chrl14:104,779,915-104,750,514
| | [ |
plz pll.Z qll.l glz gl3.1  gzl.1 q21.3 q22.Z q23.1  q23.3 q24.2 g31.1 q31.3 g32.12 qg322 q
- 601 bp -
104, 750,000 bp 104,780,100 bp 104, 750,200 bp 104, 780,300 bp 104, 750,400 bp 104, 780,500
| | | | | | | |
SL_0004_RN_06_mut bam Cowe | 074
rage

SL_0004_RM_06_mut.bam

Sequencea

Refseq Genes

\d

A.

AETL




chr19:46,919,399-45,919,993

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 -
46,919,500 bp 4€,915,600 bp 46,919,700 bp 46,919,500 bp 4,919,900 bp 46,920
I I I | I | I
[0 - 25]

SL_0006_RM_3%9 mut.bam Cowe

rage

SL_0006_RM_39 mut.bam

Sequence

Refseq Genes

ARHGAPIS

T T T T T T T Y T T e ] Y O T e I I I O T U S T P N



chr19:46,919,742-46,920,341
| - il |
pl3.3 pl3.Z pl3.13 p13.11 pl2 pll gll gqlZ  gl3.11 q13.13 q13.31 ql3.33 ql3.42
- 601 bp -
4€,9139,200 bp 4£,919,500 bp 46,920,000 bp 46,920,100 bp 4£,920,200 bp 46,920,300 bp
| | | | | | | | |
SL_0001_RM_23_mut bam Cowe | 05
rage
SL_000L_RM_23_mut. bam
Sequence m RO O IS M TS A H S M M e N T {000 T e T M 0y et 0w e WAN N 1
Refseq Genes i : : i ’ : : i . . . . ; ; ; ;
ARHGAPSS




chr19:46,920,723-46,921,322

| | 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 -
48,920,200 bp 4£,920,900 bp 45,921,000 bp 45,921,100 bp 45,921,200 bp 45,921,200 bp
| | | | | | | | |
[0 - 40]

SL_O001_RM_10_rmut.bam Cowe

rage

SL_O001_RM_10 rmut.bam

Sequence m R ] T N T I S N A T I I ] N M e Sy U 5D

Refseq Genes
ARHGARZS



chr19:46,921,203-46,921,302

| e - el |
pl3.3 pl3.z2 pl3.13 pl3.11 plz pll qll qlz ql3.11 ql3.13 ql3.31 ql3.33 ql3.42

= 601 bp o

46,921,300 bp 4€,921,400 bp 46,921,500 bp 46,921,600 bp 46,921,700 bp 45,921,

[0-127]

SL_0002 LN_1_mut bam Coverag

SL_0002_LM_1_rmut.bam

Sequence —

Refseq Genes

ARHGAF 25




chr19:46,921,203-46,921,302

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 -
46,921,300 bp 4,921,400 bp 45,921,500 bp 46,921,600 bp 4,921,700 bp 45,921,

[0 - BA]
SL_000Z_LM_3 mut.bam Cowverzg

SL_O00Z_LM_3_rmut.bam

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

Refseq Genes
ARHGAR 35S




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

- -~

pl3.3 pl3.Z2 pl3.13 pl3.11 plz pll qll qlz ql3.11 ql3.13 q13.31 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 - 25]
SL_000Z_LM_9 rmut.bam Cowverag

I

I

I

1

I

I

I

!

1

I

I

1

I

1

I

I

1

I

I

!

SL_O00Z2 LM_9 rmut.bam I

I

I

!

I

i

I

I

I

I

I

I

I

i

I

!

I

I

I

S equence m O I i T T T O I S AT T I U i A M O O T T T T T O E I

Refseq Genes

ARHGAF 35



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

T T 7 B — et [ -_:-:_: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

-
46,921,300 bp 46,921,400 bp 45,921,500 bp 46,921,600 bp 46,321,700 bp 45,921,
| I | I I I I

[0 -104]

SL_0002 LW _11 rrut bam Cowvers

Sequence —

Refseq Genes

ARHGAF 35




chr19:46,919,465-46,920,064
| - il |
pl3.3 pl3.Z pl3.13 p13.11 pl2 pll gll gqlZ  gl3.11 q13.13 q13.31 ql3.33 ql3.42
- 601 bp -
46,919,500 bp 4£,919,600 bp 4£,919,700 bp 4£,919,200 bp 4£,919,900 bp 4£,920,000 bp
| | | | | | |
SL_0006_RM_46_mut bam Cowe, | 053
rage
SL_0006 RM_46_mut.bam
Seqguence e ’|||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||H||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||l||H||||||||||||||||||||||||||||||||||
Refseq Genes : 3 c £ ; - g : . : 5 : - . 3 .
ARHGAP3S




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

| | 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 -
46,919,500 bp 46,913,600 bp 46,513,700 bp 46,915,500 bp 46,513,900 bp 4,520,000 bp
| | | | | | |

SL_0006_RMN_47_mut bam Cowe | 037
rage
SL_0006_RM_47_mut.bam

Sequence IR T T T T Y O T I T N T Y O T I e S s s ) m e

Refseq Genes
ARHGARZS



chr19:46,921,307-46,921,906

I I [ | | I [rt e e | [ I [ | | I I
pl3.3 pl3.Z2 pl3.13 pl3.11 plz pll qli qlz ql3.11 ql13.13 ql3.31 ql3.33 ql3.42
- 601 bp -
45,921,400 bp 46,921,500 bp 45,921,600 bp 48,321, 700 bp 45,921,500 bp 46,921,910
| I I I I |
[0 - 42]

SL_000Z_LM_34 rut.bam Cowvers
SL_0002 LN 34 mut.bam i

S equence T T M O T e T T ] U 0 T S T EH S T e S I A

Refseq Genes

ARHGAF 35



chr19:46,919,375-46,919,974

| e - el |
pl3.3 pl3.Zz pl3.13 pl3.11 plz pll qll qlz ql3.11 ql3.13 ql3.31 ql3.33 ql3.42
= 601 bp o
46,913,400 bp 4,915,500 bp 4,919,600 bp 4€,915,700 bp 46,919,500 bp 46,919,900 bp

SL_0001_RM_15_mut bam Cow

rage

SL_000L_RMN_15 mut.bam

[0-124]

Sequence —

Refseq Genes

ARHGAPZIS




pl3.3

i

chr19:46,919,376-46,919,975

pl3.Z2 pl3.13

46,913,400 bp
I

4£,919,500 bp
I

I | e | |
pl3.11 plz pll qll qlz ql3.11 ql3.13 ql3.31 ql13.33 ql3.42
601 bp -
46,519,600 bp 4£,919, 700 bp 4£,919,500 bp 46,519,500 bp

SL_0004 RM_08_mut.bam Cow

rage

SL_0004_RM_08_mut.bam

[0-42]

Sequence —

Refseq Genes

ARHGAF 35




chr19:46,919,574-46,920,173

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 -
46,919,600 bp 4€,915,700 bp 4€,919,500 bp 46,919,300 bp 4,920,000 bp 46,920,100 bp

SL_0004 RM_08_rmut.bam Cow

rage

SL._0004. RN_08 rmut.bam P —— L | —

Sequence —

Refseq Genes

ARHGAF 35




chr19:46,920,543-46,921,442

| | 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 -
46,920,900 bp 46,521,000 bp 46,521,100 bp 46,971,200 bp 46,521, 300 bp 46,971,400 bp
| | | | | | | |
SL_0004_RN_08_mut bam Cowe | 03
rage |

SL_0004_RM_08_rmut.bam

S equence T T T Oy T O T O T T T e S T T ] e R T TS T R U E YR

Refseq Genes
ARHGAR 35S



rage

chr19:46,921,357-46,921,956
| - |
pl3.3 pl3.z pl3.13 pl3.11 plz pll gqll g1z  gl3.11 q13.13 ql3.31 q13.33 ql3.42
- 601 bp
46,921,400 bp 46,321,500 bp 46,921,600 bp 46,921,700 bp 46,371,500 bp. 46,521,900 bp
| | : B v | | : | |
SL_0004_RM_47_rmut.barm Cowe | [ 25

SL_0004_RM_47_mut.bam

|_ Sequence o

\\||\||\|||||\\||I\||||||||||||‘||IIIIIIIIIIIIN|i|IIIii1N1IIiiiI"iilii“iiﬁiiiiiiiiiiiIi|||'IIIIIIIIIII||||||||E!H!|iiiiIIMiI\IIIIIIIIIIIIIIII|Il|IlIllll!l!!l!!IllIIllIIﬂIlIIIIllIIIIIIIIIIIIIII|||||||||||H|I|||!||“\}

HE:FEEH Genes

ARHGAF S5

IIIJIIIIIIII!IIIIIIIIIIIIIIIII_JIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII||IIIIIIIIIIIIIIIIlIIIIIIII|||||II||IIIIII||||IIIIIIIIIIIIIIIIIIIIIIIIIII|IIIIIIIJIII_IIIIII_IIIIlIIIIIII_IIJIII_I_IIII_III_IIIIIIIIIIIIIIIIII_IIIIH_IIIIIIIIIIIIIIlI_IIIIIIIIIIIIIIIIII|IIIIIIIIIIlIIIIlIII!IIIII!IIIIIIIIIIIIIII_IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII




chr19:46,921,357-46,921,956
| i - e
pl3.3 pl3.z pl3.13 p13.11 pl2 pll qll qlZz  gl3.11 q13.13 ql3.31 q13.33 ql3.42
- 601 bp
46,521,400 bp 46,321,500 bp 46,921,600 bp 46,921,700 bp 46,371,500 bp. 46,521,900 bp
| | B | | : | |
SL_0004_RN_48_mut bam Cowe, | 0 140
rage

SL_0004_RM_428 rmut.bam

Sequence

REFEEq Genes

\|||||||||||||||I|||||||IIIﬁIiIii|iiI||iiiiiiiiiiiiiiiiiiIIII|||IIIIIIH|E!IIIiilllIIIIIIIIIIIIIl||!!!!lllﬂImlIIllIIIIIIIIIIIIIH\INII}

ARHGAF 35




chr19:46,937,009-456,937,603

I I [ | | I [rt e e | [ 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 -
4,957,100 bp 46,957,200 bp 4,957,300 bp 46,937,400 bp 4,957,500 bp 4, 957,60
I | I | I I I
[0 - 25]

SL_000Z_LM_19 rmut.bam Cowvers

SL_0002_LM_19_rut.bam

Sequencea e

ARHGAFRZS

Refseq Genes



chrl9:46,937,009-46,937,605
R [ e -l [
pl3.3 pl3.Z pl3.13 pl3.11 pl2 pll gll1  ql12 ql3.11 ql3.13 ql3.31 ql13.23 ql3.42

- 601 bp -

45,937,100 bp 46,937,200 bp 48,937,300 bp 4E,937,400 bp 45.5-3?.5{"3 bp 45.93?.ED
| I | I | | |
[0 - BZ]
SL_000Z_LM_20 rut.bam Cowers

SL_0002_Lh_20_rmut.barm

\I“II\||\“II\\||\\I\||\\\“II\\II\““IINI\III\I\I\“ )

Sequence —

Refseq Genes

ARHGAPIS




chr19:46,920,602-46,921,201
| - il |
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 46,921,100 bp 46,921,
| | | | | | | |
SL_0001_RM_26_mut bam Cowe | 074
rage

SL_000L_RM_26_mut.bam

A

Sequence —

Refseq Genes

ARHGAF 35




chr19:46,920,602-46,921,201
| i - e |
pl3.3 pl3.z pl3.13 pl3.11 pl2 pll qll qlZz  gl3.11 q13.13 ql3.31 q13.33 ql3.42
-t 601 bp -
46,920,700 bp 46,920,200 bp 46,920,300 bp 4£,921,000 bp 4€,921,100 bp 46,921,
I % . 2 . % . - 4 -
SL_0001_RM_27_mut bam Cowe, 131
rage
SL_0001_RM_27_mut bam
Sequence ey [Hlllﬂl|||m||||||||||||||||||H||||||||||||||||||||||||||||||||||||||||||||||||||||||ﬂ||||||||||||||]||1|||||||||||||||||||||||H|||||H||||H|||||||||||||H|||||||||||||||'|||||||||||||||||||||||'|||||||I|||||||||||||||_|’|m|||||||H|ﬂ||]H||||||||H|||||||||H1|||||||||||H||||||H||||||"W|H||||||||||_Tllﬁ|_||||H|||||||H|I|||H|-|||||||||\
H.EfsEq Genes : € : i E G £ 7 & i # - & & & # * * * * * i = = = 1 = = > » - H
ARHGAF 25




chr19:46,920,602-46,921,201
- [ Ko - -2 [
pl3.3 pl3.z pl3.13 pl3.11 plz pll qll qlZz  gl3.11 q13.13 ql3.31 q13.33 ql3.42
-t 601 bp -
46,320,700 bp 46,520,800 bp 46,920,900 bp. 46,921,000 bp 4€,921,100 bp 46,371,
I % . - . % . = . 5
SL_0001_RM_31_mut bam Cowe, | " 2580
rage

SL_0001_RM_21_rut.bam

I\II\|\N“\\\\\||||\\||“I\|\\\“I\\|||““I||\\||||\\\|||\|“|||I““|||\Nl\\\\|II\\\|\\|||||\||I\N\\|\N“|\\\III“|\\||\||\\\\IN|\\|\\I\\\||I““||\\\IN\\||\II\I||\\IIW|\\NII\|\\““\\\\|I“\||\|““\||\\““|||\II“I\\““I““l“l“““““}

Sequence -

RETseq Geneas

ARHGAF S5




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

| e - el |
pl3.3 pl3.Zz pl3.13 pl3.11 plz pll qll qlz ql3.11 ql3.13 ql3.31 ql3.33 ql3.42

= 601 bp o

46,920,700 bp 46,520,500 bp 4,920,900 bp 46,921,000 bp 4,921,100 bp 46,971,

[0 -128]

SL_0001_RM_32_mut bam Cow

rage

SL 0001 RM_32 mut.bam

Sequence -

Refseq Genes

ARHGAPIS




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

| - |
pl3.3 pl3.z pl3.13 pl3.11 plz pll qll qlZz  gl3.11 q13.13 ql3.31 q13.33 ql3.42
-t 601 bp -
46,320,700 bp 46,520,800 bp 46,920,900 bp. 46,921,000 bp 4€,921,100 bp 46,371,
| | | | | |
SL_0001_RM_33_mut bam Cowe, 195

rage

SL_000L RM_33_mut.bam

Sequence

\II\\||\I“\\|\I\I\\\\\“|||\|NI\|\|II\\|||NI\|||||“\\\|\|||||\NI\\\|\\I\\\|“N|\||I\I\\|\||\||\\\I“I\\\\“Il|||||||\\\\“\I\\\||\||||\\\II\||INI\\I\I“||||“IIII“II\I“II“I“IHN}

‘Refseq Genes

'_HIIHiIHIlHIIIIIIIIIIIIIIHIIHHIIIIIIIIIIIIIHIIIIIIIIIIIIIIIIIIIIIIIIIlIIIIIIIIIIIHIIIIIIIIIIIIIEIHIIIIIIIIII||||II|IIIIIIHI]IIIHIIIIHlIIIIIIIIIIHHIIIIIIIIIIIIIII'IIIIIIIIIIIIIIIIII|||||'|IIIII1|IIIHIIIIIIIIIHIHHIIIIIIIIIIFII1IIJHIIIIIII1HIIIIIIIIIHﬂIIIIIJIIIH{IIIIIHIIIIIIIIIIIHIIHIIIIIIIIITHIIIIIIIIIIIHIIIIIIIHIIIIIHI-IIIIIIIII

ARHGAF 35




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

ql3.31 ql3.33 ql3.42

ql3.13

ERED

qlz

pll ql1

pl2

pl3.11

pl3.13

pl3.2

pl3.3

601 bp
45,921,100 bp

46,920,900 bp

4£,920,700 bp

46,971,

46,921,000 bp.

46,920,500 bp.

AR A 2 0 DA DA

[0 - 515]

ARHGAF 25

o '_HmmmﬂllIIHIIHHIIIIIIIIIIIIIHIIIﬂIIIIIIIIIIIIIIIIIIIIHIIIIIIIII I O T O T T T T i W I I T A T T T e N N A 0 W

37 mu’.c. Eam Coow

SL_D0OL_RN
SL_0001_RN_37_rmut.barm

rage
Sequence

‘Refseq Genes




chr19:46,920,602-46,921,201
T T 7 [ |l | [
pl3.3 pl3.Z2 pl3.13 pl3.11 plz pll gll qlz ql3.11 ql3.13 ql3.31 q13.23 ql3.42
~ 601 bp -
4,920,700 bp 46,920,500 bp 4,920,900 bp 46,921,000 bp 4€,921,100 bp 45,921,
| I I I I I | I

SL_0001_RM_38_mut bam Cowe | 028
rage

Sequence —

Refseq Genes

ARHGAP 25




chr19:46,921,198-46,921,797

| | [ | | | | | | [ | | | | |
pl3.3 pl3.Z pl3.13 pl3.11 pl2 pll gll ql2 ql3.11 ql3.13 ql3.31 ql13.23 ql3.42
= 601 bp -
45,921,200 bp 45,921,400 bp 45,921,500 bp 45,921,600 bp 46,921,700 bp 45,321

| | | | | | |

[0 - 25]
SL_0010_LM_24 rut.bam Cowvers
SL 0010 LM_24 rut.bam L

Sequence T T T T T T B s T S S O S I e M N S T S N T SV e VST e S i

Refseq Genes

ARHGAFRZS



chr19:46,921,198-46,921,797

| | [ | | | | | | [ | | | | |
pl3.3 pl3.Z pl3.13 pl3.11 pl2 pll gll ql2 ql3.11 ql3.13 ql3.31 ql13.23 ql3.42
= 601 bp -
45,921,200 bp 45,921,400 bp 45,921,500 bp 45,921,600 bp 46,921,700 bp 45,321

| | | | | | |

[0 - 23]
SL_0010_LM_25 rut.bam Cowvers
SL_ 0010 LN 25 rmut.bam L

Sequence T I O N U E T i S N v T i i T R T S T A e T QST TS E Dy

Refseq Genes

ARHGAF 35



chrl:26,773,146-26,773,745
[CTTT B TTHTIT T T T Y N BN k4 [

p36.23 p36.1 p34.2 p33 p32.1 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 -

26,773,200 bp 26,773,500 bp 26,773,400 bp 26,773,500 bp 26,773,600 bp 26,773,700 bp
I I I I I I I I

SL_0015_RM_36_mut bam Cowe | 037

rage

SL_0015 _RM_36_mut.bam

Sequence m R I A N I S T T T T O I N N I e T ] S I T R I S o S v

ARIDLA

Refseq Genes



chrl:26,773,146-26,773,745

[
p36.23 p36.1 p34.3 p33 p3z.1 p31.1 p22.2 pz2l.1 pl3.1 glz qz2l.1 qg22 q24.1 q25.2 q31.2 g3z.2 q4l q42.2 gt
- 601 bp o
26,773,200 bp 26,773,300 bp 26,773,400 bp 26,773,500 bp 26,773,600 bp 26,773,700 bp
I I I I I I I I
SL_0015_RN_46_mut bam Cowe | 08

rage

| Sequence o

00 00000000 0000000 000000 0 R
i S r r I T S (R DI S

)

ARIDLA,




SL_0015_RM_47_mut bam Cow

p36.23 p36.1

p34.3

chrl:26,773,146-26,773,745

p33

p32.1

p3l.1l p22.2

pzl.1 pl3.1 qlZz q2l.1 q22Z q24.1 q25.2

26,773,200 bp
I I

[0-128]

601 bp
2E, 773,300 I:||:|

q31.2

q3z2.2 qdl

q42.2

qd4

26,773,400 bp
I

2E, 773,500 bp
I

rage

SL_0015_RM_47_mut.bam

Sequence -

Refseq Genes

26,773,600 bp

26,773,700 bp

IIIIIIIIIIIIIIIIIIIIIIIII|III|IIIIII|IIIIIIIII||IIIIIIIIIIIIIIIIIIIIIIIIIIII||IIIIIIIIIIIIIIIIIIIIIIIIIIIIII

T

T

ARIDLA

T T




chrl:26,773,146-26,773,745

[.]:.:ﬂ:zhjl C T D O B B D e [ B W I BT T N 7 7 BT 7
p36.23 p36.1 p34.2 p33 p32.1 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 -
26,775,200 bp 26,773,300 bp 26,775,400 bp 26,775,500 bp 26,773,600 bp 26,775,700 bp
I I | I
[0 - 53]

SL_0015_RM_48_rmut.bam Cow

rage

SL_0015_RM_48 mut.bam

I|||II||II||IIIIIIIIIIIIIIIIIIIIIIIIIIII

Sequence —

Refseq Genes

ARIDLA




chrl:26,773,146-26,773,745

L | |
p36.23 p35.1; p34.2 p33 p32.1 p3l.1l p22.2 p2l.1 pl3.l qlz

q2l.1 q2Z q24.1 qg25.2 q3L2 q32.2 g4l q42.2

qd4

601 bp

26,773,200 bp 268,773,300 bp 26,773,400 bp 26,773,500 bp 28,773,600 bp 26,773,700 bp
I I I

SL_0015_RM_45 mut bam Cowe | [0 3]
rage

Sequence —

OO0 0000000 000 000 00 00000 0 O
T ST S B BT W B W

ARIDLA




chrl:26,773,146-26,773,745
[CTTT B TTHTIT T T T Y N BN k4 [

p36.23 p36.1 p34.2 p33 p32.1 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 -

26,773,200 bp 26,773,500 bp 26,773,400 bp 26,773,500 bp 26,773,600 bp 26,773,700 bp
I I I I I I I I

SL_0015_RM_50_mut bam Cowe | 03

rage

SL_0015_RM_50_mut.bam

Sequence R O I N I T I T ST OV i I N e g e g i S O T STy

ARIDLA

Refseq Genes



chrl:26,773,146-26,773,745
[CTTT B TTHTIT T T T Y N BN k4 [

p36.23 p36.1 p34.2 p33 p32.1 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 -

26,773,200 bp 26,773,500 bp 26,773,400 bp 26,773,500 bp 26,773,600 bp 26,773,700 bp
I I I I I I I I

SL_0015_RM_57_mut bam Cowe | [0 28

rage

SL_0015 _RM_57_mut.bam

S equence A T T T VT A O T T T T T e U S T E T N N HEEHE EE T sy U

ARIDLA

Refseq Genes



chrl:26,773,146-26,773,745
[CTTT B TTHTIT T T T Y N BN k4 [

p36.23 p36.1 p34.2 p33 p32.1 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 -

26,773,200 bp 26,773,500 bp 26,773,400 bp 26,773,500 bp 26,773,600 bp 26,773,700 bp
I I I I I I I I

SL_0015_RN_S8_mut bam Cowe | 073

rage

SL_0015_RM_58 mut.bam

S equence T T U S T O T T T T E e U SR Ty S E P T S U N s

ARIDLA

Refseq Genes



chrl:26,773,146-26,773,745

[ﬂ]:.:ﬁ:zhjl C T D O B B D e [ B W I BT T N 7 7 BT 7

p36.23 p36.1 p34.2 p33 p32.1 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 -
26,775,200 bp 26,773,300 bp 26,775,400 bp 26,775,500 bp 26,773,600 bp 26,775,700 bp

rage

SL_0015_RMN_63_mut.bam

SL_0015_RN_63_mut bam Cowe | 0=

A

Sequence

Refseq Genes

ARIDLA




SL_0016_RM_23 rmut.bam Cowe

rage

SL_001l6 RM_23 mut.bam

Sequencea

Refseq Genes

mmp

chrl:26,772,312-26,772,911

[TTIT B T T WTTT T T T B B B [ kv

p36.23 p36.1 p34.2 p33 p32.1 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 -
26,772,400 bp 26,772,500 bp 26,772,600 bp 26,772,700 bp 26,772,500 bp 26,772,900
I | I I I | I
[0 -327]

Joraf el ] e o o], o] e e e e femt] o] ] o] vl o] o] B v, ] o] o] Beemf, e ] Erw] Brem ] o], o] o], vt e o] e

ARIDLA



chrl13:32,332,954-32,333,553

[ [ [ [ T 17 [T [T T B B B [ B B [ D 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 q33.3
- 601 bp -
52 233,100 bp 57 533,200 bp 57,235,500 bp 57 233,400 bp 57,555,500 bp =
| | | | | | |
SL_0007_RM_21_mut bam Cowe, | 71800
rage
SL_0007 RM_21. mut.bam I

Sequence R T O T T T S e i N i O N I Ui o

Refseq Genes
BRCAZ



chrl13:32,332,954-32,333,553

[ [ [ [ T 17 [T [T T B B B [ B B [ D 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 q33.3
- 601 bp -
52 233,100 bp 57 533,200 bp 57,235,500 bp 57 233,400 bp 57,555,500 bp =
| | | | | | |
SL_0015_RM_66_mut bam Cowe | 02
rage

SL_0015_RM_66_mut.bam

Forn{ e oo ] e, Jove] o] g o o], e e B e e e S, o ] [ v, Jomad ] o]

Sequence R T T O T I T A e S S I I | O U i

Refseq Genes
BRCAZ



chrl6:658,805,269-65,508,563

[ 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 -
£5,5808, 200 bp £5,80%, 400 bp 68,808,500 bp £5,808,600 bp £5,808, 700 bp £5,5808, 500 bp
| | | | | | |
SL_0001_RM_28_mut bam Cowe | 0" 3]
rage
SL_000L_RM_28_rmut. bam I
Sequence mume |G R RO E OO T T i MR A H T Qi N O g e O R I e A U N N N T T U EE U

Refseq Genes
COH1



chrl6:658,805,474-65,509,073

[ N N D | | [ -:—: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 -
£5,808,500 bp 68,808,600 bp £5,808, 700 bp £5,80%, 500 bp £5,5808,900 bp £5,803,000 bp
| | | | | | | |
SL_0007_RM_18_mut bam Cowe | 017
rage
SL_0007_RM_18_rut.bam T
Sequence mme RO R T S S T EEU I N Ty gy e ey A U [ EE e Emumy T

Refseq Genes
CDOH1



chr4:186,616,515-186,617,414

B o e -:-:-:-:F
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 -
18F. 616,900 bp 186,617,000 bp 186,617,100 bp 186,617,200 bp 186,617,300 bp 18F, 617,400
| | | | | | |
SL_0007_RN_31_mut bam Cowe | 014
rage
SL_0007_RM_31_rmut.bam I

Sequence I T O T S T S S g e | U mmu e

Refseq Genes

FAT1




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 186,707,300 bp 186,707,400 bp 186,707,500 bp 186,707
I | | | | | I |
SL_0015_RM_1_mut.bam Cover | 037
age |
|
|
|
|
|
|
|
|
|
|
|
|
|
|
|
|
|
|
|
SL_0015_RM_1_mut.bam |
|
|
|
|
|
|
|
|
|
|
|
|
|
|
|
|
|

Sequence m T T T T N T T S I I s U I T T i T T e M S I I S e s ey

Refseq Genes
FATL



chr4:186,707,002-186,707,601
CTT T T T O
ple.l pl5.31  pls.d pl3 qll ql3.1 ql3.3 q2l.22 q22.2 q24 q25 q26 q22.1 q28.3 q31.22 q32.1 q32.3 q34.2 a
i 601 bp -
186,707,100 bp 186,707,200 bp 186,707,200 bp 186,707,400 bp 126,707,500 bp 186,707
| | | | | |
SL_0015_RM_10_mut bam Cowe, | 291
rage

SL_0015 RN_10_mut.bam

|\“\“\\||I\I\||I\I“I\\|II\|\|\IHII|\\\I\|\H“III\\|\I\l|\\|||||\\\““\\\\I\“|\|I\I\|\\\I“I||\\I\“\\\\W|||I\l“\\\\N\|I\I\I\I\l\\III\||‘IIH||ll“\\|\“N\||““||\|“I\\\|||\|\I\\|||\|||I\I\I\||\Iﬂ\||“I“|\\\“\I|\I“I\\\\\|\|\\\\|||I||||NI\N|IN\H\\I\I\“\“I“Iﬂ““ll}

Sequence - '|||||ﬂ|||||:||H|||HH|"||||H|||||||||H||||||H|||||||||||||||||||||||||||||||||||||||||“|H|||ﬂ|||||||ﬂ||||||||]||||H|||||||u|ﬂ||1||||||ﬂm'“|||||||||H|||l|H|||||l|ﬂ||H|H|H|"|||||||H||||||H||||||||ﬂ|||||||||H||||||||||||||||“H|||l|||||||||||H||||||H|||||'||||||||||||||F||||||H1|||||||||||||||||H||||||||]|||||'H|||||||||||||||
Refseq Genes : ; S 2 3 X ¥ £ £ £ £ £ ¢ £ £ g ¢ £ P P P P > - : ; 3 ; -

FATL




chr4:186,619,116-1586,619,715

[T T N T N - BN N 7 ] TE RN T N T e (7] -:-:-:-: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 -
186,619,200 bp 186,619,200 bp 186,619,400 bp 186,619,500 bp 186,619,600 bp 186,619,700
| | | | | | |
SL_0004_RN_08_mut bam Cowe | 037
rage I |
SL_0004_RM_DS_mut.bam -

Sequence m IR T TP R N T e T T T T O e T e T Iy St M O T N i T I I U R U ANV S a9y A g

Refseq Genes
FATL



chr4:186,613,041-186,613,640

[ IT T N T N - BN N 7 ] TE RN T N T e (7] -:-:-:-: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 -
186,615,100 bp 186,615,200 bp 186,615,200 bp 186,615,400 bp 186,615,500 bp 186,615,600 bp
| | | | | | | | |
SL_0004_RN_08_mut bam Cowe | 027
rage
SL 0004 RM_DS_mut bam

S equence m O D O VT U M s T I T TRy ] T T T O G T S E e T T S e R N O VAU

Refseq Genes
FATL



SL_0004 RM_08_rmut.barm Cowe

rage

SL_0O004 RM_0B_rmut. bar

Sequence —

Refseq Genes

chr4:186,611,452-186,612,051

B ] -:-:-:-: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 -
156,611,500 bp 18E,611,600 bp 186,611,700 bp 186,611,500 bp 186,611,900 bp 186,612,000 bp
| I I I I I |
[0 - 28]

FAT1




chrl0:8,069,205-5,069,504

[ 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 -
2,063,300 bp 2,069,400 bp 2,069,500 bp £, 069,600 bp £,0639,700 bp 2,069, 51
| | | | | | |
SL_0015_RM_33_mut bam Cowe | 02
rage I

SL_0015 RM_33 mut.bam

Forn{ e oo ] o eed o] e B o], o] ] v e s} ] v, o] ] ] foemf, o] ] o] v, Jomof] ] B v

Sequence T T T S T R S T S T T MM W ] T S i T I T S i T A O AU N EE /e IV ¥ SN

GATAZ

Refseq Genes



chrl0:8,073,536-8,074,135

1 Joe- v [T N |
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 -

8,073,600 bp 8,073,700 bp 8,073,800 bp 8,073,900 bp £,074,000 bp 8,074,100 bp
I I I I I I I I I

SL_0007_RN_10_mut bam Cowe | 03

rage

SL_0007_RM_10_mut.bam

Roed B e s} o] foemt] e ] e Boemf, Jomad o] o] v, o] Jond G, fomm( e o] e Bomn Jmeed o] e Brmnf e, o] ] o]

S equence O I T T O AR T T T U H T T T T T S I e T I A i M e e T T TSRO EE R

Refseq Genes
GATAS



chrl0:8,058,465-8,059,064

[ T »-f [ T NN BN

pl5.1 pl3 plz.31 pll.Z3 pll.l qll.2Z qZl1.1 q21.3 q22.2 q23.1 q23.32 qz4.2 q25.1 q25.3 q26.13 qZ6.3

- 601 bp -

£,052,500 bp £,052,600 bp £,058,700 bp 8,053,200 bp 2,058,300 bp £,053,000 bp
I I I I | I |
[0 - 28]
SL_0010_LM_31 rrut.bam Cowvers
|

SL_0010_LM_31_rmut.bam 1

Sequence R T U T 8 T T A S O T T S T E e M E I T e T e e I T T QT IS

Refseq Genes
GATAZ



SL_0003_LN_S1_rrut.bam Cavers

chr20:55,909,066-55,909,665

pl3 plz.3 plz.2

[55]
plz.1 pll.23  pll.zZ1

———

qll.1 qll.22 qlz

58,909,100 bp
I

58,303, 200 bp

58,903,300 bp

q13.12 q13.13 ql3.2 ql3.31

601 bp

ql13.33

58,909,400 bp 58,909,500 bp 58,909,600 bp
I I

[0-124]

5L_0003_LM_S1_rmut.bam

Sequence —

IIIIIIIIIIIIIIIIIIIIII|IIII|IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII|IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII

Refseq Genes

T T T

GHAS




chrz0:58,909,242-55,909,541
[ N [ P —~ariEY I [ Y | [

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 -

58,909,300 bp 58,903,400 bp 58,903,500 bp 58,903,600 bp 58,903,700 bp 58,903,800 bp
I I I I I I I I I

SL_0015_RM_66_mut bam Cowe | 02

rage

SL_0015_RM_66_mut.bam

Sequence m O O N N O T ST A e Ty M N O N O e I E N I N S e i e g oy

GrAS

Refseq Genes



chr7:152,147,953-152,148,552
| |

p22.1  p2lL2 pl5.3 plé.3  pld.d plz.2 pll.l qll.22 q21.11 q2l.2 qz2.1 q3l.1 q31.31 q32.1 g33 q35  q36.2

- 601 bp -

152,142,100 bp 152,142,200 bp 152,142,200 bp 152,142,400 bp 152,145,500 bp 1=

| | | | | | |

[0 - 30]

SL_0001_LM_10 rrut bam Cowvers

SL_000L LM 10 rmut.bam

Sequence

Refseq Genes

A

KMT2C




chr7:152,315,038-152,315,637

- I N I N 7 N O B T

p2zz.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 -
152,315,100 bp 152,515,200 bp 152,515,200 bp 152,515,400 bp 152,515,500 bp 152,315,600 bp
| | | | | | | | |
SL_0004_RN_08_mut bam Cowe | 019
rage
SL_0004_RM_DS_mut.bam

Sequence R T U I i N | | | U e

Refseq Genes
EMT2C



chr7:152,181,203-152,181,802
| e |
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 -
152,181,200 bp 152,151,400 bp 152,151,500 bp 152,181,600 bp 152,151,700 bp 152,181
| | |
SL_0015_RM_23_mut bam Cowe | 05
rage

SL_0015 RM_23 mut.bam

Sequence o

Refseq Genes

KMT2C




chr7:152,181,665-152,152,264

- I N I N 7 N O B T

p22.1 pzl.2 pl5.3 pl4.3 pld.d 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 -
152,151,700 bp 152,151,500 bp 152,151,300 bp 152,152,000 bp 152,152,100 bp 152,182,200 bp
I I I | I | I
[0 - =4]
SL_0001L_LM_4 rmut.bam Cowversg
SL_0001 LM 4 rmut.bam i

Sequence m T O O A T R S O ] O S G S RO e A QI P SN

Refseq Genes
EMAT2C



chr5:56,588,032-56,8588,631

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 -
s€,828,100 bp s€,858,200 bp S6,858,200 bp SE,828,400 bp 56,858,500 bp S£, 858,600 bp
| | | | | | | | |
SL_0004_RN_26_mut bam Cowe | 0" 3]
rage
SL_0004_RM_26_rmut.bam I
Sequence w0 T M T U N N W T T I U S U U S S U S A A U S I TS RH

Refseq Genes
MAF 2K 1 MAF 2K 1



chrl7:16,171,546-16,172,145
[ o — e - -l = [T ] T I N Y
pl3.Zz pls.1 pl2 pll.Z plll qll.Z qlz q2l1.1 qZl.31 qZ1.33 q22 gq23.1 q23.3 q24.2 az5.1 az5.3
- 601 bp
16,171,600 bp 16,171,700 bp 16,171,800 bp 16,171,900 bp 16,172,000 bp 16,172,100 bp
| | | | | | | |

SL_0006_RM_45 mut bam Cowe | 051
rage

SL_0006_RM_49 mut.bam

| .

Sequence —

L T T T e R T TR T T
Refseq Genes

MNZOR1




chrl17:16,039,057-16,039,636

e -l = 2 ] [ [ [ 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 -
1€,029,200 bp 16,029,200 bp 16,029,400 bp 1£,029,500 bp 1€,029,600 bp 1€
| | | | | | | |

SL_0017_RM_64_mut bam Cowe | 012
rage
SL_0017_RM_&64 mut.bam i

Sequence T I T T E S e T I S e M i S ) iS5

Refseq Genes
TTC19



chrl7:16,046,750-16,047,379

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 -
16,045,900 bp 16,047,000 bp 16,047,100 bp 16,047, 200 bp 16,047,300 bp
| | | | | | |

SL_0004_RN_08_mut bam Cowe | 0" <
rage
SL_0004_RM_0E_rmut.bam I
Sequence mme OO T E S N U T i g g g s e s sy T O E e M Pama

Refseq Genes
NCORL



chr17:31,155,682-31,156,281

SL_0001_RM_28_mut bam Cow

rage

SL_000L_RM_28 rmut.bam

[ T i "-_lz__:- 1 Y B Y i
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 o
21,155,800 bp 51,155,900 bp 51,156,000 bp 51,156,100 bp 21,156,200 bp £
I I I ™ I I I
[O-122]

|_ Sequence o

HEI'seq Genes

* - * ¥ * - *




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

[

pl3.2 pl3.l pl2

pll.2 q

pll.1l q11.li'

12 q21.1 qz1.31 q21.33 qz2

31,182,400 bp
I

SL_0006_RM_67_mut bam Cowe, | 130

21,182,500 bp 51,182,600 bp
I . .

601 bp

q23.1 g23.3 q24.2

q25.1

q25.2

21,182,700 bp 31,182,200 bp
i .

rage

21,152,900 bp
N

s'L_nqu_ﬂM_'E:g'_-mut. Barm

Sequence e AR A T

Refseq Genes

\||\\|I\\\I\N\““\I\\\I\\M“\!\||\|\\|||||\|\l\\\\\\\\lNI“N\l\\HI\Nlﬂl\|\||II|||||||\||\\\||\I““I\l\“l\lﬂ“ﬂ“l’

MF1




chrl7:31,201,172-31,201,771
[ T - ‘CF_:_ T I N Y il
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 -
21,201, 200 bp 21,201,500 bp 21,200,400 bp 51,201,500 bp 21,201,600 bp 21,201,700 bp
| | | | | | | | |
SL_0004_RN_21_mut bam Cowe | 02
rage
SL_0004_RN_21_rut.bam PP S (| E—
Sequence me | TR |
b il T N S
MF1




SL_0004 RM_08_rmut.barm Cowe

rage

SL_0004_RM_08_mut.bam

Sequence —

Refseq Genes

chr17:31,327,419-31,3258,013

[ T | CF_ [ [ [ [ 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 -
21,527,500 bp 21,527,600 bp 21,527,700 bp 21,527,800 bp 21,527,900 bp 21,528,000 b
I I | I | I I I
[0 - 28]

rFE1



chr17:31,327,540-31,328,139

[ T | CF_ [ [ [ [ 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 -
21,527,600 bp 21,527,700 bp 31,527,500 bp 21,527,900 bp 21,525,000 bp 21,528,100 bp
I I I I I | I | I
[0 -15]

SL_0004 RM_S58_rmut.bam Cowe

rage

SL_0O004 RM_S58 rmut.bam

Sequence T T E T T T I e T e /M i S ey U T v

Refseq Genes
MFL



chr3:179,209,593-179,210,492
I T

T 7T TN 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 -
173,210,000 bp 179,210,100 bp 175,710,200 bp 179,210,200 bp 179,210,400 bp 173,
| | | | | | |
SL_0004_RN_60_mut bam Cowe | 02
rage
SL_0004_RM_60_mut.bam |
Sequence mue DR RN N T E S T TN U T I g e e M e A s N [ N U I GO

Refseq Genes
FIE2CA



chr3:179,209,593-179,210,492

p26.1 p24.2 p23 p22.1 p2l.2 pla.2z pl3 pl2.2 qll.l qlz.3 ql3.2 qz2l.1 q22.2 q24 q25.2 qz26.1 q26.!2 q27.2 q29

- 601 bp -

179,210,000 bp 179,210,100 bp 175,210,200 bp 175,210,200 bp 179,210,400 bp 173,z
I I I I I I I

[0 - 55]
SL_0015_LM_44 rmut.bam Cowvers

SL_0015 LM_44_mut.bam

Sequence —

IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIWIIIIW‘

FIEZCA

Refseq Genes




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 -

175,210,000 bp 175,210,100 bp 175,210,200 bp 175,210,200 bp 179,210,400 bp 173,z
I I I I I I I

SL_0015_RM_11_mut bam Cowe | 03

rage

SL_0015 RM_11_rmut.bam

S equence m T U E T T R I T T T S T I T S N ] e

FIEZCA

Refseq Genes



chr3:179,209,593-179,210,492
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 -
173,210,000 bp 179,210,100 bp 175,710,200 bp 179,710,200 bp 179,210,400 bp 173,
| | | | | | |
SL_0015_RN_12_mut bam Cowe | 054
rage
 Sequence w00 AR ——————"—.—nmnwwnwn—n”—"n = i whwhwn,
i : : - . : e e ; T
PIK3CA




chr3:179,2158,0058-179,2158,607

p26.1 p24.3 pz3

p22.1 p2l.2 pla.2 pl3 plz2.2 qlll gqlz.3

ql3.2 qZl.1 qz22.2 q24 g25.2 q26.1 q26.32 q27.3 q29
» 601 bp 7l
179,218,100 bp 173,218,200 bp 179,215,200 bp 179,215,400 bp 179,218,500 bp 179,218,
I I I I I I I
SL_0004_RN_66_rmut.barm Cowve | 24

rage

'5L_0004_RN_66_mut.bam

IIIIIIIIIIIIIIIIIIIIIIII|IIIIII|IIII|III|||I|IIII|II|||I|II||IIIIIII|IIIIII|IIII||III||I|||IIIIII|||IIIIII||III|I||II|||IIIIIII||III|||II|IIIIIIIIIIIIIIIIIIII|I||IIIIIII||II||IIIIIIII||III||IIIII|I|IIIIIIIIIIIIIII||I|IIIIIII|I|I||||||I|IIIIIIIII|I||III|||I|II||II||IIIII|I|I||||II|I||I||IIIIII|||I|||IIIIIIIII|I|I||||II|I|||III||||I|I||I||I

Sequence —

O 0000
e

Refseq Genes

FIEZCA




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 -

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

179,215,100 bp 179,215,200 bp 179,218,300 bp 179,215,400 bp 175,215,500 bp 173,2158.6
I I I I

SL_0015 LM &0 _rmut.bam Cowvers

[0 -42]

SL_0015 _LM_&0_mut.bam

III|IIIIIIIII||IIIIIIIIIIIIII

Sequence m—

Refseq Genes

T e T T e T T T T T
IR RN S S U

FIEZZA




SL_0004_RMN_25 mut.bam

Sequence

Refseq Genes

chr3:179,215,008-179,215,607
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 -
173,218,100 bp 173,218,200 bp 175,718,200 bp 179,218,400 bp 179,218,500 bp 173, 718,6
| | |
SL_0004_RN_25_mut bam Cowe | 0=
rage

—

\\\\||\\\‘|\|\\\N\\\|N|“||||\|||\|\||“|||\|\’

B0 00 00 0 000 0 AR AR R Ry

Pl SCA




chr3:179,2158,007-179,2158,606
p26.1 p24.3 p23 p22.1 p2lZ pld.Zz pl3 plz.2z qlll glz3 ql3.2 q2l.1 q22.2  q24 q25.2 q26.l q26.32 q27.3 q20
—ay ; E-Dlhp -
179,218,100 bp 179,218,200 bp 179,218,300 bp 179,218,400 bp 179,218,500 bp 173,2158.5
| | | | | |
SL_0007_RN_2_rmut.bam Cover || 10399
age :
SL_0007_RM_2_rmut.bam 5
Sequance e SRR T T T TR T T T T T A T R T T T
Hfen Geres m
FIK3CA




chr3:179,217,995-179,218,594

p26.1 p24.3 p22 p221 p2l.2 pla.2z pl2 plz2.2 qlll glz.3 ql3.2 qzl1 q22.2 q24 q25.2 qz6.1 qzﬁ.!_ 2 q27.3 q29

179,218,100 bp
I I

601 bp -

179,712,200 bp 173,215,300 bp 179,218,400 bp 173,218,500 bp 179,72
|

SL_0015 LM_39 rrut.bam Cowvers

SL_0015_LN_33_rut.bam

[0 - 100]

Sequence

Refseq Genes

T T

T

FIE2CA




chr3:179,217,995-179,215,594
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 -
179,218,100 bp 175,718,200 bp 179,218, 200 bp 175,718,400 bp 173,718,500 bp 17,2
| | | | | | |
SL_0015_RM_10_mut bam Cowe | 034
rage
| )
Sequence e SR T e e T e e e T e T AT
N R N S TR R
FIKSCA




q26.32 q27.3 q29

chr3:179,217,995-179,218,594
p22.1 p2l.2 pla.Z2  pl3 pl2.2

q24 q25.2 q26.1

'qll..1l ql2.3 ql3.2 gzZl.1 q22.2

p26.1 p24.3 pz3

601 bp
173,218,300 bp

178,2

179,215,500 bp

173,218,400 bp
I

179,215,200 bp

173,218,100 bp
I I

[0-142]

SL_0O017_RN_48_mut bam Cow

rage

5L_00L7_RM_48_mut.bam

A0 0 AR R AR AT

Sequence -

FIEZZA

Refseq Genes




chr3:179,215,005-179,218,604
I T

T 7T TN 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 -
173,212,100 bp 173,218,200 bp 173,212,200 bp 173,212,400 bp 173,212,500 bp 173,218,
| | | I | I |
[0 - 27]
SL_0001_LM_38 rmut.bam Cowers

| I

SL_0001_ LM 38 mut.bam |
Sequence m R S ] O M T A U I I e S O I N A N I I A S

Refseq Genes
FIE2CA



chr3:179,215,005-179,215,604
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 -
175,218,100 bp 179,218,200 bp 173,718,200 bp 179,218,400 bp 179,218,500 bp 179,218, ¢
| | | | | | |
SL_0002_RN_60_mut bam Cowe | 0" 3]
rage
adl W W]
Sequence e SR e e e e e e e T e e e T T T TR
N— P D S R S
FIKSCA




chr3:179,215,005-179,215,604
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 -
173,218,100 bp 173,218,200 bp 173,218,300 bp 179,218,400 bp 173,218,500 bp 179,218.¢
I I I | I | I
[0 -T4]
SL_0015 LMW_47 rut.bam Cowvers

EL_DD:LE_LM_q_?_mUt -

Sequence o |

IIIIIIIIIIIIIIIIIIIIII|IIIII|I|I|IIIIIII|IIII|IIIII|I||I|I|II||IIIIII||I||I

Refseq Genes




chr3:179,215,005-179,215,604
p26.1 p24.3 p23 p22.1 p2l.Z2 pld.2? pl3 pl2.2 gll.l qgl2.32 qgl3.2 qZl1l.1 qQ22.2 24 q25.2 q26.1 qzﬁ.!_ 2 g27.3 qz29
- 601 bp -
173,218,100 bp 173,218,200 bp 173,218,300 bp 179,218,400 bp 173,218,500 bp 179,218.¢
I I I | I | I
SL_00L6_RM_56_mut bam Cowe, 102
rage
Sequence L R T T T T e R T T e T R T
I— B s W B G
Flk3CA




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

[ [T T [T T 111 -:-]:-:-:F [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 -
173,215,100 bp 173,218, 200 bp 173,218,300 bp 173,212,400 bp 173,212,500 bp 173,218,
| I | I | | |
[0 - 25]
SL_0001_LM_15 rrut.bam Cowers
SL_000L LM_15_rnut.bam
Sequence mle TR I O E M E M T ] U T E T O M T i iU ST EEE U O EEEEE U i uunm@n©

Refseq Genes

FPIKZCA



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

T TT 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 -
173,215,100 bp 173,218, 200 bp 173,218,300 bp 173,212,400 bp 173,212,500 bp 173,218,
| I | I | | |
[0 - 25]
SL_0015_LM_&9 rut.bam Cowvers
SL_ 0015 LM_&9_rut.bam
Sequence T T I T E N S O O G F T S O T ST S E O EE U M@

Refseq Genes
FIKZCA



chr3:179,215,004-179,215,603
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 -
175,718,100 bp 179,218,200 bp 175,718,200 bp 173,718,400 bp 179,218,500 bp 179,218,
| | | | | | |
SL_00L6_RM_15_mut bam Cowe | 03
rage
Sequence el L e e T T e T e T T e e e e L e T R e T
N— R O B S S R
FIKSCA




| chr3:179,7233,995-179,234,597
p26.1 p24.2 p23 p22.1 p2l.Z2 pld.2 pl3 pl2.2 qlll qlz.3 ql3.2 qzl1 q22.2 q24 q25.2 q2o.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 - T0]
SL_0001L_LM_3 mut.bam Cowverzg
Sequence e L T T T T T
FIK2CA




chr3:179,233,995-179,234,597
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 -
173,234,100 bp 173,224,200 bp 173,234,200 bp 173,234,400 bp 173,234,500 bp 173,23
| | | | | | |
[O-110]
SL_0001_LM_4 mut.bam Cowverzg

SL_0001_LM_4_rut.barm

|\\\II“|\|\I\I\|\|I“\\|N\\\\|||\||\IN\|\I\I\\|\I\ll\\\I\I\||\\I\\\\\II“|\\\II\|\|||N|“|\|“|||\||\||}

i -

Refseq Genes

PIKSCA




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

p26.1

p24.3 p23 p221 p2l.Z2 pla.?2 pl2 plz.2 qlll qlz.3 ql3.2 qz2l.1 q22.2 q24 q25.2 q26.1 q26.32 q27.3 q29
i 601 bp -
179,234,100 bp 179,254,200 bp 179,234,300 bp 179,234,400 bp 179,234,500 bp 179,23
| | | | | |
_ _ [0 - 215]
SL_0001_LM_10_rrut.barm Cowvers

SL_000L LN_10 rmut.bam

Sequence —

‘Refseq Genes

“||\\I\ll|\\|II\|\|\|NI||\N\“\\|\I“|||\\“I“||\|\||||\“I“\\\\I“\|\\\““\\|||\||||||I\I\\\\|\I\I\|\\III“\||“Ill|\\|I\I\|||\\lﬂ\|\“Il“|||\I“\\||\“I\\\|N\I\||II“I\\\\“I\|\\\\I\I||||“|\|N|N““||}

QT T T T R T T T T T T T T T

FIKSCA




chr3:179,233,995-179,234,597
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 -
173,234,100 bp 173,224,200 bp 173,234,200 bp 173,234,400 bp 173,234,500 bp 173,23
| | | | | | |
[0 - 582]
SL_0001L_LM_44 rrut.bam Cowers

E'L_Dﬂﬂl_LM_q.q__mut. 2

|\\|ﬂ“||\||\||\\II“\|\I““\\\\I\|\\\II\\||“\“||\I\I||\INI“““II“I\INI}

Refseq Genes




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

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 -

179,234,100 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_0001_RM_7_mut.bam Cover | 0=

SL_0001_RM_7_mut.bam

T

Sequence —

Refseq Genes

FPIEZCA




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

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

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

SL_000L_RM_25 mut bam Cowe, 154

rage

IIIIIIIIII|IIIIIIII|IIIIIIIIIIIIIIIIIIII||IIIIIIIIIIIIIIII|IIIIIIIIIIIIIIIIIIIIIIIIIII||IIIIIIIIIIIIIIIIIIIIII||IIIIIIIIIIIIIIIIIIIIIIIIIII

SL_0001_RM_25 mut.bam

Sequence e SRR T e T R TR T

Refseq Genes

FIEZZA




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

T 7T TN T 0 [T T T - [ B DT I BN (7 ] 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_38_mut bam Cowe | 03
rage
SL_0001_RM_38_rmut.bam
|

Sequence N T I T G S O U S S O Ty i e

Refseq Genes
FIE2CA



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 179,234,500 bp
I I I I I I I

179,23

SL_0002 RM_B_mut.bam Cover || 1@~ %]

SL_0002_RN_8_mut bam e

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

Fle.fseq Genes

PIK3CA




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
| | | | | | |
[O-18]
SL_0003_LM_12 rmut.bam Cowvers
SL_ 0003 LM_12_mut.bam
!
i

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

Refseq Genes
FIK2CA



|l:hr3:1?9,233,993-1?9,234,59?

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 - 45]
SL_0