chrl14:104,779,915-104,7580,514

I I -

plz pll.Z2 qll.1

ql2 ql3.1

q21.1

q2zl.3 qz22.2 qz23.1

104,780,000 bp
I I

104,780,100 bp

601 bp

q23.3 q24.2

q31l.1 q3L3

q32.12

104,780,200 bp

104,780,300 bp

104,750,400 bp

104, 780,500

[0 - 2538]

SL_0009-LT_3-B_mut.bam Cowvear:

'5L_0009-LT_3-B_rmut. barm

|I'||'|||||||||||||||I||||||I||I|I||I||||||||||||||I||||I|I|II||||III||||||II|||||II|||||II||||I|I|||I|'I|||||||||II|||||"|I|IIIIIIIIIIIIII||I|IIII"|||I|I||I|III|||III|I'III||IIIIIIIIIIIII|||I|III|||||||||I|III|I||I||I|||II||||IIIIIIIIIIIIIIII||||IIIIII|III|I|II|||||||II||II||I||||II|||||||||||||||||I||I||I|||||||I
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chr14:104,779,915-104,780,514
I | [ |
plz pll.Z gll.1 glz gl3.1

q21.1

q2l.2 q22.2 qg23.1

qZ23.3

q24.2

g31.1 q31.3 q32.12 q32.2 q
-~ 601 bp -
104,730,000 bp 104,780,100 bp 1III4.?BEI.2IIIIII bp 1III4.?EEI.3IIIEI bp 1D4.?BD.4DEI bp 104,720,500
I I I I I I I
[0 -T7]
SL_0009-LT_9-B_rnut. barm Cowar:

SL_0009-LT_9-B_mut.bam

Sequence -

A

‘Refseq Genes

T T e R T TR AT

O A T
LR g SR

AETL




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
| | | | | | |
[0 - 50]

SL_0011-LT_&-B_rrut. barm Cowar:

SL_O011-LT_&-B_rriut.barm

ef b e o] ] v e, e ] Bomi] o] ] Eren] rvat] o] ] ] vt o ] For] Beemt, o] b G, Jomm( v fron] ] v, feedfrond e e, o] o] B v, mend o] o] v, e o] e o] e

Sequence m T T T I T T S T Y T O G T M O T T VTS T O T et

Refseq Genes
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chr19:46,921,540-46,922,139

| | 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 -
45,921,600 bp 46,921,700 bp 45,921,200 bp 45,921,900 bp 48,922,000 bp 45,922,100 bp
| | | | | | | | |
[0 - 28]

SL_1010-M&-B_rmut.bam Cowverag

SL_1010-M6-B_mut.bam

Sequence m L N I O O G T r N T i I A T I S N I s S S U o

Refseq Genes
ARHGARZS



chr19:46,919,465-46,920,064

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 -
4,915,500 bp 46,919,600 bp 4,915,700 bp 46,919,500 bp 46,919,900 bp 4,920,000 bp

[0 - BA]
SL_000&_RM_4-B_rmut.barm Cover

S equence e SR T T TR A T T T T A T T T T T R T TR TR

Refseq Genes

ARHGAF 35




chr19:46,919,1092-46,919,703

T T 7 [ e il [ -_:-:_:i
pl3.3 pl3.Z2 pl3.13 pl3.11 plz2 pll gll

qlz ql3.11 ql3.13 ql3.31 ql3.33 ql3.42
- 601 bp -
46,913,200 bp 46,919,300 bp 4£,919,400 bp 46,919,500 bp 46,919,600 bp 4,913, 70
I

SL_0003_R_FFPE-B_mut.bam € o [0 1161
a

bd bl P B B B B B B R

SL_0003_R_FFPE-B_mut.ham

Sequence —

Refseq Genes

ARHGAF 35




46,313,700 bp

chr19:46,919,130-46,919,729
I i ool |
pl3.3 pl3.Z2 pl3.13 pl3.11 plz2 pll gll qlz ql3.11 ql3.13 ql3.31 ql3.33 ql3.42
- 601 bp -
46,919,200 bp 4,919,300 bp 46,919,400 bp 4£,915,500 bp 46,919,600 bp
I I

SL_0003 R_FFPE-B_mut.
=

SL_0003_R_FFPE-B_mut.ham

barm © 11 ERE-LHa

Sequence —

Bd B B BB B
o R e R e e Y e =

o I O e I O O e Y e Y % I Y I W Y I Y 9
== R = T = e == [ = e = [T = [ == = R = T = el = [ = e = T = e == == e = I = e == N = S = T = el = I == e = e = D == [ == R = [ = e == ] = [ = T = o = [ = [ = = [t =]

bd b B
[ Y e

I
=

B BB
02 9

Bd B B B BB R B BB
S ooQooQQoQ

Refseq Genes

ARHGAF 35




SL_0002 R_FF PE_E?-El_mut.haI'rl

rage

SL_0002_R_FFPE_S7-B_mut.ba
m

Sequence —

Refseq Genes

chrl0:62,085,569-62,056,165
Joe- v [ 1 I | |
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 -
62,085,600 bp 62,085,700 bp 2,085,500 bp 62,085,900 bp 62,056,000 bp 62,086,100 bp
I | I | I I I
[0 - 50]

L

ARIDSE




chr11:108,325,136-108,325,735
[T I N S el [ [ [ T N 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 -

108,325,200 bp 108,325,300 bp 108,325,400 bp 108,325,500 bp 108,325,600 bp 108,325,700 bp
I I I I I I I I I

[0 - 24]
SL_0011-LT_2-B_rrut. barm Cowar:

SL_0011-LT_2-B_mut.bam

S equence m T M T T i T S I S i Iy oy s

Refseq Genes
AT



SL_0011-LT 11-B_rmut.bam

| Sequence —

Refseq Genes

chr11:108,325,136-108,325,735
- [ [ T I [
pl5.4  pl5.2 pld.3 pls plz pllz qll qlz.Z ql3.2 q13.5 qld.2 azl  q22.2 q23.1 q23.3 q24.2 q25
. 601 bp -
108,525,200 bp 108, 325,500 bp 108,525,400 bp 108, 525,500 bp 108, 325,600 bp 108,525,700 bp
| | | | | | | | |
SL_DO11-LT 11-B_rmut.bam Cone 1@~ 241

| -,

A (x A

i =+ H H - H H H , H H H H H

A

ATM




chr¥:77,632,907-77,633,506
p22.32 p22.2 pz2.11 pzl.1 pll.3 pll.Z21 qll.Z ql3.Zz gzl.1 qZl.31 gz2z2.1 g23 q24 q25 q26.2 gz27.1 qzs
- 601 bp o
77,653,000 bp 77,683,100 bp F7.683,200 bp 77,633,300 bp 77,633,400 bp F7.633,5
I I I I I I
SL_DO0S-LT 15-B_rmut.bam Come 1@ 74 ‘
Sequence w00 OO0 OO0 R ————————w—w——"—"———————————"—m
I— e e
ATRX




SL_1010-T1-B_rmut.bam Cowerags

chr20:56,373,117-56,373,716

pl3

plz.3 plz.2 pl2.1

pll.23

pll.Z1

qll.1l qll.22

qlz2

ql3.12 ql3.13 ql3.2 ql3.31

56,373,200 bp
I

56,373,300 bp
I

601 bp

q13.33

56,373,400 bp

56,373,500 bp
I

56,573,600 bp

-

56,273,700 E

[0-118/]

SL_1010-T1-B_rmut.bam

Sequance -
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chrz0:56,373,117-56,373,716

[ I 225 | [ [ I | [ _:-:
pl3 plz.2 plz.2 plz.1 pll.23 pll.z1 qll.1l qll.22 ql2 q13.12 qi13.13 ql3.2 ql3.31 ql3.23
~ 601 bp -
56,573,200 bp 56,573,300 bp 56,375,400 bp 56,573,500 bp 56,573,600 bp 56,573,700
| I I I I I | I
[0 - 28]

SL_1010-T2-B_rmut.bam Cowverans

SL_1010-T2-B_mut.bam

Sequence O O T T T IV R T A E S O S O S S g S S S S e s R
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chrl7:8,206,626-8,207,225

SL_1010-T1-B_mut.bam

Sequencea

e -]l = [T ]
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 -
8,206,700 bp 5,206,500 bp 5,206,900 bp 8,207,000 bp £,207,100 bp 8,207,200 bp
I I I | I |
[0 - 53]

SL_1010-T1-B_rrut.bam Cowverans

I|'I||II||||||I'I||II||||||||I|||I|II||||||||||||||IIIIIIII

Refseq Genes

AUREE




chrl7:58,206,626-8,207,225

e ~anll]l = | I

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 -
2,206,700 bp 2,206,200 bp 8,206,300 bp 2,207,000 bp 2,207,100 bp 2,207,200 bp
| | | | | | I | I

[0-1Z2]

SL_1010-T2-B_rmut.bam Cowverans

SL_1010-T2-B_rmut.bam

Sequence we TR AT T e T T e S S TR G UE St E i s | S Ep Qi T s g U sy s

Refseq Genes
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SL_1011 R_FFPE_31-B_mut.ba

m

Sequencea

Refseq Genes

chrl7:5,207,478-5,208,077
:—:!:_ - -l = 2 [T ] T I N Y
pl3.z pl3.1 pl2 pllZ pll.l qll.? qlz gqzl.1 gqZL31 qZ1.33 q22 q23.1 q23.3 Q4.2 az5.1 az5.3
- 601 bp
£,207,500 bp & 207,600 bp & 207,700 bp £ 207,800 bp £ 207,300 bp &, 208,000 bp
| | | | | | | |

EL_lﬂll_Fl._FFPE_.':'Il-El_mut.hau B
rage

II‘II'||I‘Iii"'**iiiill""|||I|||“llllllllllllll‘lllﬂ}

AUREE




chrl5:90,759,951-90,760,530

[ [ [ | N [ N [ [ I [ T _:_:!I
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 -
50,760,100 bp 40,760,200 bp 50,760,300 bp 50,760,400 bp 50,760,500 bp :
| | | | | | | |
SL_1008_R_51_FFPE-B_mut.baw 1
rage
5L 1008 R_51 FFPE-B_mut.ba |
m |
Sequence me RN I EEEE T EEU SIS g U | e o

BELM

Refseq Genes



=i}

chr17:43,063,075-43,063,674
[ s Rt
pl3.2 pl3.l pl2 pll.Zz pll.l qll.z g1z qz21.1 qzl.31

qZ2l.33 ql2 qQ23.1 q23. 3 q2d.2 qQZ3.1

43,063,100 bp
|

43,063,200 bp
|

601 bp

q25.2

43,063,300 bp 43,063,400 bp

43,062,500 bp 43,063,500 bp

[0 -201]

S 1011-T1-B_rmut.bam

Sequence —

SL_1011-T1-B_mut.barm Coverags

. | |
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chrl7:43,063,075-43,063,674
[ s -
pl3.z2 pl3.l plz2 pll.Z2 pll.l qll.z qlZ2 q21.1 g21.31

q21.33 q22 g23.1 q23.3 q24.2

q25.1 q25.3
.

601 bp

43,063,400 bp

43,063,100 bp 43,063,200 bp 43,063,300 bp
| |

43,063,500 bp 43,063,600 bp
|

[0 - 228]

SL_1011-T2-B_mut.bam Cowveracs

SL_1011-T2-B_mutt. bam

|||||'“\||||'|||"I\III\III\"""I\IIIN"'|'\||"\|'|'||“||\|||\||||"“|||||||||'|'||||"“1|I\II|||'|'|||||||||'l!!|I!'\I!III!||||!|I!|I||'|||\I||||“I|||||||\ill|\\I|l'||“||||||||'||||||||||III“IIIIII\III\\III\III\Il||||\\||||}

Sequence -

L I N N T T T T T T T @
Refseq Genes ' - ' - ' - ' _ -

BRCAL

Y Y




chrl7:43,063,075-43,063,674
[ s - 1
pl3.z2 pl3.l plz2 pll.Z2 pll.l qll.z qlZ2 q21.1 g21.31 q21.33 q22 g23.1 q23.3 q24.2 q25.1 q25.3
- 601 bp
43,063,100 bp 43,063,200 bp

43,063,300 bp
| |

43,063,400 bp
|

43,063,500 bp 43,063,600 bp
| | |

[0-2531]

SL_1011-T2-B_mut.bam Cowveracs

SL_1011-T3-B_mut.bam

||||"|||||||||||"“|||"“\|I\“|\""IIIIIII"IH"I"'I'II||\|||||"\||"\|||\II'"'|||||“|||“|II"'“||||||I"'“||‘“||||||||||"|||||||!||||\M"!||I!"HIINIH\ilillil\IW'\|||\||||'||||“l||“'||||\|ll||||||\II|||'||||||l\|Ill||‘I||‘||\||\||||ﬂ|||||\|||N||||||\||||||||||||}

Sequence —

‘Refseq Genes

TR T T T T T T A T T A e e e e

BRCAL




chrl13:32,357,495-32,358,094
[ [ - T TT I B [ I D B ) D [T TN T
plz pllZ qll qlz12 qlZ.3 ql3.3 qld.12 ql4.3 qZl.2 qZlL32 q22.1 g31.1 q3L.2 q32.1 q33.1 q33.3
= 601 bp -
22,357,600 bp 27,357,700 bp 22,557,800 bp 27,557,900 bp 27,352,000 bp a2,3=
| | | I | I |
EL_IHDE_F{_?H_FFF_E-EI_mut.hau ee s
rage
5L 1003 R_78_FFPE-BE_mut.ba
I
Sequence Rl T T T T T e T T e T TR T e e e e T T e T S T T T
Refseq Genes .
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chr3:53,747,005-53,747,604

[T T TT T W 7 7T D N 7
p26.1 p24.3 p23 p22.1 p2Zl. pld.2 pl3 pl2.2 gll.l gl2.3 ql3.2 qZ2l.1 qQ22.2 gZ24 q25.2 qZ6.1 qQ26.32 q27.3 q29
4 601 bp -
53,747,100 bp 53,747,200 bp 53,747,300 bp 53,747,400 bp 53,747,500 bp 53,747.E
I I I I I I I
[0-41]
SL_1010-T1-B_rrut.bam Cowverans
SL_1010-T1-B_rmut.bam
Sequence e | T T I Y I I N M E S E T R S S s RV T i R E QR T EET ) R O E G T T Qe M A U E@R S I N S

Refseq Genes
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chr3:53,747,005-53,747,604

[T T TT T T T 7 N D T
p26.1 p24.2 p23 p22.1 p2lL? 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 -
53,747,100 bp 53,747,200 bp 53,747,300 bp 53,747,400 bp 53,747,500 bp 53,7476
| | | I | I |
[O-11]
SL_1010-T2-B_rmut.bam Cowverans
SL_1010-T2-B_rmut.barm
Sequence w TN ST I I T T T S A T E T I I R I E R N T s sy S g i I s

Refseq Genes
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SL_0005-LT_11-B_rmut.bam Cova

SL_0005-LT_11-B_rmut.bam

-l

Sequence

Refseq Genes

chr19:12,940,035-12,940,634

|| I | [ |

pl3.3 pl3.Z2 pl3.13 pl3.11

pl2

pll gll qlz ql3.11 ql3.13 ql3.31 q13.23 ql3.42

12,940,100 bp
I

12,940,200 bp
I

601 bp

12,940,300 bp
I

12,940,400 bp
I

12,940,500 bp
I

12,940,600 bp
I

[0-14]

CALR. MIRES1S



chr19:12,940,035-12,940,634

I I 1 | 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 -
12,940,100 bp 12,940,200 bp 12,940,300 bp 12,940,400 bp 12,940,500 bp 12,940,600 bp
I I I I | I | I
[0 - 28]

SL_0005-LT-1-B_rmut.bam Cowers

SL_0005-LT-1-B_mut.bam

Sequence T T T T T T I T T O T S T T I I T M I T T R T ST S S Ty
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chr19:12,940,035-12,940,634
[ e - s |
pl3.3 pl3.2 pl3i3 pl3.11 plz pll qll  qi2 ql3.11 ql3.13 ql13.31 ql3.23 ql3.42
- 601 bp
12,940,100 bp 12,340,200 bp 12,940,300 bp 12,940,400 bp 12,940,500 bp 12,940,600 bp
| | | | |
- _ [0 - 215]
SL_0005-LT-4-B_rnut.barm Cowvers

SL_0005-LT-4-B_mut.bam

|||||||||||||||||||||\|\II|I“Il\III'IIII\III\II\III\|||||||||||||||||||||||||||"IN|N||||||N|||||||||||||||||l|Il\|||||||||||||||||||||||||l|||lI||I||lI||\|I|||I|||||\II\||||||||||||||||||||I||||||||||||||||||||}
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SL_0005-LT-9-B_rmut.bam Cowers

SL_0005-LT-5-B_mut.bam

e

Sequence

Refseq Genes

chr19:12,940,035-12,940,634

I I 1 | 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 -
12,940,100 bp 12,940,200 bp 12,940,300 bp 12,940,400 bp 12,940,500 bp 12,940,600 bp
I I I I | I | I
[0 - 44]

CALR. MIRES1S



chrl6:67,029,493-67,030,092
T [ | [ 1
pl3.3 pl3.2 pl3.12z plz.3 plz.1 pll.z pll.l qll.z glz.l1 qlz.2 qzl qz2.1 q22.3 qz23.2 qz+4.1
- 601 bp o
67,029,600 bp 67,029,700 bp 67,023,500 bp 67,023,300 bp £7,030,000 bp E7.0
I I I I v I I
SL_1002 L FFPE_24-B_rmut.bar | @113
rage
e
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el e s E e
-_——
— ]
ST .
e F
i
_- 1
S
-
-—
e I
st
-
-
—,——
SR
e = 1
- s
S
s e
[
_——
e
- S
s a=
g
_E
= |
-
ESEeaeeee e g
T —
e =
&=
— e )
[ S
e e e
—
e ]
[ —,
AR
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SL_0013 RT_4-B_mut.bam

|. Sequence

chrl6:65,825,001-65,8258,600
_ N [ [T O - il [ IIII[:]IIIIIIIIIII[::!::II[:]IIIIII [l 1
pl3.3 pl3.Zz pl3.12 pl2.3 plz.1 pll.Z pll.l qll.2 qlz.1 qlz.2 qz1 qzs.1 qz22.3 q23.2 qz+.1
= 601 bp -
68,528,100 bp 68,528,200 bp 68,528,300 bp 58,528,400 bp 68,828,500 bp 68,8325
I I I I I
_ [0 - 144]
S5L_0013 RT_4-B_rmut.bam Cove-
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chrl6:658,825,001-65,528,600

_ N [ [T O - il [ _:_:!:-:_ [l 1
pl3.2 pl3.2 pl3.l2 pl2.3 plz.1 pll.Zz pll.l qll.Z2 qlz.1 glz.2 q21 q22.1 q22.3 q23.2 qgz4.1

65,525,100 bp 65,528,200 bp 65,525,300 bp £8,528,400 bp £8,528,500 bp 68,528
| |

_ [0 - 122]
SL_0013_RT_5-B_rrut.bam Cowve-

SL_0012_RT_5-B_rnut.bam

Sequence e S e e
N

Refseq Genes
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chrl6:658,801,578-65,802,177

[ 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 qz2.1 q22.2 q23.2 qgz4.1

- 601 bp -
£5,801,600 bp 68,501,700 bp £5,801, 500 bp £5,801, 900 bp £5,502, 000 bp £8,802,100 bp
| | | | | | | |
SL_1008_R_51_FFPE-B_mut.baw 13
rage 1 l
I
I
| I
I
I
i
SL_1008_R_S1 FFFE-B_mut.ba I
: |
I
I
I
I

Sequence s T 0000000000000 O 00000000000 R R AR

Refseq Genes
CDOH1



chrlb6:65,513,091-65,5613,690
_ I B T - =il [ _:_:!:-Z_ ] |
pl3.2 pl3.2 pl3.12 plz.3 plz.1 pll.Zz pll.l qll.? qlz.1 qlz2.2 qz1 qz2.1 q22.32 qz23.2 gz+.1

- 'ﬁﬂlbp fe-

68,813,200 bp 68,813,300 bp £2,813.400 bp 65,513,500 bp 65,513,600 bp B35.5

I I I I I I
_ _ [o-122]
SL_0008_LT_8-B_rnut.bam Cowve

SL_0008_LT_8-B_mut.bam

|III||||IIIII|||IIIIIIIIIIII'|IIIIIII'I|||II|I||I||IIIIII||I|II|"III|"IIIIIIIIII|IIIII|II||||I||III|III|IIIIII|II

Seguence =

Refseq Genes

CDH1




chrl6:68,813,091-65,513,690

_ S I |
pl3.3 pl3.2 pl3.lz pl2.3

- il I

plz.1 pll.Z2 pll.1 qll.z glz.l qlz.2 qzl qz2.1 q22.3 q23.2 gz+.1
- /ol I:'I:' fe-
68,813,200 bp 68,813,300 bp £2,813.400 bp 65,513,500 bp 65,513,600 bp B35.5
I I I I I I
SL_DO0S-LT_15-B_ mut. bam Come 1@ 160

SL_0008-LT_15-B_mut.bam

Sequence -

III|I|||||II||||||||||I'|||||||"|||||||||||||'|I||||||||||||||||||||I||||||I|||||||||||I|||||||I||III|I||||||I||||||||IIIIIIIIIIIIII

Refseq Genes

T

T

T

(&

(&

ZOH1




chrl6:658,813,091-65,5813,690

[ 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 qz2.1 q22.2 q23.2 qgz4.1

= 601 bp -

68,813,200 bp 68,813,300 bp 8,813,400 bp 68,813,500 bp 68,813,600 bp R
I I I I I I I I

[0 -1A/]
SL_0009-LT_9-B_rrut. barm Cowal :

SL_0009-LT_9-B_mut.bam

Jeved o B, homn o], o] o e rve] oo e o] v o] o]

Sequence T O T T T T T S N T i N N T I i S U s W OO

Refseq Genes
CDOH1



chrlz2:12,717,733-12,718,332
[ 1 m [T
pl3.32 pl3. pl2.2 pll.23 pll.l gql2 gl3.1Z ql3.3 qld.Z2 gl5 q21.2 q21.32 q22 q23.2 q24.11 q24.22 q24.32
- 601 bp
12,717,200 bp 12,717,900 bp 12,718,000 bp 12,715,100 bp 12,715,200 bp 12,718,500 bp
I | I | I I I I I
[0 - T8]
SL_0013_RT_4-B_rrut.bam Cowve-

SL_0013 RT_4-B_mut.bam

A_

Sequence I

Refseq Genes

COEMI1E




chr12:12,717,733-12,718,332

pl3.32 pl3. plz.2 pll.23 pll.l qlz

ql3.1? qgl3.2 qgld.Z2 qgql5

B BN N [ T O [ 1
q21.2 q2l.32 q22 q23.2

q24.11 q24.22 q24.32

601 bp

12,718,000 bp
I

12,717,800 bp
I |

12,717,900 bp

12,718,100 bp 12,718,200 bp
|

12,718,200 bp
| | |

[0 - 53]
SL_0013_RT_5-B_rrut.bam Cove-

SL_0013 RT_5-B_mut.bam

||||||||||||||||I||||||||||\\|||||||||||||||I|||||||||||||I|\||||'|||||||||||||||||||||||||||}

Sequence -

‘Refseq Genes

COEM1E




SL_0001_L_FFPE_10-B_mut.barr

rage

SL_0001_L_FFPE_10-B_rrut.ba

m

Sequence —

Refseq Genes

chrl6:3,749,327-3,749,926

[ N | B [ =] 1]
pl3.2 pl3.2 pl3.l2 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 -
2,749,400 bp 2,745,500 bp 2,749,600 bp 2,749,700 bp 2,745,500 bp 2,749,900 bp
I I | I I I I I I
[0 -10.00]

ZREEBEF



chrl6:3,749,327-3,749,926

[ N N 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 -
= 749,400 bp = 749,500 bp 2,749,600 bp 2,749,700 bp 2,749,800 bp 2,749,300 bp
| | | | | | | | |

SL_1007_L_FFPE_21-B_mutbarr 0=
rage
SL_1007_L_FFPE_21-E_mut.ba |
m |
Sequence mde OO T T O A T S ] N T A T Y T s g W T 0 g e A S

Refseq Genes
ZREEEF



chrl6:3,749,327-3,749,926

[ N N 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 -
= 749,400 bp = 749,500 bp 2,749,600 bp 2,749,700 bp 2,749,800 bp 2,749,300 bp
| | | | | | | | |
SL_1010_L_FFPE_3-B_mutbam - [ 1500
age |
1

SL 1010 L_FFPE_3-B_mut.barr I

ZREEBEF

Sequence —

Refseq Genes



chr3:41,224,347-41,224,946

[ T [T ™ T T N T T B N
p26.1 p2d.3 p23 pZ2.1 pzlLZz pldaz pl3 plzz qlll qlz.3 ql3.2 gqz2l.1 qz22.2Z q24 g25.2 gz26.1 q26.32 qZ7.3 20
- 601 bp -
41,724,400 bp 41,274,500 bp 41,224,600 bp 41,274,700 bp 41,724,800 bp 41,274,900 bp
| | | | | | | | |
SL_0005_L_FFPE_21-B_mutbarr 018
rage
SL_000S_L_FFPE_21-B_mut.ba |
m |

Sequence RO I S O i O e I I M O M S U e

Refseq Genes
CTHMMEL



chr3:41,224,347-41,224,946

p26.1 p24.2 p23

p2l.2

pld.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 -
41,224,400 bp 41,224,500 bp 41,224,600 bp 41,224,700 bp 41,224,200 bp 41,224,900 bp
I | I | | | | | |
[0 - 55]
SL_1010-M2-B_mut.barm Cowerag

SL_1010-M2-B_rmut.bam

Sequence

|\%II“"IIIII\lIIIIIIlII|||||||\|||\|||\|||'|||||||‘||||||}

Refseq Genes

A R AR

CTNMEL




chr3:41,224,347-41,224,946

p26.1 = p24.3 p22 pZ2l p2l.2 pla.2z pl2 plz2.2 qlll glz.3 ql3.2 qzl.1 q22.2 q24 q25.2 q26.1 q26.32 q27.3 q29

601 bp

41,224,400 bp 41,224,500 bp 41,224,600 bp 41,224,700 bp 41,224,500 bp 41,224,300 bp

N [0 - 215]
SL_1010-M3-B_mut.barm Coweragy

SL_1010-M3-B_mut bam

||mIn\|nII\II|II\m\|n||||\I|||\||||n|||'||||\||\||||||m|||\III\|Ill||I\I\|l||“I||"|‘\||||||'||I'||||||||||“"‘|||||||||||||||||||||||||||||||“||||“||'|'|||||||||“I||NII"I\I"\“llllllllll||||I|'|||||||||l“|||||||||||||I||IIIIIIIIIII\llllll\\ll\|I||\||||I|\II\III\IIII\III\IIIIII\\IIIIIIIHIII}

Sequence —

‘Refseq Genes

CTNMEL




chr6:93,245,000-93,245,599

p25.1 p23 p22.2 p2lL31 p2l.l1 pl2.2

[ 1 [
qll.1 ql3 ql4.1 qlSs ql6.2 921 q22.1 q22.32 q23.3 q24.3 q25.2 qz7
- 601 bp -
93,245,100 bp 93,245,200 bp 93,245,200 bp 93,245,400 bp 93,245,500 bp 23,245
| | | | | |
[0 - 30]
SL_1011-T1-B_rrut.bam Coweras

SL_1011-T1-B_rnut.bam

Sequence .

Refseq Genes

'I\I"I"II||'|'|“|"\|"\\\||\||\""\||"|||"'“|||||||\|\|||||||||||||||‘||‘||||N||}

T T e T T e T e T T T

EFHAT




chr6:93,245,000-93,245,599
[T TT N Py (7 T 1 I - o N 0 DT e e =]

p25.1 p23 p22.2 p2l.31 pZl.1 plz.2 qgll.1 ql3 qgql4.1 ql5 qlo.2 g2l q22.1 qQ22.32 q23.3 qZ24.3 q25.3 qz7
4 601 bp -
93,245,100 bp 93,245,200 bp 93,245,300 bp 93,245,400 bp 93,245,500 bp 23,245
I I I I I I
[0 - 45]
SL_1011-T2-B_rrut.bam Cowverans
SL_1011-T2-B_rmut.bam
Sequence T T T v T I E NS i O I U E S s S EU U EEEE U T Sy EEEE U e

Refseq Genes
EPHATY



chr6:152,011,398-152,011,997

SL_0003_L_FFP E_EE-.El_muf.Ea_]‘r

rage

SL_0003_L_FFPE_25-B_rmut.ba

m

| |
pz5.1 pz3 pz2.2 p2l.31 pz2l.1 pl2.2 qll.l ql3 ql4.1 qls ql6.2 9zl q2z.1 q22.32 q23.3 q24.3  q25.3 27
= 601 bp o
152,011,500 bp 152,011,600 bp 152,011,700 bp 152,011,500 bp 152,011,500 bp 152,01
I I I I I
[0 - 230]

Sequence —

Refseq Genes

m
o
o
'_I

e

=

e e T T T e e e T e T




chr6:152,011,398-152,011,997

pz5.1 pz3 pZz.Z pzl31 pzl.l plz.2 qll.l ql3 ql4.1 qls ql6. 2 9zl q2z.1 q22.32 q23.3 q24.3  q25.3 q27

» 601 bp ]

152,011,500 bp 152,011,600 bp 152,011,700 bp 152,011,500 bp 152,011,900 bp 152,01
I : o] : N : I I

N [0 - 03]
SL_1010-M2-B_mut.barm Coweragy

SL_1010-M2-B_rmut.bam

||||“||““|“|||““l|||‘“""||‘|I|I|I“|||||||||||||||||||||||||||||||||||||||||||||||||||I|||||||||||I|||||||||||II||IIIIIIIIIIIIII|||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||I||||I|“|||“““||I|||“IllI“|||III||IIIII|II“|||||||||||||||||||I|||||’

S eguence e SR T T T T AT T R R TR R TR T T

‘Refseq Genes

m
)
=




chr6:152,011,398-152,011,997

pz5.1 pz3 pZz.Z pzl31 pzl.l plz.2 qll.l ql3 ql4.1 qls ql6. 2 9zl q2z.1 q22.32 q23.3 q24.3  q25.3 q27

» 601 bp ]

152,011,500 bp 152,011,600 bp 152,011,700 bp 152,011,200 bp 152,011,200 bp 152,01

N [0 - 450]
SL_1010-M3-B_mut.barm Coweragy

SL_1010-M3-B_mut.bam

“““ll|“mlm‘““‘|““||||||‘“‘I“l“‘“‘llll|||||||||||||||‘||||||||||||||||||||||||||||||||||||||“|||||||“|||||||||||||||||||||||||“||||||||“lllIIIIIIIIII|||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||‘“|||||‘“‘m|||“m"““l“l““l‘“‘l““l‘““‘|“|“‘“““||||||||||||||||||’ |

‘Sequence e || O 000 0 00 R R
- N >

ESR1

H.E:FEEQ Genes




chr6:151,842,388-151,842,987
[T TT N P (7 T 1

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 -
151,542,500 bp 151,842,600 bp 151,842,700 bp 151,842,500 bp 151,842,500 bp 151
| | | | | | |

SL_1010_L_FFPE_17-B_mutbarr 0=

rage

SL 1010 L_FFPE_17-E_mut.ba I

m I

Sequence me RN T T S M U E g N Sy g s [ e S S S O U EHEOEE s i

ESR1

Refseq Genes



chr4:53,481,8558-83,4582,457

[T T N T N _:-:-:lz:_:-:-:-:-:_ [ T 7T N S
plé.l pl5.31 pls.1 pl3 qll ql3.1 ql3.3 q2l.22 q22.2 q24 qg25 qg26 qgz28.1 qz28.3 q31.22 q32.1 q32.3 q34.2 q35.

= 601 bp -
23,451,300 bp 23,452,000 bp 83,452,100 bp 23,452,200 bp 83,452,300 bp 23,422,400 bp
| | | | | | |
[0 -10.00]
SL_0004-LT-6-B_rmut.bam Cowers ‘
SL_0004-LT-6-B_rmut.bam |
Sequence e R I I I U N U N EE M E E O S EEE EEE SEEE iU u S e T

Refseq Genes
ABRANAST



chr4:53,481,8558-83,4582,457

[T T N T N _:-:-:lz:_:-:-:-:-:_ [ T 7T N S
plé.l pl5.31 pls.1 pl3 qll ql3.1 ql3.3 q2l.22 q22.2 q24 qg25 qg26 qgz28.1 qz28.3 q31.22 q32.1 q32.3 q34.2 q35.

= 601 bp -
23,451,300 bp 23,452,000 bp 83,452,100 bp 23,452,200 bp 83,452,300 bp 23,422,400 bp
| | | | | | |
[0 - 28]
SL_0004-LT-8-B_rmut.bam Cowers
SL_0004-LT-8-B_rmut.bam I
Sequence R I N T T EHE T e I EE i S s i S U SOEE S s e aummo

Refseq Genes
ABRANAST



chrl6:89,766,927-89,767,526

[ N - -l [ =2 I |
pl3.2 pl3.2 pl3.l2 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 -
29,767,000 bp 29,767,100 bp 89,767, 200 bp 23,767,300 bp 29,767,400 bp 89,767,500 bp
| | I | | | | | |
[0 -10.00]
SL_0013_RT_2-B_rnut.barm Cove-
SL 0012 RT 2-B_rnut.bam
Sequence w IR T I T S T T T E E M g ) R A A S ] S E S e S Em e g s g i E M O U s S

Refseq Genes

FapCA



chrl6:89,766,927-89,767,526

N T N | B [
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 -
9,767,000 bp 89,767,100 bp 59,767,200 bp 89,767,300 bp 29,767,400 bp 9,767,500 bp

[0 - 24]
SL_0013_RT_&-B_rrnut.barm Cove-

SL_0013 RT_6-B_mut.bam

e e e e e e e e e e e e e e e e e e e e e e e e ¢ e e e e e e e o e e e e e e E e e e e e e e e e e e s e e ey

Sequence m T T N T T S M T T T e g i S Tt i ] T O T ] SO T U T N REE O S Oy T Oy

FAMCH

Refseq Genes




chr4:186,620,196-1586,620,795

| N [ -:-:-Z-:F
plo.l pl5.31 pl5.1 pl3 gll gql3.1 ql3.3 q2l.22 qQ22.2 g24 qg25 q26 q22.1 qg2&.3 q31.22 q32.1 qg32.3 q34.2 q35.
4 601 bp -
186,620,300 bp 186,620,400 bp 186,620,500 bp 186,620,600 bp 186,620,700 bp 156, 5]
I I I I I I I
[0 - 5T7]
SL_1011-T1-B_rrut.bam Cowverans
SL_1011-T1-B_rmut.bam

Sequence T T S I N T O Ry I T ] T U E M T T A N M R T E i R T e et g e S

Refseq Genes

FAT1



chr4:156,620,196-156,620,795
[ TT T N T [ |
plé.l pl5.31 pl5.1 pl? qll ql3.1 ql3.3 q2l.22

q22.2

qZ2d Q25 q26 qgZ23.1 qg23.3 q3l.22 q32.1 q32.3 q3d4.2 q

601 bp

-
186,620,500 bp 186,620,600 bp 136,620,700 bp 136, E:
I I

156,620,300 bp
I I

186,620,400 bp

[0 -77]

SL_1011-T2-B_rmut.bam Cowverags

SL_1011-T2-B_mut.bam

)

Sequence -

‘Refseq Genes

FaTl




chr4:186,620,196-186,620,795
[ TT T e

-
plé.l pl5.31 pl5.1 pl? qll

ql3.1 ql3.3 q2l.22 q22.2 q24 qg25 qg26 qgz28.1 q28.3 q31.22 q32.1 q32.3 q34.2 q

601 bp

156,620,500 bp
I

186,620,300 bp 186,620,400 bp
I I

186,620,600 bp 186,620,700 bp

186,6:
I

[0-281]

SL_1011-T3-B_rmut.bam Cowverans

SL_1011-T3-8_mut bam I T—

Sequence - '|||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||I||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||
Refseq Genes - 3 { : : : . : .

FAT1




chrl14:37,591,611-37,592,210
[ [ | &
plz2 pll.Z2 qll.1 qlz ql3.1 g21.1 g2l.3 q22.2 qg23.1 g23.3 q24.2 g3l.1 q31.3 qg32.12 q32.2 q32.3:
- 601 bp -
57,591,700 bp 27,591,200 bp 27,591,300 bp 27,592,000 bp 27,592,100 bp 27.592,20
I I I I I I I
[0 - 73]
SL_0013_RT_4-B_rmut.barm Cowve-
SL_0012_RT_4-B_rnut.bam
Sequence I T T T e T e T T T
Refseq Genes h : 7
FOMAL




chr14:37,591,611-37,592,210
| | | & |

pl2 pll.Z2 qll.1 qlz gl3.1  qz2l.1 q21.3 q22.Z q23.1 q23.3 q24.2 q31l.1 q31.3 q32.12 q32.2 q32.3"

- 601 bp -
37,531,700 bp 27,591,200 bp 27,591,900 bp 37,532,000 bp 27,592,100 bp 37.5392.20
| | | | I | I
[0 - 75]
SL_0013_RT_5-B_rrut.bam Cove-
SL_0013_RT_5-8_mut bam T Y T s s
Sequence e 'IIlIII||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||l|||||||||||||||||l||||||||||||||||||||||||||||||ﬂ||||||||||||||||||||||||||||||||||||||||||||||||||||||ﬂ|||||||||||||||||||||||||||||||||||||||||||||||||||||||Il||||||||||||||||||||||||]|||||||||||||||||||||||||||||||||||||||||||||||
FOXA1




chr14:37,591,6587-37,592,286

SL_0013_RT_4-B_rmut.barm Cowve-

SL_0012_RT_4-B_rnut.bam

I | -
plz2 pll.Z qll.1 qlz gl3.1 gz2lL1 q2l.2 q22.2 q23.1 qg22.2 qz24.2 q31l.1 q31.3 g32.12 q32.2 q32.3"
- 601 bp -
37,591,500 bp 57,551,900 bp 57,592,000 bp 57,592,100 bp 57,552,200 bp 37
I | I I I I I |
[0 - T3]

Sequence —

Refseq Genes

FOXAal




chr14:37,591,6587-37,592,286
I | [ |

plz2 pll.Z qll.1 qlz gl3.1 gz2lL1

q21.3 g22.2 q23.1 q23.3 q24.2

q31l.1 q31.3 g32.12 q32.2
=}

37,591,500 bp

q32.3¢

601 bp
37,591,900 bp 37,592,000 bp 37,592,100 bp
| | |

[0 - T3]

57,552,200 bp

SL_0013 RT_5-B_mut.bam

Sequence

‘Refseq Genes

|
SL_0013_RT_5-B_rrut.bam Cove-

=

Il
it
|||||||||||||||||||||||||||||‘|H|||||‘||||||||||||| il

FOxAal




chr14:37,591,736-37,592,335

I I -4

plz2 pll.Z qll.1

ql2 ql3.1

q21.1

qzl.3

37,591,200 bp

37,531,300 bp

37,592,000 bp

q22.2 q23.1 g23.3

601 bp

q24.2

q31l.1 q3..3

q32.12 q32.2 q32.3"

37,592,100 bp

37,592,200 bp
I

37,592,300 bp
I I

SL_0013_RT_4-B_rmut.barm Cowve-

SL_0012_RT_4-B_rnut.bam

Sequence —

Refseq Genes

FOXAal




chr14:37,591,736-37,592,335

I I -4

plz2 pll.Z qll.1

ql2 ql3.1

q21.1

Q1.3

37,591,200 bp

37,531,300 bp

601 bp
37,592,000 bp

q22.2 qz23.1

qZz3.3 q24.2

q31l.1 q3..3

q32.12 q32.2 q32.3¢

37,592,100 bp

37,592,200 bp
I

37,592,300 bp
I I

SL_0013_RT_5-B_rrut.bam Cove-

SL_0013 RT_5-B_mut.bam

[0 - 73]

Sequence -

‘Refseq Genes

IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIﬁIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIImIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIMIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII

FOxAal




chr3:70,977,656-70,975,255

=
=
[
=
e

p26.1 p24.2 p23 p22.1 p2l.2 pld.2 pl3 plz2.2 q q 3 ql3.2 qZ2l.1 q22.2 q24 qg25.2 q26.1 qi6.32 qZ27.3 q29
-~ 601 bp -
F0,977.700 bp 70,977,200 bp 70,977,300 bp 70,978,000 bp 70,973,100 bp 70,978,200 bp
I I I I I I I I

sL_nunsl_H_FFPE_ﬁz-H_mut.hau FLie b
rage
5L_0002 R_FFPE_52-B_rmut.ba
m
Sequence mp | IR RO AR RO e T R

‘Refseq Genes

FOXF1




chrl0:8,073,710-8,074,309

| | | b | | | |
pl5.1 pl3 plz2.31 pll.23 pll.l gll.2Z2 q2l.1 q2l.3 q22.2 q23.1 q23.32 q24.2 q25.1 q25.3 q26.13 q26.3
= 601 bp -
2,073,800 bp 2,073,200 bp 2,074,000 bp 2,074,100 bp 2,074,200 bp 8,074,200
| | I | I | |
[O-11]
SL_0009-LT_1-B_rrut. barm Cowal :
SL_0009-LT 1-B_rmut.bam

Sequence T T O T T S N T E I e A s N A s S I O A U U e g

Refseq Genes

GATAZ



l:hFl[l_:E,l]'?E,?ll]'-ﬂ,l]?-fl,’a:ﬂg
| [T N N I

pl5.1 pl3 plz.31 pll.Z3 pll.l qll.2Z qz1.1 q2l.3 q22.2 q23.1 q23.32 q24.2 q25.1  q25.3 q26.13 q26.3

i 601 bp -

2,073,500 bp 5,073,900 bp 5,074,000 bp 5,074,100 bp 5,074,200 bp 5,074, 300

| | | | | | |
. - [0 - 235]
SL_0009-LT_3-B_rnut. bam Cowal:

SL_0008-LT_3-B_rnut.bam

||\|||\|“|N|N||N|ii1|i|i“iIII1iIIIIIIIIiIIIIIIIIIIII|iiiiiiiiiiiiiiiiiiiiii"iiiiiiiiiiii'i!EIE‘ENWIIII!IWHIHiIillllilillmlilllllllllllIiiiiiililiﬂlllllllllllll!!lI!!!llllll||lllIIIIIIIIIIIIIIIIIIIIIIllIIl|lIlllIlIII|IIIIIl|||\||\\\||||||III\I\III\I\IIIII!IIIIIIIIIIIIIIII}

Sequence —

‘Refseq Genes

T T T e T T IIIIilﬁmlmﬂllIHIIIIIITI_IWIIIIWIIIIIIIIIII|IIIIIIIIIW|

GATAZ




chrl0:8,073,710-8,074,309

[ T »-f [ T NN BN

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
4 601 bp -
£,073,800 bp 5,073,900 bp £,074,000 bp 8,074,100 bp 5,074,200 bp £,074, 300
I I | I | I I
[0 - 58]
SL_0009-LT_9-B_rrut. barm Cowal :
SL_0005-LT_9-B_mut.bam i

Sequence m T O T T T T T T T T S T T T M e S N M e T O ] E I A U O VR RV S S M

Refseq Genes
GATAS



chr19:3,121,167-3,121,766

| ! | ] | | e—— I | [ — | — |
pl3.3 pl3.Z pls.13 pl3.11 plz pll qll qlZ  gl=.11 ql13.13 q13.31 q13.33 ql3.42
- 601 bp -
5,171,200 bp 2121,300 bp 2,121,400 bp 2,121,500 bp 2,121,600 bp 5,121,700 bp
I | | | | | I

SL_0003_L_FFPE_11-B_mutbarr 019
rage
SL_0003_L_FFPE_11-E_mutba —
il = I
Sequence s 0RO OO e I O Ty S T s e e e e U S e M e e uu i

—

GrAll

Refseq Genes



chr19:3,121,167-3,121,766

| ! | - | | — I | N 7] | | | |
pi3.3 pl3.Zz pl3.13 p13.11 plzZ pll gll gqlZ  gql3.11 ql13.13 ql13.31 q13.33 ql3.42
- 601 bp -
3,121,200 bp 2,121,300 |:||:| 3,121,400 bp 2,121,500 |:||:| 2,121,600 |:||:| 3,121,700 bp

SL_0003_L_FFPE_40_skin-B_rmut | 1"~ 18!

Coverage

SL_0003_L_FFPE_40_skin-B_rrut | L

|
ot e v, o e ] e v e, e v

Sequence m R T T I T T T E I O N S S Sy S Iy Ny S Sy o g

GrAll

Refseq Genes



chrs:153,794,321-153,794,920

[ TT7T T N [ - N T N 7 || =5 -:F_: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 q31.1 q3L2 q33. q34 q35.2

= 601 bp -

153,734,400 bp 153,794,500 bp 153,734,600 bp 153,734,700 bp 153,734,800 bp 153,734,900 b
I I I I I I I I I

SL_1012_R_10 FFPE-B_mut.bam | [ 179

rage

SL_1012 R_10_FFPE-B_mut.ba

m

Sequence T T T S S Iy N T I | S U O

GRIAL

Refseq Genes



chr11:533,990-534,559

[
pl5.4 pls.2 pld.2 pl3 plz pllZz qll qlZ2 ql3.2 ql3.5 qla.2 aZl q22.2 q23.1 q23.3 q242 q25
i 601 bp -
534,100 bp 534,200 bp 534,300 bp 534,400 bp 534,500 bp 5z

SL_1010_R_FFPE_2-8_mut bam o [ 16

SL_1010_R_FFPE_2-B_mut.bar

Sequence g L I T I U A0A T e @ MM

* 5 * 5 *

* 5 * 5 *

H.E:FEEQ Genes
LRRCSE




chr11:533,990-534,559
- ] [
pl5.4  pl5.2 pld.3 pls plz pllz qll qlz.Z ql3.2 q13.5 qld.2 azl  q22.2 q23.1 q23.3 q24.2 q25
. 601 bp -
534,100 bp =34, 200 bp 534,300 bp 534,400 bp 534,500 bp 5
| | | | | | |
EL_lﬂlﬂ_F{_FFPE_II-EI_mut.hau e
rage

SL_1010 R_FFPE_11-B_mut.ba
m

Sequence

TR

—
=
—
==
—
=
-~
E—
—_—
=

‘Refseq Genes

ey e

TR e T e T

ey e

e ey

(I,

e

LRRCSE

ey e




chrl1:533,9569-534,583
] [
pl5.4  pl5.2 pld.3 pls plz pllz gqll qlz.Z2 ql3.Z q13.5 qld.2 azl  qz2.2 q23.1 q23.3 q24.2 g5
- 601 bp -
534,100 bp =34, 200 bp =34, 300 bp 534,400 bp 534,500 bp 5
| | | | | | |
SL_1006_L_FFPE_7-B_mut.bam = [ 3
age
SL 1006 L FFPE_ 7-B_rmut.barr e
Seqguence e T e e e B e T T e T e e T T T T e T T Ao
e ean B T T S R T T —
LRRCSE




chr11:533,987-534,586

[T T 7T T I I N [ = [
pl5.4  pl5.2 pld.3 pls plz pllz gqll qlz.Z2 ql3.Z q13.5 qld.2 azl  qz2.2 q23.1 q23.3 q24.2 g5
- 601 bp -
534,100 bp =34, 200 bp 534,300 bp =34, 400 bp 534,500 bp 5
| | | | | | | |
SL_1015 L 14 FFPE-B_mutbar 03
rage
!
i
SL 1015 L_14 FFPE-E_mut.ba
m
!
i
Sequence L VOV VTV TEV BTN (YD CAELCR DA {1 TERECTAEREERECT T EORARE RN O O TR TR RN E R R EEETELIE R CAE A R T EREVEEVR ALV CEOEUTED SR TE RN tHRC CRE VR {1 VL VECUERERRTEUTCVEERTERE{EE (VR TR MCRT R LT CRET EARTTERT B TR R (TR T (T

Refseq Genes
LRRCSE



chrl11:533,956-534,585
- [ [ T I [
pl5.4  pls.2 pld.3 pl3 plz pllZ qll gl2.Z ql3.2 q13.5 qld.z azl  q22.2 q23.1 q23.3 q24.2 q25
. 601 bp -
534,100 bp =24, 200 bp =24.200 bp 524,400 bp 524,500 bp :
| | | | | | |
SL_0011_L_FFPE_S-B_mut.bam = [ &
age
SL 0011 L FEPE 9-B_rmut barr ey
Sequence e S e e g e T e e T T e T T e TR
‘Refseq Genes
LRRCSE




rage

chrs:35,567,139-35,867,735

pls.31 pld.3

pl3.2 pl3.1l pll qll.Z2 ql2.2

ql3.2 qld.2 ql5

35,867,200 bp
I I

25,867,500 bp
I

35,867,400 bp
I

601 bp

q2l.2 q22.2

q23.2 q31l.1 q3L2

q33.1

q34 qQ35.2

35,867,500 bp
I

35,867,600 bp
I

35,867,700 bp

SL_1002_L_FFPE_24-B_mut.bar| | [°" !

SL_1002_L_FFPE_24-B_mut.ba
m

Sequence —

e,

Refseq Genes

IL7R.




chr2:219,572,201-219,572,500

pz5.1 p241  p22.3 p2Zl  ple.l pl3.3 p11.2P111.2! |.|113 qld.Zz qZl.2 qz22.3 g4l g3L.1 g32.1 q33.1 q34 q36.1 q37.2
- 601 bp -
215,572,300 bp 213,572,400 bp 215,572,500 bp 219,572,600 bp 215,572,700 bp 219,573
| | | | | |
SL_1002 R_FFPE_33-B_mutbam [ 4
rage
I
I
I
I
I
I
I
I
I
I
I
I
I
I
I
I
I
I
I
SL 1002 R_FFPE_33-B_mutba I
" I
I
I
I
I
I
I
I
I
I
I
I
I
I
I
I
i
I
I
I

Sequence T e T I QIO T S T T T M e i i /I T T T T T IR E I S S AU e

Refseq Genes
IMNHA



chrl0:7,641,724-7,642,323

1 [t [ T T |
p1s.1 pl3 plz.31 pll.z3  plll gll.zZ qzl.1 qz1.3 qz22.2 q23.1  q23.32 q24.2  g25.1 qg25.3  q26.13 q26.3
- 601 bp -
7,641,200 bp 7,641,900 bp 7,642,000 bp 7,642,100 bp 7,642,200 bp 7.642,300 bp
| | | | | | | |

SL_0001_R_FFPE_55-B_mut.bav [~ 1500
rage
SL 0001 R_FFPE_S5-B_mut.ba
- 1
Sequence me RN N I E T E T U E T s e s S S [ U sy

Refseq Genes

ITIHS



chrl0:7,641,724-7,642,323

1 [t [ T T |
p1s.1 pl3 plz.31 pll.z3  plll gll.zZ qzl.1 qz1.3 qz22.2 q23.1  q23.32 q24.2  g25.1 qg25.3  q26.13 q26.3
- 601 bp -
7,641,200 bp 7,641,900 bp 7,642,000 bp 7,642,100 bp 7,642,200 bp 7.642,300 bp
| | | | | | | |

SL_0001_R_FFPE_56-B_mut.bay L~ 1500
rage | |
SL 0001 R_FFPE_S6-B_mut.ba
m
Sequence me RN N I E T E T U E T s e s S S [ U sy

Refseq Genes

ITIHS



chr11:115,499,584-115,500,153
[ T I S S

pls. 4 pl5s.2 pld.2 pl3 plz pllz qll glz.Z2 ql3.2 ql3.5 qld.2 a2zl q22.2 q23.1 q23.3 q24.2 q25

- 601 bp -

118,499,700 bp 115,433,500 bp. 115,493,900 bp 115,500,000 by 118,500,100 bp 11
I I I I I I

N [0-121]
SL_0009-LT_3-B_rnut. bam Cowal:

R I R I R I RN R TR IR R R

SL_0009-LT_3-B_rmut.bam

Sequence e L T T e T T e T T TR T T

Refseq Genes
E AT 2%




chr7:152,148,608-152,149,207

| |
p22.1  pzl2 pl53 plé.3 plal plz.2 pll.l ql1l.22 q21.11 q2l.2 qz2.1 q3l.1 q31.31 q32.1 q33 q35  q36.2

i 601 bp -
152,142,700 bp 152,142,800 bp 152,142,900 bp 152,143,000 bp 152,143,100 bp 152,143,2
| | | | | | |
) [0-151]
SL_0013_RT_4-B_rrut.bam Cowve-

SL_DOL3_RT_4-B_rmut.bam

|||\||“||||||“|“||\|\|N\\|1WIWWWIiiiIIiilIIIIIIiiiiiiiiiiiiiiliﬁiﬁiﬁEEI"‘EEEEE|"|!||iiiiliiillllllllﬂlllllllllIIII!I!!II!!!!!!lllIIIII|||IIIII|||II||MII&I&IIllll\llll\lllllllllll}

Sequence —

Refseq Genes
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chr7:152,145,605-152,149,207
| |

pzz.1 p2l.2 pl53 pl4.3 pl4d plz.2 pll.1l qll.22 gqz1.11 q21.2 q22.1 q31.1 q31.31 q32.1 q33 g35 q36.2
= 601 bp -
152,145,700 bp 152,145,500 bp 152,145,900 bp 152,149,000 bp 152,145,100 bp 152,149,z

= A : = B I I I

_ [0 - 271]
5L_0013 RT_5-B_rmut.bam Cove-

SL_0012 RT_S-B_mut.barn

||||||||||I||I|||IIII||II||II|||IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII"IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII|||||IIIIIIIIIIIIIIIIIIIIIII}

Sequence —

‘Refseq Genes

FIIIWIIITIIWIIIWII“WIIWIIIIIIIIIIIIIWWW"IIIIIHIIIIIIIIIIIIIIIIHIIIIIIIIIIIIIIIIIIIII-IIIIIIIIIIIIIII!III I e T e e e T T

KMT2C




chr12:49,033,452-49,034,051

pl3.32 pl3.2 plz.z pllz3 plll  ql2 ql3.1Z ql3.3 gqld.Z gql5 qzZ1.2 q21.32 qZ2 qz3.2 qz2+.11 q23.22 q24.32
- 601 bp -
49,033,600 bp 49,033,700 bp 49,053,500 bp 49,052,900 bp 43,034,000 bp 4
| | | | | | |
SL_0007_R_FFPE_58-B_mutbam 7
rage
1
SL_0007_R_FFPE_S8-B_mut.ba
m
Sequence e LR R TR D I T T I T s MmN s S O e I I A F e/ T E O e U e S e EEH U G

Refseq Genes
EMTZ0



chr19:4,098,977-4,099,576

| e - el |
pl3. pl3.z2 pl3.13 pl3.11 plz pll qll qlz ql3.11 ql3.13 ql3.31 ql3.33 ql3.42
= 601 bp o
4,093,000 bp 4,099,100 bp 4,099,200 bp 4,093,300 bp 4,099,400 bp 4,093,500 bp

[0-127]

SL_1007-T1-B_mut.barm Coverags

SL_1007-T1-B_rnut.bam

Sequence —

Refseq Genes
MAF2EZ




chrl19:4,095,977-4,099,576
| | e | |
pl3. pl3.Z pl3.13 pl3.11 plz pll qll  ql2 ql3.11 ql3.13 ql3.31 ql13.33 ql3.42
- 601 bp
4,099,000 bp 4,093,100 bp 4,093,200 bp 4,093,300 bp 4,099,400 bp 4,093,500 bp
| | | | | | |
_ [0 - 122]
SL_1007-TZ-B_rmut.barm Cowverace

17=
17-
17-

o S o S S B S S N ™ N = = iy = Ry

SL_1007-T2-B_rnut.barm

Sequence —

Refseq Genes

MAPZEZ




chrl17:12,095,396-12,095,995

e -l = 2 ] [ [ [ I N Y i
pl3.Zz pls.1 plz pllZ pll.l qll.? qlz gqzl.1 gqZL31 qZ1.33 q22 q23.1 q23.3 Q4.2 az5.1 az5.3
- 601 bp -
12,095,500 bp 12,095,600 bp 12,095,700 bp 12,095,800 bp 12,095,900 bp 12,09
| | | | | | |
SL_0005-RN_11-B_mut.bam Cove 0 2
SL_0005-RM_11-B_rmut bam
Sequence mue R Ry A O R D M @ A A A A e N T R SR

Refseq Genes
MAP2E 4



chrl7:12,095,396-12,095,995
-
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 -
12,035,500 bp 12,095,600 bp 12,095,700 bp 12,035,200 bp 12,095,300 bp 12,09
| | I |
[0 - 25]
SL_0009-LT_1-B_rrut. barm Cowal :
SL_0009-LT 1-B_rmut.bam
Sequence e T T T e T e T e T T TR
e P R S - N R
MAP 2K 4




chr17:12,095,396-12,095,995
[sere—
pl3.2 pl3.1 pl2 pll.z pll.l qll.Z qlz g21.1 qZ1.31 q21.33 922 q23.1 q23.3 q24.2 q25.1 q25.3

» 601 bp "

12,095,500 bp 12,055,600 bp 12,095,700 bp 12,095,800 bp 12,095,900 bp 12,09

I I I I I I
o o [0 - 401]
SL_0011-LT_2-B_rnut.barm Cowale

SL_0011-LT_2-B_rmut.bam
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SL_0011-LT S-B_rmut.bam

chrl17:12,095,396-12,095,995
[t
pl3.Z2 pl3.l plz pll.Z pll.l qll.Zz qlz g21.1 qZ1.31 q21.33 922 q23.1 q23.3 q24.2 q25.1 q25.3

e 601 bp e

12,095,500 bp 12,055,600 bp 12,095,700 bp 12,095,800 bp 12,095,900 bp 12,09

I I I I I I
_ o [0 - 215]
SL_0011-LT_5-B_rrut. barm Coweal:

Sequence
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chr17:12,095,396-12,095,995
| 1
pl3.2 pl3.1 plz pll.Z2 pll.l qll.Z qlz g21.1 qZ1.31 q21.33 922 q23.1 q23.3 q24.2 q25.1 q25.3

» 601 bp g
12,095,500 bp 12,055,600 bp 12,095,700 bp 12,095,800 bp 12,095,900 bp 12,09

I I I I I I

_ o [0 - 200]
SL_0011-LT_&-B_rmut.barm Cowal:
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chrl17:12,095,396-12,095,995

e [ [ [ [ I BN Y il
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 -
12,035,500 bp 12,095,600 bp 12,095,700 bp 12,035,200 bp 12,095,300 bp 12,09
| | | | | I |
[0-1Z]
SL_0011-LT_7-B_rrut. barm Cowear:
SL_00L1-LT 7-B_rmut.bam
Sequence e TR O T E T I A S O HEE T G O [ EE EE U S U s

Refseq Genes

MAF 2K 4



chr5:56,582,174-56,8582,773

mclzz-m:m-:-:-:m:- || T T 7 N [ |
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 -
=6, 852,200 bp S6,552, 300 bp S, 552,400 bp S, 862,500 bp S6,552, 600 bp =6, 852,700 bp
| | | | | | | |
SL_0007_R_FFPE_58-B_mutbam
rage
SL_0007_R_FFPE_S8-B_mut.ba
Im

Sequence m T E T S E i H T U i S S g S T S Sy e Gy

Refseq Genes
MAF 2K 1



chr5:56,582,496-56,8583,095

I:D:-:-:-:I:I:-*CIZZ-:-:_-:-:-:E:- || T T 7 N [ |
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 -
56,852,600 bp 56,582,700 bp 56,852,800 bp 56,852,900 bp 56,585,000 bp 56,85
| | | | | I |
SL_1010_L_FFPE_S-B_mut.bam = [
age
|
|
|
|
|
|
|
|
|
|
|
|
SL_1010 L _FFPE_5-B_mut. bam I
|
|
|
|
|
|
|
|
|
|
|

Sequence TR T T T T S I e O T T S N I S IO oo

Refseq Genes
MAFSEL



chrs:56,559,573-56,860,172

CIZ:-:-:-:-:-:I:- || =
pl5.31 pld.2 pl3.3 pl3.l1 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
56,559,600 bp 56,659,700 bp 56,659,800 bp 56,559,900 bp 56,560,000 bp 56,560,100 bp
I | I | I I I
[O-110]

SL_1010-M5-B_mut.barm Cowerag

SL_1010-M5-B_rut.bam

Sequence —

|||I|III||IIIIIIIIIIIIIIIIIIIIIIII"""IIIII"IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII

Refseq Genes

MAPZKL




chr5:56,581,634-56,8582,233

mclzz-m:m-:-:-:m:- || T T 7 N [ |
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 -
S, 551, 700 bp =6, 551,500 bp s, 851,900 bp S6,5582,000 bp =6,852,100 bp =6, 5582, 200 bp
| | | | | | | | |
SL_1010_L_FFPE_13-B_mutbarr 0 3
rage
SL 1010 L_FFPE_13-BE_mut.ba 1
I-I-I -

Sequence T A I T O T e e E A U T S O T G Y S e A T s N T S U NN

Refseq Genes
MAF 2K 1



chrs:56,572,662-56,873,261

I:D:-:-:-:I:I:-*CIZZ-:-:-:-:-:I- || T T 7 N [ |
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 -

56,872,700 bp 56,872,800 bp 56,872,900 bp 56,873,000 bp 56,873,100 bp 56,873,200 bp
I I I I I I I I

[0 - 22]
SL_1010-M5-B_rmut.bam Cowverag

SL_1010-M5-B_rrut.barm

e, o ] ol e fond ], e e o Bl e o ] o e o] ] v, e o] ] v e ] e ] o], e ] v

Sequence I T T T T e T T T T i T I I U N I R VRIS o

MAFZIK1

Refseq Genes



chr5:56,580,927-56,8581,526

I:D:-:-:I:I:-CIZZ-:-:-:-:-:!:- || T T 7 N [ |
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

I 601 bp N
56,851,000 bp 56,851,100 bp 56,351,200 bp 56,551,300 bp 56,551,400 bp 56,851,500 bp
I I I I | | I | l
SL_1010_L_FFPE_14-B_mut barr |77 1%%%
rage
SL_1010_L_FFPE_14-B_mut.ba H
m

Sequence TR T U T My Ny N T I i i

Refseq Genes
MAP2KL



chr5:56,580,927-56,8581,526

I:D:-:-:I:I:-CIZZ-:-:-:-:-:E:- || T T 7 N [ |
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 -

56,881,000 bp 56,851,100 bp 56,881,200 bp 56,881,300 bp SE, 881,400 bp 56,851,500 bp
I I I I I I I I I

[0 - 24]
SL_1010-M4-B_rmut.bam Cowverag

SL_1010-M4-B_mut.bam

S equence m T T I v O I A S T sy U uwE U o

Refseq Genes
MAPSEL



chr5:56,575,6858-56,879,257

I:D:-:-:I:I:-CIZZ-:-:-:-:-:!:- || T T 7 N [ |
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 -
=,575,500 bp S6,578,900 bp =6,5735,000 bp 56,579,100 bp 56,579,200 bp 56,
| | | | | | |
SL_1010_L_FFPE_12-B_mutbarr 013
rage
SL_1010_L_FFPE_12-B_mutba
m
Sequence me RO T T T EEEEE EE O Ay g e g s e s e s U eEEEUEmTyEu

Refseq Genes
MAP2KL



SL_1010 L _FFPE_10-B_mut.bair

rage

SL_1010_L_FFPE_10-B_rrut.ba

m

Sequence —

Refseq Genes

chr5:56,593,254-56,593,853

CIZZ-:-:_:—:-:-:E:- || T T 7 N [ |
pl3.2 pl3.1 pll qll.2 ql2.2 ql3.2 ql4.2 ql5 q2l.2 q22.2 q23.2 q31l.1 qg3L2 q33.1 q34 q35.2

pls.31

pld.3

56,833,400 bp
I

56,833,500 bp
I

601 bp -

56,893,600 bp 56,893,700 bp 56,333,800 bp S
I I I I

[0 - 28]

MAFIK1



chr5:56,582,008-56,8582,607

mclzz-m:m-:-:-:m:- || T T 7 N [ |
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 -
56,882,100 bp SE, 352,200 bp 56,5382, 300 bp SE, 352,400 bp SE, 882,500 bp 56,882, 60
I | I | I I I
[0 - 32]
SL_1010-M&-B_rmut.bam Cowverag
I :
SL_1010-M6-B_rrut.bam T I

Sequence m I T T T T e ey T s e gy g O g M e EE S

Refseq Genes
MAF 2K 1



chrs:56,582,344-56,8582,943

I:D:-:-:-:I:I:-*CIZZ-:-:_-:-:-:E:- || T T 7 N [ |
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 -

SE, 882,400 bp 56,882,500 bp 56,882,600 bp 56,882,700 bp SE, 882,800 bp SE, 882,900 bp
I I I I I I I I I

[0 - 22]
SL_1010-M&-B_rmut.bam Cowverag

SL_1010-ME&-B_rrut.barm

e o e B, e ] B e o o e B i e e boacd Bt oo o o] e B it b et

Sequence O A U I I S i I I A I gy S S E O oy

Refseq Genes
MAF 2K 1



chr5:56,593,357-56,593,956

I:D:-:-:I:I:-CIZZ-:-:-:-:-:E:- || T T 7 N [ |
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 -
56,893,400 bp S6, 593,500 bp 56,593,600 bp S6,593, 700 bp =6,593,500 bp S€,593,900 bp
| | | | | | | | |
SL_1010_L_FFPE_S-B_mut.bam = [ <
age
SL_1010_L_FFPE_S-B_mut.barri I
Sequence me RN R NN T TS T T TE N E T EE T S i s s A g g g g o e s e [ M I U Uy

MAFIE1L

Refseq Genes



chr5:56,587,969-56,85858,565

I:D:-:-:-:I:I:-*CIZZ-:-:-:-:-:I- || T T 7 N [ |
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 -
S, 558,000 bp =6, 868,100 bp 56,588,200 bp S, 558, 500 bp S, 558,400 bp S6, 558,500 bp
| | | | | | |

SL_1010_L_FFPE_13-B_mutbarr 0 3
rage
SL 1010 L_FFPE_13-BE_mut.ba |
m |
Sequence me RO RN S S EEU N E I sy s e s U ey U e /P EmyH

Refseq Genes
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chr5:56,587,969-56,85858,565

I:D:-:-:-:I:I:-*CIZZ-:-:-:-:-:I- || T T 7 N [ |
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 -

56,888,000 bp 56,888,100 bp 56,888,200 bp 56,888,300 bp 56,888,400 bp 56,888,500 bp
I I I I I I I

[0 - 24]
SL_1010-M&-B_rmut.bam Cowverag

SL_1010-M&-B_mut.bam

S equence m T T E I e T S M O S U o

hMAFIEL MAFIK1

Refseq Genes



chrs:56,572,679-56,873,275

I:D:-:-:I:I:-CIZZ-:-:-:-:-:E:- || T T 7 N [ |
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 -

56,872,800 bp 56,872,900 bp 56,873,000 bp 56,873,100 bp 56,873,200 bp
I I I I I I I I

[0 - 20]
SL_1010-M4-B_rmut.bam Cowverag

SL_1010-M4-B_rnut.bam

S equence m O T M T O T T A T T T I S T N TR

hMAFIK1

Refseq Genes



chr6:30,707,419-30,7085,015
[T T e i1 ] B N - [ I 20O D T N BN =]

pz5.1  pZ3 p2z2.Zz pZlL3l pZLl plz.Zz gll.l al3 qld.l qls  qle.2 aZl q22.1 q2232 q23.3 g2+4.3 qz5.2  qZ7
- 601 bp -
20,707,500 bp 50,707,600 bp 50,707, 700 bp 20,707,500 bp 50,707,900 bp 20,708,000 b
| | | | | v | | |
SL_0005-LT_11-B_mut.bam Cow 0 1
SL_0005-LT_11-B_mut barm =
Sequence me RO LN e S U T T I s i N T A T N I e E g T s QT S M v O

Refseq Genes
MOC1



chré:30,707,419-30,7085,0135

pz5.1 pz3 pZz.Zz pzl31 pzl.l plz.2 qll.l

[ 1 [ 1
ql3 ql4.1 qlSs ql6.2 921 q22.1 q22.32 q23.3 q24.3 q25.2 qz7
= 601 bp e
30,707,500 bp 20,707,800 bp 20,707,700 bp 30,707,800 bp 20,707,900 bp 30,702,000 b
| | | . | | | |
[O-132E]
SL_0005-LT-4-B_rrut.bam Cowers

SL_0005-LT-4-B_rmut.bam

A

Sequence — FIIIIIIIIIIIIIIIIIIIIIWIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIﬁIiIIIIIII||IIIIIIIIIIIIIIIIIIIIIIIIIII|II|IHIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII|IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIHIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIWIHIIIIIIIIHIIIIIIHIHIIIIIIIIIIIIIIIII||IIHITFIIIIIIIIFIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIHIIII
HE.FE i o _ £ £ i 2 £ £ i 2 £ £ i 2 : £ E 4 : £ E 4 : £ E 4

MOCL




chr6:30,707,419-30,7085,015

[T T N T [ =
p25.1 p23 p22.2 p2ZL31 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 -
30,707,500 bp 20,707,800 bp 20,707,700 bp 30,707,800 bp 20,707,900 bp 30,702,000 b
| | I | I h 4 | | |
[0 -42]
SL_0005-LT-9-B_rmut.bam Cowers
SL_0005-LT-9-B_mut.bam =
Sequence m RO T M T T T I T S O T e T N S s S U e O O U A A

Refseq Genes

MOC1



chr¥:71,121,139-71,121,735

p22.32 p22.2 p22.11 p2l.1 pll.3 pll.Z1 qll.2 ql3.Z qz2l.1 gZl.21 q22.1 q23 q24 q25 q26.2 q27.1 q23
= 601 bp -
71,121,200 bp 71,121,200 bp 71,121,400 bp 71,121,500 bp 7L1z1.e00bp 71,121,700 bp
| | I | I | | |
[0 - 24]
SL_1012-M2-B_rmut.bam Cowverag
SL_1012-M2-B_rmut.bam
Sequence m R T ET T I T W S e EE ] et ] T E ) N Ot N c 0 F O e e i ST T M s Eu g o

MED1Z

Refseq Genes



chrl5:41,665,945-41,669,544

| | | || B B | | | [ 1
plz pll.?Z plll gll.z gl3.1 gld gl>.1 g2l.1 q21.3 q22.2 q22.32 qz+.1  gq25.1 q25.3 g26.1 q26.2
- 601 bp -
41,663,000 bp 41,665,100 bp 41,663,200 bp 41,663,300 bp 41,663,400 bp 41,669,500 bp
| | | | | | | | |
SL_1012 R_10 FFPE-B_mut.bam [0 %
rage
5L 1012 R_10 FFPE-B_mut.ba
(nal

S equence m T I I I R R T T U U I I M I S MU M H S T I N O

Refseq Genes
PG~



chrl5:41,725,973-41,729,572

I I I - o] B M I I I [ 1
pl2 pll.Z plll gll.Zz ql3.1 qld gls.l q2l.1 q2l.2 q22.2 q22.32 q24.1 qg25.1 q25.3 qg26.1 q26.2
~ 601 bp -
41,729,000 bp 41,729,100 bp 41,729,200 bp 41,729,300 bp 41,729,400 bp 41,729,500 bp
I | I | I I I
[0 -327]

SL_1012-M1-B_rmut.bam Cowverag

SL_1012-M1-B_rnut.bam T

Sequence T T T T S N T e T U S I U E i e g

hAGA

Refseq Genes



chrz:47,415,996-47,416,595

- 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 Q372
- 601 bp -
47,416,100 bp 47,416, 200 bp 47,416,300 bp 47,416,400 bp 47,416,500 bp 47,41
| | | | | | |

SL_0007_L_FFPE_13-B_mutbar 024
rage
SL_0007_L_FFPE_13-B_mut.ba
i
Sequence e RO A I I T e e i I iy i mm EE E  m  EE E s S e U Ve

MSHZ

Refseq Genes



chrz:47,462,852-47,463,451
| |
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 Q372
- 601 bp -
47,462,900 bp 47,463,000 bp 47,463,100 bp 47,463, 200 bp 47,463,200 bp 47,463,400 bp
| | | | | | |
SL_1005 R_FFPE 59-B_rmut.bax 5
rage
SL_1005_R_FFPE_53-B_mut.ba A | || R
m I e
Sequence e SR e T e e e e e T e e T R T
N— F 7 S S 7 7 R
MSHZ




chrz:47,462,852-47,463,451

- 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 Q372
- 601 bp -
47,462,900 bp 47,463,000 bp 47,463,100 bp 47,463, 200 bp 47,463,300 bp 47,463,400 bp
| | | | | | |

SL_1005_R_FFPE_66-B_mut.bam L <&
rage
SL_1005_R_FFPE_66-E_mut.ba |
m |
Sequence me RO T T N T I U e S i s s e g g S ST SV Eauuuma

Refseq Genes
MEHZ



|chra;lz?,?aa,'ng'-12_?,?39,;]23
[ | |

p23.2 p22 p2l.2 pl2 pll.2Z gll.l ql2.l

gl3.1l g2l1.11

127,728,500 bp
I I

601 bp

127,738,600 bp. 127,738,700 bp

q2l.2 q22.1 q22.3 q23.2 q24.11 ql!.ll

q24.23

127,738,800 bp 127,738,900 bp

-

127,735,000 bp
I I

[0 - 223]

SL_1010-T1-B_rmut.bam

Sequence —

SL_1010-T1-B_mut.barm Coverags

II|IIIII'IIIII'IIIIIII"|IIIIIIIIIIIIIIIIIII'II||'IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII'II'IIIIIIIIIIIII|||IIIIIIII||I||||||||||||||||||IIIIIIIIIIIIIIIIIIIIIII|IIIII|||||IIIIIII|||||||I

Refseq Genes

OO 00 S
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chrg:127,735,429-127,739,025

Il EEE =B ' 2 EBEEE | I T O N [ 1 -:_]:* [
p23.2 p22 p2l.2 pl2 pll.2Z qll.l qlz.1 ql3.1 q21.11 q2l.2 q22.1 q22.3 q23.2 q24.11 q24.21 q24.23
~ 601 bp -
127,735,500 bp 127,738,600 bp 127,735,700 bp 127,755,800 bp 127,755,900 bp 127,739,000 bp
I I I | I I | I I
[0-322]

SL_1010-T2-B_rmut.bam Cowverans

SL_1010-T2-B_rnut.barm

Sequence m R T I T T I s E S O T O T S T M M RE S 8 T e M e s v S Uy

Refseq Genes
[



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 -
16,054,600 bp 16,054,700 bp 16,054,500 bp 16,054,300 bp 16,035,000 bp 16,

chrl7:16,034,4588-16,035,0537

SL_0005-RMN_11-B_mut.bam Cinle

SL_0005-RN_11-B_mut.bam

[0 - 43]

|
Sequencea

Refseq Genes

TTZ13




chrl7:16,034,4588-16,035,0537

SL_0009-LT_1-B_rrut. bam Cow

SL_0009-LT_1-B_rmut.bam

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 -
16,054,600 bp 16,054,700 bp 16,054,500 bp 16,054,300 bp 16,035,000 bp 16,
I | I | I I I
[0 - 40]

ot

Sequence

Refseq Genes

TTiZ13




chrl17:16,034,4588-16,035,037

[

pl3.2 pl3.l pl2 pll.Zz pll.l qll.z

g1z q21.1 qzl.31 q21.33 q22 q23.1 q23.3 q24.2 q25.1 q25.3

601 bp

1E,034,600 bp 1E,034, 700 bp 1€.024,200 bp
| . 3 . : .

16,024,300 bp 1E,035,000 bp
I I

[0-421]

SL_0011-LT 2-B_mut.bam Covare

SL_0011-LT_2-B_rmut.bam

||||||||I\||||||||||||||||||||"|||||||||||“||\|||||||||||\||||||“||“Illl\llﬂll\"‘l\ll\l'“‘III\IIIIII"“IIIIIIII"|||||||||||||||||||\|||||||||“||||||||||||||I‘I|||||F'||||||||'H||||||||||I!|||||||||||!!||||||!!|\|||||!|||"||||"|||||||||\N||||||||||||||||||"\||'||||'||||I|||||||||i||||||'||||||||||||\|||||||||H||Il|II“|||||\|||\|||||Il||III||II|\I|‘|"||I||\|||\|||||I|\|||||||\||\\|||\||\||||||||||||||||||||}

Sequence e L T R T

‘Refseq Genes

S0 OO A A

TTC19.




chrl7:16,034,455-16,035,057
st [ ]
pl3.2 pl3.1 pl2 pll.Z pll.l qll.Z gl2 q21.1 qz21.31 q21.33 q22 q23.1 q23.3 q24.2 q25.1 q25.3
- 601 bp
16,034,600 bp 16,034,700 bp 16,034,200 bp 16,034,300 bp 1E,055,000 bp
=] : B : A | | |
_ N [0 - 228]
SL_0011-LT_5-B_rrut. barm Coweal:
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|_ Sequence o

Refseq Genes : ' :
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(& (&

TTC19




chrl7:16,034,455-16,035,057
- [ 1 11
pl3.2 pl3.1 pl2 pll.Z pll.l qll.Z gl2 q21.1 qz21.31 q21.33 q22 q23.1 q23.3 q24.2 q25.1 q25.3
- 601 bp
16,034,600 bp 16,034,700 bp 16,034,200 bp 16,034,300 bp 1E,055,000 bp
N . O . N . | | |
_ N [0 - 215]
SL_0011-LT_&-B_rmut.barm Cowal:

SL_0011-LT 6-B_rmut.bam

||||||||||||||||||||||||||I“\lllllll\l‘“ll\l'l\ll||||I'\IIIIINII‘I‘IIIIIIIIII||||||||||\||||||“||||||||||||||||||'“||||||||||||||“|'W||N|||!'|||||||||!!|||||||||||||||!I|!|i|||||!|INi|||I\|||||||‘|||l||||||||'|||'|||||||Il|||||Il||||||Il|||||||||II\||II\H|\\III\II\I||||I|\|I|\|||\|||\|||||||||||ﬂ|||}

Sequence -

Refseq Genes : ' :

T T

T T

TTC13




chrl7:16,034,4588-16,035,0537

- -all]l N | [ [ [ I BN Y il
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 -
16,034,600 bp 16,034,700 bp 15,034,200 bp 16,034,300 bp 16,035,000 bp 15,
| | | | | | |
[O-18]
SL_0011-LT_7-B_rrut. barm Cowear:
SL_0011-LT_7-B_mut.barm I
Sequence me IR T I T T N i E I S S o Ty @ EE i S E U uu U e

TTZ13

Refseq Genes



chrl7:16,034,485-16,035,087
i
pl3.2 plz.1 plz2 pll.Z pll.l qll.Z qlz q2L.1 qzZL.31 q21.33 q22 q23.1 q23.3 q24.2 q25.1 q25.3
~ 601 bp -
16,024,600 bp 16,024,700 bp 16,024,500 bp 16,034,900 bp 16,035,000 bp 1E,
| | | | | | |
SL_0011-LT_11-B_rmut.bam oy [0~ 116]
SL_0011-LT_11-B_rut.bam
Sequence me | T O T e T E U E e O Em I I i T S Em S T i e i EHay T S G [ @
e + + + +—— R R T S S N 5 +
TTC19




chrz2:29,665,148-29,668,747

[ [ o il —
pl3 pl2 pll.Zz pll.l qll.21 gqll.22 qlz.1 qlz.2 ql2.3 ql3.1 ql3.2 ql3.31 ql13.32
~ 601 bp
29,668,200 bp 29,668,300 bp 29,668,400 bp 29,665,500 bp 29,668,600 bp 29,668,700 bp
I | I | I I I I I

SL_1002_L_FFPE_24-B_mut.bar| | [° %!

rage

SL_1002 L _FFPE_24-B_mut.ba
m

IIII'IIII"III|||||III|IIIIII

Sequence o

T I T S Y A T M MU S ey O I S N s
- T R R R R

MFZ




chrs:171,410,218-171,410,517

pl5.31 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 -
171,410,300 bp 171,410,400 bp 171,410,500 bp 171,410,600 bp 171,410,700 bp 171,410,500
I | I | I I I I
[0 - T8]

SL_1007-T1-B_rmut.bam Cowverags

SL_1007-T1-B_mut.bam

Sequence R T U S I T U e S S s N S | iy o

Refseq Genes
MPML




chrs:171,410,218-171,410,517

pl5.31 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 -
171,410,300 bp 171,410,400 bp 171,410,500 bp 171,410,600 bp 171,410,700 bp 171,410,500
I | I | I I I I
[0 - &88]

SL_1007-T2-B_rmut.bam Cowverans

SL_1007-T2-B_mut.bam

Sequence R I T T VT A M T I e S N N i T NSO S m o

Refseq Genes
MPML




chrl6:23,635,160-23,635,759
_ I [ D o il [ I I [ s [T
pl3.3 pl3.2 pl3.lz plz3 plz.1 pll.Zz plll qll.2 qlz.1 qlz.2 921 qz2.1 q22.3 q23.2 qz24.1
- 601 bp
23,635,200 bp 23,635,300 bp 23,635,400 bp 23,635,500 bp 23,635,600 bp 23,635,700 bp
| | | | |
[0 - 4585]

SL_0012 RT_3-B_mut.bam Cove-

SL_0012_RT_3-B_mut.bam

|\||||||||||||||||||||||\I||||||||||||||||||||||||||||||||||||||Ii||1||||||||||||||||||||||||||||||||||||||||||I|||||||||||||||‘||||||||||||||||||||||||||||||||||||||||||'|||||||'|\||||||||||||||||||\\I|||||||\||||||||||||i||||||||||||||||||||||||||||||||||||||||||‘||||||||||||||||||||||||||||\H||||||||||||||||||||||||||||||||||||||ﬂ||H\||||||||||||||||||||||||||||I\||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||}

Sequence —

'IIIIIIIﬂIIIIIIIIIiIIIIII|I1IIIIIIIIIIIIIIIlH]IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII|IIIIIIIIIIIIIIIII|IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII]IIIIIIIIII]IIIIIIII]IIIIIIII]IIIIIII[IIIIIIIHIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII]IIIIIvIIIIIIfIIIIIIIIIIII]IIIIIIIIIII]IIIIIIIIIIIIII]IIIIIIIIIlIIIIIIIIIIIIIIIIIIII]IIIIIIIII_|

Refseq Genes

FALEZ




chrl6:23,635,160-23,635,759

_ I [
pl3.3 pl3.Z2 pl3.lz plz.3

T N [ s 1
pl2.1 pll.Zz pll.l qll.Z2 qlz.1

qlz2.2 qZzl qZz2.1 q22.3 q23.2 qz4.1

23,635,200 bp 23,635,300 bp

23,635,400 bp 23,635,500 bp

23,635,600 bp 22,655,700 bp
I I

[0 - 232]

SL_0012 RT_4-B_mut.bam Cove-

SL_0012_RT_4-B_rmut.bam

Sequence

\d

|||||||||||||||||||||||||'|||||||||||||||||||||||||||||||||||||||||||||||\|||||||||||||||||||||||||||I||||\III“|||||||||||||||||||||||||||||||||||||I\\||||"||||||||||||||||||||||||||||||||“|||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||}

Refseq Genes

I e T T T T T

PaLBZ




chrl5:42,015,256-42,015,855

[ T ] [ —--"'-—_:—:—:-:_ [ [
pll.21 pll.22 pll.1l qll.2 qlz.1 qlz.2 qlz.2 q21.1 q21.2 q2l.31 q21.33 q22.1 q22.2 q23

- 601 bp -
42,015,300 bp 42,015,400 bp 42,015,500 bp 42,015,600 bp 42,015,700 bp 42,015,500 bp
| | | | | | | |
SL_1010_L_FFPE_3-B_mutbam - [ 1500
age
SL 1010 L_FFPE_3-B_mut.barmi
Sequence me RO O AN O N U U EN U M O sy s e U S E s U s Emmu

Refseq Genes
FlIK2Z2



chrl5:42,015,256-42,015,855

[ T ] [ —--"'-—_:—:—:-:_ [ [
pll.21 pll.22 pll.1l qll.2 qlz.1 qlz.2 qlz.2 q21.1 q21.2 q2l.31 q21.33 q22.1 q22.2 q23

- 601 bp -
42,015,300 bp 42,015,400 bp 42,015,500 bp 42,015,600 bp 42,015,700 bp 42,015,500 bp
| | | | | | | |

SL_1010_L_FFPE_12-B_rmut bary 71000
rage
SL_1010_L_FFPE_12-E_rmut ba
m
Sequence me RO O AN O N U U EN U M O sy s e U S E s U s Emmu

Refseq Genes
FlIK2Z2



chr3:179,215,005-179,215,607

p26.1 p24.3

175,218,100 bp
I

179,218,200 bp
I

601 bp
173,218,300 bp

p22 p221 p2l.2 pla.2z pl2 plz2.2 qlll glz.3 ql3.2 qzl1 q22.2 q24 qg25.2 qz26.1 qzﬁ.!_ 2 q27.3 q29

-

179,215,400 bp

179,215,500 bp

179,2158.6

SL_0011 L_FFP E_Eﬂ-El_mut.ha]‘r
rage

SL_0011 L _FFPE_20-B_rmut.ba
m

[0 -77]

Sequence -

‘Refseq Genes

T T

CN

CY

CY

CY

CN

CY

CY




chr3:179,215,005-179,215,607

p26.1 p24.3 p22 p221 p2l.2 pla.2z pl2 plz2.2 qlll glz.3 ql3.2 qzl1 q22.2 q24 qg25.2 qz26.1 qzﬁ.!_ 2 q27.3 q29

- 601 bp -

175,218,100 bp 179,218,200 bp 179,218,300 bp 175,215,400 bp 179,218,500 bp 173.2158.6
I I I I I I I

SL_1002 L FFPE_15-B_rmutbar | © 25

rage

5L_1002_L_FFPE_15-B_rrut.ba
m

Sequence mep | IR

‘Refseq Genes




chr3:179,215,008-179,215,607

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

179,215,100 bp 179,215,200 bp 179,218,300 bp
I I

-

175,215,400 bp 179,218,500 bp 173.2158.5
I I

EL_lEIDEI_Fl._FFPE_BEI-El_mut.haI‘rI D

rage

SL 1003 R_FFPE_93-B_mut.ba
m

1l |IIII
THRLL Y

Sequence e

T OO O OO AR e AR AR

Refseq Genes

FPIKZCA




chr3:179,215,004-179,215,603
I T

T 7T TN P T 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 -
175,718,100 bp 179,218,200 bp 175,718,200 bp 173,718,400 bp 179,218,500 bp 173,718,
| | | | | | |
SL_0005_R_FFPE_73-B_mutbam 3
rage
SL_000S_R_FFPE_73-B_mut.ba
m
Sequence mume RO RGO AT T i T T A A T E e N O ey e S F o S U T S U EHE T MM HMNHHE

Refseq Genes
FIK2CA



chr3:179,215,004-179,2158,603

SL_1004_L_FFP E_Ell]-El_mut.Ea_]T

rage

SL_1004_L_FFPE_38-B_rnut.ba

m

p26.1 p24.3 p22 p221 p2l.2 pla.2z pl3 plz2.2 qlll glz.3 ql3.2 qzl.1 q22.2 q24 q25.2 q26.1 q26.32 q27.3 q29
= 601 bp o
179,215,100 bp 179,218,200 bp 179,215,300 bp 179,218,400 bp 173,218,500 bp 173,218,
I I I I I I
[0 -120]

Sequence

Refseq Genes

SRR T




chr3:179,215,004-179,2158,603

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 -
179,718,100 bp 179,218,200 bp 175,718,200 bp 175,718,400 bp 179,218,500 bp 179,718,
| | | | | |
SL_1008_L_FFPE_3-B_mutbam = [ 147
age

SL_1008_L_FFPE_3-B_mut.barr

Sequence

\\|\\|\|“\|\|\||\|l\|\I“I\\‘\\“"||H\\||\\\||I‘"‘||"II“||||I\I\I\\\|“\“"|“““\\\“II'\‘\|NI\I|\|II“H\||“N|||““|“\|“ﬂ“||“|}

‘Refseq Genes

i e e e A A T

FIKSCA




chr3:179,215,004-179,215,603
I T

T 7T TN P T 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 -
175,718,100 bp 179,218,200 bp 175,718,200 bp 173,718,400 bp 179,218,500 bp 173,718,
| | | | | | |
SL_1012 R_10 FFPE-B_mut.bam <
rage
SL 1012 R_10 FFPE-B_mutba
m
i

Sequence me RN T S T T O T O e Gy g e e e S O T o Iy

Refseq Genes
FIE2CA



SL_0001_L_FFPE_10-B_mut.barr

rage

SL_ 0001 L FFPE_10-B_rut.ba

m

Sequence —

Refseq Genes

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 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

[0-11]

PIEZCA



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_R_FFPE_58-B_mutbaw 0 <
rage
SL_0001_R_FFPE_S8-B_mut.ba
m

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
FIK2CA



chr3:179,233,998-179,234,597

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 q26.!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

SL_0004 L _FFP E_14-E|_mu1:.ha]'r

rage

SL_0004 L FFPE_14-B_rmut.ba

m

[0 - &52]

Sequence —

Refseq Genes

FPIEZCA




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 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

[O0-15]
SL_0004-RM-8-B_rrut.barm Cover

SL_0004-RMN-8-B_mut.bam

Sequence T T T T T i U N | O US| uE U

Refseq Genes
FIK2CA



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 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_000S_L_FFPE_6_skin-B_rmut b [ 71700

Coverage

SL_0005_L FFPE_6 skin-B_mut. b

Sequence T T T T T i U N | O US| uE U

Refseq Genes
FIK2CA



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_0005_L_FFPE_38-B_mutbarr 017
rage
SL_0005S_L_FFPE_38-E_mut.ba
I_n 1

Sequence T T T T T i U N | O US| uE U

Refseq Genes
FIK2CA



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_0005_R_FFPE_78-B_mutbam 17
rage
SL_000S_R_FFPE_78-B_mut.ba
M

Sequence T T T T T i U N | O US| uE U

Refseq Genes
FIK2CA



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_0006_R_FFPE_21-B_mut.baw [0 %
rage
SL_0006_R_FFPE_21-B_mut.ba
i

S equence m T I T A I i O N S I I T Sy U U e

Refseq Genes
FIE2CA



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 -
173,234,100 bp 173,224,200 bp 173,234,200 bp 173,234,400 bp 173,234,500 bp 173,23
| | | | | | |
[0-1Z2]
SL_0007_LT_9-B_rrut.bam Cowve
SL_0007 LT 9-B_rmut.barm

Sequence T T T T T i U N | O US| uE U

Refseq Genes
FIK2CA



chr3:179,233,9958-179,234,597

p26.1 p24.3 p22 p22.1 p2l.2 pla.2z pl3 plz.2 qlll gqlz.3

ql3.2 g21.1 q22.2 q24 q25.2 q26.1 q26.32 q27.3 q29
= 601 bp o

179,234,100 bp 179,224,200 bp 179,254,300 bp 173,254,400 bp 173,254,500 bp 173,23
I ' = ' B ' I I I

SL_0007_R_FFPE_67-8_rmutban 257
rage

SL_0007_R_FFPE_67-B_mut.ba
m

IIIIIIIIIIIIIIIIIIIIII'IIII'IIIIIIII'IIIIII'IIIIIIIIIIIII"'IIIIIIIIIIIIIIIIIIIII|IIII|IIIIII"III'I|IIIIIIIIIIIIII|IIII"IIIIIIIIII|IIIIIIII|IIIIIIIIIIIIIIIIIIIIIIIIIII|||I||IIIIIIIII|I|IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII

Sequence mp | TN AT T

Refseq Genes

FPIEZCA




chr3:179,233,998-179,234,597

p26.1 p24.3 p22 p221 p2l.2 pla.2z pl2 plz2.2 qlll glz.3 ql3.2 qzl1 q22.2 q24 qg25.2 qz26.1 qzﬁ.!_ 2 q27.3 q29

601 bp -

179,234,100 bp 179,234,200 bp 175,234,200 bp 179,234,400 bp
I I I I I

179,234,500 bp 179,23
I I

[0-101]

SL_0008_LT_2-B_rmut.barm Cowve:

SL_0008_LT_8-B_mut.bam

II|IIII|||III"I|I|III"III|I"IIII|II||III|IIIIIIIIIIIIII|IIIIII||I||I|||I|I|I|||||||III|III|IIIIII

Sequence

- LETTTETE TR IIIIIIIIIIIIIIIIIIIIIIIIII|IIIIIIIIIIllllllllllmlIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII|IIIIIIIIIIIIIIIHIIIIIIIIIIIIIIIIIIIII|IIIIIIIIIIII|

‘Refseq Genes

FPIEZCA




chr3:179,233,9958-179,234,597
p26.1 p24.2 p22 p22.1 p2lL.2 pla.2 ple plz.2 qll.l qlz.3 ql3.2 qz2l1  q22.2 q24 q25.2 q26.1 q26.32 q27.3 q20
- 601 bp -
179,254,100 bp 179,254,200 bp 179,234,300 bp 179,234,400 bp 179,234,500 bp 173,23
I I I I I I I
SL_DO0S-LT_15-B_ mut. bam Come 1@ 143
SL_DO0B-LT 15-B_mut.bam
Sequence —
Refseq Genes _
FIKSCA




SL_0009 L FFPE_21-B_mut.barr

rage

SL_0009_L_FFPE_21-B_rrut.ba

m

Sequence —

Refseq Genes

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 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 - 10.00]

PIEZCA



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 -
173,234,100 bp 173, 754,200 bp 179,754,300 bp 179,234,400 bp 173,724,500 bp 179,23
| | | | | | |
SL_0005_L_FFPE_26-B_mut barr 0 3
rage
SL_0009_L_FFPE_26-B_mut.ba
m

Sequence B I T S S I T ] T A T ] O VT T I E T

Refseq Genes
FIK2CA



SL_0009 L FFPE_30-B_mut.barr

rage

SL_0009_L_FFPE_30-B_rmut.ba

m

Sequence —

Refseq Genes

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 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 - 10.00]

PIEZCA



SL_0010 L _FFPE_18-B_mut.barr

rage

SL_0010_L_FFPE_18-B_rnut.ba

m

Sequence —

Refseq Genes

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 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 - 10.00]

