chrl:12,725,371-12,725,680

T TTT pF N [ [ T ] T [ Y N [ [ e [ B M B W T TN [ 1
pa6.31 6.21 p36.11 p35]  p3d.Z pa3d p3z.2 pial.3 p31.1 p22.3 p21.3  p21.1 p13.2  pl11.2 qlz q21.1 q213 qf3.Z q247 q25.2 gdl.1 g3l.3 qdz.2 g4 q42.13 g4l qad
- 211 bp -

12,725,400 bp 12,725,500 bp 12,725,600 bp
I I | I

SL_0015_LN_44 WES_unig_mut.aa = 13

CVErage

SL_QO0T5_LM_ 44 WES_unig_mut. 2 3

Sequence

S p——

Cr = = 3 - 3 - . 1 O 1 PR 1 O - O — 1 = — . el

e

[ [ O 1 @l e s

[

r—. N . G — N —

.

— R .

Refseq Genes
AaDACLS

3 e e e, ) B W R - BN 1 B [ P TR Bl e DAL P Rt 8 R —

- r— . L r— A e R e L

Ty Sy -, DNMAN -, D T




chr2:69,466,105-69,466,414

e T [T [T T 7T BT

p5.2  prad p4l  p2aZ  p2iZ  pal pl62 plG pla3 pl2  pll2 g11.1  gl21 gqi3 q14.2 q21.1 q221 gq22.3 9241  g243 g3ll gqil3d gi2Z? g3il g3l g3t gi6Z gdr] gdrd
—~a 211 kp -
69,466,200 bp 69,466,200 bp 69466400 bp
| | | |
SL_0004_RN_&1_WES_unig_mut.ba = 14
cverage
SL_0004_RM_&1_WES_unig_mut.lxa I
Sequence e Rl LR R L R TR O DR T LR T L B L T R T R S LR T O R TR LR R R

PE | S F B D S E R | RS D) R 0 B ) B F O 1 A R T S B E RN S R E R PR F O VOB e | R REE P AR R S B [ S E NS S R RS L SR R e SO L

AAk1

-

Refseq Genes



chr19:99,799,067-99,7949,376

[ [ e | [ [ T N | BN N [ 1
pl5.2 pl1d pld pl12.3Z2 pl12.2 pl11.23 p11.21 g11.1 gq11.22 q21.1 q21.2 q21.3 q22.1 q22.3 gq23.1 gZa.Zz gq23.32 g24.1 g24.31 q25.1 q25.2 q268.11 q26.13 q26.13
- 211 bp -
93,733,100 bp 33,783,200 bp 93,738,304 bp
I I I I
! ] o-111

SL_000F_RBM_2_WES_unig_mut.Bar
Verage
SL_000F_RM_2_WES_unig_mut.kaT % “
Sequence e SRR LN R TR R EEET R LR R R LR LR LT R LR T R LR LR R L LR LR LT TR R R LR R R TR R L R LR LT R R

E RS NS (5 R o N D S P > B L B L SR N RN F O S LS S F O L R L RN | T Y S P L SR

Refseq Genes
ABCCZ



chr16:16,214,709-16,214,518

[ I T [ 0 [ il T N 2 s 20 Z==
pl13d.a pld.2 p1anz pl12.3 pl12.2 p12.1 pl11.2 pl11.1 gq11.2 q12.1 gql2.2 gl3 gq21 q22.1 q22.2 g23.1 q23.2 q24.1 q24.3
- 211 bp -
16274300 bp 16.214.40d bp 16,274,500 bp
I I I I
; o-13

SL_000_REMN_29_WES_unig_mut.la
overage
SL_0004_RM_29_WES_unig_mut.lxa l
Sequence e SRR R LR LU LR LR LR R LR DR R L R LR CH LR LR LT LR LR R TR LR R L R LR R L LR ]

g R e i e S Y e e N S e s e

Refseq Genes
ABCCE



chrl7:75,945,745-75,946,054

[ T e U | T | [ [ [ I BN [ [ 1 | A
p13.3 p13.2 E13.1 p12 p11.2 p11.1 g11.1 q11.2 ql12 q21.1 q21.41 q21.32 q22 q23.1 q23 3 q24.2 q24.3 q25.1 q25 .3
- 211 bp -
75.945,800 bp 75,945,300 bp 75,946,000 bp

SL_0004_RN_66_WES_unig_mut.ba = 17

cverage

SL_0004_RM_&66_WES_unig_mut.lxa I

Sequence e A UL LR R L R L R g R p i a e e g e s e R e s e i e e e e i g R R L T LT

__________________________________________________________________________________________________________________________________________________________________________________________________________|
ACOH]

Refseq Genes



chrl1:66,546,395-66,546, 704

= ||] [ T I N D D |
pl15.4 pl15.3 pl15.1 p14.3 pl14.1 P13 plz pl11.2 p11.11 g12.1 q12.3 1.z gl13.4 g14.1 g14.2 gq21 gq22.1 gq22.3 g23.1 g23.3 q24.1
- 211 bp -
66,546,500 bp 66,54 6,600 bp 66,546,700
I I I I I
; o-111
SL_000_RM_05_WES_unig_mut.a
overage
SL_000d_RM_05_WES_unig_mut.ba
Sequence o IIIIIIIIIiIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIiIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIlIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII!IIIIIlIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII

oy fn) R jod L B BV RORC [ER 0 BRd SR f R BN BN IN . BE O §SR B4 I} [ef o le BYR N IRd lef S OB fSR RSN

Refseq Genes
ACTMZ



chr14:58,702,779-58,703,08%

[ [ [ | I [ N e =l B o D I [ [
=K =F p11.2 p11.1 q11.2 q12 q13.1 q21.1 q21.2 g213 gz21 9223 g23.1 g2az 9241 gq24.2 924 3 g31.1 q31.3 g3az11  g3213 giZZ qizdl qicad
- 211 kp -
58,202,800 bp 58,702,900 bp 58,202 000 bp
| | |

SL_0002_LN_1_WES_unig_mut.bar = 19
verage
SL_0002_LM_1_WES_unig_mut.lbar A
Sequence e A U TR DO R UL B R R L E L LR L R L T L R L U R R R L B R L ]

WCOCFAGETGPREEZ I PSVIEKEAGMPEE

Refseq Genes
ACTRIO



chr6:68,638,644-68,638,953

[ T 7T T T N P [ ] [ I N -l 0 O ] D B ] N [T [T

pf5 2 p243 ped  p22d  pelZ pelad 212 p2l1  pl2d  pl21 g1l gl1Z2 913 q141  g143 glE  gl61 q16.3 a2 q221 g2231 g22.33 9233 q2472  g25 1 9753 g6  gZ7

- 211 kp -

68,638,700 bp 68,638,800 bp 68,638,900 bp
| | | |
SL_0004_RN_15_WES_unig_mut.ba = 4
cverage
SL_000d_RM_15 WES_unig_mut.lxa
;

Sequence L LU UL L O R R L T LR R L e e R e e e e L L R e o e e e e i e e Ly

B G I | RIS YRR F RS T O L N Bl OSSO S S B F OB RS T R G e | R e R e E O OO T O T T S E S RO R S B KR S R KRR | B C R N S R L A e F A H

Refseq Genes

ADGREZ



chrs:149,332,681-149,332,990

[ 1 T N [ [ - NN ] [ I D N [ | [T R F ] [ [
gl 32 pl5.2 pl43d  pl4.1 p13.2 12 gl11.1 gll.Z gl21  gi3.1 q133 glaz gl443 q15  g21.1 g21.3 g222 g231 gqriz 9311 q31d gqaz q33.2 934  q351 9353
- 211 kp -
148,232,700 bp 149,232,800 bp 148,232,900 bp
| | |

SL_0015_RN_11_WES_unig_mut.ba = 14
cverage
SL_QOTS5_RM_T1_WES_unig_mut.lza l
Sequence L R LR LR L D LR L R L R R R R S L L DR R LR R R L L B L LR R R R T T O R R T ]

o5 A L A MBS EORESE A B A B LB A B CRRE A R EREN R R | R L R | | A B KRR RN S SR S e O S G M S S R R K G

Refseq Genes
AFAFILI



chr2; 235,968 458-235 968,767

e T [T [T T T BT N

pZ5Z  p24d pdl  pZdZ  pIiZ  pal pl6Z pl&  p13d plZ2  pl1Z g1l gl21 gqi3 q18.2 g21.1 g221 gq22.3 9241  g243 g3ll gild giZZ gq3dl g3id q35  qi6Z g3t g3t
—~a 211 kp -
235,968,500 bp 225,966,600 bp 235,968,700 bp
| | | |
SL_0015_RN_21_WES_unig_mut.ba = 17

cverage - :

; | -

SL_0015_RN_21_WES_uniq_mut ba T
Sequence e Rl LR FEEH R G L R L T DR R R R L LU B0 L L R L R DR S T L R T D TR DR LR L
DT LGDSVYESSPEISSTTSPELEDBPRPPSPHANREEHEREKEST SNFEADGLSGTA ES E

Refseq Genes

ASARPT



chr7:151,086,675-151,0%6,984

[T T J1I [
qd6. qd6.3

p22.2 p21.3 p2l.2 p153 pl5.1 p14.2 p13 p12.2 p11.2  gl11.1 q11.22 q11.23 q21.11 gZ21.12 g21.2 221 g223 qdl.l g3l2 g3ldZ? gdzl q33 g34  qas

- 211 kp -
151,086,700 bp 151 086,800 bp 151,086,900 bp
| | | |
SL_0007T_RN_25_WES_unig_mut.ba = 17
cverage
IIiI1 1DE
INILTII TN
| TiXi 1in
Tl 1NN
IT1I1 IIIR
SL_000T_RM_25_WES_unig_mut.lxa I] = II - U:
IN1II1 TN
I11I1 IIR
ITiIl HiIR

— -

. B o R . e . B 3 = =

—

—m -

=

g g

Sequence o R LT LR TR TR LR T LR L] B LR L COLEULEY B OO LR TR TR (L OH BB DU L ERLRT | BEREEE P LR UL B R L DR ] B R TR PR E R LR DR R LR R L LB L LR

Refseq Genes



chrl 9:47,502,126-47,502,435

I [ e - vl [ IZI I [ I P Y T T T
P15 2 pl14 pld pl23Z pl2z p11.23 p11.21  g11.1 q11.22 q21.1 212 g21.3  g2Z1 9223 g231 @32 g73d7 g4l g24dl 9251 gqZ5 7 92611 g2613 9261
- 211 kp -
47,502,200 bp 47,502,300 bp 47,502 400 bp
| | | |

SL_000D4_RN_47_ WES_unig_mut.ba = 17
cverage I I I
SL_0004_RM_47_WES_unig_mut.lxa I i I
Sequence e | LE L L L O R RN LR LR LR LR L T R R L B LR L R L RO DR B LT L RN RN L L CEE T D LR LR R L L LR R ]

= RO T e T R REN P AR S RS T SN | SR R VR e L L B TR R B G R TR N S E S RS A | S T i L Gl E SR T S~ SR L RS Lo B - MBS RO RR | AR S BN R BN C R R VY

Refseq Genes
AMHAS



chrl 9:47,502,133-47,502,447

[ 77T TN W T | [ | | [ |2I I [ B N T T [ T
p15.2 pl4 p1d pl232 pl22 p11.23 F11.21  gl11.1 q11.22 q21.1 q21.2 q21.3 q22.1 q22.3 q23.1 g23.2 gq2332 q24.1 q2443] q25.1 Q5.2 q26.11 gq26.13 q26.3
- 211 bp -
47,502,200 bp 47,502,300 bp 47,502400 bp

SL_000D4_RN_47_ WES_unig_mut.ba = 17

cverage I I
| - |
i §
1 1
| - |
SL_0004_RM_47_WES_unig_mut.ba | - |
|
Sequence C R LE LR R D U0 R RN R R T LR R DR LR R LR R L TR R LR L L L O] LR LR RO L L LR L L L R R R B ]
Refseq G *RAQTGTPEPMEPWS TWGTLLQELYMMNGRKECALHLATCGDGEGETEMNY EERSGH . LSS | GBS T oS L SR C S T o o S | S ) 0E O SR & S E SRR SRS | BR O, SN O S S S VY R
50 enes

ANEAZ



chr2fl:34,795,789-34,795,598

ER p12.3 P22 p12.1 pl123 pll.22 pilzl p111  gl11  giial  qll22  qil.zd gl2 qlai1l  qlaiz PIERED q13.2 q13.31 : q13.33
—~a - 311 bp - -
34,295,200 bp 24,795400 bp 24,795,500 bp 34,29
| : I | |

5L_0015_RN_21_WES_unig_m utba P81 :
cverage |

SL_D015_RM_21_WES_uniq_mut.ba

Sequence oy IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIHIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII[IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIlIIIIIIIIIIIIIIIIIIIIIIIIIIIHIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII
A s | B A T | MR T AR IR LR o SRR | MR S S KN PO S S S I--.EF‘I"-'1FI"--']Lh

Refseq Genes
AHCY




chr7;17,339,983-17,340,297

[T T =
p22 2 p21.3 212 pl5d  pl5.1 o142 pla  plzZ  pliz gll.1 q11.22 gi123  g21.11 g21.12 g21.2 q221 g223 gqill gq3l? gqildZ gaz1 933  g34 gi5 gdb1 q36.3
—~a 211 kp -
17,340,000 bp 17,240,100 bp 17,340,200 bp
| | |

SL_0015_RM_12_WES_unig_mutba " ™
cverage
SL_OO0T5_RM_T12_WES_unig_mut.lxa I
Sequence el R T T R LR R L L L R L B L SR TR L TR S R LR R L O L LR

PMGSFEPSPYPITTSSLEDFY TELRQLPENORKHIGLMNPIESA | TROQTCY AGAM SMYQCRQPEPOHTHY GRAMILYMNMPY L PGLOAF

Refseq Genes
AHR



chr7:92,041,923-92,042,232

I:I:I:_:_:-:_:_:-:-:FC_:—:-E_ I R B N ([ Y 20 N 1

p22.2 p21.3 p2l.2 p153 pl5.1 p14.2 p13 p12.2 p11.2  gl11.1 q11.22 q11.23 q21.11 gZ21.12 g21.2 221 g223 qdl.l g3l2 g3ldZ? gdzl q33 g34 gi5 gd6.1 q36.3

- 211 bp -
92 042000 bp 92042100 bp 9204 2,200 bp

SL_0006_RN_36_WES_unig_mut.ba = 14

CVErage

SL_0006_RM_326_WES_unig_mut.lxa —

Sequence e SRR LU TUTHE L REER LR R R LR LR LR LR L L LR LR L LR R LD LT LR LR LR LR L L LT L L LR LR LR LR LR L LU LR R
FEN S BN D B E L - R R | B E AL B S RO | S LR R E AR L C R LR S R L

Refseq Genes
AKAFPS



chr7:92,094 999-92, 095, 308

I:I:I:_:_:-:_:_:-:-:FC_:—:-:!]:_ I R B N ([ Y 20 N 1

p22.2 p21.3 p2l.2 p153 pl5.1 p14.2 p13 p12.2 p11.2  gl11.1 q11.22 q11.23 q21.11 gZ21.12 g21.2 221 g223 qdl.l g3l2 g3ldZ? gdzl q33 g34 gi5 gd6.1 q36.3

- 211 bp -
92095100 bp 92095,200 bp 97 095,300 bp

I | I I I | I

o- 33

SL_QOTS_RM_T1_WES_unig_mut.lza

CVErage
LT

SL_O0T5_BM_T1_WES_unig_mut.lxa

Sequence e SRR LR LR RR R LR R LR R LU LR LR ELRE R L LR EE L TR R R LR LR EEL L L LRE L ELR LR LR LR LR LR LR LR LR L LR L L LR
S E A K KR DR Y L A S E B KNSR S B C B ()RS B E R E RS B L - S C BN N E O EL

AEAPD

Refseq Genes



chrS:126,593,237-126,593,546

[ [ 1 T N [ [ [ 1 B F ] I [
gl 32 pl5.2 pl43d  pl4.1 p13.2 12 gl11.1 gll.Z gl21  gi3.1 q133 glaz gl443 a1 g21.1  g21.3 g222 g231 gq7a, 9311 q31d gqaz q33.2 934  q351 9353
- 211 kp -
126,592,200 bp 176,592,400 bp 176,592,500 bp
| | | | |

SL_0004_RN_05_WES_unig_mut.ba = 17
cverage
SL_0004_RM_05_WES_unig_mut.lxa I

Sequence el LT T AT T T L L T T L T A T R R TR TR TR
; URVEATPENNAPCHYTT | ¥

ALDHTAT

Refseq Genes



chr10:95,637,148-95,637,457

[ T7T T W T | [ e -l [ [ T [ _:-:_g-j:l:_:_ ] N
p15.2 pl4 p1d pl232 pl22 p11.23 F11.21  gl11.1 q11.22 q21.1 q21.2 q21.3 q22.1 q22.3 q23.1 g23.2 gq2332 qoa.1 q244d] q25.1 Q5.2 q26.11 gq26.13 q26.3

-~ 211 bp -

95,637,200 bp 95,637,300 bp 95,627 400 bp
| I I I

SL_0006_RN_57_WES_unig_mut.ba = =4

CVErage

SL_000G6_RM_&67_WES_unig_mut.kxa

Sequence e S8 LU TR R U R ELERECR L LR EE DT L LR LR LR R L R TR LRR LR LR L RO B EEE (T E LR LR LRE LRI R R L B RO LR LR LR R LR R LR R LR L L TR

LR G O | G B R e | T BRI | R e A S s Sy b

[ [

RS B O S MR [ DO B0 RN | S
£ 3 mmy =7 pmm | B o ceoms | RN mham P EER 1 pee

i

Refseq Genes

ALDH1EAT



chr2: 73,558,874-73,559,133

e T [T [T T T BT N

p25.2  p24d p241 pdZ p2eZ p2l p16.2 P15 p13.3 P12 p11.2 ql11.1  gl21 g3 q14.2 q21.1 q221 q22.3 q24.1 243 gdl.] g3l.d gdzz g331 g33d 35 qd67 qdrl garad

-~ 211 bp -

73,558,900 bp 73.559.000 bp 73.559.100 bp
I | I I

SL_0002_LN_1_WES_unig_mut.bay = 17

Verage

B
kP
=B
e
B
SL_0002_LM_T_WES_unig_mut.lbar ‘qa
3«
ke

Sequence e SRR LR R LR LR LR LT LRI R L LR LR LR LR LR T R LR L LR L LR LRL LR LR LD L LR R LR IR LR LR R R LR L L LR
1S BN R S A NS H S B R DR E O 1 L R O R B | ORI E R | SR R S R E RS PO E R L

Refseq Genes
ALMS1



chr2;232,456,061-232,456,370

[ 57 T T [ T 7 N B T 7 . | | 7T T [T T TN BT N -:—:-:E_:-:!]:
p25.2  p24d p241 pdZ p2eZ p2l p16.2 P15 p13.3 P12 p11.2 ql11.1  gl21 g3 q14.2 q21.1 q221 q22.3 q24.1 243 gdl.] g3l.d gdzz g331 g33d 35 qg367 qdrl gara

-~ 211 bp -

232 456,100 bp 232456,200 bp 232 456,300 bp
I I I

SL_000T_LN_10_WES_unig_mut.aa = 13

CVErage

ER
=B
3=
EE
EE
EE

SL_OOOT_LM_T0_WES_unig_mut. 31 =
EE
EE
EE
.

Sequence o S L1 LCTCREO R EERE R TR LR LD L LR LR LT LR LR L ERE R R R LR LR R LT LTI CRE LR LERR LR LR DL L LR LT LR LRI LR LR LR LR TR LERERR LR LR LR L LT LR LT CLCRL R TR LR
—i:{'.' L PAYY L S L R L S L SN L RS | Y R P o E B g P o

ALPI

Refseq Genes



chr18:58,579,004-58,579,313

[ [ e gl ] e I T [ [
p11.31 p11.23 p11.21 p11.1  g11.1 q11.2 q12.1 q12.2 q12.3 q21.1 q21.2 q21.31 Q2133 q22.1 qZ22 224 a23
- 211 kp -
58,579,100 bp 58,579,200 bp 58,579,200 bp
| | | |

SL_0015_RN_10_WES_unig_mut.ba = 17
cverage
SL_O0T5_RM_T0_WES_unig_mut.lxa
Sequence Lo R UL R L R L S LS L R R T LR R B L R O R L L O R R L T R R R R R ]

AAATTHSTERKESQTILPPEASEKASCLHLTGCGETT SERLMNANPREEPNGEMGPRAREYREASERSGRKEKESWLDRGGYREKDAATEWEZOSMGSNESEGSLLEMETERM SELD

Refseq Genes
ALPEZ



chr11:94,829,929-94 830,735

[ T [ 2 N S I 0O e -l [ [ ] [ _:_:_:Iz:_— [ | BN
p15.4 p15.3 F15.1  pl43  pl4.] E P12 p11.2 E11.11 q121 gl123 qla.? q13.4 ql4.1 q14.2 q21 q22.1 223 qg23.1 g23.d q24.1 q243 gz25
- 211 bp -
34 820,000 bp 94,430,100 bp 94 820,200 bp
I I I
K- 29]

SL_0004_RM_&66_WES_unig_mut.lxa
overage

SL_000d_REM_6&6_WES_unig_mut.lka

Sequence o SR LU THT LR LR LR R LR LR LR LT LR R LR LU TR R R L LR L LR RO LR LR L LR LR L L LR LR LR L LR L
o CLE B S ER LY S8 M L8 BN LS SRS LS LN RN LER CBR R fed AR SN

Refseq Genes
ANMIOTLI



chr3:49,422,237-49,427 545

EET T TT7 N T T [ !I [ N T T - - [ (7 D DY N B T T [ T 1 1T
p26.1 p25.2 p24.3 p24.1 p223  p221 p21.31 p2ld pl4.2 pl41 pla pl123 p121  gq11.1  gl2.] g13.12  g13.31  g21.1 q22.1 gq22.3 q24 q25.2 q25.33 q26.2 2632 q2r.1 g8 q73
- 211 bp
43422300 bp 49422400 bp 43422 500 bp
| I I | I
0 10,00

SL_0006_RM_53 WES_unig_mut.lxa
overage

SL_000&_RM_559% WES_unig_mut.lxa

Sequence

-

B P bl e

e HTR . BN
] SR =

Lo
L
Lo
Lo
Lo
L
L
Lo
™

Refseq Genes
AMT

MICH 1

=

b e e ) - . BN T~ oy — - e . BREE s 8 PRAN o, B Lo el o, D




chr15:89,792,367-89,792,670

83,792,400 bp
I

83,792,500 bp
|

[ [ Jiiter- gl [ I [ N 20 000 7 0 [T _:_:I:—:
E P12 ' pil.2 p11.1 q11.2 gl2  ql1iz q14 q151 g153 q21.1 q21.2 q21.3 Q221 PEEER] q23 q24.1 qz243 Q252 9253 | g26.] q26.2 qz6.3
- - 311 kp - -

89,792,600 bp
1

—

SL_0007_RN_2_WES_unig_mut. 6
verage

SL_0007_RM_2_WES_unig_mut.ba

Sequence =

Refseq Genes

T T R TR T TR T T R R T T T T
PMNMMNENEMMWOK FLGSYMEECEPYMGH STAT S TARNYES YL

AN F'E_F'_

T T T T T R T ]

* D 7 * v i * D 7 * v




chr15:60,351,105-60,351 414

[ I - el N W | I B [ e S S 7 N N = N 0

E P12 ' pil.2 p11.1 q11.2 gl2  ql1iz q14 q15.1 q153 gZ21.1 q21.2 q21.3 Q221 PEEER] q23 q24.1 qz243 q25.2 9253  gz26.1 q26.2 qz6.3

i - 311 bp - -

60,351,200 bp 60,251 200 bp 60,251 400 bp
| | | ; |

5L_007 E.'r_FH"J_-.'i_ﬂj!I'd'E.E,u nig_m uiu .
overage

SL_0010_RM_34_WES_unig_mut.ba

.an iJ__H'I'IEH' ﬁ . . .
KM SDYILRDAFEYLPENG I EQY

FﬁEI-f:IE.H}_EEI'IE.I
&NHAE




chr2:21,002,987-21,003,796

7T T [T T TN BT N
p25.2 p243 p2a1 p2dZ  p2R2  pAl p16.2 pl5 plaid p12  pl1.2 g1l gql21 g3 q14.2 q21.1 q221 q223 q241  q243 g3l.l gdld gdzZ q33.1 g3ad g35 qd62 qdrl gara

- 311 bp -

2100200 bp 21 002,200 bp Al

71 002,000 bp
| 1 0

|

.ELHUDT_RIHJELﬂEs,u nig_m uiu SRS
ndrige . | | I

SL_0007_EMN_33_WES_unig_mut.kxa

B T i ;o ;|

KWEQY T TToSAAKQFRYD I DD ITGR | AGRYMWEANNGLMRRLESSY ERLTLGTHEWHYKENYYDY LYGTAKPYNDKELS TLLGSAAEEEWNYEK @TEEDSERMRIL

Sequence -

Refseq Genes
AFOB




chrl1:72,726,478-72,726,787

[ T [ N S I 2020 e -l [ [ ] [ *:—:_:_— [ |
p15.4 p15.3 F15.1  pl43  pl4.] E P12 p11.2 E11.11 q121 gl123 qla.? q13.4 ql4.1 q14.2 q21 q22.1 223 qg23.1 g23.d q24.1 q243 gz25
- 211 bp -
72,726,500 bp 72,726,600 bp 72,726,700 bp

SL_0015_LN_44 WES_unig_mut.oa = 10

CVErage

SL_O0T5_LM_44 WES_unig_mut. 23 o

Sequence o SR LR LR PR R LRI LR R E L LT LR TR PR R LR LR L L LR LT T RO LRI RELELE R LR CERURU (| O I ECEY B CLERELELE TR R EE R R LR R (L (R L O RUREE DL RO T DY L DU R DR LR RT LR LR DL UL L] ] CREEH Y LR H
S i BB BA I ER = BN B3 BN FM  Bi RN iER BN BE B gE  fed Hn HM ER (SR %

Refseq Genes
ARAF1



chr20:49,035,857-49,036,1 66

[ ey 2= e 1 [ [ [ I | [ '
=K p12.3 R p12.1 p11.23  pll.22 pll.21 g11.1  gl1.1 q11.21  gll.22  gl1.23 q12 g13.11 glaiz q13.13 q13.2 q13.31 913.33
- 211 kp -
49,035,900 bp 43,036,000 bp 49026100 bp
| | |

SL_000D4_RN_47_ WES_unig_mut.ba = 17
cverage
SL_0004_RM_47_WES_unig_mut.lxa I q
Sequence e AR R L L L O R L O R R L O R R O R L T e e e R s U R R LR R

ARFGEFZ

Refseq Genes



chr19:97,235,087-97,235,396

I [ e - vl [ [ N [ _:-:_:F::E_:_ [ B
P15 2 pld P13 pl2iz plzz p11.23 1121 gll.1 q11.22 q21.1 9212 g213 g2z21 9223 g3 gZiZ gqf3idZ g241 gqoadl 9751 gZ&.z q2611 gq=6.13 9263
—~a 211 kp -
97,235,100 bp 97,235,200 bp 97,235,300 bp 972
| | | |
SL_0007T_RN_28 WES_unig_mut.ba = 23
cverage
SL_000T_RN_28 WES_uniq_mut b3 i
Sequence el L H T L L R R L S LR L L TR R E LR R R L L R L R R R U R R LR L

Refseq Genes

B -8 R RS R O e () S T RS PR e P B L B )

ARHGARPTS-5LITI



chrl 0:48,450,895-48 457,704

I [ e -l [ ! I [ B N T T [ T
p15.2 pl4 p1d pl232 pl22 p11.23 F11.21  gl11.1 q11.2 q21.1 q21.2 q21.3 q22.1 q22.3 q23.1 g23.2 gq2332 q24.1 q2443] q25.1 Q5.2 q26.11 gq26.13 q26.3
- 211 bp -
48,451 000 bp 48451100 bp 48,451,200

SL_0004_RN_15_WES_unig_mut.ba = =1

CVErage

SL_0004_RM_T5 WES_unig_mut.lx3

Sequence = 1NN IERERRERRN

P P b e s e, L P [

- R

- e oL — = PR e — 1 gy SO, R -, SO L - P bl e pe Gl e e, il e Do e el el n Rl @ ry ] = ) O T N O g o 1 O LN

- u

Refseq Genes
ARHGAPZ2 ARHGARPZZ



chr19:46,921,348-46,921,657

| | [ ] Bt <] [ | [ [ | R | | |
EE] p13.2 p13.13 E13.11 e p11 q11 q12 q13.11 q13.12 g13.2 q1331 gl13.az q13.33 q13.41 glaaz q13.43
= 211 bp o
46,921 400 bp 46,921,500 bp 46,921,600 bp
| | | |
SL_0002_LN_1_WES_unig_mut.bar = 1
VEerage
EEER BENE FEFN BENS FEFN BEEN Lldd bl ppddbre bl pnl bl | |

SL_0002_LM_T_WES_unig_mut.lba %

L MOepO e boRgE —m 1 e N el e, g e b B e G e e e 1 P L Ll e el e, GBR B — — 1 I ] [ R O O T e = [ Ll . el e Ll e L P RS . PR P SR g, g e Lo o I R ] e, e e s O o

Refseq Genes
ARHGAFIE



chr14:58,365,1 23-58,365,432

[ [ [ | I [ N e 7= B o D I [ [
=K =F p11.2 p11.1 q11.2 q12 q13.1 q21.1 q21.2 g213 gz21 9223 g23.1 g2az 9241 gq24.2 924 3 g31.1 q31.3 g3az11  g3213 giZZ qizdl qicad
- 211 kp -
58,265,200 bp 58,265,200 bp 58,265.400 bp
| | |
SL_0015_RN_21_WES_unig_mut.ba = 17
cverage I
”

SL_QOTS5_RM_21_WES_unig_mut.lza -
Sequence Lo R U E R TR R L LR R L B R T R L T SRR B T L T SR U L LR TR L i L

comg B G Rl B RS BN RN CORE BN B RS (e cier ied bR B i IS BRORA EXORE OERORE M L BRSO e Bl BN LS

Refseq Genes
ARICA,



chrl2:6,936,354-6,936,663

[ 1 I B TN N e - 1 [T N
p13.32 p13.2 p12.3 p121  pl1.22  pll1 q12 q13.11 g1313 g1343 q14.2 a15  gZ1.1 gZl.2  g21.31 g21az2 q22  qf3.1 g2z q2411  g24.21 92431 Q2433
- 211 kp -
6,926,400 bp 6,926,500 bp 6,936,600 bp
| | | | |
SL_0003_LN_51_WES_unig_mut.oa = 10
cverage
SL_0003_LM_5T1_WES_unig_mut. 213 l
Sequence Lo R LU R L R LR R LR R U L L L R R R L R R R L L L L R LR L R R L L LR L
Refseq G G55 APRPAPPMEREPY S5 555555AAA58 55555558 A5PFPASOALPSYPRPHSFRPRTSLEYENBPPEY TAPSLPSAAYWS QGPPPRPPERYGER LAMNSNASHPGPEFPRPS
50 enes

AT



chr3:182,884,731-182, 885,040

[ | | S I -2  —
p261 p2h2  p2ad p241 p223  p221 p2lal  pall pl42 pl4al pla pl2a p121 g11.1  gl21  g1312  g13.31  g21.1 q221 gq22.3 924 q75.2  q25.33 q262 gqf6d7 qe7] g8 god
- 211 kp -
182,884,800 bp 182,484,300 bp 182,885,000 bp
| | |
SL_0004_RN_15_WES_unig_mut.ba = 1
overage
SL_000d4_RM_T5% WES_unig_rut.lxa 3
Sequence Lo R U R U R E R R U L e e e p e g e i e e g e s g i e R R R ]
= MGCE EGRDAARMNSDYA | ARFKELS K : L A B LB C) R e

Refseq Genes
ATP11E



chrl7:65,537,666-65,537,975

[ T = R | | [ [ [ I N [ ] [
p1lad  glaz o131 p12 p11.2 p11.1 g11.1 q11.2 a1z q21.1 92131  gZ21.3z q22 q23.1 9233 9242  q74.3 Q251 925 3
- 211 kp -
65,537,700 bp 65,527,800 bp 65.537.900 bp
| | |

SL_0007_RM_23_WES_unig_mutba | 1
cverage
SL_000F_RM_33_WES_unig_mut.lxa I
Sequence Co UL R L LR R R L R L LR R R T T S O D L R R O L O L TR T TR R L L R T R U L U L ]

‘OEr Mo I8 OB | R D) B E S S S S B L S S B P A PG B R TS R E

Refseq Genes
AXINZ



chrS: 71,470,251-71,470,560

[ 1 T N [ [ - N D [ DD 0 S B 0 | [T BN F ] [ [
gl 32 pl5.2 pl43d  pl4.1 p13.2 12 gl11.1 gll.Z gl21  gi3.1 q133 glaz gl443 q15  g21.1 g21.3 g222 g231 gqriz 9311 q31d gqaz q33.2 934  q351 9353
—~a 211 kp -
71,470,200 bp 71 470400 bp 71 470,500 bp
| | |

SL_0015_LN_44 WES_unig_mut.oa = 10
cverage
SL_OO0T5_LM_44 WES_unig_mut. 21 I
Sequence el LU CHEE TR L R L T T L B T R L R L TR T O R L O U L R L L LA B T

ETEOMEFLAL SMY IS TEFSM

Refseq Genes
BLCF1



chr14:100,538,038-100,538,347

I [ N e B [ [T 00000 T
l =K l =F l p11.2 pﬁ-.:ll. q11.2 q12 q13.1 q21.1 qz1.2  g21.3 qEE.'Il lqzz.a q23.1 gq2a.z 9241 gq24.2 924 3 g31.1 q31.3 qaz.ﬂl qlaz.m qi22 gizdl gaza3
—~a 211 kp -
100,538.100 bp 100,538,700 bp 100,538,200 bp
| | | |
SL_0017_RM_15_WES_unig_mutba " ™
cverage
I
1
I
I
1
I
I
I
1
I
I |
SL_O0T7_RM_15_WES_unig_mut.ba I I
I
| [
| I
I
I
I
I
I

e, e, - o . — . [ e L e ] E

Sequence e R L CELE LU LOR L EREER TR LR B LR LR LR L RERELEE] LR B ELEEE LR (LR LR (L EEE LB O R TR A LR LR LR LT CL R (R BT LEE T ERE LR ERE LR LR B R LR LR

C_ BN NS — L — - — — e - L - - . N, N r—. B —a T TR T R — R 3 ror - Dl -, S

Refseq Genes
BESAIN



chr15:9¢,749,389-90,749,69%

[ [ [ [t il [T [ I (] N 0 —— [ Il [ [ 1 _:-:!:_:
E i p11.2 E11.1 q11.2 q12 q13.2 ql4 g15.1 g15.3 gZ21.1 qz1.2 213 q22.1 qz2.31 q23 q24.1 q243 q25.2 q25.3 q26.1 q26.2 q26.3
- 211 bp -
90,749,400 bp 90,749,500 bp 90,749,600 bp 30,74
I | I I
K- 26]

SL_Q0071_RM_25_WES_unig_mut.lxa
overage

SL_00071_RM_25_WES_unig_mut.kxa

Sequence e SRR LT R R R LR LR LT L R R L LR LR CLTRE LR L R LU LR LR LR LT R R LR TR LR R LR LR LR LT LR
"B EEFBEODODEENDIDEIDPEE DB EBEE DM EOODDEDEEE A AE|EEBEEBEE DD DA B DB BB R BB

Refseq Genes
BLM



chrl.34, ?EE 5&5-&9 ?EE‘ ,884
\:-:I -:-:-:-:-:——:-:—:-:—:-:H W T N B T T oy s
p21.3  p21.7 pld.z2 pll.z2 q12 gq21.1 q21.3 g23.Z g242 g25.2  g3l.1  gdld q3z.2 q41  ga213 g4l gad

pa6.31 paﬁ21 'p.'iﬁ'l'l pas.1  p3dzZ p33  paZZ pdld

211 kp
- 39,763,600 bp 29,762,700 bp 33,763,800 bp
| : | | |

3t

.EL_Hﬁbﬁ_ﬁu';#;ﬁﬁ;ﬁE.E,uﬂiq;m HTLL_ K368 ‘ ‘ ‘
. I I | | | | H ‘ | | Ml

overage

EL_0004_RM_26_WES_unig_mut.ba

Sequence w— __IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIlIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIHIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII lin IIIIIIIIIIIIIIIIIII HInmnimin _II liinnm IIIIIIIIIIIIIIIlIIIIIlIII-IIlIIIIIIIIIII I
L 3 s it - . ] .:: o _: — = .-.-, FHFJFJI : 'l,ll||:1|.-| ':'IH I‘| EILI 3 3 ; . ; v ' - - = 5 T = N

Refseq Genes et e e .
FFIE




chrX:80,672,749-80,673,058

[ [ T T T N 020 e | [ -—{_:H:*:_:_ EAl D N | [ N N 00 0
p22.3z p22.2 p2213 peail p2l.2 p11.4 pl11.3 p11.22 p11.1  g11.2 131 gl3d g2l.1 g21.2 q21.32 q22.1 qz22.3 q23 q24 q25 q26.1 263 Q7.2 q28
- 211 bp -
80,672,800 bp 80,672,900 bp 80,672,000 bp

SL_0015_RN_12_WES_unig_mut.ba = 17

CVErage

SL_O0T5_RM_T2_WES_unig_mut.lxa I

Sequence L R U U L A R R AR T U R R U TR R LR LR R L e e b R R R R R T

_______________________________________________________________________________________________________________________________________________________________________________________________|
EFRwW 3

Refseq Genes



chr6: 87,434 827-87,435,136

[ T T T NN P [ [ _:-:F"—:_:q:_:_ T P T N N [ [ 1
p25.2 p24d  p3 p223d p22.2 p2133 p21.2 p21.1  pl23  pl21 g1l q12 q13 ql14.1 q143 g5  ql6.] q16.3 q21 q221 g2231 q22.33 q23.3 q24.2 q25.1 253 q26 Q27

-~ 211 bp -

87.434,900 bp 87435000 bp 87435100 bp
I I I

SL_0006_RN_57_WES_unig_mut.ba = 11

CVErage

SL_000E_RM_&67_WES_unig_mut.a

Sequence e SR LU ELRR LR LR LD LR R R LR LR R LR LEL R LRI LR L LR UL LR L L L L LT
£ Had BROBN L9 LS LY RE I OEN OIMBE Bl OBE R RS R VRN Y IR S R T R L ) B L R | AR E T RN | R B

Refseq Genes
CFAFZ0G



chrd:1117,758,044-111,758,353

T 1 DN [ | I 1T B —ll] [ [ [ N M I . [ A [ | | [ [ 1
o242 p?3 p22d pIai g2l 2 plad  plz gl a1z q13  gqZ21.11 q21.13 q21.31  q21.331 g2 g2z g3l.1 gqilz q3Z g331 g3id? g3id  gqi41Z  g3ad
—~a 211 kp -
111,758,100 bp 111.758,200 bp 111,758,300 bp
| | | |
SL_0016_RM_56_WES_unig_mutba " ™
cverage
SL_001&6_RM_S56_WES_unig_mut.lxa I
Sequence el LU HEH R R R DR T LR L L L T R O D L R L L L U R R R O H R B D L

E il L S | B D g | dE C N p N R N R F IR E R S S B L B E SN L S O E

SHOCT

Refseq Genes



chrd: 69,844 368-69,844. 677

I DN [ | I 1T B —ll] [ [ | M I . [ A [ [ | [ [ I T
o242 p?3 p22d pIai g2l 2 plad  plz gl a1z q13d  gqZ21.11 q21.13 q21.31  q21.331 g2 g2z g3l.1 gqilz q3Z g331 g3id? g3id  gqi41Z  g3ad
- 211 kp -
69,844 400 bp 69,844 500 bp 69,844,600 bp
| | |
SL_0004_RN_66_WES_unig_mut.ba = 24
cverage
SL_000d_RM_66_WES_unig_mut.lba
Sequence el U HE R T S L L R R L O R LR T U B O R O LA L L

. el - — — - e - - L= e, e

Refseq Genes
CFAFPSE



chr11:122,886,040-122 886,349

p15.4 p15 3 P51 pl4d  plal  gid p1Z2 p11.2 p11.11 g121 gl2d glaz q13.4 q14.1 q14 2 g21  q22.1 9223  g23.1 9233  g2d.1 9243 g25

- 211 kp -
122,886,100 bp 122,886,200 bp 122 886,200 bp
| | | |

SL_0004_RN_26_WES_unig_mut.ba = 13

cverage

SL_0004_RM_26_WES_unig_mut.bxa

Sequence Lo Rl LU R LR R O LR L L R R R L L R L L R L T R L DR L LR T L R L L T ]
I RGHNGMEPDS LDEEES PREWGS LHEMEEEASGREAS OMAREQNHHT WEQE ANMNE

Refseq Genes
IHY



chr12:123,257,763-123,258,072

[ 1 I N N T e - 1 T I [ _:_:_:_:_:D:-:-:F-:
p13.32 p13.2 p12.3 p12.1 p11.22 E11.1 ql12 g13d.11 gl3.13 gq14.3 q14.2 15 q21.1 q21.2 q21.31 gq21.32 q22 q23.1 g23.2 q24.11 q24.21 q24.41 q24.33

-~ 211 bp -

122,257,800 bp 122,257,900 bp 123,258,000 bp
I I I

SL_0006_RN_36_WES_unig_mut.ba = 17
cverage
1] 1] 11 ] 111 | 1111 [ | |11 ]
SL_0006_RM_26_WES_unig_mut.lxa 3
Sequence Lo R DR R R R L L LR R B L U RO R R O L B e U R L R R R L R O L ]

—

MTRFR

Refseq Genes



chr12:103,951,481-103,951,790

[ 1 B N N T e - 1 [ 7 DN [
p13.32 p13.2 p12.3 p12.1 p11.22 E11.1 ql12 g13d.11 gl3.13 gq14.3 q14.2 15 q21.1 q21.2 q21.31 gq21.32 q22 q23.1 g2a.2 q24.11 q24.21 q24.31 q24.33
- 211 bp -
103,951,500 bp 103.951.600 bp 103,951,700 bp

SL_000T_RM_32 WES_unig_muthba "

CVErage

inEm il
n

SL_0001_RM_32_WES_unig_mut.ba MIBLEN

T T T | [ L, PR T L, P L Lo TR PR L I P R R L

Sequence e SRR LU TR LR LR LR LR R LR DR LR ELRLEL LR L LR LR LR LR LRU LR LR LR L DL LR EER LR LR LR L RO LR LR L LR LR
*KLEEQQSYEPRHKEREHK > g L A T i LS G A P

Refseq Genes
Cl12orfr3



chr19:11,241,358-11,241,667

| | /T 1 Bt <] [ [ [ | | |
p13.3 p13.2 p13.13 E13.11 N p11 g11 g1z g13.11 g13.12 q13.2 g13.31 g13.37 g13.33 g13.41 q13.42 g13.43
= 211 kp -
11.241 400 bp 11,241,500 bp 11.241 600 bp
| | | |
SL_000&_RM_36_WES_unig_mutba " 4
overage
SL_000&6_RM_36_WES_unig_mut.lba l
Sequence L B U LR VR R D LR R L B L TR R DR R R TR R L L T LR R L R O L O LR D R O L S R TR D (L R TR T R
AHADK@SH | LWA LTGHYQRQARIFEMY AQQ@HRLE G

Refseq Genes

DOCER




chr3:53,810,104-53,810,413

T  TT7 N N T [ II!-:_:_:-}*‘:I:D:-:-:-:-III [T T TN 7 T D N N [
p26.1 p25.2 p24.3 p24.1 p223  p221 p21.31 p2ld pl4.2 pl41 pla pl123 p121  gq11.1  gl2.] g13.12  g13.31  g21.1 q22.1 gq22.3 q24 q25.2 q25.33 q26.2 2632 q2r.1 g8 q73

-~ 211 bp -

53.810.200 bp 53,810,300 bp 53,810,400 bp
| I I |

SL_0004_RN_15_WES_unig_mut.ba = =3

CVErage

Rilm BRIl

SL_000_RM_T15_WES_unig_mut.ba

Sequence o SR UL CULCPRUT Y LR ERE LT LR LR LR R LR L LR LRI EL TR LT R R LT TP LR OB LT LR LR R LR LR ELRE L O LR LRI ELRE LR B R R TR LR R LR R O RO R RE LT LR
LIV ELS EALDON NG 5 RS B DA P | B Y S TR T REE S RS LSV RRE S RS O R N S () SR S S L S L S

Refseq Genes
CACHAID



chrs:1117,483,907-111,484,210

[ 1 T N [ [ -4 NI D [ DD 0 S N (7 s | [T BN F ] [ [
gl 32 pl5.2 pl43d  pl4.1 p13.2 12 gl11.1 gll.Z gl21  gi3.1 q133 glaz gl443 ql5  g21.1 g21.3 g222 g231 gqraz 9311 q31d gqaz q33.2 934  q351 9353
—~a 211 kp -
111 484,000 bp 111 484,100 bp 111 484,200 bp
| | | |
SL_0002_RM_S_WES_unig_mut.bat = 0
verage
SL_0002_RM_2_WES_unig_mut.ba

R ey — - am o -

Sequence e SRR UL LR ELRR L LR LT LR LT LR LR LR TR RU R LR LR L LT LR RLRRL LR LR LR LR B LR LR LR LR L L CRE L (LT LR

Refseq Genes
CAMES



chrl:190,639,641-10,638,950

[T ST 0 0 o [ 1 ] T O Y B [ [ e [ B T ™ I B T N 1
R p3611 p35]  pidZ  pad piZ.2  pal.3 pill  p22a p213 p21.1 pld2 pll.2 a1z 211 g213 g2z g4 q252  gil.]l  g3l3 q3z.z2 g4 q42.13 q43 gda
- 211 kp -
10,639,700 bp 10,625,800 bp 10,639,900 bp
| | | | |

SL_000T_RN_15_WES_unig_mut.ba = 19
cverage
SL_OO001_RM_T5_WES_unig_rmut.lxa I
Sequence Co R LR L TR LR L SRR DR R D LR R R R L R DR A R R S S L L R L LR L L L

B [ B O F A e L R H AR H B S R S F R C N O S S SO R R O D S MR IR DS R T e S Y SRR E R TR H O H R G L F O C S N D R R D R R F O E R O

Refseq Genes
CASZ]



chr3:180,614,625-180,674,934

N | [T N T T - [ 7 N D N BN 7 [ T 1 BN 0 [ DN e e e
p261 p2h2  p2ad p241 p223  p221 p2lal  pall pl42 pl4al pla pl2a p121 g11.1  gl21  g1312  g13.31  g21.1 q221 gq22.3 924 q75.2  q25.33 qZ62 gf6d2 qZ71 g8 go3
—~a 211 kp -
180,614,700 bp 180,614 800 bp 180,614,900 bp
| | |
SL_0017_RN_15_WES_unig_mut.ba = 14
cverage
SL_0017_RM_T5_WES_unig_mut.lza -
Sequence el L U T L LR T T R L R S R LR R O R R L R L

—WH

TTC14

Refseq Genes



chrl7:82,701,426-82,201,735
[ T = | R | [ [ [ I BN [ [ ] [ I—

p13.3 p13.2 E13.1 p12 p11.2 p11.1 g11.1 q11.2 ql12 q21.1 q21.41 q21.32 q22 q23.1 q23 3 q24.2 q24.3 q25.1 q25 .3

-~ 211 bp -

82,201,500 bp 82,201,600 bp 82,201,700 bp
I I | I

SL_0006_RN_67_WES_unig_mut.ba = 17

ovErage I

B
kP
=B
e
B
SL_0006_RM_&7_WES_unig_mut.lxa kP
3«
e

-

Sequence e S UL LULRUE TEE LR LR LRI LERER R B EER R LU BEERY LU LR L ELLREE R R B R CRL R LB O TR LOR LR ERRT LR LR L LR L TR LR R

—— - o - —_— - e s L r —_— 1 v — e L el e e ) § P P LR - — L e e Dl

Refseq Genes
CCDCET



chr12:123,937,490-123,937,799

[ 1 B N N T e - 1 T I [ _:_:_:_:_:D:-:-:a':-:
p13.32 p13.2 p12.3 p12.1 p11.22 E11.1 ql12 g13d.11 gl3.13 gq14.3 q14.2 15 q21.1 q21.2 q21.31 gq21.32 q22 q23.1 g23.2 q24.11 q24.21 q24. q24.33

-~ 211 bp -

123,937,500 bp 123,937,600 bp 123,937,700 bp 123,33
I I I I

SL_0004_RN_24_ WES_unig_mut.ba = 3

CVErage

SL_000d_EM_29_WES_unig_mut.ba

Sequence o SRR LT CCEECREE LU R LR LR ] (B RO (] CCRUE (RS DY B YRR L LR R LR L R L LR LT O TR LRRRE R LR LR L R LR LR LR LR B LR L LR LR LR LR LR LT R RO LR LR
3 B E S BRI EBEEEEHAHEDEEEREEDEE DD B EEEEBE D E BB BB BB E N EE M KB K R G E T E R C K

Refseq Genes
CChCaz



chr14:59,564,970-59,565,279

[ [ [ | I [ N e =] [ [
=K =F p11.2 p11.1 q11.2 q12 q13.1 q21.1 q21.2 g213 gz21 9223 gq24.1 g2az 9241 gq24.2 924 3 g31.1 q31.3 g3az11  g3213 giZZ qizdl qicad
- 211 kp -
59,565,000 bp 59,565,100 bp 59,565,200 bp
| | |
SL_0007T_LN_4_WES_unig_mut.bar = =7
verage
L y
E
SL_O007_LM_4_WES_unig_mut.lba T 3
Sequence e A U L R R R L LR e g i g i e AR L TR SRR R D R L p L R

=08 BN Ed Y OIS = N RS R BER L4 e Y [el R BN O BN COEE BRI BN R BE OLS I OER LW O ER ORI af L BN R R

Refseq Genes
CCDC17E



chr6:41,935,946-41,936,255

p25.2 p24d  p3 p223d p22.2 p2133 p2l.2 p21d pl23d 121 g1l g12 q13 ql14.1 q143 gl5  ql6.] q16.3 q21 q221 g2231 q22.33 q23.3 q24.2 q25.1 253 q26 Q27

-~ 211 bp -

41,926,000 bp 41,926,100 bp 41,926,200 bp
I I I I

SL_0007T_RN_25_WES_unig_mut.ba = 17

CVErage

SL_QO007T_RM_25_WES_unig_mut.lxa

Sequence o SRR UL LR LT R LR LR LR (LR CRECE L ERRCE LU B LED LR T ERL R L CREREE L LU LR LR R LR LR LR LR LT LREE L LR L B LR LR LLELRLLELRLR R R R DR L LT R R LR R LR LR LR
BN ER 1B OB BN B Ba R BRI LS BB OERoleloBR O OER I OBEoIS ek oRRiN I8

Refseq Genes
CCMD3



chrd: 77,160,669-77,160,978

[ E [ T [ R N - _:_:_F-:I:E_:-:_:_:_:_ [ [T 1 I N Y . [
p16.2 p15.33 p15.37 p15.1 14 p13 B11 g1z q13.1 gl13.2 q21.1 q21.22 q221 q22.3 q24 q25 q26 gqZ7f qf82 g°83 g31.1  qdl.22 g3z2.1 g323 gi41 g343 qd5.2

-~ 211 bp -

77.1 60,700 bp 77.1 60,800 bp 77.1 60,300 bp
I | I I |

SL_0003_LN_27_WES_unig_mut.aa 51

CVErage

SL_0003_LM_27_WES_unig_mut.2a

Sequence e SR LT LR R LR LRI LR R LR R LR LR L LR B LR LR LR L L L LR LR LR LR LR L LR Y
U8 LS BN o[ [ex ofes BoR RN ERS 0 ER RS CRR IR OB OOBEN PR ERCOBN 1% Le BB O ERORE I3 1= R H S E S £ B T SR~ S B L G L R | R L R -

CCMGZ2

Refseq Genes



chr11:61,123,787-61,1 24,096

[T T T T I B D D |
pl15.4 pl15.3 pl15.1 p14.3 pl14.1 P13 plz pl11.2 p11.11 g12.1 gq12.3 gq13.2 gl13.4 g14.1 g14.2 gq21 gq22.1 gq22.3 g23.1 g23.3 q24.1
- 211 bp -
a1.1 23,800 bp 61.123.30d bp a1.1 24 004 bp g1.1
I I I I
; o-111
SL_0017_EMN_42 WES_unig_mut.a
overage
L]
SL_0017_RMN_42 WES_unig_mut.ba I
Sequence e SO IV LHE R UL LT LR R DR LT LR ER RO LT CE R L RS LEER EEE L (L R R LR LRI Y E IO TR R LR O L E LR DR R LR R L ERE R PR R LR R TR L ER O]

FROKK OQROW | 5 PTG RMNLQ Ny

Refseq Genes
CDE



chr7:48,975,271-48,925,580

:EI:—:—:-:—:—:‘:-:»-:_:—:-:— I R B N ([ Y 20 N 1
p22.2 p21.3 p2l.2 p153 pl5.1 p14.2 p13 pl2.2 p11.2  gl11.1 q11.22 q11.23 q21.11 gZ21.12 g21.2 221 g223 qdl.l g3l2 g3ldZ? gdzl q33 g34 gi5 gd6.1 q36.3

—~a 211 kp -
48,925,200 bp 48,925 400 bp 48,925,500 bp
| | | |
SL_0004_RN_26_WES_unig_mut.ba = 1 ‘
cverage
| 5
|
|
|
|
|
|
|
|
|
|
|
|
|
|
|
SL_000d_RM_26_WES_unig_mut.kxa l
|
I l
i .
Sequence el LR H B R L R L T LR S DR T L T B L R LR L R L L L S L S BT R LR R L LR
SEE S R LS Y IR S R E R Y R SO e T R | R RO RS RO B RN TR S RS F O H SR DR F A S R B T R T S B R OB L R | R E OO B B | R ISR S R LSS RN G L S Y R i H

Refseq Genes
COC14C



chr16:68,682,739-68,6872 548
[ | —:—:2!:_:_:- ==
p13.3 p13.2 p13.12 p12.3 P22 p12.1 p11.2 p11.1 q11.2 q12.1 q12.2 g3 921 Q721 qZ2.z q23.1 q23.2 Q241 924 3
- 211 kp -
68,682,200 bp 68,682 400 bp 68,682,500 bp
| | | | |
SL_0006_RM_36_WES_unig_muthba "
cverage
SL_0006E_RM_36_WES_unig_mut.kxa
Sequence Lo R U U LR R S R R LR DR L EE R R L O LR LR R R R T B B O LR R B R L U R LR L B R LR L L L L ]

YEAHYM PENAVGHEY QR

Refseq Genes

TR T IS Ll A fR N S PSSV IS B | G S D SRR O S R T B T S H S B S N

CchoHZ

LT TR K




chrl7:39,462,745-39 463,054

[ T e U | Il | [ [ [ I BN [ [ 1 [
p13.3 p13.2 E13.1 p12 p11.2 p11.1 g11.1 q11.2 ql12 q21.1 q21.41 q21.32 q22 q23.1 q23 3 q24.2 q24.3 q25.1 q25 .3
- 211 bp -
39462800 bp 33462900 bp 39462000 bp

SL_0006_RN_67_WES_unig_mut.ba = 17

cverage

SL_000&_RM_&67_WES_unig_mut.lxa I

Sequence e R U LU L LR DR LR R R TR T R DR R DR R B LR LB LR R R R LT R L R L B L L
o S S RS KRR [ SRR S USSR 0 e Y RS R Y R L NS P RS R RS H RS R D B YR PSSR RS SR PR PEEA N OESER PP RS REER Y B PSR RS S e SRS R PR PR

Refseq Genes
COE12



SL_OOTE5_LM_25 WES_unig_mut. 21
overage

SL_OOTS_LM_359 WES_unig_mut. 21

pers

Sequence

Refseq Genes

chrd:183,446,638-153,446,947

[ E [ T [ D - O [ T N [T 2 N [ N | [T 1
p16.2 p15.33 p15.37 p15.1 14 p13 B11 g1z q13.1 gl13.2 q21.1 q21.22 q221 q22.3 q24 q25 q26 gqZ7f qf82 g°83 g31.1  qdl.22 g3z2.1 g323 gi41 g343 qd5.2
- 211 bp -
183446700 bp 183446,800 bp 183,446,900 bp
I | I |
0- 53]

TFE
i [IHE

i [N W] i i

| [AEE WEE] S i

i

oy w;
KB 8B EE

SR RS IRl EECRNE RN UM BE LY Y ER OIS BN AN O ERORER OERCbE B CIN B OB EROElOEROER OB L

COEMZAIF

5 S5 T5 LA SWSEOLASKSSS@TSTSALPERSETSLESESS




chr13:24,882,720-24 883,029

[ [ [ e [ I [ 1 N [ I T Y T ' T e B I N 320
=E = P12  plll gizii Q1213 gql2d gqla.z q1411 g14.13 Q143 211 gq2l.z qZ132 qf1.33 g221 g223 q31.1 g3l 2 g3ld gqizl giz3 Q33 2 Q34
- 211 kp =
24,487 200 bp 24,482 900 bp 24 482,000 bp
| | | |
SL_0006_RN_36_WES_unig_mut.ba = 17
cverage
£ 34 I
£ 34 I
. 5 I
L 34 I
SL_0006_RM_326_WES_unig_mut.lxa I
L 34 I
L3 I

Sequence e OB LU TP ER LR LR LR R LR LR EE R LR LR LR L RO LR LR LR L LR LR LR LR L LR LR L LR L L LR

Refseq Genes
RMF17



chrl 7:64,510,008-64,510,317

[ T 12 Y | T | [ [ [ [
p13.3 p13.2 E13.1 p12 p11.2 p11.1 g11.1 q11.2 ql12 q21.1 q21.41 q21.32 q22 q23.1 q23. q24.2 q24.3 q25.1 q25 .3
- 211 bp -
64,510,100 bp 64,510,200 bp 64,510,300 bp

SL_0007T_RN_25_WES_unig_mut.ba = 17
cverage
SL_00071_RM_25_WES_unig_mut.lxa I
O R H R

o — R r— ——

Sequence e SRR LU LR LR LR LR LU LR LR R LR LR O LR T LR LR LT LR LU PR LR LR L LR TR

—_

Refseq Genes
CEPSE



chr6: 84,1 86,360-84,1 86,669

[ T T T T N P [ ] [ I N -l 00 O T e D B ] N [T [T
pf5 2 p243 ped  p22d  pelZ pelad 212 p2l1  pl2d  pl21 g1l gl1Z2 913 q141  g143 glE  gl61 q16.3 a2 q221 g2231 g22.33 9233 q2472  g25 1 9753 g6  gZ7
- 211 kp -
84186400 bp 84,186,500 bp 841 86,600 bp
| | |
SL_0007T_LN_4_WES_unig_mut.bar = 1
verage
SL_Q007_LM_4_WES_unig_mut.lba 3
Sequence e AR UL O L DR T R R R O L T R L LR R L L S T R R O L L ]

> B - R | I IR L (R O R N E R T RS T RN C R B PR B E RS U R TR | R (R D R O L B D S S B | R N L R L R S B R T K O R

Refseq Genes
CEFP162



chr19:132,916,468-132,916,777

[ [ e | [ [ T N | B B T [ [ T
pl5.2 pl1d pld pl12.3Z2 pl12.2 pl11.23 p11.21 g11.1 gq11.22 q21.1 q21.2 q21.3 q22.1 q22.3 gq23.1 gZa.Zz gq23.32 g24.1 g24.31 q25.1 q25.2 q268.11 q26.13 q26.13
- 211 bp -
132,376,504 bp 132,376,600 bp 13231 6,700 bp
I I I
; I0-13]

SL_000E_RMN_&67_WES_unig_mut.la
overage
SL_0006_RM_&67_WES_unig_mut.ka 3
Sequence e SO VLTV L CRTO O LR LT DRI LR R PO ELELR LR R R TR R LR LR LR R L CRERE Y R L EEEE TR LR TR TR TR L LY L LR T LT R CR LR B LR LR R LT R

B | B E R B E R R P Y RS B H R B DR PR | R RN [ R E R S L

Refseq Genes
CFAP4E



chrZ:119,646,898-119,647,207
[ 50 T N [ 7 7 N B T 7 . | | T 1 -P:I:I:-:-II I 7 N N [T N T 7
p25.2  p24d p241 pdZ p2eZ p2l p16.2 P15 p13.3 P12 p11.2 ql11.1  gl21 g3 qle.2 q21.1 q221 q22.3 q24.1 243 gdl.] g3l.d gdzz g331 g33d 35 qd67 qdrl garad

-~ 211 bp -

119,64 7000 bp 119,647,100 bp 119,647,200 bg
| I I I I

SL_000T_RM_15_WES_unig_mut.ba " 1

CVErage

SL_000T_RBMN_15_WES_unig_mut.lxa L

Sequence e SRR LU CTUTHT LR LR LR R LR LR R R LR LR LT L R R LR L LR LT B ERL R RLE LR R B R LR L L RU L LR R L L LR
B R S N N O LSRN | AR NS B LN S RS PSS E R R E R Y R

Refseq Genes
CFAFPZ21



ehr19:19,545,464-19,545,773

| | | |
SEE p13.2 p13.13 =ERE ! =E 11 q11 a1z q13.11 q13.12 q13.2 Q1331 qidaz Q13.33 g1341  qiiaz q13.43
- - 311 bp - -
19,545,500 bp 19,545,600 bp 139,545,700 bp
| | |
SL_000T_RN_37_WES_unig_m ui.u!. 5 2k

CVErage

SL_0001_RN_37_WES_uniq_mut.

- ¥

e 1

Ty @@ 1T adawnm i T Y r Wi

-— — =
-« ¥ ¥ ¥ — 00—
= —

3% ©
s, = -~ ———

0 mrrr o0 murir s o powo o
- -~ 4
= —

¥
‘C. - % T 7 T ¥ ©r "
< ¥,2¥TyF ¥ ¥ ¥ ¥ =
—=——
-y % 00—
=

Seq iJ_l_!nm

thf.:qq_ﬁene.i

UL EE L LU PR REY DR LRLLR L LEELEL LR L CE LR R R LR LU LR LR B LT LLEER R L LRERR LR LR R LT LR TR LT R LR LR RLE PR LR
Cr i R S B O BB E B P G T S0 G C S E R 1 AR e IS O C e C o D e T R Y B | e P S

SCRRYAVYNG LLEDYLTRHPPRYPAEDPAMAFSMLARLRDPLOGHNYGY YTY TDESPRELARBELA

ciLpz




chr5:81,263,410-81,763,719

[ 1 T N [ [ - N o [ DD 0 S B 0 | [T BN F ] [ [
gl 32 pl5.2 pl43d  pl4.1 p13.2 12 gl11.1 gll.Z gl21  gi3.1 q133 glaz gl443 q15  g21.1 g21.3 g222 g231 gqriz 9311 q31d gqaz q33.2 934  q351 9353
—~a 211 kp -
81,263,500 bp 81,763,600 bp 81,263,700 bp
| | |

SL_000T_RM_25_WES_unig_mutba " ™
cverage
SL_Q001_RM_25_WES_unig_mut.lxa I
Sequence el U R R L U R L R T D R LR R L R R R LR L T LR R T i e e g g e O T

VDD R E e L SRS P DU T B ) GRS F S TSR D ST g e D) B B | e R T SR | e L

Refseq Genes
CEMTZ



chrX:50,067,556-50,067,865

[ [ I e e N 0O e | [ - -al] TN 2 Y T N B I N | [ | I I
p22.3z2 p222 p2213 p22ill p21 2 pl14 pl11.3 p11.22 p11.1 g11.2  gi31 glad g2l.1 g21.2 q21.32 qZ21 qZ23 q23 a4 925 g26.1 9264  qI7.2 a2
—~a 211 kp -
50,067,600 bp 50,067,700 bp 50,067,800 bp
| | | |
SL_0004_RN_05_WES_unig_mut.ba = 17
cverage
HENE SEEN SEEN HENY | |

SL_0004_RM_05_WES_unig_mut.lxa

Sequence e SRR LU TR LR LR R RER R R LT LR LR LT LR LR LR L LR LR L L LR LR R LR R LR LR E R LR R LR RO TR R LR R L L LR LT

Refseq Genes
CLCME CLCME



chr21:36,460,607-36,460,916

[ [ - -l ]
p13 pl12 pl11.2 pl11.1 g11.2 q21.1 g21.2 q21.3 q22.11 gq22.12 q22.13 q22.2 g22.3
- 211 bp -
A0.460,70d bp 20460800 bp A0460.300 bp
I I I I I
A o-111
SL_OOTE_LM_46_WES_unig_mut. 21
overage
SL_OOTS_LM_46_WES_unig_mut. 23 %
Sequence e SO LI DR LR LR R LR LR R DL UL LR LR LR EH S L T R LR TR R T R LR

CLDM13-A51

Refseq Genes



chr21:36,460,607-36,460,916

[ [ - -l = i 4
=E =F p11.2 p11.1 q11.2 q21.1 q21.2 q21.13 92211 Q2212  g2213 q22.2 q22.3
- 211 kp -
36,460,700 bp 36,460,800 bp 36,460,900 bp
| | | | |
SL_0015_RN_21_WES_unig_mut.ba = 17
cverage
SL_O0T5_RBM_21_WES_unig_mut.la £
Sequence Lo AR LU L L L L L R L O LR O LR L R S L R L T R

CLDM13-A51

Refseq Genes



chr16:11,024,685-11,024,994
I

p13.3 p13.2

p13.12

p12.3

pl12.2

p12.1

- il

p11.2 p11.1

11,024,700 bp
I

11,024,800 bp
|

ql11.2 ql12.1 ql2.2 gql3 q21 q22.1 q22.2 q2d.1 q2d.2 q24.1 q24.3
211 bp -
11.824.300 bp 11

SL_000T_RN_15_WES_unig_mut.ba = 14

CVErage

SL_Q0071_RM_T5_WES_unig_mut.lza

Sequence —

Refseq Genes

il Y HA LD SPODDYHALFEVLC

CLECTRA

M KL

LS A S




chr14:95,703,034-95,703,343

| | | o=t ] | [ P
P13 SE p11.2 p11.1 ail.z g1z q13.] q21.1 aZl2  q21.3 q221  g22d q23] qoaz a28.1 q24.2  q2ed g3l.1 g31.d q3z11  qac13d qdZz qdcdl qazad
-~ 211 bp -
95,203,100 bp 95,203,200 bp 95,202,300 bp
I | |
SL_0015_RM_10_WES_unig_mutka = ¥ i
cverage I TN I

-E o
- paaling B

38 Ao -

SL_OO0T5_RM_TO0_WES_unig_mut.lxa

Sequence e SRR LU ETLEUE TR LR LR R R LT LT R LR LR L LR LT OO DR LR LRI R LR LR R L LG R LR (LU LRLRR LR LR LR LT LT ET L] LR LR LR LR R LR LR LT L LR
‘B R E BB E BB EENE DR B EDNEDEEEENEEEEEE DB EEN B EBE BN B2 R

Refseq Genes
CLMM



qld4 q141  qia2 qZ
e

q13.2

qQlz23

q12.1

chr11:109,061,070-100,067,379 .
p15.4 p15.3 plE1  pl43d  pl4l  p13 P12 p11.2 :-p'l'l_'..'i"T

-
100061,200 bp
| |

100,061,100 bp

.
100,061,200 bp
|

_ELbeﬁ_m;ﬁﬁ;ﬁE.SFuﬂiq;m ut‘.kl_ =343
- | L 1

overage

SL_00D4_RM_26_WES_unig_mut.ba

0 RS R O R R

I n e
L1 [
E

TR TR TR TR R LR LR LR LR ER LR LT LT (R T
' : RIS DR B R WL ME C W s N | )RR [

I N
: , : , : , L DS D EE R U AR Y
CNTME

-

quhn'hm
; FEf:I.Eﬂ:EEI'IE!




chr7:147,562,013-147,562,322

[T s 1
p22.2 p21.3 p2l.2 p153 pl5.1 p14.2 p13 p12.2 p11.2  gl11.1 q11.22 q11.23 q21.11 gZ21.12 g21.2 221 g223 qdl.l g3l2 g3ldZ? gdzl q33 g34  gi5 gd6.1 q36.3

-~ 211 bp -

147,562,100 bp 147.562.200 bp 147,562,300 bp
I I I

SL_0015_RM_21_WES_unig_mutba " 34

CVErage

F Sl

SL_QOTS5_RM_21_WES_unig_mut.lza

A 1

e e e e e e e e e ey e e e
7 T A T

L

Sequence e SRV LU UL LR R L LR LR LR L B R L R LR LR L LEU R LR LR LR LRI L LR R LT LR LU R LR LR LR LR R T L ]
o | B E R - M E AR Y H R R T R NS YA | SR PR RS R | e R R Y T B

CHTHAFZ

Refseq Genes



chrl7:50,184,667-50,1 84,976

[ T e U | T | [ [ | I BN [ [ 1 [
p13.3 p13.2 E13.1 p12 p11.2 p11.1 g11.1 q11.2 ql12 q21.1 q21.41 q21.32 q22 q23.1 q23 3 q24.2 q24.3 q25.1 q25 .3
- 211 bp -
50,184,700 bp 50,184,800 bp 50,184,900 bp

SL_0010_RM_34_ WES_unig_mutba " ™

cverage I

SL_O0TO_RM_34_WES_unig_mut.ba H

Sequence | LU DR R T R L PR R R T TR R LR LR DR LR LU LR LR L L0 G R L R L R R R L R LR L

______________________________________________________________________________________________________________________________________________________________________________________________________|
COL1Al

Refseq Genes



chr6:75,189,427-75,189,736

[ T T T T N P [ ] [ I N - O T ] e D B ] N [T [T
pf5 2 p243 ped  p22d  pelZ pelad 212 p2l1  pl2d  pl21 g1l gl1Z2 913 q141  g143 glE  gl61 q16.3 a2 q221 g2231 g22.33 9233 q2472  g25 1 9753 g6  gZ7
- 211 kp -
75,189,500 bp 75,189,600 bp 75,189,700 bp
| | |
SL_0015_LN_44 WES_unig_mut.oa = 10
cverage
SL_OOTE_LM_44_WES_unig_mut. 23 —
Sequence e A U U R R R LR R U T L R R O R R L R e g e e e R L

Y T e = e = o s e Vv = T U S R YA

Refseq Genes
CaL124al



chrs:178,270,218-178,270,527

[ 1 T N [ [ - NN ] [ I D N [ | [T BN F ] [ l!i
gl 32 pl5.2 pl43d  pl4.1 p13.2 12 gl11.1 gll.Z gl21  gi3.1 q133 glaz gl443 q15  g21.1 g21.3 g222 g231 gqriz 9311 q31d gqaz q33.2 934  q351 9353
- 211 kp -
178,270,300 bp 178,270,400 bp 178,270,500 bp
| | | | |
SL_0015_LN_46_WES_unig_mut.aa = 11
cverage
SL_OOTE_LM_46_WES_unig_mut. 21 1
Sequence Lo LR R LR LR R LR R LR L R LR R R O LR R R LR R G LR L R L R R LR R LR LR L R R R L R L ]

PEGDO LG LPG

Refseq Genes
COL23A1



chrl:160,333,443-160,333,752

[T N [T [T [T T ] T [ Y N [ [ e [ B W T TN [ 1
p363l p36.2] p36.11 p35]  p3d.Z pa3d p3z.2 pial.3 p31.1 p22.3 p21.3  p21.1 p13.2  pl11.2 qlz q21.1 q213 qfiZ q247 q25.2 gdl.1 g3l.3 qdz.2 g4 q42.13 g4l qad
- 211 bp -
1 60,333,500 bp 160,333,600 bp 160,333,700 bp

SL_0002_LN_1_WES_unig_mut.bar =

Verage

SL_0002_LM_T_WES_unig_mut.bar

Sequence e SRR UL LL L R LR LR R L LR L LR LRI ELE LR LR LR LR DR R LR LR R LR L LR LR LR R L LR
R CEE RSN R BRI CERER OBR i S

Refseq Genes
COPA



chrl7:14,207,211-14,207,520

R | | [ [ [ I BN [ [ ] [
p1lad  glaz o131 p12 p11.2 p11.1 g11.1 q11.2 a1z q21.1 92131  gZ21.3z q22 q23.1 9233 9242  q74.3 Q251 925 3
- 211 kp -
14,207,300 bp 14,207 400 bp 14,207,500 bp
| | |
SL_0015_LN_46_WES_unig_mut.aa = 19
cverage !
l i3
SL_OOT5_LM_46_WES_unig_mut. 31
Sequence Lo R UL LR R S R L R R L U LR B R L R R DR L R L R O R R L R R L R L

Refseq Genes “

cox10



chrd: 15,002 958-15,003,767
[ E q:-:_ D - BN N [ [ T N T 0 T T . | [T 1 I N Y . [
p16.2 p15.33 p15.37 p15.1 14 p13 B11 g1z q13.1 gl13.2 q21.1 q21.22 q221 q22.3 q24 q25 q26 gqZ7f qf82 g°83 g31.1  qdl.22 g3z2.1 g323 gi41 g343 qd5.2

-~ 211 bp -

15003000 bp 15002100 bp 15,003,200 bp
I | I I |

SL_0015_LN_44 WES_unig_mut.aa = 11

CVErage I

EE
i34
{34
.3.
|34
i3
{3
R
EX
EE
{34

SL_OOTS_LM_44 WES_unig_mut. 23

Sequence e G LE LU CRRT LRI LR LR BB L L L] CEREEL R LT ERL R LB ELELE LT O R B LR CR R LT LER LR UL E LR LR TR L TR LR R L LR L B D DL LY LY LR TR LR R R R L] L TR LR LT
H'EMNMBEEBEERE DR EEEEO B DN MR E R M BN R BRI

Refseq Genes
CFEEZ



chr14:92,130,823-92,131,132

o

pld pld pll.2

p11.1

q11.2

ql12

q13.1

q21.1

q21.2 q21.3 q22.1 q22.3

92,120,900 bp
|

q2d.1

q2d.2 q24.1 gq24.2 q24.3

ga1.1 g31.3 g3z11

g3z 13 qdr2 gdzal

qdz.33

211 bp

92131000 bp

92131.100 bp

SL_000T_LN_4_WES_unig_mut.bar = 17

Verage

SL_O00T_LM_4_ WES_unig_mut.lba

Sequence —

e
vl

Refseq Genes

e

CPSF2

QMDEFRFL LECGWD E

Fis MED |

R LR LR ER LR LR R LR LR TR LR LR TR LR LR L L LT ERE LR DL R LR L LR UL LR R R LR LR PR L
] TN L s B R E S |




chrl: 207,468, 544-707 468 BS3

T I [T T ] T O Y B [ [ e [ IO T I [ W T N Ial_]::-:_:
pi631 p36.2] p3611 p35]  pidZ  pad piZ.2  pal.3 pill  p22a p213 p21.1 pld2 pll.2 a1z 211 g213 g2z g4 q252  gil.]l  g3l3 9322 g4 q42.13 q43 gda
- 211 kp -
207 468,600 bp 207 468,700 bp 207468800 bp
| | | |

SL_0003_LN_51_WES_unig_mut.aa = 19

cverage

SL_0003_LM_5T_WES_unig_mut. 31 -

Sequence Lo R U B R L R L R R R R L L DR R L L R e U R T LR R L R
Poie L EEs G H i H RS NG | B P L Y B B C RS ST L G IWNCLEsSs GREWS AY PRTCEER EARCESLGEFRNGHEMEKEEP

Refseq Genes
CRZ



chrd:35,733,295-35,733,604

T 1 !I [ | [ [ [ N T T 1 [ [ ] [ [ | [ [ 1
o242 p?3 p22d pIai g2l 2 =K} BYE g1l a1z q13  gqZ21.11 q21.13 q21.31  q21.331 g2 g2z g3l.1 gqilz q3Z g331 g3id? g3id  gqi41Z  g3ad
- 211 kp -
35733400 bp 35,733,500 bp 35,722,600
| | | | |
SL_000T_RN_15_WES_unig_mut.ba = 19
cverage
SL_OO0T_RMN_T5_WES_unig_mut.lka l
Sequence e AR U L LR L O R L R T R AR R R R DR R R L O L L A R R T R R T R U R T ]

A LSS L B DB E S S R L S K R

Refseq Genes
CREEZ



chrl 7:40,016,776-40,01 7,085

[ T e U | _2! [ [ [ I BN [ [ 1 [
p13.3 p13.2 E13.1 p12 p11.2 p11.1 g11.1 q11.2 ql12 q21.1 q21.41 q21.32 q22 q23.1 q23 3 q24.2 q24.3 q25.1 q25 .3
- 211 bp -
40,07 6,500 bp 40,01 6,300 bp 40,01 7,000 bp

SL_0007_RN_2_WES_uniq_mut.bay = 172
verage

|
SL_000T_RN_2_ WES_unig_mut. baT i
Sequence wap (RERRERRRRNRRRRRNRERDRD

— — mem L 1 L e el e Ckooom oW e b -y L R e S - ry T ] e = e n s o L @ n — a1 o .

—_—

Refseq Genes
C5F3



chrX:120,8974,006-120,974,315

[ [ ] T [ N N 20O | [ - -af TN T TN N Bl I | N N 000
p22.3z2 p22.2 p2213 p2211 p21.2 pl114d4 p11.3 pl11.22 pl11.1 gql11.2 g13.1 g13.3 g21.1 q21.2 g21.32 q22.1 gq22.3 gq23 q24 g25 q26.1 q26.13 q2F7.2 q28
- 211 bp -
120,374,104 bp 120,374,204 bp 120,374,200 bp
I I I I
; I0-13]
SL_000E_RMN_&67_WES_unig_mut.la
overage
|

SL_0006_RM_&67_WES_unig_mut.ka I
Sequence e SR VLR ER L LR T LA R LR R LR DR LR LR TR TR R TR LR R LR R LT T LR R SRR

*TEKSESNEYENEADKEKEQEKEEEGCGAADOUAEEDWK EPQSKTWE

Refseq Genes
CT47A3 CT4TAZ



chrl7:3,662,7299-3,662, 608

R | | [ [ [ I BN [ [ ] [
plad . gld.z o131 p12 p11.2 p11.1 g11.1 q11.2 a1z q21.1 92131  gZ21.3z q22 q23.1 9233 9242  q74.3 Q251 925 3
- 211 kp -
2,662,400 bp 3,662,500 bp 3,662,600 bp
| | | | | | |
: o-111
SL_000E_RMN_&67_WES_unig_mut.la
L TET T I
SL_DODG_RN_67_WES_unig_mut.ba 3 (T
Sequence e A U U R R R R R L R R U R O DR O B L LR R L R LR R L R U L B R L ]

Refseq Genes

CTHE

—



chr18:53,402,686-53,402,995

[ [ e ———casugl ] I *:-:_ [ [
p11.31 p11.23 p11.21 p11.1 q11.1 q11.2 q12.1 qlz.2 q12.3 q21.1 q21.2 q21.31 q21.33 q22.1 qz2.2 q22.3 q23

-~ 211 bp -

53,402,700 bp 53,402 800 bp 53,402,900 bp 53,
I I | I

SL_000T_RM_31_WES_unig_muthba " =1
cverage
13- |
EE
15 4
[ 3 4
[ 34
F
e
SL_0001_RM_31_WES_uniq_mut.ba
Sequence el U UHP S L R R TR T R R LR L R R R R L LR T LR i i pe e e i g e e R L B LT
AR TS ABKD LT VI TREGKPRAVILYSWEPPELEAMNGEK I T

Refseq Genes
LCC



chr22:38,501,051-38,501,360

[ [ [ e [ [ e 2 2-_— |
=E =F p11.2 g11.1 g11.1 q11.21 q11.22  gq11.23 q12.1 q12z2 q12.3 q13.1 q13.2 q13.31 q13.32
- 211 kp -
38,501.100 bp 38,501,200 bp 34,501,200 bp
| | |

SL_0015_LN_44 WES_unig_mut.aa = 11
cverage I
SL_OOT5_LM_44 WES_unig_mut. 21 %
Sequence e R U U L L U R B R R L R R O R O LR R s L R R R R R D L

PRl LR~ G £ SR H AR B S O PR E S LRV 1S R R R R N R O R PSS R e R R

Refseq Genes
LOET



chrX:135,546,237-135,546,546

[ [ T T N N 0O B | [ -] O [N N B B I N | i | I I
pZ2.3% p222 p2zi13d peail pZ1 2 pl1d  pl1.3 p11.22 pl11.1 gl1.Z2 gi3al gidd g2l.1 g2l.z q21.37 qZ21 gZ23 923 924 925  gZ6.] q763  qZ7.Z q=8
—~a 211 kp -
135,546,300 bp 135,546,400 bp 135,546,500 bp
| | | | |

SL_0010_RN_34_WES_unig_mut.ba = =1
cverage
SL_0070_RN_34_WES_uniq_mut.ba 3

Sequence e SRR LR LR LR LR LR LR LR R LR LR LR LR LR LR LR LR B LR LR R R LR L LR L

Refseq Genes
IMNTSEL IMTSEL



chrl7:37,633,743-37,633,552

[ T = R | e [ [ [ I BN [ [ ] [
p1lad  glaz o131 p12 p11.2 p11.1 g11.1 q11.2 a1z q21.1 92131  gZ21.3z q22 q23.1 9233 9242  q74.3 Q251 925 3
- 211 kp -
37,633,300 bp 37.633.400 bp 37,633,500 bp
| | | | |

SL_0004_RN_24_ WES_unig_mut.ba = 14
cverage
SL_0004_RM_24 WES_unig_mut.lxa l

Sequence e SRR LU LR R LR LR LT RE LR R LR LR LR LR R LR LR L LR LR TR EERCR R R LR L LR LT

FIEEE N S o B i e - a0 L e [

Refseq Genes
DOHE2



chr12:113,164,014-113,164,323

[ 1 I N N T e - 1 [ 7 DN [
p13.32 p13.2 p12.3 p12.1 p11.22 E11.1 ql12 g13d.11 gl3.13 gq14.3 q14.2 15 q21.1 q21.2 q21.31 gq21.32 q22 q23.1 g23.2 q24.11  q24.21 q24.31 q24.33
- 211 bp -
1131 64.100 bp 113.1 64,200 bp 113.1 64,300 bp

SL_000T_RM_15_WES_unig_mutba " ¥

CVErage

SL_OO0T_RMN_15_WES_unig_mut.la

Sequence o SR LT CLTUEL TP ERER R LERR LR R DR LR LRI LR R LR CL (L O BT LR LY LR R LRERERT LR E R R LR L CLEE DL LU L LR R R LR LR R R L LB L LT O TR R R LEERE R L LRCRE R L L UL
EMSEGRAEEEEERKERPQEE G LB PR SEARGER PEEGCQEICRGE QG OEEF R A AR EK R, RMMBOSCIEDRE SS AN | B FT

Refseq Genes
IR



chr12:113,164,022-113,164,331

[ 1 I N N T e - 1 [ 7 DN [
p13.32 p13.2 p12.3 p12.1 p11.22 E11.1 ql12 g13d.11 gl3.13 gq14.3 q14.2 15 q21.1 q21.2 q21.31 gq21.32 q22 q23.1 g23.2 q24.11  q24.21 q24.31 q24.33
- 211 bp -
1131 64,100 bp 113.1 64,200 bp 113.1 64,300 bp

SL_000T_RM_15_WES_unig_mutba " ¥

CVErage

SL_OO0T_RMN_15_WES_unig_mut.la

TN (PR T (TN DNNNS| (FSENND (Y TN (NS (FSUUN DN (TN (ST (FRINN) NS (THSSS DUNNS| (FSNNND ST NSNS (NN (FSINN DN (THSSN (DS (FRINN ST (THSS DUNNST) (FSNDN BESNT TSN DT I

Sequence o S L CCLUPLUTERR L ERR L LRRR R LR L LT LR R LR CLE LR LR | U R EROE T ER LR LR DT RR LR LR L (R LT LR RO B LB TR R LR LR LR R R LU LL U DR LT OO E (R DL RLRE LR LR LR R L LR LR LR LR
ESESIEG S EME EMEYE N EREEC)BE E Y L B P S B A BB G P IS E GG R ) B G IS () 65 () I F AR 0 B A B R K R B A e e ) B B D s S BSE 0 S | BB F B T

Refseq Genes
IR



chr8:7,015,927-7,016,236

I I
p23.2 = p2al p22 p21d p2l.2 pl2 pl11.23 11,1 gl11.21 q12.1 q123d g13.2 gf1.11 g21.13 g21.2 g21.3 q22.1 q22.2 q23.1 q23.3 q24.12 q24.21 q24.23 q24.3

-~ 211 bp -

7.1 6000 bp 7401 6,100 bp 701 6,200 bp
I I I

SL_0017_RM_15_WES_unig_mutba " ™

CVErage

| DN P

I !
i
!
SL_0017_RM_T5_WES_unig_mut.lxa | i
| | |
i
| |
3
Sequence e A UL R R U R R R L R R e g e e e e R O R R L R R R LD EE R R LR R R
S R A R L RE I Y R O O RO E REYCSDMMNERSG

Refseq Genes
CEFAZ



chrZd: 87,558-87 867

1 R —ecuai] | [ 1 [
p13 pl12.3 pl2.2 pl12.1 p11.23  pl11.22 p11.21 p11.1 g11.1 g11.21 q11.22 q11.23 ql12 g13.11 gl13.12 q13.13 q1a.2 g13.31 g13.313
-~ 311 bp -
87,600 bp 87,700 bp 87,800 bp
| | | | |
SL_0006_RN_57_WES_unig_mut.ba = 14
cwveErage
SL_O006_RM_&7_WES_unig_mut.ba I I
I §
Sequence e SR ULTLOE TRV LR PR R R LR LR RO AU LR LR LRCR L CLRE T L DL LR TR LT CEROT LR TR LR LT R LR EER TR LR LR LR R LT CREL R TR LR LT ET TR R LB L LR LT LRER DL CE L CR L EEER LR LR
_______________________WINITLMLTF LT RMT K

Refseq Genes
EFE12E



chrl: 54,849, 879-54, 850,188

B [ 1 I 0 o N N D B ] o [ B T ™ I B T N 1
pi631 p36.2] p3611 p35]  pidZ  pad piZ.2  pal.3 pill  p22a p213 p21.1 pld2 pll.2 a1z 211 g213 g2z g4 q252  gil.]l  g3l3 q3z.z2 g4 q42.13 q43 gda
- 211 kp -
54,849,900 bp 54 850,000 bp 54,850,100 bp
| | |

SL_000D4_RN_47_ WES_unig_mut.ba = 17
cverage
SL_0004_RM_47_WES_unig_mut.lxa q
Sequence Ll LU L R DR L B T L L TR T O L L L R R R R R L e U R R B R DR L LR ]

______________________________________________________________________________________________________________________________________________________________________________________________________|
CHCR24

Refseq Genes



chrs:141,514,993-141,515,302

[ 1 | | B P ] [
gl 32 pl5.2 pl43d  pl4.1 p13.2 12 gl11.1 gll.Z gl21  gi3.1 q133 glaz gl443 q15  g21.1 g21.3 g222 g231 gqriz 9311 q31d gqaz q33.2 934  q351 9353
- 211 kp -
141,515,100 bp 141,515,200 bp 147,51 5.3
| | | | |
SL_0016_RN_51_WES_unig_mut.ba = 24
cverage
SL_00T6_RMN_51_WES_unig_mut.la -
Sequence e A O DR R R O L U R R L R i e e g U U R T O R S U R LR L L T

Refseq Genes

DlAFPHT



chrl7:78,507,703-78,507,512

[ T e U | T | [ [ [ I BN [ [ 1 .
p13.3 p13.2 E13.1 p12 p11.2 p11.1 g11.1 q11.2 ql12 q21.1 q21.41 q21.32 q22 q23.1 q23 3 q24.2 q24.3 q25.1 q25 .3
- 211 bp -
78,507,300 bp 78,507,400 bp 78,507,500 bp

SL_0004_RN_26_WES_unig_mut.ba = 1

cverage :
|
|
|
|
|
|
|
|
|

SL_000d_RM_26 WES_unig_rmut.lxa I
|
|
|
|
|
|
|

B —— — . TN r— — B r— o r— e

Sequence e SRR LT LR LR RERR LR LR LR ELLELELE IR LR LR E L EE LR O TR LR LR LRI R LR R DR LR LR LR LR R LR L LR EL RO LR L LR LR LR LR LR LER LR R LR LR RO LR Y LY

==

Refseq Genes
CHAHTT



chr21:33,579,786-33,579,595

I I [
=E =F p11.2 p11.1 q11.2 q21.1 q21.2 q21.13 92211 Q2212 g22.13 q22.2 q22.3
- 211 kp -
33,579,300 bp 33,579,400 bp 33,579,500 bp 23,
| | | |

SL_0004_RN_05_WES_unig_mut.ba = 14
cverage
SL_0004_RM_O5_WES_unig_mut.lxa
Sequence e AR U UL LR R R R R R T LR L R B L L R T LR L e R R R R A R
j o EmE - [mE o Fed VR R'H O BB RSN BER BN R RN [EWoied Rem o R LN BN feR 0 B OBRE BN 1R OEE 1M AR 1B RE B OBY O OBR VA VE O

Refseq Genes
COMSOM



chr19:132,203,6449-132,7203,95%8

I I i il I I

p15.2 pl4 p1d pl232 pl22 p11.23 F11.21  gl11.1 q11.22 q21.1 q21.2 q21.3 q22.1 q22.3

211 bp

q2d.1

q2d.2

q23.32

q24.1

q24.31 q25.1 Q5.2 q26.11

] -:!:
q26.13 qz6.

132.203.700 bp 132,203,800 bp
I | I

132.203.900 bp
|

SL_O0T&6_RM_51_WES_unig_mut.lza
CVErage

shddddddd

SL_00TE_RN_51_WES_unig_mut.kxa i

—

Sequence

iR R LER RS IER

Refseq Genes
L5l

YEBCRVHEYMMPARKPGSGAPARASCPGE

L RO LR LR LR R LR LR L LLRLER R LR R LR LR R L LU R L L RO G LY RO LR LR RO LR L CRERUL L B LR UL U LY B LR TS LR LR LR LT LR L CEE] DR REERL L EER LR [ LR LR LR EEL ] ]
=¥ PIRVENLHGSG FS LS




chr21:40,312,016-40,312,325

pla pl2

p11.2

-l

E11.1 q11.2

q21.1 q21.2 q21.3 q22.11

40,312,100 bp
I

q2212  q22.13 q22.2 q22.3

211 bp

40,31 2,200 bp
| I

40,31 2,300 bp
I

SL_0015_LN_46_ WES_unig_mut. a3 = o0

CVErage

SL_OOT5_LM_46_WES_unig_mut. 23

Sequence

Refseq Genes

o SR ULULLUPLTELER R R LR LR R LB LR LR LR TR B L R B

o o= lmoa

— e O

- pr— —— —

E il m o8 Lmilm o LEEm oWl - moa O — e 3 [ Bin) e g L -

DsCAM

e - e

R b el . [ ey 1 L e - 1 e



chre: 20,402, 787-20,402, 596

'g11.1  g12 q1d q14.1 q143 gl5  ql6.] q16.3 q21 q22.1 q22.31 q22.33 q23.3 q242 g1  g25d g26 g7

p25.Z2 p243  pad P2z, p22.2 p21.33 p21.2 p211  pl23  pl2l

i - 311 bp - -

20402200 bp 20402400 bp 20,402,500 bp 204
I . | 1 |

SL_0002_LMN_1_WES_unig_mut. hL
verage

SL_D0D2_LN_1_WES_unig_mut.b

O,
L R DR (R
e
e —
N LSS | ——— —
...
- % 4
-— i
g - ey
e il WinY YT TTW T = guaire anme
EEEEEEEEEEEEEEEEEEERRRRRR——————N—N————————————— ————————————_——_— — .
L 0000000000000 00000000000
R,
e

[ 5 T I T I

TSI % T

1

Sequence

Refseq Genes

i ;v nynnynnnynnmn "y,
GEGARVMABRABRAASMDEREE LIEASPGFHRABARABABPEAR & BTHRNESIETECESESLEBSEANABCELEPSAPGEEQTHGELIEYRTIEHGFES BAG LIEGE PE ARG HEH!

EZF32

L




chrl 7:44,854,472-44 854 781

[ T e il | [ 1| [ [ I BN [ [ ] [T
p13.3 p13.2 E13.1 p12 p11.2 p11.1 g11.1 q11.2 ql12 q21.1 q21.31 q21.32 q22 q23.1 q23 3 q24.2 q24.3 q25.1 q25 .3
- 211 bp -
44 854,500 bp 44 454,600 bp 44,854,700 bp

SL_0004_RN_15_WES_unig_mut.ba = =1

CVErage

HHE

SL_000d_EM_15 WES_unig_mut.ka

— el e —_ e - e e — e

Sequence o SR LULCOEUPHTEELEER R LR LR LR R R L LR TR R ER R LR LRL R LR L L EL LU B LR (L) LR LR AR LR RLRLE R CRR L LR LR O LR R ELR LR LR R RO BT O LR TR LR TR LR ER LT R LR R LT LR LR

- BN — HEEN. — EER —

Refseq Genes
EFTUL 2



SL_000F_RBM_2_WES_unig_mut.Bar
Verage

SL_000F_RM_2_WES_unig_mut.kaT

Sequence —

Refseq Genes

chrl0:62,813,556-62,813,865

I [ e -l [ [ B N T T [ T
p15.2 pl4 p1d pl232 pl22 p11.23 F11.21  gl11.1 q11.22 q21.2 q21.3 q22.1 q22.3 q23.1 g23.2 gq2332 q24.1 q2443] q25.1 Q5.2 q26.11 gq26.13 q26.3
- 211 bp
62,813,600 bp 62,813,700 bp 62,813,800 bp
I I | I
o-111

L TR R L LR LT L LT EEE T LR LR LT L L E e BT e LR R L0 B L LR LR L e L R R T L CO e L o L TR O TR R TR LB LB R LT TR TR TR CE TR T e L L TR T L R LR O
HHR TILED SIRSFERIBODEGEABCE Y

BREHWPTHKS PRENP

YREPR

EE
EE
{3
ER
EE
kP |
{3

EF

EPE E

H il P YRS B A SRS RS BEES B S B G R | B P RS E R B o SR R R i A R PO R T NS

EGRZ

| 5




chrl1:65,583,483-65,583,792

T _§ [ T T I D . |
p15.4 p15.3 F15.1  pl43  pl4.] E P12 p11.2 E11.11 q121 gl23  qla.? q13.4 ql4.1 q14.2 q21 q22.1 223 qg23.1 g23.d q24.1
- 211 bp -
65,582,500 bp 65,583,600 bp 65,582,700 bp

SL_0017_RM_15_WES_unig_mutba ® 37

CVErage

SL_00T7_RM_15_WES_unig_mut.kxa

Sequence = |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||“||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||“|||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||I
EH':'|I||'II|"":-|r'||'I|"|Et1I"~ 1(1#.'!."E-|HI__IEHE|"""|"IJLE'.F'ENP-. '\':1TFI"-.H|__|EHEH|:-|I||' L':'|r"JEI"-.':-|I"-.EHEtﬂ._LTEH'\LPEHl__lIJH'\':-l._.::. [ - R el Sy T e

Refseq Genes
EHEF1LI EHEF1L1



chr7: 74,069,599-74. 069,908

il _I I T [T [T =
p22 2 p21.3 21z pl5d  pl5.1 o142 pla  plzZ  pliz gll.1 q11.22 qi123  g21.11 g21.12 g21.2 q221 g223 gqill gq3l? gqildZ gaz1 933  g34 gi5 gdb1 q36.3
- 211 kp -
74 169,700 bp 74 069,800 bp 74 {169,900 bp
| | | | | | |
SL_000T_LN_10_WES_unig_mut.oa = 102
cverage
SL_Q00T_LM_T0_WES_unig_mut. 21 %
Sequence e A L UL LR E L L O B R R R L LR R R R L L T e e g i e e e e R R ]

Refseq Genes

ELM

—



chr7: 74,069,682-74,069,991

:E:_:_:-:_:-:-:F'C_:!:_:-:_ H T T e [ e 2 =
p22 2 p21.3 21z pl5d  pl5.1 o142 pla  plzZ  pliz gll.1 q11.22 qi123  g21.11 g21.12 g21.2 q221 g223 gqill gq3l? gqildZ gaz1 933  g34 gi5 gdb1 q36.3

- 211 kp -

74 069,700 bp 7469,800 bp 74 069,900 bp
| | | |
SL_0015_LN_44 WES_unig_mut.oa = 10
cverage
|

SL_O0T5_LM_44 WES_unig_mut. 23 I |
Sequence e A U R R R R R R R TR B R L O R R R T e e B R R L R LR R L L ]

—

ELM

Refseq Genes



chr2: 148,784, 847-148,785,156

- o D] D T [ B BT O

p5.2  prad p4l  p2aZ  p2iZ  pal pl62  plG 133 pl2  pll2 g11.1  gl21 gqi3 q14.2 q21.1 q221 gq22.3 9241  g243 g3ll gqil3d gi2Z? g3il g3l g3t gi6Z gdr] gdrd
- 211 kp -
148,784,300 bp 148,785 000 bp 148,785,100 bp
| | | |
SL_0002_LN_11_WES_unig_mut.aa = 19
cverage
Bl
SL_Q002_LM_T1_WES_unig_mut. 23 5.
Sequence e Al UL HE R R R R H R R S L L R R TR R p A S R U R R L L R R R R L
LMMNMSYYSESPYNYHINTRETSAPSPTA . LATYAASMDREY PEYVIT PSSA |55

Refseq Genes
EFCZ



chrl0:49,457,931-49 458,240

I [ e - vl [ [ N [ I P Y T T T
P15 2 pl14 pld pl23Z pl2z p11.23 p11.21  g11.1 q11.22 q21.1 212 g21.3  g2Z1 9223 g231 @32 g73d7 g4l g24dl 9251 gqZ5 7 92611 g2613 9261
—~a 211 kp -
49,458 000 bp 43458100 bp 49,458,200 bp
| | |

SL_0006_RN_36_WES_unig_mut.ba = 17
cverage
SL_0006_RM_326_WES_unig_mut.lxa I
Sequence e A U U U EV BT E LR E R R L R LR R R D R L T D L R R L S R T O L L L L

__________________________________________________________________________________________________________________________________________________________________________________________________|
ERCCE

Refseq Genes



chrl 9:41,443,946-47 444 755

| | 1 | [ [ [] | [ | [ [ [ [
p1d.3 pl1d.2 p13.13 p1d.11 pl2 p11 g1l ql12 g13.11 q1d.12 q1d.z2 g13.41 q13.32 g13.33 g13.41 q1d.42 g13.43

-~ 211 bp -

41 444 0040 bp 41.444.]100 bp 41 444,200 bp
I I I I

SL_0007_RN_33_WES_unig_mut.ba = 17

CVErage

ER

EP

{34

|3

{3

=P
SL_0007_RM_33_WES_unig_mut.lxa =R § 3.4

3. k34

3.

3.

Sequence e SRR LR LR R LR R LT LR TR ER LR LR R L EER O LR LRI RLER LR CRC LR O ELE L LR LR LR LR LLR R LU R R L T ELEL R T LU TR R LR LR LR L LR
L L L . IR I L S E G BN L C B L S T N L B E SR IS S e R E R E OO S PO RO ) B E NS E SRR ORI P R |

Refseq Genes
CWAaCz



chr19:53,049,937-53,050,747

[ [ ] e - | [ [ [ [ [ | i [
p13.3 p13.2 p13.13 =ERE p1Z2 11 q11 q12 q13.11 q13.12 q13.2 q13.31 gl13az q13.33 q13.41 = gldaz q13.43
- 211 kp -
52,050,000 bp 53,050,100 bp 52,050,200 bp
| | |
SL_0004_RN_15_WES_unig_mut.ba = 13
overage
I -
SL_000d_EMN_15_WES_unig_mut.ba |
Sequence Lo TR R LR R LR AR O L R R U L L R R R L L L LR B O LR L R L R R R T L L ]
[T PAGWRE SOQLHEWFDSHIPEWACTPRPPGYMYFLCGPQKNKELPFDGSPELITYS TPEYAMNLY MM I BQHTGECAVYGLLGPRG | GV T INMNTTIRPEQERAS LG LT LAGRMG

Refseq Genes
ERVY-2



chrl2:53,789,937-53,290,746

[ 1 = ~< 1 ! =] |
p13.32 p13.2 p12.3 p12.1 p11.22 E11.1 ql12 g13d.11  gld.13 gq14.3 q14.2 15 q21.1 q21.2 q21.31 gq21.32 q22 q23.1 g23.2 q24.11 q24.21 q24.31 q24.33
- 211 bp -
53,230,000 bp 53.290.100 bp 53,290,200 bp
| I I I
0 10,00

SL_000d_RM_47_WES_unig_mut.lxa
overage

SL_0004_RM_47_WES_unig_mut.lxa

Sequence —

& BV Y A

Refseq Genes

ESZPLI

T i L B K S R PR S R

PTGENEK

e

LR LR LT LT LR R TR L R LR LR RLRE LR LR L LT R LR R LR DL L LT LR AR R R R LR LR LR R LR LR R LR LR LR LR LR TR LEER LR LR LU L ]
AN L B P T B G T i L




chrl:92,693,654-97,693,963

[T T 0 0 [ 1 I T N ] N B D o [ IO T I [ W T N 1
pi631 p36.2] p3611 p35]  pidZ  pad piZ.2  pal.3 pill  p22a p213 p21.1 pld2 pll.2 a1z 211 g213 g2z g4 q252  gil.]l  g3l3 q3z.z2 g4 q42.13 q43 gda
- 211 kp -
92,692,700 bp 92,692,800 bp 92,692,900 bp
| | | | |

SL_0006_RN_67_WES_unig_mut.ba = 17
cverage
SL_0006_RM_&7_WES_unig_mut.lxa 1 q

Sequence e SRR UL ER LT LR R LR LR TR LR LR LR LR LR LR L LT LR LR LR LR LR LR LU LR LR L L

Flrrsm molas 1 Ll om - e _— T

Refseq Genes

EVIE



chr13:37,008,656-37,008,965

[ [ s .
i 12 g2 plll gizil q1213 q123d qliZ g1411 q14.13 q143  q2l.1 qZl.2 qZ132 g21.331 gq221 q223 q31.1 g3l.2 gilad g3zl g3zd q33 2 534
—~a - 311 bp - -
- 27,008,700 bp 27,008,800 bp 27,008,900 bp
| | | |

SL_0015_RN_10_WES_unig_m itba P83

overage ‘

SL_0015_RN_10_WES_uniq_mut.ba

Seq iJ_l_!nm -

FﬁEI-f:IE.H}_EEI'IE.I

LU R T T LT LR E L TR LR LR TR R LR R LRI LT IR UL TR PR R LT LR LT ELLRCT TR LR LR TR T T R

T i L B P e M E e S B RN LB | S N R R L C NS H S P

EXDSCE




chr8:143,729,121-143,729,430

p23.2  p2al P2z p21d pZl.2 plZ2 pl1.23 g11.1  gl1.21 q121 g123 g13.2 g21.11 g21.13 g21.2 g21.3 q221 qZ2.2 q23.1 9213  g2412 92471 q24.21 g244d
—~a 211 kp -
143,729,700 bp 142,729,200 bp 142,725.400 bp
| | |
SL_0015_LN_46_WES_unig_mut.oa = 10
cverage
[ |
SL_0O015_LM_46 WES_unig_mut. 21 |
Sequence o L DL T B L LU L R CR L R (R DR T R B ER D CER R DR R T LR R R L0 D R R R R DL L R R LR R B R
DY H LNYRECEDAMBLFEFHOANMEDLLEYYPYERAAAELNM ESLLEDW DT FMDMY S AW

Refseq Genes
Fah=3H



chrd:137,745,028-137,245,337

T 1 DN [ I . | [ [ [ D N I . [ ] [ [ e [ [ T !:
p24. 2 p23 p22d pal p2l1.2 p13.3 P12 q11 g1z 13 gq21.11 q21.13 q21.31 q21.33 q22.2 q22.37 g31.1 gd1.2 g3z g33.1 qdad.? gq3d.3 g4 12 gaa.
- 211 bp -

137.245.100 bp 137.245.200 bp 137,245,300 bp
I I I
0 10,00

SL_0002_LM_1T_WES_unig_mut.lba T
Verage

--_

SL_0002_LM_1_WES_unig_mut.lbar o

Sequence o SR LU LR TR BRI LR R RRR LT LT LR E B LU LR LT LEREE L] LR (R LY (O (LY O] LR LER R LT LR L B CRRURU RO L] CL T CF LB LELELY YL LR R PR DL LR LT LR DT R R LR R LR L R LR (O LA LT

SER LS [ BN Ead [B) QMR BE R} RS RTR OB ES - qeR . ARR  HRd AR ASN LN e B )i P 568 E I B

Refseq Genes
Fall 166



chr15:52,608,717-52,609,026

[ [ [ | | B I | e | [ Il [ 1
=K =F p11.2 p11.1 g1z glzZ q13.2 q14 q151 g153 g21.1 q21.2 q21.3 gq22.1 92231 q=3 q241 gq243 9752  g25.3 q26.1 9762  q263
- 211 kp -
52,608,800 bp 52,608,900 bp 52,609,000 bp
| | |

SL_0017_RM_15_WES_unig_mutha = 17
cverage
SL_0017_EM_15_WES_unig_mut.ba 3
Sequence ol UL L RO U R R U U O L R O LD LR LR R T R L i i g R R R

EMDEMNMLYMNMELD SINLQTNQECTKEKRRESOENSSMSEYKNLYESMELY TME T KSDNEKERESDDSQLNG FIEKIPNYMNEMNA [KERKYRKMNTC THCHN-YLQREDIGMNISMEQE

Refseq Genes
Fal 2144



chr2;206,771,847-206,772,156

[ 57 T T [ 7 7 N B T 7 . | | 7T T [T T TN BT N -:—:-:q-:-:l:
p25.2  p24d p241 pdZ p2eZ p2l p16.2 P15 p13.3 P12 p11.2 ql11.1  gl21 g3 q14.2 q21.1 q221 q22.3 q24.1 243 gdl.] g3l.d gdzz g331 g3d3 35 qd67 qdrl garad

-~ 211 bp -

206,771,900 bp 206,772,000 bp 206,772100 bp
I I I I

SL_0004_RN_05_WES_unig_mut.ba = =1

CVErage

SL_0004_RM_05_WES_unig_mut.lxa

Sequence e SRR LU LR LR O LR U LR LRI LR LT LR LA LRLELL LR LR R R L LR L LR LU R L L L LR LR LR R L
B L RN E B D ORI N S SR R E R L BRSO R R L S LS D S OO KR

FASTRDZ

Refseq Genes



chr2; 206,771 ,846-206,772,155

[ 50 T N [ T 7 N B T 7 . | | 7T T [T T TN BT N -:—:-:q-:-:l:
p25.2  p24d p241 pdZ p2eZ p2l p16.2 P15 p13.3 P12 p11.2 ql11.1  gl21 g3 q14.2 q21.1 q221 q22.3 q24.1 243 gdl.] g3l.d gdzz g331 g3d3 35 qd67 qdrl garad

-~ 211 bp -

206,771 300 bp 206,772,000 bp 206,772100 bp
I I I I

SL_0004_RN_05_WES_unig_mut.ba = =1

CVErage

SL_0004_RM_05_WES_unig_mut.lxa

Sequence e SRR UL LEU LR L R LR LT LR LR R R LR LRI LR LR LR LR LR L B L LR LR R R LU
gk A LRELDRFEYLNSQOHMEEY LAAMN DE Ci KW Y

Refseq Genes
FASTHDZ



chrd:186,707,147-186,707,456

[ = I R [ . I T [ [ T N [ 0 N [ I | [T 1
p16.2 p15.33 p15.317 p15.1 p14  pl3 B11 g2 gl gla.z q21.1 q21.22 g221 g22.3 q24 q25 Q26 gqZ7 qPE7 223 g3l.1l  gdl.z2z2 g3z g323 gidl g34d
= 211 bp o
186,707,200 bp 186,707,300 bp 186,707 400 bp
| | | |

SL_0015_RM_10_WES_unig_mut.ba " %4

cverage I
I |
I |
I |
i |
I |
! |
I |
I |
I |
i |
| :
I |
I |
i |
i |

SL_QO0T5_RM_T0_WES_unig_mut.lxa I

Sequence mp NIRRTy N nnmny;mnnmn|

4 BE . fSR qm} Bomc IER 0 BSRER O fil BR BE BH NS B iR @R '8 RS NE (g L) [EF [RE o ofey R R BN RS fok BN (BROBR OB R EH @) BoR o Ead I fKRERY O RCE O BR BN ISR BW - L8 Bns LER C fEE O R'EBE

Refseq Genes
FATI



chrs:151,505,603-151,505,912

[ 1 T N [ [ - NN ] [ I D N [ || | I | T [ [
gl 32 pl5.2 pl43d  pl4.1 p13.2 12 gl11.1 gll.Z gl21  gi3.1 q133 glaz gl443 q15  g21.1 g21.3 g222 g231 gqriz 9311 q31d gqaz q33.2 934  q351 9353
—~a 211 kp -
151,505,700 bp 151,505,800 bp 151,505,900 bp
| | | | | |
SL_0006_RN_55_WES_unig_mut.ba = 17
cverage
SL_0006_RM_55 WES_unig_mut.lxa I

R L T S e T o I 3 1 P BOUN -, AR . 1 BEPSS L BAUPUSS L BRUGSD . -, BRRLRT . Dep pe, SOsCll 1 R e R R N N O DD . DO -, BOSeGl -, GUsel -, Bipess -, CWOeORN | @ DRSS - - S g B e Lnp w1 ML e ek scom 3 3 - = . L m o omw — g B S, DR e pe e e e e, e

Refseq Genes
SLC36A1



chrd:125,318,861-125,319,170
[ B N ] I - I TN Y | D B T 0 e e D | [T 1

p16.2 p15.33 p15.37 p15.1 14 p13 B11 g1z q13.1 gl13.2 q21.1 q21.22 q221 q22.3 q24 q25 q26 gqZ7f g2 g°83 g31.1  qdl.22 g3z2.1 g323 gi41 g343 qd5.2

-~ 211 bp -

125,318,900 bp 125,319,000 bp 125,319,100 bp
I I I

SL_0015_LN_44 WES_unig_mut.aa = 0

CVErage

SL_O0T5_LM_ 44 WES_unig_mut. 21

S SE] (ST S (I (WS (MY ST T (S BN WD (e (SN (] T (D (S (Y T I [ MY Ay (i (LR

Sequence e SR LR UU LR LRR LR L CRERE LR LU LR LR LR L TR LR LR LR EREE LR LR E R LR ER LR L LR L LR LR R R R LR R LR LT
WSEEMEB LSRR | S I TEDEKEMEBEARNEYERECO L TERNG EREESSEYELEVYVMEASCE TR TEDEMMNETEKE LBDMN-BHELEAESY MY MERVEAEBHS | [BQEKEYE

Refseq Genes
FaT4



chrs:128,758,804-128,259,113

[ 1 T N [ [ - NN ] [ I D N [ | [T BN F ] [ [
gl 32 pl5.2 pl43d  pl4.1 p13.2 12 gl11.1 gll.Z gl21  gi3.1 q133 glaz gl443 q15 g1l g21.3 g222 g231 gqraz 9311 q31d gqaz q33.2 934  q351 9353
—~a 211 kp -
128,258,900 bp 128,255,000 bp 128,259,100 bp
| | | |
SL_0017_RN_15_WES_unig_mut.ba = 17
cverage
SL_0017_RM_T5_WES_unig_mut.lxa o
Sequence el L T R H A T R L TR R T O LR L O R R e e g i i s e e O e LR

___________________________________________________________________________________________________________________________________________________________________________________________________|
FEMNZ FEMZ

Refseq Genes



chr16:30,664,181-30,664,490

[ I N T 2 i - il T R 20 O s 0 ==
133 p13.z p13.12 p12.3 p1Z2 p1Z2.1 p11.2 p11.1 q11.2 Q121 q12.2 q13 921 qZ21  gZir q23.1 9232 qza.1 924 3
—~a 211 kp -
30,664,200 bp 30,664,300 bp 30,664 400 bp
| | |
SL_0007_RN_2_WES_uniq_mut.bay = 172
verage

3 I 1 1IEEENER i

SL_0007_BM_2_WES_unig_mut.ba o

Sequence e IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII
=5 SR PPPRAPAPPYAQPPPS SSSE 5555 58A858 AL THRPPTPSLPLPLS IHSIFPPPGLRPPPPPHHIPSLFSPGPTLPPEPPLLOMPGHPG

Refseq Genes
FERS



chrs:108,387,148-108,381,457

[ ] T N [ [ _FC-:_:-:_:-:*:-:_ | ] B [ P ] [ [
p15.32  pl5.2 pl43 pl4] p13.2 p12  gl1l.1 gl1.2 gl12.1 q13.1 q13.3 q14.2 ql14.3 q15 g21.1 g21d gqf22 q23.1 q2a.z q31.1 g31d giz gd3.2 g34  g35.1 q35.3

-~ 211 bp -

108,381,200 bp 108,381,300 bp 108,381 400 bp
| I I I

SL_000T_LN_10_WES_unig_mut.aa = 17

CVErage

1
EB
EE
|34
i3
{3
13- |
EX
EE
{34
3.
EE
P
{34

SL_O00T_LM_TO_WES_unig_mut. 23

Sequence o SR 1L ECECRL Y LR LR R B L EER R R LR UL LR L E LR TR LR LR LRI LEE B R LR L L L CCEEEE LT TR CRRLE PUR BT LT B E O U RS LY CY (BT R LRUR Y DT REE LR LR L BRG] LR ] DR (L O LB TR LR ERT R R D R R (LT BT O B O R L B R

SRR BB BB RN R B BN e by O BR RS O ENOINCEE (e BR EROEY BN OBE ORYORE B Bl RN Ry RN e ES ER OB RS RN ® BN OEY L GE E i B N e

Refseq Genes
FEXLIT



chrd:37,579,075-37,529,334

T 1 BN [ I T [ [ [ D N I . 1 ] [ [ e [ [ T
p24. 2 p23 p22d pal p2l1.2 p13.3 P12 q11 g1z 13 gq21.11 q21.13 q21.31 q21.33 q22.2 q22.37 g31.1 gd1.2 g3z g33.1 qdad.? gq3d.3 3412  q3ad
- 211 bp -
37,529,100 bp 37,529,200 bp 37,529,300 bp

SL_0007_RN_2_WES_uniq_mut.bax " !

Verage

SL_QO00F_RM_2_WES_unig_mut.ba 1

Sequence e SRR UL THE L ELRREE LR R LR R L CEEE L UL PR R LR LR L DR LR R TR HR LR LR R LR LRI LR R LR LR LT R LR LR LR R LR LR LR L L LR LR
A MPHNGCGHYL I Y |GAEKNSFE IGNNE] |IGKENGLMWYIEGSRILG LN C

Refseq Genes
FEZO10O



chr2:47,807,063-47,807,372

e T [T [T T T BT N

p5.2  prad p4l  p2aZ  p2iZ  pal pl62  plG 133 pl2  pll2 g11.1  gl21 gqi3 q14.2 q21.1 q221 gq22.3 9241  g243 g3ll gqil3d gi2Z? g3il g3l g3t gi6Z gdr] gdrd
- 211 kp -
47807100 bp 47,807,200 bp 47,807,300 bp
| | |
SL_000T_LN_10_WES_unig_mut.aa = 13
cverage
SL_OOOT_LM_T0_WES_unig_mut. 31 -
Sequence ol L T R T T L R TR T T R R R T T T TR R T e p e g g g e R TR T R LT

L _________________________________________________________________________________________________________________________________________________________________________________________________________|
FEXQTI

Refseq Genes



chr13:21,671,221-21,671,530

[ [ [ | ' [ [ [ T [T I T B B 7 s B | N 2
=E =F 112  plll gizi q1213 gi2d gliz q1411 q14.13 143 g2l.1 g2z q2132 g21.31 gq221 g223 q31.1 312 gild g3zl gdz3 q33.2 q34
- 211 kp -
21,671,200 bp 21,671,400 bp 21,671,500 bp
| | |

SL_0004_RN_26_WES_unig_mut.ba = 17
cverage
SL_000d_RM_2&6 WES_unig_mut.ba % I I I I
Sequence el LU LR R TR L R S L RS L L DR L R LR R T T B TR R TR L L R TR R L T T L T LR

___________________________________________________________________________________________________________________________________________________________________________________________________|
F=F3

Refseq Genes



chr13:21,702,470-21,702,779

[ [ [ | ' [ [ [ T [T I T B B 7 s B | N 2
=E =F 112  plll gizi q1213 gi2d gliz q1411 q14.13 143 g2l.1 g2z q2132 g21.31 gq221 g223 q31.1 312 gild g3zl gdz3 q33.2 q34
—~a 211 kp -
21,702,500 bp 21,702,600 bp 21,702,700 bp
| | |
SL_0007T_RN_32 WES_unig_mut.ba = 17
cverage
SL_00071_RM_322_WES_unig_mut.lxa I
Sequence el U H R R R R L L T T R A L L R L LR R L R S LR R T R D B LR

—

F=F3

Refseq Genes



chr3:99 849 774-99 849 583
T T TT7 TN T T [ =] -:—:—:-}'FCE!]:-:-:-:- 1T 1 [ T 1 BN 7 7' DN N e [ e 0
p26.1 p25.2 p24.3 p24.1 p223  p221 p21.31 p2ld pl4.2 pl41 pla pl123 p121  gql11.1  gql12.] g13.12  g13.31  g21.1 q22.1 gq22.3 q24 q25.2 q25.33 q26.2 2632 q2r.1 g8 q73

—~a 211 kp -
99,849,300 bp 99,849,400 bp 99,849,500 bp
| | |
SL_0015_LN_46_ WES_unig_mut.aa = 13
cverage
I
1
I
I
1
I
I
SL_QO0T5_LM_4& WES_unig_mut. 2 %
I
I
I
I
Sequence e Rl LR T B TR R R R B T L S L R R R LR T TR B L O R LR U H U E R LR O LR T
g B 1 B F RO R D S | RER RS B S BEESBE S R S M H AR Y i E R B T B N AR | RS S L R O RGN E R O A | N TN | R S RS [ S O e | D T 680 E B | i £ SR L 68 O B E e 5 S H g > 88 2 S E 65 ) e R B F S Yy S

Refseq Genes
CMSST



chrl:154,989,419-154,989,728

[T T T 0 0 [ 1 ] T O Y B [ [ e [ I I B T N 1
pi631 p36.2] p3611 p35]  pidZ  pad piZ.2  pal.3 pill  p22a p213 p21.1 pld2 pll.2 a1z 211 g21d gz  gqe4f? q252  gil.l  g3l3 q3z.z2 g4 q42.13 q43 gda
- 211 kp -
154,989,500 bp 154,985,600 bp 154,989,700 bp
| | |

SL_0006_RN_67_WES_unig_mut.ba = 17
cverage
SL_0006_RM_&67_WES_unig_mut.ba -
Sequence Lo LR B DR LR LR LR R LR R R L LR L R L B R R LR LR R R L L R L TR R B L ]

CERCIE LSRR 1IN BB R OB ORE 1N eh R lE LR LR 1N B RE FHAAY QR

Refseq Genes
FLAL 1



chrl7:28,537,898-28,538,207

[ T |t | T | [ [ [ I BN [ [ 1 [
p13.3 p13.2 E13.1 p12 p11.2 p11.1 g11.1 q11.2 ql12 q21.1 q21.41 q21.32 q22 q23.1 q23 3 q24.2 q24.3 q25.1 q25 .3
- 211 bp -
28,538,000 bp 26.538.100 bp 28,528,200 bp

SL_0017_RN_15_WES_unig_mut.ba = 17

CVErage

SL_00T7_RBM_15_WES_unig_mut.lxa -

Sequence e SR8 UL LE IR R LRI R LR LR LT LR LR REL LR R LU EL L EEEEREC ] LR OR LR EERR R LRI R L LR D LR LR LR LR LR LR L R LR LR LR R RULEERRE LELLELELTE R LT CRE (L L R T R

FOHMI

Refseq Genes



chr2;185,793,680-185,793,989

e T [T [T T T BT N

p25.2 p24.3 p241 p2iZz2 p22.2 p21 p16.2 P15 pl13d.3 plz p11.2 gl11.1 gq12.1 gl13 q14.2 q21.1 q22.1 gZ223 q24.1 g24.3 g3l.l g31.3 gqdZz.z2 g33.]1 gaad E L gdg 2 girf1 g3ara
- 211 bp -
185,793,700 bp 185,753,800 bp 185,793,300 bp
I I I
; - 15]

SL_000_RMN_47_WES_unig_mut.la
overage
SL_0004_RM_47_WES_unig_mut.lxa I I
Sequence e SR LT H TR EELT BT LR R T DR R LR D R R DR LR TR LR R R R R LR R LR

O e e s I T e T - e A e e o Yl e R o e o S el = R S S I ey

= 1 - - ) o = Eanl wr o 1 1 1 L ==

Refseq Genes
FsIP2



chr2:199,846,020-199, 846,329

[ 57 T N [ 7 7 N B T 7 . | | 7T T [T T TN BT N -:—:-:!:I:_:-:l:
p25.2  p24d p241 pdZ p2eZ p2l p16.2 P15 p13.3 P12 p11.2 ql11.1  gl21 g3 q14.2 q21.1 q221 q22.3 q24.1 243 gdl.] g3l.d gdzz 331 g33i 35 qd67 qdrl garad

-~ 211 bp -

199,846,100 bp 199,846,200 bp 199,846,300 bp
I | I I

SL_0004_RN_47_WES_unig_mut.ba = 17

CVErage

SL_0004_RM_47_WES_unig_mut.lxa

e sl e e o] el b e ] e el frerd ]

Sequence e SRR LU LR LT R LR R LR LT LR R L EE LR LR LR LT LU LR L L TR LR R LT

- M S M S S M-S [ Y L IR * SN T EN Y S RS Y B O B S S | B L B S e ) R H O S

Refseq Genes
FTCOML



chrX:154,535,140-154,535,449

[ [ T T N B 0O B | [ -] O [N N B B I N | [
p22.3z2 p222 p2213 p22ill p21 2 pl14 pl11.3 pl11.22 p11.1 g11.2  gi31 glad g2l.1 g21.2 q21.32 qZ21 qZ23 q23 a4 925 g26.1 9264  qI7.2 a2
- 211 kp -
154,535,700 bp 154,535,200 bp 154535400 bp
| | | |
SL_000T_RM_15_WES_unig_mutha = 17
cverage
i
i
|
i
|
SL_OOOT_RBM_15_WES_unig_mut.ba %
i
|
i
|
Sequence Lo R L L LR B R L R LR L R L R R LR R L R R R R L TR R L RS L LR L R LR TR L LR R ]

| S S W C S5 E O | R R S C RV R PR L L N RS RS B R | LB R S R R Y S L R Y R B VR S R R F R D L L R E PR A

Refseq Genes
SEPLD



chrs:161,897,563-161 897,872

[ 1 T N N [ [ - NN ] [ I D N [ | [T BN N I [ [
gl 32 pl5.2 pl43d  pl4.1 p13.2 12 gl11.1 gll.Z gl21  gi3.1 q133 glaz gl443 q15  g21.1 g21.3 g222 g231 gqriz 9311 q31d gqaz q33.2 934  q351 9353
- 211 kp -
161.897.600 bp 161 897,700 bp 161897800 bp
| | |

SL_0015_RN_12_WES_unig_mut.ba = 13
cverage
SL_OOT5_RM_12_WES_unig_rmut.kxa I
Sequence Rl LR R T R TR L E T S R T R R S S R R T R TR T R S T R R g e g g e e e e A LA LR

—

SABRAT

Refseq Genes



chrX:49 584 459-49, 584,768

[ [ I e N B 0 e | [ -] O [N N B B I N | [ | I I
p22.3z2 p222 p2213 p22ill p21 2 pl14 pl11.3 pl11.22 p11.1 g11.2  gi31 glad g2l.1 g21.2 q21.32 qZ21 qZ23 q23 a4 925 g26.1 9264  qI7.2 a2
- 211 kp -
43,584 500 bp 49,584 600 bp 49,584,700 bp
| | |
SL_0007_RN_33_WES_unig_mut.ba = 14
L TET T I I
SL_0007_RM_23_WES_unig_mut.lxa |
Sequence Lol U LR LR O L R R R L R R LR L LR L LR R LR LR L LR LR T L T

SRy B N ER AT (EYC OHRE O RN ofeq Cdes R BRg C L€R - §= . fBR BhE  Bnd R L4 B B2

Refseq Genes
SASET1ZH



chr22:30,555,486-30,555,795

[ [ [ e R [ [ _:!:_ [ N
p13 N p11.2 p11.1 gl11.1 q11.21 q11.22 ql11.23 ql12.1 q12.2 q12.3 q13.1 q13.2 q13.31 q13.32

—~a 211 kp -
30,555,500 bp 30,555,600 bp 30,555,700 bp 20,
| | | |
SL_0007_RM_23_WES_unig_muthba " 13
cverage
|
|
|
i
|
|
|
SL_0007_RM_33_WES_uniq_mut b3 E
|
|
i
i

Sequence e SR LU ETUL TR LERRT R LRI R L ERECRET L LR LT LLTE LR LR R IR TR LR L LR REE LR L O LR LR ERL TR R R LR LR EE R EE L] TR LR LR LR R B RO LT L DL LU LR LR R LR L L LR
H B E N B MAEAB B NGNS EGELE BN EEE RS BB e DD EE B E G

Refseq Genes
SALIETI



chr16:81,378,887-81,379,196

[ | —:—:_:_:2- =]
p13.3 p13.2 p13.12 p12.3 P22 p12.1 p11.2 p11.1 q11.2 q12.1 q12.2 g3 921 9221  qZ2.z q23.1 q23. Q241 924 3
—~a 211 kp -
81,378,900 bp 81,379,000 bp 81,379,100 bp a1z
| | |
SL_0017_RN_15_WES_unig_mut.ba = 17
cverage
SL_0017_RM_T5_WES_unig_mut.lxa I
Sequence e Rl LU T T B LR T R T O L S R L R R R B S L L T R T O H R E LR LT

Refseq Genes

AN

—



chrl1:62,629,525-62,629,834

S I1|2| [T T I I D D [ |
ql12.1 q

p15.4 p15.3 F15.1  pl43  pl4.] E P12 p11.2 E11.11 ERC R q13.4 ql4.1 q14.2 q21 q22.1 223 qg23.1 g23.d q24.1

-~ 211 bp -

62,629,600 bp 62,629,700 bp 62,623,800 bp
I | I

SL_0007T_RN_25_WES_unig_mut.ba = 1

CVErage

SL_O001_RM_25_WES_unig_rmut.lxa

i
i
i
)
i
i
i
|
i
i

Sequence e SRR LU UDLOERELRRR LR R R LR R L EEE LT EL D RER B EEE R LR LR LR LR LU L LECET TR B LR LRER LR R LR R LR LR DR (B R LR DR LELE R LR LR LR R (LR (LU LR LR LR LR L LR LT LT PR
FRASGAFFARALMFPREMGGSREQRELGEATAMAH

Refseq Genes
SANMAER



chrX: 70,429,803-70,430,112

pg'i_ﬂ p22.2 p2213 g2l o212 pl14  plld p11.22 p11.1  g11.2  qi31 gql13d g2l.1 g21.2 g21.3z2 qz21 qz23 q a4 25 q261  q26d qIiz 978
i 211 kg - -
70,429,900 bp 70,420,000 bp 70430100 bp
| | | | |
_EL_!]UD#:_FH’H_;%#LHEEFH n iq_m ui.u R
oVerage | ‘
SL_0004_RMN_24_WES_unig_mut.ba

Sequence -

Refseq Genes

CN CN
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chr2:120,986,232-120,986,541

[ 50 T T [ 7 7 N B T 7 . | | T 1 -:ql-:I:I:-:-II I 7 N N [T N T 7
p25.2  p24d p241 pdZ p2eZ p2l p16.2 P15 p13.3 P12 p11.2 ql11.1  gl21 g3 ql4.2 q21.1 q221 q22.3 q24.1 243 gdl.] g3l.d gdzz g331 g33d 35 qd67 qdrl garad

-~ 211 bp -

120,986,300 bp 120,386,400 bp 120,986,500 bp
I | I

SL_0015_LN_44 WES_unig_mut.aa = 11

CVErage

SL_OOT5_LM_44 WES_unig_mut. 21

Sequence e SRR LU LTHER LR LR LR LR L L L O LT CROR LR ER LR LR R L LR LR (LT ET LR LR D LREE T BRI | LREE O (RO (] (R LR LRI LERRN R LR LR DR L (L CC L R L EE TR LR ELLE R LR R R R LR L L LR L
B UM - Bf o [ER (MR BOR o R§ o BSR  RMR C RER BN R BON C BR OB LN LE] O RE) CLER - BN ERR BN NN C fERCHRd e fE) CEE . BN BR R (8RR AW RE LU0 BN fRERR (M) LS BS BN R

Refseq Genes
5LIZ



chr7:41,964 896-41,965,205

[T [T =
p22 2 p21.3 21z pl5d  pl5.1 o142 pla  plzZ pliz gll1 q11.22 gi123  g21.11 g21.12 g21.2 q221 g223 gqill gq3l? gqildZ gaz1 933  g34 gi5 gdb1 q36.3
- 211 kp -
41,965,000 bp 41,965,100 bp 41,965,200 k
| | | | |
SL_0015_LN_44 WES_unig_mut.oa = 14
cverage
SL_OOTE5_LM_44 WES_unig_mut. 21 -
Sequence Co L UL R R L LR R G L R L R R R R R R LR R R LR LR L DR R L DR LR L R L L LR L LR L R ]
S GG FSACPRAYGRYVALSSPAOQSGMGoHAG PLCS ERPGRY st LM GCGPREGAGPHOMSDGL LAHALYCQGY PEOQNOMGNYMSGASENPAVYPLGFNLQGS

Refseq Genes
5LI3



chr16:4.812,073-4.812,382

[ 3. I N T 2 - il T R 20 O s 0 =]
=E] p13.2 p13.12 p12.3 P22 p12.1 p11.2 p11.1 q11.2 q12.1 q12.2 g3 921 9221  qZ2.z q23.1 q23.2 Q241 924 3
—~a 211 kp -
4412100 bp 4.8172,200 bp 4 812,300 bp
| | | | |
SL_0015_RN_21_WES_unig_mut.ba = 17
cverage
SL_O0T5_RM_21_WES_unig_mut.lxa I
Sequence o Rl L B L L H ] i

L g— - e

=== =

e . —

3 - Y 1 1 B WA -, CEeCO om0 MBSO 1 S . R . Bl e 1 O 3

e e

= p— el e L e ELm — -

Refseq Genes

SLYR1



chr3:179,401,168-179,401 477

| 1 N I 3? [T .
p261 p2h2  p2ad p241 p223  p221 p2lal  pall pl42 pl4al pla pl2a p121 g11.1  gl21  g1312  g13.31  g21.1 q221 gq22.3 924 q75.2  q25.33 qZ62 gf6df qZ71 g8 go3
—~a 211 kp -
179,407,200 bp 179407 ,200 bp 179407 400 bp
I | I
SL_0016_RM_56_WES_unig_mutba " ™
overage
[ | L1111
SL_001&6_RM_S56_WES_unig_mut.lxa I
Sequence el L R R T R R R S LR R U LR LR L L R S e e a i g O L B LR

*MNW | RLESEWSGTAMAMGDODTVG LES Y ENDHGHA LMG

Refseq Genes
ET=E



chrl2:6,826,1 29-6,826,438

- [
p13.37 p13.2 p12.3 p121  pll.22  plld g12  g1311 g13.13 g133 q14.2 als  a2l.1 qZl.z  q21.31 g2laz 922 q2d.1 q2a.z qZa11  g24.21 PECER 924.33
i - 311 bp -
6,876,700 bp 6,876,300 bp 6876400 bp
| | |
SL_0015_LN_44_WES_u n.iq_l_'nut. Ll - 480
s e LR QAR fill
]

SL_00T5_LM_449 WES_unig_mut. 73

Sequence -

Refseq Genes

IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIHIIIIIIIIIIIIIIIIlIIIIIIIIIIIIIIIIIIIIIIIIIIIHIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIHI
DGG C

BN

I-.I.I A E':_Illl

- KM RE

it

NG A

TOCPLSRD PAGQKYHKLLPGRHKMLIF

GPR1G2

I::ll:u'-EFJIHwLIr —F * 3 —F * 3 —F *




chr22:46,663,920-46,664,229
| [ e | N A ] | [
kD 12 o112 p11.1 gl1.1 q11.21 q11.22  ql1.23 q12.1 aizz q12.3 PIER q13.2 1331 913.32
—~a - 311 bp - -
46,664,000 bp 46,664,100 bp 46,664,200 bp
| | | . |

.EL.ﬂﬁ']E_LN;-EH_WEE_un.iq_l_'nut.lul e

cverage | |

., =
N
e e i
L 0+
s ——————— =
R ) | SSSSS— ——
B |
=
- i
T T e —
e
. 0000000000000 __
= —— 3
R — —
L
_
- \«= =SS
e
e [ —
-————— %
e
. r 1 1V 010 7
BE: fF ¥ F BT F: ¥F 3¢ & 1 3 ¥ ¥
-_——
SL_0015_LN_44_WES_uniq_mut. 53 R ———
e —
_——
=% 3% % i —1+— ¢} 31— 41—
L 1rr Jjir 1T Iim7T aun. Jjy:@m1iwwr r v
| S s s s s T s
-
-
| | I ——0
e
R T
_——
R | ——
S
- o——
-_-_— =
L S ———
U | —|
B R T T S e e . £
i === s s~
S
anm__ kW 9grygy T ’"‘Y r ¥
a4
e

aRANM DG

Sequence I IR i e
. - - - - fed R M EN R LS IN R O EROLE ER ORE O EXF AR O iE ' ' ' '
Refseq Genes




chrd: 3,035,231 -3,035,54.0
- [ T [ ] I - B N [ [ T N T 090 T [ N | [T 1
P62 pl53d  pl5.3l p15.1 P14 pl3 pll  glZ  gl1i1 gqldz q21.1 q2122 g2l gq22.3 924 975 926 Q=7 q782 q283 gill  qilzz q3z.1 9323 gid1 gqi43 q35.2
—~a 211 kp -
335,300 bp 20325400 bp 2025.500 bp
| | |

SL_0015_RN_21_WES_unig_mut.ba = 14
cverage

SL_OO0T5_RM_21_WES_unig_mut.lza

Sequence —
L BEER T [ I B S 88 R B - R R e E S A B0 G B R H BRI | i F AR RO E R N | e PR O PR

Refseq Genes
S RES



chrd:121,332,569-121,332,878

[ 1
p24.2 p23 p22d pal

pEl 2

p13.3

ql11

ql2

13 gq21.11 q21.13

121,332,600 bp
|

121,232,700 bp
|

[ T T 7 [ 1 :
q21.31  g21.33 q22.2 q2232 g31.1 g3l.2 q32 gqdil qddZ q333d gadlZ g4l

- 311 bp - -

121,332 800 bp
|

. - !
.EL.ﬂEDE_RN_H;WEE_uniq_mut.hhl'r
verage

SL_0002_RM_S_ WES_unig_mut.ba 1

Sequence o

Refseq Genes

35N




chrl4:77,324,717-77,325,026

I I | |
p13 I p11.2 p11.1 q11.2 q12 q13.1 q21.1 q21.2 q21.3 q22.1 223 q23.1 qPaz q24.1 q24.Z q24.3 gal.1 g31.3 g3z11 g3z 13 qi22 qiZ3l gdz33

- - 311 bp - -

77,224 500 bp 77,224,900 bp 77.225000 bp
| | : |

CVErage

SL_000T_RN_28_WES_unig_m ui.LL! AR ‘ ‘ ‘ ‘ ‘

SL_0007 —RM_2E8_WES5_un ig_mut.bal

Sequence SR T O T O T O T T T R T E T TR T T IIIIIIIIIIIIIIIIIIIIIIIIIIIHIIII!IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIHIIIIIIIIIIIHIII!I!I_IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIHIIIIIIIIIIIIIIIII]IIIIIIIIIIIIIIIIIIII D U EH T EE LR R L R LR LR L
! : ! : ! : ! : ! : ! B I LYSYFRSSESWRMYR |

G5TZ1

Refseq Genes




chr7: 74,732,457-74,732,766

I:I:I:_:_:-:_:_:-:-:FC_:A:—:-:_ I R B N ([ Y 20 N 1

p22.2 p21.3 p2l.2 p153 pl5.1 p14.2 p13 p12.2 p11.2  gl11.1 q11.22 ql1.23 q21.11 gZ21.12 g21.2 221 g223 qdl.l g3l2 g3ldZ? gdzl q33 g34 gi5 gd6.1 q36.3

- 211 bp -
74,732,500 bp 74,732,600 bp 74,732,700 bp

SL_0016_RM_56_WES_unig_mutba © &

CVErage

SL_00TE6_RMN_S&6_WES_unig_mut.ba

Sequence e SR UL LR LR LR LR LR LT LT R LT LR LR LR R R TR LR ELR LR LR R R LR LR UL LR LR LR
8 LY 8 BRI G B OB OEA OB ORE OIS ONO BN OB RN OREORY O OISR N LS T

Refseq Genes
STFZ2I



chr3:15,571,617-15,571,976

N | [T T T T - [ [T N D N e 1 ] [ T 1 B [ [T D D N [ e 0
p261 pI52 | p2ad p241 p223  p221 p2lal  pall pl42 pl4al pla pl2a p121 g11.1  gl21  g1312  g13.31  g21.1 q221 gq22.3 924 q75.2  q25.33 q262 gqf6d7 qZ71 g8 go3
- 211 kp -
15.571.700 bp 15.571.800 bp 15.571.900 bp
| | |
SL_0015_RN_11_WES_unig_mut.ba = 17
cverage
SL_QOTS5_RM_T1_WES_unig_mut.lza I

Sequence o SRR LU TR PR R LR LR LR LR LT

- o — e - T - - N S —— O

Refseq Genes
HACL1



chr19:19,758,480-19,758,789

| | [ ] | Bt <] [ | [ [ | [ | | |
p13.3 p13.2 p13.13 p13.17 g1z p11 q11 q1z g13.11 q13.12 q13.2 g13.31 q13.37 g13.33 q13.41 q13.42 g13.43
- 211 bp -
19,258,500 bp 19,258,600 bp 19,258,700 bp
I I I

SL_0015_LN_44 WES_unig_mut.aa = 14
overage
SL_O075_LM_44 WES_unig_mut. 23 L
Sequence o O YL U DR R R R LR LG LR LR R R L LR G R R L DR LR L LG LR UL L U0 LR LR LR L LB L L LR LR L R R
PLNSTECFADYREEANHEYGYNRLGGHNADGGGGA SGTGGLGGCPERPRENY PYOUM SGDRE LWCANCWDLGDEWAAHLESEASALIGDOEALTA

Refseq Genes
HAPLM3



chr7:81,702,582-81,702,891

I_:_:-:_:_:-:F

p22Z  p2ld p2l1.2 p15 E15.1 p14 p13 p1Z. p11.2  gl11.1 q11.22 ql11.23 q21.11 g21.12 g21.2 q221 q223 q3l.1 gq3l.2 gdldz gdz] q33 g34 gi5 q36.] q363

- - 311 bp - -

81,702,600 bp 81,702,700 bp 81,702,800 bp
| | § |

SL_0015_RN_10_WES_unig_m ut b

CVErage

SL_0015_RN_10_WES_unig_mut.

bl

----- | | I N

Sequence =

Refseq Genes

IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIHIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIHIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII
WMOMEREDE E R EDD TR TNERREEEEDD R RN E R

HGF




chr14:99,652,688-99,652,997

[ [ [ | I [ N e 7= B [ [T 00000 T [ [
=K =F p11.2 p11.1 q11.2 q12 q13.1 q21.1 q21.2 g213 gz21 9223 g23.1 q2az 9241 gq24.2 924 3 g31.1 q31.3 g3az11  g3z13 gizz gqizdl qi2ad
- 211 kp -
99,652,700 bp 99,652,800 bp 99,652,900 bp 99,6
| | | | | |
SL_0004_RN_05_WES_unig_mut.ba = 17
cverage
SL_0004_RM_05_WES_unig_mut.lxa
Sequence Lol L LB T R L L L LR R R LR L L S L LR G L L R L R L L A R R T S L ]

iR I MR E Rl BN LR RN R ER AT S F Y E R DR B R R S R

Refseq Genes
HHIFL1



chrl:149,887 774-149 888 033

e . [T T ] T [ Y N [ [ e . B W T TN [ 1
p363l p36.2] p36.11 p35]  p3d.Z pa3d p3z.2 pial.3 p31.1 p22.3 p21.3  p21.1 p13.2  pl11.2 qlz q21.1 q213 Q3.2 q247 q25.2 gdl.1 g3l.3 qdz.2 g4 q42.13 g4l qad
- 211 bp -
149,887 800 bp 149,887,900 bp 149,888,000 bp

| unig_mu it et U111 ||| [T ||| T T T 11 || ||| || T 35'.'..'.'-'1.'.'-.: T T —— ‘
';L;?:;S_HN_SLWEE_ = MJJ‘ :,,J_l", | ,”‘L,J\_,[,,J_ 11 ,,,J[,,,]T[r,‘[‘",H.;l,,,Jl l | ,,,‘L,,J‘.},‘_L}H.;\.,.Jl".]v[r.‘L..J‘.;I..Jl l | ...HU[L ] .L..‘H.;L.JL.. wl....[..: -J....J.I.l.-;ﬂlfj.[l..:E?ﬁ'?'.'t.:1:3".'".'11';':‘5?'."'-"5:?'.'13f'?i'.'ﬁ'-.-*.:'-‘-Ht:f- Q00 B i
| i

o —

CSL_0071E6_RM_ST_WES_unig_mut.ba; I I I

il
ELd I -
| |
|
i
| i
| |
| |
ISR | 8
1 | |
|
i i
|
| |
i
- - = 5
|
|
| i i
| |
| | |
i
| |
|
| |
| | i i B
| |
| dinn
i i i EiEN
i | i
s S LT R R R LR R LU LR B R e e RO L R T R R BT T LT R LR e TR LR LR L e LR LT R LR LR L TR LT R L R LR R AT

LIETEARTLEYELMAALYVPAGCGAGYVIEEAYNGERELLRHYVREGYRPFOQLEGEARSSRSKAKARAKGGRORKGRG 5 M

Refseq Genes
H2AC21



chr6:29,724,126-29,724,435

[T 1 D | D ey [ [ [ I N -l ' D D B ] N [T [T
pZ5 2 p24d  pzd  pI2d  pEiZ p2lad pZ12 p211 pl23  pl21 glll  glf 913 q141  gql43 gl&  gl6.] q16.3 qz1 q22.1 gq2231 g22.33 9233 qZ42  gZ5 ] 9753 qf6 g7
—~a 211 kp -
29,724,200 bp 28,774,300 bp 29,724 400 bp
| | | |
SL_0016_RN_51_WES_unig_mut.ba = 17
cverage
SL_0016_RN_51_WES_uniq_mut b3 T
Sequence g ||||||||||||||||||||l"|||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||"|||||"||||||||||“|||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||I||||||||||||

N OfLh o Res . LRl RehCGES . RER RSl Rl RY BN ABY D8 Rl BE O I0R CIER BRI RS BN RS REE . BRI Rl R fS8 R RS IR E S E B | M| ENMGIK ET

Refseq Genes
HLA-F



chr22:35,762,233-35,762,542

] [ i | _:—:— [
213 =E 2112 p11.1 g11.1 q11.21 q11.22 g11.23 q12.1 alzz q12.3 q13.1 q13.2 g13.31 913.32
—~a - 311 bp - -
35,262,300 bp 35,262,400 bp 25,762,500 bp

| | | § |
5L_0015_RN_21_WES_unig_m itba P-4
cverage

= I | mnms

SL_0015_RM_21_WES_uniq_mut.ba

Sequence

Refseq Genes

L Innmnmnnmn

AN e AP e s —

+ 3

HMSH B




chr6:114,057,170-114,057,479

[ TT TETT I N 1 ] [ I N -l 20O T T O 000 T T e e [T =
p25.2 p24.3 p23 p22.3 p22.2 p21.33 p21.2 p21.1 p12.3 p12.1 g11.1 gl2 q13 q14.1 g14.3 gl& q16.1 q16.3 q21 q22.1 g22.31 q22.33 q23.3 q24.2 q25.1 q25.3 gZ2hb q27
- 211 bp -
114 857.200 bp 114857300 bp 114857400 bp
I I I
; Ko-17

SL_000_RMN_47_WES_unig_mut.la
overage
SL_000S_RM_47_WES_unig_mut.ba I
Sequence e SR UL LR LR R R R R R DL LR R LD EER LT TR R LR R T T R T TR TR R TR R R LR T

SHad LR CBECiEr ORE RECLS Rl M B LS BN BN B OBk B Bl OEY R e L RN B e AR By 1R ORE BRIk

Refseq Genes
HODACZ-A52



chr5: 5 466,240-5 466,549
? T s 090 -2 020 [ T T 0O N 7 e || 1 B [ P ]

p1a.32  pl5s.2 pl43d  pl4 plaz2 pl12  gll.1 gll.Z2 gi21  gqid.1l q13.3 q14.2 ql14.3 q15 g21.1 g21.d gq222Z gq23.1 gz2a.2 q31.1 g31ld gaz g33.2 g34  g3sl q35.3

i - 311 bp - -

5466,300 bp 5466400 bp 5A66,500 bp
I 1 : | : |

_&L_ﬂunr_m_jz_WEs_uri'iq_mut.hLl-r - &8
P | LA I

SL_0007_EM_Z2_WES_unig_mut.ba 1

Sequence m— IIIIIIIIIIIlllllllIIIIﬂIIIIIIIII-IIIllIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIlllll!llllIIIIIIIIIII'I'IIIIIIIIIIIIIIIHIIIIIIIHIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII-IIIIIIIIIIIIIIIIIIIIIIIIIIIIHIIIII!IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII-HIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIHIIIIIIIIIIIIIIIIIIIIIIIII
5 : — ; : — ; SLILHS | LSELK @KL SMDH NG HEE Y i R PR BRI ES (B PR B OB jef ER O OBM fS : —

IEI_E]

Refseq Genes




chr10:59,418,057-89,41 8,360

o il [ T N

; : : |
SL_0007_RM_2_WES_unig_mut. Ehl'r
verage

'SL_0007_RN_2_WES_uniq_mut.ba-

15 2 p14 p13 plz232 plz2 p11.22  pl1.21  q11.1 qil.22 q21.1 aZ1.2 g21.3 g2z 9223  q23.1 g23Z @ qZ3dZ q24.1 g2ad] 9251 g2 Q2611 g2613 qz6.3
» - 311kp - -
83418100 bp 89415,200 bp 89,418,200 bp
1 | ; |
- 23

Seq h_l_unm -

Fhf:IE_K.]_ﬁEI'IEE

_ QULULLRU LR LR UL L LR UL LR DR LD LR DL LRGP ELE R LR LR LR
LHRHOMGLCHY RAQM | Q| KKATHNEPEKGKDKE LKEVIEEL |55, B H i KR A R E R D SRR A S A BT N LS e E e B Y RS N B EEE | B RS A R RN E N | D REE H R H R | YRR Y R ) R

HR_OO1 7475411




chr16:1,610,679-1,610,988

[ | T R 20 O s 0 =]
p13.3 p13.2 p13.12 p12.3 P22 p12.1 p11.2 p11.1 q11.2 q12.1 q12.2 g3 921 9221  qZ2.z q23.1 q23.2 Q241 924 3
—~a 211 kp -
1,610,700 bp 1,610,800 bp 1,610,900 bp
| | |
SL_0006_RN_67_WES_unig_mut.ba = 17
cverage
SL_0006_RM_&7_WES_unig_mut.lxa .
Sequence e U LU CE L R TR OO LU | O U R0 L L LR R0 U O LT T R LR O L L0 R B L R R R G R C L L T
HEfSEq Senes - & & S =) i k! S % < % 4 < < < < < < < < < < < < <
IFT140 IFT140



SL_0006_RM_&67_WES_unig_mut.lxa
overage

SL_000&6_RM_&67_WES_unig_mut.lxa

Sequence —

Refseq Genes

chr16:1,607,056-1,607,365

1§ I N T 2 | | T S 200 O s 0 [ [
p13.3 p13.2 p13.12 p12.3 p12.2 p12.1 p11.2 p11.1 g11.2 q12.1 gl12.2 gql3 g21 g22.1 gqz22.2 q23.1 q23.7 q24.1 q24.3
& 211 bp .
1.607.00 bp 1,607,200 bp 1.607.200 bp
I I | I
- 18] ‘
|
|
|
|
|
|
|
| |
| |
| |
| |
| |
| i
| |
| |
| |
| |
| i |

T B8 MG T GRS T G o SN v BN B | NG WS ) BN ) D BN BN ) BN N p WS O PSR NS e

IFT140 IFT140



chr15:98,964,049-98 964 355

[ [ [ | | B D [ N 0 [ Il [ 1
=K =F p11.2 p11.1 g1z glzZ q13.2 q14 q151 g153 g21.1 q21.2 q21.3 gq22.1 92231 q=3 q241 gq243 9752  g25.3 q26.1 9262  q263
- 211 kp -
98,964,100 bp 98,964,200 bp 98,964,200 bp
| | | |

SL_0017_RN_15_WES_unig_mut.ba = 17
cverage
SL_0017_RBM_T5_WES_unig_mut.lxa 3
Sequence Lol B R R R R O R U R R R L e e L R R TR L e i e g i e e e R L R

—

ISF1R

Refseq Genes



chr3:185,649,318-185,649,627

T TT7 N T T [ [T T N N - [ [T B P B B [ | [ T 1 _:-:I_:-:-:[!]:-:
p26.1 p25.2 p24.3 p24.1 p223  p221 p21.31 p2ld pl4.2 pl41 pla pl123 p121  gq11.1  gl2.] g13.12  g13.31  g21.1 q22.1 gq22.3 q24 q25.2 q25.33 q26.2 qZ632 q2r. q28 q73

-~ 211 bp -

185,649,400 bp 185,649,500 bp 185,64 9,600 bp
| I I | I

SL_0017_RM_15_WES_unig_mutba " 34

CVErage

SL_0017_RBM_T5_WES_unig_mut.lxa

—_ e - e

Sequence e SR L ULCUEUP TR ORI RERLLEER LR R L E LT EE OO LR OY TR LR DR LR LR LR E L LA O LR LR R RR L L CLCRER LR LR RLLEER LR LR LR LR LR LT R LR R R LR

— = e

Refseq Genes
ISFZEPZ



chr16:1,791,991-1,792,300

1§ I N T 2 - il T S 200 O s 0 ]
p13.3 p13.2 p13.12 p12.3 P22 p12.1 p11.2 p11.1 q11.2 q12.1 q12.2 g3 921 9221  qZ2.z q23.1 q23.2 Q241 924 3
- 211 kp -
1,792,000 bp 1,792,100 bp 1,792,200 bp 17923
| | | | |
SL_0015_LN_46_ WES_unig_mut.aa = 13
cverage
SL_QO0T5_LM_4& WES_unig_mut. 2 %

— — - pr—

Sequence o B LT LRI CRE LR LR R LR DL (LR B RO B LR LTCRU AN LR R R LR LR R L OO LT Y (OO E LR LR L LERT R | CERUR ] EET BT OO L DU LR ELRLEE LR L LERREE L LR R RO R CE T DL LR RULEER LR LR TR R LT LD D O] O R R L

— - — N e T =3

Refseq Genes
ISFALS



chr3:57,102,935-57,103,244

N | .
P26  pZs.Z  pa4d. p241 p2z3  p2z1 p21dl pEll - plAZ plal pld plad) p1Z21 gl11.1  g121  gl3l12 g133l  gzl.1 9221 g224d q24 925.2 q25.33 q6.2 q26d7 q2f.]1 qZ8 q23
i - 311 bp - -
57,102,000 bp 57103100 bp 57,102,200 bp
| | 0 | | |
oVerage | |
...... LT L 11 |

SL_0007_RM_33_WES_unig_mut.ba

Sequence ==t | | INUERRIRRRRERTVRRN AU AN TN RN RUE AL CURNERNE DU NEDURUEURR TR URR NN RN SRR NN N U NN NN AU RN AN TN EUN 0NN EON NN AL NN UORUUUERNR AL DORURNRY R RRN NN R RN NN NN RN NN NN AN INEON NN ANNUU N VON DU ERRNENOROE RN URUR RN IR NN R NTN N NRE AR RN R RN AN TN T AU RO OO OO OO RN RN O AR
S S S R S S S S S R S, ) | | S, HMV K R T TN T DOy - ot — ~

Refseq Genes
L1 FRD




chrl1:62,648,592-67, 648,907

S I1|2| [T T I I D D [ T | I
ql12.1 q

p15.4 p15.3 F15.1  pl43  pl4.] E P12 p11.2 E11.11 ERC R q13.4 ql4.1 q14.2 q21 q22.1 223 qg23.1 g23.d q24.1 q243 gz25

-~ 211 bp -

62,648,600 bp 62,648,700 bp 62,648,800 bp 62,648,9
I | I I I | I

SL_0015_RN_21_WES_unig_mut.ba = 17

CVErage

EX
EP
{34
3.
EX
=P
SL_QOTS5_RM_21_WES_unig_mut.lza iq-
[ 34

{3

Sequence e SRR LR LN LRI ER LR R L LCEUE BT LLR RO LR LI LR R RR LR L CEL L (LR ET TR BB LRI LD LRRE RO (L R LB O ORI LR R LR LR LR LR R LB R T DR LR PR LR L LR R ERLTRET E LU L CR R TR LT L
HFEH B B BN AEEdE BN EDDEEEENEEEBEEBEEENDR B ElR B E BB DB EEEBEEDENNEREDNEE B e

Refseq Genes
IMTSE



chr2;226,796,793-226,797,102

| = | 7T [ T T T BT N l|||[:]||||||||[::]|||||||[:::::::]||[:::::||||||||[::::::::|||||Dl!'lll[::::::ll[:::::::
pZ5Z  p24d pdl  pZdZ  pIiZ  pal pl6Z pl&  p13d plZ2  pl1Z g1l gl21 gqi3 q18.2 g21.1 g221 gq22.3 9241  g243 g3ll gild giZZ gq3dl g3id q35  q36? g3t g3arad
—~a 211 kp -
276,796,900 bp 226,797,000 bp 226,797.14
| | | | |
SL_0006_RN_36_WES_unig_mut.ba = 17
cverage I
|

SL_0006_RM_36_WES_unig_mut.lxa

Sequence —
0

Refseq Genes

HEGCRRELPHMELGEEPRY

IR51

< B PR S

RHGPLRGCGSBGCEGPPYAPMMETY

E & |

LR UL EURCEE ORI R RERRTRE LR LR LLEET B CECLERE LT EORY LT LERRR LR ERR LR R LR LR RURECEEL LR (LR LR LR CRRRER LU LU LR R DR TR LR (LR LR LR LR LR LR R L
| S C B A B S R - el P R G e i R SRR VR S B R S el P S R TR L R S B D S R

i
a A



chrie:2e1,320-261,629

[ gl T N 2 s 20 [T
pl13d.a pld.2 p1anz pl12.3 pl12.2 p12.1 pl11.2 pl11.1 gq11.2 q12.1 gql2.2 gl3 gq21 q22.1 q22.2 g23.1 q23.2 q24.1 q24.3
4 211 bp -
267400 bp 261,504 bp 267,800 bp
I I I I
! ] - 14]
SL_000F_RBM_2_WES_unig_mut.Bar
Verage
SL_QO007_RM_2_WES_unig_mut.ba
Sequence e L] LLRER O CECREEREEE ] LR LR LB R R RO L] LR L U L F LR B O LR R LB LR O L ECL R PR LR (LR R DB ELL R B BT E R R LR LT R LRI G UL TR R R LR

A RN AR ER OER OER OB

Refseq Genes

LGS0 P S L S S [ S D e [ G0 o ) BN | e L B O SR R

FAl 228



chrl2:55,688,078-55,688,387

[ 1 B N N e - 1 i N
p13.32 p13.2 p12.3 p121  pl1.22  pll1 q12 q13.11 g1313 g1343 q14.2 a15  gZ1.1 gZl.2  g21.31 g21az2 q22  qf3.1 g2z q2411  g24.21 92431 Q2433
- 211 kp -
55,688,100 bp 55,688,200 bp 55,688,200 bp
| | |

SL_0017_RM_48 WES_unig_mutba " &4
cverage
SL_00T7_EMN_42_WES_unig_mut.ba i
Sequence Lo R U DR R B E R R R R L R R O L R L L R L L LR T T R SR R O LR R L R T

YV MY P VTS A DR NE TS SKEVT IINARVIEVELSKWASYE

Refseq Genes
ITGAT



chr2:160,101,682-160,191,991

_ | B T T ;
p25.2  p243 p24] p2dZ  p2iz  pal p16.2 p15  p13.3 pl2  pll.2 gl11.1  gl21 gql3 q14.2 qaZ1.1  g221 gq22.3 q24.1 743 gdl1 gdl.d gdzz g33.1 q3ad q35 gd6Z g3r] g37.3
- 311 bp - -
160,101,700 bp 1 60,101,800 bp 160,101,900 bp

CVErage

.EL_HHDE_RN_-E.'E;WE.S,U nig_m uiLL

SL_000B_RN_36_WES_uniq_mut.ba

B-43

L T

Sequence

Fﬁ!f:iE_q_EEI'IEE

LETRTTRER T EEE TR T LR LR HIII_IIIIIII i niin IIIIIIIIIIﬂ_IIII_IIlIII IIHI!IIII!IIII_IIH iinm IIIIIIII_III_IIII-IIII_III CLEULTRLR LR TR R LRI CRLRT TR LR LR TR TR TRLE L LI LR LR LR TR LR LR TR T

*CTELDYEQKERHKEY TYRMKEETSTSGREYLPHNTG
ITSRE




chr19:2,097,204-2,097,513

| | | | s R S v | | | [ | | | | | | |
p13.3 p13.2 p13.13 =ERE p1Z2 11 q11 q12 q13.11 q13.12 q13.2 q13.31 gl13az q13.33 q13.41  gldaz q13.43
- 211 kp -
2,097,300 bp 2097400 bp 2097500 bp
| | | |
SL_0017_RN_15_WES_unig_mut.ba = 17
ovErage I
SL_0017_RBM_T5_WES_unig_mut.lxa 3
Sequence C L LR T B R LR R R LR A S R RN R LR L L0 R B L R L LR R R R T LR R SR L R R R ]
REKLDEGVATAY YOMMEBGQLYQGEMY FPC =T FENELEMIFREERY LGN A |

Refseq Genes
[ZUM O



chr2:96,631,249-96,631,558
I:!:-:-:EE-:-:-:_:-:_:FQ! 7T [ T T T BT N
11

p5.2  prad p4l  p2aZ  p2iZ  pal pl62  plG 133 pl2 pll2 g a121 gqi3 q14.2 q21.1 q221 gq22.3 9241  g243 g3ll gqil3d gi2Z? g3il g3l g3t gi6Z gdr] gdrd
- 211 kp -
96,631,200 bp 96,631 400 bp 96,631,500 bp
| | | |
SL_0004_RN_15_WES_unig_mut.ba = =1
cverage
SL_000d_EM_15 WES_unig_mut.ka I
UL L A R LR L L R U L L ]

ot p— e, — - .

Sequence e SR LR LR LR R LT L LR ER R R R L

Ll e e e e

e e L N O SR o PO L BERES . BENLEE . BORAE . 1 s =

= L L L L L L L L

Refseq Genes
kaMsL3



chr8:72,568,007-72,568,316

:—:—:—:—:EI:FCI:_:_:-:—:_ =4 I N T 0 7 e 000

p23.2  p2al p22 p21d p2l.2 pl2 pl11.23 11,1 gl11.21 q12.1 q12d g13.2 g21.11 g21.13 g21.2 g21.3 q22.1 q22.2 q23.1 q23.3 q24.12 q24.21 q24.23 q24.3

- 211 bp -
72.568.100 bp 72,568,200 bp 72,568,300 bp

SL_0006_RN_67_WES_unig_mut.ba = 17

CVErage

SL_0006_RM_&67_WES_unig_mut.lxa H

Sequence w— iIIIIIIIIIEIIIIIIIIIIIIIIIIIIIIIIIIIIIiIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII!liIIIIIIIIIIIIIIIIIIIIIIIIII!IIEIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII!IIIIIIiIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIiIIIIIIIIIIIIIIIIIIlIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII

Refseq Genes

KCMEBEZ



chrl:215,083,175-215,083 484

[T T 0 0 [ 1 ] T O Y B [ [ e [ B T ™ I B T N 1
pi631 p36.2] p3611 p35]  pidZ  pad piZ.2  pal.3 pill  p22a p213 p21.1 pld2 pll.2 a1z 211 g213 g2z g4 q252  gil.]l  g3l3 q3z.z2 g4 q42.13 q43 gda
- 211 kp -
215,082,200 bp 715,082,200 bp 215082400 bp
| | | |

SL_0004_RN_05_WES_unig_mut.ba = 13
cverage
SL_0004_RM_05_WES_unig_mut.lxa L
Sequence L R R LR SRR U LB RN B R L R R B R L R T L L B R D R R O R L]

B o 8 E NS P Y R S S

KCM k2

L
L
L
L
L
L
L
L

Refseq Genes



chrl1:78,174,045-78,1 74,354

T 1 [y I N 20 D D |
p15.4 p15 3 P51 pl4d  plal  gid p1Z2 p11.2 p11.11 g121 gl2d glaz q13.4 q14.1 q14 2 g21  q22.1 9223  g23.1 9233 g24.1
- 211 kp -
78,174,100 bp 78,1 74,200 bp 78,174,200 bp
| | | |
SL_0002_LN_1_WES_unig_mut.bar = 1
verage
SL_0002 LM_T_WES_unig_mut.lba I
Sequence Lo R L U TR L R R L DR R TR S R B R L LR R L B L R L T R TR R U U L LR L R LR L L

MG NS CHF Lo L G L = S > G | S S OSES E R S SR s S | R Y R )RR S M K TR R T R OO L R | L el S KNSR S N S B E RS E R R | RS SN LR () B SR RS SR R MR LSl E S RN C R L A |

Refseq Genes
KCTD 21



chr11:78,174,367-78,1 74,676

T T 1T s I I O N |
pl15.4 pl15.3 pl15.1 p14.3 pl14.1 P13 plz pl11.2 p11.11 g12.1 q12.3 gq13.2 gl13.4 g14.1 g14.2 gq21 gq22.1 gq22.3 g23.1 g23.3 q24.1
- 211 bp -
78174400 bp 781 74,500 bp 78,1 74,6040 bp
I I I I
; o-111
SL_000_RM_05_WES_unig_mut.a
overage
SL_000d_RM_05_WES_unig_mut.ba 3
Sequence e SO Y LCHEH TR TR R R O LR LT TR R R T L LR TR R R R RO L R R R L T LR L LT

e B e D S O B R (e ) D B PO RS S R S R IS () S RS T R T OSSR L NS T R YR KRS R NS T | R

Refseq Genes

RCTD 21



chrd:39,873,880-39,574,1 89

T 1 BN [ | I [T - —cuiill [ [ [ N TN O T I [ [ [ [ M1 1
p24.2 p2d p223 pZ221 p21.2 p13.3 ] gq11 qlz2 gld g21.11 g21.13 gq21.31 gq21.33 g22.2 q22.32 g31.1 gal.z2 gdZ2 g3di 1 g33d.z2 g3l q34.12 g34.3
- 211 bp -
23873300 bp 23874004 bp 234874100 bp
I I I
; ; o-111

SL_000_RM_&61_WES_unig_mut.la
overage I
SL_000d_RM_G6T1_WES_unig_mut.a E:_

Sequence e B LT LU CHLER LRI RE R (LR LR LR CEER ] LT ERR LR LR R L R LR LR LR (T LR LR LR R LR ELEERR BB (L LR L L OO O R RO LRI PR LR LR R L RURE L) CEE RO DL LRER TR LR T LR ] LR RL O L O L B B

Refseq Genes
F=F7P3



chrs:137,618,734-137,619,043

[ 1 T N [ [ - NN ] [ I D N [ | | BN F ] [ [
gl 32 pl5.2 pl43d  pl4.1 p13.2 12 gl11.1 gll.Z gl21  gi3.1 q133 glaz gl443 q15  g21.1 g21.3 g222 g231 gqriz 9311 q31d gqaz q33.2 934  q351 9353
- 211 kp -
127,618,800 bp 137,618,900 bp 127,619,000 bp
| | |

SL_0015_LN_44 WES_unig_mut.oa = 10
cverage
SL_O0T5_LM_44 WES_unig_mut. 21 1
Sequence o aml L U T R g R B R R g L e L L R R O LR LR LR S L T LR R R L ]

_________________________________________________________________________________________________________________________________________________________________________________________________|
KLHLZ

Refseq Genes



chrX:87,633,687-87,633,996

p22.3z p222 p22.13 p2ail

pa1.2

- - [ 1
pl14  pl13 p11.22 p11.1  gl11.2 131 gl3d g21.1 q'E'I.!_. q21.432 q22.1 g2243

q23

q24

q26.1

263 Q7.2 q28

- 311 bp -

87,632,700 bp

87,632,800 bp 87,632,900 bp

| 1 L

A7.E

|

.EL_!]'DM_RN__'E#;WE.E,U nig_m uiu
overage

P53

5L_0004_RN_24_WES_unig_mut.ba

Sequence -

Refseq Genes

VA TLEGPMYARVGEGGHDEWS Y LNTVYIERWDPEGREOWNYY ASMSTIFRESTWYGHY VALNMNE

KLHL3

ey ey e




chr16:84,6617,622-84,667,937

[ I N T 2 - il I N 00 O s o | ==
p13.3 p13.2 p13.12 p12.3 P22 p12.1 p11.2 p11.1 q11.2 q12.1 q12.2 g3 921 9221  qZ2.z q23.1 q23.2 9241 924 3
- 211 kp -
84,661,700 bp 84 661 800 bp 84 661,900 bp
| | | | |
SL_0007_RN_33_WES_unig_mut.ba = 17
cverage
SL_0007_RM_23_WES_unig_mut.lxa L
Sequence Co LR LR LR LR O LR DR O G G R L R L L L L R R LR L R L R B R R R S L B L L L]

i | B e H Y RN | e PSR O L R H R TR Y N R RN PR T RS I R NS S R B s YRS | RS S D) A [ E R DR LR NS R SRR O VR R A B | R A R E R O VYR | R

Refseq Genes
KLHL3E



chr19:35,721,614-35,721,923

| | 1 | [ I | [] [ | [ [ [ [
p1d.3 pl1d.2 p13.13 p1d.11 pl2 p11 g1l ql12 g13.11 q1d.12 q1d.z2 g13.41 q13.32 g13.33 g13.41 q1d.42 g13.43

-~ 211 bp -

35,721,700 bp 35,721 500 bp 35,721,900 bp
I I I

SL_0004_RN_26_WES_unig_mut.ba = 17

CVErage

EE
{34
EE

i3
a- |'|
R
EX
EE
{34
3.
EE
P
{34
EE
EE

SL_000S_RM_26_WES_unig_mut.ba

Sequence o SR LU CUTCH R PRI TR LR L UL EREUE LU CEE Y PO B R RO TR LR LR ER RO LR T CEOR R TR LR LR LR LR L C L EO B DTN ERL LR LR LLRRR L LR R L] L LR LR LR LR LR RERR L LR L
PR PRLOPPPSPRQOMPPLEKARTAGY G SILPLSGYEERKMESLLERAKMQLFE | DQGQQEOKEYAASMP

EMTZE

Refseq Genes



chr7:152,148,128-152,148,437

p22 2 p21.3 21z pl5d  pl5.1 o142 pla  plzZ  pliz gll.1 q11.22 gi123  g21.11 g21.12 g21.2 q221 g223 gqill gq3l? gqildZ gaz1 933  g34 gi5 gdb1 q36.3
- 211 kp -
152,148,700 bp 152,148,200 bp 152148400 bp
| | |
SL_000T_LN_T0_WES_unig_mut.a3 = 1
cverage
SL_QO007_LM_TO WES_unig_mut.oa
Sequence Lo R R L L B LR LR R R LR R O R R R R L R L B A R L R L L L L R R R LR R T ]
L g R B R S Y iR T o L B S R E R e PR L O R S R O e R PR L R R T R F B L R SRR TR D i E R Y NS B | R EEE RO B RN B F O S B E R O | RS R KR MR C R T L

Refseq Genes
KMTZC



chrl2:25,745,196-25,245,505

[ 1 I N RN T e 1 [ 7 DN [
p13.32 p13.2 p12.3 p12.1 p11.22 E11.1 ql12 g13d.11 gl3.13 gq14.3 q14.2 15 q21.1 q21.2 q21.31 gq21.32 q22 q23.1 g23.2 q24.11 q24.21 q24.31 q24.33
- 211 bp -
25,245,500 k

25,245,300 bp 25.245400 bp

SL_0004_RM_26_WES_unig_mutba "

CVErage

SL_0004_RM_26_WES_unig_mut.ba

VLR LR TR R U T LT R R LR R LR D LR SRR L R T L T R L
EITPOYEDM FHNGQ@ ILQI TEASKGEVYEGCGAGM VM LIKYETE
Refseq Genes [

kERAS

Sequence —




chr21:44,574,198-44,574,507

p13 plz P12 p11.1 q11.2 gZ1.1 qZi.z. q21.3 Q2211 gq2212  q22.13 q22.2 q22.3

|

iy 3k -

44,574 200 bp 44,574 400 bp 44,574,500 bp
g : g | B |

_EL_HﬁﬁT_ﬁu';l_ﬂ:i;ﬁE.SFuﬂiq;m utkl_ =122
= sl

SL_0007_RN_33_WES_unig_mut.ba

R, e LT e T L e TR T e LA L e e T e LA e LR LT T TR e TR T L R e L T e TR T L e e R e T e e TR TR LT

I S B P BRSO B A B C R PR AR S R | RS S R OB () S R OB S Y e SRR O B R S RS R S R O PO ) R S R R PSR O BE T RS o O C) B R e T o O KRR R S B [ R S R

_F;hfan_ﬁ"unﬁi
TSPEAR




chr2;20,037,212-20,037,521

e T [T [T T T BT N

p25.2  p24d pa41  pdZ  p2e2 p2l p16.2 P15 p13.3 P12 p11.2 ql11.1  gl21 g3 q14.2 q21.1 q221 q22.3 q24.1 243 gdl.] g3l.d gdzz g331 g33d 35 qd67 qdrl garad

-~ 211 bp -

20,037,300 bp 20037300 bp 20037.500 bp
I I I

SL_0004_RN_15_WES_unig_mut.ba = =4

CVErage

SL_0004_RM_T59 WES_unig_mut.lxa

Sequence e SR UL UL LR LR LR LR LR L LR LR LR LR DR LR LE LR LR LR LR LR R L T
bl LS I N OEE B BN O ™M M ORE iR M o BN W Ed &

Refseq Genes
LaFTMOA



chr3:157,028,243-157,028,552

| [T N s I - [ 77 B O A B [T HENEE 2 EOEGE 222 Bl 2B BBl I

p26.1 p25.2 p24.3 p24.1 p223 p22.1 p21.31 p21.1 p14.2 pl41 pl3d pl12.3 p12.1 g11.1 g12.1 q13.nz gq13.31 gq21.1 g221 gZ2243 q24 gq25.2 gZ25.33 gq26.2 gq26832 gZ7f.1 gq28 g2Z28

4 211 bp -

157028200 bp 157028400 bp 157028.500 bp
I I I I I
; I0-13]
SL_000_RM_66_WES_unig_mut.la
overage

SL_0004_RM_&6&_WES_unig_mut.lxa

Sequence e ST LR LR R LR TR L LR LR R LR TR LR LR L R TR R LR R L TR R R

W O E B E B R HAR E R D S I S B s BN S RS E N E R KRS D AR L R R A T SN LS O E

Refseq Genes
LEKER1



chr15:77,615,549-77,615,85%

[ [ [ e [ 1 I I [ DN 2 [ [ Il [ 1
P13 pl12 pl11.2 pl11.1 gl11.2 g1z g13.2 q14 g15.1 gl153 g21.1 gq21.2 q21.3 g2z22.1 q22.31 q23 q24.1 q24. q25.2 q25.3 q26.1 gq268.2 gq26.3
- 211 bp -
TrE1 5,800 bp 77815700 bp TEE1580d0 bp
I I I I
; o-111
SL_000T_RMN_25_WES_unig_mut.la
overage I
3

SL_OO0T_RM_25_WES_unig_mut.la I i
Sequence e SO L CCE LR LD O DR T LR TR LR LR LR R L R LR R T R LR R LR LR R T LR L TR G L TR R R R L L LR R R L LR D LR CER LR R

RN OIRE BRI Ed ER RN RS BN CRM RS felBE LY OR= el iN Ly i g 1N R G P RS A B F O K R L R S R DR A B O P C S TS S | B O L R P

Refseq Genes
AR_O0T7E 12061



chr16:11,586,051-11,586,360

[ I | T B 0 [ il T N 2 s 20 Z==
pl13d.a pld.2 p1anz pl12.3 pl12.2 p12.1 pl11.2 pl11.1 gq11.2 q12.1 gql2.2 gl3 gq21 q22.1 q22.2 g23.1 q23.2 q24.1 q24.3
- 211 bp -
11.586.1400 bp 11.586,200 bp 11.586.300 bp
I I I
; o-111
SL_000F_RM_33_WES_unig_mut.la
overage
I i

SL_000F_RM_33_WES_unig_mut.la %
Sequence e LY CHUE CRERT DR RV E R DL RO R LR TRC IR R LR G LR L L RUR P T BRI R R LT R L LR LR RN | U RO R R LI CLH R R | U LR TR LR LR TR LR L DR L ER R L R LR B

Refseq Genes
LITAF LITAF



chr18:59,330,367-59,330,676

[ [ e gl ] e e [ [ [ [
p11.31 p11.23 p11.21 p11.1  g11.1 q11.2 q12.1 q12.2 q12.3 q21.1 q21.2 q21.31 Q2133 q22.1 qZ22 224 a23
- 211 kp -
59,330,400 bp 59,230,500 bp 59,330,600 bp

| | | |
SL_0004_RN_26_WES_unig_mut.ba = 17
cverage
SL_0004_RM_26_WES_unig_mut.lxa %
Sequence il T HE TR TR R R e e T T T e e e e g e e T e o T e e L O R T T T T T L R T T

. ____________________________________________________________________________________________________________________________________________________________________________________________________|
LR1ARN 1

Refseq Genes



chr18:2,917,891-2,918,200

- S

p11.31 p11.23 p11.21 p11.1  g11.1 q11.2 q12.1 q12.2 q12.3 q21.1 q21.2 q21.31 Q2133 q22.1 qZ22 224 a23
—~a 211 kp -
2,917,300 bp 2,918,000 bp 2918100 bp 29187
| | | | |
SL_000T_LN_10_WES_unig_mut.aa = 14
cverage
SL_QO007_LM_TO_WES_unig_mut. 23 "
Sequence el LU E R T L A R TR R L T i e e e g e e e g i g e e e LR EEH R LR D L

Refseq Genes

LPIMZ



chrl 7:50,382,990-50,383,794
[ T = R | | [ [ [ T N [ ] [

p13.3 p13.2 E13.1 p12 p11.2 p11.1 g11.1 q11.2 ql12 q21.1 q21.41 q21.32 q22 q23.1 q23 3 q24.2 q24.3 q25.1 q25 .3

-~ 211 bp -

50,382 000 bp 50.282.100 bp 50,283,200 bp 50,383
I I | I

SL_0007_RN_2_WES_uniq_mut.bay = 13

Verage

EE
EE
=B
EE
EE

mm 3-
EE

SL_0007_BM_2_WES_unig_mut.ba T 3=
EE
EP
EE
EE

Sequence e SR LUEUE R LREP IR LRRE R LERI B TR LR LU LR R EL T LR R LR L R LT LR R R LR LR TR LT LT ELER IR LR LR LR EREE LR L LT R R LR R R R TR
"M MNMEBEERDIEEEEREEE DD OO EEED DD D DB D BB E B B

Refseq Genes
LRRCES



chrl:235,833,517-235,833,876

[T T 0 0 [ 1 ] T O Y B [ [ e [ IO T I [ W T N 1
pi631 p36.2] p3611 p35]  pidZ  pad piZ.2  pal.3 pill  p22a p213 p21.1 pld2 pll.2 a1z 211 g213 g2z g4 q252  gil.]l  g3l3 q3z.z2 g4 q42.13 q43 gda
—~a 211 kp -
235,832,600 bp 235,833,700 bp 235,832,800 bp
| | |

SL_0015_LN_46_WES_unig_mut.oa = 10
cverage
SL_0O015_LM_46 WES_unig_mut. 21 I

Sequence e SR LR R R LR LR LT L LR L LR LR LR LR LR L LR LR LR L L L L LR LR R LR LT

Refseq Genes
L¥&T



chr1:39,322,841-39,323,1 50

[T 1T I T 1 T[T 17T § 1 o o N B D B D o - [ I T T W N T [ 1
p363l p36.2] p3611 p3s.]  p3d.Z pa3d p3z.2 pial.3 p31.1 p22.3 p21.3  p21.1 p13.2  pl11.2 qlz q21.1 q213 qf3.Z q247 q25.2 gdl.1 g3l.3 qdz.2 g4 q42.13 g4l qad

-~ 211 bp -

39,322,900 bp 39,323,000 bp 39,323]100 bp
| I I | I

SL_0004_RN_47_WES_unig_mut.ba = 17

CVErage

i34
{34
EE
|34
i3
{3
R
EX
EE
{34
3.
EE
P
{34

SL_0004_RM_47_WES_unig_mut.lxa

Sequence e SRR LU LU EER TR R LR R LT LU ELERRT R R AR R CRER LR LD LR CR R O L EE TR LR LR TR LR LR LR LR RO L TR LELEEER LR LR LR LR R L O LT
F i D i R R T OREE L i T R T R OB YR S SRR R L E A

Refseq Genes
MACF 1



chr1:113,682,087-113,682,396

T I [T T I__:-:-:-:*:-}i [ B T ™ B W T TN [ T T [ 7 N 2
pi631 p36.2] p3611 p35]  pidZ  pad piZ.2  pal.3 pill  p22a p213 p21.1 pliZ pll.2 a1z 211 g213 g2z g4 q252  gil.]l  g3l3 q3z.z2 g4 q42.13 q43 gda
- 211 kp -
112,682,100 bp 112,682,200 bp 112,682,200 bp 113,
| | | |
SL_000T_LN_10_WES_unig_mut.aa = 13
cverage
SL_QO007_LM_TO_WES_unig_mut. 2
Sequence Al ORI E LR LU R e g s g e e e s R LR R LR L O L T R U LR R R L L

¥ LG FESSLIFERFGSFRS¥LIDRETRATLRLSGEFLVER Y

Refseq Genes
MAS12



| chrl:27,355,944-27 356,753
B

| [ I I M | !
p36.31 3671 3611 pis]  pa4z pdd  pdZZ pald g3l.1  pI2a p21.3 p21.1  pld.Zz pll.z2 i 9211 qZ1d qZdZ q@4Z q2aEg  qdll  g3ld q3z 2 g4l  gaz.13 qd3 gd4
—~a - 311 bp - -
27,256,000 bp 27,256,100 bp 27,256,200 bp
| | : | |

5L_0004_RN_24_WES_unig_m itba o481
cverage |

SL_0004_RM_24_WES_unig_mut.ba

Sequence Rl T T TR S TR T T TR T T T I IIIIIIIIIII__IIII U ERH LR T LS II!IIIIIII_I]I_II lIIIIIIIIIII I__II T T TR T T T T T E T TR T R R T R S SR T TR e T T T TR T T
MO TG SDVINLEQEWEY EGRDES AT : : : : : : : : : :

MAPIKE

Refseq Genes




chr16:29,807,765-29,807,574

[ I T s 20 s | - il T S 200 O s 0 ==
p13.3 p13.2 p13.12 p12.3 P22 p12.1 p11.2 p11.1 q11.2 q12.1 q12.2 g3 921 9221  qZ2.z q23.1 q23.2 Q241 924 3
- 211 kp -
29,807,200 bp 29,807 400 bp 29,807,500 bp
| | | |
SL_0007T_RN_25_WES_unig_mut.ba = 1
cverage
SL_O001_RM_25_WES_unig_rmut.lxa I
Sequence L R LU LR R L L LR B LR LR R LS R L LR TR LR LR R G LU R R LR LR L R R RS O R LD L R EERE R LU G | G R LR ]

O Y L Y O T e e e T e Y e S - e L O e A S N A A e S S A s

NS - EERL) BRI
o ! ! ! e S = T e 1 o Bl — R T s T e

Refseq Genes




chr6:52,276,137-52,276,446

[ TT TTT N N 1 ] [ I -2l 0 T T N I B T N [T =
p25.2 p24.3 p23 p22.3 p22.2 p21.33 p21.2 p21.1 p12.3 p12.1 g11.1 gl2 q13 q14.1 g14.3 gl& q16.1 q16.3 q21 q22.1 g22.31 q22.33 q23.3 q24.2 q25.1 q25.3 gZ2hb q27
- 211 bp -
92.276,20d bp 92270300 bp 22,270,400 bp
I I I I I
; o-111

SL_000_RMN_47_WES_unig_mut.la
overage
SL_000d_RMN_47_WES_unig_mut.ba I

1 — L -

Sequence o B LULUULCH TP R LR LR L LR LR R LR R LR R L LT LR R R R T L

E O R T N (R 1 s e, g e el m oW o P R 8 ry . O D 1 R = v O =

= - el - mem T E W R P L e

Refseq Genes
M2



chr8:66,890,895-66,891,704

p23.2  p2al P2z p21d pZl.2 plZ2 pl1.23 g11.1  gl1.21 q121  g123 g13.2 g21.11 g21.13 g21.2 g21.3 q221 qZ2.2 q23.1 9213  g2412 92471 q24.21 g244d
—~a 211 kp -
66,891 000 bp 66,891,100 bp 66,891,200
| | | | |
SL_0004_RN_05_WES_unig_mut.ba = 17
cverage
SL_0004_RM_05_WES_unig_mut.lxa I
Sequence el L TR TR R L R L R S T R R L R L L L L T R SRR R R R LR
LS S Bl E B F R T B S il S Y S T G S g S B i o B O SR | B IO S B A HIE K B K

Refseq Genes
MCMDCZ



chr6:89,652,071-89,652,380

[ T T T T N P [ [ _:-:F"—:_:_:':_:_ T P T N N [ [ 1
p25.2 p24d  p3 p223d p22.2 p2133 p21.2 p21.1  pl23  pl21 g1l q12 q13 ql14.1 q143 gl  ql6.] q16.3 q21 q221 g2231 q22.33 q23.3 q24.2 q25.1 253 q26 Q27

-~ 211 bp -

89,652100 bp §3,652.200 bp 89,652,300 bp
I I | I

SL_0015_RM_21_WES_unig_mutba " &

CVErage

SL_O0T5_RM_271_WES_unig_mut.lx3

Sequence e OB LU TR TR RER LR R LR R L LT LR R R L L LRROR LR LR LR LR LR LR LR LR LR LR LR TR LU LR LRI R L LR LR
EEPHNGSERPRWMELQREELEQRELEMNY DK

Refseq Genes
MO 1-A51



chrl9: 884,841 -885,150

1§ [ ] Bt <] [ | [ [ | [ | | |
p13.3 p13.2 p13.13 =ERE p1Z2 11 q11 q12 q13.11 q13.12 q13.2 q13.31 gl13az q13.33 q13.41  gldaz q13.43
- 211 kp -
884,900 bp 885,000 bp 885100 bp
| | | | |
SL_000T_LN_T0_WES_unig_mut.aa = 19
overage
= 1111 [ |
SL_QO007_LM_TO_WES_unig_mut. 23
Sequence Co UL RO LR R LR L LR SR R DR B SRR L LS R LR LU LR LR R LU T EEEEE U R T L LR LR L R LR D R L R R R R L R ]
WO S N (O R O - RN L A E I OB S B C MY B S T B S S LA

Refseq Genes
MELD 16



chrl1:64,803,3617-64,803,670

I T 1T o S I B N T | I
pl15.4 pl15.3 pl15.1 p14.3 pl14.1 P13 plz pl11.2 p11.11 g12.1 q12.3 gq13.2 gl13.4 g14.1 g14.2 gq21 gq22.1 gq22.3 g23.1 g23.3 q24.1 g243 gzb
- 211 bp -
64803400 bp 64,803,500 bp 4,803,600 bp
I I I
A - 15]

SL_000F_RBM_2_WES_unig_mut.Bar
Verage
SL_O00F_RM_2_WES_unig_mut.ba 1 q
Sequence e SRRV LRV TR LR TR R LR LR LT ERIR PR R D R R LR LR R L R R TR LR R L LR L L R LR R LR LR TR R

________________________________________________________________________________________________________________________________|
MERM1

Refseq Genes



chrl:156,087,644-156,081,953

[TITT B T 7 TTTT T 7T M [ A B N N [ -4 [ 1§ BT [ N e e 1
pdgal pde P61 pEdsn padd4.2 pa3 pdZ.2 pdl.3 pa1.1 p22.3 p21.3  p21.1 pld.2 pl1l.2 g1z q21.1 g21.3 g2izZ gq24.2 gq25.2 gd1.1 g31.3 gqdz.2 gq41 gq42.13 g4l g44
- 211 bp -
15604817.70d0 bp 156087 800 bp 156087304 bp
I I I I
- - 15]
SL_0002_LM_&62_WES_unig_mut. 21
overage
| 1
SL_0002_LM_g2 WES_unig_mut. 23 I %
Sequence e O L LR O DT O UL LT LR B LEERE | O L EERERT LR L R D R B [ CEE PR O R L | RERECR P LR DO R T LT TR R R LR CR R R LT B L DR T LR L R T B TR LR

IS O B S R 1 R S B PR ) AR T S B PG B RS SR PO S PR PR A R B PR A iR L A PR e o e B [ R A S P PR E | S | N R O | g | N | S R R [ L SR G R L) iR A R S O

Refseq Genes
MEH 34



chrl:112,688,984-112,689,793

T I [T T -:——:-:-:-:_:-}1 [ I I M I B T N [ T T [ 7 N 2
pi631 p36.2] p3611 p35]  pidZ  pad piZ.2  pal.3 pill  p22a p213 p21.1 pld2 pll.2 a1z 211 g213 g2z g4 q252  gil.]l  g3l3 q3z.z2 g4 q42.13 q43 gda
- 211 kp -
112,683,000 bp 112,685,100 bp 112,689,700 bp 17
| | | | |
SL_0007_RN_33_WES_unig_mut.ba = 17
cverage
SL_000Y_RM_33_WES_unig_mut.lxa 3
Sequence e AR U R R R R R L L G U B R L R R R R T R E L T S R U O AR R L R L LR LR LR L]

A LB o T T B Y R F R D Y e D e R PR KRR R Tl R G s O @ 19 Y CER R E

Refseq Genes
MOv10



chrl 7:62,680,046-67,680,355

[ T e U | T | [ [ [ I el [ 1 [
p13.3 p13.2 E13.1 p12 p11.2 p11.1 g11.1 q11.2 ql12 q21.1 q21.41 q21.32 q22 q23.1 q23.3 q24.2 q24.3 q25.1 q25 .3
- 211 bp -
62,680,100 bp 62,680,200 bp 62,680,300 bp

SL_000T_LN_10_WES_unig_mut.aa = 11

CVErage

EE
i34
{34
.3.

kP E
{3~
-
EE
{3
{34

SL_OO0T_LM_T0_WES_unig_mut. 21

— - e [ - —_ - -

Sequence o LT LCTOHCTTTERR LTI R LR LR LR (LR LR LR B (LU B TR ELER R RL RL ECLELERLELOLCRLRTLRLLLRLELELRET R R LR LR LR CE BB LR O R ELRRT LT RS B L COL O BT O CEY LR LR TR LT LR R LR L LU LU CREURY |0 CLCH L CRLE O LR R

- - P P, e

Refseq Genes
MRCZ



chr12:106,977,489-106,977,79%8

[ 1 I N N T e - 1 [ 7 DN [
p13.32 p13.2 p12.3 p12.1 p11.22 E11.1 ql12 g13d.11 gl3.13 gq14.3 q14.2 15 q21.1 q21.2 q21.31 gq21.32 q22 q23.1 g23.2 q24.11 q24.21 q24.31 q24.33
- 211 bp -
106,977,500 bp 106,377.600 bp 106,977.700 bp 106,97

SL_0004_RM_66_WES_unig_mutba "

CVErage

SL_0004_RM_&66_WES_unig_mut.ba

o e o] ] e B o] e el e ] e e e B ] e red ] ] foeed e ]

I
I
1
I

Sequence e SR UL TR LR R LR LT LT L DR LR LR LR LR LR LR LR LR LR LR LR R R L LR LR LR LR R L LT L LT
SR E R IR D OSEE OB N LN N S B | S B N S EOSS E OO KRR O R LS S H e DS | OB YRS S R AR KR | Y R G T Vol PR E | RS S B R L

Refseq Genes
MTERF 2 MTERFZ



chr16:70,663,655- 70,663,964

[ | I BN 0 Y N Z==
pl13d.a pld.2 p1anz pl12.3 pl12.2 p12.1 pl11.2 pl11.1 gq11.2 q12.1 gql2.2 gl3 gq21 q22.1 q22.2 g23.1 q23.2 q24.1 q24.3
- 211 bp -
70,863,700 bp TULEE3 800 bp 70,863,304 bp
I I I
; o-13

SL_000E_RMN_&67_WES_unig_mut.la
overage I
SL_000&6_RM_&67_WES_unig_mut.lxa l
Sequence e UL CCRUYPOR R ELE R L CEE ] EEEY LR G U LT L L LR PR RO L0 S L RO EE L RO R EEE U LD R R B LY U B R R TR R R TR O L R LR E R L LR PR LR R LR LR O]

Refseq Genes

SR | iR P S DT e TSRO R U N S R LD B S BRSO S RS S PR PR PR E SRR T R T SRR S RS S PR PN R E R L SR N e RN e | BN C BN L RS R N R S SR IS O i ) R N S S PR O

MTS52



chr19:8 BB8E,774-58 889 033

[ | i— 1 | [ [ [ } | [ [ [ [ [—
p13.3 p13.2 p13.13 p13.11 =E p11 q11 q12 q13 11 q13.12 q13.2 q13a1  qlaaz q13.33 Q1341 gqldaz q13.43
- 211 kp -
8,388 800 bp 5,485,300 bp 8,359,000 bp
| I | |
SL_0004_RN_24_ WES_unig_mut.ba = 24 I ”Il ‘ II | m u ‘l‘ I T
TR i I i ] TR R 1UELER | Nl 11 I ” III i,
111 1 | o i . [ |
111 1 | o . | | 1 1l [ |
111 1 | i i M [ [ |
111 1 | im I H i B 1 I1
111 1 | il i H . d 1
111 1 | o . | | (. i1 Pl i
Rl 1 | i I | | . a1 bl 1 1
ERil 1 | o 1 H ' | 1 I 1 1 |
Bl i | 1] | i H . da I I 1
i 1 | i . | | (. i1 11 1 1
1 1 | i I | | [ a1 bl 1 1
i | e 1 H T 1 I 1 B | i
i | o i [ da 1l | | §
SL_000d BM_24 WES_unig_mut.ba I I I. I II I ll l . I I I I I .I
| o i Ml [ ia 1l 1 1 i1 W
| im 1 H i K 1 1 B | 1i Hl |
| il i H . d 1 I 1 1f Ml i
| o . | | [ i1 11 1 1 i1 W i
i | i i N . ia bl 1 1 i1 W
| iln 1 H i B 1 I 1 B | 1f Ml |
o i H . da I I 1 i1f M Nl
[ | 1 N (. i1 Il 1 1 1 W T CIcox
i 0l [ a1 bl 1 1 i1 M men “1c e
(. 1 Il B | i H IEEF "1 """ B 'K
Sequence e Rl LR U L R LR TR A DR R DR LR L R L L R L R T L L LT LR R R DR R R O O H R EE R T D LT

o Bl I R

oG B | R LR S RS E Ry S O B R L RS PR R [ R R T R | SR L 1 R A S R K PR

MUCT G

Refseq Genes



chrl 2:40,539,404-40,5349,713

p13.32 p13.2 p12.3 p121  pl11.22 p11.1 gl2  gq13d.11 qi1d.13 g13.3 q14.2 qlE g21.1 gZl1.Z2 q21.31 gZ2132 q2Z  q23.1 qZd.2 q2411 q24.21 q24.31 q24.33

- - 311 bp - -

40,539,500 bp 40,529,600 bp 40,529,700 bp
| | | |

.ELﬂﬁDT_RIHjE;ﬂEs,u nig_m uiu! 5 2
overage |

fe—%— i s 4pWEii i 3 FuI¥ E3: | FF &
(A | ) SN S ) SS— 1§ [ 0 S P . | )|
===~

S ———— | S— ) W0 (i i
£ 1 3 p¥f 31 @ mEuHjm ¥ HE i W -
- 3 a ¥  __mL % 1 =@
S | B— 1) | [ S | 00 | ) D—
== — |
_-19 £~
mr 1 3y o 0§ Wy wrK I -
S — ) D) T D— ) 0 S ) 1 G0 0 SN fh— T—
==
—_,— e
| |
5 [ — ) | (-
- s 3 =
= = = =
_ - s
) | N1 S (A (] |
=
——————————————————————————————————————
x %
Y Y [E— E— {— ] 1) B— R—
—_—— e
=
SL_0007_RN_33_WES _uniq_mut b3 (S [ E— S ) ) |
= ¢
_— 3 3
R S
R T
—_—
= £ ¥ 3 3
0 Y
e 1
-3
-
. ¥ ¥If 9§ & W ¥ I 1 § UL L§l &
P 1 1 A———— R (S —————————— Q1 D
- —————
=3
|
| —
L
==
1 3 w7
e |
—————
——————————————————
e

Sequence b gl LU UL LU UL DL LR LU EE LTI L L LU L L
ook T e G A8 P st | RS T B : : . : : : :

MUC1S

Refseq Genes




chrd:110,775,700-1140,776,009

[ 1 I | B N [ O >~ [ '
P24z p23 p22d pIzi pZ1.2 P33 plz  qll alz q12 gz1.11 92113  g21.31 2133 gqZ2Z qZ2az q3l.1 galz g3Z 331 q3iZ g3dd  g34lZ  g3sd
- 211 bp -
110,775,800 bp 110,775,900 bg 110,776,000 bp
| | | | |
SL_0004_RN_66_WES_unig_m ui.u gl

CVErage

SL_000d_RM_B6_WES_unig_mut.ba

Sequence

Refseq Genes

"||:I:I--""!'l-ll:J 7, Iy EiRASE | 8 w0 e I-"'ID'-IhﬂI—Il.lnrlDTJ..l IZJ!_DL-II

i )

.

= =
o i )
] o b

MLUSE




chrl1:47,334,966-47,335,275

T 1 [ T I B D D [ B
p15.4 p15 3 P51 pl4d  plal  gid p1Z2 o117, p11.11 g121 gl2d glaz q13.4 q14.1 q14 2 g21  q22.1 9223  g23.1 9233 g24.1 9243 g25
- 211 kp -
47,235,000 bp 47,335,100 bp 47,335,200 bp
| | |

SL_0015_RM_12_WES_unig_mutba " 34
cverage
SL_O0T5_RM_T2_WES_unig_mut.lxa
Sequence C R UL UL R LR LS LR CE R G DR R LR LR R L DL L L R L R R T R LR LR R LR L R R LR L R R LR R R R B L ]

EAER VBV B E i T B RS B PO S (M SRS R R TS L S R T R L R RS L R S Sl H R TS R [ R S R Y S

Refseq Genes
MYBFC3



ehr17:190,502,591-140,502,904

p13d  plaz FER g1z R p11.1 g11.1 ailz q12 g21 .1 T gZ1al  gZlaz q22 q23.1 q73 3 q24.2  g24.3 9251 9253
—~a - 311 bp - -
10,502,600 bp 10,502,700 bp 10,502,800 bp 10,502,

| 1 i |

.ELﬂﬁDT_RIHjE;ﬂEs,u nig_m ui..LL-.

CVErage

SL_0007_RM_23_WES_unig_mut.lxa

| o-535]

e | e

1
d |

Sequence

Fﬁ!f:iE_q_EEI'IEE

IIIIllllllIIIIIIIIIIIIIHIIIIIHI’IIIIIHIIIIIIIIIIHIIIIIIIIIIIIIIIIIIIIIIlIIIIIIIIIIIIlll'llllllﬂllllllllllIIHiIIHIIIIIIIIIIIIHIIIIIIIIII!IIIIIIIIIIIHIIHIIIIIIIIIIIII-IIIII’HIIIIIIIIiIHIIIIIIIIIIIIIIII'IIIIIIIIIiIIIIIIIIIIIIIIIII'IIIIIIIIIIIIIIIIIIIIHIIIIIIIIHIIIIIIIIIIIIIIIIIIIIIIHIHII‘IIIIIIEIII
KB KT LT NYMEKEDEEARLDDL T @OHAEQLAKKEK T TLEAN TEDLG AMEE

O Do |__| E L K

MYHAS




chrl 7:190,641,724-10,641,533

p13.3 p13.2 E13.1

pl2

|

p11.2

p11.1 g11.1 ql11.2

ql12 q21.1 q21.41 q21.32

10,641 300 bp
I

q22

q2d.1

q2d.3

q24.2

q24.3

q25.1

q25.3

211 bp

10,641 400 bp
I

10,641,500 bp
I

SL_0002_RN_S_WES_uniq_mut.bay = 23

Verage

SL_0002_RMN_E_WES_unig_mut.ba

Sequence —

Refseq Genes

| M8 S i P T

R

KMLMNE

l kP

UL LR TR R LR R CERRERE LR LU O LR REL R LR LR R UL R LR R L LR LR LR LR LR L LR LR LR LR L
L P o K E PR

MHZ



chr22:36,300,747-36,301,056

[ [ [ e R [ [ 7w 0 [
p13 N p11.2 p11.1 gl11.1 q11.21 q11.22 ql11.23 ql12.1 q12.2 q12.3 q13.1 q13.2 q13.31 q13.32

-~ 211 bp -

36,300,800 bp 36,300,900 bp 36,307 000 bp
I I I I

SL_0003_LN_51_WES_unig_mut.aa = 19

CVErage

iy

{34

ER

EE

3=

{3

EF

{3-
SL_Q003_LM_S51_WES_unig_mut. 21 EF

{3-

ErE

a- ni

EE

{3

ER

Sequence e SR L ULCCL DR LERR IR LR LR LR ELLEE L LR LR LR ML LD RO B LR L LR R TR LR LR LR LRI LR LR R LR LR L O LR R ELLELRLL LR L (LR O LR R R BT R R LR LR R LR L] D R L L L
C) e N ) el R RO NS L ) R R BE ERE E RS S L R H N | B E S E R KGR S S LR S R L R E SR E R LK EARML

Refseq Genes
MYHS



chr7:44,970,475-44 970,784

:EI:_:_:-:_:_:!-:-:P*‘:_:—:-:_ I R B N ([ Y 20 N 1
p22.2 p21.3 p2l.2 p153 pl5.1 p14.2 gl p12.2 p11.2  gl11.1 q11.22 q11.23 q21.11 gZ21.12 g21.2 221 g223 qdl.l g3l2 g3ldZ? gdzl q33 g34 gi5 gd6.1 q36.3

—~a 211 kp -
44,970,500 bp 44,970,600 bp 44,970,700 bp
| | | |
SL_0007_RN_2_WES_uniq_mut.bay = 13
verage
| |
|
|
il i I
ai1ln Nl I
SL_0007_BM_2_WES_unig_mut.ba T l
|
|
|
|

g—

Sequence e SRR 1L CRER DR LR LR LR LR L] CE T CCLECR TR LY LR LRLRRT R L R LR L LR O RO LR LR R LR R CEECRE LR L LR DO R LR R LR L LR LU LR PR RERL L R ERRRER RO LT LD DL LR TR TR L

e e G e, el P, e e L P e=lmom e

Refseq Genes
M50 15



chr11:77,172,585-77,1 72,894

T 1 [ S B 20 D D [
p15.4 p15 3 P51 pl4d  plal  gid p1Z2 p11.2 p11.11 g121 gl2d glaz q13.4 q14.1 q14 2 g21  q22.1 9223  g23.1 9233 g24.1
- 211 kp -
77,1 72,600 bp 77,172,700 bp 77,172,800 bp 7]
| | | |
SL_0002_LN_1_WES_unig_mut.bay = 17
verage
SL_0002_LM_T_WES_unig_mut.lba %
Sequence Co LU R R R L LR L R R L DR L R L LR R R R D R R R R LR LR L L L S LR LR DR L R B R L L LR ]

2 =N 3O N R i 1N ER ®% . fo4 oy BeN- BN BN OB BSOS BM

Refseq Genes
MOTA



chrS:16,694,342-16,694,651

[ [T [ | I [ [ - [ T [T I D D 7 || ==l B [ I [ [
p15.32 pl15.2 p14.3 p14.1 pl1d.2 pl12 g11.1 gl11.2 gl12.1 gq13.1 g13.3 gql4.2 gl14.3 gql5 gZ21.1 q21.3 g22.2 gZ3.1 q23.2 g3d1.1 g3lad gaZ gdl.z gq34 q35.1 g35.3
- 211 bp -
16634400 bp 16,634,500 bp 16.634,600 bp
I I I I
; o-13
SL_000E_RMN_&67_WES_unig_mut.la
overage I
BiR
- 11 11 1nn

SL_000&6_RM_&67_WES_unig_mut.lxa I
Sequence e SO LT LR TR LT R R R LR LR LT LD TR R TR LR R TR R LT LR TR TR R L RO LR L ERT R LR DR TR L R R L R L]

KATRERYEVITCRLEEESEBENEFYMLESORE LM FWRKKMWNRERS LT >S3GCEGCKEKHLWOOKLAEQRSEFWLEFTEDKE LY CWERE KMWSNMLGG

Refseq Genes
MO0



chr13:109,140,60%8-109,140,917

[ [ [ | [ [ [ T [T I T B B 7 s EE
=E =F 112 plll gizil q1213 gi2d gliz q1411 q14.13 143 g2l.1 g2z q2132 g21.31 gq221 g223 q31.1 312 gild g3zl gdz3 q33.2 q34
- 211 kp -
109,140,700 bp 109.140,800 bp 109,140,900 bp
| | |

SL_0006_RN_55_WES_unig_mut.ba = 17
cverage
SL_0006_RM_53% WES_unig_mut.lza H
Sequence Co R LR E B LR L R R LR L L O R LR LR DR T R DR L R R R R R R R L LR B LR L LR ]

&3 ey et Be BN [RR O BR RE  AN O RRR N34 IEN CRRR . LER NRE o AER  HeS - B B8 Aa  fnf AW faf o BR O RM RO RA CHE CRM IS4 A BN i3 BN 1IN CRE LY I OEW O EEOIW O NE kA id B OER N O R LY M

Refseq Genes
MYO16



chr19:45,914,143-45,914,457

| | - B - S [ | [] [ [ 1|3 | [ [ [
p13.3 p13.2 p13.13 =ERE p1Z2 11 q11 q12 q13.11 q13.12 q13.2 q13.31 gl3az q13.33 q13.41  gldaz q13.43
—~a 211 kp -
45,914,200 bp 45,914,300 bp 45,914 400 bp
| | | | |
SL_0004_RN_05_WES_unig_mut.ba = 17
overage
SL_0004_RM_05_WES_unig_mut.lxa l
Sequence e Rl LUV R TR R R B R RO L LR T R LR L DR R R R T O B LR L B L DR R L LR R LT LR R
*REVEREGASNREGSRREY LSOOG GHNLIP CY K ARQDGTAGCVYRPCYMYHREL I PCY¥VYYGDPTREL

Refseq Genes
MAarMOs2



chrl:149,552,753-149,553,062

[T T T 0 0 [ 1 ] T O Y B [ [ e [l I W I B T N 1
pi631 p36.2] p3611 p35]  pidZ  pad piZ.2  pal.3 pill  p22a p213 p21.1 pld2 pll.2 a1z 211 g213 g1z gqe4? q252  gil.l  g3l3 q3z.z2 g4 q42.13 q43 gda
—~a 211 kp -
149,552,800 bp 149,552,900 bp 143,552,000 bp
| | |

SL_0016_RN_51_WES_unig_mut.ba = 14
cverage I
SL_001&_RM_51_WES_unig_mut.lxa |
Sequence el U HP T L LR T L T O LR L DR DR L DR R T R L L O L R R L DR O R B S L L L

E Y B P B L)

MEFFI13

D i C B > Bl P S S S L NSO R [ S C NS P B S B T L E R R R - R

——

Refseq Genes



chr1:149,495,914-149,496,223

[TTTT W T 07 T[T TT1T T 7 N T N A B [ [ e [ DT D BT [ N e e 1
pdgal pde P61 pEdsn padd4.2 pa3 pdZ.2 pdl.3 pa1.1 p22.3 p21.3  p21.1 pld.2 pl1l.2 g1z q21.1 g21.3d g2iz gq24.2 gq25.2 gd1.1 g31.3 gqdz.2 gq41 gq42.13 g4l g44
- 211 bp -
1434536004 bp 1454596100 bp 1434586.200 bp
I I I
; Ko-17
SL_000_RMN_47_WES_unig_mut.la
overage
] LT

SL_000S_RM_47_WES_unig_mut.ba
Sequence e SO UL U LRV LR TR TR R R TR R R R R LR R LT LR LT R LR ST TR TR LR R L TR R R LR LR

Lgs E B Y B P Y B S R DI R S R L DR R DR B S YR L B E O S

Refseq Genes
MEFF12



-+ [ I T W T T 1
qd1.3 qd2.2 g4 qd2.13 q43 q44

chr1:149,510,1917-149,510,500
[ T I I . [ 1T

p363l p36.2] p36.11 p35]  p3d.Z pa3d p3z.2 pial.3 p31.1 p22.3 p21.3  p21.1 p13.2  pl11.2 qlz q21.1 q213 qf3.Z q247 g25.2 ga1.1

- 211 bp -

145,510,200 bp 149,510,300 bp 149.510.400 bp 149,510,

| I I | I

SL_0004_RN_26_WES_unig_mut.ba = 24

CVErage

SL_000d_RM_26_WES_unig_mut.la

mY - BNy fmR o Ged BNy B BRI RER  [E)  Re§  HR) [ER - EOR R4 N B fad B

Sequence —
L g8 E B V' i P Y

Refseq Genes
MEFF12



chr19:39,196,853-39,197,162

| | 1 | [ [ T4 [ | [ [ [ [
p1d.3 pl1d.2 p13.13 p1d.11 pl2 p11 g1l ql12 g13.11 q1d.12 q1d.z2 g13.41 q13.32 g13.33 g13.41 q1d.42 g13.43
- 211 bp -
38,196,900 bp 29,197,000 bp 38.197.100 bp

SL_0006_RN_55_WES_unig_mut.ba = 23
cverage I
| |
| |
| |
| |
| |
| |
| |
| |
i |
| |
| |
| |
| | |
| |
SL_0D06_RN_S9 WES_uniq_mut b3 i i
|
|
|
|
|
|
|
|
|
|
|
Sequence e AR L R R T SR LR L] LD L N R L O R L L] R R L R L R LR R L L S DR L L 0 R

e =0 E DN BN EE I EEEHEE BB BEEEEEEE RS E s

Refseq Genes

MECRP]



chr15:29,769,468-29,769,777
[ [ [ -l N [ DO [ D 00 [ Il [ 1

P13 = p11.2 p11.1 g1z glZ q13.2 q14 q151 g153 gZ1.1 qz1.2 q21.3 g2z21 92231 q=3 qz41 g243 9752  g25.3 q26.1 q26.2  g264
—~a 211 kp -
29,769,500 bp 29,769,600 bp 29,769,700 bp
| | |
SL_0007_RM_23_WES_unig_muthba " 13
cverage
SL_0007_RM_33_WES_uniq_mut b3
Sequence e LU0 T EU R RN 0L ] RO B R R LU LU0 L 0 L L RN B LR DR R R LR DR LR L0 O O LR E L LN 0 N R | U LR L TR O RO R R T
PCVMAPRPAAOARREAGOPRPSPCRSGOSGGEPEGRETSPAEEAFGCGDRLYVEADEGARSAGPNGSHSWDREDEEAQGGSREGRMNRERP K G LM

Refseq Genes
Fahl139a]



chr8:24,918,118-24,91 8,427

p23.2  p2al P2z p21d pfl.Z plZ2 pl1.23 g11.1  gl1.21 q121 g123 g13.2 g21.11 g21.13 g21.2 g21.3 q221 qZ2.2 q23.1 9213  g2412 92471 q24.21 g244d
- 211 kp -
24,918,200 bp 24,918,200 bp 24,918,400 bp
| | | | |
SL_0004_RN_15_WES_unig_mut.ba = 1
cverage
SL_000d4_RM_T5% WES_unig_rut.lxa 5.
Sequence A U U DB O R UG G R DR D U R O L L DR R L B L L LR E S R R L LR TR R I R R R L
E & E B K S E S KB L S AR 1 B 1 B LR o S E R S e E IS E oS S S KRS O, N e RN B | SR G Y G S B O TS B G B R E R B R R e LR L P DR RS S D S B B Y B R

Refseq Genes
MEFM



chrd:137,755,385-137,255,694

- el [ [ [ TN N T [ [ [ [ T !:
o242 p?3 p22d pIai g2l 2 plad  plz gl a1z q13  gqZ21.11 q21.13 q21.31  q21.331 g2 g2z g3l.1 gqilz q3Z g331 q3dZ g3id  gidlZ  gi4
—~a 211 kp -
137.255.400 bp 137,255,500 bp 137,255,600 bp 13
| | | |
SL_0004_RN_05_WES_unig_mut.ba = 23
overage
SL_000_RM_05_WES_unig_mut.ba
Sequence | LU DT LB R L CEEE LB R R LR TR U L R RS Y 0 N U | R0 0GR LR AR T R E T LR U LR L0 (LB L0 B U (0 GRS R ]G R T LR R RO LR R

VGERGSGGPRGPAERAGSGY SAAAPGERAGDGARPSREAMAGASAMEAG

Refseq Genes

QELGVANGEDRLKET LTNCSTEPLEAI|EQFRFW

MELFE




chr2;233,034,721-233,034,530

[ 57 T T [ T 7 N B T 7 . | | 7T T [T T TN BT N ':_:-:E_:-:!]:
p25.2  p24d p241 pdZ p2eZ p2l p16.2 P15 p13.3 P12 p11.2 ql11.1  gl21 g3 q14.2 q21.1 q221 q22.3 q24.1 243 gdl.] g3l.d gdzz g331 g33d 35 q367 qdr]l garad

-~ 211 bp -

233,034,300 bp 233034 400 bp 233,034,500 bp
I | I

SL_0007_RN_2_WES_uniq_mut.bay = 43 I

Verage

EFE

SL_QO007_RM_2_WES_unig_mut.ba

Sequence e | (LT UL LOEET CLRIE D REE B (LD LR RO LB R DR L LR LR R T CL L LELRR B LR LR O B LU LR BRI R LR OB LR LR T LR LR | R CREL R R LR LR LT R LR LR LT LR L LR L LR R LR
S EEE PE C T  C) E C S ) B R N S T L ) R T R T M H RN VYRS S B R | R D) S B GRS R R R R TR O e AR o R R ) S H R SR R | R S R S R R L PR (S PO PR A OB L H O H R R

Refseq Genes
MELIZ



chrl:77,888,444-77, 888,753

[T TT W 07 T TT T m:ml [ I T T W N T [T T [ 7 P
p363l p36.2] p36.11 p35]  p3d.Z pa3d p3z.2 pial.3 pal. p22.3 p21.3  p21.1 p13.2  pl11.2 qlz q21.1 q213 qf3.Z q247 q25.2 gdl.1 g3l.3 qdz.2 g4 q42.13 g4l qad

-~ 211 bp -

77.888,500 bp 77,888,600 bp 77.888,700 bp
I I I I

SL_00071_LN_4_WES_unig_mut.bar (rdlit sl

Verage

EE
EE
=B
.3.

SL_000T_LM_4_WES_unig_mut.bar 3=
=P

Sequence o SR UL UUTUEUTEL R R B B LR LR L REREUE (] (LT OB LR LD LR R TEREE LR LERE UL DR LT OEL (T LROR AL LR LR TR LR DR EE LR R R G D LY COY LR CTLR ORI R R LR L B LR L LR LD LR R L LR LR RLRL R R L TR TR LY

Refseq Genes
MEXM-AS] MEHM MEXM MEXM



chr17:31,182,512-31,182,821

[ O | ! T | [ [ [ I B N [
p13.3 pl1d.2 pl1d.n pl1Zz pl11.2 p11.1 g11.1 gql11. ql12 q21.1 q21.31 q21.3z2 q22 q23.1 q23.3 q24.2 q24.3 q25.1 q25.3
- 211 bp
41.1482.600 bp A1.182,70d bp 411482800 bp
I I I
; o-111
SL_000E_RMN_&67_WES_unig_mut.la ‘
overage
|

SL_000E_RM_&67_WES_unig_mut.a I
Sequence e SO VLR LU ERT R LT R R R R LT LT L LR LR TR CR LR L LR LR R TR BT R LR LR LT LR T L LR LR T R

F e L &S D R F 88 E S T R RS A Y P LEPE IOl | SKEBYYDEMNBMNMMEK

Refseq Genes
MFE1



chr5:157,473,210-157,473,519
[ 1 T N [ [ - NN ] [ I D N [ || | I | [ [

p15.32  pl5.2 pl43 pl4] p13.2 p12  gl1l.1 gl1.2 gl12.1 q13.1 q13.3 q14.2 ql14.3 q15 g21.1 g21.d gqf22 q73.1 q2a.z q31.1 g31d giz gd3.2 g34  g35.1 q35.3

-~ 211 bp -

157473,300 bp 157473400 bp 157473,500 bp
I I I

SL_0017_RN_15_WES_unig_mut.ba = 17

CVErage

EF
{34
q-
3=
i3
SL_0017_RM_15_WES_unig_mut.la 3=
q-
qa-
EE

Sequence e S8 LR EER R LR LR R LR TR LR LR R LR U R LR L LR LR LR T LEOR LR LR LR LR LR LR L LT LR LR LR LR LR LR L

MIPALS

Refseq Genes



chrs:36,876,782-36,877,091

I [ |
p15.32

p15.2 pl43 pl4]

|3||
pl1d.2

pl2

q11.1 gll.2

q12.1 q13.1 q13.3 q14.2 ql14.3

36,876,500 bp
I

211 bp

36,876,900 bp
I

q15

q21.1

q21.3

q22. 2

q2d.1

q2d.2 qd1.1 qd1.3 qd2

gd3.2

qd4

g35.1

q35.3

36877000 bp
I

SL_0007T_RN_28 WES_unig_mut.ba = 17

CVErage

SL_0007_RMN_28_WES_unig_mut.kxa

Sequence

Refseq Genes

MIFEL

o SR LR R OR PR LRI ELRRRR LR LR LR RO LR LR L] RO B (O (LT O LR LR TR R L L L LR EE [ LU BT PO LR ELEE R R B R CRORRL L R LR LR TR R LR LR ERE CLEL O COLE CRL O R P



chrX:119,589,454-119,589,763

[ [ T T N N 0O B | [ -] O [N N B B _:!;_ [
p22.3z2 p222 p2213 p22ill p21 2 pl14 pl11.3 pl11.22 p11.1 g11.2  gi31 glad g2l.1 g21.2 q21.32 qZ21 qZ23 q23 a 925 g26.1 9264  qI7.2 a2
- 211 kp -
119,589,500 bp 119,589,600 bp 119,589,700 bp
| | | | |

SL_000T_RN_15_WES_unig_mut.ba = 19
cverage
SL_OO0T_RMN_T5_WES_unig_mut.lka l

. g g ——rw — - g— — — —m —— — - —

Sequence o SRR LU UERITLN TR IR LR CEE LR LR TR LR LR R LR LR B L O LR LR LR DL TR R R R L LR L LR

— —. -

Refseq Genes
MERF

o ] SN . Dl v PRRE O



chr20:32,453,598-32,453,907

[ ey 2= e 1 e o ZI [ [ I | [
=K p12.3 R p12.1 p11.23  pll.22 pll.21 g11.1  gl1.1 qll. q11.22  gl11.23 q12 g13.11 glaiz q13.13 q13.2 q13.31 913.33
—~a 211 kp -
32.453,700 bp 32453800 bp 32,453,900 bp
| | | | |
SL_000T_LN_10_WES_unig_mut.oa = 102
cverage
SL_0007_LM_TO_WES_unig_mut. 21 .
Sequence e R R R TR R L R L DR G DR L L L R B R T R L S D LR L R L DR R R R SR A R T L L L

-
|

- i b1 Ee E R R 1 R D i H R D el [ B [ [ R o S P S R Rl L E R RS S S E SR KR S Y S P S

Refseq Genes

MOLAL



chr1:119,916,324-119,916,633

[TTTT W T 07 TT T T 7 mi [ I W 0 T W T T [ T NN | 07 D
pdgal pde P61 pEdsn padd4.2 pa3 pdZ.2 pdl.3 pa1.1 p22.3 p21.3  p21.1 pld.2 pll.2 g1z q21.1 g21.3 g2izZ gq24.2 gq25.2 gd1.1 g31.3 gqdz.2 gq41 gq42.13 g4l g44
- 211 bp -
118,31 6400 bp 113,376,504 bp 118,37 6,600 bp
I I I I
; o-13

SL_000_RMN_47_WES_unig_mut.la
overage
SL_000d_RM_47_WES_unig_mut.bxa I
Sequence e SO IV EE LR R LR LT LR LR LR TR LT R O TR R LR LR LR T LRI TR R SR LT LR G DR LR LR LR R R L TR LR R R L H

o KR RS S R KSR E R A R N OREE | RS T ORRE IR S S B PO RS el PR H R LS L R S [ R M | S PR L BSE S B L AR T RS PR S SRR T O N E R L OSSR RO | N D o B R PR RO N A B | RS B H O L

Refseq Genes
MOTCHZ



chrl4:77,406,686-77,406,995

| | | |
ER 1z 112 F11.1 q11.2 q12 131 q21.1 az1.2 q21.d Q221 9723 g3 gqEaz a24.1 q24.2 243 q31.1 g31.1 gq3z11  g3213 giZZ qiZ31 gizad
—~a - 311 bp - -
77406,700 bp 77,406,800 bp 77.406,900 bp 77,

| | 1 L |

SL_0D15_LN_39_ WES_u n'gq_u_-nut.l:lu RS
overage |
N N N N NN N R N N N N NS RN N N N N N RN RN N Y NN E e e e

SL_0015_LM_35_WES_unig_mut. 31

r r

Sequence = NI i
- - o 5 - 5 o » ] p |E'; LY " & e

RS

L

I NN anm
D@ LAV IG KN A G W SV SIDED Y@ Y@ PRILINEHNLL LKL o T o

- -

Refseq Genes

MOYRED 1




chr3:132,687,075-132,687,384

N | [T N T T - [ 7 N D N BN 7 2I1| [T B [ [T D D N [ e 0
p261 p2h2  p2ad p241 p223  p221 p2lal  pall pl42 pl4al pla pl2a p121 g11.1  gl21  g1312  g13.31  g21.1 q221 gq22.3 924 q75.2  q25.33 q262 gqf6d7 qZ71 g8 go3
—~a 211 kp -
132,687,100 bp 132,687,700 bp 132,687,200 bp
| | | |

SL_0003_LN_51_WES_unig_mut.aa = 14
cverage
SL_0003_LM_51_WES_unig_mut. 23 -
Sequence e Rl L TR T U R L T L T R R T LR L R L L U R L R L R PR R LR LR

LHNGERKEITAKRGQH | IKFSKKREHEAIDE Y

Refseq Genes
ME_O3FE04. 1



chrl:114,706,464-114,706,773

[TTTT W T 07 TT T T 7 I_@l [ I W 0 T W T T [ T NN | 07 D
pdgal pde P61 pEdsn padd4.2 pa3 pdZ.2 pdl.3 pa1.1 p22.3 p21.3  p21.1 pla. pll.2 g1z q21.1 g21.3 g2izZ gq24.2 gq25.2 gd1.1 g31.3 gqdz.2 gq41 gq42.13 g4l g44
- 211 bp -
114,706,504 bp 114,706,600 bp 114,706,704 bp
I I I
; ; o-111

SL_0006_RM_S5 WES_unig_mut.la
overage
SL_000E_RM_S5 WES_unig_mut.a %

Sequence e SRR LR LR LR R LR LR LR LR LR R LR R LLR LR LR LR TR LR LELRL LR LR L L LT L LR R LR LR TR R LR L LR LR

Refseq Genes
MRAS



chr10:87,728,563-87,278 877
[ 77T T N T | [ | | [ [ N [ l--!g-[j-l T [ T [ 1] N
p15.2 pl4 p1d pl232 pl22 p11.23 F11.21  gl11.1 q11.22 q21.1 q21.2 q21.3 q22.1 q22.3 q23.1 g2d.2 2332 q24.1 q2443] q25.1 Q5.2 q26.11 gq26.13 q26.3

-~ 211 bp -

87,228,600 bp 87,228,700 bp 87,228,800 bp
I I I

SL_000T_LN_10_WES_unig_mut.oa = 102
cverage
3
qa
3=
qa
SL_O00T_LM_T0_WES_unig_mut. 213 b I
3=
Sequence Co LR LR L DR R G EEE L O L R L L R L LR e LR R OO DL L LR L LR LR O R R L S R DR LR LR TR L ]

0LV LA PIS A WV

¥

(8 I B PR PR L Wi T AT EGGW S GG

PLPPPPPPRAAL

M LIT R 2,

ABARYEPYMAAGD PP I SQCHNAGPWPQCAHGEGSSLASSQAKAPPEODS CNPRESMY

Refseq Genes



chrX:41,475,186-41,475,495

[ [ “:-:_:_:!:— [ [ -] O [N N B B I N | [ | I I
p22.3z2 p222 p2213 p22ill p21 2 114  pl11.3 pl11.22 p11.1 g11.2  gi31 glad g2l.1 g21.2 q21.32 qZ21 qZ23 q23 a4 925 g26.1 9264  qI7.2 a2
—~a 211 kp -
41,475,200 bp 41,475,300 bp 41475400 bp a1,
| | | |
SL_0007_RN_2_WES_uniq_mut.bay = 172
verage g
A=
‘3
o I
A=
-
SL_0007_RM_2_WES_unig_mut.ba 1 EE I
3« l
a- |
Sequence el LU T R L L DR L DR L TR TR L L R L LR T D TR R T R R R R DR E TR L R B L L

—

(T )

Refseq Genes



chrd:122,675,502-122,675,811

T 1 D [ | I 1T B —ll] [ [ [ N M I . | ] [ [ ! [ I T
o242 p?3 p22d pIai g2l 2 plad  plz gl a1z q13  gqZ21.11 q21.13 q21.31  q21.331 g2 g2z g3l.1 gqilz q3Z g331 q3ds g3id  gqid1Z  g3ad
—~a 211 kp -
122,675,600 bp 122,675,700 bp 122.675.800 bp
| | | |

SL_0003_LN_51_WES_unig_mut.aa = 14
cverage
SL_0003_LM_51_WES_unig_mut. 23 -
Sequence el LU SRR L T S L T T L L T L R S L L L R R LR R S TR L R R R L R T L LT

NN B R B EEWE MOER BN Ed BN OEY OB OEYOIWoUE RN e EW N BN RE Ll BRI LR 4 B Bl BR B 3 W 13 oiWoER LU R UVA BER BN R

Refseq Genes
QOR1LZ



chrl:248,773,126-248,273,435

[(TTTT T T 7T TTTT T 7 ] T [ Y N [ [ e [ I T T W N T [ 1
p363l p36.2] p36.11 p35]  p3d.Z pa3d p3z.2 pial.3 p31.1 p22.3 p21.3  p21.1 p13.2  pl11.2 qlz q21.1 q213 qf3.Z q247 q25.2 gdl.1 g3l.3 qdz.2 g4 q42.13 g4d qad

-~ 211 bp -

248,273,200 bp 248,273,300 bp 248,273400 bp
I I | I

SL_0004_RN_24_ WES_unig_mut.ba = 19
cverage

I
1 I

SL_000d_RM_24 WES_unig_rmut.lxa

=] N A P .
| T e (| (e R

Sequence e SO LU THEUE LRI R LR LR R L RO R LR L LT OO LR R LR RO LR L O TR REERE L R LR B DR LR LR LR RO LR LR LR LR L LR L ELCE L TR
e S R LA R L Fsln B PRLEMEYECIYMANEEYSTERAEABRMLMPIRESFEHE [ EHRCEYERFELEVEASLEGE-ABGCHE LWCEMBEME LG L BWENMBETERY B LE

R A
[essCIpr st sl e AL

Refseq Genes
QORZT33



chrl1:58,439,400-58,4349,709

I:—:-:—:—:—:_"ﬂ ] [ T T I D . | BN

p15.4 p15.3 F15.1  pl43  pl4.] E P12 p11.2 E11.11 E 123 q13.2 q13.4 ql4.1 q14.2 q21 q22.1 223 qg23.1 g23.d q24.1 q243 gz25

- 211 bp -
58,429,500 bp 58.439,600 bp 58:429,700 bp

I | I I |

0 10,00

SL_0006_RM_&67_WES_unig_mut.lxa
overage

SL_0006_RM_&7_WES_unig_mut.lxa .

Sequence e S8 LT H LR LER R LR R R L LR LR LR LR LR LTI LR LR RO LR R LR LR LR R R B LR UL R ER B LR L LU L
YR EVRTIEHEACG TE FAEKEREERSBMEMIET FE N B R ELGEGEDEREBEBEEDNDEEDEEBEEDREBREDNDGESSERDBDEDNDBEDE

Refseq Genes
QOREE1Z



chrl1:55,795,542-55,795,851
p15.4 p153 p151  plad  plal  pld p1Z 112 p1111 " gl21 qlzd qlaz  gqli4 q14.1 q14 .2 921 g22.1 223  g23.] 233 q24.1 9243 gqz5
- - 311 bp - -
55,795,600 bp 55,795,700 bp 55,795,800 bp
B | | : |
: . - ' e
.EL_HDDT_F!N__E_WEE_Hniq_mut.hhl'r A5
e JAOAHHRARI NI
| |
== % ¥
o
-y
e
= =
= ———
)
s —————a 3 33— 33— 13+ 3
SL_0007_RN_2_WES_unig_mut ba _-—
< 3 ¥ ¥F¥ - ¥
(==
——
=
el
=3} £ £ =
A )
Sequence == | | IARIURNN TR0 RRN 0T 00 ERR0URRN OO0 0000 R 00RNNO0RNE 0000 0K 00080 R0R 010000 0000800080 00RNN 00 AN00T 00008000800 0000 FROOR 08T 0050800000 RR 0000050800 RER 000000 ARO0E AN RRR 060N OO RN OO ANOOR 0 TRR 008N 0ORRCORFRNRT AN ERR RS DORN OO AN ONE AR ORR A0 RE OO OO ENLEONRENOOR RO OR AR TN AN ORR RN OO RO A
. RS Y BELNouE AN e EEO B LE e Ia EER R COEM LN R EEORE OB = BN OEN OB LY LS Lel Ik RE i EE RN O f= iRl few RSSO REE BN R B R0 RTE ST BN RS ER
Refseq Genes
ORSD14




chr11:56,093,677-56,093,986

T 1 [ T I B D D [
p15.4 p15 3 P51 pl4d  plal  gid p1Z2 p11.2 p11.11 g121 gl2d gladz q13.4 q14.1 q14 2 g21  q22.1 9223  g23.1 9233 g24.1
- 211 kp -
56092700 bp 56,092,800 bp 56,092,900 bp
| | |
SL_0015_LN_46_WES_unig_mut.aa = 19
cverage
SL_OOT5_LM_46_WES_unig_mut. 31 L
Sequence e e U U R L S L B R L R T R O R L B R R R SR R L T U R

A | ENPLLYSYYMBSLDKEYSNWLGYMPYY N OBR bA LR EROIM Ra M oEY KR OBd IS HEOFaR 1N BN o fes iR EN RN LN B R

Refseq Genes
QRS2



chrd: 1 04,598,744-104,599,053

1 S | :
P42 p?3 p22d pIai P12 pi33  plz gl alz a1d  gq21.11 92113  g21.31  g21.33 g222 g22dz q3l.1 @ g3alz gz q3d]l g3z gald  g34lz  gIad
- - 311 bp - -
104,598,800 bp 104,598,900 bp 104,593,000 bp
| | | | |
; = T ) . u I0- &5] )
SL_0004_RM_26_WES_unig_mut.ba
cverage |
----- | |
SL_0004_RM_26_WES_uniq_mut.ba

Sequence

Refseq Genes

IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIHIIIIIIIIIIIIIIIIIIIIIIIII'IIIIIIIIIIIIIIIIIIIIIIIIII'HIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII'IIIIIIIIIIIIIIIIIIIIIIIIIIIIIiIIIIIIIIIIIIIIIIHIIIIIIIIIIII'IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIHIIIIIIIIIIIIIIIIIIIIIIIIIIIIHIIIIIIIIIIIIIIIIIIIII|
i | W L N B N A EE OEEOIN AN AGT IWsSGAAMPBYVY ADKSMIL IBYRLENEZIAYYRD

W 0 B N K S L B TR H R | N RO AR LS R E O T R R S

W

AR

QR13CE




chrl1:5,422,865-5423,1 74

T 1 [ T I B D D [
p15.4 p15 3 P51 pl4d  plal  gid p1Z2 p11.2 p11.11 g121 gl2d glaz q13.4 q14.1 q14 2 g21  q22.1 9223  g23.1 9233 g24.1
- 211 kp -
5.422,300 bp 5423000 bp 542300 bp
| | | |
SL_000T_RM_25_WES_unig_mutba " &7
cverage
[ | | (1T 1]
SL_D001_RM_25_WES_unig_mut.lxa I
Sequence L R R B L R L R R R S LR R L LR T S R LR R R L R L ]

L s N R L e T T O S B RN RS L e | S H R LS YAPMVYGYSMTHEFAEK ' YILLAPPVMNPE IFEYSYENKELQIOWOMLNFLSLENMESR ®

Refseq Genes
QORE1BE



chr3:38,215,937-38,216,246

[ [T T T T - [ [T N D N e 1 ] [ T 1 B [ [T D D N [ e 0
p261 p2h2  p2ad p241 p223  p221 p2lal  pall pl42 pl4al pla pl2a p121 g11.1  gl21  g1312  g13.31  g21.1 q221 gq22.3 924 q75.2  q25.33 q262 gqf6d7 qZ71 g8 go3
- 211 kp -
38,716,000 bp 38,716,100 bp 38,21 6,200 bp
| | | | |
SL_0017_RM_15_WES_unig_mutha = 17
cverage
SL_0017_EM_15_WES_unig_mut.ba
Sequence e A U U R O LR R R LR L L R LR R L LS A R L B e e R R R L

DY EAGINILLGEDGSYG | A

Refseq Genes
OHSR1



chrl:42,746,599-42, 746,908

[T TTT B T T TTT7] IF-:I__:-:-:-:-:-}*I [ I T T W N T [T T [ 7 P
p363l p36.2] p3611 p3s]  pad.? pa3d p3z.2 pial.3 p31.1 p22.3 p21.3  p21.1 p13.2  pl11.2 qlz q21.1 q213 qf3.Z q247 q25.2 gdl.1 g3l.3 qdz.2 g4 q42.13 g4l qad

-~ 211 bp -

42,746,700 bp 42,746,800 bp 42,746,900 bp
I | I I I | I

5L_0001_LN_4_WES_unig_mutbar = 7]

Verage

¥R

SL_O007_LM_4_WES_unig_mut.lbar

Sequence o SRR LT R PR DRR LR TR LR T L R EE L CL R LR LRI R RR R R LR L CEROEL (LU R LRR T LRI ER LRI R L] CRRURU (L EE CROEE (T LB (AR LR LR RO L L R O LR LR LR LERR R LR LT CRE B LR LR L
SN CAERCERR B BN CER OEY O ®h I B[R [®) o[y Bad B By fRy o RS R R G B fER S RS (B

Refseq Genes
P3IH1



chrl:17,238,468-17,238,777

[ [ T ] T [ Y N [ [ e [ IO [T ™ B W T TN [ 1
p363l p36.2 p36.11 p35]  p3d.Z pa3d p3z.2 pial.3 p31.1 p22.3 p21.3  p21.1 p13.2  pl11.2 qlz q21.1 q213 qf3.Z q247 q25.2 gdl.1 g3l.3 qdz.2 g4 q42.13 g4l qad
- 211 bp -
17,238,500 bp 17,238,600 bp 17,228,700 bp

SL_0004_RN_24_ WES_unig_mut.ba = 24

CVErage

SL_000d_REM_29_ WES_unig_mut.lba
Sequence e O T CRURT (DR LR O LR T ECR R LR LR LT R LR L LR LT LT LR R LR TR ER L LR L B TR TR ] R T L EEE LR R R LR LR LR L

LSS P S B L L S R K E o R B S R L

Refseq Genes
Pal



chrl3:78,777,7203-78,277,512

[ [ | e |
5k =E 1.2 plll qizil q1213 glzd gldzZ a1411 q1a.13 a143  q21.1 gqZlz Q2132 q21.33 q221 gq22.3 g31.1 gilZ gald g3zl gdza q33.2 PEL
i - 311 hp - -
28,277,300 bp 28,277,400 bp 28,277,500 bp
| 1 | | |
_EL_!]'DD#_RI'J__'E.'B;WESFuniq_m ui.u e
overage ‘
aar I I | I

SL_0004_RM_26_WES_unig_mut.ba

Seq iJ_l_!nm -

FﬁEI-f:IE.H}_EEI'IE.I

ARR 0 NN RN AN RN AN R0 U0 O0 TR0 TR0 NN AR OO AT N0 0D 0 ER 08 NN R NRN N AN AR 0D 0 N8 U NRN 080G U0 NN R AR NN RO 0NN TR N0 AR TR RN NN NN O R NN R0 N AR TAR RN RN SO UR RN AR RN R AR AR08 N8 000 AR ARS8 00 R8N0 0A 0NN NR R RN 00 AR 00 0NN AR 00 AR RN NN O AR RERR IR A N AR N
AR EAaEEMEBROIEI DR E R D

PAMNZ




chr22:44,132,854-44.133,163

[ [ [ e [ [ e 2 2-_—
=E =F p11.2 g11.1 g11.1 q11.21 q11.22  gq11.23 q12.1 q12z2 q12.3 q13.1 q13.2 q13.31 q13.32
- 211 kp -
44,132,900 bp 44133000 bp 44133100 bp
| | | | |
SL_0006_RN_55_WES_unig_mutba = 19
cverage
|

SL_000&6_RMN_S5 WES_unig_mut.ba l
Sequence Lo LU U B L L L LR R R LT L SR LR R T LR LR R G LR L R T R R R LR T R L R L L L L R O R R ]

H &S K i L A A S LGS L B B LS O S R | B L R E A R Y R B B R

Refseq Genes
FARVE



chrl5:44,672,748-44 672,557

[ [ [ [t il [T [ —:EI:F:—I [ Il [ [T [ — [ [y
E i p11.2 E11.1 q11.2 q12 q13.2 ql4 g15.1 g154 gZ21.1 qz1.2 213 q22.1 qz2.31 q23 q24.1 q243 q25.2 q25.3 q26.1 q26.2 q26.3

-~ 211 bp -

44,672,300 bp 44,672,400 bp 44,672,500 bp
| I I I

SL_0002_LN_1_WES_unig_mut.bar = 14

Verage

ER
=B
EE
EE
EE
EE
134
EE
EE
SL_0002_LM_1_WES_unig_mut.lbar ‘3=
ER
EE
EE
=B
EE
EE
=P

Sequence e SRR LU TR E R R LR LR ] LR L LR LELERREER L LR LR R LU O LTLRR LR LR LT R LR L O RO B LR LR LR LR LT T OO LU LR CR L L LR L LR LR
SHEE T B8 S il G s | B RS H A P L S T A H S

Refseq Genes
PaATLZ



chr13:67,227,722-67,228,031

[ [ [ [ | [ [ 5 T [T -:—:—:!:_:-:_:_ 53 I N 32z
E N p11.2  pll.l gl211 ql213 gl2d g1d.2 q14.11 q14.13 q14.3 q21.1 q21.2 q21 42 q21.33 221 gq223 g31.1 g3l.2 g31.d g3zl g3z3 q33 2 q34

-~ 211 bp -

67.227.800 bp 67.227.900 bp 67.228,000 bp
| I I | I

SL_0007_RN_2_WES_uniq_mut.bay = 172

Verage I

SL_000F_RBM_2_WES_unig_mut.Bar —

Sequence e SRR LU TR TR E TR R LR LR LR LER R R R LTI LR R LR LRI LR L L L] LR L LR R LR L L LR L L LR
B B BEPEOELIDE DR EE DD E BN DD B @R E VIBSIBFMPENE

Refseq Genes
FPCOHS



chrs:1440,857,426-140,857,735

[ 1] | [ P 1] '
p1E3Z  pl5.2 p143  pla. SERES P12 gl11 gqll2 ql21  qidl q13d glaZ qla3d als g21.1  q21d q222 q2i.1 qedz PERN G313 g3z qddz q34  qdsl  q3sd
i - 311 bp - -
140,857,500 bp 140,857,600 bp 140,857,700 bp
| | | | 1
SL_0007_RN_33_WES_unig_m ui.u

oVerage

SL_0007_RM_33_WES_uniq_mut.ba

0-109]

Sequence

Refseq Genes

N nnn.’m
THMFMKENNPRERGCHIFTV SAWDADAQEMNA L

'HI

3

LT | g

W

[r]
™

= ER

d L
"

)

A

"

o

| LT

H & E S G

FCDHAT

eV RS M) | H o E N E

LLRaFRVISARDGGYM PRLG SNLT LAY FEVILDEMNDMNEA P




chrl9:1,483,918-1,484,227

p13.3 : p13.2 p13.13 ' p13.11

g2 E11 q11 g1z

q13.11 q13.12

q1a.2

q13.31

q13.32

q13.33

q13.41 q13.4z2

gqldal

211 hkp -

1484000 bp

1454100 bp
I

1.:484,700 bp

.ELHDD#_RN_H;ﬂEs,u nig_m uiLL
overage

SL_0004_RM_0S_WES_unig_mut.ba

-------

Sequence —

F-hfsqq Zenes




chr3:33,825,164-33,875,473

N | [T T T T - [ [T N D N e 1 ] [ T 1 B [ [T D D N [ e 0
p261 p2h2  p2ad p241 pP23d  p221 p2lal g2l pl42 pl4al pla pl2a p121 g11.1  gl21  g1312  g13.31  g21.1 q221 gq22.3 924 q75.2  q25.33 q262 gqf6d7 qZ71 g8 go3
- 211 kp -
33,825,200 bp 33,875,300 bp 33825400 bp
| | |
SL_0015_LN_44 WES_unig_mut.aa = 13
cverage l
SL_QO0T5_LM_ 44 WES_unig_mut. 2 3 =
- i
L ] |
L i
- |
Sequence e AR U R R L O R L LT S L L U R R e i e e p e g R R T R R LR L O O R L R L T

. TR, —— IR — B - B -~ .

U LA A QOEVIFFLEATRE

POCDAEIF

Refseq Genes



chrd: 54,774 383-54, 774 697
[ E [ T [ R I < | I B D | D N D 0 Il Dy D | [T 1
p16.2 p15.33 p15.37 p15.1 14 p13 B11 g1z q13.1 gl13.2 q21.1 q21.22 q221 q22.3 q24 q25 q26 gqZ7f qf82 g°83 g31.1  qdl.22 g3z2.1 g323 gi41 g343 qd5.2
- 211 bp -
54,274 400 bp 54,274,500 bp 54,274,600 bp
| I |
o- 18]

SL_000T_LM_T0_WES_unig_mut. 21
overage

SL_O00T_LM_T0_WES_unig_mut. 31

N
-

G

| N lIII| L [ I||I| o |||I| -III|'|I|I 3 |:

Sequence e SR UL HERE LR R R CE LR E RO B LR LR LR LR LR R LR LR LR TR PR LR R R LB B TR TR LR TR L
LB S L Y S Y Y : 4

Refseq Genes
P F R,



chr6:143,489,777-143,489 586

[ T T TV T N [ [ | [ I N -4 T R -—:—:-:-22!1:- [T [ 1
p25.2 p24d  p3 p223d p22.2 p2133 p21.2 p21.1  pl23  pl21 g1l q12 q13 ql14.1 q143 gl5  ql6.] q16.3 q21 q221 g2231 q22.33 q23.3 qod. 2 q25.1 253 q26 Q27

-~ 211 bp -

142489,300 bp 142483400 bp 143489,500 bp
I I I

SL_0006_RN_36_WES_unig_mut.ba = 17
cverage
HENE SEEN SEEN HENY IS
SL_0006_RMN_36_WES_unig_mut.ba I
Sequence e Al U O R O I L A O L L O B UL R R LR L L O R L L L

—

FE¥3

Refseq Genes



chr19:3,101,359-3,107, 668

I [ e -l [ [ N [ B N T T [ T
p15.2 pl4 p1d pl232 pl22 p11.23 F11.21  gl11.1 q11.22 q21.1 q21.2 q21.3 q22.1 q22.3 q23.1 g23.2 gq2332 q24.1 q2443] q25.1 Q5.2 q26.11 gq26.13 q26.3
- 211 bp -
3,107 400 bp 3,101,500 bp 311,500 bp

SL_0004_RN_24_ WES_unig_mut.ba = =

CVErage

SL_0004_RM_24 WES_unig_mut.lxa

Sequence e SRS |1 ULCUTCRRTEELDERR LR ERL I LR L LR ELE RO L] (BT EL LRI LR LR R R R DL L LB L EEEL R LRI ELRRR LR LLE LR E CR L CRELE BT (O CRECERE P CR LR LR LR R LR LR LRLRRL LR LER R LR LT TR RE P R LT LR
TIPS ARCGAFRTREGELEAACNLLARG T THLEVIIGEDEG SLE TGANLERKEWSGLILEELRA RN

Refseq Genes
FFEF



chr11:2,979,080-2,979,384

T 1 [ T I B D D [
p15.4 p15 3 P51 pl4d  plal  gid p1Z2 p11.2 p11.11 g121 gl2d glaz q13.4 q14.1 q14 2 g21  q22.1 9223  g23.1 9233 g24.1
- 211 kp -
2923100 bp 2,979,700 bp 2,929,300 bp
| | |
SL_0006_RN_36_WES_unig_mut.ba = 17
cverage
SL_000&6_RM_26 WES_unig_mut.lxa "
Sequence Co L L TR R LR R G R R LR R LR O L R L]0 R O EERE (R G L L R R B L LR L R R T LU DR B LGB LR ]

AlAANWE SEGCACREFDIEKHDTTM IITFYYYKGETREYCDVELISHFRLEKPRARPSAPFELELEDETLYGREKKEWLOFLSDSRKELEGERLMELDPS KM

Refseq Genes
PHLLCAZ



chr3:179,210,038-179,210,347

| | . [0 P T
p261 p25.2 pad.a p24.1 p22.3 p221 p21.31 p21.d pl4.2 pl41 p1d pl123 p12.1 g11.1  gql2.1 g13.12  g13.31 g21.1 q221 gq22.3 q24 g25.2 Q2533 q26.2 q28. g27.1 QP8 q-°3
- 211 kp =
179210100 bp 179,210,200 bp 179,210,300 bp
| | | |
- 33

SL_00T5_RMN_12_WES_unig_mut.ba
L TET T

SL_O0T5_RM_T2_WES_unig_mut.lxa

Sequence e SR UL LR LR R LREEE LR R LR LR L LR LR LRLE UL R LR LR LR LR LR LT LR LR LR L R LR T LR R LR R LR LT
E SR C BE L s Vv e I N B AR Y R ) B L S S RS S RN SRR R H e L AR DS L P B T S i P K

PIEZCA

Refseq Genes



chr3:179,718,153-179,21 8,467

p26.1 p25.Z  p24d

p24.1 p22.3

P22

p21.31 p21.1 P42 plal

P13 pl2d

p12.1

g11.1  g121  g13.12  g13.3]

179,218,200 bp
|

g21.1

q22.1 gq22.3 q24 q25.2 q25.33 q26.2 q26.32 gq27.1 q28 qZ3

- 311 bp -

179,218,300 bp
1

179.218400 bp
|

.EL_!]'DN;_FH"J_BE,'_WE.E,H n iq_m uiu .

oVerage

SL_0004_RN_B66_WES_uniq_mut.ba

Sequence -

AR NER N AR DR AT T T T
e A : S M R L

Refseq Genes

h

A

L T i /i,
B [ E S R e [ B 1 N N [ B | R T S D N L RS E SR T SRR S R VY S H S - : - :

PIK3CA




N | .
p26.1 p2s2  p24d  pe4) p2zd  pe2l peldl p2ll  plaz plal pid pl2d | pl2l gll1 gl21  ql3alz  q13dl g2l 9221 g224d q24 5.2 q25.33 q6.2 q26d2 q2f.1 qZ8 q23
i - 311 bp - -
179,218,200 bp 179,718,200 bp 179,718,400 bp

chr3:179,718,152-179,21 8,461

—

| |

SL_0007_RN_2_WES_unig_mut. 6
verage

SL_0007_RM_2_WES_uniq_mut.ba T

il
. | TN | ‘ ‘ ‘ I I )

Seq h_l_unr:u -

R R o IIIIIIII_I]II Hanmnmnn IIIIII_IIIII I _IIIII_IIIII_ LR R EE R LR LR LR TR TR TR LR TR LR L
. : . _ SMRLARDMELREMNDEREDLEKGMS | 5 D 5 E g ]

TE B8 s . H

S | B E N T ) S K

Fhf:IE_K.]_ﬁEI'IEE




chr3:179,718,140-179,21 8,449

|
P61 pEaE | pa4d p24.1 p223  p221 p2ld1  pal.l P14z pl41 pla pl23 p121  g11.1  gi21  gl3i2 133l gzl.1 q221 gq224d Q24 q25.2  q25.33 q762  q2642 q27.1 Q28 q23
- - 311 bp - -
179,218,200 bp 179,218,200 bp 179,218,400 bp

SL_0015_LN_39_WES_u n'iq_u_-nut.l:
ovVerage

SL_0015_LM_35_WES_unig_mut. >

| mn

Sequence -

Fﬁ!f:iE_q_EEI'IEE

AR R NG REE 0 E R N ERE A  H R 0 AN R OO E O C A G WA RR 0 OO G 00 R A R G OO AR G R O N R ER AR AR R N SRR TR AR R RN A NR RN NRR R RN RO EHRDRRRR RN RO BN

SNRLARDMELRENDKEQLKA | STRDOPLSEl TEQEKDF LYW SHR

PIK3CA




chr3:179,199,002-179,199,311

P42 pl14]

P13 pl2d

p12.1

g11.1

- 311 bp -

179,199,100 bp
1

q12.1

q13.12

q13.31

q21.1 q22.1

q22.3

q24

q25.2 q25.33

q28 q23

oy

179,199,200 bp
|

179,199,200 bp
|

oVerage

SL_00T5_LM_44 WES_unig_rmut.

.EL.!:ME_LEQ;M_WEEJn'iq_;nut.l:ln ==

Refseq Genes

Sequence =

QILL@DIES S

Bl OBE I3 = RS R Qi BRI 08 BN N (REOROR

I EPMGHNREER |

PIK3CA

L MR EFI

i i i = i

T

.

oy T

e

oy




chr3:179,704,386-179,204,695

| | . [0 P T

p261 p25.2 pad.a p24.1 p22.3 p221 p21.31 p21.d pl4.2 pl41 p1d pl123 p12.1 g11.1  gql2.1 g13.12  g13.31 g21.1 q221 gq22.3 q24 g25.2 Q2533 q26.2 q28. g27.1 QP8 q-°3
- 211 kp =
173,204 400 bp 173,204,500 bp 173,204,600 bp 173

SL_0015_RM_12_WES_unig_mutba " &7
ovErage I ‘ I
|
I
i
|
|
i
|
|
|
I
|
i
|
SL_OO0T5_RM_T12_WES_unig_mut.lxa ! [r_l
| |
| |
i
|
' 1
1 |
| |
g i
' i
|
|
Sequence e AR U R R O R SR L U U R R R R L B T L R U L R R R O L ]
IFVYVRETG | ¥YHGEGSGEPLCENYNTQRYPCSMNER

Refseq Genes
PIKICA



chr22:31,619,571-31,619,880

[ [ [ e R [ [ S R | [
p13 N p11.2 p11.1 gl11.1 q11.21 q11.22 ql11.23 ql12.1 q12.2 q12.3 q13.1 q13.2 q13.31 q13.32

-~ 211 bp -

31,619,600 bp 31,613,700 bp 31,613,800 bp
I I | I

SL_0015_RM_21_WES_unig_mutba " &7

CVErage

SL_OO0T5_RM_21_WES_unig_mut.lxa

Sequence e SRR LU THELER LR LR LR R LT G LR ER R ER LR LR L LR LT LR LR LR R L LT LR ERRL LR R LR R LR LT LR T ER LR E R LR (R LR L] O CREEE LT
] A SEG B R ORI O R S ) S N DA P E G | R YO TR R R E RS | M e R PO e E R N H R YRR s B DA YR o R S R R S T A L

Refseq Genes
FISD



chr12:18,687,936-18,688,7245

[ 1 I N N 0 e 1 [T N
p13.32 p13.2 p12.3 p121  pl1.22  pll1 q12 q13.11 g1313 g1343 q14.2 a15  gZ1.1 gZl.2  g21.31 g21az2 q22  qf3.1 g2z q2411  g24.21 92431 Q2433
- 211 kp -
14,684,000 bp 14,688,100 bp 148,684,200 bp
| | |

SL_0017_RM_15_WES_unig_muthba " 13
cverage
SL_00T17_RBM_15_WES_unig_rmut.lxa -
Sequence Lo R U R L R L L LT LH TR R R D L U R R R L R T A R R L L R

B B L SO IR T ) B R D )R D Ay e |y

R A G

!l
R ——

Refseq Genes
FIKZC 25



chr19:113,774,120-113,774429

| [ T T
p15.2 pl4 p1d pl232 plaz p11.23 F11.21  gl11.1 q11.22 q21.1 q21.2 q21.3 q22.1 qz2.3 q23.1 232 q2332 g241 q2431 q25.1 q&52 Q2611 q26.13 q263

- - 311 bp - -

113,774,200 bp 112,774,200 bp 113,774,400 bp
| § | . |

SL_0004_RN_24_WES_unic_m itba o481
cverage

SL_0004_RM_24_WES_unig_mut.ba

Sequence L= IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIHIIIIIIIIIIIIIIIIIIIIIIIIIIII.IIIIIIIIIIIIIIIIIIIHIIIIIIIIIIIIIIIIIIIIIIIIIII_II!IHIIIIIIIIII!_IIIIIIIIIIIIIIIIII__II_IIIIIIIIIIIIIIIII_IIIIIIIIIIIII!IIIII_IIIII_IIIIHIIIIII!IIIII_IIIIIIIIIIIIIIIIIIIIIIIHIIIIIIIHIIHIIHIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII
EOR BASSEBESEBES | ETDCRDEYSGCER | IECHYE PME Sy

Refseq Genes

PLEKHS 1




chr22:43,889,659-43, 859,965

[ [ [ e [ [ e 2 2-_—
=E =F p11.2 g11.1 g11.1 q11.21 q11.22  gq11.23 q12.1 q12z2 q12.3 q13.1 q13.2 q13.31 q13.32
—~a 211 kp -
43,489,700 bp 43,489,800 bp 432,489,900 bp
| | |
SL_0004_RN_47_WES_unig_mut.ba = 14
cverage I I
- |
i i
! 3 |
SL_0004_RM_47_WES_unig_mut.lxa L ﬁ
5 |
; i
Sequence e Rl U UERE DR R LR L T B T T U LR R T R R T DR R L TR T R L L R R L L D R DR L L LR R

e L

B i B S AW Fof U AB M. Ry FW. .0TR - R -FE [s]

el

L
™

Refseq Genes
FMHPLAS



chrl5:21,431,616-21,431,925

[ [ I-**1I:1 [T [ D [ N 20 N 0000 [ 0 T [ [ [ [T Ty
213 1z o112 11,1 112 qlZ  gqliz 914 q151 qi53 q2l.1  gzl.z q21.3 g2z 92231 q23 a241  q243 P ] PR q26.2  q263
—~a - 311 bp - -
21.431.700 bp 21,421 800 bp 21,421,300 bp

SL_0004_RN_26_ WES_uniq_mut ba " ™ | H H H‘ ‘ H HH ‘ ‘

CVErage |

SL_0004_RM_26_WES_unig_mut.bal

Sequence —

RG Y RDL A f*lLHHI"I"I"ILF}-""'I,II_.IhH AnEEE
POTERZ

Refseq Genes




chr18:14,534,778-14,535,087

[ [ = ] I N T [ [
p11.31 p11.23 p11.21 p11.1 q11.1 q11.2 q12.1 qlz.2 q12.3 q21.1 q21.2 q21.31 q21.33 q22.1 qz2.2 q22.3 q23
- 211 bp -
14,534,800 bp 14,534,900 bp 14,535,000 bp

SL_0004_RN_26_WES_unig_mut.ba = 44

CVErage

SL_000_RM_26_WES_unig_mut.ba

Sequence e SR LLUEE LRI TR LR L LR L LT LT LR LR L LR LT R LR LRI

el r lee

i —

— e W L L - —_

Refseq Genes
POTEC



chr22:15,6990,413-15,690,722
I I

e [ [ T [
p13 N p11.2 p11.1 gl11.1 q11.21 q11.22 ql11.23 ql12.1 q12.2 q12.3 q13.1 q13.2 q13.31 q13.32
- 211 bp -
15,690,500 bp

15,690,600 bp 15,690,700 bp
I I

SL_0007_RN_33_WES_unig_mut.ba = 14
cverage

|
i
L

faaale== ==l il _J

SL_0007_RM_33_WES_unig_mut.ka

Sequence —

LR CROLE LU LR LR R L LREL R LR RO (L L O LR TR LR LR LR R L L TR LD R LR L L LR LT LR R LR L L TR LR L LR ]
RS 1 R o VI R B PR AR o S e N e PG R R DS A SR VIR PR Y Y i R D

G EEBNYGT SGEDRDBS B ME T
Refseq Genes

DELHEAAWWG KM PIRKELDILEYMLEDTDMMNIERKDKQER
FOTEH



chr?:113,879,477-113,879,786

[ T 7T N N T/ N N N

p22Z  p21a  p2lz

pl53d pl5.1 p14.2 p13 p12.2 p11.2  gl11.1

q11.22 q11.23

113.879.500 bp
|

112,879,600 bp
| |

- 311 bp -

q21.11

- [T N D

q21.12 q21.2

q22.1

q22.3

q31.1 ~ gdlZ2 g31.32 gdZ] q33 g34 gi5 q36.] q363

112,879,700 bg
|

SL_0015_RN_10_WES_unigq_mut,
cverage

SL_00T15_RM_T10_WES_unig_mut.

bs

ba

Seq iJ_l_!nm -

thf.:qq_ﬁene.i

FPF1R3A

LM




chrl 9:102,141,165-102,141 474

[ 77T T W T | [ e -l [ [ T [ _:-:_:-:EFE_:_ ] B
p15.2 pl4 p1d pl232 pl22 p11.23 F11.21  gl11.1 q11.22 q21.1 q21.2 q21.3 q22.1 q22.3 g23.1 g23.2 q23d2 q24.1 q243 q25.1 Q5.2 q26.11 gq26.13 q26.3

-~ 211 bp -

102,141,200 bp 102,141 300 bp 102,147 400 bp
I I I I

SL_0004_RN_26_WES_unig_mut.ba = 13

CVErage

SL_0004_RM_26_WES_unig_mut.bxa L

Sequence o SRR LU LTI R ELELER LE ELCRR LT E T L BER LR L ERE OB LRR L LR RO LR T CRRLR LR LR LR LR LR B LT LR IO R ERRE R LR LR L R T OB LR LR R R LR R REREE] L CREE (] COROL PEREY | TR LY
GEPIESEPEPELEBPESEBPIE-MCEYIEFEPETHE Y MPEPEVWECHEPEH YEPECHMIPFE LBPERPEYVRELM-ETRCHEYEYIEPECEYIEWEPRPEPESE YR SICIYEPIEBGEG G QG

Refseq Genes
FFRC1



chrl 9:102,141,165-102,141 474

[ 77T T W T | [ e -l [ [ T [ _:-:_:-:EFE_:_ ] B
p15.2 pl4 p1d pl232 pl22 p11.23 F11.21  gl11.1 q11.22 q21.1 q21.2 q21.3 q22.1 q22.3 g23.1 g23.2 q23d2 q24.1 q243 q25.1 Q5.2 q26.11 gq26.13 q26.3

-~ 211 bp -

102,141,200 bp 102,141 300 bp 102,147 400 bp
I I I I

SL_0017_RN_15_WES_unig_mut.ba = 17

CVErage

i1
I
I
I
Il ININID 0
I
I
SL_O01T7_RBM_T5_WES_unig_mut.lxa %
1
I
I
1
I
Sequence e SO L TR LT DR LR LR B LRI R LR DL R R LR R IR R TR LR TR TR R R LR LT LR LT TR R LR LR LR LR LR R LR (T CREE BRI LR ] ]
Gl P S S S PR F O L BER PR S SR DS S B BRS MER PR RS T RS YRR PR R ERE O P Y R PR R PO | SR P RS P ORE Y B L B - e T R R B PR O RS PR PSR S S R R S B C O Y R R R o B )

Refseq Genes
FFRC1



chr1:13,318,362-13,318,671

IIIIIp?IIIIII [T T ] T O Y B [ [ e [ IO T I [ W T N 1
p36.31 27 p3611 p35]  pidZ  pad piZ.2  pal.3 pill  p22a p213 p21.1 pld2 pll.2 a1z 211 g213 g2z g4 q252  gil.]l  g3l3 q3z.z2 g4 q42.13 q43 gda
—~a 211 kp -
12,314,400 bp 132,318,500 bp 12,314,600 bp
| | |
SL_0004_RN_26_WES_unig_mut.ba = 17
cverage
SL_0004_RM_26_WES_unig_mut.lxa
Sequence o Rl U CER D TR TR LR L R L R LR R T T L L DL R L T CRE R L L R L L T DR R LB R R R L

O G BN oECENE O E SN DEEDE @ EDE DS @8R DN s SR e s

Refseq Genes
FRAMEF 15



chr1:13,321,570-13,321,879

CTTTT p? [ [ T ] T [ Y N [ [ e [ IO [T ™ B W T TN [ 1
pa6.31 2 p36.11 p35]  p3d.Z pa3d p3z.2 pial.3 p31.1 p22.3 p21.3  p21.1 p13.2  pl11.2 qlz q21.1 q213 qf3.Z q247 q25.2 gdl.1 g3l.3 qdz.2 g4 q42.13 g4l qad
- 211 bp -
13,321,600 bp 13,321,700 bp 13,321 500 bp

SL_0004_RN_05_WES_unig_mut.ba = 17

ovErage I I I I
. |
[ 0
|
SL_0004_RM_05_WES_unig_mut.ba . ! I
| I
|
Sequence e SO YT LCEEE LR TR LT R LR R LT LT LR R R L TR B R TR RLELELEEE CH RE TR L R EE LT ]
DN N I RS BN O HE [ FE B (B} G668 ¥ IR} Ha EE ) G4 N NI @ 2 BE RE IS g3 E} OREg A= ROR
Refseq Genes

FRAMEF 15



chrl:3,385,053-3,385,367

B N [T T ] T [ Y N [ [ e [ IO [T ™ B W T TN [ 1
p3631 pa6.2l p36.11 p35]  p3d.Z pa3d p3z.2 pial.3 p31.1 p22.3 p21.3  p21.1 p13.2  pl11.2 qlz q21.1 q213 qf3.Z q247 q25.2 gdl.1 g3l.3 qdz.2 g4 q42.13 g4l qad
- 211 bp -
3,385,100 bp 3,385,200 bp 3,385,200 bp

SL_0004_RM_47_WES_unig_mutba " ™

cverage I

SL_0004_RM_47_WES_unig_mut.ba I I

Sequence Rl LT DR L TR L R T TR L R R LR T R R R A R R LR R LR R D L R LA D R T
GSEKRFCVDANLDAGAGCSWLKY IRYACSCODLNL TMC® |5 EQ

Refseq Genes
FRCMI1E



chr7:151,556,642-151,556,951

H T T e [ e 2 !I [
p22 2 p21.3 21z pl5d  pl5.1 o142 pla  plzZ  pliz gll.1 q11.22 gi123  g21.11 g21.12 g21.2 q221 g223 gqill gq3l? gqildZ gaz1 933  gi4 gi5 gqib. q36.3
—~a 211 kp -
151,556,700 bp 151,556,800 bp 151,556,900 bp
| | | |

SL_0015_RN_21_WES_unig_mut.ba = 17
cverage :
SL_O0T5_RM_21_WES_unig_mut.lxa I
Sequence el U E R LR T L R L L T LR L R T LR e E e s e e g a pan p g a i i g e e e e g g R L

______________________________________________________________________________________________________________________________________________________________________________________________________|
FREASZ

Refseq Genes



chrd:15,968,517-15,968,576

[ B -:I:-:_ I - B N [ [ T N T 090 T [ N | [T 1
p16.2  pl5aid pl5.31 p15.1 o4 pla 11 glZz  gl131 glaz q21.1 2122  g221 g22.3 924 925 926 qZ7 q722 g2 gill  qdl 22 q32.1 9323 gadl gqi4d q35.2
- 211 kp -
15,964,600 bp 15.968,700 bp 15.964,800 bp
| | |
SL_0007T_LN_3_WES_unig_mut.bay = 17
verage
ANEN | 1] 1] LLLE LR PR LR PR R DL PR || LLLEEL LR L L || 1] 1] LT TP

SL_0007T_LM_2_WES_unig_mut.lba r 1

Sequence e SR LU PR R ELE R LR LR LR LR L UL R LR R L L LR LR LR TR LR LI ELR LR LR L BRI L R L LT LY

Refseq Genes
FPROM 1



chro: 177,992, 746-177,993 055
| [T [T N [ [ - [ T [T I D D 7 || ] BN | [ I|3
gd5.3

p15.32  pl5.2 pl43 pl4] p13.2 p12  gl1l.1 gl1.2 gl12.1 q13.1 q13.3 q14.2 ql14.3 q15 g21.1 g21.d gqf22 q73.1 q2a.z q31.1 g31d giz gd3.2 g34  g35.1

-~ 211 bp -

177,992,800 bp 177,992,900 bp 177,993,000 bp
I I I I

SL_0007T_LN_3_WES_unig_mut.bay = 17

Verage

q-
34
3-
3
SL_000T_LM_3_WES_unig_mut.bar 3-
g

Sequence e SR LU CELLRTFUER IR LI L LR LR LR LR L L TR LR R LELRL L L LT LR L OB TR LR LR R LR LR RO LR LR EOE CRE LR RE LR LR LR L DR LR R T LR LR R R LR LT LT
MIBFIRFRCELHCEPAPHLEPFWERESOHSEBAIBAGGHSPOSPEARSEPEPIECEYEPEPAATSHEPEARSEPEFESEARFELRAEBPOGLIESKRESE R QAR R B CEVWHE

Refseq Genes
PROF1



chrd:131,478,318-131,478,627

T 1 DN [ [ I . | [ [ [ D N I . ] ] [ [ e [ [ | |
p24. 2 p23 p22d pal p2l1.2 p13.3 P12 q11 g1z 13 gq21.11 q21.13 q21.31 q21.33 q22.2 q22.37 g31.1 gd1.2 g3z g33.1 qdad.? gq3d.3 g34 12  q3ad
- 211 bp -
131478400 bp 131.478.500 bp 131.478.600 bp

SL_0004_RN_66_WES_unig_mut.ba = 1

CVErage

SL_000d_RM_&66_WES_unig_rmut.lxa

i
i
i
i
i
i
|
i
i
i
|
i
i
i
i
i
i
’

Sequence e SRR UL LR LR R LR LR R L TR R R L LR LR LR R L L LR LR TR LR LR LR LR LR LR LT L LR R R R LR LR LR R L R L L L LR
ENMNCGESSPGEESEVG SMYGEGFIHEM LTTKKEOURRLLEEERRKEEKKEGDAM G

Refseq Genes
FERCZE



chrl:170,664,114-170,664,423

[T T T 0 0 [ 1 ] T O Y B [ [ e [ B T ™ [ T T | 7 s
pi631 p36.2] p3611 p35]  pidZ  pad piZ.2  pal.3 pill  p22a p213 p21.1 pld2 pll.2 a1z 211 g213 gfiz  qoa q25.2  gil.1  g3l.3 q3z.z2 g4 q42.13 q43 gda
—~a 211 kp -
170,664,200 bp 170,664,200 bp 170,664 400 bp
| | |
SL_0015_LN_35_WES_unig_mut.aa =
cverage
SL_OO0T5_LM_25 WES_unig_mut. 21 I
Sequence g |||||||||||||||||||||l||||||||||||||||||!|||||||“|||||||||Illllllll“l||||“|“l||||||i|||||||“|i|||||||||||||||||||||!II|||||||||||!|!||||||||||||||l||||||||||||||§|||||||||||||||||||||il"!lﬂ""l"lllll"l||||||||||||||||||||||||l||illl"l"""l“lll"l||!|l||||"||||||l|||“l||lilll"l||||||||||||I||||I

Do I DER E R ) RRE O MR B RO D S PR B D B LS S K E e RS H R L R L RS E AR IR A S e D R N R S e R R LA E P K

Refseq Genes
FRR#1



chr11:14,597,5517-14,507 860

p15.4 p15.3 F15.1  pl43  pl4.] E P12 p11.2 E11.11 q121 gl123 qla.? q13.4 ql4.1 q14.2 q21 q22.1 223 qg23.1 g23.d q24.1

-~ 211 bp -

14,507,600 bp 14,507,700 bp 14,507 800 bp
I | I

SL_0017_RM_15_WES_unig_mutba " ™

CVErage

|34
kP
=B
ke
|34
EE
=P
EpE
EE
kP
P
SL_0017_RM_T5_WES_unig_mut.lxa . q=
EP
kP
=B
ke
|34
EE
3«
e

Sequence e SRR LR RR R LR LR L LR R R LR LR LRI LR R LR LR LR LR LR ELR LR LR LR LR L L LU LR R L BT LR
B 5 NE R S P AN E S | S C B O S Sem ()RR [ S S T SR E S DA e | R |

Refseq Genes
PShAT



chri 42,976,416-42,976,725

P22z p21d p2l2 pl53d pl5.1 pl4.2 p13 p12.2 p11.2 gl11.1 q11.22 q11.23 q21.11 gq21.12 q21.2

gZ21 g223 gq3l.l gqdlZ  g3l.3Z2 gI2] q33 g34 g35 g361 q36.3

- 311 bp

47,976,500 bp 47,976,600 bp 42,976,700 bp
| | | ; |

.EL_!]'DN;_FH"J_BE,'_WE.E,H n iq_m uiu .

oVerage

SL_000d_RM_GE_WES_unig_mut.ba

o- a0 ‘

Sequence

Refseq Genes
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RYDPCMGS T LG |HKT | IPEM KHY SRE DL S S ) B R T A L B MoA A

|"|t

¥

PEMAZ




chrd: 86,701,323-86,701,632

SL_0015_RM_21_WES_un iq_m ui.u ;

CVErage

5L_0015_RN_21_WES_uniq_mut.ba

E— o _
p16.2  pl533  pl5.al p15.1 p1& pla  pll  giZz  qg1il gqliz gZ11 qZl 22 = qZ21 qZ2d  q24 a%5 g6 qZ7 qZ82 qZEd gqdl1  qdlZg q3z.1 giz3 qi41 g34d q35.2
—~a - 311 bp - -
86,707 400 bp 86,707,500 bp 86,707 600 bp
0 ; | | |
0- 751

Seq iJ_l_!nm -

FﬁEI-f:IE.H}_EEI'IE.I

SMGIFELS |EDTQDEMNYFKD |

TR LR RO LR LT R TR T T R R R LT R R R TR R LR R LT LR LR TR TR LT TR
EsEBNSCRERERSENTEFSPECOCREKESEBPEKELPEPE BYERESEKE WASSMOELE TEDRDESSGE B THEECHPE AR T ERESTTIPREKE A

FTPM 12




chrl2:70,656,665- 70,656,974
[ 1 I N BN e - 1 [T N

p13.32 p13.2 p12.3 p12.1 p11.22 E11.1 ql12 g13d.11 gl3.13 gq14.3 q14.2 15 q21.1 q21.2 q21.31 gq21.32 q22 q23.1 g23.2 q24.11 q24.21 q24.31 q24.33

-~ 211 bp -

70,656,700 bp 70,656,800 bp 70,656,300 bp
I | I I

SL_0015_LN_46_WES_unig_mut.oa = 10

CVErage

SL_OOTE_LM_46_WES_unig_mut. 21 Sy -

Sequence e SRR LU THELER LR R LR LR LR R R L LT ML R R LR LR LR LR LR R R LR LR LU LRI ELLE R LR L TR RL UL E R R LB L LR

- g— — - pr— — R —. IR r—

Refseq Genes
FTFER



chr11:119,660,903-119,661,212

p15.4 p15 3 P51 pl4d  plal  gid p1Z2 p11.2 p11.11 g121 gl2d glaz q13.4 q14.1 q14 2 g21  q22.1 9223  g23.1
- 211 kp -
119,667 000 bp 119,661,100 bp 119,667,200 bp
| | | | | |
SL_0017_RN_48 WES_unig_mut.ba = 13
cverage
SL_0017_EMN_42_WES_unig_mut.lxa L
Sequence el LT R TR L R S TR L L L L L L E L L LR R R L LR R R E L L R EE L L LT

- =
MECTIMI MECTIM

Refseq Genes



chr18:8,609,332-8,609,647

I [ . ] I T T T [ [
p11.31  pl1. p11.21 p11.1 q11.1 q11.2 q12.1 qlz.2 q12.3 q21.1 q21.2 q21.31 q21.33 q22.1 qz2.2 q22.3 q23
- 211 bp -
5,609,400 bp 8,609,500 bp 8,609,500 bp

SL_0007T_LN_3_WES_unig_mut.bar = 19

Verage

EE
EE
{3
-
EE
3=
{3
-
{3-
SL_QO007T_LM_3_WES_unig_mut.lxar kP
{3
.
EE
EE
{3
q-

Sequence o S LUH L O TR TR LR B LR LR LR LR LR TR AR LR ERE R R LR LR LR LR CEL LR LY L LR AR R LLELRLELEL L] LR R R G D LY CO ERL O P DEETELDRER B LR B LU LR O O CELEEL LR R T DR TR T BRI DL LS DR B CR L RERE ] BEEY L] LT B
L B P L i - 3 ; QRGCAHGPRPGRLGRAEAEPGADP PREARA

Refseq Genes
RaB12



chrl9:27,541,188-27,541,497

I [ e - vl [ [ T [ I P Y T T T
P15 2 pld P13 pl2iz plzz p11.23 1121 gll.1 q11.22 q21.1 9212 g213 g2z21 9223 g3 gZiZ gqfidZ g4l gqoadl 9751 gZ&.z q2611 gq=6.13 9263
—~a 211 kp -
27,541,200 bp 27,541,300 bp 27.541 400 bp 27.5¢
| | | | | |
SL_0006_RN_55_WES_unig_mut.ba = 171
overage
SL_0006_RM_59_WES_unig_mut.ba I 1

Sequence o SRR LU TR R LR LR LR L LT LR LR LR LR LU LR LR LR R DL LR R L TR R LR R LR LR LR LR

Refseq Genes
RaB1S



chr12:120,09%8,699-120,099,008

| N BN BN [ o B e B S ) I

p13.32 pliZ  pl23 p121  pl11.22 p11.1 gl2  gq13d.11 qi1d.13 g13.3 q14.2  gls  q2l.1 q2l.2  q21.31 g2l.az q2Z  qz23.1 qZd.2 2411  qa4.21 q24.31 q24.33

i - 311 bp - -
120,098,800 bp 120,098,900 bp 120,099,000 bp
| I § | 1 : |

oVerage

$L_0007_RN_33_WES_unia_mut b, "™ ‘ ““HH“HH‘ “ ‘ ‘

SL_0007_RM_23_WES_unig_mut.ba

Sequence b AW UUUUD TR DRI E TP RERL LAV R R LR D VTR PR RO E T AR LR DT D LA R DAL TR i R IIIIII!I_ IIIII_II_IIIIII_IIIIIIH I e

L L L | L R - S

F!&f;iqq_ﬁenes

RAB3S




chrle: 627 425-627, 734

[ il T I 2 [ s 0 Z==
pl13d.a pld.2 p1anz pl12.3 pl12.2 p12.1 pl11.2 pl11.1 gq11.2 q12.1 gql2.2 gl3 gq21 q22.1 q22.2 g23.1 q23.2 q24.1 q24.3
- 211 bp -
627.50d bp 627,600 bp 627,700 bp
I I I
; o-111

SL_000_RM_05_WES_unig_mut.a
overage
SL_000d_RM_05_WES_unig_mut.ba %
Sequence e SR IR CLEEDTELRE L LR LR B LR O L EE U R TR CL DO | L G R E ER U TR LR TR LR R CR (LT TTCREET U | U O T R T DT R R B TR L DR DR EE LR R L LR R LR LR R R TR R R

T IESHLESFESMANGMNAYMMRGE 5% SLASGCAGCGGCLESKEGCNSLER SRS ITRPPQSPPANESESNCKE |5 °

Refseq Genes
FaBd0C



chrd:107,331,534-107,331,843

T 1 N | T DN N 0O (O - ] |m_m||||—:1|:|:—| [ T 171
p24.2 p2d p223 pZ221 p21.2 p13.3 plz gq11 qlz2 gld g21.11 g21.13 gq21.31 gq21.33 g22.2 q22.32 g31.1 gal.z gdZ2 g3di 1 g33d.z2 g3l q34.12 g34.3
- 211 bp -
Td7. 331,600 bp TA7T. 331,700 bp 107231 . 804 bp
I I I
! - 18]

SL_000F_RBM_2_WES_unig_mut.Bar
Verage g
SL_000F_EM_Z2_WES_unig_mut.ba 1 2
Sequence e SR R LU LT TR LR ERT Y L] EREE L LR TR LR R BT LR T TR R TR R LR LR L L R LR LR ]

—

Fal 236

Refseq Genes



chr6:13,711,320-13,711,629
T T T t—:_ T 1 [ I N -l ' D D B ] N [T [T

p25.2 p24d  po3 p223d p22.2 p2133 p21.2 p21.1  pl23  pl21 g1l q12 q13 ql14.1 q143 gl5  ql6.] q16.3 q21 q221 g2231 q22.33 q23.3 q24.2 q25.1 253 q26 Q27

-~ 211 bp -

13,711,400 bp 12,711,500 bp 13,711,600 bp
I | I I

SL_0015_LN_44 WES_unig_mut.aa = 11

CVErage

EF
{34
.3.
EE
i3
{3
ER
EE
EE
{34

SL_OOTS_LM_44 WES_unig_mut. 23

Sequence LA TR TR TR U (AR RCTTE RO T EO T CREER T E LR AT R E TR (LR O B LY TR LR PO T RO O O T O R LR A T TR TR T AR TR R TR TR T T TR R
ABLGEGGCACECRSGEARSSCEHSVARBPAPEVMGEVEALARPRPPESEQRORUEQAPPPRBPROGSM

Refseq Genes

RaMBRPI FarEBEPI



chr3:141,540,462-141,540,771

N | [T T T T - [ [T N D N e 1 ] [T 1 | N D ) DN B e | e
p261 p2h2  p2ad p241 p223  p221 p2lal  pall pl42 pl4al pla pl2a p121 g11.1  gl21  g1312  g13.31  g21.1 q221 gq22.3 924 q75.2  q25.33 q262 gqf6d7 qZ71 g8 go3
- 211 kp -
141,540,500 bp 147,540,600 bp 141,540,700 bp
| | |
SL_0015_LN_46_ WES_unig_mut.oa = 19
cverage
SL_OOTE5_LM_46_WES_unig_mut. 31 A
Sequence e A U L R L R U R R SRR O R R L e e e g e O L L

G KM HILEILK TR NES T 5 C 80

Refseq Genes
Rasaz



chrl ;64,740,767 -64,741,070

N [ T I B D D [
p15.4 p15 3 P51 pl4d  plal  gid p1Z2 p11.2 p11.11 g121 glzd = glaz q13.4 q14.1 q14 2 g21  q22.1 9223  g23.1 9233 g24.1
- 211 kp -
64,740,800 bp 64,740,900 bp 64,741 000 bp
| | |

SL_0006_RN_36_WES_unig_mut.ba = 17
cverage
SL_0006_RMN_36_WES_unig_mut.ba -

-

— [

Sequence o S LUTUTCPEUTLEUP LRI LR R R L L ERE LT LT P LR LRI LR EE R RE RO RR R LR LR LR LR LR LR LRE R LR R R LR L LR L

L 1 el O = — -

= 1 r— B —. B .

Refseq Genes
RAaSSRPZ RasSGRPZ



chr13:48, 480 886-48 481,195

= -

pla pl2 p1l.2

p11.1

q12.11

ql12.13

q12.3

N
q14.13

q1d.2 q14.11

q14.3

48,480,900 bp
I

48481 000 bp
I

3] || N 2
q21.1 q21.2 q2132 q21.33 g22.1 gq223 g31.1 g3l.2 g31.d g3zl g3z3 q33 2 q34
211 bp -

48481100 bp 38,

SL_0006_RN_55_WES_unig_mut.ba = 17

CVErage

SL_0006_RM_55% WES_unig_mut.lxa

Sequence —

Refseq Genes

FE1

LR TR LR RRR LR LU LR LR LT L LR LR LD TR L LR LR R R LR LR LTI LU LR L
—



chr2:86,214,704-86,215,013

e T [T [T T T BT N

p5.2  prad p4l  p2aZ  p2iZ  pal pl62  plG 133 pl2  pliz g11.1  gl21 gqi3 q14.2 q21.1 q221 gq22.3 9241  g243 g3ll gqil3d gi2Z? g3il g3l g3t gi6Z gdr] gdrd
- 211 kp -
86,214,800 bp 86,214,300 bp 86,215,000 bp
| | | |
SL_000T_LN_10_WES_unig_mut.oa = 102
cverage
SL Q007 _LM_TO_WES_unig_mut. 23 q
Sequence e AR LU L R R O R L R R L R L TR T L TR R B L R R LR R LR B L

. _________________________________________________________________________________________________________________________________________________________________________________________________________|
REEF1

Refseq Genes



chr10:43,128,606-43,1 28,915

I [ ol || [ I [ I P Y T T T
P15 2 pl14 pld pl23Z pl2z p11.23 p11.21  g11.1 q11.22 q21.1 212 g21.3  g2Z1 9223 g231 @32 g73d7 g4l g24dl 9251 gqZ5 7 92611 g2613 9261
—~a 211 kp -
43,1 28,700 bp 43,1 28,800 bp 432,128,900 bp
| | | |

SL_0004_RN_26_WES_unig_mut.ba = 17
cverage
SL_0004_RM_26_WES_unig_mut.lxa o
Sequence e Rl LR E R LR R L R LR LR LR R R L R R T L L L R R L U e A e e L LR L LT

—

RET

Refseq Genes



chrl0:43,128,714-43,129,023

I [ ol || [ I [ I P Y T T T
P15 2 pl14 pld pl23Z pl2z p11.23 p11.21  g11.1 q11.22 q21.1 212 g21.3  g2Z1 9223 g231 @32 g73d7 g4l g24dl 9251 gqZ5 7 92611 g2613 9261
—~a 211 kp -
43,1 28,800 bp 43,1 24,900 bp 43,129,000 bp
| | |
SL_0017_RN_48 WES_unig_mut.ba = 17
cverage
m 1 | -
SL_0017_RM_42 WES_unig_mut.lxa I =
o ]'

Sequence e Rl LR U B T T R R R T L TR R D O D R R LB D S L B R R T L L L LR R R

—

RET

Refseq Genes



chr2:99,438 485-99 438,794

SL_000d_RM_47_WES_unig_mut.lxa
overage

SL_000d_RMN_47_WES_unig_mut.ba

ot | [T [ [
p25.2 p243 p241 p232  p222  p2l pl6.2 pl5  p13.3 pl2 p11.2  gl11.1 q12.1 gl13 q14.2 g21.1 Q221 g22.3 q24.1 q24.3 g3l.l q3l.3 qaz.2 gq33.1 333 gds gqd62 q3r.]l qdara
-~ 211 bp -
99,438,500 bp 99,438,600 bp 99,438,700 bp a5
| | | |
o-11]
|

Sequence —

Refseq Genes

TOT¥YLASRIGT KMER

REV1

THMY F ETLE CHEWAM S

H i L i >

F il C R S S

L T L T L L R T L e L L e R L L e L L e T L TR LT T
KIERG PIF | GINS QR




ehr19:6,040 046-5, 040,355

I:_:_ | [
EIEE p13.2 p13.13 SERE g1z p11 q11 q1z2 q13.11 P ERE] q13.2 q13al  glaaz q13.33 g1341  qiaaz q13.43
-~ - 211 bp -
6,040,100 bp 6,040,200 bp 6,040,300 bp
| | | | |
5L_0004_RM_66_WES_unig_m ui.u e

oVerage

SL_00C4_RN_66_WES_unig_mut.

bra

Sequence -

Refseq Genes

[ ey

oS e

s T e

_— = e

RFs2

= e el e

o T




chr8:143,382,786-143,382,595

p23.2  p2al P2z p21d pZl.2 plZ2 pl1.23 g11.1  gl1.21 q121 g123 g13.2 g21.11 g21.13 g21.2 g21.3 q221 qZ2.2 q23.1 9213  g2412 92471 q24.23 g2,
- 211 kp -
143,282,300 bp 143,282,400 bp 143,282,500 bp 143
| | | |
SL_000T_LN_10_WES_unig_mut.oa = 102
cverage
i
i
|
SL_Q00T_LM_T0_WES_unig_mut. 21 %
i
i
Sequence Lol R DR L LR RS L O G EE L LR LR L R L L R R L O LR L L R (R L L LR L L] LR R LR R LR R R L DR L L L LR L R T L ]
SGDRREPYLLGPEGLLRESGQREEHGCE T TPRPAS TWAS PEPL LAEWS EEALQAGE TGGCRQPRI

Refseq Genes
RHFM 1



chrd:153,7140,789-153,7140,598
A I | D -

p16.2 p15.33 p15.37 p15.1 14 p13 w11 gl2  q131 gl3.z qZ1.1 q21.22 g221 g223 q24 q25 926 qZ7 q282 q283 gqil.1  gdl.Zz2 g3z.1 q323 g341 g34d g35.2
- - 311 kp - -
153,710,300 bp 153,710.400 bp 153,710,500 bp 153.71

SL_0004_RN_24_ WES_uniq_mut ba ©~ %% ‘ H H H H H H ‘H H

CVErage | ‘

SL_0004_RM_24_WES_unig_mut.ba

Sequence L LT LR TR R ERE TR LR TR LR L E T T LRRERE TR AL TEC TR R LA R LR TR TR L TR RO TR LR LR O TR R LR TR LR R L TR TR LR TR L TR R L TR TR T

BB G B > B | S Y B R PR SRR R Y R LA D RS | B G LR H R R R VY

TLRZ RMF175

Fﬁ!f:iE_q_EEI'IEE




chrl1:124,895,722-124, 896,031

p15.4 p15.3 F15.1  pl43  pl4.] E P12 p11.2 E11.11 q121 gl123 qla.? q13.4 ql4.1 q14.2 q21 q22.1 223 qg23.1 q23.3

-~ 211 bp -

124,895,800 bp 124,895,900 bp 124,896,000 bp
| I I | I

SL_0015_RM_21_WES_unig_mutba " ™

CVErage

SL_QO0T5_RM_21_WES_unig_mut.lxa

Sequence e SRR UL CCEUE TR EL R ERL R LR LR LT LR RO O LR LR | (LR LR L EEE (O LR LR LT R UL LR L LR G L DR LB ELLEE LT CRU L LEERL DR LR LR LR | L] DR T LR E CTE TR LR LR TR R ] LLLERR LT L LR LR

USR] M B D RS DD S E S DD D RN T RN TES| G | By B | D DI T N D

[ —

Refseq Genes
ROEO4



chr18:20,953,563-20,953,872

[ [ o et ] e T T T [ [
p11.31 p11.23 p11.21 p11.1  g11.1 q11.2 q12.1 q12.2 q12.3 q21.1 q21.2 q21.31 Q2133 q22.1 qZ22 224 a23
- 211 kp -
20,953,600 bp 20,952,700 bp 20,952,800 bp
| | |

SL_000T_LN_10_WES_unig_mut.aa = 19
cverage i
SL_O00T_LM_T0_WES_unig_mut. 31 -
Sequence e AR U B R R LR R T R R U R L R O R O L R R e R O L L ]

RS EY R LSS Y EORR OIS OB CELEE O RECESC B OLSCER LS BN BN MO LS iy oqeEofed AW NS fER RN BN 1B ER

Refseq Genes
ROCK1



	AADACL3_p.Phe254fs_chr1_12725525_CT_C_SL_0015_LN_44_WES
	AAK1_p.Gly235fs_chr2_69466259_C_CG_SL_0004_RN_61_WES
	ABCC2_p.Lys298fs_chr10_99799221_G_GA_SL_0007_RN_2_WES
	ABCC6_p.Ala187Ala_chr16_16214363_C_T_SL_0004_RN_24_WES
	ACOX1___chr17_75945899_A_AT_SL_0004_RN_66_WES
	ACTN3_p.Trp13X_chr11_66546549_G_A_SL_0004_RN_05_WES
	ACTR10___chr14_58202933_TA_T_SL_0002_LN_1_WES
	ADGRB3_p.Ser41Ser_chr6_68638798_G_A_SL_0004_RN_19_WES
	AFAP1L1_p.Ala706Ser_chr5_149332835_G_T_SL_0015_RN_11_WES
	AGAP1_p.Gly492Asp_chr2_235968612_G_A_SL_0015_RN_21_WES
	AGAP3_p.Leu30fs_chr7_151086829_C_CG_SL_0001_RN_25_WES
	AGAP9_p.Asn616fs_chr10_47502280_CG_C_SL_0004_RN_47_WES
	AGAP9_p.Glu614Asp_chr10_47502287_C_A_SL_0004_RN_47_WES
	AHCY_p.Thr57Thr_chr20_34295443_G_A_SL_0015_RN_21_WES
	AHR_p.Met771Lys_chr7_17340137_T_A_SL_0015_RN_12_WES
	AKAP9_p.Arg1654fs_chr7_92042077_CAG_C_SL_0006_RN_36_WES
	AKAP9_p.Arg3237Trp_chr7_92095153_C_T_SL_0015_RN_11_WES
	ALDH7A1_p.Tyr69Cys_chr5_126593391_T_C_SL_0004_RN_05_WES
	ALDH18A1_p.Asn146Asn_chr10_95637302_G_A_SL_0006_RN_67_WES
	ALMS1_p.Ala3412del_chr2_73558978_GTGC_G_SL_0002_LN_1_WES
	ALPI_p.Leu10del_chr2_232456215_GTGC_G_SL_0001_LN_10_WES
	ALPK2_p.Pro540Ser_chr18_58579158_G_A_SL_0015_RN_10_WES
	AMOTL1_p.Tyr483Asn_chr11_94830083_T_A_SL_0004_RN_66_WES
	AMT_p.Pro20fs_chr3_49422391_CG_C_SL_0006_RN_59_WES
	ANPEP_p.Pro766Leu_chr15_89792515_G_A_SL_0007_RN_2_WES
	ANXA2___chr15_60351259_G_C_SL_0010_RN_34_WES
	APOB_p.Gly4094Glu_chr2_21003141_C_T_SL_0007_RN_33_WES
	ARAP1_p.Arg166fs_chr11_72726632_CG_C_SL_0015_LN_44_WES
	ARFGEF2___chr20_49036011_AT_A_SL_0004_RN_47_WES
	ARHGAP19_p.Ser420Ser_chr10_97235241_C_T_SL_0001_RN_28_WES
	ARHGAP22_p.Pro376Pro_chr10_48451049_C_T_SL_0004_RN_19_WES
	ARHGAP35_p.Asn946fs_chr19_46921502_G_GA_SL_0002_LN_1_WES
	ARID4A_p.Ser1067fs_chr14_58365277_AAG_A_SL_0015_RN_21_WES
	ATN1_p.Pro414Leu_chr12_6936508_C_T_SL_0003_LN_51_WES
	ATP11B_p.Tyr884fs_chr3_182884885_AT_A_SL_0004_RN_19_WES
	AXIN2_p.Glu405fs_chr17_65537820_CCT_C_SL_0007_RN_33_WES
	BDP1_p.Leu313fs_chr5_71470405_G_GT_SL_0015_LN_44_WES
	BEGAIN_p.Asp520fs_chr14_100538192_T_TC_SL_0017_RN_15_WES
	BLM_p.Asn92Ser_chr15_90749543_A_G_SL_0001_RN_25_WES
	BMP8B_p.Tyr307Tyr_chr1_39763739_G_A_SL_0004_RN_26_WES
	BRWD3___chrX_80672903_T_C_SL_0015_RN_12_WES
	C6orf165_p.Asn477fs_chr6_87434981_CA_C_SL_0006_RN_67_WES
	C9orf84___chr9_111758198_T_TA_SL_0016_RN_56_WES
	C9orf135_p.Arg53His_chr9_69844522_G_A_SL_0004_RN_66_WES
	C11orf63___chr11_122886194_G_A_SL_0004_RN_26_WES
	C12orf65___chr12_123257917_AT_A_SL_0006_RN_36_WES
	C12orf73___chr12_103951635_A_AN_SL_0001_RN_32_WES
	C19orf80_p.Glu176Ala_chr19_11241512_A_C_SL_0006_RN_36_WES
	CACNA1D_p.Asn2071Ile_chr3_53810258_A_T_SL_0004_RN_19_WES
	CAMK4_p.Ser337Ser_chr5_111484055_G_A_SL_0002_RN_8_WES
	CASZ1_p.Lys1476Arg_chr1_10639795_T_C_SL_0001_RN_15_WES
	CCDC39___chr3_180614779_CT_C_SL_0017_RN_15_WES
	CCDC57_p.Gln121del_chr17_82201580_AGCT_A_SL_0006_RN_67_WES
	CCDC92_p.Lys137Arg_chr12_123937644_T_C_SL_0004_RN_24_WES
	CCDC175_p.Lys214fs_chr14_59565124_AT_A_SL_0001_LN_4_WES
	CCND3_p.Leu240Pro_chr6_41936100_A_G_SL_0001_RN_25_WES
	CCNG2_p.Arg127Trp_chr4_77160823_C_T_SL_0003_LN_27_WES
	CD5___chr11_61123941_A_T_SL_0017_RN_48_WES
	CDC14C___chr7_48925425_T_C_SL_0004_RN_26_WES
	CDH3_p.Arg363His_chr16_68682393_G_A_SL_0006_RN_36_WES
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