chrl:12,725,226-12,725,825

|||||?||||||||- o |

p36.23 p36.12 p34.3 p33 p3z.1 p3l.l p22.2 p2ll pl3.l qlZ gZ2l.1 q2Z q24.1 q25.2 q3L2 q32.2 qd4l  q42.2 qd4
-~ 601 hp ot

12725300 bp 12,725,400 bp 12,725,500 bp 12725600 bp 12,725,700 bp 127252800 bp
| | | | | | I | I

[0-12]

SL_0015_LM_44 rmut.bam Cowvers

SL_0015_LM_44 rut.bam T

Sequence m R T E T g T T O S T M I O T e A O T T e E T E e N e S N

Refseq Genes

AADACLE



chr2:69,465,960-69,466,559

- T
pz5.1 pz241  p223 p2Zl  ple.l pls.s pll.Z gll.2z ql3 gld.2z qZl.? q22.3 g2+l g3L.1 g32.1 q33.1 q34 q36.1 Q372
- 601 bp -
£3,466,000 bp £9,466,100 bp £3,466, 200 bp £9,466, 300 bp £3,466,400 bp £9,466,500 bp
| | | | | | | |

SL_0004_RN_61_mut bam Cowe | 014
rage
SL_0004_RM_E1_rmut.bam %
Sequence w0 T U N i T S s i S M N gy T H g i e E I E T T T U MM S O

e
AAEL

Refseq Genes



chr17:69,312,971-69,313,570

e ~anll]l = | I [ I B N [

pl3.2 pl3.1 pl2 pllZ plll qll.Z qlz q2l1.1 qZl.31 qZ1.33 q22 q23.1 q23.3 q24.2 a25.1 a25.3
- 601 bp -
£5,512,000 bp £9,515,100 bp £9,512,200 bp £9,212,200 bp £9,512,400 bp £9,512,500 bp
| | | | | | | |
SL_0001_RM_15_mut bam Cowe, 1800
rage
SL_0001_RM_15 mut.bam -

Sequence O T U T N N S T | U e e

Refseq Genes
ABCAS



chr17:69,312,971-69,313,570

e ~anll]l = | I [ I B N [

pl3.2 pl3.1 pl2 pllZ plll qll.Z qlz q2l1.1 qZl.31 qZ1.33 q22 q23.1 q23.3 q24.2 a25.1 a25.3
- 601 bp -
£5,512,000 bp £9,515,100 bp £9,512,200 bp £9,212,200 bp £9,512,400 bp £9,512,500 bp
| | | | | | | |
SL_0017_RM_15_mut bam Cowe, 1800
rage
SL_0017_RM_15_rut.bam i

Sequence O T U T N N S T | U e e

Refseq Genes
ABCAS



chrl0:99,795,922-99,799,521

|1 | e | [ |

I | _:-:-:-gl:_:-
q2l.3 q22.2 q22.1 q23.32 q24. q25.1 q25.2

p1s.1 pl3 plz.31 pll.z3  plll gll.zZ qzl.1 q26.13 qZ6.3

- 601 bp -
59,793,000 bp 59,793,100 bp 59,793,200 bp 59,793,300 bp 599,753,400 bp 599,793,500 bp
| | | | | | | |

SL_0007_RMN_2_mut.bam Cover | 011

age

SL_0007_RM_Z_rmut bam I

Sequence me RGN E R T S T U ] E s s s i I S U O M N E R A T U a T M Ay m I MU

Refseq Genes

ABCTZ



chrl6:16,214,064-16,214,663

[ s N s I s N | o -l [ T T 2 [ s 1
pl3.3  pl3.Z2 pl3.1Z = plz.3 plz.1  pllLZ pll.1l qll.zZ qlz.1 qlz.2 qz1 qz2.1 qZ2.3 q23.2 qz4.1
- 601 bp -
16,214,100 bp 16,214, 200 bp 16,214,300 bp 16,214,400 bp 16,214,500 bp 16,214,600 bp
| | | | | | | |
SL_0004_RN_24_mut bam Cowe | 012
rage
|
|
SL_0004_RM_24_mut.bam I
|
Sequence mme RN RN TSmO EEH Ty s U ey g S s E e e s S g F S U e S U T eI

Refseq Genes
ABCCE



chrl17:75,945,600-75,946,199

[ T e -l = 2 ] [ [ [ ! I
pl3.2 pl3.1 pl2 pllZ plll qll.Z qlz q2l1.1 qZl.31 qZ1.33 q22 gq23.1 q23.3 q24.2 az5. a25.3
- 601 bp -
75,945,700 bp 75,945,200 bp 75,945,900 bp 75,946,000 bp 75,946,100 bp 75,946
| | | | | |

SL_0004_RN_66_mut bam Cowe | 017
rage
SL_0004 RM_B&_rmut.bam I
Sequence m RN e i S N s I S U U S EEV W s O A S S i E U

v
Refseq Genes

AIZOX1



chrl17:75,945,600-75,946,199

e -l = 2 ] [ [ [ ! I
pl3.Zz pls.1 pl2 pllZ pll.l qll.? qlz gqzl.1 gqZL31 qZ1.33 q22 q23.1 q23.3 Q4.2 az5. az5.3
- 601 bp -
75,545, 700 bp 75,5945, 500 bp 75,545,900 bp 75,546,000 bp 75,546,100 bp 75,946
| | | | | |

SL_0004_RN_15 mut bam Cowe, 1800
rage
SL_0004 RM_15 mut.bam i
Sequence m RN e i S N s I S U U S EEV W s O A S S i E U

AIZOX1

Refseq Genes



chrl17:75,945,600-75,946,199

e -l = 2 ] [ [ [ I N Y ! i
pl3.Zz pls.1 pl2 pllZ pll.l qll.? qlz gqzl.1 gqZL31 qZ1.33 q22 q23.1 q23.3 Q4.2 az5. az5.3
- 601 bp -
75,545, 700 bp 75,5945, 500 bp 75,545,900 bp 75,546,000 bp 75,546,100 bp 75,946
| | | | | |

SL_0004_RN_26_mut bam Cowe | 011
rage
SL_0004_RM_26_mut.bam I
Sequence m RN e i S N s I S U U S EEV W s O A S S i E U

v
Refseq Genes

AIZOX1



SL_0004 RM_47_rmut.bam Cowe

rage

SL_0004_RM_47 mut.bam

-l

Sequence

Refseq Genes

chrl17:75,945,600-75,946,199

e -]l = | [ [ [ ! il
pl2.2 pl3.1 pl2 pll.Z2 pll.l qll.Z2 qlz q21.1 q21.31 q21.33 q22 q23.1 q23.2 qz24.2 q25. q25.3
~ 601 bp -
75,945,700 bp 75,945,800 bp 75,945,900 bp 75,946,000 bp 75,946,100 bp 75,946
I I | I | I
[0-12]

AIZOX1



chrl17:75,945,600-75,946,199

e -l = 2 ] [ [ [ ! I
pl3.2 pl3.1 pl2 pllZ plll qll.Z qlz q2l1.1 qZl.31 qZ1.33 q22 gq23.1 q23.3 q24.2 az5. a25.3
- 601 bp -
75,945,700 bp 75,945,200 bp 75,945,900 bp 75,946,000 bp 75,946,100 bp 75,946
| | | | | |

SL_0004_RN_61_mut bam Cowe | 018
rage
SL_0004 RM_61_mut.bam i
Sequence m RN e i S N s I S U U S EEV W s O A S S i E U

e
AIZOX1

Refseq Genes



chrl1:66,546,250-66,546,549
[ N N N B AP ] ! [ T NN I N [ = |

pls. 4 pl5s.2 pld.2 pl2 pl2z pllz qll ql2.2 ql3.2 ql3.5 qld.2 qz1 q22.2 q23.1 q23.3 q24.2 qg25

= 601 bp -

6,546,300 bp 6,546,400 bp 6,546,500 bp 6,546,500 bp 66,546, 700 bp 6,546,800 bp
I I I I I I I

SL_0004_RN_05_mut bam Cowe | 011

rage

SL_0004_RM_0S_mut.bam

Sequence m R I T S I T O S A O Iy N N S i T N I | N S e e i

Refseq Genes
ACTHZ



chrl4:58,202,634-55,203,233

I I | -
plz pll.Z qll.1 qlz gl3.1 g2l.1 q2l.2 q22.2 q23.1 qg22.2 qz24.2 q31l.1 q31.3 g32.12 q32.2 q32.3:

= 601 bp -

58,202, 700 bp S8, 202,800 bp S8, 202,900 bp 58,203,000 bp 58,203,100 bp 58,203,200 bp
I I I I I I I I I

[0 -1A/]
SL_000Z_LM_1 rmut.bam Cowversg

SL_0002 LN_1_mut.bam

Sequence T N T T S I i T N i S | O O s

ACTRLO

Refseq Genes



chr6:68,635,499-65,639,093

[T T O N [T =]
pz5.1  pZ3 p2z2.Z pZlL3l pZLl plz.2z gll.l al3 qld.l qls  qle.2 aZl q22.1 q2232 q23.3 g2+4.3 qz5.2  qZ7
- 601 bp -
£5,638,600 bp E8,638, 700 bp £5,638,500 bp £5,638,900 bp £5,655,000 bp E5,635

| | | | | | |

SL_0004_RN_15 mut bam Cowe | 0" 38

rage

SL_0004_RM_15_rmut.bam

S equence w0 M I I ey s U

Refseq Genes

ADGRES



chr5:149,332,536-149,333,135

|| [
pl5.31 pld.3 pl3.3 pl3.l pll gqllLZ gqlz.2 q13.3 gld.3 ql5 q2l.2 q22.2 q23.2 q3L1 q3L3 q33.1 q3d q35.2
- 601 bp -
143,232,600 bp 143,232,700 bp 143,252,800 bp 145,232,900 bp 143,252,000 bp 143,232,100 bp
| | | | | | | | |
SL_0015_RM_11_mut bam Cowe | 0" 18
rage
SL_0015 RM_11 mut.bam I
Sequence m NN N T I T H T T T G O U E O T e R M N v M e @ TSV S E T U IS S G S

AFAPILL

Refseq Genes



chr¥:116,172,375-116,172,974

p22.32 p22.2  pZz1l pzl.1 pll.3 pll.?l qll.Z gql3.Z q2l.1 gzl.31 qZZ.1 q23  q24 q25 q26.2 g27.1 az%
- 601 bp -
116,172,400 bp 116,172,500 bp 116,172,600 bp 116,172,700 bp 116,172,200 bp 116,172,500 bp
| | | | | | | |
SL_0004_RN_26_mut bam Cowe | 017
rage
SL_0004_RM_26_rmut.bam 1

Sequence O T T I S T O S O O I I e

Refseq Genes
AGTRZ



chr¥:116,172,375-116,172,974

p22.32 p22.2  pZz1l pzl.1 pll.3 pll.?l qll.Z gql3.Z q2l.1 gzl.31 qZZ.1 q23  q24 q25 q26.2 g27.1 az%
- 601 bp -
116,172,400 bp 116,172,500 bp 116,172,600 bp 116,172,700 bp 116,172,200 bp 116,172,500 bp
| | | | | | | |
SL_0006_RM_55_mut bam Cowe | 011
rage
SL_D006_RM_59_rmut.bam 1

Sequence O T T I S T O S O O I I e

Refseq Genes
AGTRZ



chrz0:34,295,144-34,295,743
pEa —CF_—:_:-:
o plz.3 plz.2 plz.1 pll.Z3  pllzl qll.1 qll.2Z qlz gl3.1Z gl3.13 gql3.2 gl3.31 ql3.33
- 601 bp -
54,295,200 bp 24,295,300 bp 54,295,400 bp 54,295,500 bp 54,295,600 bp 54,295,700 bp
| | | | | | | | |

SL_0015_RM_21_mut bam Cowe | 05
rage

SL_0015 RM_21_mut.bam

Qe T—

Sequencea e

TN

Refseq Genes

AHCY




chr7:17,339,835-17,340,437

- I N I N 7 N O B T |___ .

p2zz.1 pzZL2# pls3 pld3 pldl  plz.2  plll qll.22 qz1.11  q2L.2 qzZZ.1 q31.1 gq31.31 q32.1 q33 q35  q36.2
- 601 bp -
17,559,900 bp 17,540,000 bp 17,240,100 bp 17,540,200 bp 17,240,300 bp 17,540,400 bp
| | | | | | | | |
SL_0015_RM_12_mut bam Cowe | 02
rage
SL_001S_RM_12_rmut. bam

Sequence O T I T I T T T S U T A I S U T O N T A U N W

Refseq Genes
AHR



chr7:92,041,775-92,042,377

CTT N B T D N N _:_:qi-:I:_:-:- [T B 7
p22.1 p2L2 pl5.2 plds.3 pld.d plz.2 pll.l qll.22 q21.11 qZl.2 qz2.1 q31l.1 q31.31 q32.1 g33 Q35  q36.2

- 601 bp -
32,041,200 bp 52,041,900 bp 32,042,000 bp 52,042,100 bp 92,042,200 bp 532,042,300 bp
| | | | | | | |
SL_0006_RN_36_mut bam Cowe | 014
rage
S5L_0006_RM_36_rmut.bam 1
Sequence w RO e e I i T TS U i s I E U iy Ty EE U s E QU e I u_

Refseq Genes
ARARPS



chr7:92,094,554-92,095,453

CTT N T T D N N _:_:qi-:I:_:-:- [T B 7
p22.1 p2L2 pl5.2 plds.3 pld.d plz.2 pll.l qll.22 q21.11 qZl.2 qz2.1 q31l.1 q31.31 q32.1 g33 Q35  q36.2

- 601 bp -
57,094,900 bp 52,095,000 bp 52,095,100 bp 52,095, 200 bp 57,095, 300 bp 57,095,400 bp
| | | | | | |
SL_0015_RN_11_mut bam Cowe | 0" 3
rage
I

SL_0015 RM_11.mut.bam |
Sequence e R T I N S Y O A e g A I s iy O S g e S S

Refseq Genes
AEARPS



SL_0006_RM_67_rmut.bam Cowe

rage

SL_O00E_RM_&7_rmut. barn

Sequence —

Refseq Genes

chrl0:95,637,003-95,637,602

[ 1 | | e [
pls.1 pl2 plz.31 pll.23 pll.l ql1l1.22 qz2l.1 q2l.3 q22.2 q22.1 q23.32 q24.2 q25.1 q25.2 q26.13 qz26.3
~ 601 bp -
95,657,100 bp 95,657,200 bp 95,637,300 bp 95,657,400 bp 95,657,500 bp 95,637.1
| I | I I I I
[0 - 28]

ALDHI1IZAL




chr2:73,558,679-73,559,275

o [T
p25.1 p24.1 pZ2.3 pZl plo.l  pl3. pll.Z qll.2 ql3 gl4.2 qg2l.2 qz22.3 qz24.1 q31.1 q32.1 q33.1 q34 q36.1 q37.2
- 601 bp -
72,558,800 bp 72,558,300 bp 73,553,000 bp 72,555,100 bp 73,553,200 bp
I I I I I I I I
[0 - 10.00]
SL_000Z_LM_1 rmut.bam Cowversg
SL_0002_LM_1_rrut.bam 5
Seqguence m N S EE NUEE O S SN Uy U U g SN U ey sy i

ALMEL

Refseq Genes



chr2:232,455,916-232,456,515

& N
p25.1 p24.1 p22.3 pzl ple.l pl3.3 pll.2 qll.2 ql3 ql4.2 qg2l.2 qz22.3 qgz2+.1 q31.1 q3z.1 q33.1 q34 q36.1 Qq37.2
- 601 bp -
252,456,000 bp 252,456,100 bp 252,456,200 bp 252,456,300 bp 232,456,400 bp 252,456,500
I I I I I | I
[0-12]
SL_0001_LM_10 rrut.bam Cowvers
SL_0001 LM 10 rrut.bam 8
Sequence w0 T T E T I T R R S TN S e EM S U S G MU M A U I e I N A I | IS

Refseq Genes
ALPI



chrlg:58,575,859-55,579,453

[ T I [ _-"-—_:—:_:F:_ [ [
pll.21 pll.22 pll.1l qll.2 qlz.1 qlz.2 qlz.2 q21.1 q21.2 qzl.3 q21.33 q22.1 q22.2 q23

- 601 bp -
52,578,900 bp 58,579,000 bp 52,579,100 bp 52,579,200 bp 52,579,200 bp 52,579,400 bp
| | | | | | | |
SL_0015_RM_10_mut bam Cowe | 015
rage
SL_0015 RM_10 rmut.bam

Sequence m R T U T T S S S T i I M S T Ty e e 0 O R S e U S A S s

Refseq Genes
ALPKZ



chrl11:94,529,754-94,530,383
[ T N S el (] ] -:—:-:F-:! E= |
pls. 4 pl5s.2 pld.2 pl2 pl2z pllz qll ql2.2 ql3.2 ql3.5 qld.2 q21 q22.2 q23.1 q23.3 q24.2 qg25

= 601 bp -

94,523,900 bp 94,830,000 bp 94,530,100 bp 94,830,200 bp 54,830,300 bp S
I I I I I I I

SL_0004_RN_66_mut bam Cowe | 02

rage

SL_0004 RM_66_mut.bam

Sequence T T T T I S T e N i i N N iUy e

AMOTLL

Refseq Genes



SL_0006_RM_52 mut.bam Cowe

rage

SL_000&_RM_59 mut.bam

Sequence

Refseq Genes

-l

chr3:49,422,092-49,422,691

T 7T TN T 0 |2II S 1 O I [T
p26.1 p24.2 p22 p22.1 p2l.2 pla.2z pl2 pl2.2 qlll gqlz.3 ql3.2 qzl1 q22.2 q24 q25.2 qz26.1 q26.32 q27.3 q29
~ 601 bp -
49,422,200 bp 49,422,300 bp 49,422,400 bp 43,422,500 bp 49,422,600 bp 43,4
I | I I I I
[0 -10.00]

AT

PIIZR T

]



chrl5:60,350,960-60,351,559
[ [ -l B M _:l:_:_F:_:-:-:_:_:
plz pll.Z plll gll.z gl3.1 gqld gls.1 g2l.1 q21.3 q22.2 q22.32 qz+.1  gq25.1 q25.3 g26.1 q26.2
- 601 bp -
£0,551,000 bp £0,551,100 bp £0,551, 200 bp £0,551, 300 bp £0,251,400 bp £0,551,500 bp
| | | | | | | |
SL_0010_RM_34_mut bam Cowe | 053
rage
SL_D010_RM_34_mut.bam 5
Seqguence e T T T T LT O e TR e e R e e e T e T e e TR O FAACT
e ean B T
AXAT




chrz:21,002,842-21,003,441
[ |
p25.1 p2+.1 p22.3 pZl  pl6.l pl3.3 pll.Z qll2 ql2 qld.2 q2l2 q22.3 q24.1 q3L.1 gq32.1 qg33.1 q34 q36.1 q37.2
- 601 bp -
21,002,900 bp 21,002,000 bp 21,002,100 bp 21,002,200 bp 1,002,200 bp 1,003,400 bp

| | | | | | | | |
SL_0007_RM_33_mut bam Cowe | 077
rage
SL_0007_RM_23_mut.bam
Sequence e RN T I T S I T A T T e R S T T T e I T e e
Refseq Genes ' ' : : ; : : { : ;

AFOE




chrl1:72,726,333-72,726,932
(T e I S -l [ [ 0 I e I N [ = |

pls. 4 pl5s.2 pld.2 pl2 pl2z pllz qll ql2.2 ql3.2 ql3.5 qld.2 qz1 q22.2 q23.1 q23.3 q24.2 qg25

= 601 bp -

F2, 726,400 bp 72,726,500 bp ¥2, 726,600 bp 72,726,700 bp ¥2, 726,800 bp ¥2, 726,900 bp
I I I I I I I I I

[0 -10.00]
SL_0015_LM_44 rmut.bam Cowvers

SL_0015 LM_44 mut.bam

Sequence T s T VT A I N e S N Y O mN MU S S e T T S OO HEN Gy

Refseq Genes
ARAPL



chrl0:97,234,942-97,235,541

[ TT T BN P [ Joe- v [T N | _:-:-:F:I:E_:- = =
pls.1 pl2 plz.31 pll.23 pll.l ql1l1.22 qz2l.1 q2l.3 q22.2 q22.1 q23.32 q24.2 q25.1 q25.2 q26.13 qz26.3

- 601 bp -
57,255,000 bp 57,235,100 bp 57,255,200 bp 597,235,200 bp 57,235,400 bp 57,255,500 bp
| | | | | | | | |
SL_0001_RM_28_mut bam Cowe | 028
rage
SL_ODD1_RM_28 rriut. barm I
Sequence m OO T TS T T O O S G R Y N IV S M O T T e b T T Y S @ M I ST

Refseq Genes
ARHGAFP13-5LIT1



chrl0:45,450,750-45,451,349
[ TT T B P [ Joe- v [ !:_:_ | BN N 7 77 T e =
pls.1 pl2 plz.31 pll.23 pll.l ql1l.7Z2 qg2l.1 q2l.3 q22.2 q22.1 q23.32 q24.2 q25.1 q25.2 q26.13 qz26.3

[ 601 bp !
42,450,200 bp 42,450,900 bp 42,451,000 bp 42,451,100 bp 42,451,200 bp 42,451,200 bp
| | | | | | l
SL_0004_RN_15 mut bam Cowe | 02
rage
|
|
|
|
I
|
|
|
|
|
|
SL_0004_RM_15 mut. bam |
|
|
|
|
|
|
|
|
|

Sequence m T T T T T T T T U TV e R T O M I B N ¥ E S I T T ST AT AU IS

Refseq Genes
ARHGARZZ ARHGARZZ ARHGAR 22



chr19:46,921,203-46,921,502

| | 1 [ [ | [ | [ 1 B | [ |
pl3.3 pl3.z pl3.13 pl3.11 plz2 pll qgll qlz ql3.11 ql3.13 gl3.31 ql3.33 ql3.42
= 601 bp -
45,921,200 bp 48,921,400 bp 45,921,500 bp 46,921,600 bp 45,921,700 bp 4,921
| | | | | | |
[O-21]

SL_000Z_LM_1 rmut.bam Cowversg

SL_000Z2 LM_1 rmut.bam

o e oo e o v o] e ] e o] o] v o], ] ] ol B e

Sequence R O T T I T T S U S T U N F G N M S I TS U e S i

Refseq Genes
ARHGARP IS



chr19:46,920,602-46,921,201

| | 1 [ [ | [ | [ 1 B | [ |
pl3.3 pl3.Z pls.13 pl3.11 plz pll qll qlZ  gl=.11 ql13.13 q13.31 q13.33 ql3.42
- 601 bp -
46,320,700 bp 4,520,500 bp 46,920,900 bp 46,371,000 bp 4€,921,100 bp 46,971,
| | | | | | | |
SL_O001_RM_27_mut bam Cowe | [0 48
rage
SL_000L_RM_27_rut.bam

Sequence m T TS T S T o S T N s R S N T S T S T T R T I T GV St o M

Refseq Genes
ARHGARZS



SL_O001_RM_31_rmut.bam Cowe

rage

SL_0001_RM_31_mut.bam

Sequencea

Refseq Genes

chr19:46,920,602-46,921,201

| | 1 [ [ | [ | [ 1 B | [ |
pl3.3 pl3.z pl3.13 pl3.11 plz2 pll qgll qlz ql3.11 ql3.13 gl3.31 ql3.33 ql3.42
= 601 bp -
4E,920,700 bp 45,920,200 bp 45,920,900 bp 45,921,000 bp 48,921,100 bp 45,321,
| | | | | | | |
[0 - 27]

m O O T TE T T TR S E T N e T I S N g S O S O e N S T M I U S

ARHGAFRZS5



chr19:46,920,602-46,921,201

| | 1 [ [ | [ | [ 1 B | [ |
pl3.3 pl3.Z pls.13 pl3.11 plz pll qll qlZ  gl=.11 ql13.13 q13.31 q13.33 ql3.42
- 601 bp -
46,320,700 bp 4,520,500 bp 46,920,900 bp 46,371,000 bp 4€,921,100 bp 46,971,
| | | | | | | |
SL_0001_RM_33_mut bam Cowe | 019
rage
SL_DO0L_RM_33_mut.bam

Sequence O T T O U VT T N T e M S N S g M i O S U S U O

Refseq Genes
ARHGARP IS



chr19:46,920,602-46,921,201

| | 1 [ [ | [ | [ 1 B | [ |
pl3.3 pl3.Zz pl3.13 pl3.11 plz pll qll qlz ql3.11 ql3.13 ql3.31 ql13.33 ql3.42
4 601 bp -
4,920,700 bp 46,920,500 bp 46,920,900 bp 45,921,000 bp 48,921,100 bp 45,921,
| I I I I I | I
SL_0001_RM_37_mut bam Cowe | 073
rage
SL_0001_RM_37_mut.bam

Sequence O T TE R S I N T s e T T M i M O S T T e Ry M I T E Gy S i

Refseq Genes
ARHGARZS



chr14:58,364,978-558,365,577

I I | - o [ [ T Py B
plz pll.Z qll.1 qlz gl3.1 g2l.1 q2l.2 q22.2 q23.1 qg22.2 qz24.2 q31l.1 q31.3 g32.12 q32.2 q32.3:

- 601 bp -
55,565,000 bp 58,565,100 bp 55,265, 200 bp 55,565, 300 bp 53,565,400 bp 55,565,500 bp
| | | | | | | |
SL_0015_RM_21_mut bam Cowe, 71800
rages
3 |
SL_0015 RM_21_mut.bam i
Sequence me RO NN T R E I I U EE O T i ey A Ty e S TN My s E ey U mumU

Refseq Genes
ARID 48



chrl2:6,936,209-6,936,503

pl3.32 pl3.2 pl2.2 pll.23 pll.l ql2 ql3.1Z ql3.2 ql+.Z2 gqlS q21.2 q2l.32 q22 q23.2 q24.11 q24.22 q24.32
= 601 bp -
£,.936,2300 bp E,336,400 bp £,936,500 bp £,.936 600 bp £, 936,700 bp £, 236, 200
| | I | I | | |

[0 -10.00]

SL_0003_LM_51 rmut.bam Cowers

SL_0003 LM_51_rmut.bam I

Sequence me R I E T E T I E ] E Oy e e T T S N T M E O s sy EEUE A EE EE S

Refseq Genes
ATHL



chr3:152,884,586-182,885,185

[ T [T T T 1 W oy ] N e (7
p26.1 p2d.3 p23 p22.1 pzlLZ pldaz pl3 plZ2z qlll qlz.3 ql3.2 gqz2l.1 qz22.2Z q24 g25.2 gz26.l q26.32 qZ7.3 20
- 601 bp -
182,854,700 bp 187,854,200 bp 182,884,300 bp 187,885,000 bp 152,585,100 bp 15
| | | | | | |
SL_0004_RN_15 mut bam Cowe | 019
rage
SL_0004_RM_15_mut.bam 1
Sequence me RO R N E NN I T T E N EEEE U TGO T O g e e I s S U T S i cmpuuuaem

Refseq Genes
ATP11E



chrl7:65,537,521-65,538,120

[ I I I I [
pl3.Zz pl3.1 plz pll.Zz pll.l qll.Z qlz g21.1 qzl.31 qzl1.33 g2z qz23.1 q23.3 qz24.2 q25.1 q25.3
4 601 bp -
£5,557,600 bp 65,537,700 bp 65,537,500 bp £5,537,900 bp 65,535,000 bp 65,535,100 by
| I I I I | I | I

SL_0007_RM_33_mut bam Cowe, | 1800
rage I
SL_0007_RM_33_mut.bam i

Sequence m R I R T TS T T T e T g i O D E T o e N T M S A I T G 0 e s

Refseq Genes

A2



chr5:71,470,106-71,470,705

|| 1
pl5.31 pld.Z pl3.2 pl3.1 pll gllZz ql2.2 ql3.2 qld.2 ql5 q2l.2 q22.2 q23.2 q31.1 q3L.2 q33.1 q34 q35.2
= 601 bp -
71,470,200 bp 71470200 bp 71,470,400 bp 71,470,500 bp 71,470,600 bp 71,.470,7
I | | | I | I |
[0 -10.00]
SL_0015_LM_44 rmut.bam Cowvers
SL_0015_LMN_44 mut.bam %
Sequence e U T T U U N Ty U T G T O Emus O y iy Uiz s o

Refseq Genes
EDFPL1



chr14:100,537,593-100,535,492

I I | - [ [ 7 B B 2
plz pll.Z qll.1 qlz gl3.1 g2l.1 q2l.2 q22.2 q23.1 qg22.2 qz24.2 q31l.1 q31.3 g32.12 q32.2 q32.3:

- 601 bp -
100,538,000 bp 100,538,100 bp 100,538,200 bp 100,558, 200 bp 100,538,400 bp 100,
| | | | | | |
SL_0017_RN_15_mut bam Cowe | 02
rage
I
I
I
I
I
I
I
I
I
I
SL_0017_RM_15_rut.bam %
I
| i
| I
I
I
I
I
I

Sequence R T I T S T E T E T T T R O T e T O I T O I T Qe A R T S S Sy e

Refseq Genes
BEGAIM



chrl5:90,749,244-90,749,543

[ [ [ || N [ N [ [ I [ T _:_:!I
pl2 pll? plll gll.Z gql3.1 gld qis.l g2l.1 q2l.3 q22.2 qz22.32 az4.1  g25.1 q25.3 q#6.1 q26.2
- 601 bp -
30,749,200 bp 50,743,400 bp 390,749,500 bp 30,749,600 bp 90,749,700 bp 30,749,200 bp
| | | | | | | | |
SL_0001_RM_25_mut bam Cowe | 028
rage
SL_O0D1_RM_25 rmut.barm

Sequence O T T A T T S T T IV O O A O T e Rt S U T e N TR M S

Refseq Genes
ELM



chrl:39,763,440-39,764,039
L | [
p36.23 p36.12 p34.3 p33  p3z.1 p3l.1 p22.2 p2ll pl3.l qlZz q2l.1 q22 q24.1 q25.2 q3L2 q32.2 qd4l  qd42.2 qdd
i 601 bp -
39,762,500 bp 39,763,600 bp 39,763,700 bp 39,763,500 bp 29,763,900 bp 39,764,000 bp
| | | | | | | |
SL_0004_RM_26_rmut.barm Cowe, | 188
rage

SL_0004 RM_26_mut.bam

|_ Sequencea

\
\WI\\\Wﬂ\\|\\I\\|\“““\||||‘|||||“II\\\NII\||‘“I|||\\“ll|\|I“I\\\\\W|‘|‘|||\||\|““||\|\I\I\\|\“\II\\\\Ill\\\|I\“||\N“I“|||\|||\|“|“\||“|| “||

HE:FEEH Genes

FFIE EMFEE




chr¥:50,672,604-80,673,203

mwm
p22.32 p22.2 p22.11 pzl.1 pll.2 pll.21 qll.2 ql3.Z2 gZl.1 q2l.31 q22.1 q22 q24 q25 q26.2 q27.1 q28

- 601 bp -
20,672,700 bp 20,672,500 bp 20,672,900 bp £0,672,000 bp 20,672,100 bp 20,6732
| | | | | | |
SL_0015_RM_12_mut bam Cowe | 015
rage
SL_0015 RM_12 rmut.bam |
Sequence m AR T E S I s EE  EEE Ey S O O S S EE ) [

e
ERwWD 2

Refseq Genes



chr6:57,434,682-87,435,2581
[T 7T N Py (7 T 1 I - o] T 0O DT e e =]

pz5.1  pZ3 p2z2.Z pZlL3l pZLl plz.2z gll.l al3 qld.l qls  qle.2 aZl q22.1 q2232 q23.3 g2+4.3 qz5.2  qZ7
- 601 bp -
&7,454,800 bp 57,434,900 bp &7,4535,000 bp £7.455,100 bp 57,435,200 bp =
| | | | | | |
SL_0006_RM_67_mut bam Cowe | 011
rage
SL_D006_RM_67_mut.bam 1

Sequence R T T T S I I e N | E || U s

Refseq Genes
CFARPZ0E



chr9:111,757,899-111,7585,498
CTT T T TN N [ (7 - [ 1 [ N B N T _:I:!':- [ I |
p24.1 p22.2 p2l.3 pz2ll pl3.2 qll qlz ql2 q21.12 q21.2 q21.33 g22.32 q31.1 q31. q32.1 g33.2 g34.13

= 601 bp -

111,758,000 bp 111,758,100 bp 111,758,200 bp 111,758,300 bp 111,758,400 bp 111,75
I I I I I I I

SL_00L6_RM_56_mut bam Cowe | 02

rage

SL_0016_RM_56_mut.bam

omad o ] vl e fond o], brmn e o] ] et e, oo fuo ol Jml ] o]

Sequence T T T T T e T S s

SHOCZ1

Refseq Genes



chr9:69,544,223-69,544,822

| 1 [F_Z_ I |
pzd4.1  pZz.3 p2l.3 pz2ll pl3.2 qll alz aqls qzL12 qzl.2 q2l.33 q22.3Z gq3L.1 g3L.3 gq33.1 q33.3 q34.13
- 601 bp -
£9,5d4, 300 bp £3, 544,400 bp £3,844,500 bp £9,844. 600 bp £3, 844,700 bp £9, 54, 500 bp
| | I | I | | | |
SL_0004_RN_66_mut bam Cowe | 024
rage
SL_0004_RM_G6_rmut.bam
Sequence e AR R T Oy N I T I D I iy U N e i Ay M A i T U

Refseq Genes
CFAPSS



chrl1:122,855,695-122,586,494

[T [ N S el (] ] ] |
pls. 4 pl5s.2 pld.2 pl2 pl2z pllz qll ql2.2 ql3.2 ql3.5 qld.2 qz1 q22.2 q23.1 q23.3 q24.2 qg25
~ 601 bp -
122,556,000 bp 122,886,100 bp 122,886,200 bp 122,886,300 bp 122,886,400 bp 122, 8
I I I | I | I
[0-12]

SL_0004 RM_26_rmut.bam Cowe

rage

SL_0004_RM_26 mut.bam

Sequence

O T T E I E T T A S S i U E iy N S S S| Sy ma i

Refseq Genes
JHY



chr11:1058,334,979-108,335,575
[T I S S el [ [ [ T N e 1w = |

pls. 4 pl5s.2 pld.2 pl2 pl2z pllz qll ql2.2 ql3.2 ql3.5 qld.2 qz1 q22.2 q23.1 q23.3 q24.2 qg25

= 601 bp -

108,335,100 bp 108,335,200 bp 108,335,500 bp 108,335,400 bp 108,335,500 bp
I I I I I I I I

SL_0006_RM_36_mut bam Cowe | 017

rage

SL_000E RM_326 rmut.bam -

Sequence T T T N I S S N i i S U U

ATM

Refseq Genes



chr11:1058,334,979-108,335,575
[T I S S el [ [ [ T N e 1w = |

pls. 4 pl5s.2 pld.2 pl2 pl2z pllz qll ql2.2 ql3.2 ql3.5 qld.2 qz1 q22.2 q23.1 q23.3 q24.2 qg25

= 601 bp -

108,335,100 bp 108,335,200 bp 108,335,500 bp 108,335,400 bp 108,335,500 bp
I I I I I I I I

SL_0015_RM_11_mut bam Cowe | 017

rage

SL_0015 RM_11 mut.bam T

Sequence T T T N I S S N i i S U U

ATM

Refseq Genes



chr12:123,257,6158-123,258,217

pl3.32 pl3.2 plz.z pllz3 plll  ql2 gl3.1Z gql3.3 gqld.Z gql5 qzZ1.2 q21.32 qZ2 qz3.2 qz2+.11 q23.22 q24.32
- 601 bp -
1,257,700 bp 173,257,200 bp 173,257,900 bp 173,758,000 bp 173,258,100 bp 173,258,200 |
| | | | | | | |
SL_0006_RM_36_mut bam Cowe, 1800
rages
3 i
SL_D006 RM_36_mut.bam 1
- |
Sequence mme RO T S s T I T EE T O s g e S i mo

Refseq Genes

MTRFF.

—



chr19:11,241,213-11,241,812

| | | - [ [ | [ | [ 1 | | [ |
pl3.3 pl3.Zz = pl3.13 pl3.11 plz pll qll qlZ  gl=.11 ql13.13 q13.31 q13.33 ql3.42
- 601 bp -
11,241,200 bp 11,241,400 bp 11,241,500 bp 11,241,600 bp 11,241,700 bp 11,741,500
| | | | | | |
SL_0006_RMN_36_mut bam Cowe | 024
rage
SL_0006_RM_36_mut.bam I
Sequence e R T T N e T T E N Ty E T O T e T N R 0 A T T e A I T T N e e A @

Refseq Genes
DOQCKE



chr3:53,509,959-53,510,555

[T ™ T T N T T B N
p26.1 p2d.3 p23 p22.1 pzlL# pldaz pl3 plz2z qlll qlz.3 ql3.2 gqz2l.1 qz22.2Z q24 g25.2 gz6.1 q26.32 qZ7.3 20
- 601 bp -
53,810,000 bp 53,510,100 bp 53,510,200 bp 53,810,300 bp 53,510,400 bp =3,810,500 bp
| | | | | | | |

SL_0004_RN_15 mut bam Cowe | 07
rage
SL_0004_RN_15_rmut.bam I

Sequence m T T N T T ] U T O S ] G e O O e e I T T S U gy S e S (E TN E

Refseq Genes
CACRALD



chr5:111,483,756-111,454,355

I:D:-:-:-:I:I:-*C-:-:-:-:-IF- || T T 7 N [ |
pls.31 pld.2 pl3.2 pl3.l1 pll qll.Z glz2.2 ql3.2 qld.2 ql5 q21.2 q22.2 q23.2 q31l.1 qg3L2 q33.1 q34 q35.2

- 601 bp -
111,482,800 bp 111,482,900 bp 111,484,000 bp 111,484,100 bp 111,484,200 bp 111,484,200 bp
| | | | | | | |
SL_0002_RMN_8 mut.bam Cover | 102
age
SL_O00Z2_RM_B_rmut. barm

Sequence T O T T TS S E U T e o M T O T T I A A S v e

Refseq Genes
CAaME4



chrl:10,639,496-10,640,095

(1 [1] [T TTTT T T L | |
p36.23 p36.12 p33.3 p33  p3z.1 p31l.1 p22.Z p2l.l pl3.1 alz q2l.1 gq2Z g241 q25.2 q3L2 q32.Z qil qd2.2 qid
- 601 bp -
10,639,600 bp 10,623,700 bp 10,633,800 bp 10,639,900 bp 10,E40,000 bp 10,64
| | | | | | |
SL_0001_RM_15_mut bam Cowe | 019
rage
SL_D00L_RM_15_mut.bam |

Sequence T T T I T T I S O e T ] S Y @ A E i U S O 9 M N U SOy

Refseq Genes

CASEL



chr3:150,614,450-150,615,079
I T

T 7T W N T O L EEEE §E O EEE III-:!]:-:-:!II-
p26.1 p24.2 p22 p22.1 p2l.2 pla.2z pl2 pl2.2 qlll qlz.3 ql3.2 qzl1 q22.2 q24 q25.2 qz26.1 q26. q27.2 q29

- 601 bp -
180,614,600 bp 180,614,700 bp 180,614,800 bp 180,614,900 bp 180,615,000 bp 1
| | | | | | |
SL_0017_RM_15_mut bam Cowe 014
rage
SL_0017_RM_15_rmut.bam I
Sequence m RN T e T I e EEHE O sy s E S EE S U I E s s©

. g & & % g & &

TTZ14

Refseq Genes



chrl7:82,201,251-52,201,850

e -l = 2 ] [ [ [ I N Y i
pl3.Zz pls.1 pl2 pllZ pll.l qll.? qlz gqzl.1 gqZL31 qZ1.33 q22 q23.1 q23.3 Q4.2 az5.1 az5.3
- 601 bp -
a7 201,400 bp &7, 201,500 bp &2 201,600 bp a2 200,700 bp &7, 201,500 bp ;
| | | | | | | |

SL_0006_RN_67_mut bam Cowe, | 1800
rage
SL_0006_RM_67_mut.bam 3 I

Sequence m O T T T T T T T O S S e M S s s m S U g

Refseq Genes
CCDCETF



chr12:123,937,345-123,937,944

pl3.32 pl3.2 plz.2 plLz3 pll.l qlz ql3.1Z gql3.3 qld.Z qls qz1.2 qZl.32 qz2 q23.2 qz+.11 q23.22 q24.32
- 601 bp -
125,957,400 bp 125,957,500 bp 125,957,600 bp 125,957,700 bp 172 957,200 bp 125,957,900 bp
| | | I | | I | |
SL_0004_RN_24_mut bam Cowe | 023
rage \
|
|
|
|
|
|
|
|
5
|
|
|
SL_0004 RM_24 mut.bam |
|
|
|
|
|
|
|
|
|
|

Sequence O T S T R O N O T O TS I O ] E T g e e O O T I O T T O NEVETEN N UET

Refseq Genes
CCRCe2



chr14:59,564,825-59,565,424

I I | - [ [ T Py B
plz pll.Z qll.1 qlz gl3.1 g2l.1 q2l.2 q22.2 q23.1 qg22.2 qz24.2 q31l.1 q31.3 g32.12 q32.2 q32.3:

= 601 bp -

59,564,900 bp 59,565,000 bp 55,565,100 bp 58,565,200 bp 59,565,300 bp 59,565,400 bp
I I I I I I I I I

[0 - 27]
SL_0001L_LM_4 rmut.bam Cowversg

SL_O00L LM_4 rout.bam I

S equence m T O O ST I E R T T T T T U T I T T T M T e T M e T O R T E M O TA S

Refseq Genes
CCDC1FS



chr4:77,160,524-77,161,123

B >4 B T I [ OTEE N DO D e B ([ ]

plé.l pl5.31 pl5.1 pl? qll ql3.1 ql3.3 q2l.22 q22.2 q24 g25 q26 qg28.1 q22.3 q31.22 q32.1 q32.3 q34.2 q35.
= 601 bp -
77,160,600 bp F71e0, 700 bp 7710200 bp 77,160,900 bp 771E1,000bp 77,161,100 bp
| | I | I | | |
[0 - 27]
SL_0003_LM_27 rmut.bam Cowers ‘
|
|
|
|
|
|
|
|
|
|
|
|
|
|
SL_0002 LM_27 rmut.bam |
|
|
|
|
|
|
|
|
|
|
|
| |

S equence m I I T T O T T T T T ST T T T I T U S VWDV

Refseq Genes
CoMG2



chr11:61,123,642-61,124,241

:—:—:—:—:—:—'-!]:I:I:E-:_ | I . E= |
pls. 4 pl5s.2 pld.2 pl2 pl2z pllz qll ql2.2 ql3.2 ql3.5 qld.2 qz1 q22.2 q23.1 q23.3 q24.2 qg25

= 601 bp -

61,123,700 bp 61,123,800 bp 61,123,500 bp £1,124,000 bp £1,124,100 bp 61,124,200 bp
I I I I I I I I I

SL_0017_RM_48_mut bam Cowe | 011

rage

SL_0017_RM_48 mut.bam

Sequence T A U T O O T I e T T U i e N I U e N M M N H T S A W v e

05

Refseq Genes



chr7:48,924,567-45,925,166

- I N I N 7 N O B T |___ .

pzz.1 pzZLZ pls3 pld3 pldl  plz.2  plll qll.22 qz1.11  q2L.2 qzZZ.1 q31.1 gq31.31 q32.1 q33 q35  q36.2
- 601 bp -
48,924,600 bp 48,924,700 bp 48,974,500 bp 48,524,900 bp 48,925,000 bp 48,925,100 bp
| | | | | | |
SL_0004_RN_05_mut bam Cowe, | 1800
rage
SL_0004_RM_0S_rmut. bam %

Sequence m T T T T T s I T e R A T [ T N N i S U s g Em A s QW

Refseq Genes
CDC14C



chr7:48,924,567-45,925,166

- I N I N 7 N O B T |___ .

p22.1 p2L2 pl5.2 plds.3 pld.d plz.2 pll.1l qll.22 q21.11 q2l.2 qz2.1 q31l.1 q31.31 q32.1 g33 Q35  q36.2
~ 601 bp -
45,924,600 bp 48,924,700 bp 45,924,500 bp 48,924,900 bp 485,925,000 bp 45,925,100 bp
| I I I I I |
[0 -3232]

SL_0004 RM_24 rmut.bam Cowe

rage

SL_0004 RM_24 mut.bam

o e o e o, e o] ] o o] e e B e, e e ml] ol ] Eown] fremt] ol ] o] foem( sl o] ] Bemml Jomof, ond B, fomn(

Sequence T T TV E N T S I T M v U T e I N U H U TE i T s s i s s

Refseq Genes
COC14C



chr7:48,924,567-45,925,166

- I N I N 7 N O B T |___ .

p22.1 p2L2 pl5.2 plds.3 pld.d plz.2 pll.1l qll.22 q21.11 q2l.2 qz2.1 q31l.1 q31.31 q32.1 g33 Q35  q36.2
~ 601 bp -
45,924,600 bp 48,924,700 bp 45,924,500 bp 48,924,900 bp 485,925,000 bp 45,925,100 bp
| I I I I I |
[0 - 28]

SL_0004 RM_26_rmut.bam Cowe

rage

SL_0004_RM_26 mut.bam

e s B, brmn Jead fren] o e eed o B o ], o o B e e e B e, e e Bml] o], ] o] foemt

Sequence mp T E M S O A T N T T s O T e S T N i T N U O g N U T

Refseq Genes
CDC14C



chr7:48,924,567-45,925,166

- I N I N 7 N O B T |___ .

p22.1 p2L2 pl53 pld.3 plsl  plz.2 plll qll.22 q21.11  q2L.2 qZ2.1 g31.1 q31.31 q32.1 q33 q35  q36.2
- 601 bp -
48,924,600 bp 48,924,700 bp 48,924,200 bp 48,924,900 bp 42,925,000 bp 48,925,100 bp
| | | | | | |
SL_0004_RN_47_mut bam Cowe | 018
rage
SL_0004 RM_47 mut.bam %

Sequence m T T T T T s I T e R A T [ T N N i S U s g Em A s QW

Refseq Genes
CDC14C



chr7:48,924,567-45,925,166

- I N I N 7 N O B T |___ .

pzz.1 pzZLZ pls3 pld3 pldl  plz.2  plll qll.22 qz1.11  q2L.2 qzZZ.1 q31.1 gq31.31 q32.1 q33 q35  q36.2
- 601 bp -
48,924,600 bp 48,924,700 bp 48,974,500 bp 48,524,900 bp 48,925,000 bp 48,925,100 bp
| | | | | | |
SL_0004_RN_61_mut bam Cowe, | 71800
rages
3 |
SL_0004 RN 61 mut.bam I

Sequence m T T T T T s I T e R A T [ T N N i S U s g Em A s QW

Refseq Genes
CDC14C



chrl6:68,652,094-65,6582,693

[ N N N | | [ _F-:_ =] 1
pl3.2 pl3.2 pl3.l2 pl2.32 plz.1 pll.Z pll.l qll.Z2 qlz.1 qlz.2 q21 q22.1 q22.2 q23.2 qgz4.1

- 601 bp -
£5,652, 200 bp £5,652,300 bp 68,652,400 bp £5,652,500 bp £8 652,600 bp £5, 6
| | | | | | |
SL_0006_RM_36_mut bam Cowe | 0" 2
rage
SL_0006_RM_36_rmut.bam
Sequence o UL VEEEYCRRERVEED SERTE TETEERE T EL{ T TEEREELH TEEL SRR N CEREE CTRBRIRER ORI CTA L D TECEEERL T ETRERORETEER COUER EORE GO TR CARETE AL CAEEN CATCRT RN Y TEYTERBCIEMCHEIELIETIECRECULVEELECREE EELEEVEEURE VAL EETERTILDERR DO RO TOELEERE VO LECTERCETT RN TR CO T EE TEREETEECEERE TR T CONE

COH=

Refseq Genes



chr2:218,960,450-218,961,049

o DT
p25.1 p24.1 p22.3 pZl  pl6.l pl3.3 pll.Z qll2 ql2 qld.2 q2l2 q22.3 q24.1 q3L.1 g32.1 qg33.1 q34 q36.1 q37.2
- 601 bp -
218,960,500 bp 218,960,600 bp 218,960,700 bp 218,960,800 bp 218,960,900 bp 218,961,000 bp
| | | | | | |

SL_0001_RM_25_mut bam Cowe | 028
rage
SL_O0D1_RM_25 rmut.barm

Sequence m I O U T T e T N e i A e e Y S O T I I R N i i SNy S

Refseq Genes
COKSRZ



chr2:218,960,450-218,961,049

- T
pz5.1 p241  p22.3 p2Zl  ple.l pl3.3 pll.Z gll.2z ql3 gld.2z qZl.? q22.3 g2+l g3L.1 g32.1 q33.1 q34 q36.1 q37.2
- 601 bp -
218,960,500 bp 218,960,600 bp 218,960,700 bp 218,960,200 bp 218,960,500 bp 218,961,000 bp
| | | | | | |

SL_0001_RM_32_mut bam Cowe | 0%
rage
SL_000L RM_32_mut bam

Sequence m I O T e R T O T T T A R M iy e e i N Iy T T H | uE I MMy

Refseq Genes
CDESRZ



SL_0006_RM_67_rmut.bam Cowe

rage

SL_000&_RM_&7_mut.bam

Sequence —

Refseq Genes

chrl17:39,462,600-39,463,199

[ T | "ﬂ:q [ [ [ [ Y N Y i
pl2.2 pl3.1 pl2 pll.Z2 pll.l qll.Z2 qlz q21.1 q21.31 q21.33 q22 q23.1 q23.2 qz24.2 q25.1 q25.3
~ 601 bp -
29,462,700 bp 39,462,800 bp 29,462,900 bp 29,463,000 bp 39,463,100 bp 29,463
I I | I | I
[0 -10.00]

CDOE12



chr4:153,446,493-153,447,092

o [ | | B T — | B | [ [ |
plé.l pl5.31 pl5.1 pl? qll ql3.1 ql3.3 q2l.22 q22.2 q24 qg25 q26 qg22.1 q22.3 q31.22 q32.1 q32.3 q34.2 q35.
= 601 bp -
123,446,600 bp 133,446, 700 bp 123,446,300 bp 133,446,300 bp 133,447,000 bp 1234
| | | | | | |
[0 - 5=]
SL_0015_LM_39 rut.bam Cowvers
SL_0015 LM_39_rnut.bam

Sequence o ST LU ERCERT R ETETRT VTR TR A TERER AU TR TR RO R TRV TR T T TR LT TR

Refseq Genes

COEMZAIP



chrl13:24,882,575-24,853,174

[ [ [ [ [ ! [ I I [T T B B B [ B B [ D e
plz plLZ qll gqlz.17 ql1z.3 ql3.3 qld.12 qld.3 qZl.Zz qZL32 qZz.1 q31.1 gq3L.2 q32.1 g33.1 q33.3
- 601 bp -
24,852,600 bp 24,552,700 bp 24,852,500 bp 24,552,900 bp 24, 833,000 bp 24,853,100 bp
| | | | | | | |

SL_0006_RM_36_mut bam Cowe, 1800
rage
SL_0006_RM_36_rmut. bam %

Sequence R T T T T T e T S I O I T i I A S VT Ty W

Refseq Genes
RMF17?



chrl17:64,509,863-64,510,462

[ T e -]l = | [ [ [ —:—:F_ i
pl2.2 pl3.1 pl2 pll.Z2 pll.l qll.Z2 qlz q21.1 q21.31 q21.33 q22 q23.1 q23.2 q24.2 q25.1 q25.3

= 601 bp -

£4,503,500 bp 4,510,000 bp £4,510,100 bp £4,510,200 bp £4,510,300 bp £4,510,400 bp
I I I I I I I I

SL_0001_RN_25_mut.bam Cowe, | 71709

rage

SL_0001_RM_25 rmut.bam

e e o] femmf e, fron] s, v

Sequence R T T S O Y E S I T O I O O I S I I Uy SHmy

ZEP35

Refseq Genes



chr6:54,186,215-54,186,514

[T T . P [T [ =
p25.1 p23 p22.2 pZlL31 pZlLl pl2.2 gll.l ql3 ql4.1 qlSs ql6.2 921 q22.1 q22.32 q23.3 q24.3 q25.2 q27
= 601 bp -
24,126,300 bp 24,126,400 bp 24,156,500 bp 24,126,600 bp 24,186,700 bp 24, 126,200
| | | I | I | |

[O-21]

SL_0001L_LM_4 rmut.bam Cowversg

SL_0001 LM_4 mut.bam T

Sequence IR I T T T T S A o S N O S m T U e

Refseq Genes

CEFP1EZ




chrl0:132,916,323-132,916,922

IIIHIII_:_-_Z-:-:-:I:E_I-I-!I
q2o.

pls.1 pl2 plz.31 pll.23 pll.l ql1l1.22 qz2l.1 q2l.3 q22.2 q22.1 q23.32 q24.2 q25.1 q25.2 q26.13

- 601 bp -
152,916,400 bp 132,916,500 bp 152,916,600 bp 132,916,700 bp 132,916,200 bp 152,916,500 by
| | | | | | | | |
SL_0006_RN_67_mut bam Cowe, | 013
rage
SL_0006_RM_E7_mut.bam 1
Sequence w0 N AN NN T T T S T A T G R OE S ] T U E S T e A i e I U E IS

Refseq Genes
CFAP4E



chr2:119,646,753-119,647,352

ETEE E EEE IEE | EeEnn & N -E-:I:E-:-]:-:-:I:-:-:I-:ﬂ:
p25.1 p24.1 p22.3 p2l ple.l  pl3.3 pll.2 qll.2 ql3 ql4.2 q2l.2 q22.2 g2+l q31.1 qg321 qg33.1 q34 q36.1 q37.2

- 601 bp -
113,646,800 bp 113,646,900 bp 119,647,000 bp 119,647,100 bp 113,647,200 bp 119,647,300 bp
| | | | | | | |
SL_0001_RM_15_mut bam Cowe | 0=
rage
SL_0001_RM_15_rut.bam I
Sequence w0 T T N U e T Ay A O E T S A E e e S e Sy e e N R g

Refseq Genes
CFAPZZL



chr19:19,545,319-19,545,913

| | 1 [ 1 | [ 1 | [
pl3.3 pl3.Z pls.13 pl3.11 plz pll qll qlZ  gl=.11 ql13.13 q13.31 q13.33 ql3.42
- 601 bp -
19,545,400 bp 19,545,500 bp 19,545,600 bp 19,545, 700 bp 19,545,500 bp 19,545,900 b
| | | | | | | |
SL_0001_RM_37_mut bam Cowe | 05
rage
SL_DOOL RN_37_mut bam

S equence m I I T I U H O I U Y i T T T T M M T e O e e s RN Ny I VEEM S

Refseq Genes

CILF2



chr5:81,263,265-81,263,864

|| [
pl5.31 pld.3 pl3.3 pls.l pll gllLZ qlz.2 ql3.3 gld.3 gls qZl.2 q22.2 q23.2 q3L1 qg3L3 q33.1 q34 q35.2
- 601 bp -
&1, 262,300 bp 51,263,400 bp £1,763,500 bp &1, 263,600 bp &1, 263,700 bp &1,763,800 bp
| | | | | | |

SL_0001_RM_25_mut bam Cowe | 02
rage
SL_000L_RM_25_rmut.bam I
Sequence me RN i T SN EEEEE U EEE O T Ry s g g ey s e s s U e nEE EE G iU

CEMTZ

Refseq Genes



chr¥:50,067,411-50,065,010

p22.32 p22.2  pZz1l pll.3 pll.?l gll.Z gl3.Z gzl.1 qZZ.1 q23 q24 q25 q26.2 g27.1 az%
- 601 bp -
50,067,500 bp s0,067,600 bp =0,067, 700 bp 50,067,500 bp S0,067, 900 bp =0,06:2, 001
| | | | | | | |
SL_0004_RN_05_mut bam Cowe, | 1800
rage
[ |
SL_0004_RM_DS_rmut. barm

Sequence m R T T e T e T N M AT MU i S I E N N S E Wy Ay )y g

Refseq Genes

CLZM S

CLCMS



chr¥:50,093,267-50,093,366

p22.32 p22.2  p2Zz11 p2l.1 pll.3 pll?l qll.? ql3.2 q2l.1 gqz2L31 q22.1 q23 q24 q25 q26.2 q27.1 azs
- 601 bp -
=0,092,200 bp 50,092,400 bp 50,092,500 bp 50,092,600 bp =0,092,700 bp 50,092,200 bp
| | | | | | |
SL_0004_RN_47_mut bam Cowe, | 71800
rage
SL_0004 RM_47 mut.bam -
Sequence w OO N T I N Y W P A S T IS N N S i T s S s g g e s sg9

—

CLZM S

Refseq Genes



chr¥:50,093,267-50,093,366

p22.32 p22.2  pZz1l pzl.1 pll.3 pll.?l qll.Z gql3.Z q2l.1 gzl.31 qZZ.1 q23 q24 q25 q26.2 g27.1 az%
- 601 bp -
=0,09%, 300 bp 50,093,400 bp 50,093,500 bp 50,093,600 bp S0,093, 700 bp 50,093,800 bp
| | | | | | |
SL_0004_RN_66_mut bam Cowe, 1800
rage
SL_0004 RM_66_mut.bam i
Sequence s OO RO LR T T T M T T e e T A R Ny N U g B U R e et e e M O 9 U

—

CLZM S

Refseq Genes



chr21:36,460,462-36,461,061

pl3 pl2 pll.Z plll qll.2 q21.1 q21.2 q21.2 q22.11 q22.12 q22.2 q22.3
= 601 bp -
26,460,500 bp 26,460,600 bp 26,460,700 bp 26,460,200 bp 36,460,300 bp 26,461,000 bp
| I | | | | | |
[0 -1A/]
SL_0015_LM_48 rmut.bam Cowvers
SL_0015 LM 45 rutbam %

Sequence O T O T T S TN T T e e e ] N IO T I T e I A I T s TV A

Refseq Genes
CLOM14-A51 CLOM14-A51 CLDM14



chr21:36,460,462-36,461,061

| | | s
o plz pll.Z plll qll.Z2 q21.1 azl.Z q21.3 qzz.11  q22.17 qz22.2 qzz.3
- 601 bp -
56,460,500 bp 56,460,600 bp 56,460,700 bp 56,460,500 bp 26,460,900 bp 56,461,000 bp
| | | | | | | |

SL_0015_RM_21_mut bam Cowe, 71800
rage
SL_001S_RM_21_rut.bam %

Sequence O T O T T S TN T T e e e ] N IO T I T e I A I T s TV A

Refseq Genes
CLOM14-A51 CLOM14-A51 CLDM14



chrl6:11,024,540-11,025,139

[ I T s | | [ [T N [ s 1
pl3.2 pl3.2 pl3.l2 pl2.32 plz.1 pll.Z pll.l qll.Z2 qlz.1 qlz.2 q21 q22.1 q22.2 q23.2 qgz4.1

= 601 bp -

11,024,600 bp 11,024,700 bp 11,024,800 bp 11,024,500 bp 11,025,000 bp 11,025,100 bp
I I I I I I I I I

SL_0001_RM_15_mut bam Cowe | 0" 18

rage

SL_0001_RM_15 mut.bam

Sequence w AR T T I R T T E @ G U S T O S S S Sy i A I O e s I iy i IS UE e

CLECIEA

Refseq Genes



chrl1:100,060,925-100,061,524

rage

SL_0004 RM_26_rmut.bam

pl5.4  pl5.2 pld.3 pl3 plz pllz  qll ql2.2 ql3.2 q13.5 qld.z2 azl  q22.2 a23.1 q23.3 q24.2 q25
-t 601 bp -
100,061,000 bp 100,061,100 bp 100,061, 200 bp 100,061,200 bp 100,061,400 bp 100,061,500 bp
| | | | | | | |
SL_0004_RM_26_rmut.barm Cowe | [ 14

.
—_—
—
-
-_——
————
——
-
——
-
-
-
-

Sequence —

‘Refseq Genes

T e T T

CHTRS




chr7:147,561,868-147,562,467

- I N I N 7 N O B T

p22.1 p2L2 pl53 pld.3 plsl  plz.2  plLl qll.22 q21.11  q2L.2 qZ2.1 g31.1 q31.31 q32.1 q33 q3 q36.2
- 601 bp -
147,561,900 bp 147,562,000 bp 147,562,100 bp 147,562,200 bp 147,562,300 bp 147,562,400 bp
| | | | | | | |
SL_0015_RM_21_mut bam Cowe | 034
rage |
SL_0O015 RM_21_rmut.bam I .
Sequence m RO T I T S M G M T T O M A T U I S I M S T S S W P G S

Refseq Genes
CHNTHARPZ



chrl17:50,184,522-50,155,121

i | [ 1 !1 [
pl3.Zz pls.1 pl2 pllZ pll.l qll.? qlz gqzl.1 gqZL31 qZL1.33 q22 q23.1 q23.3 Q4.2 az5.1 az5.3
- 601 bp -
=0,184,600 bp 50,184,700 bp 50,184,500 bp 50,184, 900 bp s0,155,000 bp 50,185,100 bp
| I | | w | | | I
SL_0010_RM_34_mut bam Cowe | 02
rage
SL_0010_RM_34_rmut.bam }
Sequence me OO N A R I E R T T I I N Oy I S e T e {E S e et TN T i E o

e
COL1AL

Refseq Genes



chr6:75,189,252-75,189,8581
[T 7T N oy (7 T 1 I - T N 20 O e e =]

p25.1 p23 p22.2 p2l.31 p2l.1 plz.2 qll.l ql3 ql4.1 ql5 ql6.2 g2l q22.1 q22.32 q23.3 qz24.3 q25.3 q27

4 601 bp -
75,159,400 bp 75,185,500 bp 75,189,600 bp 75,185,700 bp 75,189,500 bp 7
| I | I I I |

[0 -10.00]

SL_0015_LM_44 rmut.bam Cowvers

SL_0015 LM 44 mut.bam i

Sequence m | TN T T I S ATy E S N /U HE I USE S E U EEEEU T S U

Refseq Genes
COL1Z2A1



chr5:178,270,073-178,270,672

[ TT7T T N [ [ - N T N 7 || =5 -:-:—:I:EI:
pls.31 pld.2 pl3.2 pl3.l1 pll qll.Z glz2.2 ql3.2 ql4.2 ql5 q2l.2 q22.2 q23.2 q31l.1 qg3L2 q33.1 q34 q35.

= 601 bp -
172,270,100 bp 175,270,200 bp 173,270,200 bp 172,270,400 bp 173,270,500 bp 172,270,600 bp
| | | | | | |
[0-17]
SL_0015_LM_48 rmut.bam Cowvers
SL_0015 LM_45_rmut.bam T
Sequence we TR T E U T T N E R e S EH e e E R R I E R EU a7t i e R E Qe e i RS v e Sy EMUE U UG p

Refseq Genes
COL2a3A1



chrl:160,333,298-160,333,597

[(CTTT B T°7 TTIT T T T B N B [V [
p36.23 p36.12 p3+3 p33  p3z.l p3l.1l p22.2 p2l.1 pl3.l qlz q2l.1 q22 q24.1 qg25.2 q3L.2 q32.2 g4l q42.2 qdd
~ 601 bp -
160,353,400 bp 160,555,500 bp 160,255,600 bp 160,533,700 bp 160,533,500 bp 160,33
I | I | I I I
[0 - 20]

SL_000Z_LM_1 rmut.bam Cowversg

SL_0002_LN_1_mut.bam

Sequence I T T I T S S S I e Ui

COFPA

Refseq Genes



chrl7:14,207,066-14,207,665

[ | # e -]l = | [ [ [ Y N Y i
pl2.2 pl3.1 pl pll.Z2 pll.l qll.Z2 qlz q21.1 q21.31 q21.33 q22 q23.1 q23.2 qz24.2 q25.1 q25.3

= 601 bp -

14,207,100 bp 14,207,200 bp 14,207,300 bp 14,207,400 bp 14,207,500 bp 14,207,600 bp
I I I I I I I I

[0-1Z2]
SL_0015_LM_48 rmut.bam Cowvers

SL_0015 LM_46_rmut.bam

Sequence m I T O S U e e O A T I M A i N Y i S O O e g e S

COX10

Refseq Genes



chr4:15,002,813-15,003,412

B | [ [ |
ple.l  pl5.31 pl5.1 pl? qll ql3.1 ql3.3 q2l.22 q22.2 q24 qg25 q26 qg22.1 q22.3 q31.22 q32.1 q32.3 q34.2 q35.
= 601 bp -
15,002,300 bp 15,003,000 bp 15,003,100 bp 15,003,200 bp 15,003,200 bp 15,003,400
| | | | | | |
[O-11]
SL_0015_LM_44 rmut.bam Cowvers
SL_ 0015 LM_44 rmut.bam L

Sequence m T I T T S T S M i T ) e g S S S S TG s

Refseq Genes

ZPEBZ



chr14:92,130,678-92,131,277

I I | - a .._
plz pll.Z qll.1 qlz gl3.1 g2l.1 q2l.2 q22.2 q23.1 qg22.2 qz24.2 q31l.1 q31.3 qg32.12 q32.2 q32.3:
~ 601 bp -
92,150,700 bp 92,150,500 bp 92,130,900 bp 92,151,000 bp 92,151,100 bp 92,151,200 bp
| I | I I I I I
[0-1T7]

SL_0001L_LM_4 rmut.bam Cowversg

SL_000L_LMN_4_mut.bam 1

Sequence TR N T I T S A U T O s STy Uy e g

ZPSF2

Refseq Genes



chrl:207,469,549-207,470,143

[(CTTT B T°7 TTIT T T T B N B [V Imm-:FE_D:ﬂ:-:
p36.23 p36.12 p3+3 p33  p3z.l p3l.1l p22.2 p2l.1 pl3.l qlz q2l.1 q22 q24.1 qg25.2 q3L.2 q32.2 g4l q42.2 qdd

= 601 bp -

207,469,600 bp 207,469,700 bp 207,463,800 bp 207,463,900 bp 207,470,000 bp 207,470,100 bp
I I I I I I I I I

[O-18]
SL_0001_LM_3 rmut.bam Cowversg

SL_000L_LM_3_mut.bam

Sequence m O e T Y M B T T v eI U I N e ey e I™m S S s U eSS

Refseq Genes
CR2



chrl:207,469,549-207,470,143

[(CTIT B 77 TTTT T T T T B N B k4 [ -:I:I:I:I:-:-:-:F_H:-:-:
p36.23 p36.12 p3+3 p33  p3z.l p3l.1l p22.2 p2l.1 pl3.l qlz q2l.1 q22 q24.1 qg25.2 q3L.2 q32.2 g4l q42.2 qd4

= 601 bp -

207,469,600 bp 207,469,700 bp 207,463,800 bp 207,463,900 bp 207,470,000 bp 207,470,100 bp
I I I I I I I I I

SL_0001_LM_4 mut.bam Cowverzg

SL_0001_LM_4 mut.bam

[0 -57]

Sequencea

Refseq Genes

CRZ




chrl:207,469,549-207,470,143

[(CTTT B T°7 TTIT T T T B N B [V TN B B EE
p36.23 p36.12 p3+3 p33  p3z.l p3l.1l p22.2 p2l.1 pl3.l qlz q2l.1 q22 q24.1 qg25.2 q3L.2 q32.2 g4l q42.2 qdd
~ 601 bp -
207,463,600 bp 207,469,700 bp 207,463,500 bp 207,469,900 bp 207,470,000 bp 207,470,100 bp
I I I | I I | I I
[0 - 28]

SL_0001_LM_10 rrut.bam Cowvers

SL_000L_LM_10_rmut.bam

S equence m O s T T T T T Ty i I i I S U e I I S T e g S U e

Refseq Genes
CR2



chrl:207,465,399-207,465,995

[(CTTT B T°7 TTIT T T T B N B [V IEHIEI:_:-:-:FE_D:“:
p36.23 p36.12 p3+3 p33  p3z.l p3l.1l p22.2 p2l.1 pl3.l qlz q2l.1 q22 q24.1 qg25.2 q3L.2 q32.2 g4l q42.2 qdd

4 601 bp -
207,468,500 bp 207,468,600 bp 207,468,700 bp 207,468,500 bp 207,468,300 bp 207,46
I I I | I | I
[0-18]
SL_0003_LM_51 rmut.bam Cowers
SL_0003 LM 51 _rrut.bam i
Sequence m | T I I H I S I T S s T S E T W S SO EEE PO

Refseq Genes
CR2



chr9:35,733,150-35,733,749

| 1 [ O I T T T T T T T T I [ T T
pzd4.1  pZz.3 p2l.3 pz2ll pl3.2z qll alz ql3 q2L12 qzl.2 q2l.33 q22.3Z gq3l.1 g3L.3 gq33.1 q33.3 q34.13
- 601 bp -
55,755, 200 bp 55,753,300 bp 55,753,400 bp 55, 752,500 bp 55,758,600 bp 55,753, 700 bp
| | | | | | |
SL_0001_RM_15_mut bam Cowe | 018
rage
SL_000L_RM_15_rmut.bam I
Sequence mme OGO RO T T T T NI EE U T O s iy g e e e e e e T U E S N i iy

Refseq Genes
CREEZ



chrl17:40,016,631-40,017,230

[ T - "-:q [ [ [ I N Y i
pl3.Zz pls.1 pl2 pllZ pll.l qll.? qlz gqzl.1 gqZlL.31 qZ1.33 q22 q23.1 q23.3 Q4.2 az5.1 az5.3
- 601 bp -
40,01, 700 bp 40,016,800 bp 40,016, 900 bp 40,017,000 bp 40,017,100 bp 40,017,200 bp
| | | | | | | |
SL_0007_RM_2_mut.bam Cover || 071500
age
3 |

SL_0007_RN_Z_mut.bam

Sequence e I T e EE U M e s T S i N S A Ty g i Sy E Uy
I = = = = = = = = = = = = = = = = = i ) - ) i

Refseq Genes
CS5F2



chr¥:120,973,861-120,974,460

p22.32 p22.2 p22.11 pzl.1 pll.2 pll.21 qll.2 ql3.Z2 g2l.1 q2l.31 q22.1 q23 ql! 925 q26.2 g27.1 q28

- 601 bp -
120,975,500 bp 120,974,000 bp 120,974,100 bp 170,974,200 bp 170,574,200 bp 120,974,400 bp
| | | | | | | |
SL_0006_RN_67_mut bam Cowe, | 013 ‘
rages
4 1
|
SL_0006_RM_E7_mut.bam |
|
|
Sequence mme LN NN T e ] M T N T T T N e S g e e E e g g T N U H EE T E s e T E i s

Refseq Genes
CT4742



chrl17:3,662,154-3,662,753

e -l = 2 ] [ [ [ I N Y i
pl3.z pls.1 pl2 pllZ pll.l qll.? qlz gqzl.1 gqZL31 qZ1.33 q22 q23.1 q23.3 Q4.2 az5.1 az5.3
- 601 bp -
2 662,200 bp 5 662,500 bp 2 662,400 bp = 662,500 bp = 662,600 bp = 662,700 bp
| | | | | | |

SL_0006_RM_67_mut bam Cowe | 011
rage I
SL_D006_RM_67_mut.bam 1
Sequence s 00RO LA e S E S T T i i T iy T T TN I g g s T S e E T S &t e I s

—

CTRE

Refseq Genes



chrlg:53,402,541-53,403,140

[ T ] [ _-"-—_:—:*:-:_ [ [
pll.21 pll.22 pll.1l qll.2 qlz.1 qlz.2 qlz.2 q21.1 q21.2 q21.31 q21.33 q22.1 q22.2 q23

- 601 bp -
53,402,600 bp 53,402,700 bp 53,402,800 bp 53,402,900 bp 53,402,000 bp 53,403,100 bp
| | | | | | | | |
SL_0001_RM_31_mut bam Cowe | 02
rage
SL_0001_RM_31_rmut.bam
Sequence me RO NN e T S E T S i T I N T s e e VR S e gt e e T O

Refseq Genes
Do



chrz2:38,500,906-35,501,505

[ [ [ [ [ 1 —:—:l:_ [
pl3 pl2 pll.Zz pll.l qll.21 gqll.22 qlz.1 qlz.2 ql2.3 qlz.1 ql3.2 ql3.31 ql13.32

= 601 bp -
22,501,000 bp 33,501,100 bp 322,501,200 bp 22,501,200 bp 38,501,400 bp 28,501,5
I | | | I | I |
[0-17]
SL_0015_LM_44 rmut.bam Cowvers
SL_ 0015 LM_44 rmut.bam I
Sequence we IR TN N T U E A Ny N U S S S EEHEE e EE EE S Sy EE E E EE ETE s

Refseq Genes
DDOx17



chr¥:135,546,092-135,546,5691

mmn:—:—j:g:-:-:
p22.32 p22.2 p22.11 pzl.1 pll.2 pll.21 qll.2 ql3.Z2 g2l.1 q2l.31 q22.1 q22 q24 q25 q26.2 q27.1 q28

- 601 bp -
135,546,200 bp 135,546,200 bp 135,545,400 bp 135,546,500 bp 135,546,600 bp 1358
| | | | | |
SL_0010_RM_34_mut bam Cowe | 02
rage
SL_0010_RM_34_rmut.bam 1
Sequence me RGN E N T N E S U EE T TS g g U e g e s U S Sy S Emmmm T

Refseq Genes
INTSEL IMTSEL INTSEL



chrl17:37,633,098-37,633,697

M- il [ [ [ I N Y i
pl3.Zz pls.1 pl2 pllZ pll.l qll.? ql?z gzL1 gqZL.31 qZ1.33 q22 q23.1 q23.3 Q4.2 az5.1 az5.3
- 601 bp -
57,633,200 bp 57,633,300 bp 57,655,400 bp 57,633,500 bp 7,633,600 bp 57,63
| | | | | | |
SL_0004_RN_24_mut bam Cowe | 018
rage
|
SL_0004_RM_24_rmut.bam I
|
|
Sequence mue RO I I TN EE O U N T e S s s S  EEE U s A uuua

Refseq Genes
DOX52



chr12:113,163,5669-113,164,463

-~ ] [ D N N B BN B D [

pl3.32 pl3.2 plz.z pllz3 plll  ql2 gl3.1Z gql3.3 gqld.Z gql5 qzZ1.2 q21.32 qZ2 qz3.2 qz+.11 q23.22 q24.32
- 601 bp -
113,165,500 bp 112,164,000 bp 113,164,100 bp 113,164,200 bp 112,164,200 bp 113,164,400 bp
| | | | | | |

SL_0001_RM_15_mut bam Cowe | 03

rage
|
|
|
|
|
|
|
|
|
|
|
|
|
|
|
|
|
|

SL_DO0L_RM_15_rmut.bam |
|
|
|
|
|
|
|
|
|
|
|
|
|

fikil

|
|

Sequence R T I T I U O s A I S T T A ] e O O M O O T R I T S S A S A A

Refseq Genes
DOX54



chr12:113,163,877-113,164,476

-~ ] [ D N N B BN B D [

pl3.32 pl3.2 plz.z pllz3 plll  ql2 gl3.1Z gql3.3 gqld.Z gql5 qzZ1.2 q21.32 qZ2 qz3.2 qz+.11 q23.22 q24.32
- 601 bp -
112,164,000 bp 113,164,100 bp 112,164,200 bp 112,164,200 bp 113,164,400 bp
| | | | | | |

SL_0001_RM_15_mut bam Cowe | 03

rage
|
|
|
|
|
|
|
|
|
|
|
|
|
|
|
|
|
|

SL_DO0L_RM_15_rmut.bam |
|
|
|
|
|
|
|
|
|
|
|
|
|
|
|
|

Sequence T T A O T ] T M H T T O O TR T I e N T ST VAR SET  EE  amo v  i

Refseq Genes
DOX54



chrg:7,015,782-7,016,351

[T w-f T T T N BN T | BT T [

p23.7 pz2? pzl.Z plz pllLZZ gll.1 glz.1 gl3.1 gqzl.11 qZL1.2 aZzz.1 qZ2.3 q23.2 qz24.11 q24.21  q24.23
- 601 bp -
7,015,300 bp 7,016,000 bp 7,016,100 bp 7,016,200 bp 7,016,200 bp
| | | | | | |
SL_0017_RN_15_mut bam Cowe | 02
rage
i
SL_0017_RM_15_rut.bam
' | |
|
Sequence me ORI ] S Em U E I HEE T i T Ty g s S H S s M U E e U o

3 3 3 3 3 3 3 3 3 3 3 3 3 3 3 3 3 3
¥ ¥ r ¥ ¥ r ¥ ¥ ¥ r ¥ ¥ ¥ r ¥ ¥ ¥ r

XR_0O70e0731.1 DEFAZ

Refseq Genes



chrz0:57,413-858,012

28] PRt o | [ I | [
o plz.3 plz.2 plz.1 pll.Z3  pllzl qll.1 qll.22 qlz ql3.1Z gqls.13 gl3.z gql3.31 ql3.33
- 601 bp -
£7,500 bp &7,600 bp £7,700 bp &7,800 bp £7,900 bp 55,000 by
| | | | | | |
SL_0006_RMN_67_mut bam Cowe | 014
rage
SL_0006_RM_G7_rut.bam I
Sequence me RN T EE S A A I I M O ey S e M S s MU U

Refseq Genes

DEFELZS



chrl:54,549,734-54,850,333

[TITT B T 7 TT117T T 1T W o o I D B [ oy [
p36.23 p36.12 p3+3 p33  p3z.l p3l.1l p22.2 p2l.1 pl3.l qlz q2l.1 q22 q24.1 qg25.2 q3L.2 q32.2 g4l q42.2 qdd

= 601 bp -

54,843,500 bp S, 549,900 bp 54,850,000 bp 54,850,100 bp 54,850,200 bp 54,850,300 bp
I I I I I I I I I

SL_0004_RN_47_mut.bam Cowe | 71709

rage

SL_0004 RM_47 mut.bam L

Sequence m O T I S e QU T S S s N S I S EEEEmNE iU i
e

DHCRZ4

Refseq Genes



chr5:141,514,548-141,515,447

[ TT7T T N [ [ - N T B 7 || [ IF-:I:_:I::
pls.31 pld.2 pl3.2 pl3.l1 pll qll.Z glz2.2 ql3.2 ql4.2 ql5 q2l.2 q22.2 q23.2 q3L.1 q3L2 q33.1 q34 q35.2

- 601 bp -
141,514,900 bp 141,515,000 bp 141,515,100 bp 141,515,200 bp 141,515,300 bp 141,515,400 bp

| | | | | | | | |
SL_00L6_RM_51_mut bam Cowe | 024
rage

[

SL_0016_RM_S51_mut.bam i
Sequence e RO T T T T T g I E TRy s S T iy E I e e g I I e g T I VSt

Refseq Genes
DIAFHL



SL_0004 RM_26_rmut.bam Cowe

rage

SL_0004_RM_26_mut.bam

Sequence —

Refseq Genes

chrl7:78,507,058-75,507,657

[ I I I I [
pl2.2 pl3.1 pl2 pll.Z2 pll.l qll.Z2 qlz q21.1 q21.31 q21.33 q22 q23.1 q23.2 qz24.2 q25.1 q25.3
~ 601 bp -
75,507,100 bp 75,507,200 bp 78,507,300 bp 78,507,400 bp 78,507,500 bp 78,507,600 bp
I | I | I I I
[0-13]

OrMAHLY




chr21:33,579,141-33,579,740

| | | 5o 28
E plz2 pllZz plll qll.Z q21.1 qzl.2 q21.3 qz2.11 = q22.12 q22.2 q22.3
- 601 bp -
23,579,200 bp 23,579,200 bp 23,579,400 bp 23,579,500 bp 23,579,600 bp 23,579,700 bp
| | | | | | | | |

SL_0004_RN_05_mut bam Cowe | 0" 18
rage
SL_0004 _RM_05_mut.bam |

Sequence O O T O S S I O S | | | | U )

Refseq Genes
DOrSOM



chrl0:132,203,504-132,204,103

| | | | | [

p1s.1 pl3 plz.31 pll.Z3 pll.l gll2zZ gzlL.1 qzl.3 Q222 q23.1 q23.32 qzh2 q25.1  q25.3  q26.13 qEJ.E
- 601 bp -

152,205 600 bp 152,20, 700 bp 132,205,800 bp 152,205,500 bp 152,204,000 bp 132,204,
| | | | | | |

SL_00L6_RM_51_mut bam Cowe | 034

rage

SL_O01E RM_51_rmut.bam

Sequence e RO T TG SCH G e T N T T A T R S N A e S A e A e A S N M e S S R T SN I Y

Refseq Genes
DPYSLg



chrz1:40,311,571-40,312,470

- T _:q
| pl3 l pl2 I pll.2 5:1 qll.2 qZ2l.1 qQ2l.2 qZ2l.2 qz22.11 qQ22.12 q22. qQ22.2
= 601 bp -
40,311,200 bp 40,312,000 bp 40,312,100 bp 40,312, 200 bp 40,312,200 bp 40,312,400 bp
I | | | | I | I
[0 - 22]
SL_0015_LM_48 rmut.bam Cowvers ‘ ‘
| |
| |
| |
| |
| |
| |
| |
| |
| |
| |
| |
SL_001S LM_48 rmut.bam I I
| |
| |
| |
| |
| |
| |
| |
| |
| |

Sequence R VST O T T I e I ] N T O I S O A T T i T S S S ISRV

Refseq Genes
DSCAM



chr6:20,402,142-20,402,741
[ 1 [
p25.1 p23 p22.2 p2lL31 p2ll pl2.2 qlll ql3 qla.1 ql5 ql6.2 gzl q22.1 q22.32 q23.3 q24.3 q25.3 qz27
- 601 bp -
20,402,200 bp 20,402,200 bp 20,402,400 bp 20,402,500 bp 20,402,800 bp 20402700 bp
| | I | | | | | |
[0 - 53]
SL_0002 LM_1 mut.bam Cowverzg
50002 LN_1_mutbam . —
Sequence e 'IIIIII|||||||||||||||||1|||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||]||||||||||||||||||||||||1|||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||IHIIIIII|||||||||||||||||||||||||||||||||||||||||||||||
Refseq Genes 2 . i ; . . .
Xh_047419652.1




chr19:11,507,706-11,508,305

| | T 1 [ | [ | [ 1 |
pl3.3 pl3.Zz  pl3.13 pl3.11 plz pll qll qlz ql3.11 ql3.13 ql3.31 ql13.33 ql3.42
4 601 bp -
11,507,500 bp 11,507,500 bp 11,503,000 bp 11,505,100 bp 11,508,200 bp 11,508, 3
| I I I | I | I

SL_0006_RN_67_mut bam Cowe, | 1800
rage
SL_000&_RM_&7_mut.bam -
Sequence me NN R TN I T T Sy S T I U s s A Sy A e e

Refseq Genes

ECSIT



chrl17:44,854,327-44,5854,926

i | [ 1| 1 [
pl3.Zz pls.1 pl2 pllZ pll.l qll.? qlz gqzlL.1 gqZl.51 qZ1.33 q22 q23.1 q23.3 Q4.2 az5.1 az5.3
- 601 bp -
44,554,400 bp 44,554,500 bp 44,554,600 bp 44,554,700 bp 44,854,500 bp 44,554,900 bp

| | I | | | | | |
SL_0004_RN_15 mut bam Cowe | 02
rage
SL_0004_RM_19_rmut.bam |
Sequence me RN T T T o N St e A T T e s s I T TG Sy NI TN S g N g Y P 7t S s e N @ @A

Refseq Genes
EFTUDZ



chr11:65,583,338-65,583,937
(D T B S -l [ o I I N [ = |

pls. 4 pl5s.2 pld.2 pl2 pl2z pllz qll ql2.2 ql3.2 ql3.5 qld.2 qz1 q22.2 q23.1 q23.3 q24.2 qg25

= 601 bp -

65,583,400 bp 65,583,500 bp 65,583,600 bp £5,583, 700 bp 5,583,800 bp 65,583,900 bp
I I I I I I I I I

SL_0017_RN_15_mut bam Cowe | 037

rage

SL_0017_RM_15 mut.bam

Sequence m R S T A A T I i e =0T o U e i g S U S e e

Refseq Genes
EHEF1L1 EHEF1L1



chr7:74,069,454-74,070,053

- I T N B 7 D B B [ |___ .

p22.1 p2L2 pls.2 plds.3 pld.l pl2.2 pll.l qll.22 q21.11 q2l.2 qz2.1 q3l.1 gq31.31 q32.1 g33 Q35  q36.2

= 601 bp -

74,.0839,500 bp 74,069,600 bp 74,063,700 bp 74,083,200 bp 74,083,900 bp 74,070,000 bp
| I | I | | |
[0 -10.00]

SL_0001_LM_10 rrut.bam Cowvers
SL_0001_LM_10_rmut.bam I
Sequence we T T H M EEE T I U I I S U T S S IS EEE i U Sy N i s STy [ sy S

—

ELM

Refseq Genes



chr7:74,069,537-74,070,136

- I T N B 7 D B B [ |___ .

p22.1 p2L2 pls.2 plds.3 pld.l pl2.2 pll.l qll.22 q21.11 q2l.2 qz2.1 q3l.1 gq31.31 q32.1 g33 Q35  q36.2
= 601 bp -
74,069,600 bp 74,063,700 bp 74,069,200 bp 74,083,300 bp 74,070,000 bp 74,070,100 bp
| I | | | | | |
[0 -10.00]
SL_0015_LM_44 rmut.bam Cowvers
i
SL_ 0015 LM_44 mut.bam % _
Sequence we I T T g E A T E EH S Ey s I S S iU S i U S U St b

—

ELRM

Refseq Genes



chrz:148,784,702-148,7585,301

ETEE E EEE IEE | EeEnn & N _:-:I:E-H:-:-:I:-:-:I-:ﬂ:
p25.1 p24.1 p22.3 p2l ple.l  pl3.3 pll.2 qll.2 ql3 ql4.2 q2l.2 q22.32 g2+l q31.1 qg321 qg33.1 q34 q36.1 q37.2

= 601 bp -

148,784,500 bp 148,754,900 bp 148,785,000 bp 148,785,100 bp 148,785,200 bp 148,785
I I I I I I I I

[0-15]
SL_000Z_LM_11 rrut.bam Cowvers

SL_0002_LM_11_rut.bam T

Sequence R T M T S S T RN M N QU Ny Ry Emm

Refseq Genes
ERPC2



SL_0006_RM_36_rmut.bam Cowe

rage

SL_0006_RM_36_rmut.bam

-l

Sequence

Refseq Genes

chrl0:49,457,756-49,458,355

[T -] I!:_:_ ]
pl5.1 pl3 plz.31 pll.23 pll.1 qll.? g21.1 qz2l.3 q22.2 gz23.1 q23.32 q24.2 g25.1 q25.3 q26.13 q26.3
4 601 bp -
43,457,900 bp 49,452,000 bp 49,452,100 bp 43,452,200 bp 43,452,200 bp 45
| | | | | | |
[0 - 10.00]

o ] o] fommf e ] s, v

ERZCE



chr19:41,443,501-41,444,400

I I [ | | I [rt e e | [ I [ | | I I I
pl3.3 pl3.Z2 pl3.13 pl3.11 plz pll gll qlz ql3.11 ql3.13 ql3.31 q13.23 ql3.42
~ 601 bp -
41,445,900 bp 41,444,000 bp 41,444,100 bp 41,444,200 bp 41,444,300 bp 41,444,
I I I I | I
[0 -10.00]

SL_0007_RM_33_rmut.bam Cowe

rage

SL_O007_RM_332 mut.bam

Sequence

Refseq Genes

ERICH

O A T T T T T ST S A QI i U i S N S



chrl12:53,289,792-53,290,391

-~ | | B |
pl3.32 pl3.2 pl2.2 pllLz3 plll  ql2 ql3.1Z ql3.2 gqld.2 qls qz1.2 q21.32 q22 q23.2 q2+.11 q24.22 q24.32
- 601 bp -
53,289,900 bp 53,290,000 bp 53,290,100 bp 53,290,200 bp 52,790,200 bp 53,2
| | | | | |
SL_0004_RN_47_mut bam Cowe, | 71800
rage
SL_0004_RM_47_rmut.bam 1
Sequence w0 T T S T e M NS A s e I E e O S TS U S s U s

Refseq Genes

ESFL1



chrl:92,693,509-92,694,103

[T B T TT10T 7 !:-_:-E-:-:-I}l [ B W I BT T N 7 7 BT 7
p36.23 p36.12 p3+3 p33  p3z.l p3l.1l p22. p2l.1 pl3.1 qlz q2l.1 q22 q24.1 qg25.2 q3L.2 q32.2 g4l q42.2 qdd

- 601 bp -
92,693,600 bp 92,692,700 bp 52,692,200 bp 92,692,500 bp 92,694,000 bp 92,654,10
| | | | | | |
SL_0006_RMN_67_mut bam Cowe | 017
rage
SL_000E RM_E7_rmut.bam | -
Sequence m AR T S S U U O U S SOy U s E U g E SO S sEu iEEEE s e

Refseq Genes
EIS



chrl13:37,005,511-37,009,110

[ [ - N I IFEZ_
plz pll.2 qll ql2.12 qlz2.3 ql3.2 ql4.12

[T TN T
ql4.3 qz1.2 qzZl.32 qz2.1 q31l.1 q31.2 q32.1 q33.1 q33.3
- 601 bp -
57,008,600 bp 57,005, 700 bp 57,005,500 bp 57,008,500 bp 57,009,000 bp 57,009,10
I I I I | I |
SL_0015_RN_10_mut bam Cowe | 053

rage

SL_0015 RM_10 mut.bam

Sequence —

_ ..

Refseq Genes

EXOSCE




chrg:143,725,976-143,729,575
[ B ) N ([ - I T T I 1 N BN T [ ]

p23.2 p22 p2l.2 pl2 pll.2Z qll.l qlz.1 ql3.1 q2l.11 q21.2 q22.1 q22.3 qZ23.2 q24.11 q24.21 q24.23
= 601 bp -
143,729,000 bp 142,723,100 bp 143,729,200 bp 143,729,300 bp 143,729,400 bp 143,729,500 bp
| | | | | I | I
[0 -10.00]
SL_0015_LM_48 rmut.bam Cowvers
| |
SL_0015_LN_45_rut.bam
Sequence w N R N T T S 0TI EE 0 Ty S s I ey S e A A S G U Sy e

Refseq Genes
FAr22H



chr9:137,244,8583-137,245,482

| [ 1 [ T T P T T T 7T T [ | N [ T 171
pz+.1 p22.3 p2l.3 p2ll1l pl3.2 qll qlz ql3 q2l.12 q2l.2 qz21.33 q22.32 q31.1 q31.3 q33.1 q33.3 q34.13
- 601 bp -
157,245,000 bp 137,245,100 bp 137,245,200 bp 157,245,300 bp 157,245,400 bp 1:
I | I | I I I
[0 - 10.00]
SL_000Z_LM_1 rmut.bam Cowversg
SL_0002 LM_1_rut.bam | i
Sequence me RN N VT N T T Y T N i T R T N S g T N U E e g I e O U s s s iy ;I

Refseq Genes
CIMIP 28



chrl5:52,605,572-52,609,171

[ [ [ || I [ N [ e [ I [ T
plz pll.?Z plll gll.z gl3.1 gqld gls.1 g2l.1 q21.3 q22.2 q22.32 qz+.1  gq25.1 q25.3 g26.1 q26.2
- 601 bp -
=2 E0S,600 bp =2 £08, 700 bp =2 603,500 bp =% 608,900 bp =2 03,000 bp 52,609,100 bp
| | | | | | | | |

SL_0017_RN_15_mut bam Cowe 017
rage
SL_0017_RM_15_rmut.bam 1

Sequence L O T T O S T N i Uy sy

Refseq Genes
ATOSA



chr2:206,771,702-206,772,301

& N
p25.1 p24.1 p22.3 p2l ple.l  pl3.3 pll.2 qll.2 ql3 ql4.2 q2l.2 q22.2 q24.1 q31.1 qg321 qg33.1 q34 q36.1 q37.2

= 601 bp -

206,771,500 bp 206,771,900 bp 206,772,000 bp 206,772,100 bp 206,772,200 bp 208,772
I I I I I I I I

SL_0004_RN_05_mut bam Cowe | 0" <

rage

SL_0004 RM_0S_rmut.bam

Sequence O T T e S Sy e A T | s s E g s

FASTEDZ

Refseq Genes



chr2:206,771,701-206,772,300

& N
p25.1 p24.1 p22.3 p2l ple.l  pl3.3 pll.2 qll.2 ql3 ql4.2 q2l.2 q22.2 q24.1 q31.1 qg321 qg33.1 q34 q36.1 q37.2

= 601 bp -

206,771,800 bp 206,771,900 bp 208,772,000 bp 206,772,100 bp 206,772,200 bp 206,77z
I I I I I I

SL_0004_RN_05_mut bam Cowe | 0" <

rage

SL_0004 RM_0S_rmut.bam

Sequence T T U N T S S O S N | |

FASTEDZ

Refseq Genes



chr4:186,707,002-1586,707,601
| [ | T [ e [

[T T N T [ ] -:-:-:-:F
plé.l pl5.31 pls.1 pl3 qll ql3.1 ql3.3 q2l.22 q22.2 q24 qg25 qg26 qgz28.1 q28.3 q31.22 q32.1 q32.3 q34.2 q35.

- 601 bp -
186,707,100 bp 186,707,200 bp 186,707,200 bp 18,707,400 bp 186,707,500 bp 186,707
I | | | | | I |
SL_0015_RN_10_mut bam Cowe | 0734
rage |
|
|
|
|
|
|
|
|
|
|
|
|
|
|
|
|
|
|
|
|
|
|
SL_0015 RM_10_mut bam I
|
|
|
|
|
|
|
|
|
|
|
|
|
|
|
|
|
|
|
|

Sequence T e T I S I N T S IO E T T T i e i O i I I A e U S N U S Oy ey

Refseq Genes
FATL



chrs:151,505,458-151,506,057

[ TT7T T N [ [ - N T N 7 || =5 -EII_:I::
pls.31 pld.2 pl3.2 pl3.l1 pll qll.Z glz2.2 ql3.2 ql4.2 ql5 q2l.2 q22.2 q23.2 q31.1 q3L2 q33.1 q34 q35.2

- 601 bp -
151,505,500 bp 151,505,600 bp 151,505,700 bp 151,505,200 bp 151,505,500 bp 151,506,000 bp
| | | | | | |
SL_0006_RM_55 mut bam Cowe, | 1800
rage
SL_0006_RM_59_rmut.bam I

Sequence m T i ET I T E i I T T VA T O G e e v e e U H s m sy

Refseq Genes
SLC2EAL



chr4:125,315,716-125,319,315

[T T N T N - -:-:m:_lzn:-:P [ T 7T N S
plé.l pl5.31 pls.1 pl3 qll ql3.1 ql3.3 q2l.22 q22.2 q24 qg25 qg26 qg22.1 q28.3 q31.22 q32.1 q32.3 q34.2 q35.

= 601 bp -

125,318,800 bp 125,318,900 bp 125,319,000 bp 125,319,100 bp 125,319,200 bp 125,313,300
I I I I I I I

[0 - 2E]
SL_0015_LM_44 rmut.bam Cowvers

SL_0015_LMN_44_mut.bam

Sequence O I T Tt B T e e B e S @ T T T A T T ] U e E e T U VS E e @i

Refseq Genes
FAT4



chr5:128,255,659-128,259,2585

[
pl5.31 pld.3 pl3.3 pl3.l pll gqllLZ gqlz.2 q13.3 gld.3 ql5 q2l.2 q22.2 qEE.J q3L.1 g3L3 q33.1 q3d q35.2
- 601 bp -
178,252,700 bp 128,252,800 bp 178,252,900 bp 128,259,000 bp 178,259,100 bp 178,259,200 bp
| | | | | | | |
SL_0017_RM_15_mut bam Cowe, 1800
rage
SL_0017_RM_15_rrut.bam i
Sequence m RN I S I S T T e EE e I N s U S EEE U S E S U e

e
FEMZ

Refseq Genes



chrl6:30,664,036-30,664,635
[ N e s s | o -l [ T T 2 [ s 1

pl3.2 pl3.2 pl3.l2 pl2.32 plz.1 pll.Z pll.l qll.Z2 qlz.1 qlz.2 q21 q22.1 q22.2 q23.2 qgz4.1

= 601 bp -

20,664,100 bp 30,664, 200 bp 30,664,300 bp 30,664,400 bp 30,664,500 bp 30,664,600 bp
I I I I I I I I I

SL_0007_RN_2_mut.bam Cover | | 71709

Age

SL_0007_RN_2_mut.bam

Sequence m T N I N I e e S e S M O E T M I i i i S N m N I Gy HIETSiE D ST

Refseq Genes
FERS



chr5:108,351,003-1058,351,602

|| 1
pl5.31 pld.Z pl3.2 pl3.1 pll gllZz ql2.2 ql3.2 qld.2 ql5 q2l.2 q22.2 q23.2 q31.1 q3L.2 q33.1 q34 q35.2
= 601 bp -
102,321,100 bp 103,381,200 bp 102,331,300 bp 102,351,400 bp 102,351,500 bp 108,221,
| | | | | | |
[O0-15]
SL_0001_LM_10 rrut.bam Cowvers
SL_0001_LM_10 mut.bam 5

Sequence m I T O T T O T I T O RO e N T B ] e E e R T T A S T i U A A i S ey

Refseq Genes
FEXL17



chr9:37,525,880-37,529,479

= [ 1 [ O T T T T T 7T T T T e I |
p24.1 p22.2 p2l.3 pz2ll pl3.2 qll qlz ql? q21.12 q21.2 q21.33 2232 q3l.1 q3L3 q32.1 qg33.2 gq3+.13
~ 601 bp -
57,529,000 bp 57,529,100 bp 37,529,200 bp 57,529,300 bp 57,529,400 bp

SL_0007_RM_2_mut.bam Cover | 0%

age

SL_0007_RM_2 mut bam |

Sequence mme RN RN N R NN R G S A T i s s i s I g A g g E S e S T e I T M

FEXQL1O

Refseq Genes



chr2:47,506,915-47,807,517

& N
p25.1 p24.1 p22.3 pzl ple.l pl3.3 pll.2 qll.2 ql3 ql4.2 qg2l.2 qz22.3 qgz2+.1 q31.1 q3z.1 q33.1 q34 q36.1 q37.2
- 601 bp -
47,507,000 bp 47,807,100 bp 47,807,200 bp 47,807,300 bp 47,807,400 bp 47,807,500 k
I | I | I I I I
[0-12]
SL_0001_LM_10 rrut.bam Cowvers
SL_0001 LM 10 rrut.bam i
Sequence m | N R T I I SO s O S g U W T E U S S s i EE S ey o

Refseq Genes
MEHE

MEHE

—



chr19:12,659,860-12,690,459

| | | | | i R e | | | I | | | | | |
pl3.3 pl3.Z pl3.13 p13.11 pl2 pll gll qlZ  gl3.11 q13.13 q13.31 ql3.33 ql3.42
- 601 bp -
17,629,900 bp 12,690,000 bp 12,690,100 bp 12,690,200 bp 12,690,200 bp 12,690,400 bp
| | | | | | | |

SL_0001_RM_25 mut bam Cowe, 1800
rage
SL_0001_RM_25_mut.bam i
Sequence w0 ORI T T e I EE S R O T e e i ey  { g i I s i S S I Sy E U U A g g

Refseq Genes
FEXWS



chr19:12,659,860-12,690,459

| | | | | i R e | | | I | | | | | |
pl3.3 pl3.Z pl3.13 p13.11 pl2 pll gll qlZ  gl3.11 q13.13 q13.31 ql3.33 ql3.42
- 601 bp -
17,629,900 bp 12,690,000 bp 12,690,100 bp 12,690,200 bp 12,690,200 bp 12,690,400 bp
| | | | | | | |

SL_0001_RM_32 mut bam Cowe, 1500
rage
SL_0001_RM_32_mut.bam i
Sequence w0 ORI T T e I EE S R O T e e i ey  { g i I s i S S I Sy E U U A g g

Refseq Genes
FEXWS



chr19:12,659,860-12,690,459

I I I | I [rt e e | [ I [ | | I I I I |
pl3.3 pl3.Z2 pl3.13 pl3.11 plz pll gll qlz ql3.11 ql3.13 ql3.31 q13.23 ql3.42
~ 601 bp -
12,659,900 bp 12,690,000 bp 12,690,100 bp 12,630,200 bp 12,690,300 bp 12,630,400 bp
I I | I I | I I
[0 -10.00]

SL_000Z_LM_1 rmut.bam Cowversg

SL_0002_LN_1_rut.bam

Sequence T i T T O T E | I U T i S T s s T U s OV AT

Refseq Genes
FEXWS



chr19:12,659,860-12,690,459

| | | | | i R e | | | I | | | | | |
pl3.3 pl3.Z pl3.13 p13.11 pl2 pll gll qlZ  gl3.11 q13.13 q13.31 ql3.33 ql3.42
- 601 bp -
17,629,900 bp 12,690,000 bp 12,690,100 bp 12,690,200 bp 12,690,200 bp 12,690,400 bp
| | | | | | | |

SL_0006_RM_55 mut bam Cowe, | 1800
rage
SL_0006_RM_55 mut.bam i
Sequence w0 ORI T T e I EE S R O T e e i ey  { g i I s i S S I Sy E U U A g g

Refseq Genes
FEXWS



chr19:12,659,860-12,690,459

| | | | | i R e | | | I | | | | | |
pl3.3 pl3.Z pl3.13 p13.11 pl2 pll gll qlZ  gl3.11 q13.13 q13.31 ql3.33 ql3.42
- 601 bp -
17,629,900 bp 12,690,000 bp 12,690,100 bp 12,690,200 bp 12,690,200 bp 12,690,400 bp
| | | | | | | |

SL_0007_RM_2_mut.bam Cover | 01
age
SL_0007_RM_2 mut.bam i
Sequence w0 ORI T T e I EE S R O T e e i ey  { g i I s i S S I Sy E U U A g g

Refseq Genes
FEXWS



chr13:21,671,076-21,671,675

[ [ [ a1 1 11 I I [T T B B B [ B B [ D e
plz pllZz qll qlz12 ql2.3 ql3.3 qld.12 qld.s qZl.2 q2L.32 q22.1 q31.1 gq3L.2 q32.1 g33.1 q33.3
- 601 bp -
21,671,100 bp 21,671,200 bp 21,671,200 bp 21,671,400 bp 21,671,500 bp 21,671,600 bp
| | | | | | | |
SL_0004_RN_26_mut bam Cowe | 017
rage
SL_0O004 RM_26 rmut.bam I
Sequence w OO A I S E T T S A g ] S S S A g S S AV IO H M SIS TR

e
FGF3

Refseq Genes



chrl13:21,702,325-21,702,924

[ [ [ a1 1 11 I I [T T B B B [ B B [ D e
plz plLZ qll qlz.1Z qlz.3 ql3.3 qld.12 qld.3 qZl.Zz qZL32 qZz.1 q31.1 gq3L.2 q32.1 g33.1 q33.3
- 601 bp -
21,702,400 bp 21,702,500 bp 21,702,600 bp 21,702,700 bp 1,702,800 bp 1,702,900 bp
| | | | | | | | |
SL_0001_RM_32 mut bam Cowe, 1500
rage
SL_000L_RM_32_rmut.bam %
Sequence me LR O I T A TN T T N N e e s S s R E U o Eumuo

—

FGF3

Refseq Genes



chr3:99,549,129-99,549,725

T 1T W N T m«:ﬂ{—_—m I [T
p26.1 p24.2 p23 p221 p2l.Z2 pla.2 pl3 pl2.2 qll.l glz.3 ql3.2 q2l.1 q22.2 q24 g25.2 q26.1 q26.32 q27.3 q29
= 601 bp -
99,549,200 bp 99,243,300 bp 99,243,400 bp 99,249,500 bp 93,249,600 bp 99,249,700 bp
| | | I | I | |
[0-1Z]
SL_0015_LM_48 rmut.bam Cowvers
SL_00L5 LM_46_rmut.bam I

Sequence T T N ST S e S M S O S I I i T M I VT

Refseq Genes

CMES1



chrl:154,989,274-154,959,573

[(CTTT B T°7 TTIT T T T B N B [V I-:E:I:I:I:_:-:-:I:I:_D:-:-:
p36.23 p36.12 p3+3 p33  p3z.l p3l.1l p22.2 p2l.1 pl3.l qlz q2l.1 q22 q2+4.1 g25.2 q3L.2 q32.2 g4l q42.2 qdd

- 601 bp -
154,989,300 bp 154,989,400 bp 154,989,500 bp 154,989,600 bp 154,989,700 bp 154,989,800 bp
| | | | | | | |
SL_0006_RN_67_mut bam Cowe, | 1800
rage
SL_0006 RM_67_mut.bam i
Sequence w RO T T T N N T T S U O I W HF N TS S N O G S I N O EEE W ST S QM

Refseq Genes
FLAD1



chr9:129,924,664-129,925,263

| 1 [ O I T T T T T T T T I I |
pzd4.1  pZz.3 p2l.3 pz2ll pl3.2 qll alz ql3 q2L12 qzl.2 q2l.33 q22.3Z q3l.1 g3L.3 gq33.1 q33.3 q34.13
- 601 bp -
179,924,700 bp 179,924,200 bp 179,524,500 bp 129,925,000 bp 179,925,100 bp 179,925,200 bp
| | | | | | | |

SL_0001_RM_25_mut bam Cowe | 011
rage
SL_D00L_RM_25_mut.bam 1

Sequence R I T g I N M I Uy N S U

Refseq Genes
FHEFP1



chr9:129,924,664-129,925,263

| [ 1 [ O I T T T T T T T T I I |
p24.1  pz2.3 pz2L3 p2ll pl3.2 qll qlz al3 q2lL.12 gq2L2 q2l.33 q22.32Z q3L1 q3L3 q33.1 q33.3 q34.13
- 601 bp -
129,924,700 bp 179,924,800 bp 179,924,900 bp 129,925,000 bp 179,925,100 bp 129,925,200 bp
| | | | | | | |

SL_0001_RM_27_mut bam Cowe | 0"
rage
SL_O001_RM_27_rmut.bam .

Sequence T T T U S T i T I I O R I I S U S S v

L
L
L
L
L
L
L
L
L
L
L
L
L
L

&
E L7

Refseq Genes
FMEFP1



chr9:129,924,664-129,925,263

| [ 1 [ O I T T T T T T T T I I |
p24.1  pz2.3 pz2L3 p2ll pl3.2 qll qlz al3 q2lL.12 gq2L2 q2l.33 q22.32Z q3L1 q3L3 q33.1 q33.3 q34.13
- 601 bp -
129,924,700 bp 179,924,800 bp 179,924,900 bp 129,925,000 bp 179,925,100 bp 129,925,200 bp
| | | | | | | |

SL_0001_RM_28_mut bam Cowe | 017
rage
SL_O00D1L RM_28 rmut.bam -

Sequence R I T g I N M I Uy N S U

Refseq Genes
FHEFP1



chr9:129,924,664-129,925,263

| [ 1 [ T T P T T T 7T T [ | N I |
pz+.1 p22.3 p2l.3 p2ll1l pl3.2 qll qlz ql3 q2l.12 q2l.2 qz21.33 q22.32 q31.1 q31.3 q33.1 q33.3 q34.13
4 601 bp -
129,924,700 bp 129,924,500 bp 129,924,300 bp 129,925,000 bp 129,925,100 bp 129,925,200 bp
I I | I I | I I
[0-18]
SL_0003_LM_51 rmut.bam Cowers
SL_0003 LN _S1_rmut.bam i

Sequence R I T g I N M I Uy N S U

Refseq Genes
FHEFP1



chrl7:28,537,753-25,538,352

e ol | | [ [ [ I N Y i
pl3.2 pl3.1 pl2 pllZ plll qll.Z qlz q2l1.1 qZl.31 qZ1.33 q22 gq23.1 q23.3 q24.2 a25.1 a25.3
- 601 bp -
28,557,200 bp 28,537,500 bp 28,538,000 bp 28,538,100 bp 28,538,200 bp 28,528,200 bp
| | | | | | | |

SL_0017_RM_15_mut bam Cowe, 1800
rage
SL_0017_RM_15_rut.bam i
Sequence RN R T I T TS T S U T e T e M O e S IS Iy S/ S A S I TS I s i S M E I ES

—

FOXMI

Refseq Genes



chrz:185,793,535-185,794,134

ETEE E Il IEE | EeEnn & N -:m-:-:m-:-:ﬂ:
p25.1 p24.1 p22.3 p2l ple.l  pl3.3 pll.2 qll.2 ql3 ql4.2 q2l.2 q22.2 q24.1 q31.1 qg321 qg33.1 q34 q36.1 q37.2

- 601 bp -
185,792,600 bp 185,792,700 bp 185,792,800 bp 185,792,900 bp 185,794,000 bp 185,794,100 bp
| | | | | | | |
SL_0004_RN_47_mut bam Cowe | 015
rage
| |
| |
||
| |
| |
||
| |
| |
SL_0004 RM_47 rmut.bam | |
||
| |
| |
| |
||
||

Sequence R T T T I A N I I N T |y uEEyUO U O

Refseq Genes
FSIP2



chr2:199,545,575-199,546,474

ETEE E Il IEE | BeEnn & N _:-:I:E-:-]:-:-:I:-:-:!:I:-:-:l:
p25.1 p24.1 p22.3 p2l ple.l  pl3.3 pll.2 qll.2 ql3 ql4.2 q2l.2 q22.2 q24.1 q31.1 qg321 qg32.1 q34 q36.1 q37.2

- 601 bp -
193,245,900 bp 193,246,000 bp 193,246,100 bp 199,246,200 bp 193,846, 300 bp 199,246,400 bp
| | | | | | | |
SL_0004_RN_47_mut bam Cowe | 015
rage
SL_0004 RM_47 rmut.bam I
Sequence e AR I I T s EE S U s U EEE s N s QU EEE s ©

FTZOMLL

Refseq Genes



chr¥:154,534,995-154,535,594

p22.32 p22.2  pZz1l pzl.1 pll.3 pll.?l qll.Z gql3.Z q2l.1 gzl.31 qZZ.1 q23 q24 q25 q26.2 g27.1 az%
- 601 bp -
154,535,100 bp 154,535,200 bp 154,535, 200 bp 154,555,400 bp 154,525,500 bp 154.5:
| | | | | | |
SL_0001_RM_15_mut bam Cowe | 017
rage
SL_0001_RM_15_rut.bam |
i

Sequence w0 I T EET s T S U i A U i S s i i e s S

Refseq Genes
GEPD



chr5:161,897,418-161,5895,017

|| [
pl5.31 pld.3 pl3.3 pls.l pll gllLZ qlz.2 ql3.3 gld.3 gls qZl.2 q22.2 q23.2 q3L1 qg3L3 q33.1 q34 q35.2
- 601 bp -
161,557,500 bp 161,857,600 bp 161,897,700 bp 161,557,500 bp 161,857,500 bp 161,898,000 |
| | | | | | | |
SL_0015_RM_12_mut bam Cowe | 012
rage
SL_0015_RM_12_rmut.bam %
Sequence mme RN T T EHEE N TN TN T e e Vs g T sy s

—

GAEBRAL

Refseq Genes



chrz2:30,555,341-30,555,940

[ [ [ [ [ 1 —:!:_:_ [
pl3 pl2 pll.Zz pll.l qll.21 gqll.22 qlz.1 qll.2? ql2.3 ql3.1 ql3.2 ql3.31 ql13.32

- 601 bp -
50,555,400 bp 20,555,500 bp 20,555,600 bp 20,555, 700 bp 50,555, 500 bp 50,555,900 bp
| | | | | | | | |

SL_0007_RM_33_mut bam Cowe | 013

rage
!
i

SL_0007_RM_33_mut.bam -

Sequence m T T T ST T e E S E s I N TR 0 T I e EeEr i e s E i s N

Refseq Genes
GALISTL



chrl6:81,375,742-81,379,341

[ N N N | B [ -:—:-:—:F:I::
pl3.2 pl3.2 pl3.l2 pl2.32 plz.1 pll.Z pll.l qll.Z2 qlz.1 qlz.2 q21 q22.1 q22.2 q23. qz4.1

- 601 bp -
£1,575,800 bp £1,575,900 bp £1,579,000 bp £1,575,100 bp £1,5735,200 bp £1,579,300 bp
| | | | | | | | |
SL_0017_RM_15_mut bam Cowe, 1800
rage
SL_0017_RM_15_rmut.bam %
Sequence me RN T S E N TN EE U I s T g e Sy s s O EE EE e i U

—

GAR

Refseq Genes



chrl1:62,629,350-62,629,979

] I N [ = [
pl5.4  pl5.2 pld.3 pls plz pllz gqll qlz.? ql3.Z q13.5 qld.2 azl  qz2.2 q23.1 q23.3 q24.2 g5
- 601 bp -
£2,623,500 bp 62,629,600 bp £2,629,700 bp £ 629,800 bp £2,629,900 bp |
| | | | | | |
SL_0001_RM_25_mut bam Cowe | 019
rage
SL_D00L_RM_25_mut.bam
|
|
Sequence s LN E O NN e NN N T U U i A N I T I ey e I R T N i E S

Refseq Genes
GAMNAER



chrX:70,429,658-70,430,257
p22.32 p22.2  pZz1l pzl.1 pll.3 pll?l qll.Z  gl3.Z q2l.1 gzl.31 qZZ.1 q23 q24 q25 q26.2 g27.1 az%
. 601 bp
70,479,700 bp 70,425,800 bp 70,429,900 bp 70,430,000 bp 70,430,100 bp 70,420,200 bp
| | | | | | |
SL_0004_RN_24_mut bam Cowe | 08
rage
SL_0004_RM_24_mut.bam /] | —
Saquence =y '"l“l|||||||||||||||||||||||||ﬂ|||||||||||||||||||||||||||||||||||||||||||||||||||||||||||"||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||“||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||ﬂ||||||||||||||||||||||||||||||||||||||||||||||
R (£ & % o T T S
GDFDZ




chr2:120,986,057-120,956,636

ETEE E Il IEE | EeEnn & N -;FZI:E-:-]:-:-:!:-:-:I-IEI
p25.1 p24.1 p22.3 p2l ple.l  pl3.3 pll.Z2 qll.2 ql3 qld.2 qz2l.2 q22.2 q24.1 q31.1 qg321 qg33.1 q34 q36.1 q37.2

= 601 bp -
120,326,200 bp 120,956,300 bp 120,926,400 bp 120,926,500 bp 120,986,600 bp 120
| I | | | | | |
[0-17]
SL_0015_LM_44 rmut.bam Cowvers
SL_ 0015 LM_44 rmut.bam

Sequence m T R M A T e T e I M A T S O I e N T M Sy e

Refseq Genes
GLIZ



chr7:41,964,751-41,965,350

- I N I N 7 N O B T |___ .

p22.1 pzl.2 pl5.3 pl4.3 pld. pl2.2 pll.1l qll.22 gqz1.11 q21.2 qz22.1 q31.1 q31.31 q32.1 q33 q35 q36.2
4 601 bp -
41,964,500 bp 41,964,900 bp 41,965,000 bp 41,965,100 bp 41,365, 200 bp 41,965,300 bp
I I I I I I | I
[0-18]
SL_0015_LM_44 rmut.bam Cowvers
SL_0015 LN 44 mut.bam i

Sequence m R Y T U e A A N S i e s i N U S ST b sy vy

Refseq Genes
GLI=



SL_0015_RM_21_rmut.bam Cowe

rage

SL_0015_RMN_21_rmut.bam

Sequence —

Refseq Genes

chrl6:4,511,925-4,812,527

[ N | B [ =] 1]
pl3. pl3.2 pl3.12 pl2.3 plz.1 pll.Z pll.l qll.Z2 qlz.1 qlz.2 q21 q22.1 q22.2 q23.2 qgz4.1
~ 601 bp -
4,812,000 bp 4,512,100 bp 4,512,200 bp 4,812,300 bp 4,512,400 bp 4,512,500 bp
| I | I I I I I
[0 -10.00]

GLTR1



SL_0016_RM_S6_rmut.bam Cowe

rage

SL_0016_RM_56_mut.bam

Sequence —

Refseq Genes

chr3:179,401,023-179,401,622
I T

T 7T W P T O L EEEE §E O EEE III-:-]:-:-:FII-
p26.1 p24.2 p22 p22.1 p2l.2 pla.2z pl2 pl2.2 qlll qlz.3 ql3.2 qzl1 q22.2 q24 q25.2 qz26.1 q26.32 q27.3 q29

= 601 bp -
173,401,100 bp 173,401,200 bp 173,401,200 bp 173,401,400 bp 173,401,500 bp 173,401,800 b
| | | | | | | | |
[0 - 20]

|

I

| i
I
I
1
i
I
!
I
I
I
I
I
1
I
I
1
I
I
I

GrE4




chrl2:6,525,984-6,826,583

pl3.32 pl3.2 pl2.2 pll23 pll.l ql2 q13.1Z2 ql3.2 gqld.2Z gqls q21.2 q2l.32 qz22 q23.2 q2+.11 q24.22 q24.32
~ 601 bp -
£,526,100 bp £,526,200 bp 6,526,300 bp £, 526,400 bp 6,526,500 bp
I I I | I | I
[0 - 48]

SL_0015_LM_44 rmut.bam Cowvers

Sequence e | 0 0 000 0 0 00 00000 00 O S
T (R .~ W DR . B R

GFR1EZ




chrz2:46,663,775-46,664,374

e i

pl3 pl2

pll.2

pll.1l qll.21 gqll.22 qlz.1 qlz.2 ql2.3

ql3.1

ql3.2 ql3. ql3.32

601 bp

i

46,663,500 bp
I

46,663,900 bp
I

46,664,000 bp 46,664,100 bp 46,664,200 bp
I I I I I

46,664,200 bp
I

SL_0015_LM_44 rmut.bam Cowvers

SL_0015 LM_44 rmut.bam

[0 - 43]

 conl

Sequencea e

Refseq Genes

GFRAMD




chr4:3,035,086-3,035,655

B 4 BN TN T T TEN MR U B T B T (T ]

ple.l pl5.31 pls.l pl3 gqll gl3.1 ql3.2 q2L.22 q22.2 q24 925 q26 q28.1 q28.3  q3L22 q32.1 q32.3 q34.2 a35.

- 601 bp -
= 035,200 bp 2,035,300 bp 2 025,400 bp = 035,500 bp 2,035,600 bp 3,
| | | | | | |

SL_0015_RM_21_mut bam Cowe | 018

rage

SL_0015_RM_21 mut.bam

Sequence w RO RN T e N T I T T TSR S U S O T g s g v s g e i I S e S e U S g

Refseq Genes
GRE4



chr9:121,331,173-121,331,772

| [ 1 [ e e T T w0 [ T 171
pz+.1 p22.3 p2l.3 p2ll1l pl3.2 qll qlz ql3 q2l.12 q2l.2 qz21.33 q22.32 q31.1 q31.3 q33.1 q33.3 q34.13
- 601 bp -
121,531, 200 bp 121,551,300 bp 121,551,400 bp 121,531,500 bp 121,551,600 bp 121,551,700 bp
I | I | I I I
[0 - 10.00]
SL_0015_LM_39 rut.bam Cowvers
SL_0015 LM 39 rmut.bam i
Sequence me OO T T T I T I e S U R N T i S S M e W O s T g 0 T e I

Refseq Genes
G5k



chr9:121,331,173-121,331,772

| [ 1 [ e e T T w0 [ T T
p24.1  pz2.3 pz2L3 p2ll pl3.2 qll qlz al3 q2lL.12 q2L2 q2l.33 q22.32Z q3L1 q3L3 q33.1 q33.3 q34.13
- 601 bp -
171,251,200 bp 171,251,200 bp 171,251,400 bp 171,221,500 bp 121,251,600 bp 171,221,700 bp
| | | | | | |
SL_0015_RM_11_mut bam Cowe, 1800
rage
SL_0015 RM_11 rut.bam i
Sequence w NN T U S I U T S e I E STy s O s U S T )T Em U R S

Refseq Genes
G5k



chr9:121,331,173-121,331,772

| [ 1 [ e e T T w0 [ T T
p24.1  pz2.3 pz2L3 p2ll pl3.2 qll qlz al3 q2lL.12 q2L2 q2l.33 q22.32Z q3L1 q3L3 q33.1 q33.3 q34.13
- 601 bp -
171,251,200 bp 171,251,200 bp 171,251,400 bp 171,221,500 bp 121,251,600 bp 171,221,700 bp
| | | | | | |
SL_0015_RM_47_mut bam Cowe, 71800
rage
SL_0015 RM_47 mut.bam i
Sequence w NN T U S I U T S e I E STy s O s U S T )T Em U R S

Refseq Genes
G5k



chrl4:77,324,572-77,325,171

I I P-4

plz pll.Z qll.1

ql2

ql3.1

q21.1

q2l.2

i

77,324,600 bp F7.324,700 bp
I I I

7,324,800 bp

q22.2 qz23.1

q23.2

q24.2 q31.1

q31.3

q32.12 q32.2

q32.3:

601 bp
77,324,900 bp

77,325,000 bp

77,325,100 bp
I

SL_O001_RM_28_rmut.bam Cow

rage

SL_0001_RM_28_rut.bam

Sequence —

Refseq Genes




SL_0016_RM_S6_rmut.bam Cowe

rage

SL_0016_RMN_56_mut.bam

Sequence —

Refseq Genes

chr7:74,732,312-74,732,911

— [T B 7

p22.1 p2L2 pl5.2 plds.3 pld.d plz.2 pll.l qll.22 q21.11 q2l.2 qz2.1 q31l.1 q31.31 q32.1 g33 Q35  q36.2
~ 601 bp -
74,752,400 bp 74,752,500 bp 74,752,600 bp 74,752,700 bp 74,752,500 bp 74,752,900

[0 - 22]

GTFZl



chr3:15,571,472-15,572,071

[ T [T ™ T T N T T B N
p26.1 p24.3 p23 pz221 p2lL2 pld.z ple2 pl2.2 qll.l qlz.3 ql3.2 gq2l.1  q22.2  q24 9252 qz26.1 q26.32 q27.3 q20
- 601 bp -
15,571,500 bp 15,571,600 bp 15,571,700 bp 15,571,800 bp 15,571,300 bp 15,572,000 bp
| | | | | | | | |
SL_0015_RM_11_mut bam Cowe, 1800
rage
SL_0O015 RM_11_rmut.bam %
Sequence m NN RO T T T M S U S I S S S ST O S s S E U ey sy

Refseq Genes
HACLL



chr19:19,255,335-19,258,934

| | 1 [ j1 | [ | [ 1 | | [ |
pl3.3 pl3.z pl3.13 pl3.11 plz2 pll qgll qlz ql3.11 ql3.13 gl3.31 ql3.33 ql3.42
= 601 bp -
13,252,400 bp 13,252,500 bp 13,252,600 bp 13,252,700 bp 13,252,200 bp 13,252,900 bp
| | | | | | | |
[O-14]

SL_0015_LM_44 rmut.bam Cowvers

SL_0015_LN_44_mut.bam

Sequence R T T I TE U O T Y T A i O M i T s N I R s S AMNH §

Refseq Genes
HAPLM4



chr7:51,702,437-51,703,036
[ TT7T N B P D N N > m
p22.1 p2L2 pl53 pld.3 plsl  plz.2  plLl qll.22 q21.11  q2L.2 qZ2.1 g31.1 q31.31 q32.1 q33 q35  q36.2
- 601 bp -
21,702,500 bp £1,702,600 bp 21,702,700 bp £1,702,200 bp £1,702,900 bp 21,702,000 bp
| | | | | | | |
SL_0015_RN_10_mut bam Cowe | 0734
rage
Sequence — l||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||l||||||||||||||l||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||J|||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||
_—ee e T T R T MR B T
Refseq Genes
HGF




chr14:99,652,543-99,653,142

| | | [ | ¥ :
plz2 pll.Z qll.1 gqlz ql3.1 qz21.1 q2l.3 q22.2 q23.1  q23.3 q24.2 g31.1 q3l.3 gq32.1Z q32 q32.3:
- 601 bp -
39,652,600 bp 39,652,700 bp 39,652,200 bp 39,652,500 bp 599,652,000 bp 599,653,100 bp
| | | | | | | |

SL_0004_RN_05_mut bam Cowe, | 1800
rage
SL_0O004 RM_05 rmut.bam

Sequence m LR T T T T QN I T e e S i G R e e e I W A M U T S

Refseq Genes
HHIFLL



chr6:29,723,981-29,724,550
[T DT e ol 17 [ 1 B N - [ I 20O D T N BN =]

p25.1  p23 p22.2 p2L31 pZLl1 pl2.2 qlll al3 ql4.1 qls  qle.2 aZl q22.1 q22.32 q23.3 qz24.3 q25.3  q27
- 601 bp -
29,724,100 bp 29,724,200 bp 29,724,300 bp 29,724,400 bp 29,724,500 bp
| | | | | | | |
SL_00L6_RM_51_mut bam Cowe, 71800
rage
SL_O01E RM_51_rmut.bam

Sequence O T T T TR N S T S T I e T i e e s T T ST T U TS O T U0 Vi

Refseq Genes



chr22:35,262,0588-35,262,657
I I e ——eEgiY

[T _:*:_
pl3 pl2 pll.Zz pll.l qll.21 gqll.22 qlz.1 qlz.2 qlz. ql3.1 ql3.2 ql3.31

ql3.32

601 bp

35,262,200 bp 35,262,300 bp 25,262,400 bp 35,262,500 bp
I I I I I

35,262,600 bp
I

35,

SL_0015 RM_21 mut.bam Cow

rage

SL_0015 RM_21 mut.bam

|IIIIII||IIII|I||IIIIIIIIIIIIIIIII

[0 - 45]

Sequence o

Refseq Genes

oo A o

HMGXE 4




SL_0004 RM_47_rmut.bam Cowe

rage

SL_0004_RN_47_mut.bam

Sequence —

Refseq Genes

chr6:114,057,025-114,057,624

[T TOTTT N [P [T [ T =]
p25.1 p23 p22.2 p2lL31 p2l.l1 pl2.2 qlll ql3 ql4.1 qls ql6.2 g2l q22.1 q22.32 q23.3 q24.3 q25.2 Q27
~ 601 bp -

114,057,100 bp 114,057,200 bp 114,057,200 bp 114,057,400 bp 114,057,500 bp 114,057,600 bp
I I I I | I | I
[0-1T7]

HDAZZ2-A52



chrs:5,466,095-5,466,694

SL_O0O07_RM_2 mut.bam Cowve

SL_0007_RM_2 mut.bam

pl15.31 pld.2 pl3.3 pl3.1l pll qll.Z glz2.2 ql3.3 ql4.? ql5 q21.2 q22.2 qZ3.2 q31.1 g3L.3 q33.1 q34 q35.2
- 601 bp -
5,466,200 bp 5,466,300 bp 5,466,400 bp 5,466,500 bp 5,466,600 bp 5,46
I I I | I | I
[0 - &88]

Sequence =

Refseq Genes

_ v l.

ICE1 ICEL ICE1




chrl0:59,417,906-59,418,505

| |
pl5.1 pl2 plz.31 pll.23 pll.l ql11.22 qz2l.1 q2l.3 q22.2 q23.1 q23.32 q24.2 q25.1 q25.3 q26.13 q26.3
- 601 bp -
29,418,000 bp 59,415,100 bp 89,418,200 bp 29,418,300 bp 9,415,400 bp 89,418.5
| | | | | I | I

SL_0007_RM_2_mut.bam

Sequence

}

SL_0007_RM_2_mut.bam Cover || 1@ 23]

o

Refseq Genes

FIWIWITI]WIIIIIIIIIIWIIWIWIWIIIIIIIIIIIIIIIIII UL IR

XR_001747541.2

T T e T e R T T




chrl6:1,610,534-1,611,133
N N T o -l [ T T 2 [ s 1

pl3.2 pl3.2 pl3.l2 pl2.32 plz.1 pll.Z pll.l qll.Z2 qlz.1 qlz.2 q21 q22.1 q22.2 q23.2 qgz4.1

= 601 bp -

1,610,600 bp 1,610,700 bp 1,610,800 bp 1,610,900 bp 1,611,000 bp 1,611,100 bp
I I I I I I I I I

SL_0006_RN_67_mut.bam Cowe | 71709

rage

SL_0006_RM_67_mut.bam

Sequence m T Y T Ty E U O e T T R M @ VR S S s M E g e S sy i v sy e i

Refseq Genes
IFT140 IFT140



chrl6:1,606,911-1,607,510

N N D o -l [ T T 2 [ s 1
pl3.3  pl3.2 pl3.12 pl2.3 plz.1  plLZ plll qll.Z qlz.1 qlz.2 q21 a22.1 qz22.3 q23.2 qz4.1
- 601 bp -
1,607,000 bp 1,607,100 bp 1,607,200 bp 1,607,300 bp 1,607,400 bp 1,607,500
| | | | | | |
SL_0006_RMN_67_mut bam Cowe, | 0" 18
rage
SL_000&_RM_&7_mut.bam I :
| |
| I
Sequence w NN TR T TS S M sy E s i S EE s S AU S @ S i S S i s/ awEsm

IFT140

Refseq Genes



chrl5:958,963,904-95,964,503

[ [ [ || N [ N [ [ I [ T
plz pll.?Z plll gll.z gl3.1 gqld gls.1 g2l.1 q21.3 q22.2 q22.32 qz+.1  gq25.1 q25.3 g26.1 q26.2
- 601 bp -
58,564,000 bp 58,964,100 bp 58,5964, 200 bp 58,5964, 300 bp 58,964,400 bp 95,964, 5
| | | | | | |

SL_0017_RM_15_mut bam Cowe, 1800
rage
SL_0017 RM_15_mut.bam 1
Sequence me RO NN U E I O I O O O g g g e s U s ey amaaPuuUao

—

IGF1FR.

Refseq Genes



chr3:185,649,173-185,649,772
I T

T 7T TN N N T -~ 77T BN DO B B (7 ™ 777 -:-]:-:-:-]F-:
p26.1 p24.2 p22 p22.1 p2l.2 pla.2z pl2 pl2.2 qlll qlz.3 ql3.2 qzl1 q22.2 q24 q25.2 qz26.1 q26.32 q27.3 q29

- 601 bp -
185,645,200 bp 155,649,200 bp 155,649,400 bp 185,645,500 bp 185,649,600 bp 185,649,700 bp
| | | | | | |
SL_0017_RN_15_mut bam Cowe | 03
rage
SL_0017 RM_15_mut.bam |
Sequence e RN T T I T ] T ey T T N ST gy E T T e s ey e T g et e e TS T e e S IR

Refseq Genes
IGFZEBFPZ IGFZEFP 2



chrl6:1,791,546-1,792,445

I N N - ol [ T I [ A [ [T
pl3.2 pl3.2 pl3.1l2 pl2.3 pl2.1 pll.Z pll.l qll.Z qlz.1 qlz2.2 q21 q22.1 q22.3 q23.2 qg24.1
= 601 bp -
1,731,200 bp 1,792,000 bp 1,732,100 bp 1,732,200 bp 1,732,300 bp 1,732,400 bp
| | | | | | I |
[0-1Z]
SL_0015_LM_48 rmut.bam Cowvers
SL_00L5 LM_46_rmut.bam I

Sequence T T S T T M S T O S T ] g e I I G T T A A EOUHTU T A E sy

Refseq Genes
IGFALS



chr3:57,102,790-57,103,359

p26.1 p24.3 p22 p221 p2l.2 pla.2z pl2 plz2.2 qll.l glz.3 ql3.2 qzl1 q22.2 q24 qg25.2 qz26.1 q26.32 q27.3 q29
- 601 bp -
57,102,900 bp 57,102,000 bp 57,102,100 bp 57,103,200 bp 57,103,300 bp 57,1
I I I I | I |
[0 - T8]

SL_0007_RM_33 mut.bam Cow
rage

SL_0007_RN_33_mut.bam

Sequence R T U A U T S S O I T i s O s A E s s ey

X a0 X a0

Refseq Genes
ILL7RD




chrl1:62,645,447-62,649,046

] I N [ = [
pl5.4  pl5.2 pld.3 pls plz pllz gqll qlz.? ql3.Z q13.5 qld.2 azl  qz2.2 q23.1 q23.3 q24.2 g5
- 601 bp -
£2,E4i,500 bp £2 B4, 600 bp £2,64, 700 bp £2 Edi,500 bp £z E4,900 bp £2,£49,000 bp
| | | | | | | | |

SL_0015_RM_21_mut bam Cowe, 71800

rage

SL_0015 RM_21_mut.bam B

Sequence m IR T VR O T T A U i EN Wy ey ©Hma s sy sy ey Sy o

Refseq Genes
IMTSS



chr2:226,796,648-226,797,247

o DT
p25.1 p24.1 p22.3 pZl  pl6.l pl3.3 pll.Z qll2 ql2 qld.2 q2l2 q22.3 q24.1 q3L.1 gq32.1 qg33.1 q34 q36.1 q37.2
- 601 bp -
226,796,700 bp 226,796,800 bp 276,796,900 bp 226,757,000 bp 226,797,100 bp 226,797,200 bp

| | | | | | | | |
SL_0006_RM_36_mut bam Cowe | 017
rage
SL_000E RM_326 rmut.bam -

Sequence mp R eI T T T S T S G O S ez ] N T T e E T U A i G @ I O E E[E

Refseq Genes
IRS1



chrl6:261,175-261,774

N B D o -l [ T T 2 [ s 1
pl3.3  pl3.Z2 pl3.1Z plz.3 plz.1  pllLZ pll.1l qll.zZ qlz.1 qlz.2 qz1 qz2.1 qZ2.3 q23.2 qz4.1
- 601 bp -
261,200 bp 261,300 bp 261,400 bp 261,500 bp 261,600 bp 261,700 bp
| | | | | | | |

SL_0007_RM_2_mut.bam Cover | 0 1¥
age
SL_0007_RM_2_mut bam
Sequence s LN O O REE NN RNt T T P T T A T i I i T e e S P e S e T U e S

Refseq Genes
FAM 2248



chrl12:55,687,933-55,688,532

I:I:I:-:_:_:-:F—:I:I:EI;_:_ I B BN N [ T O |
pl3.32 pl3.2 pl2.2 pll23 pll.l ql2 ql2.1Z2 ql3.2 gqld.Z gls q21.2 q2l.32 qz22 q23.2 q2+.11 q24.22 q24.32

- 601 bp -
=5, 628,000 bp 55,622,100 bp ss,698,200 bp 55,622,200 bp 55,628,400 bp 55,628,500 bp
| | | | | | | | |
SL_0017_RN_48_mut bam Cowe | 0
rage
SL_O017_RM_48 rmut.bam
Sequence m OB R N T E T e O T I S B A e Ty NS T N U N S e T S ST

Refseq Genes
ITGAT



chrz:160,101,537-160,102,136

p25.1 p24.1 p22.3 p2l

ple.l  pl3.3

|

160,101,600 bp
I I

180,101,700 bp

160,101,500 bp

ql? qld.2 q2l.2 qz22.3 q24.! q31.1 qg321 qg33.1 q34 q36.1 q37.2

pll.Z qll.2

601 bp -

180,101,300 bp 160,102,000 bp 160,102,100 bp
I

SL_0006_RM_36_rmut.bam Cow

rage

SL_0006_RM_36_mut.bam

Sequence m—

Refseq Genes

ITGEE




chr19:2,097,059-2,097,653

| | | 1 [ [ | [ | [ 1 | | [ |
pl3.3 pl3.Zz pl3.13 pl13.11 plz pll qll qlz ql3.11 ql3.13 ql3.31 q13.33 ql3.42
4 601 bp -
2,097,100 bp 2,097,200 bp 2,057,300 bp 2,097,400 bp 2,097,500 bp 2,057,600 bp
I I | I I | I I

SL_0017_RM_15_mut bam Cowe, 1800
rage I
SL_0017_RM_15 mut.bam T
Sequence me OO T T I T T T T T I T 7] T T T E O T R T N T T U S A U3 T O s v VU H R M e

Refseq Genes
IZUM 04



chr2:210,022,656-210,023,255

ETEE E Il IEE | EeEnn & N mm-:m:EF-:ﬂ:
p25.1 p24.1 p22.3 p2l ple.l  pl3.3 pll.2 qll.2 ql3 ql4.2 q2l.2 q22.2 q24.1 q31.1 qg321 qg33.1 q34 q36.1 q37.2

- 601 bp -
210,022,700 bp 210,022,500 bp 210,022,900 bp 210,023,000 bp 210,022,100 bp 210,023,200 bp
| | | | | | | |
SL_0006_RM_55_mut bam Cowe | 011
rage
SL_D006_RM_59_rmut.bam 1

Sequence O T S T I i o U e | iU

Refseq Genes
EAMSLIL



chr2:210,022,656-210,023,255

ETEE E Il IEE | EeEnn & N mm-:m:EF-:ﬂ:
p25.1 p24.1 p22.3 p2l ple.l  pl3.3 pll.2 qll.2 ql3 ql4.2 q2l.2 q22.2 q24.1 q31.1 qg321 qg33.1 q34 q36.1 q37.2

- 601 bp -
210,022,700 bp 210,022,800 bp 210,022,900 bp 210,022,000 bp 210,022,100 bp 210,022,200 bp
| | | | | | | |
SL_0006_RMN_67_mut bam Cowe | 014
rage I
S5L_0006_RM_&7_rmut.bam I

Sequence O T S T I i o U e | iU

Refseq Genes
EAMSLIL



chr2:96,631,104-96,631,703

pz5.1 p241  p22.3 p2Zl  ple.l pl3.3 p11.2P!11.i- |.|113 qld.Zz qZl.2 qz22.3 g4l g3L.1 g32.1 q33.1 q34 q36.1 Q372
- 601 bp -
56,651, 200 bp 596,651, 200 bp 596,651,400 bp 56,651,500 bp 36,631,600 bp 96,651,7
| | | | | | |
SL_0004_RN_15 mut bam Cowe | 02
rage
|
|
|
|
|
|
|
|
|
|
|
|
|
|
|
SL_0004_RM_19_rmut.bam |
|
|
|
|
|
|
|
|
|
|
|
[
|

Sequence O T T T A T Y S T S T T T T T i I I U VTV RO i

Refseq Genes € € £ £ £ £ £ &
EAMNSLE



chrg:72,567,862-72,565,461

[ B ) N ([ - | _:-:-F:_ 1 N BN T [ ]
p23.2 pz2? pzl.Z plz pllLZZ gll.1 glz.1 gl3.1 gZl.11 qZL1.2 aZzz.1 qZ2.3 q23.2 qz24.11 q24.21  q24.23
- 601 bp -
72,567,900 bp 72,562,000 bp 72,568,100 bp 72,568,200 bp 72,568,300 bp 72,568,400 bp
| | | | | | | |

SL_0006_RN_67_mut bam Cowe, | 1800
rage
SL_0006 RM_67_mut.bam i

Sequence T T T T T T S A S I I S e /U "y

Refseq Genes
ECMEBEZ



chrl:215,083,030-215,0583,629

[CTTT B TT7 TT777T T T T Y N BN k4 [
p36.23 p26.12 p34.3 p33  p32.1 p3l.1 p22.2 pz2ll pl3.l alZz qZl1 q22 q24.1 g25.2 q3L.2 q32.2 qdl qgd42.2 qad
- 601 bp -
215,082,100 bp 215,082,200 bp 215,082,300 bp 215,082,400 bp 215,082,500 bp 215,082,600 bp
| | | | | | | | |

SL_0004_RN_05_mut bam Cowe | 012
rage
SL_0004 RM_0S_mut.bam i
Sequence we OO RO I T T e N S R M N E U IE iE Ty  A 9  EINE O  HE  E AEEm Es  E E N I I Os©

s R ——+——3—— 3

KCrEZ

Refseq Genes



chr11:78,173,900-75,174,499

- [T [ I N [ [ ] [ 1
pl5s.4 plSs.2 pld.2 pl2 pl2z pllz2 qll ql2.2 ql3.2 ql3. qld.2 q21 q22.2 q23.1 q23.3 q24.2 q25
= 601 bp -
75,174,000 bp 72,174,100 bp 752,174,200 bp 73,174,300 bp 75,174,400 bp 73,174
| | I | I |
[0-15]
SL_000Z_LM_1 rmut.bam Cowversg
SL_000Z2_ LM_1 mut.bam |

Sequence e VT TR LT RN ORCTRNCERETER VAR RCAECNCRTRTAR NI PR GICTCRTERTERT AR AREARCACETRE (T EVCCRETENETAT AR ORIV RN RGN RERTET TR AT AT MR T TR

Refseq Genes
ECTODZ21-A51 KCTDZ21



chrl1:78,174,222-75,174,821

-~ 7 [ 1 || I N [ = |
pl5.4  pl5.2 pld.3 pls plz pllz gqll qlz.Z2 ql3.Z q13. qld.2 azl  qz2.2 q23.1 q23.3 q24.2 g5
- 601 bp -
78,174,300 bp 78,174,400 bp 78,174,500 bp 78,174,600 bp 78,174,700 bp 78,174,500 bp
| | | | | | | |

SL_0004_RN_05_mut bam Cowe | 011
rage
SL_0004_RM_0S_mut.bam 1

Sequence R T T T S NI T e T N N S 9 i T N I N M S IS T s

Refseq Genes
KCTDZ21



chr5:137,615,589-137,619,183
|| [

pls.31 pld.2 pl3.2 pl3.l1 pll qll.Z glz2.2 ql3.2 ql4.2 ql5 q2l.2 q22.2 q23.2 q31L.1 qg3L2 q33.1 q34 q35.2
~ 601 bp -
137,615,700 bp 137,618,500 bp 157,615,900 bp 157,619,000 bp 137,619,100 bp 127

[0 -10.00]
SL_0015_LM_44 rmut.bam Cowvers

SL_0015 LN_44 mut.bam

Sequence —
|

Refseq Genes
ELHLZ



:I:_:-:-:_:-:-:FII:_:F:-:I:_:_:-:-:-:
p22.32 p22.2 p22.11 pzl.1 pll.2 pll.21 qll.2 ql3.2 g2l.1 q2l.31 q22.1 q22 q24 q25 q26.2 q27.1 q28

= 601 bp -

chr¥:87,633,542-87,634,141

87,633,600 bp 87,633,700 bp 87,633,800 bp £7.633,900 bp £7.634,000 bp 87,634,100 bp
I I I I I I I I I

SL_0004 RM_24 rmut.bam Cow

rage

SL_0004 RM_24 mut.bam

[0 - 53]

Sequence e

Refseq Genes

KLHL4




chrl6:584,661,477-84,662,076

[ N N N | B [ -:_:-:_:-F::
pl3.2 pl3.2 pl3.l2 pl2.32 plz.1 pll.Z pll.l qll.Z2 qlz.1 qlz.2 q21 q22.1 q22.2 q23.2 qgz4.1

- 601 bp -
24,661,500 bp 24,661,600 bp £4,661,700 bp 24,661,200 bp 24,661,900 bp 24,662,000 bp
| | | | | | |
SL_0007_RM_33_mut bam Cowe, | 1800
rage
SL_0007_RM_33_mut.bam i

Sequence m T OV T e T O I i T e ey T S E S M M T T S AN S i@y @0 s

Refseq Genes
ELHLIE



chr19:35,721,469-35,722,063

| | [ 1 [ [ e [ M | [1 [ ] [ [ [ [
pl3.3 pl3.Z pls.13 pl3.11 plz pll qll qlZ  gl=.11 ql13.13 q13.31 q13.33 ql3.42
- 601 bp -
55,721,500 bp 55,721,600 bp 55,721,700 bp 55,771,500 bp 25,721,900 bp 55,722,000 bp
| | | | | | |

SL_0004_RN_26_mut bam Cowe | 017
rage
SL_0004_RM_26_rmut.bam 8

Sequence m TR T T T T E TS WM MU em e ez S e s i i mummin i

Refseq Genes
EMTZE



chr7:152,147,9583-152,148,582

- I N I N 7 N O B T

p22.1 p2L2 pls.2 plds.3 pld.l pl2.2 pll.l qll.22 q21.11 q2l.2 qz2.1 q3l.1 gq31.31 q32.1 g33 Q35  q36.2
= 601 bp -
152,142,100 bp 152,142,200 bp 152,142,200 bp 152,142,400 bp 152,143,500 bp 15
| | | | | | |
[O-21]
SL_0001_LM_10 rrut.bam Cowvers
SL_0001_LM_10_rut.bam

Sequence I T T T T T T E S S e U N U M T I M S SN gy U Ep e

Refseq Genes
EMT2C



chrl2:25,245,051-25,245,650

pl3.32 pl3.2 plz.z pllz3 plll  ql2 gl3.1Z gql3.3 gqld.Z gql5 qzZ1.2 q21.32 qZ2 qz3.2 qz2+.11 q23.22 q24.32
- 601 bp -
5,245,100 bp 25,245, 200 bp 5,245, 200 bp 5,245,400 bp 25,245,500 bp 5,245,600 bp
| | | | | | | |
SL_0004_RN_26_mut bam Cowe | 02
rage
SL_0004_RM_26_rmut. bam
Sequence e AR T T G S g S e T N S A S A M T e T s e T A i R E

Refseq Genes
ERAS



SL_0007_RM_33 rmut.bam

[EequEnEE

Refseq Genes

chr21:44,574,053-44,574,652

[ e--all B [ [ !
pl3 plz pll.Zz plll qll.Z q21.1 azl.2 q21.3 q22.11  q22.12 qz2.2 az2
- 601 bp
44,574,100 bp 44,574,200 bp 44,574,300 bp 44,574,400 bp 44,574,500 bp 44,574,600 bp
| | | | | | | |
SL_0007_RM_33_mut bam Cowe| | 13
rage

|\“\\\I\‘|““\\\II\\|\II|\W||I“\||||||\||||\|l“\\“l||I\I"“\\\\\II||“II\NI\IN\\N\\|N|\I“\\“I\||||\|\|NN||\|||)

TSFEAR.




chr2:20,037,067-20,037,666

|I-?||-. B T T T o [OVTT [ T (TN DENT TN N 7T N 7T e N 7
p25.1 p24.1 p22.3 p2l ple.l  pl3.3 pll.2 qll.2 ql3 ql4.2 q2l.2 q22.2 q24.1 q31.1 qg321 qg33.1 q34 q36.1 q37.2

- 601 bp -
20,027,100 bp 20,027,200 bp 20,027,200 bp 20,027,400 bp 20,037,500 bp 20,027,600 bp
| | | | | | |
SL_0004_RN_15 mut bam Cowe | 028
rage
SL_O00D4 RM_19 rmiut bar I
Sequence w0 T I CEH T R A g T Y O S T S S U S S T e S M S E e E TS S S

Refseq Genes
LA PTh 2



chr3:157,025,098-157,025,697
I T

T 7T TN N T O L EEEE §E O EEE III-:-%I:-:-:-II-
p26.1 p24.2 p22 p22.1 p2l.2 pla.2z pl2 pl2.2 qlll qlz.3 ql3.2 qzl1 q22.2 q24 q25. q26.1 q26.32 q27.3 q29

- 601 bp -
157,028,200 bp 157,028,200 bp 157,028,400 bp 157,028,500 bp 157,028,600 bp 157,02
| | | | | | |
SL_0004_RN_66_mut bam Cowe | 013
rage
SL_0004_RM_G6_mut. bam

Sequence O T 7 S T i e I i S o S Ty e

Refseq Genes
LEKR1



chrl5:77,615,404-77,616,003

[ [ [ | | N [ N [ [ I [ T
plz pll.?Z plll gll.z gl3.1 gqld gls.1 g2l.1 q21.3 q22.2 q22.32 qz+.1  g25.1 q25.3 g26.1 q26.2
- 601 bp -
77,615,500 bp 77,615,600 bp 77,615,700 bp 77,615,800 bp 77,615,900 bp 77,6160
| | | | | | |

SL_0001_RM_25_mut bam Cowe | 011
rage I
SL_D00L_RM_25_mut.bam

Sequence m O T e E S T T e N A T e T M TR R g e T i I N TR T S R s

Refseq Genes
XR_001751206.2



chrl6:11,5585,906-11,5586,505
[ | B [ T I [ s 1
pl3.3  pl3.Z2 pl3.1Z2 plz.3 plz.1  pllLZ pll.1l qll.zZ qlz.1 qlz.2 qz1 qz2.1 qZ2.3 q23.2 qz4.1
- 601 bp -
11,586,000 bp 11,586,100 bp 11,586, 200 bp 11,586,300 bp 11,586,400 bp 11,586.5
| | | | | | | |
SL_0007_RM_33_mut bam Cowe | 011
rage
SL_0007_RM_33_mut.bam I

Refseq Genes
LITAF LITAF

Sequence —




chr15:59,330,222-59,330,821

| | J——— | |
pll.31 pll.2Z pll.1 qll.? qlz.1 qlz.Z qlz.3 qzL.1 q21.2 qZL3F1l  qzZL.33 q22.1 qZ2.2 az3
- 601 bp -
59,230,300 bp 59,230,400 bp 59,230,500 bp 59,230,600 bp 59,520,700 bp 59,530,500 bp
| | | | | | | |
SL_0004_RN_26_mut bam Cowe, | 71800
rage
SL_0004 RM_26_mut.bam I
Sequence mme RN S N N EENEHEUuEEE U TN vy g g M s s S S E T E /U

Refseq Genes

LrAR 1



chrlg:2,917,746-2,918,345

[ 1 - -l 020 2HEEE T 20 N Y Il | [
pll.21 pll.22 pll.1l qll.2 ql2.1 ql2.2 qlz.2 q21.1 q2l.2 q2l.31 q2l.33 q22.1 q22.2 q23
= 601 bp -
2,917,800 bp 2,917,300 bp 2,912,000 bp 2,915,100 bp 2,918,200 bp 2,915,200 bp

| | | | | | I |

[O-14]
SL_0001_LM_10 rrut.bam Cowvers
SL_0001_LMN_10_mut.bam
Sequence w0 e T T O e M EE I U Ty g H iy S i U S M g e e

e
LPIM2

Refseq Genes



chrl17:50,352,845-50,353,444

e -l = 2 ] [ [ [ I
pl3.2 pl3.1 pl2 pllZ plll qll.Z qlz q2l1.1 qZl.31 qZ1.33 q22 gq23.1 q23.3 q24.2 a25.1 a25.3
- 601 bp -
50,352,900 bp 50,322,000 bp =0,222,100 bp 50,382,200 bp s0,392,200 bp 50,352,400 bp

| | | | | | | | |
SL_0007_RM_2_mut.bam Cover | 01
age
SL_0007_RM_2 mut.bam 3

Sequence R T T Tt A T S0 T O T ] M i T S U S A T A ST NV

Refseq Genes
LRRZS5S



chrl:235,833,372-235,833,971

[(CTTT B T°7 TTIT T T T B N B [V I-:I:I:I:I:-:-:-:I:E_D:-F:
p36.23 p36.12 p3+3 p33  p3z.l p3l.1l p22.2 p2l.1 pl3.l qlz q2l.1 q22 q24.1 qg25.2 q3L.2 q32.2 g4l q42. qdd

= 601 bp -
235,833,400 bp 235,833,500 bp 235,833,600 bp 235,833,700 bp 235,833,800 bp 235,833,900 bp
| I | | | | | | |

[0 -10.00]
SL_0015_LM_48 rmut.bam Cowvers
SL_0015_LN_45_rut.bam %
Sequence wpe T ] T I I T E N T T T E i SR T Iy U e E S U U AU S EE N QU S d e

G - S|

Refseq Genes
LvST



chrl:39,322,696-39,323,295

|||||I|||||||3|- | [

p36.23 p36.12 p34. p33 p3z.1 p3l.1 p22.2 pzl.1 pl3.1 qlz qzl.1 q2Z q24.1 q25.2 q3l.2 q32.2 qd4l q42.2 qdd
4 601 bp -

59,322,500 bp 59,322,900 bp 59,525,000 bp 59,525,100 bp 59,323,200 bp 59,57

I I I I I | I

SL_0004_RN_47_mut bam Cowe | 015

rage

SL_0004 RM_47 rmut.bam -

Sequence me NN T I i s S S S e o

Refseq Genes

MACFL



chrl:113,681,942-113,652,541

[T B T TT10T 7 E:-_:-:-:-:q:!}l [ B W I BT T N 7 7 BT 7
p36.23 p36.12 p3+3 p33  p3z.l p2l.1l p22.2 p2l.1 pl3.l qlz q2l.1 q22 q24.1 qg25.2 q3L.2 q32.2 g4l q42.2 qdd

= 601 bp -
113,652,000 bp 112622100 bp 113,652,200 bp 113,652,200 bp 112,622,400 bp 113,652,500 bp
| | I | | | | | |
[0-1Z]
SL_0001_LM_10 rrut.bam Cowvers
SL_000L LM_10_rrut.barm
Sequence w R R T g I T N O I I T E T I O S e T  EUm S  EEE g ESuuHE e gy i aa i o

MAGI2

Refseq Genes



chrl:27,355,799-27,356,398
L | [
p36.23 p36.12 p33.3 p33  p3z.1 p31l.1 p22.Z p2l.l pl3.1 alz q2l.1 gq2Z g241 q25.2 q3L2 q32.Z qil qd2.2 qid
- 601 bp -
27,555,900 bp 7,556,000 bp 27,256,100 bp 27,556, 200 bp 57,556,300 bp 37,55E
| | | | | | |
SL_0004_RN_24_mut bam Cowe | [0~ 48
rage
SL_0004_RN_24_rmut.bam
Sequence e T T T e e e e T e e T A e e e T T
N o o ]
MAF 2K E




chrl6:29,807,120-29,507,719

[ I [ e e | e [ T I [ s 1
pl3.3  pl3.Z2 pl3.1Z plz.3 plz.1  plLZ pll.1l qll.zZ qlz.1 qlz.2 qz1 qz2.1 qZ2.3 q23.2 qz4.1
- 601 bp -
29,807,200 bp 9,807,300 bp 9,807,400 bp 23,807,500 bp 29,807,600 bp 29,807, 700 by
| | | | | | | |
SL_0001_RM_25_mut bam Cowe | 019
rage
SL_D00L_RM_25_mut.bam |

Sequence m T T M I T T e O I M Y T S I T M A 0 U ST i EEH Ny

Refseq Genes
bAAE



chr6:52,275,992-52,276,591
[T TETT N PN [T [ 7 *)*—:_]:_:-:_:-_:-:- =] =]
p25.1 p23 p22.2 p2lL31 p2l.l1 pl22Zz qlll ql3 ql4.1 qls ql6.2 g2l q22.1 q22.32 q23.3 q24.3 q25.2 Q27

- 601 bp -
=2 276,100 bp 57,276, 200 bp =2 276,300 bp =2, 276,400 bp 52,276,500 bp 52 2
| | | | | |
SL_0004_RN_47_mut bam Cowe | 011
rage
SL_0004_RM_47_mut.bam |

Sequence m I T T T g e e S I T 6 O e T e i O e A e e e S Sy i

Refseq Genes
PR



chrg:66,590,750-66,591,349

[ B ) N ([ - | _:-:3-:_:_ 1 N BN T [ ]
p23.2 pz2? pzl.Z plz pllLZZ gll.1 glz.1 gl3.1 gqz1.11 qZL1.2 aZzz.1 qZ2.3 q23.2 qz24.11 q24.21  q24.23
- 601 bp -
£6,590,500 bp E6,590,900 bp 66,591,000 bp £6,591,100 bp E6,891, 200 bp £6,551, 200 bp
| | | | | | |

SL_0004_RN_05_mut bam Cowe, | 1800
rage
SL_0004_RM_DS_rmut. barm I

Sequence e L T e T T e T T R ITT

Refseq Genes
MCMDC2



chr6:89,651,926-89,652,525

[T T T N [P [T [ T -:-}-:_]:F_:-:_:-_:-:-. =]
p25.1 p23 p22.2 p2lL31 p2l.l1 pl2.2 qlll ql3 ql4.1 qls ql6.2 g2l q22.1 q22.32 q23.3 q24.3 q25.2 Q27

- 601 bp -
89,652,000 bp 59,652,100 bp 59,652,200 bp 59,652,300 bp 59,652,400 bp 59,652,500 bp
| | | | | | | | |
SL_0015_RM_21_mut bam Cowe | 02
rage
SL_0015_RM_21_rut.bam
Sequence me RO T e T N T T i g e e S S s M s EEE N E U P mam

Refseq Genes
MOMI1-AS1



chr19:554,696-585,295

| [ | | | | | | [ | | | | | | |
pl3.3 pl3.Z pl3.13 pl3.11 pl2 pll gll ql2 ql3.11 ql3.13 ql3.31 ql13.23 ql3.42
= 601 bp -
554,200 bp 554,900 bp 255,000 bp 335,100 bp 585,200 bp 885,
| | | | | I |
[0-15]
SL_0001_LM_10 rrut.bam Cowvers
u 1
SL_000L LM_10_rrut.barm
Sequence we R T U ETE ] ] A M T G E Rt D SEE N Y I T S e R 0 i G e QR T q s s S EE v 9 E S UV TS MEtQE SN P

Refseq Genes
MEDLE



SL_0007_RM_2_rmut.bam Cowver

Age

SL_0007_RM_2_mut.bam

Sequence —

Refseq Genes

chr11:64,803,216-64,503,515

(D e s B -l (| [ o I I . E= |
pls. 4 pl5s.2 pld.2 pl2 pl2z pllz qll ql2.2 ql3.2 ql3.5 qld.2 qz1 q22.2 q23.1 q23.3 q24.2 qg25
~ 601 bp -
64,803,300 bp 4,503,400 bp 64,502,500 bp 4,503,600 bp 64,503,700 bp £4,502,500 |
I I I I I | I
[0 -15]

MEML



chrl:156,051,499-156,052,095

[(CTTT B T°7 TTIT T T T B N B [V IE!II:I:E-:-:I:E_D:H:-:
p36.23 p36.12 p3+3 p33  p3z.l p3l.1l p22.2 p2l.1 pl3.l qlZz q2l.1 q72 q2+4.1 g25.2 q3L.2 q32.2 g4l q42.2 qdd

= 601 bp -

156,081,600 bp 156,081, 700 bp 156,051,500 bp 156,031,500 bp 156,082,000 bp 156, 08:
I I I I I I I

[O0-15]
SL_000Z_LM_&2 rut.bam Cowers

SL_0002_LN_62_mut.bam

] B rvat] ol o] ] vt o] o] Bl vl ] ] B e

Sequence m T T T T T O W Y T I I T T M T S TS M i S G G Wy

Refseq Genes
MEX 24



chrl:112,685,839-112,659,435
[TITT B T 7 TT1T17T T 7 W o o I D B (4 [

p36.23 p36.12 p3+3 p33  p3z.l p3l.l p22.2 p2l.1 pl3.l qlz q2l.1 q22 q24.1 qg25.2 q3L.2 q32.2 g4l q42.2 qdd

= 601 bp -

112,685,900 bp 112,653,000 bp 112,653,100 bp 112,683,200 bp 112,653,300 bp 112,659,400 bp
I I I I I I I I

SL_0007_RN_33_mut.bam Cowe | 71709

rage

SL_0007_RM_33 mut.bam T

Sequence I T T T T T T T s T e T e T T e T N O

MMON10

Refseq Genes



chrl7:62,679,901-62,650,500

- | | | | [l
pl3.Z2 pl3.1 pl2 pll.Z pll.l qll.Z qlZz q2l.1 gqZlL.31 q21.33 q22 q23.1 q23.2 qz24.2 q25.1 q25.3
= 601 bp -
EZ, 620,000 bp EZ2,620,100 bp E2,E6320,200 bp E2,620,200 bp E2,620,400 bp B2, 620,
| | | | I |
[O-11]
SL_0001_LM_10 rrut.bam Cowvers
SL_000L LM_10_rut.bam L
Sequence m T T T T T E T T T T TE] I O T 0 A U T E T e e A I SN E e e
| 8o H F o H 5 R
1

Refseq Genes

MRCZ



chrl12:106,977,344-106,977,943

-~PEN ] [ D N D B BN B i 1 e e

pl3.32 pl3.2 pl2.2 pll23 pll.l ql2 q13.1Z2 ql3.2 gqld.2Z gqls q21.2 q2l.32 qz22 q23.2 q2+.11 q24.22 q24.32

= 601 bp -

106,977,400 bp 106,977,500 bp 106,977,600 bp 106,977,700 bp 106,977,800 bp 106,977,900 bp
I I I I I I I I I

SL_0004_RN_66_mut bam Cowe | 03

rage

SL_0004_RM_66_mut.bam

fref B o] e ] vt o ] e foemi] o] ] o] Bremt, ] o] o] feemf e ] o] v, e b o] e, Jmnd oo

S equence m T T A I T M S R A O U T T S T S U e U

Refseq Genes
MTERFZ



chrl6:70,663,510-70,664,109

[ N N D o -l [ I D ) B 1
pl3.3  pl3.Z2 pl3.1Z plz.3 plz.1  pllLZ pll.1l qll.zZ qlz.1 qlz.2 qz1 qzz.1 qZ2.3 q23.2 qz4.1
- 601 bp -
70,663,600 bp 70,663,700 bp 70,663,200 bp 70,663,900 bp 70,664,000 bp 70,664,101
| | | | | | |
SL_0006_RMN_67_mut bam Cowe | 012
rage
SL_0006_RM_G7_rmut.bam I

Sequence m R O T QY F S TV T E I S Tt ey N W e I T R g I A U AT E G VNV R

Refseq Genes
MTSS2



chrl2:40,539,259-40,539,8585
[ 1 [ I
pl3.32 pl3.2 pl2.2 pllz3 plll  ql2 ql3.1Z ql3.2 gqld.2 qls qz1.2 q21.32 q22 q23.2 q2+.11 q24.22 q24.32
- 601 bp
40,529,200 bp 40,529,400 bp 40,539,500 bp 40,529,600 bp 40,539,700 bp 40,529,200 bp
| | | | | | | |
SL_0007_RM_33_mut bam Cowe | 0=
rage
F 16 -
Sequence e SR e T R e e e T e e e TR
Refseq Genes —
MUC1S




chr9:110,775,555-110,776,154
| [ -:—:-:-:-:-:—:*:- ]
pzd4.1  pZz.3 p2l.3 pz2ll pl3.2z qll a1z aql3 q2L12 qzl.2 q2l.33 q22.3Z q3l.1 gq3l.3 gq33.1 q33.3 q34.13
- 601 bp
110,775,600 bp 110,775,700 bp 110,775,200 bp 110,775,500 bp 110,776,000 bp 110,776,100 bp
| | | | | | | |
SL_0004_RN_66_mut bam Cowe | 0" 7
rage
Sequence w0 O R i ———————w"n——”n”—n S
T I T R R
MUK




chr11:47,334,821-47,335,420

- [ [ T I e I N [ = [
pl5.4  pl5.2 pld.3 pls plz plL gqll qlz.Z2 ql3.Z q13.5 qld.2 azl  qz2.2 q23.1 q23.3 q24.2 g5
- 601 bp -
47,534,900 bp 47,555,000 bp 47,555,100 bp 47,535,200 bp 47,555,300 bp 47,535,400 by
| | | | | | | | |
SL_0015_RM_12_mut bam Cowe | 03
rage
SL_0015 RM_12_mut.bam
Sequence e RN T T S T A S T O S T T N S A E A Y N N A T I T A G R I S T g N N A MW A

Refseq Genes
MYEBPC2



chrl7:10,502,446-10,503,045

SL_0007_RM_33_rmut.bam Cow

rage

SL_0007_RM_33_mut.bam

[ e - -]l = [T ] 1 Y N Y
pl2.2 pl3.1 pl2 pll.Z2 pll.l qll.Z2 qlz q21.1 q21.31 q21.33 q22 q23.1 q23.2 qz24.2 q25.1 q25.3
~ 601 bp -
10,502,500 bp 10,502,600 bp 10,502,700 bp 10,502,500 bp 10,502,900 bp 10,502,000 bp
I I I | I
[0 - 55]

Sequence

Refseq Genes

MYHAS




chrl7:10,641,079-10,641,673

e ~anll]l = | I 1 D BN [N [

pl3.2 pl3.1 pl2 pll.Zz pll.l qll.2 qlz q2l1.1 gqz2lL.31 q21.33 q22 q23.1 q23.3 q24.2 q925.1 q25.3
= 601 bp e
10,641,200 bp 10,641,300 bp 10,541,400 bp 10,641,500 bp 10,541,600 bp
| | | | | | | |
SL_0002 RM_8 mut.bam Cover | 0~
age
11

SL_0002_RM_8 mut.bam 1
S equence w0 T TR T I T T T T T T T T T T T T T T T T I T MGV N

Refseq Genes
MY HZ



chr2z2:36,300,602-36,301,201

[ [ [ R | [ [ T S O I [
pl3 plz pll.Z2 pll.l qll.21 qll.22 qlz.1 qlz.2 qlz.3 ql3.1 ql3.2 ql3.31 ql3.32
4 601 bp -
56,300,700 bp 56,300,500 bp 36,300,300 bp 56,301,000 bp 56,301,100 bp 26,301,
| I I I I I | I
[0-18]
SL_0003_LM_51 rmut.bam Cowers
SL_0003 LM 51 _rrut.bam ¥

Sequence T T T o T T T T T T I O S M i O U s0 e

Refseq Genes
MYHS



chr7:44,970,330-44,970,929

- I N I N 7 N O B T |___ .

p22.1 p2ZL2 pl53 pld.3 pldl = plz.2  plLl qll.22 q21.11  q2L.2 qZ2.1 g31.1 q31.31 q32.1 q33 q35  q36.2
- 601 bp -
44,370,400 bp 44,970,500 bp 44,970,600 bp 44,570,700 bp 44,970,200 bp 44,970,900 bp
| | | | | | | | |
SL_0007_RM_2_mut.bam Cover | 01
age
SL_0007_RM_2 mut.bam I
Sequence w N T T T e I R T T M U I s g S e i g S i S UM S,

Refseq Genes
MY OL1G



chrl1:77,172,440-77,173,039

- [T [ I N [ [ ] [ 1
pl5s.4 plSs.2 pld.2 pl2 pl2z pllz2 qll ql2.2 ql3.2 ql3.5 qld.2 q21 q22.2 q23.1 q23.3 q24.2 q25
= 601 bp -
77172500 bp TRl E00bp 771FE 00 bp 77172800 bp T7172300 bp 77.1732,000 bp
| | | | | I | I |
[0 -10.00]
SL_000Z_LM_1 rmut.bam Cowversg
SL_ 0002 LN_1_mut.bam T
Sequence w TR T T I D ) T A M T s 0 HE N T M s A S U EmE @ i s S sy E g S iy

Refseq Genes
MYOTA



chr5:16,694,197-16,694,796

|| [
pl5.31 pld.3 pls.3 pls.l pll gllLZ qlz.2 ql3.3 gld.3 gls qZl.2 q22.2 q23.2 q3L1 qg3L3 q33.1 q34 q35.2
- 601 bp -
16,694,300 bp 16,694,400 bp 16,694,500 bp 16,694,600 bp 16,694,700 bp 16,65

| | | | | | |
SL_0006_RMN_67_mut bam Cowe | 012
rage
SL_0006_RM_G7_rmut.bam %

Sequence T T T T B T T A N E i N i i S U g e M i T I TN T Sy Ui gimam

Refseq Genes
MY Q10



chr13:109,140,463-109,141,062

[ [ [ [ [T 171 I I [T T B Y N [ B B (e
plz plLZ qll gqlz.1Z qlz.3 ql3.3 qld.12 qld.3 qZl.Zz qZL32 qZz.1 q31.1 gq3L.2 q32.1 g33.1 gq33.
- 601 bp -
103,140,500 bp 103,140,600 bp 109,140,700 bp 103,140,500 bp 103,140,500 bp 109,141,000 bp
| | | | | | | |

SL_0006_RM_55 mut bam Cowe, | 1800
rage
SL_0006 RM_55 mut.bam i

Sequence e R 11 V1T TUCNERTERIR AL RCTIRRITI G RO ARCE IRV CARTEV RN TR RN CNERT U TETET LA RTEENRE AR RRTRCEVIRRAIL AR MR AR THT ORERERTE RN TR TR TR AT TR

Refseq Genes
MY OL1E



chr19:45,913,998-45,914,597

| | 1 [ [ | [ | [ [ T 1 |
pl3.3 pl3.Zz pl3.13 pl3.11 plz pll qll qlz ql3.11 ql3.13 ql3.31 ql13.33 ql3.42
4 601 bp -
45,914,100 bp 45,914,200 bp 45,914,300 bp 45,914,400 bp 45,914,500 bp 45,91+
I | I | I I I
SL_0004_RN_05_mut bam Cowe, | 1800
rage
SL_0O004 RM_05 rmut.bam I

Sequence m B S O T T i S O T e m T O O T O T M e T I TS R e Gy e T W E g

Refseq Genes

rlAMNOSE



chrl:149,552,608-149,553,207

[(CTTT B T7 TTIT T T T B N B [V IFI:I:I:I-:-:I:I:_D:-:—:
p36.23 p36.12 p3+3 p33  p3z.l p3l.1l p22.2 p2l.1 pl3.l qlz qz2l.1 q22 q24.1 g25.2 q3L.2 q32.2 g4l q42.2 qdd

- 601 bp -
143,552,700 bp 143,552,200 bp 143,552,500 bp 143,552,000 bp 143,553,100 bp 1439,555,2
| | | | | | |
SL_00L6_RM_51_mut bam Cowe | 014
rage
SL_0016_RM_S1_rut.bam
Sequence mme RO R O NN A T R T T M T T EE T T i i TG T T W e R N PV S T i E T 8 ST S P i i Hm

Refseq Genes
MEPF1S



chrl:149,495,769-149,496,363

[(CTTT B T7 TTIT T T T B N B [V IFI:I:I:I-:-:I:I:_D:-:—:
p36.23 p36.12 p3+3 p33  p3z.l p3l.1l p22.2 p2l.1 pl3.l qlz qz2l.1 q22 q24.1 g25.2 q3L.2 q32.2 g4l q42.2 qdd

- 601 bp -
143,455,200 bp 143,455,500 bp 143,496,000 bp 149,496,100 bp 143,456,200 bp 143,496,200 bp
| | | | | | |
SL_0004_RN_47_mut bam Cowe | 017
rage
[}

SL_0004_RM_47_rmut.bam
Sequence me LR R I N T T E H I N T N S S e e M S G e b T

Refseq Genes
MEPF1S



chrl:149,510,046-149,510,545

[(CTTT B T°7 TTIT T T T B N B [V IFI:I:I:I:_:-:-:I:E_D:-:-:
p36.23 p36.12 p3+3 p33  p3z.l p3l.1l p22.2 p2l.1 pl3.l qlz qz2l.1 q22 q24.1 g25.2 q3L.2 q32.2 g4l q42.2 qdd

- 601 bp -
143,510,100 bp 143,510,200 bp 143,510,500 bp 143,510,400 bp 143,510,500 bp 143,510,600 bp
| | | | | | | |
SL_0004_RN_26_mut bam Cowe | 024
rage
SL_0004_RM_26_rmut.bam
Sequence e A T T ] I S s N A S g e T e e e N I e A I U VAT

Refseq Genes
HMEFF1S



chr19:39,196,708-39,197,307

| | [ | | | [t | | | I | | |
pl3.3 pl3.Z pl3.13 p13.11 pl2 pll gll qlZ  gl3.11 ql3.1 q13.31 ql3.33 ql3.42
- 601 bp -
29,196,200 bp 29,196,500 bp 29,157,000 bp 29,157,100 bp 29,197,200 bp 29,197, 30
| | | | | | |
SL_0006_RM_55_mut bam Cowe | 028
rage
| |
| |
| |
| |
| |
| |
| |
| |
| |
| |
| |
| |
| |
SL_O00DE_RM_59_rmut. barm I I
|
|
|
|
|
|
|
|
|
|
|

Sequence m D T T T R T I T T A T T e i e i T N e A e T N I AT I

Refseq Genes

RCCRPL



chrl5:29,269,323-29,269,922

[ [ [ PC-:!E_:D:_:_] [ I [ 7T N N T 0
pl2 pll.Z plll qll.2z ql=.1 qld gls.1 qz2l.1 q2l.2 q22.2 q22.32 q24.1 qg25.1 q25.3 qg26.1 q26.2

- 601 bp -
9,763,400 bp 29,263,500 bp 29,263,600 bp 29,265,700 bp 29,263,800 bp 29,263,900 bp
| | | | | | | | |
SL_0007_RM_33_mut bam Cowe | 013
rage
SL_0007_RM_33_mut.bam

Sequence T O A T N O S e i M S S T T R TN O S U ©b© N

Refseq Genes
EMTREFP 2



chrg:24,917,973-24,918,572

[T w-f T T T N BN T | BT T [

p23.2 pz2? pzl.Z plz plLZZ gll.1 glz.1 gl3.1 gqzl.11 qZL1.2 aZzz.1 qZ2.3 q23.2 qz24.11 q24.21  q24.23
- 601 bp -
24,918,000 bp 24,518,100 bp 24,518,200 bp 24,518,300 bp 24,518,400 bp 24,918,500 bp
| | | | | | |
SL_0004_RN_15 mut bam Cowe | 019
rage
SL_0004_RM_15_mut.bam T

Sequence O T T T O T o Iy g N Ny g N | N ) U ey

Refseq Genes
MEFM



chr9:137,255,240-137,255,539

| 1 [ O I T T T T T T T T I [ T T
pzd4.1  pZz.3 p2l.3 pz2ll pl3.2 qll alz ql3 q2L12 qzl.2 q2l.33 q22.3Z gq3l.1 g3L.3 gq33.1 q33.3 q34.13
- 601 bp -
157,255,200 bp 157,755,400 bp 157,255,500 bp 157,255,600 bp 157,255,700 bp 157,255,200 bp
| | | | | | | | |
SL_0004_RN_05_mut bam Cowe | 078
rage
SL_0004_RN_05_rut.bam

Sequence AT e T A T T O Y e i O S I O E T I e T 9 A T A T TGV a8

Refseq Genes
MELFE



chr2:233,034,076-233,034,675

| | BN TT T T 711 HE 1IN B I = [ |
p25.1 p24.1 p22.3 p2l ple.l  pl3.3 pll.2 qll.2 ql3 ql4.2 q2l.2 q22.2 q24.1 q31.1 qg321 qg33.1 q34 q36.1 q37.2

- 601 bp -
232,034,100 bp 233,034,200 bp 232,024,300 bp 233,054,400 bp 232,034,500 bp 232,034,600 bp
| | | | | | | |
SL_0007_RN_2_mut.bam Cover || 104
age
SL_0007_RM_2 mut.bam

Sequence L Ty T s T T T T T I S T R i S O QA s A N I T M IV E R A e iy

Refseq Genes
MELZ



chrl:77,588,299-77,85885,893

[T B T TT10T 7 !:-*:-:-:-:-Di [ B W I BT T N 7 7 BT 7
p36.23 p36.12 p3+3 p33  p3z.l p2l.1 p22.2 p2l.1 pl3.l qlz q2l.1 q22 q24.1 qg25.2 q3L.2 q32.2 g4l q42.2 qdd

= 601 bp -

77,888,400 bp 77,888,500 bp 77,888,600 bp F7.888,700 bp 77,888,800 bp 77,888
I I I I I I I

[0 -10.00]
SL_0001L_LM_4 rmut.bam Cowversg

SL_0001_LN_4_mut.bam

Sequence m R O O T S I T R S s T E A O N A @ S U S rM I SUE I V3 9 S IHe s

Refseq Genes
MEXM-A51 MNEXHM



chr17:31,182,367-31,152,966

[ T --CIZI_I [ [ [ Y N Y i
pl2.2 pl3.1 pl2 pll.Z2 pll.l qll. qlz q21.1 q21.31 q21.33 q22 q23.1 q23.2 qz24.2 q25.1 q25.3

= 601 bp -

21,182,400 bp 31,182,500 bp 21,182,600 bp 31,182 700 bp 31,182,800 bp 21,182,900 bp
I I I I I I I

SL_0006_RM_67_mut bam Cowe | 011

rage

SL_0006_RM_67_mut.bam

Sequence O T S S N I T S Oy s i

rF1

Refseq Genes



chr5:157,473,065-157,473,664

|| [
pl5.31 pld.3 pl3.3 pls.l pll gllLZ qlz.2 ql3.3 gld.3 gls qZl.2 q22.2 q23.2 q3L1 qg3L3 q33.1 q34 q35.2
- 601 bp -
157,475,100 bp 157,475,200 bp 157,473,200 bp 157,475,400 bp 157,473,500 bp 157,475,600 bp
| | | | | | |

SL_0017_RM_15_mut bam Cowe, 1800
rage
SL_0017_RM_15_mut.bam 5
Sequence w0 N T T T TS E S i e M I e U S I i I s s @ I e g S S U S E SO e o

—

mMIPALS

Refseq Genes



chr5:36,576,637-36,877,236

|| [
pl5.31 pld.3 pls.3 pls.l pll gllLZ qlz.2 ql3.3 gld.3 gls qZl.2 q22.2 q23.2 q3L1 qg3L3 q33.1 q34 q35.2
- 601 bp -
56,876, 700 bp 56,576,500 bp 56,576,900 bp 56,577,000 bp 56,577,100 bp 56,877,200 bp
| | | | | | | |
SL_0001_RM_28_mut bam Cowe, 71800
rage
SL_0001_RM_28 mut.bam i 0]
Sequence me OO O T R e U U N T T e T i Y T I e P g S Sy i S Em A M M s e I S
m o P o 5 o e o 5 o P o 5 o e o 5 o P o 5 o

Refseq Genes
HIPEL-OT MIFEL



chr¥:119,589,309-119,559,903

mm:_j::-:-:
p22.32 p22.2 p22.11 pzl.1 pll.2 pll.21 qll.2 ql3.Z2 g2l.1 q2l.31 q22.1 q22 q24 q25 q26.2 qz27.1 q28

= 601 bp -

115,583,400 bp 115,583,500 bp 115,583,600 bp 115,583,700 bp 115,583,800 bp 115,583,510
I I I I I I I

SL_0001_RM_15_mut bam Cowe | 018

rage

SL_0001_RM_15 rmut.bam

Sequence m RO N Y T T O U S A T M g N A i U N I | N QUG e

Refseq Genes
MERF



chr20:32,453,453-32,454,052

[ I [ PR R | [ I | [
pl3 plz.3 plz.Z plz.1 pll.Z3 pll.Z1 qll.1 qll.22 qlz ql3.12 gl13.13 ql3.2 ql3.31 ql3.33
- 601 bp -
32,453,500 bp 22,453,600 bp 22,453,700 bp 22,453,800 bp 22,453,300 bp 32,454,000 bp
I | I | I I I I
[0 - 10.00]

SL_0001_LM_10 rrut.bam Cowvers
SL_0001_LM_10_rrut.bam i
Seqguence me T T AT E T I S m I H U H S i S S s S U s S s E S s g

Refseq Genes
ROL4L



chrl:119,916,179-119,916,775

[T B T TT10T 7 E:-_:-:-:-:q}l [ B W I BT T N 7 7 BT 7
p36.23 p36.12 p3+3 p33  p3z.l p3l.1l p22.2 p2l.1 pl3. qlz q2l.1 q22 q24.1 qg25.2 q3L.2 q32.2 g4l q42.2 qdd

- 601 bp -
119,916, 200 bp 113,916,400 bp 113,916,500 bp 119,916,600 bp 115,916,700 bp
| | | | | | | |
SL_0004_RN_47_mut bam Cowe | 012
rage
SL_0004_RM_47_mut.bam %

Sequence O E T T I U T U s s s Wy O S S O s IS s m i i @)y o s

Refseq Genes
MOTCHZ



SL_0015 LN_39 mut.bam

Sequence o

chrl4:77,406,541-77,407,140

| [ | & |
pl2 pll.Z2 qll.1 qlz gl3.1 g2l.1 q2l.2 q22.2 q23.1 qg23.3 q24.2 q31l.1 q31.3 q32.12 q32.2 q32.3:

= 601 bp -

77408, 800 bp 77,408,700 bp 77,406,200 bp 77408300 bp 77,407,000 bp 77407100 bp
| I | | | | I | I
[0 - 57]
SL_0015_LM_39 rut.bam Cowvers

g -

Refseq Genes

MNOXREDL




chr3:132,686,930-132,6587,529

[ [T [T 1 |2I [T TN T T P N (|
p26.1 pZ4.3 p23 p22.1 p21l.2 pld.Z pl3 plz.2 qll.l glz.3 ql3.2 qzl.1 q22.2 q24 q25.2 qgz26.1 q26.32 q27.3 qz29
- 601 bp -
122,657,000 bp 122,657,100 bp 132,657,200 bp 122 687,300 bp 132, 657,400 bp 122,657,500 bp
I I I I | | I | I

[0 -14]
SL_0003_LM_51 rmut.bam Cowers
SL_0002_LM_S1_rmut.bam I
Seqguence e LT e T T T L e T T

RIR_027204.1

Refseq Genes



chrl:114,706,319-114,706,915

[T B T TT10T 7 !:-_:-:-:-:q:!}l [ B W I BT T N 7 7 BT 7
p36.23 p36.12 p3+3 p33  p3z.l p2l.1l p22.2 p2l.l pl3.l qlz q2l.1 q22 q24.1 qg25.2 q3L.2 q32.2 g4l q42.2 qdd

- 601 bp -
114, 706,400 bp 114,706,500 bp 114, 706,600 bp 114,706,700 bp 114,706,200 bp 114, 706,500
| | | | | | | |
SL_0006_RM_55_mut bam Cowe | 011
rage
SL_D006_RM_59_rmut.bam I

Sequence R T T i I T i N N N i Sy

Refseq Genes
MREAS



chr3:13,360,003-13,360,602

[ [ [T T TT T T T 7 N D T
p26.1 p24.2 p23 p221 p2l.Z2 pla.2 pl3 pl2.2 qll.l glz.3 ql3.2 q2l.1 q22.2 q24 g25.2 q26.1 q26.32 q27.3 q29
= 601 bp -
12,360,100 bp 13,360,200 bp 12,360,200 bp 13,360,400 bp 13,360,500 bp 13,260,
| | | | | | |
[0 - 23]
SL_000Z_LM_1 rmut.bam Cowversg
SL_0002 LM_1_mut.bam

Sequence I T T I N E T e T T e g O g T O i I S I g T A

Refseq Genes
MIJFZ10



chr3:13,360,003-13,360,602

SL_0002_LN_11_rmut.bam

SL_000Z_LM_11 rrut.bam Cowvers

p26.1 p24.2 p22 p22.1 p2l.2 pla.2z pl2 pl2.2 qlll qlz.3 ql3.2 qzl1 q22.2 q24 q25.2 qz26.1 q26.32 q27.3 q29
~ 601 bp -
12,560,100 bp 13,560,200 bp 12,560,300 bp 12,560,400 bp 15,560,500 bp 13,360,
| I | I I I I

[0 - 48]

i)

Sequencea

Refseq Genes

FRUF210




chrl0:57,225,418-87,229,017

[ 1 | | e [
pl5.1 pl3 plz.31 pll.z3 pll.l qll.22 qgz2l1.1 q21.3 q22.2 qz3.1 q23.32 q2+.2 q25.1 q25.3 q26.13 q26.3
- 601 bp -
57,228,500 bp 57,228,600 bp 57,228,700 bp 57,228,500 bp 57,225,900 bp 57,229,000 k
I | I I I I I
[0 - 10.00]
SL_0001_LM_10 rrut.bam Cowvers
SL_0001 LM 10 rmut.bam K

Sequence m M T T T T E I S g T T MU O T I s g T T i I T AU NN H M

Refseq Genes

PILITRA 200,




chr¥:41,475,041-41,475,640

p22.32 p22.2  p2Zz11 p2l.1 pll.3 pll?l qll.? ql3.2 q2l.1 gqz2L31 q22.1 q23 q24 q25 q26.2 q27.1 azs
- 601 bp -
41,475,100 bp 41,475,200 bp 41,475,200 bp 41,475,400 bp 41,475,500 bp 41,475,600 bp
| | | | | | | | |
SL_0007_RM_2_mut.bam Cover || 071500
age I
SL_0007_RM_2_mut.bam 3 |
Sequence m N T A I A M U T E I I i E e s s S U S g )i s S S S s mEm e s

—

P

Refseq Genes



chr9:122,675,357-122,675,956

| [ 1 [ e e T T ] e T e | [ T [
pZ+.1 p22.3 pZl.3 p2ll1 pl3.2 qll qlz ql3 qzl.12 q2l.2 qz21.33 q22.3Z2 q31.1 q31.3 q33.1 q33.3 q34.13
- 601 bp -
122 675,400 bp 122 675,500 bp 122,675,600 bp 122 675,700 bp 122 675,200 bp 122 675,300 bp
I I I I I I I I |
[0 -14]
SL_0003_LM_51 rmut.bam Cowers
SL_0002_LM_S1_rmut.bam I

Sequence m T T O N Y T A QT U T S M i G e I i S G Ty

Refseq Genes
QOR1LZ



chrl1:58,439,255-55,439,554
(D o I B -l 0 [ [ ) I I N [ = |

pls. 4 pl5s.2 pld.2 pl2 pl2z pllz qll ql2.2 ql3.2 ql3.5 qld.2 qz1 q22.2 q23.1 q23.3 q24.2 qg25

= 601 bp -

58,433,500 bp 58,439,400 bp 58,439,500 bp 58,439,600 bp 58,439,700 bp 58,433,800 bp
I I I I I I I I

SL_0006_RN_67_mut.bam Cowe | 71709

rage

SL_0006_RM_67_mut.bam

Sequence Y T T T T N ! O @ i T AU /i e )

Refseq Genes
QORSB1Z



chrl1:55,795,397-55,795,996

:—:—:—:—:—:—'FE-:_:_ |
pls. 4 pl5s.2 pld.2 pl2 pl2z pllz ql ql2.2 ql3.2 ql3.5

qld.2 azl  qz2.2 q23.1 q23.3 q24.2 g5
- 601 bp -
55,795,500 bp 55,795,600 bp 55,795,700 bp 55,795,200 bp 55,795,900 bp 55,791
| | | | | | |
SL_0007_RN_2_mut.bam Cover | 0~ 5

SL_0007_RM_2_mut.bam

Sequence —

_ eonenellNN,

Refseq Genes

QORS0O14




chr11:56,093,532-56,094,131

-F 55 I 1
pls.4 pl5.2 pld.3 pl3 plz pll.z ql qlz.2 ql3.2 ql3.5 qld.2 qz1 q22.2 q23.1 qz23.3 qz4.2 q25
4 601 bp -
56,093,600 bp 56,093,700 bp 56,093,500 bp 56,093,300 bp 56,094,000 bp SE, 094,100 bp
| I | I I I I | I
[0-12]
SL_0015_LM_48 rmut.bam Cowvers
SL_0015 LM 45 rmut.bam i

Sequence m R T S T T T I T T T T S e S M i ] S S N | i S M s S WeEy sy

Refseq Genes
QR212



chr9:104,595,599-104,599,193

| |
p24.1 p22.3 p2l.2 pZ2l.1l pl3.2 qll ql

M

gl3 q21.12 q21.2 q21.33 q22.32 q31.! q31.3 q32.1 g33.2 q34.13

601 bp
104,598,900 bp

104,533,700 bp

104,538,800 bp
I

104,553,000 bp 104,599,100 bp

104,53
I

SL_0004_RN_26_mut bam Cowe | 085

rage

b

SL_0004_RM_26 mut.bam

Sequence -

IWHWIIIIIIIWWWWMIIIIIIIIIIIIWIIIIIIIIIIIIIIIIIIIIIIIIIIII

‘Refseq Genes

XFE_0OF0e1705.1




chrl1:5,422,720-5,423,319

[T [ T T e I B [
pl5.4  pl5.2 pld.3 pl3 plz plLzZ qll qlz.2 ql3.2 q13.5 qld. 2 qZl  qz2.2 qz3.1 q23.3 q24.2 Q5
- 601 bp -
5, 427,800 bp 5,422,900 bp 5,423,000 bp 5,423,100 bp 5,423,200 bp 5, 423,300 bp
| | | | I | I |
SL_0001_RM_25_mut bam Cowe | 027 ‘
rage
i 1
| |
|
| |
| |
|
|
|
|
|
|
|
|
SL_000L RM_25_mut bam |
|
|
|
|
|
|
|
|
| |
| |
| |
| |

S equence m T T R R T U v R T T T e T e T T T T T T T ] G T e S R O 6 uTE QR

Refseq Genes
QRS1ES



chr3:38,215,792-35,216,391

| T [l [ 1 | [T
p26.1 p2d.3 p23 p22.1 pzlLZ pldaz pl3 plz2z qlll qlz.3 ql3.2 gqz2l.1 qz22.2Z  q24 g25.2 gz6.1 q26.32 qZ7.3 20
- 601 bp -
55,215,900 bp 55,216,000 bp 55,216,100 bp 25,216, 200 bp 25,216, 200 bp 25,2
| | | | | |
SL_0017_RN_15_mut bam Cowe 017
rage
SL_0017_RM_15_rmut.bam
Sequence me RN RN T U E N s O O I G s g e g e s s U S T EE U e A uEmuEo

Refseq Genes

OXSR1



chrl:42,746,454-42,747,053

[TITT B T 7 TTTT T e o o I D B [ oy [
p36.23 p36.12 p3+3 p33  p3z.l p3l.1l p22.2 p2l.1 pl3.l qlz q2l.1 q22 q24.1 qg25.2 q3L.2 q32.2 g4l q42.2 qdd
~ 601 bp -
42,746,500 bp 42,746,600 bp 42,746,700 bp 42,746,500 bp 42, 74,900 bp 42,747,000 bp
I | I | I I I
[0 -15]

SL_0001L_LM_4 rmut.bam Cowversg

SL_000L LM_4 mut.bam 1

Sequence m T O T I T T = T e I T N A A T I e I e g s S @ s

Refseq Genes
F2H1



chrl:17,238,323-17,238,922

[TITT Bl T 7 TTT11T T 7 W [ o O D B [ oy [
p36.23 p36.12 p33.3 p33  p3z.1 p31l.1 p22.Z p2l.l pl3.1 alz q2l.1 gq2Z g241 q25.2 q3L2 q32.Z qil qd2.2 qid
- 601 bp -
17,258,400 bp 17,238,500 bp 17,238,600 bp 17,258,700 bp 17,238,800 bp 17,258,900 bp
| | | | | | | | |
SL_0004_RN_24_mut bam Cowe | 024
rage
SL_0004_RM_24_rmut.bam I
Sequence e RN O T Y I N T M E e T s e G e G T e E S R S R N I T

Refseq Genes
FADIL



chrl3:25,277,0558-28,277,657
[ [ | | | I BN [ B N (O D e
plz pllZz qll qlz12 qlz.3 ql3.3 qld.12 qld.s qZl.2 q2L.32 q22.1 q31.1 gq3L.2 q32.1 g33.1 q33.3
- 601 bp
28,277,100 bp 28,277,200 bp 28,277,200 bp 28,277,400 bp 28,277,500 bp 28,277,600 bp
| | | |
SL_0004_RN_26_mut bam Cowe | 053

rage

SL_0004 RM_26 rmut.bam

gum )

Refseq Genes




chrz2:44,132,709-44,133,3038

| | [ [ | | | [
pls plzZ pll.Zz plll qll.Z1 qll.22 qlz.1  qlz.z ql2.3 ql3.1 ql3.2 ql3.31 ql3.32
- 601 bp -
44,152,500 bp 44,152,900 bp 44,153,000 bp 44,132,100 bp 44,153,200 bp 44,153, 30
| | | | | | |
SL_0006_RM_55_mut bam Cowe | 0 18]
rage
1

SL_0006_RM_59_rmut.bam I
Sequence s 0RO NN T E e S T T s O S A e e R R I e e AT H e My I I

Refseq Genes

PARWE



chrl5:44,672,103-44,672,702

[ [ [ | e | N B N [ O [ I [ T
pl2 pll.Z plll gll.Zz ql3.1 qld gls.1 qz2l.1 q2l.2 q22.2 q22.32 q24.1 qg25.1 q25.3 qg26.1 q26.2
~ 601 bp -
44,672,200 bp 44,672,300 bp 44,672,400 bp 44,672,500 bp 44,672,600 bp 44,672,
| I | I I I I
[0-18]

SL_000Z_LM_1 rmut.bam Cowversg

SL_0002_LN_1_mut.bam

Sequence T I I M TS T S E S U i G P Ny S Sy T s s m iy iy /e

PATLZ FATLZ

Refseq Genes



chrl3:67,227,577-67,228,176

[ [ [ [ [T 11 I [T [ _:-:E_:ﬂ:_:_ [T N
plz pll.2 qll ql2.12 qlz2.3 ql3.3 ql4.12 qld.3 q2l.2 q2l.32 qz22.1 q3l.1 q31.2 q32.1 q23.1 q33.3

I 601 bp !
67,227,600 bp 67,227,700 bp 67,227,800 bp £7,227,900 bp 67,228,000 bp 67,228,100 bp
| | | | | | l
SL_0007_RN_2_mut.bam Cover | | 71709
age
5L_0007_RN_2_rmut.bam _

Sequence m T I T T S T AU I S i S S I T i i I O I

Refseq Genes
FCOHS



chrs:140,857,281-140,857,580

p15.31 pld.3 pl3.3 pls.l pll gllZ qlz.2 ql3.3 gld.3 gql5 qZl.2 q22.2 q23.2 q3L.1 _qu.a q33.1 q34 q35.2
. 601 bp
140,857,400 bp 140,857,500 bp 140,857,600 bp 140,857,700 bp 140,857,200 bp
| | | | | | | |
SL_0007_RN_33 mut bam Cowe, 109
rage

SL_0007_RM_33 mut.bam

e,

Sequence

‘Refseq Genes

FCDHAL

e e T T T R




chr19:1,483,773-1,4584,372

I | e | |
pl3.3 pl3.Z2 pl3.13 pl3.11 plz pll gll qlz ql3.11 ql3.13 ql3.31 q13.23 ql3.42
~ 601 bp -
1,455,500 bp 1,453,300 bp 1,454,000 bp 1,454,100 bp 1,454,200 bp 1,454,300 bp
I | I | I I I

SL_0004_RN_05_mut bam Cowe | 03

rage

\d

Sequencea

0000 00 00 00000000 0
N— N NN T

PCSk4




chr3:33,525,019-33,5825,6135

[ [ [T T TT T T T 7 N D T
p26.1 p24.2 p2 p22.1 p2l.2 pla.?2 pl3 pl2.2 qll.l gqlz.3 ql3.2 q2l.1 q22.2 q24 g25.2 q26.1 q26.32 q27.3 q29
= 601 bp -
33,825,100 bp 23,825,200 bp 23,825,300 bp 33,825.400 bp 23,825,500 bp 338256000
| | I | I | | |
[0-1Z]
SL_0015_LM_44 rmut.bam Cowvers |
SL_0015 LM_44 rut.bam T
- |
Sequence mge RO N N I S A U E s EEE ST N i S E O T N s E S EE e

Refseq Genes
FOCOEIR



chr4:54,274,235-54,274,837

plé.l pl5.31 pl5.1 pl? qll ql3.1 ql3.3 q2l.22 q22.2 q24 qg25 q26 qg22.1 q22.3 q31.22 q32.1 q32.3 q34.2 q35.
= 601 bp -
54,274,300 bp Sd, 274,400 bp 54,274,500 bp 54,274,600 bp 54,274,700 bp 54,274,200 bp
| | | | | | | | |
[0 -1A/]
SL_0001_LM_10 rrut.bam Cowvers
SL_000L LM 10 routbam
Sequence we T T G TE O T N T I E T E N G S T E M T S e I E T N H E S s I E S U N S U E TS G g p

Refseq Genes
FOGFRA



chr6:143,489,132-143,489,731

[T T O N [T =]
pz5.1  pZ3 p2z2.Zz pZlL3l pZLl plz.2 al3 qld.l ql6.2 aZl q22.1 q22.32 q23.3 qz5.2  qZ7
- 601 bp -
143,485,200 bp 143,489,200 bp 143,489,400 bp 143,485,500 bp 143,429,600 bp 143,485,700 bp
| | | | | | |
SL_0006_RM_36_mut bam Cowe, 1800
rage
SL_0006_RM_36_mut. bam %
Sequence me RN NN T S E N EEEEEUE N E N EH WS U O g g e e S g S EE s EuaE g

Refseq Genes

FEXZ

— I T



chrl0:3,101,214-3,101,513

[T - [ | NN Lo

pls.1 pl3 plz.31 pll.Z3  plll qll.2Z qzl.1 q21.3 q22.2 q23.1  q23.32 q2+4.2  q25.1  q25.3  q26.13 q26.3
- 601 bp -
3,101,200 bp 2,101,400 bp 2,101,500 bp 2,101,600 bp 2,101,700 bp 2,101,200 |
| | | | | | | |
SL 0004 RM_24 rutbam Cowe | 7
rage
|
|
|
|
|
|
|
|
|
|
|
|
|
SL_0004_RN_24_mut.bam |
|
|
|
|
|
|
|
|
|
|
|

Sequence m T I T T Y T I T T T 0T T T T T O i T T T S T T @ I VT N S Ry O

Refseq Genes
PFKF



chrl1:2,92%,935-2,929,534

[T T 7T T I I N [ = [
pl5.4  pls.2 pld.3 pl3 plz pllZ qll ql2.2 ql3.2 q13.5 qld.z? azl  qz22.2 q23.1 q23.3 q24.2 q25
- 601 bp -
2 929,000 bp 2,929,100 bp 2,929,200 bp 2 929,300 bp 2,929,400 bp 2 929,500 bp
| | | | | | | |

SL_0006_RM_36_mut bam Cowe, 1800

rage

SL_0006 RM_36_rmut.bam '

Sequence m R T T T T R T e D T A A M N T I I S T s i e

Refseq Genes
PHLDAZ



chr3:179,209,593-179,210,492

T 7T TN [ 0 [T T T - [ B DT I BN (7 ] III-:-]:-:-:FII-
p26.1 p24.2 p22 p22.1 p2l.2 pla.2z pl2 pl2.2 qlll qlz.3 ql3.2 qzl1 q22.2 q24 q25.2 qz26.1 q26.32 q27.3 q29

- 601 bp -
173,210,000 bp 179,210,100 bp 175,710,200 bp 179,210,200 bp 179,210,400 bp 173,
| | | | | | |
SL_0015_RM_12_mut bam Cowe | 03
rage
SL_001S_RM_12_rmut.bam I
Sequence w0 T M T s S I AU IS s T EE U I s E E s s E U U s sy

Refseq Genes
FIE2CA



chr3:179,215,005-179,215,607
p26.1 p24.3 p23 p22.1 p2l.Z2 pld.2? pl3 pl2.2 gll.l qgl2.32 qgl3.2 qZl1l.1 q22.2 g24 qg25.2 qz26.1 qzﬁ.!_ 2 g27.3 qz29
- 601 bp -
173,212,100 bp 173,218,200 bp 173,218,300 bp 173,212,400 bp 173,212,500 bp 173,218 6
I | I | I I I
SL_0004_RN_66_mut bam Cowe | 054
rage

SL_0004_RMN_66_mut.bam

_ et

| Sequence o

[a

[a

g T e e e e A e T T T
Refseq Genes -

(x (& (x

FIE3CA




chr3:179,215,007-179,215,606
p26.1 p2d.3 p23 pz221 p2lL2 pld.2z ple2 pl2.2 qll.l qlz.3 ql3.2 gq2l.1  q22.2  q24 9252 qz26.1 qzﬁ.!2 q27.3 qZ0
- 601 bp -
175,718,100 bp 179,218,200 bp 179,218,200 bp 175,718,400 bp 179,218,500 bp 175,718.6
| | | | | |
SL_0007_RM_2_mut.bam Cover | 0~ 7

SL_0007_RM_2_mut.bam

\\N\\\\|I“|\|“||\|\“I“\||I“||\“III\\\II“\I\II““I“III\IIIII\’

Sequence —

Refseq Genes

RO 00O 0 00 e R R TR AT
T N

FIEZCA




chr3:179,217,995-179,218,594

p26.1 p24.2 p22 p22.1 p2l.2 pla.2z pl2 pl2.2 qlll qlz.3 ql3.2 qzl1 q22.2 q24 q25.2 qz26.1 q26.!2 q27.2 q29

= 601 bp -

179,218,100 bp 173,218,200 bp 179,218,300 bp 175,218,400 bp 173,218,500 bp 173.2
I I I I I I I

[O-42]
SL_0015_LM_39 rut.bam Cowvers

SL_0015 _LM_39_rmut.bam

‘Seguence s O O G e S I T O I e ST eI

'

Refseq Genes
FIE2CA




chr3:179,7233,995-179,234,597
p26.1 p24.2 p23 p221 p2l.Z2 pla.2 pl3 pl2.2 qll.l glz.3 ql3.2 q2l.1 q22.2 q24 g25.2 q26.1 q25.!2 q27.2 q29
= 601 bp -
173,234,100 bp 173,224,200 bp 173,234,200 bp 173,234,400 bp 173,234,500 bp 173,23
| | | | | | |
[0 - 85]
SL_0001_LM_4 mut.bam Cowverzg
SL_000L_LN_4_ mutbam —_—
Sequence e T e T e T e T L T
Refseq Genes . .
FPIE2CA




chr3:179,233,998-179,234,597

T 7T TN T 0 [T T T - [ B DT I BN (7 ] III-:mpll-
p26.1 p24.2 p22 p22.1 p2l.2 pla.2z pl2 pl2.2 qlll qlz.3 ql3.2 qzl1 q22.2 q24 q25.2 qz26.1 q26.32 q27.3 q29

= 601 bp -

179,234,100 bp 175,234,200 bp 175,234,200 bp 179,234,400 bp 175,234,500 bp 179,23
I I I I I I I

[0 - 20]
SL_0001_LM_10 rrut.bam Cowvers

SL_000L_LM_10_mut.bam

S equence m T T O I S Ty 2 Y e U My O T U S T A O 0 M U T R T

Refseq Genes
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chr3:179,233,998-179,234,597
I T

T 7T TN N T O L EEEE §E O EEE III-:ﬂ:-:-:FII-
p26.1 p24.2 p22 p22.1 p2l.2 pla.2z pl2 pl2.2 qlll qlz.3 ql3.2 qzl1 q22.2 q24 q25.2 qz26.1 q26.32 q27.3 q29

- 601 bp -
173,234,100 bp 173, 754,200 bp 179,754,300 bp 179,234,400 bp 173,724,500 bp 179,23
| | | | | | |
SL_0001_RM_25_mut bam Cowe | 02
rage
SL_000L_RM_25_rut.bam

Sequence O T T T I T i O O R N T N T S T T T FE T S a

Refseq Genes
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chr3:179,233,998-179,234,597
I T

T 7T TN N T O L EEEE §E O EEE III-:!]:-:-:FII-
p26.1 p24.2 p22 p22.1 p2l.2 pla.2z pl2 pl2.2 qlll qlz.3 ql3.2 qzl1 q22.2 q24 q25.2 qz26.1 q26.32 q27.3 q29

- 601 bp -
179,234,100 bp 179,234,200 bp 179,254,300 bp 179,254,400 bp 179,224,500 bp 179,23
| | | | | | |
SL_0004_RN_15 mut bam Cowe | 03
rage
SL_0004 RM_19 mut.bam

Sequence B I T S S I T ] T A T ] O VT T I E T

Refseq Genes
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chr3:179,233,998-179,234,597
I T

T 7T TN N T O L EEEE §E O EEE III-:ﬂ:-:-ZFII-
p26.1 p24.2 p22 p22.1 p2l.2 pla.2z pl2 pl2.2 qlll qlz.3 ql3.2 qzl1 q22.2 q24 q25.2 qz26.1 q26.32 q27.3 q29

- 601 bp -
173,234,100 bp 173, 754,200 bp 179,754,300 bp 179,234,400 bp 173,724,500 bp 179,23
| | | | | | |
SL_0004_RN_24_mut bam Cowe | 0" 3]
rage
SL_0004_RM_24_rut.bam

Sequence O T T T I T i G O i R T T O T I T T U U S a

Refseq Genes
FIE2CA



chr3:179,233,9958-179,234,597

p26.1 “p24.3 p23 p221 p2l.2 plez pl3 plz2 qlll qlz3 ql3.2 q2lL1 q22.2 q24 g25.2 q26.1 q26.32 q27.3 q20
-t 601 bp -
173,234,100 bp 173,234,200 bp 179,254,200 bp 173,234,400 bp 179,234,500 bp 179,73
| | | | | |
SL_0004_RM_26_rmut.barm Cowe | [ 148

rage

SL_0004_RM_26_rmut.bam

\|\|\llI‘|I\“\\\\I\I|\\NI||\N|\\NI|‘\I\II\||I\I\|\|I\"\\||||||\““\"I\I\\||N\|\I\II||“lﬂ|\|““\|\\II\\|I\I|\\“NNII\NI\I\I\II}

Sequence e AR L T T T T T T

Refseq Genes

FPIEZCA




chr3:179,233,998-179,234,597

T 7T TN T 0 [T T T - [ B DT I BN (7 ] III-:!]:-:-:FII-
p26.1 p24.2 p22 p22.1 p2l.2 pla.2z pl2 pl2.2 qlll qlz.3 ql3.2 qzl1 q22.2 q24 q25.2 qz26.1 q26.32 q27.3 q29

- 601 bp -
173,234,100 bp 173, 754,200 bp 179,754,300 bp 179,234,400 bp 173,724,500 bp 179,23
| | | | | | |
SL_0006_RN_36_mut bam Cowe | 02
rage
SL_0006_RM_36_mut. bam

S equence m T T O I S Ty 2 Y e U My O T U S T A O 0 M U T R T

Refseq Genes
FIE2CA



chr3:179,233,998-179,234,597

p26.1 p2d.3 p23 p22.1 p2lLZz pldaz pl3 plZ2z qlll qlz.3 ql3.2 gqz2l.1 qz22.2Z  q24 g25.2 gz6.l qzﬁ.!_ Z g27.3 qZ0
. 601 bp -
179,234,100 bp 173,754,200 bp 173,754,300 bp 179,234,400 bp 173, 724,500 bp 179,23
| | | | | | |
SL_0007_RN_33_mut bam Cowe | 0" 58

rage
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chr3:179,233,998-179,234,597
I T

T 7T TN N T O L EEEE §E O EEE |||-:ﬂ:-:-:F||-
p26.1 p24.2 p22 p22.1 p2l.2 pla.2z pl2 pl2.2 qlll qlz.3 ql3.2 qzl1 q22.2 q24 q25.2 qz26.1 q26.32 q27.3 q29

- 601 bp -
173,234,100 bp 173, 754,200 bp 179,754,300 bp 179,234,400 bp 173,724,500 bp 179,23
| | | | | | |
SL_00L0_RN_34_mut bam Cowe | 043
rage
SL 0010 RM_24_mut.bam

Sequence B I T O T S S O I T T T ] T e A O Ty T I E

Refseq Genes
FIE2CA



|l:hr3:1?9,233,993-1?9,234,59?

p26.1 p2d.3 p23 p22.1 pzlLZ pldaz pl3 plZ2z qlll qlz.3 ql3.2 gqz2l.1 qz22.2Z q24 g25.2 gz26.l q26.!2 q27.3 qZ0
- 601 bp -

173,234,100 bp 173, 754,200 bp 179,754,300 bp 179,234,400 bp 173,724,500 bp 179,23

| | | |

SL_0015_RM_10_mut bam Cowe | 0748

rage

SL_0015_RM_10_rmut.bam

Sequence w0 RS T A T I R T U O U E 0 A S A I A S E R H U TS A GE "

FIKSCA




|l:hr3:1?9,233,993-1?9,234,59?
p26.1 p24.2 p22 p22.1 p2l.2 pla.2z pl2 pl2.2 qlll gqlz.3 ql3.2 qzll1 q22.2 q24 q25.2 qz26.1 q25.!2 q27.2 q29

= 601 bp

179,234,100 bp 175,234,200 bp 175,234,200 bp 179,234,400 bp 175,234,500 bp 179,23
I I I I I I I

SL_0015_RM_21_mut bam Cowe | 05

rage

SL_0015_RMN_21_rmut.bam

e

Sequence —

Refseq Genes

Pl S0A




| chr3:179,233,9958-179,234,597
p26.1 p2d.3 p23 p22.1 pzlLZ pldaz pl3 plZ2z qlll qlz.3 ql3.2 gqz2l.1 qz22.2Z q24 g25.2 gz26.l q26.!2 q27.3 qZ0
- 601 bp -
173,234,100 bp 173, 754,200 bp 179,754,300 bp 179,234,400 bp 173,724,500 bp 179,23
| | | | | | |
SL_00L6_RM_51_mut bam Cowe | 0" 3

rage

SL_00L16_RM_S51_mut.bam

\“|\““\\\I“||||\‘||\I\I\WI“III\I““I\II\)

Sequencea

Refseq Genes

FIEZCA




chr3:179,233,998-179,234,597
I T

T 7T TN N T O L EEEE §E O EEE III-:!]:-:-:FII-
p26.1 p24.2 p22 p22.1 p2l.2 pla.2z pl2 pl2.2 qlll qlz.3 ql3.2 qzl1 q22.2 q24 q25.2 qz26.1 q26.32 q27.3 q29

- 601 bp -
179,234,100 bp 179,234,200 bp 179,254,300 bp 179,254,400 bp 179,224,500 bp 179,23
| | | | | | |

SL_0004_RN_05_mut bam Cowe | 047

rage
|
|
|
|
|
|
|
|
|
|
|
|
|
|
|
|
|
|
|
|
|
|
|
|

SL_0004 RM_05_rmut.bam |
|
|
|
|
|
|
|
|
|
|
|
|
|
|
|
|
|
|
|
|
|
|

Sequence B T O T S S O I N T S e ] T A A QO T E E
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chr3:179,233,998-179,234,597
I T

T 7T TN N T O L EEEE §E O EEE III-:!]:-:-:FII-
p26.1 p24.2 p22 p22.1 p2l.2 pla.2z pl2 pl2.2 qlll qlz.3 ql3.2 qzl1 q22.2 q24 q25.2 qz26.1 q26.32 q27.3 q29

- 601 bp -
179,234,100 bp 179,234,200 bp 179,254,300 bp 179,254,400 bp 179,224,500 bp 179,23
| | | | | | |
SL_0017_RM_15_mut bam Cowe | 018
rage
|
|
|
|
|
|
|
|
|
SL_0017_RM_15 mut.bam I
|
|
|
|
|
|
|

Sequence T T T T T i U N | O US| uE U

Refseq Genes
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chr3:179,195,5857-179,199,456

p26.1 p24.3 p23 p221 p2lL2 pla.2Z pl3 pl2.2 qll.l glz.3 ql3.2 q2l.1 q22.2 q24 q25.2 q26.1 qzﬁ.!_ 2 q27.3 q29
- 601 bp -
173,192,300 bp 173,133,000 bp 173,193,100 bp 173,193,200 bp 173,133,200 bp 173,193,400 bp
| I | | | | | | |
[0 - 20]
SL_0015 LMW_44 rrut bam Cowvers

SL_0015_LN_44_mut.bam

Sequence —
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chr3:179,204,241-179,204,540
[ T [

T 7T TN P N T -~ 77T BN DO B B (7 ™ 777 -:-]:-:-:F [T
p26.1 p24.2 p22 p22.1 p2l.2 pla.2z pl2 pl2.2 qlll qlz.3 ql3.2 qzl1 q22.2 q24 q25.2 qz26.1 q26.32 q27.3 q29

- 601 bp -
173,204,200 bp 173,204,400 bp 179,204,500 bp 173, 204,600 bp 179,204,700 bp 173, 204,800 bp
| | | | | | | | |
SL_0015_RM_12_mut bam Cowe | 027
rage
!
i
SL 0015 RM_12_mut bam
|
|
|
Sequence me O R e T T T e S A G e g A O e A I N eI N S T

Refseq Genes
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chrz2:31,619,426-31,620,025

I I I e —eangig I I
pl3 plzZ pll.Z pll.l qll.Z1 qll.22 ql2.1  glz.z2 qlz.3 ql3.1 ql3.2 ql3.31 ql3.32
- 601 bp -
21,619,500 bp 21,619,600 bp 21,619,700 bp 21,619,200 bp 21,619,500 bp 21,620,000 bp
| | | | | | | | |

SL_0015_RM_21_mut bam Cowe | 027

rage
|
|
|
|
|
|
|
|
|
|
|
|
|
|

SL_0015 RN_21_mut.bam |
|
|
|
|
|
|
|
|
| |
| |
|

S equence m T T Y T M T T I o O T O T I T R O O T e T TR NS VSt
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chrl2:18,687,791-15,658,390

-~ 7 (] [ I
pl3.32 pl3.2 pl2.2 pllLz3 plll  ql2 ql3.1Z ql3.2 gqld.2 qls qz1.2 q21.32 q22 q23.2 q2+.11 q24.22 q24.32
- 601 bp -
18,627,500 bp 18,652,000 bp 12,628,100 bp 18,628,200 bp 18,682,200 bp 15.¢
| | | | | | |
SL_0017_RN_15_mut bam Cowe | 012
rage
SL_0017_RM_15 mut.bam i
Sequence w0 e A N S I I O E S U i g S s O EEE U s s s

Refseq Genes
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SL_0004 RM_24 rmut.bam

Sequence —

Refseq Genes

chrl0:113,773,975-113,774,574
[t | _:-:-:-:-:F [
p1s.1 pl3 plz.31 pll.z3  plll gll.zZ qzl.1 qz1.3 qz22.2 q23.1  q23.32 q24.2Z  g25.1 qg25.3  q26.13 q26.3
- 601 bp -
113,774,000 bp 112,774,100 bp 112,774,200 bp 113,774,200 bp 113,774,400 bp 112,774,500 bp
| | | | | | | |
SL_0004_RN_24_mut bam Cowe | [0~ 48
rage

e

FLEKHS1




chrz2:43,859,514-43,590,113

[ [ [ [ R [ 1 T . I [
pl3 plzZ pll.Z pll.l qll.Z1 qll.22 ql2.1 qlz.z2 qlz.3 ql3.1 ql3.2 ql3.31 ql3.32
- 601 bp -
43,829,600 bp 43,889,700 bp 43,889,200 bp 43,829,500 bp 43,890,000 bp 43,890,100
| | | | | | | |
SL_0004_RN_47_mut bam Cowe | 014
rage | |
- [
. |
SL_0004 RN 47 raut.bam I '
. |
I |
5 |
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chr7:113,879,332-113,879,931

CTT N TN T D N N m
p22.1 p2L2 pl5.2 plds.3 pld.d plz.2 pll.l qll.22 q21.11 q2l.2 qz2.1 q31l.1 q31.31 qg32.1 g33 Q35  q36.2

= 601 bp -

113,873,400 bp 113,873,500 bp 113,573,600 bp 115,873,700 bp 113,579,200 bp 113,873,900 bp
I I I

SL_0015_RN_10_mut bam Cowe | 053

rage

SL_0015 RM_10 mut.bam
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chrl0:102,141,020-102,141,619

[ | | | |
pls.1 pl3 plz.31 pllZz2  plll qll.2Z g2l.1 q21.3 q22.2 q23.1 q23.32 q24.2 g25.1  q25.3 qQ26.12 qQ26.3
- 601 bp -
102,141,100 bp 102,141,200 bp 102,141,300 bp 102,141,400 bp 102,141,500 bp 102,141,600 b
| | | | | | | |
SL_0004_RN_26_mut bam Cowe | 014
rage
SL_0004_RM_26_rmut.bam I
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chrl0:102,141,020-102,141,619

[ T »-f [ T NN BN

pls.1 pl3 plz.31 pllZz2  plll qll.2Z g2l.1 q21.3 q22.2 q23.1 q23.32 q24.2 g25.1  q25.3 qQ26.12 qQ26.3
- 601 bp -
102,141,100 bp 102,141,200 bp 102,141,300 bp 102,141,400 bp 102,141,500 bp 102,141,600 b
| | | | | | | |
SL_0017_RM_15_mut bam Cowe | 015
rage
SL_O017 RM_15 rmut.bam I
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chrl:13,321,425-13,322,024

|||||3ﬁ||||||||- 4 |
p36.23 p36.12 p33.3 p33  p3z.1 p31l.1 p22.Z p2l.l pl3.1 alz q2l.1 gq2Z g241 q25.2 q3L2 q32.Z qil qd2.2 qid
- 601 bp -
13,221,500 bp 13,521,600 bp 13,271,700 bp 13,571,800 bp 13,521,900 bp 13,222,000 bp
| | | | | | | | |
SL_0004_RN_05_mut bam Cowe, | 1800
rage I ! | I
I
|
SL_0004_RM_DS_rmut. barm | |
| I
|
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chrl:3,354,908-3,385,507

(T B 17 1117 T 7 W o o O D B [ oy [
p36.23 p36.12 p33.3 p33  p3z.1 p31l.1 p22.Z p2l.l pl3.1 alz q2l.1 gq2Z g241 q25.2 q3L2 q32.Z qil qd2.2 qid
- 601 bp -
2,285,000 bp 2,585,100 bp 5,285,200 bp 5 565,300 bp 2,585,400 bp 2, 385,50
| | | | | | |
SL_0004_RN_47_mut bam Cowe | 02
rage
SL_0004_RM_47_rmut.bam I I
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chr7:151,556,497-151,557,096

- [T T
p22.1 p2L2 pl53 pld.3 plsl  plz.2  plLl qll.22 q21.11  q2L.2 qZ2.1 g31.1 q31.31 q32.1 q33 q35  q36.2
- 601 bp -
151,556,600 bp 151,556,700 bp 151,556,800 bp 151,556,900 bp 151,557,000 bp 151,55
| | | | | | |

SL_0015_RM_21_mut bam Cowe, 71800
rage I
SL_0015 RM_21_mut.bam I
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