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S1 Table. GUIDE-seq results for wildtype Sp.Cas9, eCas, and SpartaCas.
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Total Chr Start End StrandAlignment

1 chr2 241858782241858808-

GUCUGGGCGGUGCUACAACUGGGNGG

||||||||||||||||||||||||.|

GTCTGGGCGGTGCTACAACTGGGCTG

5 chr12 120196104120196130-

GUCUGGGCGGUGCUACAACUGGGNGG

..|||||.||||||.|||||.|||||

AACTGGGTGGTGCTCCAACTCGGTGG

chr2 163764575163764601+

GUCUGGGCGGUGCUACAACUGGGNGG

..|.|||||||.||||||||.|||||

AACGGGGCGGTACTACAACTTGGAGG

chr9 118583033118583058+

GUCUGGGCGGUGCUACAACUGGGNGG

|||| ||.||||||||||||.|||..

GTCT-GGTGGTGCTACAACTTGGTCT
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M Bidirectional
. Unidirectional

DNMT1-4

[
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386 5,565 12,645

GGAGUGAGGGAAACGGCCCCNGG
0 chr19 10133955 10133978  + (RERRRRRRRRRRRRRRRN
GGAGTGAGGGAAACGGCCC
GGAGUGAGGGAAACC
2 chr18 48006711 48006734  + [PSRRRNI

chr22 36284992 36285015  +

C GGAAACGGCCCCNGG
3 chr9 21785315 21785338 - SHEEEEEEEE et

chr3 10312615 10312638 - (ARRERRN

AGGAA

AA

chrs 82712831 82712852  + (AR

GGAGUGA!
chr11 61788406 61788429  + ERREN

GCAGTGAGGGA.

GGAGUGAGGGAA
(ARRNN
TGA

GGA.
|

GGCC
(PR
GGG

4 chr2 8581036 8581059

+

+

chrg 143805540 143805562

GGCCCCNGG
[ARRNN
CA

5 chr1 244863216 244863239 -

6 chr1 116565402 116565424 - BRRRNN \.\7 (AR
GAAGTGAGAGATA-GGCCACA.










0 chr19 1013395510133978 +

GGAGUGAGGGAAACGGCCCCNGG

|||||||||||||||||||||||

GGAGTGAGGGAAACGGCCCCAGG

2 chr18 4800671148006734 +

GGAGUGAGGGAAACGGCCCCNGG

|||.||||||||||.||||||||

GGATTGAGGGAAACTGCCCCGGG

chr22 3628499236285015 +

GGAGUGAGGGAAACGGCCCCNGG

||||.|||||||||.||||||||

GGAGGGAGGGAAACAGCCCCAGG

3 chr9 2178531521785338 -

GGAGUGAGGGAAACGGCCCCNGG

.||||||||||||.|||.|||||

AGAGTGAGGGAAATGGCACCAGG

chr3 1031261510312638 -

GGAGUGAGGGAAACGGCCCCNGG

||||.||||.|||||||.|||||

GGAGAGAGGAAAACGGCACCTGG

chr5 8271283182712852 +

GGAGUGAGGGAAACGGCCCCNGG

|| | ||||||||.|||||||||

GG-G-GAGGGAAATGGCCCCGGG

chr11 6178840661788429 +

GGAGUGAGGGAAACGGCCCCNGG

|.||||||||||.|.||||||||

GCAGTGAGGGAAGCAGCCCCGGG

4 chr2 8581036 8581059 +

GGAGUGAGGGAAACGGCCCCNGG

..|||||||.|||.|||||||||

ACAGTGAGGAAAAGGGCCCCAGG

chr8 143805540143805562+

GGAGUGAGGGAAACGGCCCCNGG

|| |.|||||.||.|||||||||

GG-GCGAGGGGAAAGGCCCCAGG

5 chr1 244863216244863239-

GGAGUGAGGGAAACGGCCCCNGG

||.|.|||||.|..|||||||||

GGGGGGAGGGGAGAGGCCCCAGG

6 chr1 116565402116565424-

GGAGUGAGGGAAACGGCCCCNGG

|.||||||.||.| ||||.||.|

GAAGTGAGAGATA-GGCCACAAG

17,282 25,235 26,780
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Selection

Mismatch
Total

0

Chr Start

chr6 43770818

chr9 100837360

chrb 6714989

chr11 31795928

chr15 32993899

chr12 31659398

chr2 169716824

241275175
chr6 26470378
chr9 27338859
chr19 5064990

13011357

45448781

chr3 13145796

140679942

chr1 939940

11654471

154580173

chr4 1494514

chr7 95690358

chr10 132143134

chr11 374660

End

43770841

100837382

6715011

31795951

32993922

31659421

169716846

241275197

26470401

27338882

5065014

13011380

45448802

13145818

140679964

939963

11654494

154580197

1494536

95690381

132143156

374682

Strand

Alignment
GACCCCCUCCACCCCGCCUCNGG
FEEETTErrrrrr e
GACCCCCTCCACCCCGCCTCCGG
GACCCCCUCCACCCCGCCUCNGG
SEEEEEr rrrr e
CACCCCC-CCACCCCGCCTCAGG
GACCCCCUCCACCCCGCCUCNGG
S Prrrrr e e
TA-CCCCTCCACCCCGCCTCCGG
GACCCCCUCCACCCCGCCUCNGG
[ew LT EEEEErrrr e
GGGCCCCTCCACCCCGCCTCTGG
GACCCCCUCCACCCCGCCUCNGG
FEEETTEa e
GACCCCCCCCACCCCGCCCCCGG
GACCCCCUCCACCCCGCCUCNGG
[Lole e PR r e
GATCGACTCCACCCCGCCTCTGG
GACCCCCUCCACCCCGCCUCNGG
SEEErrr rrrrrrr e
CACCCCC-CCACCCCGCCCCAGG
GACCCCCUCCACCCCGCCUCNGG
o EEEE T rr e
TTCCCCC-CCACCCCGCCTCAGG
GACCCCCUCCACCCCGCCUCNGG
FEETTTEa et
GACCCCCCCCACCCCACCCCAGG
GACCCCCUCCACCCCGCCUCNGG
LR bt
GACCCCTCCCACCCCGACTCCGG
GACCCCCUCCACC-CCGCCUCNGG
FEEEETEa et Frrrrrrrrd
GACCCCCACCTCCTCCGCCTCGGG
GACCCCCUCCACCCCGCCUCNGG
ol Tttt
GCCCCCCACCACCCCACCTCGGG
GACCCCCUCCACCCCGCCUCNGG
FEEEEE P
GACCCC--CCACCCCGCCCCAGG
GACCCCCUCCACCCCGCCUCNGG
FEEEEEE Frerrrrrrrarrnd
GACCCCC-CCCCCCCGCCCCCGG
GACCCCCUCCACCCCGCCUCNGG
SEEEErr rrrrrrr et
AACCCCC-CCACCCCGCTTCAGG
GACCCCCUCCACCCCGCCUCNGG
FEEET e P Errrr et
GACCCTGTCCACCCCACCTCAGG
GACCCCCUCCACCCCGCCUCNGG
R RN
GACCCGCCCCGCCCCGCCTCTGG
GACCCCCUCCA-CCCCGCCUCNGG
SEEErrrer el
AACCCCCGCCATCCCCGCCTCAGG
GACCCCCUCCACCCCGCCUCNGG
Lol el
GGCCCCC-ACACCCCGCCTCAGG
GACCCCCUC-CACCCCGCCUCNGG
LT T bl
GA-CCCCTCACACCCCGCCCCTGG
GACCCCCUCCACCCCGCCUCNGG
et
G-CCCCCCCCACCCCGACTCAGG
GACCCCCUCCACCCCGCCUCNGG
ol bttt
GGCCCCC-CCGCCCCGCCTCAGG
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0 chr6 43770818 43770841 -

GACCCCCUCCACCCCGCCUCNGG

|||||||||||||||||||||||

GACCCCCTCCACCCCGCCTCCGG

2 chr9 100837360100837382 -

GACCCCCUCCACCCCGCCUCNGG

.|||||| |||||||||||||||

CACCCCC-CCACCCCGCCTCAGG

chr5 6714989 6715011 +

GACCCCCUCCACCCCGCCUCNGG

.| ||||||||||||||||||||

TA-CCCCTCCACCCCGCCTCCGG

chr11 31795928 31795951 -

GACCCCCUCCACCCCGCCUCNGG

|..||||||||||||||||||||

GGGCCCCTCCACCCCGCCTCTGG

chr15 32993899 32993922 -

GACCCCCUCCACCCCGCCUCNGG

|||||||.||||||||||.||||

GACCCCCCCCACCCCGCCCCCGG

3 chr12 31659398 31659421 +

GACCCCCUCCACCCCGCCUCNGG

||.|..|||||||||||||||||

GATCGACTCCACCCCGCCTCTGG

chr2 169716824169716846 +

GACCCCCUCCACCCCGCCUCNGG

.|||||| ||||||||||.||||

CACCCCC-CCACCCCGCCCCAGG

241275175241275197 +

GACCCCCUCCACCCCGCCUCNGG

..||||| |||||||||||||||

TTCCCCC-CCACCCCGCCTCAGG

chr6 26470378 26470401 +

GACCCCCUCCACCCCGCCUCNGG

|||||||.|||||||.||.||||

GACCCCCCCCACCCCACCCCAGG

chr9 27338859 27338882 +

GACCCCCUCCACCCCGCCUCNGG

||||||..||||||||.||||||

GACCCCTCCCACCCCGACTCCGG

chr19 5064990 5065014 +

GACCCCCUCCACC-CCGCCUCNGG

|||||||.||.|| ||||||||||

GACCCCCACCTCCTCCGCCTCGGG

13011357 13011380 +

GACCCCCUCCACCCCGCCUCNGG

|.|||||.|||||||.|||||||

GCCCCCCACCACCCCACCTCGGG

45448781 45448802 +

GACCCCCUCCACCCCGCCUCNGG

||||||  ||||||||||.||||

GACCCC--CCACCCCGCCCCAGG

chr3 13145796 13145818 -

GACCCCCUCCACCCCGCCUCNGG

||||||| ||.|||||||.||||

GACCCCC-CCCCCCCGCCCCCGG

140679942140679964 +

GACCCCCUCCACCCCGCCUCNGG

.|||||| |||||||||.|||||

AACCCCC-CCACCCCGCTTCAGG

chr1 939940 939963 +

GACCCCCUCCACCCCGCCUCNGG

|||||..||||||||.|||||||

GACCCTGTCCACCCCACCTCAGG

11654471 11654494 +

GACCCCCUCCACCCCGCCUCNGG

|||||.|.||.||||||||||||

GACCCGCCCCGCCCCGCCTCTGG

154580173154580197 -

GACCCCCUCCA-CCCCGCCUCNGG

.||||||.||| ||||||||||||

AACCCCCGCCATCCCCGCCTCAGG

chr4 1494514 1494536 +

GACCCCCUCCACCCCGCCUCNGG

|.||||| .||||||||||||||

GGCCCCC-ACACCCCGCCTCAGG

chr7 95690358 95690381 -

GACCCCCUC-CACCCCGCCUCNGG

|| |||||| |||||||||.||||

GA-CCCCTCACACCCCGCCCCTGG

chr10 132143134132143156 -

GACCCCCUCCACCCCGCCUCNGG

| |||||.||||||||.||||||

G-CCCCCCCCACCCCGACTCAGG

chr11 374660 374682 -

GACCCCCUCCACCCCGCCUCNGG

|.||||| ||.||||||||||||

GGCCCCC-CCGCCCCGCCTCAGG

63623611 63623634 - GACCCCCUCCACCCCGCCUCNGG

|||.||.|||||||||.||||||

GACACCTTCCACCCCGTCTCTGG

4,173 15,779 7,377

1,850 10,339 4,640

6,161 1,738 12,241

1,147 511 2,183

397 5,436 989

116

75 70 13

3,102 6,000 9,694
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Mismatch

Total
3

Chr
chr11

chr16

chr17

chr18

chr20

chrX

chr12

chr2

chré

chr9

chr19

chr13

Start

63623611

56929510

4455450

41888497

57663161

23779588

10933306

129906648

150764040

132710547

12604632

128486621

43369581

33202609

123375895

128944296

137368986

1028244

4173634

14032156

42302642

99894728

End

63623634

56929532

4455473

41888519

57663182

23779611

10933328

129906670

150764061

132710568

12604655

128486646

43369604

33202632

123375918

128944318

137369009

1028268

4173657

14032179

42302665

99894751

Strand

Alignment

GACCCCCUCCACCCCGCCUCNGG
EEet e et
GACACCTTCCACCCCGTCTCTGG
GACCCCCUCCACCCCGCCUCNGG
ettt
G-CCCCCCCCACCCCACCTCTGG
GACCCCCUCCACCCCGCCUCNGG
SHEEEEr e brr e
TACCCCCCACACCCCGCCTCTGG
GACCCCCUCCACCCCGCCUCNGG
Ll ea b bt
G-CCCCTCCCACCCCGCCTCTGG
GACCCCCUCCACCCCGCCUCNGG
T
G--CCCCTCCACCCCGCCACTGG
GACCCCCUCCACCCCGCCUCNGG
ol b ea b brrr el
GCCCCCACCCACCCCGCCTCTGG
GACCCCCUCCACCCCGCCUCNGG
SEEEErr rrrrrrr e
CACCCCC-CCACCCCGCCCCTGG
GACCCCCUCCACCCCGCCUCNGG
N R R
G-CCCCCCCCACCCCGCCCCCGG
GACCCCCUCCACCCCGCCUCNGG
et
G-CCCCC-CCACCCCGCCACTGG
GACCCCCUCCACCCCGCCUCNGG
e R e
G--CCCCTGCACCCAGCCTCCGG
GACCCCCUCCACCCCGCCUCNGG
FEEele b bt
GACACACCCCACCCCACCTCAGG

GA--CCCCCUCCACCCCGCCUCNGG

[F P rrrre e
GACCCCCCCCCCACCCCGCCCCCGG

GACCCCCUCCACCCCGCCUCNGG
R R
GACACACCCCCCCCCGCCTCCGG
GACCCCCUCCACCCCGCCUCNGG
ol be e b be thrrr et
GTCCCCTCCCTCCCCGCCTCTGG
GACCCCCUCCACCCCGCCUCNGG
bttt
CACTCCCCCCACCCCGCCCCAGG
GACCCCCUCCACCCCGCCUCNGG
et
G-CCAACCCCACCCCGCCTCTGG
GACCCCCUCCACCCCGCCUCNGG
ettt
AAGCCCCCCCACCCCGCCCCGGG
GACCCC-CUCCACCCCGCCUCNGG
ST e e e
CACCCCACCCCACCCCGTCTCCGG
GACCCCCUCCACCCCGCCUCNGG
co bl
CTCTCCCCCCACCCCGCCTCTGG
GACCCCCUCCACCCCGCCUCNGG
N AR R
GAGCTCCCCCACCCCGCCCCGGG
GACCCCCUCCACCCCGCCUCNGG
ce PRt
TTCTCCCTCCTCCCCGCCTCGGG
GACCCCCUCCACCCCGCCUCNGG
el PRttt
CCCCCCCCCCCCCCCGCCTCAGG
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SNA30825
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3 chr11 374660 374682 - GACCCCCUCCACCCCGCCUCNGG |.||||| ||.||||||||||||

GGCCCCC-CCGCCCCGCCTCAGG

63623611 63623634 -

GACCCCCUCCACCCCGCCUCNGG

|||.||.|||||||||.||||||

GACACCTTCCACCCCGTCTCTGG

chr16 56929510 56929532 -

GACCCCCUCCACCCCGCCUCNGG

| |||||.|||||||.|||||||

G-CCCCCCCCACCCCACCTCTGG

chr17 4455450 4455473 -

GACCCCCUCCACCCCGCCUCNGG

.||||||..||||||||||||||

TACCCCCCACACCCCGCCTCTGG

41888497 41888519 -

GACCCCCUCCACCCCGCCUCNGG

| ||||..|||||||||||||||

G-CCCCTCCCACCCCGCCTCTGG

57663161 57663182 -

GACCCCCUCCACCCCGCCUCNGG

|  |||||||||||||||.||||

G--CCCCTCCACCCCGCCACTGG

chr18 23779588 23779611 -

GACCCCCUCCACCCCGCCUCNGG

|.||||..|||||||||||||||

GCCCCCACCCACCCCGCCTCTGG

chr20 10933306 10933328 -

GACCCCCUCCACCCCGCCUCNGG

.|||||| ||||||||||.||||

CACCCCC-CCACCCCGCCCCTGG

chrX 129906648129906670 +

GACCCCCUCCACCCCGCCUCNGG

| |||||.||||||||||.||||

G-CCCCCCCCACCCCGCCCCCGG

150764040150764061 +

GACCCCCUCCACCCCGCCUCNGG

| ||||| ||||||||||.||||

G-CCCCC-CCACCCCGCCACTGG

4 chr12 132710547132710568 +

GACCCCCUCCACCCCGCCUCNGG

|  |||||.|||||.||||||||

G--CCCCTGCACCCAGCCTCCGG

chr2 12604632 12604655 +

GACCCCCUCCACCCCGCCUCNGG

|||.|.|.|||||||.|||||||

GACACACCCCACCCCACCTCAGG

128486621128486646 -

GA--CCCCCUCCACCCCGCCUCNGG

||  |||||.||||||||||.||||

GACCCCCCCCCCACCCCGCCCCCGG

chr6 43369581 43369604 +

GACCCCCUCCACCCCGCCUCNGG

|||.|.|.||.||||||||||||

GACACACCCCCCCCCGCCTCCGG

chr9 33202609 33202632 +

GACCCCCUCCACCCCGCCUCNGG

|.||||..||.||||||||||||

GTCCCCTCCCTCCCCGCCTCTGG

123375895123375918 -

GACCCCCUCCACCCCGCCUCNGG

.||.|||.||||||||||.||||

CACTCCCCCCACCCCGCCCCAGG

128944296128944318 -

GACCCCCUCCACCCCGCCUCNGG

| ||..|.|||||||||||||||

G-CCAACCCCACCCCGCCTCTGG

137368986137369009 -

GACCCCCUCCACCCCGCCUCNGG

.|.||||.||||||||||.||||

AAGCCCCCCCACCCCGCCCCGGG

chr19 1028244 1028268 -

GACCCC-CUCCACCCCGCCUCNGG

.||||| |.||||||||.||||||

CACCCCACCCCACCCCGTCTCCGG

4173634 4173657 -

GACCCCCUCCACCCCGCCUCNGG

..|.|||.|||||||||||||||

CTCTCCCCCCACCCCGCCTCTGG

14032156 14032179 -

GACCCCCUCCACCCCGCCUCNGG

||.|.||.||||||||||.||||

GAGCTCCCCCACCCCGCCCCGGG

42302642 42302665 -

GACCCCCUCCACCCCGCCUCNGG

..|.||||||.||||||||||||

TTCTCCCTCCTCCCCGCCTCGGG

chr13 99894728 99894751 -

GACCCCCUCCACCCCGCCUCNGG

..|||||.||.||||||||||||

CCCCCCCCCCCCCCCGCCTCAGG

chr3 195762332195762355 + GACCCCCUCCACCCCGCCUCNGG

.|||.||.||||||||||.||||

CACCACCCCCACCCCGCCCCTGG

309

811 1,477 2,287

819 1,959 2,754

772 4,338 132

71 83

1,007 3,888 70

24

42 166 177

177 524 160

117

286 73

53 149 313

14 32

42

126 960 38

39 16

23 56 148

76

1,175 3,079

285 1,403

76 57

1,040 1,326 2,505
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Selection

Mismatch
Total Chr
4

chr3

chr1

chr4

chrb

chr7

chr8

chr10

chr11

Start

195762332

9689817

26306817

26696329

50976513

178769585

8840184

38535989

133524668

139648654

156894113

179908000

180161284

105293493

131106799

9906716

18184030

143740774

70778446

114534490

133336424

2665012

End

195762355

9689840

26306839

26696353

50976536

178769608

8840205

38536012

133524690

139648677

156894136

179908023

180161307

105293514

131106823

9906737

18184055

143740797

70778467

114534513

133336449

2665033

Strand

REQ683-001

SNA30830
SNA30835

Alignment
GACCCCCUCCACCCCGCCUCNGG
SHEEe ettt
CACCACCCCCACCCCGCCCCTGG
GACCCCCUCCACCCCGCCUCNGG
e R
GACCCTGCCCACCCCGCCCCAGG
GACCCCCUCCACCCCGCCUCNGG
o lErrrerrrrrrrrrr e
CCCCCCCCCCACCCCGCC-CCGG
GACCCCCU-CCACCCCGCCUCNGG
PR EEr rrrrrr e
CCCCCCCTCCCACCCCGCCCCGGG
GACCCCCUCCACCCCGCCUCNGG
RN RN
GACCCCTCCCTCCCCACCTCAGG
GACCCCCUCCACCCCGCCUCNGG
N R R
GGCCCTCTCCACTCCACCTCAGG
GACCCCCUCCACCCCGCCUCNGG
SEErrr et
TACCCC--CCACCCCGCCCCGGG
GACCCCCUCCACCCCGCCUCNGG
N R
CTCCCCACCCACCCCGCCTCAGG
GACCCCCUCCACCCCGCCUCNGG
e N R R
G-CACCCCCCACCCCGCCCCTGG
GACCCCCUCCACCCCGCCUCNGG
e N N 5
CTCCCCCCCCTCCCCGCCTCGGG
GACCCCCUCCACCCCGCCUCNGG
FEETET ettt

59

Iiiiil
GACCCCACCTACCCCACCTCAGG
GACCCCCUCCACCCC-GCCUCNGG
Frrrrrrrea e el 1
G-CCCCCTCAGCCCCGGCCTCGGG
GACCCCCUCCACCCCGCCUCNGG
FEE Tt b | Iliil
GACTCCCTCCGCCCCGCTTCCAG
GACCCCCUCCACCCCGCCUCNGG
SEEEEr e 558
CACCCC--CCACCCCGCCCCGGG
GACCCCCUCCACCCCGCC-UCNGG
ol te ettt IIHHI
GGCCCCACCCACCCCGCCTTCTGG

GACCCCCUCCACCCCGCCUCNGG

bt rrrrrrrrrrr
G-CCTCCCCCACCCCGCCT-GGG

w

B
~

GA--CCCCCUCCACCCCGCCUCNGG
183
GACCCCCCCACCACCCCGCCCCGGG
GACCCCCUCCACCCCGCCUCNGG
oot ra e 0
GACCCCCUCCACCCCGCCUCNGG

N RN
GTCCCC—--CCACCCCACCTCTGG

e R 5
CCCCACCCCCACCCCGCCTCAGG
GACCCCCU--CCACCCCGCCUCNGG
GTCGCCCTCCCCACCCCGCCTCCGG
GACCCCCUCCACCCCGCCUCNGG

SPErrr et 346

N N R R

82
GTACCCCACCACCCCGCCCCAGG

IIHII

GACCCCCUCCACCCCGCCUCNGG

354
ottt et
CACCCC--CCACCCCACCTCTGG

Read Type
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Total Chr Start End Strand Alignment
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4 chr13 99894728 99894751 - GACCCCCUCCACCCCGCCUCNGG ..|||||.||.||||||||||||

CCCCCCCCCCCCCCCGCCTCAGG

chr3 195762332195762355 +

GACCCCCUCCACCCCGCCUCNGG

.|||.||.||||||||||.||||

CACCACCCCCACCCCGCCCCTGG

chr1 9689817 9689840 -

GACCCCCUCCACCCCGCCUCNGG

|||||...||||||||||.||||

GACCCTGCCCACCCCGCCCCAGG

26306817 26306839 -

GACCCCCUCCACCCCGCCUCNGG

..|||||.|||||||||| ||||

CCCCCCCCCCACCCCGCC-CCGG

26696329 26696353 -

GACCCCCU-CCACCCCGCCUCNGG

..|||||| ||||||||||.||||

CCCCCCCTCCCACCCCGCCCCGGG

50976513 50976536 -

GACCCCCUCCACCCCGCCUCNGG

||||||..||.||||.|||||||

GACCCCTCCCTCCCCACCTCAGG

178769585178769608 -

GACCCCCUCCACCCCGCCUCNGG

|.|||.||||||.||.|||||||

GGCCCTCTCCACTCCACCTCAGG

chr4 8840184 8840205 -

GACCCCCUCCACCCCGCCUCNGG

.|||||  ||||||||||.||||

TACCCC--CCACCCCGCCCCGGG

38535989 38536012 +

GACCCCCUCCACCCCGCCUCNGG

..||||..|||||||||||||||

CTCCCCACCCACCCCGCCTCAGG

chr5 133524668133524690 +

GACCCCCUCCACCCCGCCUCNGG

| |.|||.||||||||||.||||

G-CACCCCCCACCCCGCCCCTGG

139648654139648677 +

GACCCCCUCCACCCCGCCUCNGG

..|||||.||.||||||||||||

CTCCCCCCCCTCCCCGCCTCGGG

156894113156894136 +

GACCCCCUCCACCCCGCCUCNGG

||||||..|.|||||.|||||||

GACCCCACCTACCCCACCTCAGG

179908000179908023 +

GACCCCCUCCACCCC-GCCUCNGG

| |||||||..|||| ||||||||

G-CCCCCTCAGCCCCGGCCTCGGG

180161284180161307 +

GACCCCCUCCACCCCGCCUCNGG

|||.||||||.||||||.|||.|

GACTCCCTCCGCCCCGCTTCCAG

chr7 105293493105293514 +

GACCCCCUCCACCCCGCCUCNGG

.|||||  ||||||||||.||||

CACCCC--CCACCCCGCCCCGGG

131106799131106823 +

GACCCCCUCCACCCCGCC-UCNGG

|.||||..|||||||||| |||||

GGCCCCACCCACCCCGCCTTCTGG

chr8 9906716 9906737 +

GACCCCCUCCACCCCGCCUCNGG

| ||.||.||||||||||| |||

G-CCTCCCCCACCCCGCCT-GGG

18184030 18184055 -

GA--CCCCCUCCACCCCGCCUCNGG

||  |||||.||||||||||.||||

GACCCCCCCACCACCCCGCCCCGGG

143740774143740797 +

GACCCCCUCCACCCCGCCUCNGG

|..||||.||||||||||.||||

GTACCCCACCACCCCGCCCCAGG

chr10 70778446 70778467 +

GACCCCCUCCACCCCGCCUCNGG

|.||||  |||||||.|||||||

GTCCCC--CCACCCCACCTCTGG

114534490114534513 -

GACCCCCUCCACCCCGCCUCNGG

..||.||.|||||||||||||||

CCCCACCCCCACCCCGCCTCAGG

133336424133336449 +

GACCCCCU--CCACCCCGCCUCNGG

|.|.||||  |||||||||||||||

GTCGCCCTCCCCACCCCGCCTCCGG

chr11 2665012 2665033 -

GACCCCCUCCACCCCGCCUCNGG

.|||||  |||||||.|||||||

CACCCC--CCACCCCACCTCTGG

12287370 12287393 + GACCCCCUCCACCCCGCCUCNGG

..|||||||||||||.||.||||

ATCCCCCTCCACCCCACCCCTGG

42 98

1 2

70

1 13

63 30

47 8

25 401

823 2,511 42

99 59 72

130 559 7

185

60 1

10

558

107

6

183 1

820

24 68

66 354

941 1,993 21

346
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Selection

Mismatch
Total Chr
4 chr11

chr14

chr17

chr20

chr22

chrX

5 chr12

chr2

chré

chr9

chr19

chr13

chr3

Start

12287370

65712291

72237743

76784738

89936960

17051531

60327491

81923260

63944457

47115342

50446356

1453438

68433936

25872155

76084020

24634705

2737969

126124203

1494312

51412258

26052085

15702815

End

12287393

65712314

72237766

76784761

89936983

17051554

60327513

81923283

63944478

47115365

50446379

1453461

68433959

25872178

76084043

24634730

2737993

126124228

1494337

51412281

26052110

15702838

Strand

+

+

+

+

Alignment
GACCCCCUCCACCCCGCCUCNGG
PP rr et
ATCCCCCTCCACCCCACCCCTGG
GACCCCCUCCACCCCGCCUCNGG
N e
GGCTCCCTCCGCCCCGCCCCGGG
GACCCCCUCCACCCCGCCUCNGG
I R R R
GCTTCCCTCCACCCCGCATCCGG
GACCCCCUCCACCCCGCCUCNGG
SR e R N
CACCCCCCCCCCCCCACCTCCGG
GACCCCCUCCACCCCGCCUCNGG
el b e PRl
GTCCCCTCCCACCCCGCCTCCAG
GACCCCCUCCACCCCGCCUCNGG
ol EEEerrrr et
CTCCCCCGCCACCCCGCCCCAGG
GACCCCCUCCACCCCGCCUCNGG
R
G-CCCACCCCACCCCACCTCAGG
GACCCCCUCCACCCCGCCUCNGG
TPt e
CACCCCCCCCCCCCCGCCCCCGG
GACCCCCUCCACCCCGCCUCNGG
ettt
G-CCCCC-CCATCCCGCCCCAGG
GACCCCCUCCACCCCGCCUCNGG
Lol Tttt
GCCCCCCACCACCCCACCCCCGG
GACCCCCUCCACCCCGCCUCNGG
e RN
CCCCCCCCCCCCCCCGCCTCCGG
GACCCCCUCCACCCCGCCUCNGG
ol bbb e
GCCCCTCCCCACCCCGCCTGCGG
GAC-CCCCUCCACCCCGCCUCNGG
e R
GTCTCCCCACCACCCCGCCT-GGG
GACCCCCUCCACCCCGCCUCNGG
S R R R
CATTCCCCCCACCCCACCTCAGG
GACCCCCUCCACCCCGCCUCNGG
N N N RN
CCCCGCCCCCTCCCCGCCTCGGG
GA--CCCCCUCCACCCCGCCUCNGG
e RN
GAACCCCCCCCCCCCCCGCCCCCGG
GACCCCCUCCAC-CCCGCCUCNGG
SR e R R
CACCCCCCCCCCACCCGCCCCCGG
GA--CCCCCUCCACCCCGCCUCNGG
N e R RN
GACCCCCCCCCCCCCCCGCCCCAGG
GACC--CCCUCCACCCCGCCUCNGG
N R
GCCCTGCCCCCCACCCCGCCCCAGG
GACCCCCUCCACCCCGCCUCNGG
N R R N R RN
AACACCCCCCACCCCACCCCGGG
GACCCCCUCCA-CCCCG-CCUCNGG
R N R
GCTCCCCCCCACCCCCGACCTCAGG
GACCCCCUCCACCCCGCCUCNGG
e RN N R RN
ACCCCCCACCACCCCACCCCTGG

REQ683-001

SNA30825
SNA30835

420
IIIHIII
II%!I
II%iI

3,892 356 1,298

IIIHII

Ilill
AN

Iii%il

IIIII

Ilill

2,300 67 265

II%!I

1
5
9

Read Type

B Unidirectional
M Bidirectional









Mismatch

Total Chr Start End Strand Alignment

REQ683-001

S

N

A

3

0

8

2

5

S

N

A

3

0

8

3

0

S

N

A

3

0

8

3

5

4 chr11 2665012 2665033 - GACCCCCUCCACCCCGCCUCNGG .|||||  |||||||.|||||||

CACCCC--CCACCCCACCTCTGG

12287370 12287393 +

GACCCCCUCCACCCCGCCUCNGG

..|||||||||||||.||.||||

ATCCCCCTCCACCCCACCCCTGG

65712291 65712314 -

GACCCCCUCCACCCCGCCUCNGG

|.|.||||||.|||||||.||||

GGCTCCCTCCGCCCCGCCCCGGG

72237743 72237766 +

GACCCCCUCCACCCCGCCUCNGG

|...|||||||||||||.|||||

GCTTCCCTCCACCCCGCATCCGG

76784738 76784761 -

GACCCCCUCCACCCCGCCUCNGG

.||||||.||.||||.|||||||

CACCCCCCCCCCCCCACCTCCGG

chr14 89936960 89936983 +

GACCCCCUCCACCCCGCCUCNGG

|.||||..|||||||||||||.|

GTCCCCTCCCACCCCGCCTCCAG

chr17 17051531 17051554 -

GACCCCCUCCACCCCGCCUCNGG

..|||||.||||||||||.||||

CTCCCCCGCCACCCCGCCCCAGG

60327491 60327513 +

GACCCCCUCCACCCCGCCUCNGG

| |||.|.|||||||.|||||||

G-CCCACCCCACCCCACCTCAGG

81923260 81923283 +

GACCCCCUCCACCCCGCCUCNGG

.||||||.||.|||||||.||||

CACCCCCCCCCCCCCGCCCCCGG

chr20 63944457 63944478 -

GACCCCCUCCACCCCGCCUCNGG

| ||||| |||.||||||.||||

G-CCCCC-CCATCCCGCCCCAGG

chr22 47115342 47115365 +

GACCCCCUCCACCCCGCCUCNGG

|.|||||.|||||||.||.||||

GCCCCCCACCACCCCACCCCCGG

50446356 50446379 +

GACCCCCUCCACCCCGCCUCNGG

..|||||.||.||||||||||||

CCCCCCCCCCCCCCCGCCTCCGG

chrX 1453438 1453461 +

GACCCCCUCCACCCCGCCUCNGG

|.|||.|.|||||||||||.|||

GCCCCTCCCCACCCCGCCTGCGG

68433936 68433959 +

GAC-CCCCUCCACCCCGCCUCNGG

|.| ||||.||||||||||| |||

GTCTCCCCACCACCCCGCCT-GGG

5 chr12 25872155 25872178 -

GACCCCCUCCACCCCGCCUCNGG

.|..|||.|||||||.|||||||

CATTCCCCCCACCCCACCTCAGG

76084020 76084043 +

GACCCCCUCCACCCCGCCUCNGG

..||.||.||.||||||||||||

CCCCGCCCCCTCCCCGCCTCGGG

chr2 24634705 24634730 +

GA--CCCCCUCCACCCCGCCUCNGG

||  |||||.||.|||||||.||||

GAACCCCCCCCCCCCCCGCCCCCGG

chr6 2737969 2737993 -

GACCCCCUCCAC-CCCGCCUCNGG

.||||||.||.| ||||||.||||

CACCCCCCCCCCACCCGCCCCCGG

chr9 126124203126124228 +

GA--CCCCCUCCACCCCGCCUCNGG

||  |||||.||.|||||||.||||

GACCCCCCCCCCCCCCCGCCCCAGG

chr19 1494312 1494337 +

GACC--CCCUCCACCCCGCCUCNGG

|.||  |||.||||||||||.||||

GCCCTGCCCCCCACCCCGCCCCAGG

51412258 51412281 -

GACCCCCUCCACCCCGCCUCNGG

.||.|||.|||||||.||.||||

AACACCCCCCACCCCACCCCGGG

chr13 26052085 26052110 +

GACCCCCUCCA-CCCCG-CCUCNGG

|..||||.||| ||||| |||||||

GCTCCCCCCCACCCCCGACCTCAGG

chr3 15702815 15702838 +

GACCCCCUCCACCCCGCCUCNGG

..|||||.|||||||.||.||||

ACCCCCCACCACCCCACCCCTGG

38099767 38099792 - GACCC--CCUCCACCCCGCCUCNGG

|.|||  ||.||||||||||.||||

GCCCCCACCCCCACCCCGCCCCCGG

122 77

274

1,586 7

164 27

163 32

420 163 58

14 81

29

98 73

26

1,298 356 3,892

20 10

67

322 37 128

61

244 49 211

120 155

204 9

45

59

265 2,300 67

85
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