrrrrrrrrrrrrrrrre e e et r e e
3'ACTTCCACTTGACGACTGATTTCAAACCAGGGAAAGCGAGGCCGAGGAACGCTTTTACGAGAT3 Y

Allele 2

5YTGAAGGTGAACTGCTGACTAAAGTTTGGTCCCTTTCGCTCCGTCTCCTTGCGAAAATGCTCTAS Y

ceerrerrrrrrrrrrrrrrrrrrrrerrrrr e e e e e
3'ACTTCCACTTGACGACTGATTTCAAACCAGGGAAAGCGAGGCAGAGGAACGCTTTTACGAGAT3



MYH10-Seed1

-275 -256 TSS

-442 -167

Region Genome coordinates (hg19)
SNP chr17:8533798-8533798
sgRNA chr17:8533796-8533815 (-)
NGS analysis region |chr17:8533629-8533904

MYH10-Seed1 sgRNA designed to target Allele 1

SgRNA

GAGCTGTAGGGTTTGTGCTG

Allele 1
GAGCTGTAGGGTTTGTGCTG
5 YGGGAAGACAGAGGGGCTTCTGAGCTGTAGGGTTTGTGCTG GGACCTTAGGTTAGTTTGAG3

N R R R N R R R R RN R AR RN
3'CCCTTCTGTCTCCCCGAAGACTCGACATCCCAAACACGACGCCCCTGGAATCCAATCAAACTCS Y

Allele 2 '

5 YGGGAAGACAGAGGGGCTTCTGAGCTGTAGGGTTTGTGTTGCGGGGACCTTAGGTTAGTTTGAGS
R R R R R R R RN RN
3'CCCTTCTGTCTCCCCGAAGACTCGACATCCCAAACACAACGCCCCTGGAATCCAATCAAACTCS Y



NARF-PAM2

TSS 553 572
472 766
Region Genome coordinates (hg19)
SNP chr17:80417150-80417150
sgRNA chr17:80417129-80417148 (+)
NGS analysis region |chr17:80417054-80417348

NARF-PAM2 sgRNA designed to target Allele 1
SgRNA

CGCCTTCCGCGGTTGTCTCC

1
A”ele CGCCTTCCGCGGTTGTCTCC
5 'GGGTGACGGCTGCTGACCGGCGCCTTCCGCGGTTGTCTCCAGGCCATGGCAACAACCGCGCAGSY

N R R R R R RN R AR R R
3'CCCACTGCCGACGACTGGCCGCGGAAGGCGCCAACAGAGGTCCGGTACCGTTGTTGGCGCGTCS Y

Allele 2 \

5'YGGGTGACGGCTGCTGACCGGCGCCTTCCGCGGTTGTCTCCATGCCATGGCAACAACCGCGCAGS Y
NN RN R R R R R R RN
3'CCCACTGCCGACGACTGGCCGCGGAAGGCGCCAACAGAGGTACGGTACCGTTGTTGGCGCGTCS Y



NARF-Seed1

TSS

547

566

472

Region Genome coordinates (hg19)
SNP chr17:80417150-80417150
sgRNA chr17:80417135-80417154 (+)
NGS analysis region |chr17:80417054-80417348

NARF-Seed1 sgRNA designed to target Allele 1

SgRNA

CCGCGGTTGTCTCCAGGCCA

Allele 1

Allele 2

5'YCGGCTGCTGACCGGCGCCTTCCGCGGTTGTCTCCATGCCATGGCAACAACCGCGCAGCGCACGS Y

NN R R R R R R R R R
3 'GCCGACGACTGGCCGCGGAAGGCGCCAACAGAGGTACGGTACCGTTGTTGGCGCGTCGCGTGC3 Y

CCGCGGTTGTCTCCAGGCCA

5 'CGGCTGCTGACCGGCGCCTTCCGCGGTTGTCTCCAGGCCATGGCAACAACCGCGCAGCGCACGS Y
IR RN AR RN RN RN NN NN RN AR RN RN R N R RN

3 'GCCGACGACTGGCCGCGGAAGGCGCCAACAGAGGTCCGGTACCGTTGTTGGCGCGTCGCGTGC3

\

766



NARF-Seed2

TSS 547 566
472 766
Region Genome coordinates (hg19)
SNP chr17:80417150-80417150
sgRNA chr17:80417135-80417154 (+)
NGS analysis region |chr17:80417054-80417348

NARF-Seed2 sgRNA designed to target Allele 2

SgRNA

CCGCGGTTGTCTCCATGCCA

Allele 1 }

5'CGGCTGCTGACCGGCGCCTTCCGCGGTTGTCTCCAGGCCATGGCAACAACCGCGCAGCGCALCGHY

L e e ettt e e b e e e b e el
3 'GCCGACGACTGGCCGCGGAAGGCGCCAACAGAGGTCCGGTACCGTTGTTGGCGCGTCGCGTGC3 Y

Allele 2
CCGCGGTTGTCTCCATGCCA
5YCGGCTGCTGACCGGCGCCTTCCGCGGTTGTCTCCATGCCATCGGCAACAACCGCGCAGCGCALCGH Y
RN RN RN R RN R RN R RRN NN RN ERREEE N EEEE R EEENY
3YGCCGACGACTGGCCGCGGAAGGCGCCAACAGAGGTACGGTACCGTTGTTGGCGCGTCGCGETGL3 Y



PDE8SA-PAM2

-1403  -1384 TSS

-1504 -1247

Region Genome coordinates (hg19)
SNP chr15:85523678-85523678
sgRNA chr15:85523657-85523676 (+)
NGS analysis region |chr15:85523556-85523813

PDE8SA-PAM2 sgRNA designed to target Allele 1

sgRNA

CTCCGGGTCTTTGCAGTAGC

A“ele 1 CTCCGGGTCTTTGCAGTAGC
5YGAATCCAGCCCGCAGCACGCCTCCGGGTCTTTGCAGTAGC GCCAAGGCGGGAGCGGCTGC3Y

teereerrrerrreererrrrerrrerrrerrr et ettt e e
3'CTTAGGTCGGGCGTCGTGCGGAGGCCCAGAAACGTCATCGGCCCGGTTCCGCCCTCGCCGALCGS Y

Allele 2

5 'GAATCCAGCCCGCAGCACGCCTCCGGGTCTTTGCAGTAGCCTGGCCAAGGCGGGAGCGGLCTGC3Y
Leerrerrrerrrerrrrrrrerrrerrrerr ettt
3'CTTAGGTCGGGCGTCGTGCGGAGGCCCAGAAACGTCATCGGACCGGTTCCGCCCTCGCCGALCGS Y



PDE8A-Seedl

-1396 -1377 TSS

-1504 -1247

Region Genome coordinates (hg19)
SNP chr15:85523678-85523678
sgRNA chr15:85523664-85523683 (+)
NGS analysis region |chr15:85523556-85523813

PDE8A-Seed1 sgRNA designed to target Allele 1

sgRNA

TCTTTGCAGTAGCCGGGCCA

Allele 1
TCTTTGCAGTAGCCGGGCCA
5YGCCCGCAGCACGCCTCCGGGTCTTTGCAGTAGCCGGGCCAAGGCGGGAGCGGLCTGCCTCTCAGR Y

RN R R N R R RN R RN
3 'CGGGCGTCGTGCGGAGGCCCAGAAACGTCATCGGCCCGGTTCCGCCCTCGCCGACGGAGAGTCS Y

Allele 2 '

5 'GCCCGCAGCACGCCTCCGGGTCTTTGCAGTAGCCTGGCCAACGCGGGAGCGGCTGCCTCTCAG3 Y
R R AR R R
3 'CGGGCGTCGTGCGGAGGCCCAGAAACGTCATCGGACCGGTTCCGCCCTCGCCGACGGAGAGTCS Y



PDE8A-Seed2

-1396 -1377 TSS

-1504 -1247

Region Genome coordinates (hg19)
SNP chr15:85523678-85523678
sgRNA chr15:85523664-85523683 (+)
NGS analysis region |chr15:85523556-85523813

PDE8A-Seed2 sgRNA designed to target Allele 2

SgRNA

TCTTTGCAGTAGCCGGGCCA

Allele 1 }

5'GCCCGCAGCACGCCTCCGGGTCTTTGCAGTAGCCGGGCCAAGGCGGGAGCGGCTGCCTCTCAG3 Y

NN R R R R RN
3 'CGGGCGTCGTGCGGAGGCCCAGAAACGTCATCGGCCCGGTTCCGCCCTCGCCGACGGAGAGTCS Y

2
A”ele TCTTTGCAGTAGCCTGGCCA
5'GCCCGCAGCACGCCTCCGGGTCTTTGCAGTAGCCTGGCCAAGGCGGGAGCGGCTGCCTCTCAGS Y

NN R N R R RN
3 'GTGAGGCAAGGTATGCCAAGGGTAGAGTTCACCCATTGACGCCTGAGGTCTCGTCCCGTCCCCS Y



RAF1-PAM3

-431 -412 TSS

-541 -292

Region Genome coordinates (hg19)
SNP chr3:12705208-12705208
sgRNA chr3:12705186-12705205 (+)
NGS analysis region |chr3:12705076-12705325

RAF1-PAM3 sgRNA designed to target Allele 1

SgRNA

AGCCCTCTGCCCGGCAGCCG

A“ele 1 AGCCCTCTGCCCGGCAGCCG

5 ‘GGTGACAACGGCCTGGCCCAAGCCCTCTGCCCGGC?GCCG GGCCGCTCCATCAGCGCCAC3!
Lrerrrrrrrerrrrrrerrrrerrrerrrerr e e e e e e e

3'CCACTGTTGCCGGACCGGGTTCGGGAGACGGGCCGTCGGCGCCCCGGCGAGGTAGTCGCGGTGS Y

Allele 2 }

5 ‘GGTGACAACGGCCTGGCCCAAGCCCTCTGCCCGGCP?GCCGCGAGGCCGCTCCATCAGCGCCAC3 A
Leerrrrrrrerrrrrrrrrrrerrrerrrrrrrr ettt
3 YCCACTGTTGCCGGACCGGGTTCGGGAGACGGGCCGTCGGCGCTCCGGCGAGGTAGTCGCGGTGS Y



RALB-PAM2

-292 -273 TSS

-299 -15

Region Genome coordinates (hg19)
SNP chr2:121010211-121010211
sgRNA chr2:121010190-121010209 (+)
NGS analysis region |chr2:121010183-121010467

RALB-PAM?2 sgRNA designed targeting Allele 1

SgRNA

GAGAGAGAAACAGAGGGGGA

A”ele 1 GAGAGAGAAACAGAGGGGGA
5YAGCTGCGTGTCCGAGGGGCAGAGAGAGAAACAGAGGGGGA GGCAGGCGCGCTGGGCCCGL3Y

teereerrrerrreererrrrerrrerrrerrr et ettt e e
3YTCGACGCACAGGCTCCCCGTCTCTCTCTTTGTCTCCCCCTGCCCCGTCCGCGCGACCCGGGLGSHY

Allele 2 }

5 'AGCTGCGTGTCCGAGGGGCAGAGAGAGAAACAGAGGGGGACCGGGCAGGLCGLCGLCTGGGLCCGL3Y

Lrrrrrrrrerrrrrrrrrrrrrrrrerrer e rrrrrrrrrrrrrrrr e
3'ACTTCCACTTGACGACTGATTTCAAACCAGGGAAAGCGAGGGAGAGGAACGCTTTTACGAGAT3 "



TTC41P-PAM3

-260 -241 TS
-366 -90

Region Genome coordinates (hg19)

SNP chr12:104323950-104323950

sgRNA chr12:104323928-104323947 (+)

NGS analysis region |chr12:104323822-104324098

TTC41P-PAM3 sgRNA designed to target Allele 1

sgRNA

AAGGGGCGGTCCCACGTGTG

Allele 1
AAGGGGCGGTCCCACGTGETG
5YAGGCCAAGGCCGCCCAGGCAAAGGGGCGGTCCCACGTGTGAGGGGCCCGCGGAGCCATTTGATIY

R R R R R R R AR RN
3YTCCGGTTCCGGCGGGTCCGTTTCCCCGCCAGGGTGCACACTCCCCGGGCGCCTCGGTAAACTASL Y

Allele 2 }

5YAGGCCAAGGCCGCCCAGGCAAAGGGGCGGTCCCACGTGTGAGTGGCCCGCGGAGCCATTTGAT3 Y

NN R R R R R AR R R R
3'TCCGGTTCCGGCGGGTCCGTTTCCCCGCCAGGGTGCACACTCACCGGGCGCCTCGGTAAACTAS Y



TYK2-PAM2

TSS 134 153
70 380
Region Genome coordinates (hg19)
SNP chr19:10491382-10491382
sgRNA chr19:10491361-10491380 (+)
NGS analysis region |chr19:10491297-10491607

TYK2-PAM2 sgRNA designed to target Allele 1

SgRNA

GGCGGCACTCTCATTGGTCC

A”ele 1 GGCGGCACTCTCATTGGTCC
SMYTTTTTTTTTTTGCCATGGTGGCGGCACTCTCATTGGTCCTGGGGCTCATTCGTCACTCAGCC3Y

Leerrrrrrerrrrerrrrrrrrerrerrer e rrrr e e e
3 ‘AAAAAAAAAAAACGGTACCACCGCCGTGAGAGTAACCAGGACCCCGAGTAAGCAGTGAGTCGGS Y

Allele 2 il

SYITTTTTTTTTTTGCCATGGTGGCGGCACTCTCATTGGTCCTCGGGCTCATTCGTCACTCAGCC3 Y

Leerrrrrrrrrrerrrrrrrerrrerrrerr et ettt r e
3YAAAAAAAAAAAACGGTACCACCGCCGTGAGAGTAACCAGGAGCCCGAGTAAGCAGTGAGTCGGS Y



sgRNA binding sites within the analyzed target regions and

corresponding CpG site numbers

Category | Experiment | CpG site numbers
DAP3-Seedl 3,4,5
DAP3-Seed?2 3,4,5
GSPT1-Seedl 7
GSPT1-Seed2 7
ISG15-Seedl 16, 17, 18
ISG15-Seed?2 16, 17, 18

Category 1 MAPK1-Seedl 11,12, 13
MYH10-Seedl | 6
NARF-Seed1 8,9
NARF-Seed?2 8,9
PDE8A-Seed1 9,10
PDE8A-Seed? 9,10
ISG15-PAM2 16, 17, 18
NARF-PAM2 7,8,9

Category 2 | PDESA-PAM2 8,9
RALB-PAM2 1
TYK2-PAM2 2
DAP3-PAM3 3,4,5
GPD1L-PAM3 56
GSPT1-PAM3 6

Category 3 | MRPL52-PAM3 | between 5 and 6
MSH6-PAM3 in front of 1
RAF1-PAM3 9,10, 11
TTC41P-PAM3 | 7,8




