Donor Template WT -> SNV (1624 .. 1723)
(1526 .. 1545) Sanger Sequencing gRNA Protospacer (1686 .. 1705)

(1013 .. 1037) PCR ForwardL PCR Reverse (2327 ..2351)

1000 2000 - 3000 4000 5000

| DNMT1-202 >

0

DNMT1-202

Donor Template WT -> SNV

Protospacer Sequence

SNV

INK23J00048_DNMT1_Y511C_A02_BB
5058 bp



GTGGAGGCTGCAGTGAGCCAAGATTATGCCATCGCGCTCCAGCCTGAGGGATAGAGCAAGACTCTGTCTCAAAAACAAACAAAAA

CACCTCCGACGTCACTCGGTTCTAATACGGTAGCGCGAGGTCGGACTCCCTATCTCGTTCTGAGACAGAGTTTTTGTTTGTTTTT

Y =

| DNMT1-202 >

AAGAGTGTCAGACTTGTACATTCTCTCATTGCCTCGTGCCTGATCTGAAGTCTGCACGAAGACCCGCCTTCACGGCTTAGCTGGT

TTCTCACAGTCTGAACATGTAAGAGAGTAACGGAGCACGGACTAGACTTCAGACGTGCTTCTGGGCGGAAGTGCCGAATCGACCA

I = T S

DNMT1-202 >

AAGCATGTGCTTTGTTTCCTGTCTAGTGTGTACTGTAAGCACGGTCACCTGTGTCCCATCGACACCGGCCTCATCGAGAAGAATA

TTCGTACACGAAACAAAGGACAGATCACACATGACATTCGTGCCAGTGGACACAGGGTAGCTGTGGCCGGAGTAGCTCTTCTTAT

o

DNMT1-202 >
L 430 L L 435 L L 440 L L 445
\ Y C K H G H L C P 1 D T G L 1 E K N
ENSE00003606243 >
DNMT1-202

TCGAACTCTTCTTTTCTGGTTCAGCAAAACCAATCTATGATGATGACCCATCTCTTGAAGGTAAGGAATAGTCCGGGATTATGTT

AGCTTGAGAAGAAAAGACCAAGTCGTTTTGGTTAGATACTACTACTGGGTAGAGAACTTCCATTCCTTATCAGGCCCTAATACAA

I R >

DNMT1-202 >
. . . 450 ., ., ., ., 455 ., ., ., ., 460, ., ., ., 465
1 E L F F S G S A K P I Y D D D P S L E
ENSE00003606243 S L >
DNMT1-202

TGGGGCACACTTTAAAAACAGCCAGGCAGGGTGGCTCACATCTGTAATCCTAGCACTTTGGGGGTCTGAGGCCAGAGGATCACTT

ACCCCGTGTGAAATTTTTGTCGGTCCGTCCCACCGAGTGTAGACATTAGGATCGTGAAACCCCCAGACTCCGGTCTCCTAGTGAA

e . .1 S

DNMT1-202 >

DNMT1-202

GAGCCCGGGAGTTTGAGACGAGCCTGGACAACATAGCAAGAGCCTGCCTCTATTAAAAAAAAATATATAGCATATATATATAGTA

CTCGGGCCCTCAAACTCTGCTCGGACCTGTTGTATCGTTCTCGGACGGAGATAATTTTTTTTTATATATCGTATATATATATCAT

I Y =

DNMT1-202 >

DNMT1-202

TACATATATACTTATATATATGTATAAATAAAAAACATACTTATGAAGCAATAGTCAGCTGGAGTTGCTGCTGCCTCTTAAAGTT

ATGTATATATGAATATATATACATATTTATTTTTTGTATGAATACTTCGTTATCAGTCGACCTCAACGACGACGGAGAATTTCAA

I = T S

DNMT1-202 >

DNMT1-202

AGGGTGTGAGACTTTGTGCCAGGAGCAGCTGTAGGCCAAGTCATTGTGATGACTGAGGAGCACCCGACCTGGCTGATGGGATGTC

TCCCACACTCTGAAACACGGTCCTCGTCGACATCCGGTTCAGTAACACTACTGACTCCTCGTGGGCTGGACCGACTACCCTACAG

o

DNMT1-202 >

DNMT1-202

85

170

340

425

510

595

680



TGCTGAGTGGGCGCTTAGAGCGCCTCCTGGGTTTGGGATGTGAGTCAGAGCCTTTAGTCCATTTCCTTTTTCTGCTCTAGGTGGT

ACGACTCACCCGCGAATCTCGCGGAGGACCCAAACCCTACACTCAGTCTCGGAAATCAGGTAAAGGAAAAAGACGAGATCCACCA

I Y =

DNMT1-202 >
J I E—
G G
----------------------------------------------------------------- >
DNMT1-202

GTTAATGGCAAAAATCTTGGCCCCATAAATGAATGGTGGATCACTGGCTTTGATGGAGGTGAAAAGGCCCTCATCGGCTTCAGCA

CAATTACCGTTTTTAGAACCGGGGTATTTACTTACCACCTAGTGACCGAAACTACCTCCACTTTTCCGGGAGTAGCCGAAGTCGT

T T ——

DNMT1-202 >
L 470, L L L 475 L L 480 L L L 485 L L L 490 L L L 495
\i N G K N L G P 1 N E W W 1 T G F D G G E K A L 1 G F S
ENSE00003538226 >
DNMT1-202

CCTGTAAGTGTGTGGCCCATCATAGGCTGGCCGGGGTCTGAAAGGGGCCTTCATGTTCTCCTTCCTGGGGGCTGACGGGGCTCTG

GGACATTCACACACCGGGTAGTATCCGACCGGCCCCAGACTTTCCCCGGAAGTACAAGAGGAAGGACCCCCGACTGCCCCGAGAC

I = T S

DNMT1-202 >
[ E—
:
e L PP e LR P L EEEEPEEEPEEEEEEEES >
DNMT1-202

PCR Forward

TTAGTTAT

GTGGGAATTCTCAGCAGGCTTGCAGAAGGCCATGTGACTGGGAACCTTAGCAGGTTCAGTTGGGGTAGCCTCTTGTGTTAGTTAT

CACCCTTAAGAGTCGTCCGAACGTCTTCCGGTACACTGACCCTTGGAATCGTCCAAGTCAACCCCATCGGAGAACACAATCAATA

DNMT1-202 >
DNMT1-202
PCR Forward
GACTGGCTCTGGAACTG
GACTGGCTCTGGAACTGACTCTCCAGTTGTAAGAGCAGGTCTTGGCCGGATATGGTGGCTCACACCTGTAATCCCAGCACTTTGG
CTGACCGAGACCTTGACTGAGAGGTCAACATTCTCGTCCAGAACCGGCCTATACCACCGAGTGTGGACATTAGGGTCGTGAAACC
DNMT1-202 >
DNMT1-202
GAGGCCGAGTTGGGGGGATCATTTGAGGCCAGGAATTCGAGACCAGCCTAGCCTGGCCAACATGGTGAAACCCCCTCTCTACCAA
CTCCGGCTCAACCCCCCTAGTAAACTCCGGTCCTTAAGCTCTGGTCGGATCGGACCGGTTGTACCACTTTGGGGGAGAGATGGTT
DNMT1-202 >

DNMT1-202

765

850

935

1020

1105

1190



AAATACAAAAATTAGCCACGCATGGTGGTGCATACCTGTAATCCCAGCTACTTGGGAGGCTATGGCAGGAGAATCACGTGAACCC

TTTATGTTTTTAATCGGTGCGTACCACCACGTATGGACATTAGGGTCGATGAACCCTCCGATACCGTCCTCTTAGTGCACTTGGG

I Y =

DNMT1-202 >

DNMT1-202

AGCAGACAGAGGTTGCAGTGAGCCGAGATCACGCCACTGCCCTCCAGCCTGGGTGACGGAGCAAGACTCTGTCCTCCCCTGAAAA

TCGTCTGTCTCCAACGTCACTCGGCTCTAGTGCGGTGACGGGAGGTCGGACCCACTGCCTCGTTCTGAGACAGGAGGGGACTTTT

I = T S

DNMT1-202 >

DNMT1-202

AAAAAAAAGAGCAGGTCTTATTCTTGCAACCCAAACCCAGACTGAATTCCAAACACCAGAGATGAGCTCAATGAAGGCCTACTCA

TTTTTTTTCTCGTCCAGAATAAGAACGTTGGGTTTGGGTCTGACTTAAGGTTTGTGGTCTCTACTCGAGTTACTTCCGGATGAGT

o

DNMT1-202 >

DNMT1-202

Sanger Sequencing

|ACATT

GCTAGTCTTCGCTCTCTGGCTGGCTCAGACAGGCTTCTTCAGAACAAGCCAGCTATGATGTGTTGTGCCCTATGTTTCTGACATT

CGATCAGAAGCGAGAGACCGACCGAGTCTGTCCGAAGAAGTCTTGTTCGGTCGATACTACACAACACGGGATACAAAGACTGTAA

DNMT1-202 >
DNMT1-202
Sanger Sequencing
TGGGTACGGGATGAC
TGGGTACGGGATGACTTTTAGACTGTTGGGTGAGTTTGGTAGACTCCTCCATGCCCTGTGGCCACTGTAGGCGCCATCAGATTCC
ACCCATGCCCTACTGAAAATCTGACAACCCACTCAAACCATCTGAGGAGGTACGGGACACCGGTGACATCCGCGGTAGTCTAAGG
DNMT1-202 >

DNMT1-202

1275

1360

1445

1530

1615



Donor Template WT -> SNV
Jcl
|TTCCACACCTCCTCTGTTCACCCCAGCATTTGCCGAATACATTCTGATGGATCCCAGTCCCGAGTnTGCGCCCATAT

AGCCCCTTTTCCACACCTCCTCTGTTCACCCCAGCATTTGCCGAATACATTCTGATGGATCCCAGTCCCGAGTATGCGCCCATAT

1700
TCGGGGAAAAGGTGTGGAGGAGACAAGTGGGGTCGTAAACGGCTTATGTAAGACTACCTAGGGTCAGGGCTCATACGCGGGTATA
DNMT1-202 >
1 1 500 1 1 1 505, 1 1 1 510 1 1
S F A E ¥ 1 L M D P S P: E Y A P 1
---------------------------- ENSE00003601320 >
DNMT1-202
[l Protospacer Sequence
PAM
SNV
TCATACGCGGGTATA
gRNA Protospacer
Donor Template WT -> SNV
TTGGGCTGATGCAGGAGAAGATC
TTGGGCTGATGCAGGAGAAGATCTACATCAGCAAGATTGTGGTGGAGTTCCTGCAGAGCAATTCCGACTCGACCTATGAGGACCT
1785
AACCCGACTACGTCCTCTTCTAGATGTAGTCGTTCTAACACCACCTCAAGGACGTCTCGTTAAGGCTGAGCTGGATACTCCTGGA
DNMT1-202 >
515 1 I I 520 1 I I 525 1 I 1 530, 1 1 1 535 1 1 1 540 1 1
E G L M Q E K 1 Y I S K 1 V V E E L. Q S N S D S T N E D L
ENSE00003601320 >
DNMT1-202
Protospacer Sequence
AACCCI
gRNA Protospacer
GATCAACAAGATCGAGGTAAGAGATCGAGGGTCCTCAGCATCCGGGATTCCCACTGGAAACTTGCCTTCAGAACCAGCAGACACT
1870
CTAGTTGTTCTAGCTCCATTCTCTAGCTCCCAGGAGTCGTAGGCCCTAAGGGTGACCTTTGAACGGAAGTCTTGGTCGTCTGTGA
DNMT1-202 >
L 545 L L
1 N K 1 E
ENSE00003601320 EECECECI RN R I R R T R R R R e T R R I R R N ] >
DNMT1-202
GTTCTTCAGTTGGATTTAGGCCAGTTTGGCTTAAGCATGAGAGAAACCTGTTCTCTTTCAAGACCACGGTTCCTCCTTCTGGCCT
1955

CAAGAAGTCAACCTAAATCCGGTCAAACCGAATTCGTACTCTCTTTGGACAAGAGAAAGTTCTGGTGCCAAGGAGGAAGACCGGA

T ———————— >

DNMT1-202 >
, 550 ., ., ., ., 555
T T V P P S G L
-------------------------------------------------- ENSE00003615043 >

DNMT1-202



CAACTTGAACCGCTTCACAGAGGACTCCCTCCTGCGACACGCGCAGTTTGTGGTGGAGCAGGTGGAGAGTTATGACGAGGCCGGG

GTTGAACTTGGCGAAGTGTCTCCTGAGGGAGGACGCTGTGCGCGTCAAACACCACCTCGTCCACCTCTCAATACTGCTCCGGCCC

I Y =

DNMT1-202 >
L L 560 L L . 565 L L . 570 L L . 575 L L 580 L L L
N L N R F T E D S L L R H A Q F \ \ E Q \ E S Y D E A G
ENSE00003615043 >
DNMT1-202

GACAGTGATGAGCAGCCCATCTTCCTGACACCCTGCATGCGGGACCTGATCAAGCTGGCTGGGGTCACGCTGGGACAGAGGTAAG

CTGTCACTACTCGTCGGGTAGAAGGACTGTGGGACGTACGCCCTGGACTAGTTCGACCGACCCCAGTGCGACCCTGTCTCCATTC

T T ——

DNMT1-202 >
585 L L L 590 L L L 595 L L . 600, L L L 605 L L . 610
D S D E Q P 1 F L T P C M R D L 1 K L A G \i T L G Q R
ENSEO0003615043 R >
DNMT1-202

GATGCGGCAGGGACCAGAGTGAAGACTGGAGACCGGGGAGGGTAGAGCATGGCCCACATCCTCTGTCCCAGTCCTCTGAGATGCT

CTACGCCGTCCCTGGTCTCACTTCTGACCTCTGGCCCCTCCCATCTCGTACCGGGTGTAGGAGACAGGGTCAGGAGACTCTACGA

I = T S

DNMT1-202 >

DNMT1-202

GGAACCTCTCCCGTAGGCGAGCCCAGGCGAGGCGGCAGACCATCAGGCATTCTACCAGGGAGAAGGACAGGGGACCCACGAAAGC

CCTTGGAGAGGGCATCCGCTCGGGTCCGCTCCGCCGTCTGGTAGTCCGTAAGATGGTCCCTCTTCCTGTCCCCTGGGTGCTTTCG

o

DNMT1-202 >
.. . 65 ., ., ., 620 ., ., ., ., 625 ., . ., 630 , .,
R A Q A R R Q T 1 R H S T R E K D R G P T K A
------------- ENSE00003636455 >
DNMT1-202

CACCACCACCAAGCTGGTCTACCAGATCTTCGATACTTTCTTCGCAGAGCAAATTGAAAAGGATGACAGAGAAGACAAGGAGAAC

GTGGTGGTGGTTCGACCAGATGGTCTAGAAGCTATGAAAGAAGCGTCTCGTTTAACTTTTCCTACTGTCTCTTCTGTTCCTCTTG

DNMT1-202 >
635 L L L, 640 L L L, 645 L L . 650 L L . 655 L L L, 660 L
T T T K L \ Y Q I F D T F F A E Q I E K D D R E D K E N
ENSE00003636455 >
DNMT1-202
CTATGAAAGAAGCGTCTCGTTTAAC|
PCR Reverse
GCCTTTAAGCGCCGGCGATGTGGCGTCTGTGAGGTAACCTCACCTGTGGGTGCTCCCGCTCCCCTAAGGTGGCCCAGCCTCTGGC
CGGAAATTCGCGGCCGCTACACCGCAGACACTCCATTGGAGTGGACACCCACGAGGGCGAGGGGATTCCACCGGGTCGGAGACCG
DNMT1-202 >
L L 665 L L L 670 L L
F K R R R C G Vv C E
ENSE00003636455 iR R il R R il R R T >

DNMT1-202

2040

2125

2210

2295

2380

2465



CTGATCTGAGGACTGCTCCATCTTTCTCTCTGTGGCTTGAGACTCTGGCTGCTCAAATGTGACCCCTGAGACAGAAATTAGTTAG

GACTAGACTCCTGACGAGGTAGAAAGAGAGACACCGAACTCTGAGACCGACGAGTTTACACTGGGGACTCTGTCTTTAATCAATC

I Y =

DNMT1-202 >

DNMT1-202

TGGTCTGGGAGGACCCTGCATACTTCATTGAACGTCAATAGGACAGATGTCCACAGAGGCATGCTTGGGTGCTTTGCTGATAATG

ACCAGACCCTCCTGGGACGTATGAAGTAACTTGCAGTTATCCTGTCTACAGGTGTCTCCGTACGAACCCACGAAACGACTATTAC

I = T S

DNMT1-202 >

DNMT1-202

CCACTGTCCTTAATTGAAGAGCCTGGCTTCTGGGTGGCTCTGCTGTGCCTGCATCTCACAGTCTGAAGGCCCCTGTTGGACTGCT

GGTGACAGGAATTAACTTCTCGGACCGAAGACCCACCGAGACGACACGGACGTAGAGTGTCAGACTTCCGGGGACAACCTGACGA

o

DNMT1-202 >

DNMT1-202

AAAGGGGTATTCACATCTAAGTGGGCACTTTGTCCAGCTTAGATTTGAGGCCCTCAGGAGGCGTCCCTTTCTGTGAGTTTTTAAA

TTTCCCCATAAGTGTAGATTCACCCGTGAAACAGGTCGAATCTAAACTCCGGGAGTCCTCCGCAGGGAAAGACACTCAAAAATTT

e . .1 S

DNMT1-202 >

DNMT1-202

ATATATGTTTACTTCACTCAGGAGGAACTAACTTCCTAGTCCTATGACCCAAAGACCAGGACTATTTTGATACCTATTACCTGAC

TATATACAAATGAAGTGAGTCCTCCTTGATTGAAGGATCAGGATACTGGGTTTCTGGTCCTGATAAAACTATGGATAATGGACTG

I Y =

DNMT1-202 >

DNMT1-202

TTTCTTTTGGATAAAGACTGGCTTCAGGGCTTTGCTTTTGATCCCCGCTGGCATCTCTTAACAGGAGCCTGCATGTCCTCACCAT

AAAGAAAACCTATTTCTGACCGAAGTCCCGAAACGAAAACTAGGGGCGACCGTAGAGAATTGTCCTCGGACGTACAGGAGTGGTA

I = T S

DNMT1-202 >

DNMT1-202

TGTTATTTTGGTTTTATTTTATTTTTCTTGGTTAACACACGTGTGTCCAATGTTTTATAACTTCTAAAATCTTTTTTTTTTTTTT

ACAATAAAACCAAAATAAAATAAAAAGAACCAATTGTGTGCACACAGGTTACAAAATATTGAAGATTTTAGAAAAAAAAAAAAAA

o

DNMT1-202 >

DNMT1-202

2550

2635

2720

2805

2890

2975

3060



TTAATTTTTTTGAGACAGTCTCTCTCTGTCACCCAGGCTAGAGTGCAGTGGCACCATCTCAGCTCACCGTAACCTCCGCCTCCCG

AATTAAAAAAACTCTGTCAGAGAGAGACAGTGGGTCCGATCTCACGTCACCGTGGTAGAGTCGAGTGGCATTGGAGGCGGAGGGC

I Y =

DNMT1-202 >

DNMT1-202

GGTTCAATCAGTTCTCCCACCTCAGCCTCCCGAGTGGCTGGGATTATAGGCACCCGCCACCATACCCGGCTAATTTTTTTTGTAT

CCAAGTTAGTCAAGAGGGTGGAGTCGGAGGGCTCACCGACCCTAATATCCGTGGGCGGTGGTATGGGCCGATTAAAAAAAACATA

I = T S

DNMT1-202 >

DNMT1-202

TTTTAGTAGAGATGGGGTTTCACCATGTTGGCCAGGCTGGTCTTAAACTCCTGACCTTAAGTGATCTACCTACCTCGGCCTCCCA

AAAATCATCTCTACCCCAAAGTGGTACAACCGGTCCGACCAGAATTTGAGGACTGGAATTCACTAGATGGATGGAGCCGGAGGGT

o

DNMT1-202 >

DNMT1-202

AAGTGCTGGGATTACAGGTGTGAGCCACTGTGCCCAGCCCTAAAATCATTTGTTTTTATTTGTGTAACTGTTACGTGTTGATACT

TTCACGACCCTAATGTCCACACTCGGTGACACGGGTCGGGATTTTAGTAAACAAAAATAAACACATTGACAATGCACAACTATGA

e . .1 S

DNMT1-202 >

DNMT1-202

GGTAGATCTAGTTATTTCATTTTAAATATTCTGTAGTATTTTGTTAAATGAATATCCTAACTTACTCCTCAATGATAGGCACCTC

CCATCTAGATCAATAAAGTAAAATTTATAAGACATCATAAAACAATTTACTTATAGGATTGAATGAGGAGTTACTATCCGTGGAG

I Y =

DNMT1-202 >

DNMT1-202

TTCAGTATTGTAAATATGTGGCAGCATCCTTGAGCAAAGCTTCTCGCGAGTGTATCTGCTTAGAAGTAGCGTTGCTGGGTTGTGG

AAGTCATAACATTTATACACCGTCGTAGGAACTCGTTTCGAAGAGCGCTCACATAGACGAATCTTCATCGCAACGACCCAACACC

I = T S

DNMT1-202 >

DNMT1-202

GTGTGTATTCTTAACTTTGATCTAGAAGATTGCTCTCCAAAATGGTTCTACCAACTTACCATTTGAGCAGTGTGCGTTCTTCTTT

CACACATAAGAATTGAAACTAGATCTTCTAACGAGAGGTTTTACCAAGATGGTTGAATGGTAAACTCGTCACACGCAAGAAGAAA

o

DNMT1-202 >

DNMT1-202

3145

3230

3315

3400

3485

3570

3655



CCTCACACCACCTATCTGGCTTCTTAACCCATCTGGAGAATGGGAAGGGAATTTTATTTCTCTCACTTACCATATTTCTAATGAG

GGAGTGTGGTGGATAGACCGAAGAATTGGGTAGACCTCTTACCCTTCCCTTAAAATAAAGAGAGTGAATGGTATAAAGATTACTC

I Y =

DNMT1-202 >

DNMT1-202

GTTGAATATTGCTTTTTTTTTTTTTTTTTGTAGAGACAGGGTCCTGCTGTGTTGCCTTGCCTGGTCTCAAACTCCTGGCTTCAAG

CAACTTATAACGAAAAAAAAAAAAAAAAACATCTCTGTCCCAGGACGACACAACGGAACGGACCAGAGTTTGAGGACCGAAGTTC

I = T S

DNMT1-202 >

DNMT1-202

TGGTCCTCCTGTCTTGGCCTCCCAAACTGCCGGGATTAGAGGCATGAGGCACTGCACCCAGCCAAATAGGCACATTTTTAAAAGT

ACCAGGAGGACAGAACCGGAGGGTTTGACGGCCCTAATCTCCGTACTCCGTGACGTGGGTCGGTTTATCCGTGTAAAAATTTTCA

o

DNMT1-202 >

DNMT1-202

CTTGGTTTTGTTGTTGTTGTTGTTGTTGTTGTTGTTGAGATGGGTCTCGTTCTGTCACCCAGTCTGGAATGCAGTGGCATGATTG

GAACCAAAACAACAACAACAACAACAACAACAACAACTCTACCCAGAGCAAGACAGTGGGTCAGACCTTACGTCACCGTACTAAC

e . .1 S

DNMT1-202 >

DNMT1-202

TAGCTCACTGCATTCTCAACCTACTGGGCTCAAGTGATCTTCCCACCTTAGCCTCCCAAGTAGCTGGGACCACAGGTGCACGCCA

ATCGAGTGACGTAAGAGTTGGATGACCCGAGTTCACTAGAAGGGTGGAATCGGAGGGTTCATCGACCCTGGTGTCCACGTGCGGT

I Y =

DNMT1-202 >

DNMT1-202

CCATGCCCAGCTAATTAAAAAAAAACATTTTGTAGATGGGATTTTGCCATGTTGCCTAGGCTGGTCTTGAATGCCTGAACTCAAG

GGTACGGGTCGATTAATTTTTTTTTGTAAAACATCTACCCTAAAACGGTACAACGGATCCGACCAGAACTTACGGACTTGAGTTC

I = T S

DNMT1-202 >

DNMT1-202

CAGTCCTCCCGCCTTAGCATCCTGAGTTGCCGGGACTGCAGGAATTTGTCACACGCCTGGCTAATTTTAATTTTTTGTAGAGTTG

GTCAGGAGGGCGGAATCGTAGGACTCAACGGCCCTGACGTCCTTAAACAGTGTGCGGACCGATTAAAATTAAAAAACATCTCAAC

o

DNMT1-202 >

DNMT1-202

3740

3825

3910

3995

4080

4165

4250



GGGGTCTTAATATGTTGCCCAGGCTGGTCTTGAACTCTTGGACTCAAGTGATCCATCTACCTCTGCTTCAGCCTCCCAATGTACT

CCCCAGAATTATACAACGGGTCCGACCAGAACTTGAGAACCTGAGTTCACTAGGTAGATGGAGACGAAGTCGGAGGGTTACATGA

I Y =

DNMT1-202 >

DNMT1-202

GGTTCAGGTATGAGCCACCATGCCCAGCCTAAAAGTCTTAATTCACCGTTTGTTTCATTGTTGCTAAGGGCTGTGTGACTCACTT

CCAAGTCCATACTCGGTGGTACGGGTCGGATTTTCAGAATTAAGTGGCAAACAAAGTAACAACGATTCCCGACACACTGAGTGAA

I = T S

DNMT1-202 >

DNMT1-202

TTTTTTTTTTTTTTTAATTTTTTGAGACCTAAAAGTCTTAATGCATCATTTGTCTCATTGTTAGTAAGGGCTGTGTGATTTGCCC

AAAAAAAAAAAAAAATTAAAAAACTCTGGATTTTCAGAATTACGTAGTAAACAGAGTAACAATCATTCCCGACACACTAAACGGG

o

DNMT1-202 >

DNMT1-202

TTTTTTTTTCCTTTTTTTTTTTTTTTTTTTTTTTTTTTTTGAGATGGAGTTTTACTCTTGTCGTCCAGGCTGGAATATGGTGGTG

AAAAAAAAAGGAAAAAAAAAAAAAAAAAAAAAAAAAAAAACTCTACCTCAAAATGAGAACAGCAGGTCCGACCTTATACCACCAC

e . .1 S

DNMT1-202 >

DNMT1-202

TGATCTTGGCTAACTGTAATCTCCACCTCCCAGGTTCAGGCAATTCTCCTGCCTCAGCCTCCCAAGTAGCTGGGATTACAGGCAC

ACTAGAACCGATTGACATTAGAGGTGGAGGGTCCAAGTCCGTTAAGAGGACGGAGTCGGAGGGTTCATCGACCCTAATGTCCGTG

I Y =

DNMT1-202 >

DNMT1-202

ACCCTACCATGCCTGGCTAATCTTTGTATTTTTAGTAGAGATGGGGTTTCACCACGTTGGCCAGGCTGGTCTGCAATTCCTGACC

TGGGATGGTACGGACCGATTAGAAACATAAAAATCATCTCTACCCCAAAGTGGTGCAACCGGTCCGACCAGACGTTAAGGACTGG

I = T S

DNMT1-202 >

DNMT1-202

TTAAGTGATCTGCCTGCCTCGGCCTTCTGAAATACTGGGATTACAGGCATGAACCACTGTGCCCAGCCCTGATTTGCCTTTTTAA

AATTCACTAGACGGACGGAGCCGGAAGACTTTATGACCCTAATGTCCGTACTTGGTGACACGGGTCGGGACTAAACGGAAAAATT

o

DNMT1-202 >

DNMT1-202

4335

4420

4505

4590

4675

4760

4845



TGCCATTTTTTAGGTGTGTCAGCAGCCTGAGTGTGGGAAATGTAAAGCCTGCAAGGACATGGTTAAATTTGGTGGCAGTGGACGG

ACGGTAAAAAATCCACACAGTCGTCGGACTCACACCCTTTACATTTCGGACGTTCCTGTACCAATTTAAACCACCGTCACCTGCC

I Y =

DNMT1-202 >
L 675 L L ., 680 L L ., 685 L L . 690 L L . 695
\ C Q Q P E C G K C K A C K D M \ K F G G S G R
----------- ENSE00003497876 :>
DNMT1-202

AGCAAGCAGGCTTGCCAAGAGCGGAGGTAGGTCAGGCCGAGTCTTCCTCCTGTGGCAGAGGACTTGCCAGCTGGTGGCAGATGCA

TCGTTCGTCCGAACGGTTCTCGCCTCCATCCAGTCCGGCTCAGAAGGAGGACACCGTCTCCTGAACGGTCGACCACCGTCTACGT

T T ——

DNMT1-202 >

L . 700, ., ., 705
S K Q A C Q E R R

ENSE00003497876

DNMT1-202
CTGTGGAGAAGGGCCTGCATGTGTGGGACAGCACCAGGATTCC 3
5058

GACACCTCTTCCCGGACGTACACACCCTGTCGTGGTCCTAAGG 5

DNMT1-202 >

4930

5015



Feature

DNMT1

/note

DNMT1-201

/note
DNMT1-202

/note
DNMT1-227

/note

DNMT1-229

/note

DNMT1-230

/note
DNMT1-231

/note

DNMT1-232

/note

DNMT1-233

/note

DNMT1-236

/note

DNMT1-237

/note

DNMT1-238

/note

DNMT1-239

/note

DNMT1-240

/note

DNMT1-241

/note
DNMT1-242

/note

DNMT1-246

/note

DNMT1-247

/note
DNMT1-251

/note
DNMT1-252

/note
DNMT1-203

/note

gene ENSG00000130816
Protein coding

primary transcript ENST00000340748

primary transcript ENST00000359526

primary transcript ENST00000592705
Nonsense mediated decay

primary transcript ENST00000676604
protein_coding_CDS_not_defined

primary transcript ENST00000676610

primary transcript ENST00000676820
Retained intron

primary transcript ENST00000676868
Retained intron

primary transcript ENST00000677013
Nonsense mediated decay

primary transcript ENST00000677250
Nonsense mediated decay

primary transcript ENST00000677616
Nonsense mediated decay

primary transcript ENST00000677634
Nonsense mediated decay

primary transcript ENST00000677685
Nonsense mediated decay

primary transcript ENST00000677783
Retained intron

primary transcript ENST00000677946

primary transcript ENST00000678024
Retained intron

primary transcript ENST00000678694
Retained intron

primary transcript ENST00000678804

primary transcript ENST00000679103

primary transcript ENST00000679313

primary transcript ENST00000585843
Retained intron

Location

1 .. 5058
1 .. 5058
1 .. 5058
1 .. 5058
1 .. 5058
1 .. 5058
1 .. 5058
1 .. 5058
1 .. 5058
1 .. 5058
1 .. 5058
1 .. 5058
1 .. 5058
1 .. 5058
1 .. 5058
1 .. 5058
1 .. 5058
1 .. 5058
1 .. 5058
1 .. 5058
1 .. 2042

Size

5058 bp

5058 bp

5058 bp

5058 bp

5058 bp

5058 bp

5058 bp

5058 bp

5058 bp

5058 bp

5058 bp

5058 bp

5058 bp

5058 bp

5058 bp

5058 bp

5058 bp

5058 bp

5058 bp

5058 bp

2042 bp

1

Type

gene

prim_transcript

prim_transcript

prim_transcript

prim_transcript

prim_transcript

prim_transcript

prim_transcript

prim_transcript

prim_transcript

prim_transcript

prim_transcript

prim_transcript

prim_transcript

prim_transcript

prim_transcript

prim_transcript

prim_transcript

prim_transcript

prim_transcript

prim_transcript



NN NN

Feature

DNMT1-201
F 6 segments

/codon_start
/note
/translation

DNMT1-202

F 6 segments

/codon_start
/note
/translation

DNMT1-230

F 6 segments

/codon_start
/note
/translation

DNMT1-241

F 6 segments

/codon_start
/note
/translation

DNMT1-247

F 6 segments

/codon_start
/note
/translation

DNMT1-251
F 6 segments

/codon_start
/note
/translation

DNMT1-252
F 6 segments
/codon_start

/note
/translation

Size 0 =
4760 bp =] —+

Location Type

197 .. 4956 CDs

837 bp

= 1
= coding sequence ENSP00000345739
= VYCKHGHLCPIDTGLIEKNIELFFSGSAKPIYDDDPSLE, GGVNGKNLGPINEWWITGFDGGEKALIGFST, SFAEYILMDPSPEYAPIFGLMQE

KIYISKIVVEFLQSNSDSTYEDLINKIE, TTVPPSGLNLNRFTEDSLLRHAQFVVEQVESYDEAGDSDEQPIFLTPCMRDLIKLAGVTLGQR,R

AQARRQTIRHSTREKDRGPTKATTTKLVYQIFDTFFAEQIEKDDREDKENAFKRRRCGVCE,VCQQPECGKCKACKDMVKFGGSGRSKQAC
QFRamino acids = 31.4 kDa
197 .. 4956 CDS

4760 bp ] ="

837 bp

= 1
= coding sequence ENSP00000352516

= VYCKHGHLCPIDTGLIEKNIELFFSGSAKPIYDDDPSLE, GGVNGKNLGPINEWWITGFDGGEKALIGFST,SFAEYILMDPSPEYAPIFGLMQE
KIYISKIVVEFLQSNSDSTYEDLINKIE, TTVPPSGLNLNRFTEDSLLRHAQFVVEQVESYDEAGDSDEQPIFLTPCMRDLIKLAGVTLGQR,,R
AQARRQTIRHSTREKDRGPTKATTTKLVYQIFDTFFAEQIEKDDREDKENAFKRRRCGVCE,VCQQPECGKCKACKDMVKFGGSGRSKQAC

QFERamino acids = 31.4 kDa

197 .. 4956 4760 bp ] —+ CDs

837 bp

= 1
= coding sequence ENSP00000504236

= VYCKHGHLCPIDTGLIEKNIELFFSGSAKPIYDDDPSLE, GGVNGKNLGPINEWWITGFDGGEKALIGFST,SFAEYILMDPSPEYAPIFGLMQE
KIYISKIVVEFLQSNSDSTYEDLINKIE, TTVPPSGLNLNRFTEDSLLRHAQFVVEQVESYDEAGDSDEQPIFLTPCMRDLIKLAGVTLGQR,,R

AQARRQTIRHSTREKDRGPTKATTTKLVYQIFDTFFAEQIEKDDREDKENAFKRRRCGVCE,VCQQPECGKCKACKDMVKFGGSGRSKQAC
QFR amino acids = 31.4 kDa
197 CDS

. 4956 4760 bp ] -+

837 bp

= 1
= coding sequence ENSP00000504202

= VYCKHGHLCPIDTGLIEKNIELFFSGSAKPIYDDDPSLE, GGVNGKNLGPINEWWITGFDGGEKALIGFST, SFAEYILMDPSPEYAPIFGLMQE
KIYISKIVVEFLQSNSDSTYEDLINKIE, TTVPPSGLNLNRFTEDSLLRHAQFVVEQVESYDEAGDSDEQPIFLTPCMRDLIKLAGVTLGQR,,R

AQARRQTIRHSTREKDRGPTKATTTKLVYQIFDTFFAEQIEKDDREDKENAFKRRRCGVCE,VCQQPECGKCKACKDMVKFGGSGRSKQAC
QFR amino acids = 31.4 kDa
197 CDSs

. 4956 4760 bp ] —+

837 bp

= 1
= coding sequence ENSP00000503853

= VYCKHGHLCPIDTGLIEKNIELFFSGSAKPIYDDDPSLE, GGVNGKNLGPINEWWITGFDGGEKALIGFST,SFAEYILMDPSPEYAPIFGLMQE
KIYISKIVVEFLQSNSDSTYEDLINKIE, TTVPPSGLNLNRFTEDSLLRHAQFVVEQVESYDEAGDSDEQPIFLTPCMRDLIKLAGVTLGQR,,R

AQARRQTIRHSTREKDRGPTKATTTKLVYQIFDTFFAEQIEKDDREDKENAFKRRRCGVCE,VCQQPECGKCKACKDMVKFGGSGRSKQAC
QFERamino acids = 31.4 kDa
197 CDS

. 4956 4760 bp ] —*

837 bp

= 1
= coding sequence ENSP00000503151

= VYCKHGHLCPIDTGLIEKNIELFFSGSAKPIYDDDPSLE, GGVNGKNLGPINEWWITGFDGGEKALIGFST, SFAEYILMDPSPEYAPIFGLMQE
KIYISKIVVEFLQSNSDSTYEDLINKIE, TTVPPSGLNLNRFTEDSLLRHAQFVVEQVESYDEAGDSDEQPIFLTPCMRDLIKLAGVTLGQR,R

AQARRQTIRHSTREKDRGPTKATTTKLVYQIFDTFFAEQIEKDDREDKENAFKRRRCGVCE,VCQQPECGKCKACKDMVKFGGSGRSKQAC
QFRamino acids = 31.4 kDa
197 CDSs

. 4956 4760 bp =] —+

837 bp

= 1
= coding sequence ENSP00000504512

= VYCKHGHLCPIDTGLIEKNIELFFSGSAKPIYDDDPSLE, GGVNGKNLGPINEWWITGFDGGEKALIGFST, SFAEYILMDPSPEYAPIFGLMQE
KIYISKIVVEFLQSNSDSTYEDLINKIE, TTVPPSGLNLNRFTEDSLLRHAQFVVEQVESYDEAGDSDEQPIFLTPCMRDLIKLAGVTLGQR,,R
AQARRQTIRHSTREKDRGPTKATTTKLVYQIFDTFFAEQIEKDDREDKENAFKRRRCGVCE,VCQQPECGKCKACKDMVKFGGSGRSKQAC

QFR amino acids = 31.4 kDa

Donor Template WT -> SNV 1624 .. 1723 100 bp ] H misc_feature
PAM 1683 .. 1685 3 bp O H misc_feature
Protospacer Sequence 1686 .. 1705 20 bp -] H misc_feature
SNV 1689 .. 1689 1 bp = H misc_feature
/note = WT =A

SNV =G



Feature

DNMT1-208

/note

DNMT1-250

/note

DNMT1-245

/note

DNMT1-207

/note

Location

1729 .. 5058
primary transcript ENST00000586799
Nonsense mediated decay

4701 .. 5058
primary transcript ENST00000679100
Retained intron

4959 .. 5058
primary transcript ENST00000678647
Retained intron

5009 .. 5058

primary transcript ENST00000586667
Retained intron

Size

3330 bp

358 bp

100 bp

50 bp

1

Type

prim_transcript

prim_transcript

prim_transcript

prim_transcript



Primer

PCR Forward

Length ) Binding Sites = Tm Date Added
25-mer 1013 .. 1037 = 58°C Nov 10, 2022

/sequence = TTAGTTATGACTGGCTCTGGAACTG
44% GC |/ 7703.1 Da
Sanger Sequencing 20-mer 1526 .. 1545 - 57°C Nov 10, 2022
/sequence = ACATTTGGGTACGGGATGAC
50% GC / 6197.1 Da
Donor Template WT -> SNV 100-mer 1624 .. 1723 Y 78°C Nov 10, 2022
/sequence = TTCCACACCTCCTCTGTTCACCCCAGCATTTGCCGAATACATTCTGATGGATCCCAGTCCCGAGTGTGCGCCCATATTTGGGCTGATG

gRNA Protospacer

/sequence

PCR Reverse

/sequence

EABGANGAAMAGEL .8 Da
20-mer 1686 .. 1705 — 57°C Nov 9, 2022

CCCAAATATGGGCGCATACT
50% GC / 6086.0 Da

25-mer 2327 .. 2351 — 57°C Nov 10, 2022

CAATTTGCTCTGCGAAGAAAGTATC
40% GC / 7665.1 Da



