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CHIP whitelist mutations identified and confirmed in the replication cohort.
Listed are 476 CHIP whitelist mutations identified in 451 persons of the CYN16K
cohort (N = 16,151). CHIP mutations identified as per the criteria used in Jaiswal et
al." Each CHIP variant has been manually reviewed independently by two

researchers, by Integrative Genomics Viewer with reads support (related to Table
S5).
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1.

ASXL1

1.1. chr20_32433339_GI/T

SamplelD

Variants (GRCh38)

Ref_depth

Alt_depth

Gene

Consequence

110100879

chr20_32433339_G/T

10

ASXL1

stop_gained

chr2o 32,433,250

32,433,400

— 110100879.cram

[o-671

ASXL1 (ENST?OOSBESLZ]B)
ASXL1 (ENSTQ‘}‘098937SEE7)
ASXL1 (ENST€0989613218)
ASXL1 (ENST&OOSSSZBIZI)
ASXL1 (ENST§0989645955)
ASXL1 (ENSTQ0989305958)

ASXLL ENST(:3:0989647223 )

ASXL1 (ENST00000553345)

ASXL1 (ENSTGO000644168)
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1.2. chr20_32433447_CIT

SamplelD

Variants (GRCh38)

Ref_depth

Alt_depth

Gene

Consequence

11540172

chr20_32433447_C/T

30

4

ASXL1

stop_gained

chr20 32,433,350

32,433,500

r 11540172.cram

le-763

ASXL1 (ENST00000553345)

ASXL1 (ENST?SBBOGSI‘SIB)
ASXL1 (ENST‘$9860375637)
ASXL1 (ENST?BSBBOG]QZIB)
ASXL1 (ENSTéSBBOGzBlZl)
ASXL1 (ENST:GSBBOG‘%EQBS)
ASXL1 (ENST‘QSBBOBGEBSB)

ASXLL ( ENST:GSBBOG47223 )

ASXL1 (ENSTG0000644168)
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1.3. chr20_32433750_G/T

SamplelD

Variants (GRCh38)

Ref_depth

Alt_depth

Gene

Consequence

10302444

chr20_32433750_G/T

33

7

ASXL1

stop_gained

chr20 32,433,650

32,433,800

32,43

10302444 .cram

ASXL1 (ENSTH0000651418)

ASXL1 (ENST§0000375687)

ASXL1 (ENST@0000613218)

ASXL1 (ENST0000620121)

ASXL1 (ENSTE0000646985)

ASXL1 (ENSTH00003066058)

ASXL1 (ENS‘I'émOHTzZS)

ASXL1 (ENSTH0000644168)
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1.4. chr20_32434599 CACCACTGCCATAGAGAGGCGGC/-

SamplelD Variants (GRCh38) Ref_depth | Alt_depth Gene Consequence
10010387 ch rggﬁiﬁgfgg@%@%%%cf(; 39 4 ASXL1 frameshift_variant
112403441 | S22 02409 CACEACTC 48 5 ASXL1 frameshift_variant
11311141 | O A TC 31 4 ASXL1 frameshift_variant
66924 ch rggﬁiﬁgfgg@%@%%%cf(; 37 9 ASXL1 frameshift_variant

chr2o 32,434,450 32,434,600

32,434,750

r 112403441.cram

[e-571

r 10010387 .cram

[o-631

15




11311141.cram

ASXLL

4
4
4

( BISY&OOOOGSHIB)

ASXL1

(ENSTE0000375687)

ASXLL

(ENSTG0000613218)

ASXL1

(ENST60000626121)

ASXL1

( EIIST;OOOO“GSBS )

ASXLL

(ENST60000306058)

ASXL1

(ENSTE0000647223)

ASXL1 (ENST0000644168)




1.5. chr20_32434747_GIT

SamplelD

Variants (GRCh38)

Ref_depth

Alt_depth

Gene

Consequence

112301650

chr20 32434747 G/T

31

5

ASXL1

stop_gained

chr20 32,434,650

32,434,800

r 112301650.cram

[0-73]

ASXL1 (ENST00000644168)

ASXL1 (ENST‘QGBBOGSLCIB)
ASXL1 (ENST198860375637)
ASXL1 (ENST?GGBBOG]QZIB)
ASXL1 (ENSTéGBBOGZBlZl)
ASXL1 (ENST:GGBBOG‘%EBBS)
ASXL1 (ENST‘QGBBOBGEGSB)

ASXLL | ENST:GGBBOG47223 )
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1.6. chr20_32435014_C/T

SamplelD Variants (GRCh38) Ref_depth | Alt_depth Gene Consequence
101102833 chr20_32435014_C/T 30 8 ASXL1 stop_gained
10642369 chr20_32435014_C/T 47 6 ASXL1 stop_gained
chr20 32,434,950 32,435,100

10642369.cram

r 101102833.cram

ASXL1 (ENSTH0000651418)

ASXL1 (ENST60000375687)

ASXL1 (ENST80000613218)

ASXL1 (ENSTG0000620121)

ASXL1 (ENSTG0000646985)

ASXLL ( acs‘r(;oeeoamss)

ASXLL ( ENST&OOOOS‘7223)
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1.7. chr20_32435034_T/-
SamplelD Variants (GRCh38) Ref_depth Alt_depth Gene Consequence
112300290 chr20_32435034_T/- 66 9 ASXL1 frameshift_variant
chr20 32,434,950 32,435,100
112300290.cram

e
———————————
—————-
—————
e
_——
—————————
e e e <
——————————
<
—————
_—

e
I ————————-
e

t—

——
N ———

e —————————-
-
e
——
—
—
1
——
—
—_—
A —————————
7
 ————————-
A ———

ASXL1 (ENSTH0000651418)

ASXL} (TWS75687) N

ASXL} ( 5057600?86132 18)

ASXL1 (ENST(0000620121)

ASXL1 (ENSTG0000646985)

ASXL1 (ENSTH0000306058)

ASXL} (BISTMOM7ZZ3) N
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1.8. chr20_32435036_T/G

SamplelD

Variants (GRCh38)

Ref_depth

Alt_depth

Gene

Consequence

12390211

chr20_32435036_T/G

29

9

ASXL1

stop_gained

chr20 32,434,950

32,435,100

r 12390211.cram

l [p-521
' '
'

ASXL1 (ENST?GSBOGSL‘IB)
ASXL1 (ENST‘68300375687)
ASXL1 (ENST%GSBOG]G}ZIB)
ASXL1 (ENSTéeSBOGZSlZl)
ASXL1 (ENST:88300646985)
ASXL1 (ENSTéeSBanSBSB)

ASXLL ( EN5T168300647223 )
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1.9. chr20_32435050_C/T

SamplelD Variants (GRCh38) Ref_depth | Alt_depth Gene Consequence
112302991 chr20_32435050_C/T 36 4 ASXL1 stop_gained
chr20 32,434,950 32,435,100 32,43
112302991.cram

ASXL1 (ENST%SSBOSSL‘IB)
ASXL1 1EN5T(‘39990375687)
ASXL1 1EN5T389990613219)
ASXL1 1EN5T69990629121)
ASXL1 15N5T:89990645985)
ASXL1 1EN5T69990395059)

ASXL1 (ENST60060647223)
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1.10.

chr20_32435109_G/-

SamplelD Variants (GRCh38) Ref_depth Alt_depth Gene Consequence
101606203 chr20_32435109_G/- 42 5 ASXL1 | frameshift_variant
chr2o 32,435,050 : 32,435,200
- 101606203.cram

ASXL1 (ENST?GSBOGSLSIB)
ASXL1 (ENST‘68300375687)
ASXL1 (ENST?@GSBOG]G}ZIB)
ASXL1 (ENSTéeSBOGZSlZl)
ASXL1 (ENST:GGSBO&QSBBS)
ASXL1 (EN5T68300386058)

ASXLL ( ENST:GGSBOG47223 )
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1.11.

chr20_32435133_C/-

SamplelD Variants (GRCh38) Ref_depth Alt_depth Gene Consequence
102102079 chr20_32435133_C/- 37 5 ASXL1 frameshift_variant
chr20 32,435,050 32,435,200
- 102102079.cram

ASXL1 (ENST‘Q8890651413)
ASXL1 (ENST168890375657)
ASXL1 (ENSTéSBBOGlSZlE)
ASXL1 (ENSTéSBBOGzBlZl)
ASXL1 (ENST:GSBBOG'QEQBS)
ASXL1 (ENSTéSBBOBGEBSE)

ASXLL ( ENST:&8890647223 )
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1.12.

chr20_32435267_C/A

SamplelD Variants (GRCh38) Ref_depth | Alt_depth Gene Consequence
10312650 chr20_32435267_C/A 50 12 ASXL1 stop_gained
chr2o 32,435,150 32,435,300 32,435,4¢

10312650.cram

ASXL1 (ENST#0000651418)

ASXL1 (ENST§0000375687)

ASXL1 (ENST00800613218)

ASXL1 (ENST(0000620121)

ASXL1 (ENSTG0000646985)

ASXL1 (ENSTH0000306058)

ASXL1 (ENST60000647223)
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1.13.

chr20_32435491_G/T

SamplelD Variants (GRCh38) Ref_depth | Alt_depth Gene Consequence
62459 chr20_32435491_G/T 37 3 ASXL1 stop_gained
chr2o 32,435,350 32,435,500 32,435,650
- 62459.cram

ASXL1 (ENST?BSOOGSL&IE)
ASXL1 (ENST198990375687)
ASXL1 (ENST%SSOOGIC‘IZIE)
ASXL1 (ENSTéSSOOGZSlZl)
ASXL1 (ENST¢899064S985)
ASXL1 (ENST‘QSSOOSGSOSE)

ASXL1 (ENST60060647223)

25




1.14.

chr20_32435592_G/A

SamplelD Variants (GRCh38) Ref_depth | Alt_depth Gene Consequence
11311217 chr20_32435592_G/A 38 4 ASXL1 stop_gained
chr2o 32,435,450 32,435,600 32,435,750
- 11311217.cram

ASXL1 (ENST?BSOOGSL&IE)
ASXL1 (ENST198990375687)
ASXL1 (ENST%SSOOGIC‘IZIE)
ASXL1 (ENSTéSSOOGZSlZl)
ASXL1 (ENST¢899064S985)
ASXL1 (ENST‘QSSOOSGSOSE)

ASXL1 (ENST60060647223)

26




1.15. chr20_32435665_TCAACGGAGAC/-

SamplelD Variants (GRCh38) Ref_depth | Alt_depth Gene Consequence
101106545 chr20_32435665_TCAACGGAGAC/- 45 4 ASXL1 | frameshift_variant
chr2o 32,435,550 | 32,435,700 32,435.8¢
- 101106545.cram

ASXL1 (ENST?8990651418)
ASXL1 (ENST198990375687)
ASXL1 (ENSTé8990613218)
ASXL1 1ENST‘99990629121)
ASXL1 1ENST:€9990645985)
ASXL1 1ENSTé9990385953)

ASXL1 (ENST60080647223)

27




1.16.

chr20_32435696_-/A

SamplelD Variants (GRCh38) Ref_depth Alt_depth Gene Consequence
67380 chr20_ 32435696 -/A 30 4 ASXL1 | frameshift_variant
chr2o 32,43F.550 32,4;3F.700 32,43?.850

— 67380.cram

[0-561

ASXL1 (ENST%6890651418)
ASXL1 (ENST156890375687)
ASXL1 (ENST?BSBGOGllelE)
ASXL1 (ENSTéSBGOGzBlZl)
ASXL1 (ENST:GSBGOG'%EQSS)
ASXL1 (ENSTéSBGOBGEOSE)

ASXLL | ENST:&8890647223 )

28




1.17.

chr20_32436442_A/T

SamplelD Variants (GRCh38) Ref_depth | Alt_depth Gene Consequence
110106020 chr20_32436442_A/T 39 9 ASXL1 stop_gained
chr20 32,43|6,350

32,436,500

110106020.cram

ASXL1 (EIIS‘I’“OO?OGSMIB)

ASXL1 (ENSTG0000375687)

ASXL1 (ENST00000613218)

ASXL1 (ENST0000620121)

ASXL1 (ENSTE0000646985)

ASXL1 (ENSTH0000306058)

ASXL1 (Eus‘réooeesanza)

29




1.18. chr20_32436449_C/-

SamplelD Variants (GRCh38) Ref_depth | Alt_depth Gene Consequence
10012523 chr20_32436449 C/- 32 4 ASXL1 frameshift_variant
chr2o 32,435,350 | 32.43.500
10012523.cram

N VIEEC I I I WU R e mwe i
ASXL (Eusrgaaoossl413)
ASXL1 (ENSTG0000375687)
ASXL1 (Eusréaaooslazla)
ASXL1 (ENSTG0000620121)
ASXL1 (ENSTG0000646985)
ASXL1 (ENSTH0000306058)

ASXLL ( ENST:GGBBOG47223 )

30




2,

BCOR

2.1. chrX_40064489 GGGAGGCTCG/-

SamplelD

Variants (GRCh38)

Ref_depth

Alt_depth

Gene

Consequence

112301174

chrX_40064489_GGGAGGCTCG/-

2

BCOR

frameshift_variant

chrx 40,064,350

40,064,500

40,064,650

112301174.cram

[0-671

BCOR (ENST00000413905)

BCOR (ENSTH]BOQSEW}MG?”
BCOR (ENSTG‘:.B099397354)
BCOR (ENST€9099378455)
BCOR (ENSTB:3099342274)
BCOR (ENST€8099378444)
BCOR (ENSTB:3099673391)
BCOR (ENSTGLB099427912)

BCOR (ENSTOP000406200)
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3.

BCORL1

3.1. chrX_130028814_C/T

SamplelD Variants (GRCh38) Ref_depth | Alt_depth Gene Consequence
100605732 chrX_130028814_C/T 21 8 BCORL1 stop_gained
chrx 130,078,750 130,078,900
- 100605732.cram

[e-671

BCORL1 (ENST00000218147)

BCORL1 (ENST90000540052)

BCORL1 (ENST00000456822)

BCORL1 (ENSTO0000441294)

32




4.

BRCC3

4.1. chrX_155090840_G/A

SamplelD

Variants (GRCh38)

Ref_depth

Alt_depth

Gene

Consequence

101102243

chrX_155090840_G/A

32

6

BRCC3

splice_donor_variant

chrx 155,090,750

155,090,900

101102243.cram

[-541

MTCP1 (ENSTH0000476116)

MTCP1 (ENST§0000362018)

BRCC3 (ENST:@8890348647)
BRCC3 (ENST68890338945)
BRCC3 (ENST¢8890369459)
BRCC3 (ENST68890369462)
BRCC3 (ENST:&8890411985)
BRCC3 (ENST:QSBGOBSBBAGZ)
BRCC3 (ENSTj&SBGOGZBSOZ)
BRCC3 (ENSTé8890638295)

BRCC3 (ENST(0000453705)
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5. CBL
5.1. chr11_119278618_G/A
SamplelD Variants (GRCh38) Ref_depth | Alt_depth Gene Consequence
1302053309 chr11_119278618_ G/A 30 9 CBL missense_variant

chril 119,278,550

119,278,700

[ 1362053309. cram
; [0-551

v
v
v
¥
v

CBL (ENSTO#000634586)
CBL (ENSTO§000634840)
CBL (ENST00000264033)

CBL (ENST0(000637974)
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5.2. chr11_119297001_C/G

SamplelD Variants (GRCh38) Ref_depth | Alt_depth | Gene Consequence
65977 chr11_119297001_C/G 59 2 CBL missense_variant
chril 119,296,950 119,297,100

65977.cram

CBL (ENST0H000634586)

CBL (E&STO&OOOSZMM)

CBL (ENST00000264033)

CBL (E&STO&OOOSZWWJ)
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5.3. chr11_119297007_GIT

SamplelD Variants (GRCh38) Ref_depth | Alt_depth Gene Consequence
65977 chr11_119297007_G/T 55 2 CBL missense_variant
chril 119,2?6,950 119,2?7,100

65977.cram

CBL (ENST0H000634586)

CBL (E&STO&OOOSZMM)

CBL (ENST00000264033)

CBL (E&STO&OOOSZWWJ)
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5.4. chr11_119298457_T/G

SamplelD Variants (GRCh38) Ref_depth | Alt_depth Gene Consequence
67273 chr11_119298457 T/G 7 23 CBL missense_variant
chril 119.2?8,350 119.25?8,500 119.2?8

[ 67273.cram
[o-701

CBL (ENSTO?SBBGSA%SBS)
CBL (ENSTO{‘}SBBGSA%BASO)
CBL (ENSTO%SBBZSA%BBS)
CBL (ENST06990637974)

CBL (ENST00000634301)
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5.5. chr11 119299593 G/A
SamplelD Variants (GRCh38) Ref_depth | Alt_depth Gene Consequence
112402889 chr11_119299593_G/A 25 8 CBL missense_variant
chril 119.2?9,450 119,??9,699 119,2?9,750

112402889.cram

10312317.cram

CBL (ENST0(000634586)

CBL (ENSTOG000634840)

CBL (ENST08000264033)

csLA(méooosanu)

CBL (ENST00000634301)
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5.6. chr11_119299599_G/C

SamplelD Variants (GRCh38) Ref_depth | Alt_depth Gene Consequence

10642353 chr11_119299599 G/C 33 5 CBL missense_variant

11330807 chr11_119299599 G/C 38 4 CBL missense_variant
chr11119.2?9.450 119,299,600 119.2?9,750

r 11330807.cram

LIlII-FlIlII.I.lllIIIl;;III.IIIIII-IIIIFIIF-II

[o-711

r 10642353.cram

lo-711

CBL (ENST00000634586)
CBL (ENST06000634840)
CBL (ENST08000264033)
CBL (ENST0§000637974)

CBL (ENST00000634301)

39




6.

CBLB

6.1. chr3_105659118_G/A

SamplelD Variants (GRCh38) Ref_depth | Alt_depth Gene Consequence
110102199 chr3_105659118_G/A 50 4 CBLB | missense_variant
chr3 195,6?9,050 105.6§9.290
110162199.cram
-65]1
-

CBLB (ENSTG0000394030

CBLB 27%5759!

cBLE !To"soeoﬂsau!

caLB gwooemsnsl

CBLB 27%2241!

322

CBLB II! Bcsreoooossmn!
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6.2. chr3_105702125_C/G

SamplelD

Variants (GRCh38)

Ref_depth | Alt_depth

Gene

Consequence

10770688

chr3_105702125_C/G

36 5

CBLB

missense_variant

chr3 105,792,050 " 105,792,200

— 10770688.cram

[e-711

CBLB (ENST0000394030)

CBLB (ENSTE9000645759)

CBLB (ENST00000645425)

CBLB (ENSTEP000646499)

CBLB (ENST00000642241)

CBLB ‘(ENSTHBBSGAG4GBZ5) .

CBLB (ENST00000643322)

CBLB (ENST00000651978)

CBLB ‘(ENSTQQBSGA403724) .

CBLB (ENST00000405772)
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6.3. chr3_105702297_G/T

SamplelD

Variants (GRCh38)

Ref_depth

Alt_depth

Gene

Consequence

10511959

chr3_105702297_G/T

28

10

CBLB

missense_variant

chr3 105,792,150

105,792,450

105,792,300

[ 16511959.cram
. lo-521

CBLB (ENST0000394030)

CBLB (ENST09000645759)

CBLB ( ENST09000645425 )

CBLB (ENSTOP000646499)

CBLB (ENST00000642241)

CBLB (ENSTED000646825)

CBLB (ENST00000643322)

CBLB (ENSTE0000651978)

CBLB (ENST0P000403724)

CBLB ( ENST09000405772 )
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6.4. chr3_105702441_T/C

SamplelD

Variants (GRCh38)

Ref_depth

Alt_depth

Gene

Consequence

67086

chr3_105702441_T/C

31

6

CBLB

missense_variant

chr3 105,792,350

105,792,500

r 67086.cram

[0-541

CBLB (ENSTE0000394030)

CBLB (ENSTGP000645759)

CBLE (ENSTB9000645425)

CBLB (ENSTEP000646499)

CBLB (ENST03000646825)

CBLB (ENSTE0000643322)

CBLB (ENST00000651978)

CBLB (ENSTE0000403724)

CBLB (ENSTGP000405772)
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7.

CREBBP

7.1. chr16_3781258_G/-

SamplelD Variants (GRCh38) Ref_depth Alt_depth Gene Consequence
111103886 chr16_3781258_G/- 54 6 CREBBP | frameshift_variant
chr1s 3,78},150 378,300 3,781,
- 111103886.cram

S —

CREBBP (ENST00000262367)

CREBBP (ENSTP0000382070)

CREBBP (ENST000080570939)

44




8.

CTCF

8.1. chr16_67636801_GCGGAGAG/-

SamplelD

Variants (GRCh38) Ref_depth | Alt_depth Gene Consequence

110106397

chr16_67636801_GCGGAGAG/- 35 3 CTCF frameshift_variant

112302197

chr16_67636801_GCGGAGAG/- 47 4 CTCF frameshift_variant

chrié 67,636,750 67,636,900

r 110106397.cram
10.65)

r 112302197.cram
. (0581

LN D T LI ITRR (IR R T L TR LWL RUDIRLD i DI L RN IR
CTCF (ENSTODO00646076)

CTCF (ENSTQ2000264010)
CTCF (ENSTE000401394)
CTCF (ENSTE000646771)
CTCF (ENST69000644753)
CTCF (ENSTEP000642819)
CTCF (ENST09000645306)
CTCF (ENSTEP000643892)
CTCF (ENSTQ000645699)
CTCF (ENSTE000645409)
CTCF (ENSTE000646566)
CTCF (ENST69000644950)

CTCF (ENSTEP000642420)
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9.

Cux1

9.1. chr7_102111753_AGGTTCAGAGCCTACAAAC/-

SamplelD

Variants (GRCh38)

Ref_depth

Alt_depth

Gene

Consequence

chr7_102111753_AGGTTCAGAGCCTACA

10642308

AAC/- 37 3

CUx1

frameshift_variant

chr7 102.1][1,650 102,1]{1,800 102,1}2

r 10642308.cram

DAY I DT DI TTHE RV I TR R IRRA TR B 0L LRI T D]
CUX1 (ENSTG5000437600)
CUX1 (ENSTG000645010)
cux1 (Eus@aoees«su)
CUXL (ENSTOP000497815)
CUX1 (ENST09000292538)
cux1 (Eusﬁpoeeasaszu
CUX1 (ENST00000622516)
cux1 (Eusmjpoeesuasu
CUX1 (ENSTG000360264)
cux1 (Euswfaoeeuszu)
CUXL (ENSTOP000292535)
CUX1 (ENST09000546411)
cux1 (Eusﬁ_aoeeswuﬂ
CUX1 (ENST02000550008)
cux1 (Eus@poeessszw)
CUX1 (ENST00000558469) :
cux1 (Euswfaoeessosu)
CUXL (ENSTOP000558836)
CUX1 (ENST09000465461)

CUX1 (ENSTEH000485792)

46




9.2. chr7_102196778_AAGTC/-

SamplelD

Variants (GRCh38)

Ref_depth

Alt_depth

Gene

Consequence

112401463

chr7_102196778_AAGTC/-

48

3

Cuxt

frameshift_variant

chr7 102,196,650

102,196,800

102,196,950

r 112401463 .cram

[0-651

CUX1 (ENSTG0000437600)
CUX1 (ENSTG000645010)
cux1 (Eusmiaeoes%sﬂ)
CUXL (ENSTOP000292538)
CUX1 (ENST00000393824)
cUX1 (ENsTAD000622516)
CUX1 (ENST00000547394)
cux1 (ENSTB?IBOB%GOZG“
CUX1 (ENSTOR000425244)
cux1 (Eusmiaeoezszsss)
CUXL (ENSTOPO00546411)
CUX1 (ENST09000549414)
cUX1 (ENsTAD000S50008)
CUX1 (ENST09000556210)
cux1 (ENSTQ?eoessesu)

CUX1 (ENSTOP000558836)

47




9.3. chr7_102248646_CCGCCGCCCTCGGGGA/-

SamplelD

Variants (GRCh38)

Ref_depth

Alt_depth

Gene

Consequence

110105848

chr7_102248646_CCGCCGCCCTCGGGG
AJ-

22

2

Cux1

frameshift_variant

chr7 102,218,550

102.2*8.700

r 110105848.cram

[o-58]

CUX1 (ENSTEP000437600)
CUX1 (ENST02000645010)
cux1 (Eusmj&uoo“sus)
CUX1 (ENSTG000292538)
CUX1 (ENST00000393824)
CUX1 (ENSTE@P000622516)
CUX1 (ENST00000547394)
CUX1 (ENSTGD000360264)
CUX1 (ENST00000425244)
CUX1 (ENSTG5000292535)
CUX1 (ENST0P000546411)
CUX1 (ENST09000549414)
CUX1 (ENSTE@P000550008)
CUX1 (ENST80060556210)
CUX1 (ENSTG000560541)

CUX1 (ENST00000558836)

48




10. DNMT3A

10.1. chr2_25234299 -/C
SamplelD Variants (GRCh38) Ref_depth | Alt_depth Gene Consequence
11310643 chr2_ 25234299 -/C 37 11 DNMT3A | frameshift_variant
chr2 25,23|4.150

25,234,300 25,234,450

11310643 .cram

[0-691

i

DNMT3A (ENS1’1‘90988264789)
DNMT3A (ENST:BOOSSQBB%%E)
DNMT3A (ENST}.90988321117)
DNMT3A (ENST:BOOSSQBB7SE)

EDMTQA (ENST00000402667)
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10.2. chr2_25234307_G/A
SamplelD Variants (GRCh38) Ref_depth Alt_depth Gene Consequence
100604022 chr2_25234307_G/A 29 3 DNMT3A missense_variant
10302404 chr2_25234307_G/A 47 4 DNMT3A missense_variant
11050737 chr2_25234307_G/A 35 7 DNMT3A missense_variant
12390138 chr2_25234307_G/A 36 3 DNMT3A missense_variant
62765 chr2_25234307_G/A 46 12 DNMT3A missense_variant

chr2

25,234,250

25,234,400

[ 10302404 .cram
[0-731

[ 12390138.cram
[0-62]

50




100604022.cram

11050737 .cram

62765.cram

DNMT3A (ENST00000264709;

DNMT3A (ENST00000380746!

ENST00000402667

ONMT3A (ENST00000380756!
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10.3. chr2_25234367_G/A
SamplelD Variants (GRCh38) Ref_depth | Alt_depth Gene Consequence
102106523 chr2_25234367_G/A 42 8 DNMT3A missense_variant
chr2 25,234,250 | 25,233,400 25,234,5¢
- 102106523.cram

s

DNMT3A (ENST00000264709)

DNMT3A (ENSTP0000380746)

DNMT3A (ENST00000321117)

DNMT3A (ENSTP0000380756)

DNMT3A ( ;‘.NST98930482667 )

52




10.4.

chr2_25234373_CIT

SamplelD Variants (GRCh38) Ref_depth | Alt_depth Gene Consequence
10012318 chr2_25234373 C/T 53 6 DNMT3A missense_variant
10012653 chr2_25234373 C/T 36 6 DNMT3A missense_variant
100605023 chr2_25234373 C/T 33 7 DNMT3A missense_variant
100606074 chr2_25234373 C/T 30 4 DNMT3A missense_variant
100609051 chr2_25234373 C/T 43 3 DNMT3A missense_variant
100609394 chr2_25234373 C/T 43 4 DNMT3A missense_variant
101606945 chr2_25234373 C/T 28 5 DNMT3A missense_variant
10340657 chr2_25234373 C/T 47 4 DNMT3A missense_variant
10511907 chr2_25234373 C/T 35 5 DNMT3A missense_variant
10642231 chr2_25234373 C/T 55 9 DNMT3A missense_variant
10672157 chr2_25234373 C/T 39 5 DNMT3A missense_variant
110100971 chr2_25234373 C/T 45 4 DNMT3A missense_variant
110108852 chr2_25234373 C/T 59 11 DNMT3A missense_variant
111102643 chr2_25234373 C/T 37 3 DNMT3A missense_variant
112302462 chr2_25234373 C/T 35 4 DNMT3A missense_variant
11330885 chr2_25234373 C/T 36 4 DNMT3A missense_variant
11560385 chr2_25234373 C/T 34 4 DNMT3A missense_variant
1501033231 chr2_25234373 C/T 36 3 DNMT3A missense_variant
61583 chr2_25234373 C/T 54 11 DNMT3A missense_variant
63733 chr2_25234373 C/T 38 4 DNMT3A missense_variant
66028 chr2_25234373 C/T 42 9 DNMT3A missense_variant
66742 chr2_25234373 C/T 58 7 DNMT3A missense_variant
67660 chr2_25234373 C/T 36 7 DNMT3A missense_variant
68119 chr2_25234373 C/T 34 4 DNMT3A missense_variant
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25,234,550

125,234,400

chr2

54

25,234,250

10340657 .cram
111102643.cram

100609051.cram




Yo}
Yo}

100609394 .cram

110100971.cram
1501033231.cram
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10012318.cram

63733.cram

68119.cram

asall




11330885.cram
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66742.cram

112302462.cram
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100606074.cram

10672157.cram
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59

110108852.cram

10642231.cram

10511907 .cram




60

&

|
|
|

]
; !

_‘_7
f

|

101606945.cram

10012653.cram
61583.cram




e

7 4

66028 .cram

100605023 . cram

67660.cram
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21117

264709

3A (ENST0006380756!
00000402667)

3A (ENSTO0000380746:
DNMT3A (ENST!

DNMT3A




10.5.

chr2_25234374_G/A

SamplelD Variants (GRCh38) Ref_depth | Alt_depth Gene Consequence

100607013 chr2_25234374 _G/A 36 3 DNMT3A missense_variant
102108094 chr2_25234374 _G/A 32 5 DNMT3A missense_variant
10312845 chr2_25234374 _G/A 33 6 DNMT3A missense_variant
110103185 chr2_25234374 _G/A 36 3 DNMT3A missense_variant
11110240 chr2_25234374 _GJ/A 34 3 DNMT3A missense_variant
112303031 chr2_25234374 _G/A 32 3 DNMT3A missense_variant
112401482 chr2_25234374 _GJ/A 35 3 DNMT3A missense_variant

chr2 25.23&.250

125,234,400

25.23&.550

r 110103185.cram

10543

r 112401482.cram

e e s

[0-631
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100607013.cram

11110240.cram

112303031.cram
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10312845.cram

102108094.cram

DNMT3A (ENSTS

264709

DNMT3A (ENST00000380746

21117

DNMT3A (ENSTO0000380756.

T00000402667)

DNMT3A
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10.6.

chr2_25234374_G/AIT

SamplelD Variants (GRCh38) Ref_depth Alt_depth Gene Consequence
102106509 chr2_25234374 G/AIT 28 3 DNMT3A missense_variant
10642385 chr2_25234374 G/AIT 26 4 DNMT3A missense_variant
chr2 25,23|4,250 325,23|4,400 25,23[4,550
r 102106509.cram

10591

r 10642385.cram

LIlIll!IIIlIllIlIIIIllll;IIF,IIIIIIIIIIIIIIIIIIII

[0-60]

DNMT3A (ENSTP0000264709)

DNMT3A (ENST00000380746)

DNMT3A (ENSTP0000321117) )

DNMT3A ( ENS'I?:GBSBSC{RB?EG )

DNMT3A (ENST00000402667)
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10.7.

chr2_25234374_GIT/A

SamplelD Variants (GRCh38) Ref_depth | Alt_depth Gene Consequence
11311063 chr2_25234374_G/T/A 38 3 DNMT3A | missense_variant
11311231 chr2_25234374_G/T/A 32 7 DNMT3A | missense_variant

chr2 25,234,250

125,234,400

25,234,550

11311063.cram

11311231.cram

DNMT3A !m;¥3211l7t

DNMT3A ! ENS’ 5%264799'

DNMT3A (ENST00000380746

DNMT3A (ENST06060380756

DNMT3A g %‘I’WZMH

66




10.8.

chr2_25234422_T/C

SamplelD Variants (GRCh38) Ref_depth | Alt_depth Gene Consequence
101610080 chr2_25234422 T/C 32 4 DNMT3A | splice_acceptor_variant
chr2 25,234,350 25,234,500
- 101610080.cram
fo.501

DNMT3A (ENSTD0000264709)

DNMT3A (ENSTP0000380746)

DNMT3A (ENST006060321117)

DNMT3A (ENSTP0000380756)

DNMT3A ( ENST339989402557)

67




SamplelD

10.9.

chr2_25235711_CIA
Variants (GRCh38)

110108518

Ref_depth | Alt_depth

chr2_25235711_C/A

Gene

Consequence

47 4

chr2

DNMT3A

25,235,650 25,235,800

110108518.cram

e ——
_
|
—
S
—
e — ———

DNMT3A (ENSTD0000264709

INHI'3A‘ (ENS ;%:uus%

INHI'3A‘ (aasrbeeoo:znug

INHI'3A‘ ( aasrg:awss%

DNHT3A (Ensféeeoo4ezss7%
D13 (ENST00000474887)

DNMT3A (ENST00000482935)

68

stop_gained




10.10. chr2_25235726_A/G
SamplelD Variants (GRCh38) Ref_depth Alt_depth Gene Consequence
102102926 chr2_25235726_AIG 37 6 DNMT3A missense_variant
10310494 chr2_25235726_AIG 29 4 DNMT3A missense_variant

chr2 25,235,650 i 25,235,800

10310494.cram

102102926.cram

M
DNMT3A gsusf%zans%

DNMT3A gam%emsaeus%

DNMT3A (ENSTH0000321117

DNMT3A gE!S ;%89756%

DNMT3A (ENST90000462667

o DNMT3A !B‘STOQOOG"M”

DNMT3A (ENST00000482935)

69




10.11.

chr2_25235755_C/-

SamplelD Variants (GRCh38) Ref_depth | Alt_depth Gene Consequence
101107334 chr2_25235755 C/- 43 4 DNMT3A | frameshift_variant
chr2 25,23|5,650 25,23|5,800 25,23|5

101107334.cram

DNMT3A gmsfboeoozansz

W
| DNMT3A SENSWEBOIQGZ

DNMT3A (ENST00000321117

| DNMT3A gENS 5%3807563

| DNMT3A gENST%OOOMz“?Z

DNMT3A

|

M DNMT3A ! ENST00000474887)

(ENST00000482935)

70




10.12. chr2 25235779 G/-
SamplelD Variants (GRCh38) Ref_depth | Alt_depth Gene Consequence
112301943 chr2_25235779_G/- 44 12 DNMT3A frameshift_variant
chr2 25,2315,650 %5,2315,800 25,2315,950

112301943.cram

H —————————— N
" S
. p——————————
”
DNMT3A gmsfbeeoozsnosg

$
DNMT3A g ENS’ ;%89756;

80746

DNMT3A (ENS’

DNMT3A (ENST906000321117

DNMT3A (ENST00800402667

I DNT3A (ENST00000474587)
H DNMT3A (ENST00000482935)

71




10.13.

chr2 25235783 T/G
SamplelD Variants (GRCh38) Ref_depth Alt_depth Gene Consequence
110107148 chr2_25235783 T/G 48 5 DNMT3A missense_variant
chr2 25,23'5,650

25,235,800

110107148.cram

25,235,950

DNMT3A (ENSTD0000264709)

i
| |

DNMT3A gaus ;%350746)

DNMT3A (ENST90000321117)

DNMT3A 59!51‘%359756)

DNMT3A 59!51’:'90000492667)

DNMT3A (ENST00000474887)

DNMT3A (ENST00000482935)

72




10.14. chr2_25235821_TGAACTAGA/-

SamplelD Variants (GRCh38) Ref_depth | Alt_depth Gene Consequence
12390071 chr2_25235821 TGAACTAGA/- 42 3 DNMT3A | splice_acceptor_variant
chr2 25,235,750 : 25,235,900
- 12390071.cram

[0-841

JASRVITTTTRIT 1T MTTIE B1S EATTRG o T TATANTY S T TR T TR 1R AT T T AT T
DNMT3A (ENSTH0000264709)

DNMT3A (ENSTP0000380746)

DNMT3A (ENST00060321117)

DNMT3A (ENSTP0000380756)

DNMT3A ( ENST330999402557)

DUMT3A (ENSTO0000474887)

DNMT3A (ENST00000482935)

73




10.15.

chr2_25235822_G/-

SamplelD Variants (GRCh38) Ref_depth | Alt_depth Gene Consequence
102107671 chr2_25235822_G/- 40 4 DNMT3A frameshift_variant
chr2 25,235,750 25,235,900
- 102107671.cram

e —

DNMT3A (ENSTD0000264709)

DNMT3A (ENST00000380746)

DNMT3A (ENST20000321117)

DNMT3A (ENST,00000380756)

DNMT3A ( ENST:'I90968402657)

DNMT3A (ENST00000474887)

DNMT3A (ENST00000482935)

74




10.16.

chr2_25235826_C/T

SamplelD Variants (GRCh38) Ref_depth Alt_depth Gene Consequence
101609036 chr2_25235826_C/T 46 3 DNMT3A | splice_acceptor_variant
chr2 25,235,750 25,235,900
101609036.cram

DNMT3A (ENST00000264709)

DNMT3A (ENSTP0000380746)

DNMT3A (ENST00600321117)

DNMT3A (ENSTP0000380756)

DNMT3A ( ENST:'90968402657)

DNMT3A (ENST00000474887)

DNMT3A (ENSTO0000482935)

75




10.17. chr2_25235827_T/C

SamplelD Variants (GRCh38) Ref_depth Alt_depth Gene Consequence
101100350 chr2_25235827_T/C 30 4 DNMT3A splice_acceptor_variant
10302492 chr2_25235827_T/C 47 6 DNMT3A splice_acceptor_variant
64313 chr2_25235827_T/C 41 3 DNMT3A splice_acceptor_variant
chr2 25,235,750 3 25,235,900
— 64313.cram
fo-681

76




10302492.cram

— 101100350.cram

[o-53]

ENS’ITDOOO‘OZG‘WOS) |
DNMT3A BCST%OOOPM?%) |

DNMT3A

DNMT3A (ENSTP0000321117)

DNMT3A (ENST0000380756)

"

DNMT3A acsfleoqo«zsm) )

DNIT3A (ENSTO0000474887)

DNMT3A (ENSTOOOO?QBZ935 )

“

“

4
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10.18.

chr2_25236935_CC/AT

SamplelD

Variants (GRCh38)

Ref_depth

Alt_depth

Gene

Consequence

110100675

chr2_25236935_CC/AT

37

4

DNMT3A

splice_donor_variant

chr2 25,236,850

25,237,000

r 110100675.cram

[9-631

DNMT3A (ENSTP0000264709)

DNMT3A (ENST00800380746)

DNMT3A (ENSTH0000321117)

DNMT3A (ENST00000380756)

DNMT3A (ENSTD0000402667)

DNMT3A (ENSt098Q9474BB7)

DNMT3A (ENST00000482935)

DNMT3A ( ENST00000491288 )

DNMT3A (ENST00000466601) )
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10.19.  chr2_25236935_CIT

SamplelD Variants (GRCh38) Ref_depth | Alt_depth Gene Consequence
100601846 chr2_25236935 C/T 43 5 DNMT3A splice_donor_variant
61616 chr2_25236935 C/T 34 6 DNMT3A splice_donor_variant

100601846.cram

61616.cram

:

DII'TSA‘ (ENS’ Im254799!

DNMT3A (ENST00000380746

DNMT3A (Eusfgazun!

DNMT3A (ENST00000380756

DNMT3A (ENSTD0000402667

DNMT3A (ENST0000474887)

DNMT3A (EISTMWZ”SE N
M DNMT3A (ENST00000491288)
L

I'HI"SAA (ENSTOOOOOW‘ 1) N
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10.20.

chr2_25236937_T/C

SamplelD

Variants (GRCh38) Ref_depth | Alt_depth

Gene

Consequence

11310873

chr2_25236937_T/C 20 3

DNMT3A

missense_variant

chr2 25,236,850 25,237,000

11310873.cram

DNMT3A (ENSf009§9264799) )

DNMT3A (ENSTP0000380746)

DNMT3A ( ENSfGOBQBBZ 1117) )

DNMT3A ( ENSI009§B3BB756) )

DNMT3A ( ENS1’}VB099’B402567) )

DNMT3A ( ENS‘KGOBQB474BB7) .

DNHMT3A (ENST00000482935)

DNMT3A (ENST00000491288)

DNMT3A (ENSTO0000466601)

80




10.21.

chr2_25236960_-/A

SamplelD

Variants (GRCh38)

Ref_depth | Alt_depth

Gene

Consequence

100604541

chr2_25236960_-/A

39

6 DNMT3A

frameshift_variant

chr2 25,236,850

25,237,000 25,237,

r 100604541.cram

LR el - - - RREREEREERER" .

[9-59]

DNMT3A (ENSTH0000264709)

DNMT3A (ENST90000380746)

DNMT3A (ENST06660321117)

DNMT3A (ENSTP0000380756)

DNMT3A ( ENST:"S0098402667 )

DNMT3A (ENSTHO000474887)

DNMT3A ( ENST$.90098482935 )

DNMT3A (ENST00000491288)

DNMT3A (ENSTO0000466601)

81




10.22.

chr2_25236973_CI/-

SamplelD

Variants (GRCh38)

Ref_depth

Alt_depth

Gene

Consequence

112404951

chr2_25236973_C/-

29

6

DNMT3A

frameshift_variant

chr2 25,236,850

125,237,000

25,237,150

112404951.cram

DNMT3A (ENSTD0000264709)

DNMT3A (ENSTPO000380746)

DNMT3A (ENST90000321117)

DNMT3A ( ENSIBOGQBQBB756) |

DNMT3A ( ENST}?OGB,B!ﬂOZGE” |

DWI’BA’ ( ENSf608§B4748B7) .

DNHMT3A (ENST00000482935)

DNMT3A ( ENST98869491253) |

DNMT3A ( ENST60088466§81)

82




10.23. chr2_25239128 A/G
SamplelD Variants (GRCh38) Ref_depth Alt_depth Gene Consequence
100610071 chr2_25239128 A/G 32 7 DNMT3A splice_donor_variant

chr2 25,239,050

25,239,200

100610071.cram

DNMT3A (ENST0000321117)

DNMT3A (ENSTDO000380756)
“ ————————————————

DNMT3A (ENSTO0000402667)

DNMT3A (Enstimoe47m7L
+ ———————————t

DNMT3A (ENST00000482935)

DNMT3A (Ensf@oeqsnnsL

DNMT3A (ENSTRO000466601) )

TE———
" DNMT3A (ENST00000461228)

83




10.24. chr2_25239131_G/-

SamplelD Variants (GRCh38) Ref_depth Alt_depth Gene

Consequence

10512084 chr2_25239131_G/- 51 4 DNMT3A

frameshift_variant

chr2 25,239,050 i 25,239,200

10512084.cram

Y e —
DNMT3A (ENS 2%389746%

DNMT3A (ENST0000321117

DNMT3A (ENST, 380756

i{l

DNMT3A (ENST06080462667

s o)

DNMT3A (ENST00000482935

DNMT3A (ENST0000491288

DNMT3A (ENS’

li

DNMT3A (ENST00000461228)

84




10.25. chr2 25239140 G/-
SamplelD Variants (GRCh38) Ref_depth Alt_depth Gene Consequence
10310525 chr2_25239140_G/- 40 4 DNMT3A frameshift_variant
chr2 25,23|9,050 25,23|9,200

10310525.cram

DNMT3A (ENSTP0000380756)

DNMT3A (ENSTO0000402667)

I

DNMT3A (ENST00000482935)

DNMT3A (ag‘:ge:asusa)

DNHMT3A (ENSTO0000466601)

DNMT3A (ENST00000461228)

85




10.26.

chr2_25239143_G/A

SamplelD

Variants (GRCh38)

Ref_depth

Alt_depth

Gene

Consequence

61668

chr2 25239143 G/A

38

4

DNMT3A

missense_variant

chr2 25,239,050

25,239,200

r 10510573.cram

[0-711

DNMT3A (ENSTP0000264709)

DNMT3A (ENST00000380746)

DNMT3A (ENSTH0000321117)

DNMT3A (ENSTP0000380756) .

DNMT3A (ENST00000402667)

DNMT3A (ENSTBBGQB474587) .

DNMT3A (ENST00000482935)

DNMT3A (ENSTBBGQB491258) .

DNMT3A (ENST00000466601)

_ DNMT3A ‘(ENSTGGBOOﬁGIZZB) .
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10.27.

chr2_25239146_GTTA/-

SamplelD

Variants (GRCh38)

Ref_depth

Alt_depth

Gene

Consequence

112301118

chr2_25239146_GTTA/-

43

2

DNMT3A

frameshift_variant

chr2 25,239,050

25,239,200

r 112301118.cram

[0-771

DNMT3A (ENSTD0000264709)

DNMT3A (ENSTP0000380746)

DNMT3A (ENST0006032 1117)

DNMT3A (ENSTP0000380756)

DNMT3A ( ENST:‘I90988402667)

DNMT3A (ENSTHO000474887)

DNMT3A (ENST0000482935)

DNMT3A (ENST00000491288)

DNMT3A (ENSTP0000466601)

DNMT3A (ENST00000461228)
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10.28.

chr2_25239151_CI/T

SamplelD

Variants (GRCh38)

Ref_depth

Alt_depth

Gene

Consequence

110108243

chr2_25239151_C/T

33

3

DNMT3A

missense_variant

chr2 25,239,050

25,239,200

25, 23"

110108243.cram

DNMT3A (ENSTH0000264709)

mm.u: (Ensﬁeegoaaens) o

DNMT3A (ENST00000321117)

DNMT3A. (EGTMSBGHG) o

DNMT3A (ENST0000402667)

mm:-u\: (Enst'&eege-ﬁmn .

DNMT3A (ENST0000482935)

mm:-u\: (ENSTD0000491288)

mmu:(msﬁeegeml) B

__ DNMT3A (‘TWIZZB)

88




10.29.

chr2_25239154_C/T

SamplelD

Variants (GRCh38)

Ref_depth

Alt_depth

Gene

Consequence

101608504

chr2_25239154_C/T

31

5

DNMT3A

stop_gained

chr2 25,239,050

25,239,200

- 101608504 . cram
j [o-631

DNMT3A (ENSTDO080264703)

DNMT3A (ENSTO0000380746)

DNMT3A (ENST0000321117)

DNMT3A (ENST0000380756) ;

DNMT3A (ENST00000402667) ;

DNMT3A (ENSTPO000474887)

DNMT3A (ENSTO0000482935)

DNMT3A (ENSTP0000491288)

DNMT3A (ENSTO0000466601)

__ DNMT3A (ENST900004§122B)

89




10.30.

chr2_25239157_-/T

SamplelD

Variants (GRCh38)

Ref_depth

Alt_depth

Gene

Consequence

10511928

chr2 25239157 -/T

25

4

DNMT3A

frameshift_variant

chr2 25,23|9.050 25.23|9.200 25.23|9,
- 10511928.cram 3
" [0-49],
1] (] ] -
3
' 2
. = . .
] I :: 1 ] " Il
: =
- - -
1 ' f
- -
. -
" 1 i
- ———
- :
1
* 1
" ]
.
:
-
) ) ) ) DMTSA‘ (ENS]J‘BOBSA8264799) ; . . .

DNMT3A (ENSTPO000380746)

DIHTSA‘ ( ENST"BOBSABBZ 1117) .

DNMT3A (ENSTPO000380756)

DNMT3A (ENST00000402667)

DIHTSA‘ ( ENSY‘0009‘8474BB7) .

DNMT3A (ENST00000482935)

DIHTSA‘ ( ENSf‘6009‘8491288) .

DNMT3A (ENSTPO000466601)

; DNMT3A (§N57600994§1228'
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10.31.

chr2_25239159_GIT

SampleID

Variants (GRCh38)

Ref_depth

Alt_depth

Gene

Consequence

110100879

chr2_25239159_G/T

41

14

stop_gained

chr2 25,230,050

25,230,200

25,239,

110100879.cram

l 1

DNMT3A (ENST0000264709)

DNMT3A (ENSTD0000380746)
T

3A (ENST0000321117)
b B L

34 (ENST00000402667)
DI JENSTRO0RRI020RT)

e A ————— — s

DNMT3A CMTM”
T

DNMT3A (ENSTO0000482935)
S

DNMT3A (ENSTD0000491288)

DNMT3A (ENSTP0000466601)
e

DNMT3A (ENSTH —
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10.32.

chr2_25239199_A/G

SamplelD Variants (GRCh38) Ref_depth Alt_depth Gene Consequence
68387 chr2_25239199 A/G 36 4 DNMT3A missense_variant
chr2 25,2319,050

25,239,350

25,239,200

68387.cram

DNMT3A (ENSTD0000264709)

DNMT3A SECS =¥38@746)

DNMT3A (ENST96000321117)

DNMT3A SE!S =g2386756)

DNMT3A !%TM2“7)
EEEE————

DNT3A (ENSTD0000474887)
DNMT3A gmsﬁaeemazsas)

DNMT3A (ENSTD0000491288)

DNMT3A gmgé’ummol)

DNMT3A (ENST00000461228)
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10.33. chr2_ 25239216 C/A
SamplelD Variants (GRCh38) Ref_depth Alt_depth Gene Consequence
10310210 chr2_25239216_C/A 44 7 DNMT3A | splice_acceptor_variant
chr2 25,23|9,150 25,23?,300

10310210.cram

DNMT3A galsfbeeoezsnee)

DNMT3A 5 EISWBBB74S)

DNMT3A (ENST906000321117)

DNMT3A (ENST0080462667)

DNMT3A 59!51“90909350756)

DNMT3A 59!511‘99909474887)

DNMT3A (ENSTO0000482935)

DNMT3A gaasﬂ'aoeoeasusa)

DNMT3A gﬂﬁml)

DNMT3A (ENST00000461228)
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10.34. chr2_25239217_TI/C

SamplelD Variants (GRCh38) Ref_depth Alt_depth Gene

Consequence

110108090 chr2_25239217_T/C 46 3 DNMT3A

splice_acceptor_variant

chr2 25,239,150 i 25,239,300

110108090.cram

DNMT3A (ENSTD0000264709)
s + +

DNMT3A (ENSTPO000380746)
e “

DNMT3A (ENSTS 1117)
— M

_ Dwm3A (ENSTPO000380756)

DNMT3A (ENST00000402667)
e Lt +

DNMT3A 7(9515'@6800474587)
— RS Re00 .

DNMT3A (ENSTQ0000482935)
. L .

DNMT3A (ENSTD0000491288)
s + +

DNMT3A (ENSTPO000466601)
e “

| DNMT3A (ENST00000461228)
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10.35. chr2_25240301_C/T

SamplelD

Variants (GRCh38)

Ref_depth Alt_depth Gene

Consequence

110104628

chr2 25240301 _C/T

45 3 DNMT3A

splice_donor_variant

chr2

25,249,250 i 25,249,400

110104628.cram

DNMT3A (ENST0000264709

DNMT3A (ENS’ |%359746%

DNMT3A (m7m321117

DNMT3A (ENS’ |%359756%

DNMT3A (ENST0080462667

DNMT3A (alsf%1m7%

DNMT3A (951;'99900482935%

DNMT3A (ENST00000491288)

DNMT3A (%I 1%

DNMT3A ( rbeeousuzsg
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10.36. chr2_25240303_T/C

SamplelD

Variants (GRCh38)

Ref_depth

Alt_depth

Gene

Consequence

10013589

chr2_25240303_T/C

39

14

DNMT3A

missense_variant

chr2

25,240,250

25,240,400

r 10013589.cram

DNMT3A (ENST00000264709)

DNMT3A (ENST90000380746)

DNMT3A (ENST00060321117)

DNMT3A (ENSTP0000380756)

DNHMT3A (ENST00000402667)

DNMT3A (ENSTPO000474887)

DNMT3A ( ENST$I00998482935)

DNMT3A (ENST00000491288)

DNMT3A (ENSTP0000466601)

DNMT3A (ENST00000461228)
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10.37.

chr2_25240304_C/T

SamplelD Variants (GRCh38) Ref_depth Alt_depth Gene Consequence
102105932 chr2_25240304_C/T 53 5 DNMT3A missense_variant
chr2 25,24|0,259 25,249,490
102165932.cram
-
DNMT3A (alsfbeeoozsnos%

DNMT3A (ENS 80746

I

DNMT3A (B!ST%OMSZ].IH%

DNMT3A (ENS 80756

DNMT3A (ENST08000462667

DNMT3A (ENST! 174887

DNMT3A (ENST0000482935

DNMT3A (ENSTH0000491288)

b—‘—

|

I

DNMT3A (ENS ¥ 1

DNMT3A (B!ST%OMHZBQ

b—‘—
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10.38.

chr2 25240307 Al-

SamplelD

Variants (GRCh38)

Ref_depth

Alt_depth

Gene

Consequence

112301473

chr2_25240307_A/-

53

7

DNMT3A

frameshift_variant

chr2

25,240,250

25,240,400

112301473.cram

DNMT3A (ENSTD0000264709

DNMT3A (ENS Im%746i

DNMT3A (me21117i

DNMT3A (ENS Im%756i

DNMT3A (MTM2“7I

DNMT3A (ENST0000482935

DNMT3A (Eusfmuuq

DNMT3A (ENSTD0000491288)

DNMT3A (Ell‘.i!%II li

DNMT3A (Ens‘rbemuzai
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10.39.

chr2_25240312_C/T

SamplelD Variants (GRCh38) Ref_depth Alt_depth Gene Consequence
110103627 chr2_25240312_C/T 42 6 DNMT3A missense_variant
12390108 chr2_25240312_C/T 40 5 DNMT3A missense_variant

chr2

12390108.cram

25,249,250 i 25,240,400

110103627.cram

DNMT3A ( EI‘ST%264709!

DNMT3A ( ESIMSMTEE

DNMT3A (ENSTH0000321117

DNMT3A (ENS’ Emwnss!

DNMT3A (ENST00000402667

DNMT3A ( ENST%7M7£

DNMT3A ( ENSTWBZ”S;

DNMT3A (ENSTP0000491288)

DNMT3A (Ellsmli
DNMT3A (Eusl‘beeeeuuzs!
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10.40.

chr2_25240313_G/A

SamplelD Variants (GRCh38) Ref_depth Alt_depth Gene Consequence
110107380 chr2_25240313_G/A 49 4 DNMT3A stop_gained
110107661 chr2_25240313_G/A 39 7 DNMT3A stop_gained
112404077 chr2_25240313_G/A 32 8 DNMT3A stop_gained

chr2 25,240,250

25,240,400

110107380.cram

o-711

110107661.cram

100




112404077.cram ™

DNMT3A (ENS’ iw" 264799l

DNMT3A ( ENST00000380746

) ) ) . DNT34 (ENSTP0000321117)
DNMT3A (Basr%eeooatmssl

DNMT3A ( ENST 2667

) ) )  owmaa (Bm%eeounemi

DNMT3A (ENSTD0000482935

l

DNMT3A (ENSTP0000491288)

DNMT3A ( ENST0000466601

DNMT3A (ENS’ 1228

IH
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10.41. chr2_25240315_G/A
SamplelD Variants (GRCh38) Ref_depth Alt_depth Gene Consequence
10642009 chr2_25240315_G/A 48 12 DNMT3A missense_variant
12390063 chr2_25240315_G/A 36 4 DNMT3A missense_variant
4307024316 chr2_25240315_G/A 45 3 DNMT3A missense_variant

25,240,250

25,240,400

4307024316.cram

12390063.cram
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10642009.cram

DNMT3A (ENS Iw" 264769'

DNMT3A ( ENST00000380746

DNMT3A (ENS 21117

DNMT3A (ENSTO0006380756

DNMT3A (ENST| 2667

W

DNHMT3A (1'!'30006474387'

DNMT3A (ENSTH0000482935

DNMT3A (ENSTP0000491288)

DNMT3A (ENST00000466601

_—‘—
DNMT3A (ans:wlzzal
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10.42.

chr2_25240315_GIT

SamplelD

Variants (GRCh38) Ref_depth | Alt_depth Gene

Consequence

110105836

stop_gained

chr2_25240315_G/T 41 10 DNMT3A

110105836.cram

DNMT3A (mﬁ" 264709!
DNMT3A (ENST00000380746
DNMT3A (aﬁgazuug
ey
DNMT3A (mf%zsﬂ;
DNHT3A (mﬁooouusmg

DNMT3A (ENST0000482935

b
S

‘ |
b

DNMT3A (ENSTP0000491288)

DNMT3A (ENSTO0000466601
DNMT3A (m%uzsg
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10.43. chr2 25240318 -/T
SamplelD Variants (GRCh38) Ref_depth Alt_depth Gene Consequence
102105693 chr2_25240318_-/T 42 4 DNMT3A | frameshift_variant
chr2 25,24|0,250

25,240,400

102105693.cram

S ———— ——————————

DNMT3A (ENSTD0000264709)
e

DNMT3A ( &ﬁ;omaaeus!

DNMT3A (ENST96000321117)
—_—

DNMT3A (ENSTPO000380756)

DNMT3A (ENST08000462667)
—

DNMT3A (ENSTD0000474887)
e

DNMT3A ( mmZSJS )
—_————

DNMT3A (ENST00000491288)

i (e

DNMT3A (alsrbmuza!

105




10.44. chr2_25240320_TCCC/-

SamplelD Variants (GRCh38) Ref_depth Alt_depth Gene

Consequence

10312556 chr2_25240320_TCCC/- 45 4 DNMT3A

frameshift_variant

chr2 25,240,250 i 25,240,400

10312556.cram

DNMT3A (ENSTD0000264709)
—

DNMT3A (ENSTPO000380746)
A_{ENSTROAeS

DNMT3A (EBYMBZ]II7)
— —

DNMT3A (ENSTPOO0O380756)
A X

DNMT3A (ENST08000462667)
A {ENSTI00%

DNMT3A (ENSTPO000474887)
A 5

DNMT3A (ENST0000482935)
A {SisTecca

DNMT3A (ENSTD0000491288)

DNHT3A (ENSTPO00O466601)
A

DNMT3A (ENST00000461228)
e
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10.45. chr2_25240326_TTGT/-

SamplelD Variants (GRCh38) Ref_depth | Alt_depth Gene Consequence

63686 chr2_25240326 _TTGT/- 70 6 DNMT3A frameshift_variant

chr2 25,240,250 i 25,240,400

63686.cram

DNMT3A (ENSTH0000264709

#—4—4—
ONHT3A_(ENSTD0000380745)
DNMT3A !ats'rbeeoosznni
ONHT3A_(ENSTD0000380756)
DNMT3A !msﬁ;emezsﬂi
DNMT3A !sus'rm7m7i
DNMT3A !Eusﬁemaazsasi
DNMT3A (ENSTH0000491288)
DNMT3A ‘susw 1)
DNMT3A !ms'rbemuzsi

107




10.46.

chr2_25240331_ACTAA/-

SamplelD Variants (GRCh38) Ref_depth | Alt_depth Gene Consequence
63686 chr2_25240331_ACTAA/- 68 6 DNMT3A frameshift_variant
chr2 25,249,250 : 25,249,400
63686.cram

e
-
—_—
]
—_—
———————
e
e
_——
e S
e
< <
_—
_————
] <
_———
—_—t—
e
e
e ——————-
e
N
ey m—
_

_—
_— e
—_—
————————-
_
_———
)
——
R
_——
————
—_——
——
_——
_—
———-

DNMT3A (ENSTD0000264709

DNMT3A !a&s ;&3%746!

DNMT3A (ENST90000321117

DNMT3A !a&s =@3%756!

DNMT3A !ECST:IOMZSG7!

DNMT3A !ausf%7m7!

DNMT3A !am;bomaazsas!

DNMT3A (ENSTD0000491288)

DNMT3A !Eﬁ;%ﬂ 1!

DNMT3A !ECSTMHZB!
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10.47.

chr2_25240338_C/-

SamplelD

Variants (GRCh38)

Ref_depth

Alt_depth

Gene

Consequence

101103452

chr2_25240338_C/-

30

5

DNMT3A

frameshift_variant

chr2 25,240,250

25,240,400

r 101103452.cram

[-501

DNMT3A (ENST0000264709)

DNMT3A (ENSTP0000380746)

DNMT3A ( ENST0000032 1117)

DNMT3A (ENST,00000380756)

DNMT3A (ENSﬁ50999402567)

DNMT3A (ENSTP0000474887)

DNMT3A (ENST00000482935)

DNMT3A (ENSTH0000491288)

DNMT3A (ENSTP0000466601)

DNMT3A (ENST00000461228)
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10.48. chr2_25240360_A/G

SamplelD Variants (GRCh38) Ref_depth Alt_depth Gene Consequence
100600445 chr2_25240360_A/G 33 5 DNMT3A missense_variant
10642029 chr2_25240360_A/G 33 4 DNMT3A missense_variant
60355 chr2_25240360_A/G 50 4 DNMT3A missense_variant
chr2 25,240,250 25,240,400 25,240,
— 60355.cram
: 19823
:
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10642029.cram
100600445.cram

111

264709
21117
174887

1228

TP0000491288)
DNMT3A (ENSTO0800466601

ENST)

DNMT3A (ENS
DNMT3A (ENST00600380746
DNMT3A

DNMT3A (ENST00000380756
DNMT3A (ENSTH0000402667
DNMT3A (ENS

DNMT3A (ENST00000482935
DNMT3A (ENS

DNMT3A (ENSTI




10.49.

chr2_25240367_A/G

SamplelD Variants (GRCh38) Ref_depth Alt_depth Gene Consequence
112402716 chr2_25240367_A/G 44 5 DNMT3A missense_variant
chr2 25, 24|0. 250 25, 24'0, 5%

| 25,240,400

112402716.cram

DNMT3A (ENST0000264709

DNMT3A (ENST08000321117

DNMT3A (ENST08000402667

DNMT3A (ENST| 74887

DNHMT3A (ENSTD0000491288)

DNMT3A g ENS’ !&3&97%; |
DNMT3A ! ENS’ E%BO7SS% |

DNMT3A !acsr'!';eeoeuzsss% )

DNMT3A gm!%q |
DNMT3A gENSTbOOOO“lZZBg |
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10.50.

chr2_25240368_GI/T

SamplelD Variants (GRCh38) Ref_depth | Alt_depth Gene Consequence
100608898 chr2_25240368_G/T 35 9 DNMT3A missense_variant
chr2 25,24|0,250 25,249,400 25,24|0,55

100608898.cram

[0-69]

[

i

WM\II“

DNMT3A (ENS 13807

DNMT3A (ENSTH0000264709
46 %
DNMT3A (ENS 756
DNMT3A (ENST00000402667
DNMT3A (ENST| 74887

DNMT3A ga&sﬁomuzsasg )

DNMT3A (ENSTD0000491288)

DNMT3A (ENST00000461228
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10.51. chr2_25240379_G/A
SamplelD Variants (GRCh38) Ref_depth Alt_depth Gene Consequence
102101222 chr2_25240379_G/A 39 7 DNMT3A missense_variant
10312586 chr2_25240379_G/A 41 5 DNMT3A missense_variant
10642250 chr2_25240379_G/A 33 3 DNMT3A missense_variant
chrz 25,249,250

35,249,400

25,240,550

E 10642250 cram
" [o-611

10312586.cram
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102101222.cram

264709

DNMT3A (ENS

DNMT3A (ENST00000380746

21117

DNMT3A (ENST)

DNMT3A %m7ﬁ

DNMT3A (ENSTD0000402667

DNMT3A (ENSTD0000482935

DNMT3A (ENSTP0000491288)

DNMT3A (ENST00600466601

1228

DNMT3A (ENST
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10.52.

chr2_25240388_C/A

SamplelD

Variants (GRCh38)

Ref_depth

Alt_depth

Gene

Consequence

4331231333

chr2_25240388_C/A

36

3

DNMT3A

stop_gained

chr2 25,240,250

25,240,550

25,240,400

4331231333.cram

DNMT3A (alsf.bomzuns!

DNMT3A ( &ﬁ;omaaeus!

DNMT3A (EISYM321117!

DNHMT3A (ENSTPO000380756)

DNMT3A (ENSTO0000402667)

DNMT3A (ENSTB0000474887)

DNMT3A ( &ﬁ&mﬂzsas!

DNMT3A (ENST00000491288)

DNMT3A (&ﬁwﬁl

DNMT3A ( @Muzag
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10.53.

chr2_25240392_T/-

SamplelD

Variants (GRCh38) Ref_depth Alt_depth

Gene

Consequence

10511976

chr2_25240392_T/- 32 11

DNMT3A

frameshift_variant

chr2 25, 240,250 25, ?4|0,400 25,240,550

10511976.cram

DNMT3A !ausfbeeooztmos%

DNT3A (ENSTD0000380745)
DNMT3A !ausrbemaznn%
ONT3A (ENSTD0000380756)
DNMT3A !ausﬁaewmzsﬂ%

DNMT3A (ENST| 174887

DNMT3A !ausﬁaoeooaazsas%

DNMT3A (ENSTD0000491288)

DNMT3A !ECSTMHZSE
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10.54.

chr2_25240417_CI/T

SamplelD Variants (GRCh38) Ref_depth Alt_depth Gene Consequence
101602363 chr2_25240417_C/T 41 5 DNMT3A missense_variant
101604133 chr2_25240417_C/T 41 3 DNMT3A missense_variant
10511950 chr2_25240417_C/T 47 9 DNMT3A missense_variant
110100186 chr2_25240417_C/T 49 8 DNMT3A missense_variant
112301846 chr2_25240417_C/T 24 3 DNMT3A missense_variant

chr2 25,24[0,350 25,24|0.500

r 101604133.cram

[0-581.

r 101602363.cram

[0-741
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112301846.cram

110100186.cram

‘
_

10511950.cram

gl
E:

z

E
|

:
g/

T34 (ENSTO0000264709)
NMT3A (ENST0000380746)

NMT3A_(ENST00000380756)

3A (ENST]

N

NT3A (ENST00000491288)




10.55.

chr2_25240418_G/A

SamplelD Variants (GRCh38) Ref_depth Alt_depth Gene Consequence
100601488 chr2_25240418 G/A 35 5 DNMT3A missense_variant
100602584 chr2_25240418 G/A 34 DNMT3A missense_variant
101608015 chr2_25240418 G/A 33 3 DNMT3A missense_variant
110100552 chr2_25240418 G/A 44 3 DNMT3A missense_variant
12390213 chr2_25240418 G/A 30 7 DNMT3A missense_variant
chr2 25,240,350 25,240,500

— 110100552.cram

[0-61]

— 100602584 .cram

s S —

[0-60]
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101608015.cram

=¥

100601488.cram
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12390213.cram i

DNMT3A iausf'ooeoozuw;) ) ) ) )
DNMT3A ifﬂuﬁ) . . B .
DNMT3A isnsfbemazuu) ) ) ) )

DNMT3A (ENSTD0000380756)

DNMT3A imiw!“ﬂ

DNMT3A (ENST00000474887)

—‘—4—*
oNT34 (ENSTRO00D482935)
DNMT3A (ENSTO0000491288)
DNMT3A iausfw 1) ) )
DNMT3A iﬁweomuza) N | | .
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10.56.

chr2_25240420_T/C

SamplelD Variants (GRCh38) Ref_depth Alt_depth Gene Consequence
101601325 chr2_25240420_T/C 32 5 DNMT3A missense_variant
10310293 chr2_25240420_T/C 44 5 DNMT3A missense_variant

chr2 25,240,350

10316293.cram

[RLRARRT LRI TUN 0T OO AT TR TN T A T T TR AR T TR I

DNMT3A i ENS’ !m2“799)

DNMT3A (ENST00000380746)

DNMT3A ! 961'.69096380756)

DNMT3A (ENSTH0000402667)

—‘—4—%;
DNMT3A iﬂﬁ:&7m7) N

DNMT3A !Eusfbmmzsss)

DNMT3A (ENSTPO000491288)

DNMT3A ialsféeoeeml)

DNMT3A iﬂﬁf%uzﬂ) N
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10.57.

chr2_25240420_T/G

SamplelD

Variants (GRCh38)

Ref_depth

Alt_depth

Gene

Consequence

12110214

chr2 25240420 T/G

5

DNMT3A

missense_variant

33

12110214.cram

DNMT3A (ENSTP0000264709)
——————— +

DNMT3A (ENST00000380746)

DNMT3A (ENSTDOO00321117)

DNMT3A (ENST00000380756)

DNMT3A (ENST0000402667)

DNMT3A ( 9051':'99000474887) .

DNMT3A (ENST00000482935) N

DNMT3A (ENSTP0000491288)

DNMT3A (ENST00000466601)

DNMT3A (ENSTDO000461228)
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10.58.

chr2_25240423_A/C

SamplelD Variants (GRCh38) Ref_depth Alt_depth Gene Consequence
60594 chr2_25240423 A/C 42 4 DNMT3A missense_variant
65451 chr2_25240423 A/C 111 5 DNMT3A missense_variant

chr2 25.249.350 ZS.ZAIO.SOO

65451.cram

60594.cram

ONMT3A (ENS 74887)

DNMT3A (ENST00000482935)

DNMT3A (ENSTDO0000491288)

DNHT3A (ENSTO0000466601)

DNMT3A (ENST00000461228)
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10.59. chr2_25240427_AAAGAAGAGCCGGCCAG/-

SamplelD Variants (GRCh38) Ref_depth Alt_depth Gene Consequence

chr2_25240427 AAAGAAGAGCCGG

101607204 CCAG/-

27 5 DNMT3A | frameshift_variant

chr2 25,249,350 h 25,249,500

r 101607204.cram

[-561

DNMT3A (ENSTD00006264709)

DNMT3A (ENSTP0000380746)

DNMT3A (ENST00000321117)

DNMT3A (ENSTP0000380756)

DNMT3A (ENST}SOOBMOZSW)

DNMT3A (ENSTP0000474887)

DNMT3A (ENST00000482935)

DNMT3A (ENSTH0000491288)

DNMT3A (ENSTD0000466601)

DNMT3A (ENST00000461228)
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10.60. chr2_25240428_AAG/-

SamplelD Variants (GRCh38) Ref_depth Alt_depth Gene Consequence

10012386 chr2_25240428 AAG/- 41 4 DNMT3A inframe_deletion
101105663 chr2_25240428 AAG/- 55 4 DNMT3A inframe_deletion
112304011 chr2_25240428 AAG/- 37 3 DNMT3A inframe_deletion
112402480 chr2_25240428 AAG/- 45 5 DNMT3A inframe_deletion

chr2 25,240,350 25,240,500

101105663 .cram

112304011.cram
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DNMT3A (ENSTO0080380746)
DNMT3A (ENST00000380756)
DNMT3A (ENST08000474887)
DNMT3A (ENSTD0000482935)
DNMT3A (ENSTP0000491288)

112402480.cram

10012386.cram
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10.61.

chr2_25240429 A/G

SamplelD Variants (GRCh38) Ref_depth Alt_depth Gene Consequence
3707854247 chr2_25240429 A/IG 34 7 DNMT3A missense_variant
chr2

25,240,350

25,240,500

E 3767854247.cram
f 0-68]

DNMT3A (ENST00000264709)

i| n

DNHT3A (ENSTPO000380746)
DNMT3A gms‘rlboooeazun) )
DNHT3A (ENSTPO000380756)
DNMT3A gms‘r%ooouozsﬂ) )
DNMT3A %Eusf%wm)
DNMT3A gsnsﬁooooaamas) )

DNMT3A (ENSTD0000491288)

DNMT3A gms%«m 1)
DNMT3A gsusﬁneoeulzza)
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10.62. chr2_25240430_GAAGAGCC/-

SamplelD

Variants (GRCh38)

Ref_depth

Alt_depth

Gene

Consequence

10281494

chr2_25240430_GAAGAGCC/-

30

6

DNMT3A

frameshift_variant

chr2 25,240,350

25,240,500

10281494 .cram

DNMT3A (ENST00000264709) )

DNMT3A (ENSTP0000380746)

DNMT3A (ENST00060321117) )

DNMT3A (ENSTP0000380756) |

DNMT3A ( ENST:'I90099402567) )

DNMT3A (ENSTHO000474887) )

DNMT3A (ENST00000482935)

DNMT3A ( ENSfBOBQS491288) )

DNMT3A (ENST0000466601)

DNMT3A (ENST000060461228) |
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10.63. chr2_25240639_C/T

SamplelD

Variants (GRCh38)

Ref_depth Alt_depth

Consequence

110101115

chr2_25240639_C/T

43 3

DNMT3A

splice_donor_variant

chr2 25,240,550

25,240,700

110101115.cram
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e
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e ]
_—
—_—
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————————-

e
DNMT3A (ENS’ I%BBB74S%

DNMT3A (ENST0000321117

DNMT3A (EET%BBBHG%

DNMT3A (EET%OMWZSGQ

DNMT3A (ausf%7m7%

DNMT3A (am;éomaazsas%

DNMT3A (ausfboeooaeuas%

DNT3A (ENSTPO000466601)
DNMT3A (ausrboeoo«uzag
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10.64. chr2_25240666_A/T

SamplelD Variants (GRCh38)

Ref_depth

Alt_depth
10312575

chr2_25240666_A/T 67

Gene

Consequence

6

chr2 25, 2419'550

DNMT3A

25'24,0,790

25,240, 8

10312575.cram

|
{||I||||1||||l|

i

/
Wﬂ
[| 1 }]

nn”'

|

DNMT3A (ENSTO i

R ) =
mn%‘u%
AT paTot)
ey s pmopuazear)
DhNT3/ (ENSTHO000AT480T)
o (e ooty

DNMT3A (ENST ~

MM%

NMT3A (ENSTD0000461228
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10.65.

chr2_25240667_C/A

SamplelD

Variants (GRCh38)

Ref_depth

Alt_depth

Gene

Consequence

110106395

chr2_25240667_C/A

34

12

DNMT3A

missense_variant

chr2 25,240,550

| 25,249,700

25,240,8%

110106395.cram

DIeT3A (ENSThO000264705)
DNMT3A J&ﬁman7u! N

DNMT3A (ENSTD0000321117

DNMT3A gatswaamssg

DNMT3A g ENST00000402667 !

DNMT3A g ENS’ ;%74887 !

DNMT3A (ENST00000482935)
el

DNMT3A g ENST%SH“S

DNMT3A gmsfboooo«uzsg
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10.66.

chr2_25240667_C/T

SamplelD

Variants (GRCh38)

Ref_depth

Alt_depth

Gene

Consequence

11311172

chr2_25240667_C/T

24

7

DNMT3A

missense_variant

chr2 25.24|0,550

" 25,240,700

25.24|0.85

r 11311172.cram

[o-59]

DNMT3A (ENSTH0000264709)

DNMT3A (ENST00000380746)

DNMT3A (ENSTH0000321117)

DNMT3A (ENSTP0000380756)

DNMT3A (ENS'I%bBBBAB4BZEG7)

DNMT3A (ENST0000474887)

DNMT3A (ENST00800482935)

DNMT3A ( ENSTBBB!ZB‘SB]ZEB)

DNMT3A (ENST00000466601)

DNMT3A (ENSTD0000461228)
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10.67. chr2_25240699_A/G

SamplelD Variants (GRCh38) Ref_depth Alt_depth Gene Consequence
101103208 chr2_25240699_A/G 35 7 DNMT3A missense_variant
112300367 chr2_25240699_A/G 25 6 DNMT3A missense_variant

chr2 25,240,550 25,24_;0,700 25,240,850

101103208.cram

—_——-——
—_—
s
_——
———
————-
1
I ——————— A ———————————————
1
e
1
e ———————————-
A ———————————-

112300367 .cram

. DIWT3A (ENST00000264709)
oNT3A gacsﬁ;eooesaous)

| DNMT3A (ENST0000321117)

DNMT3A g EHSE%JM75€)

| DNem3A gzusfboemozssﬂ .

DNMT3A g ENS’ !%74887)

DNMT3A (ENSTO0000482935)

DNMT3A g ENST%SIZ“)

DNMT3A (ENSTO0000466601)

DNMT3A gsusfbomuuzs)
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10.68.

chr2_25240720_C/T

SamplelD Variants (GRCh38) Ref_depth | Alt_depth Gene Consequence
60524 chr2_25240720_C/T 38 4 DNMT3A stop_gained
chr2 25,24|0,650

25,240,800

60524.cram

DNMT3A (ENSTH0000264709)

:
E“EF

DNMT3A SEIS !émﬁ 380746)

DNMT3A (ENST96000321117)

DNMT3A SEISTEOBBBHS)

DNMT3A (ENST08080462667)

DNMT3A gaasfgom1m7)

DNMT3A SEISWZHS)

DNMT3A (ENST0000491288)

- DNMT3A (aﬁwﬁ 1)

DNMT3A Saasrbmmuza)
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10.69. chr2_25240723_C/-

SamplelD Variants (GRCh38) Ref_depth Alt_depth Gene Consequence

10511665 chr2_25240723_C/- 48 4 DNMT3A frameshift_variant

chr2 25,240,650 i 25,240,800

10511665.cram

\

\
|

r
{
|

DNMT3A (ENSTD0000264709)

DNMT3A gaas!Em‘ 380746) N

DNMT3A EEYM!Z]ll7) .

DNMT3A gaasrgm 380756)
DNMT3A (ENSTO0000402667)
DNMT3A gaasfw 74887)
DNMT3A gaasﬁaeegﬂazsas) )
DNMT3A (ENSTD0000491288)
DNMT3A gaasgmqm 1)
DNMT3A gaasrboegusuzs) )
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10.70. chr2_25240732_T/C

SamplelD Variants (GRCh38) Ref_depth | Alt_depth Gene Consequence
112304328 chr2_25240732_T/C 34 6 DNMT3A splice_acceptor_variant
64690 chr2_25240732_T/C 188 6 DNMT3A splice_acceptor_variant
chr2 25,240,650 25,240,800

64690.cram

138




112304328.cram

DNMT3A imsfgooosazum

EnsTD

DNMT3A (ENSTO

DNMT3A (ENSTO!

DNMT3A iEnsT..boooM

ENSTH

DNMT3A
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10.71.

chr2_25241561_C/T

SamplelD

Variants (GRCh38)

Ref_depth

Alt_depth

Gene

Consequence

67384

chr2_25241561_C/T

26

5

DNMT3A

splice_donor_variant

chr2 25,241,450

25,241,600

25,2415

67384.cram

DNMT3A (ENSTH0000264709)

DNMT3A (ENST0000380746)

DNMT3A (ENST00000321117)

DNMT3A (ENSTP0000380756)

DNMT3A (ENS'I'};OOOSMOZGU)

DNMT3A (ENSTP0000474887)

DNMT3A ( ENST{00036432935)

DNMT3A (ENSTD0000491288)

DNMT3A (ENSTP0000466601)

DNMT3A (ENST00000461228)
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10.72. chr2_25241567_T/A

SamplelD Variants (GRCh38) Ref_depth | Alt_depth Gene Consequence

100601560 chr2_25241567_T/A 29 5 DNMT3A stop_gained

chr2 25,241,450 | 25,241,600 25,241,7¢

100601560.cram

DNMT3A (ENSTH0000264709)

DNMT3A (ENST90000380746)

DNMT3A (ENST00000321117)

DNMT3A (ENSTP0000380756)

DNMT3A (ENST00000402667)

DNMT3A (ENSTHO000474887)

DNMT3A (ENST00000482935)

DNMT3A (ENSTH0000491288)

DNMT3A (ENSTP0000466601)

DNMT3A (ENST00000461228)
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10.73.

chr2_25241568_TG/-

SamplelD

Variants (GRCh38) Ref_depth | Alt_depth Gene

Consequence

12390195

chr2_25241568_TG/- 40 6 DNMT3A

frameshift_variant

chr2 25,241,450 | 25,241,600 25,241,75

12390195.cram

DNMT3A (ENSTD0000264709

E—‘—
ONMT34 (ENSTP0000380746)
oA (Eﬁw%_‘—
DNT34 (ENSTO0000380756)
DNMT3A (EIST:IOOOGMZSG7%
oA (Eﬁb_‘—
DNMT3A (ENSTO0000482935)
DNMT3A (alsf;aoeoeasusag
DNAT34 (ENSTRO00D466601)
DNMT3A (alsrboeomnzag
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10.74.

chr2_25241581_CI/T

SamplelD

Variants (GRCh38) Ref_depth Alt_depth Gene

Consequence

12290267

chr2_25241581_C/T 34 3 DNMT3A

missense_variant

chr2 25,241,450 25,241,600 25,241,750

12290267 .cram

e
-

| Ty

e

e S I ————— < e ————

———————-
e e e ]
————————
.
——
 ——
e
—-
—————————
———
e
—
0 ——
. ———-
< ————
-1
—————— _——
R _—
—- _——
—————
———
—_—
———
_
——
- 1
————
——————
I ——————————-
e
——
A ———
 —
—_—

DNMT3A (ENSTD0000264709

DNMT3A ,(waaeusg

DNMT3A SE!ST%OMSZ]IHS

DNMT3A SE!S:%S&BHSS

DNMT3A SE!ST:IOOMZGG7S
—w

DNMT3A (ENST| 174887

DNMT3A (ENSTO0000482935)

DNMT3A (atsf;iaeweuaa

ONHT3A (ENSTD0000466601)
DNMT3A (atsrbeeo«muzag
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10.75. chr2_25241583_ACGTCCCCGACGTACA/-

SamplelD Variants (GRCh38) Ref_depth Alt_depth Gene Consequence
62729 | COhr2_25241 5g$—A%CﬁTCCCCGAC 173 10 DNMT3A | frameshift_variant

chr2 25,241,450 2§.24;l.660 25,241,750

62729.cram

DNMT3A (ENSTD0000264709!

DNMT3A i alswusl

DNMT3A i ENST00000321117)

DNMT3A isswsawssi

DNMT3A_(ENST00000402667)

DNMT3A i Bcsfmwm)

DNMT3A e
DNMT3A iacsfbeeeusuaul
o, (s peopecas

DNMT3A iB«sﬁeemeuzuI
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10.76.

chr2_25241600_G/-

SamplelD

Variants (GRCh38)

Ref_depth

Alt_depth

Gene

Consequence

10012600

chr2_25241600_G/-

31

4

DNMT3A

frameshift_variant

chr2

25,241,550

25,241,700

10012600.cram

DNMT3A (ENST0000264709)

DNMT3A (ENSTP0000380746)

DNMT3A ( ENST0000032 1117)

DNMT3A (ENST,00000380756)

DNMT3A (ENSﬁ50999402567)

DNMT3A (ENSTP0000474887)

DNMT3A (ENSTO0000482935)

DNMT3A (ENSTH0000491288)

DNMT3A (ENSTP0000466601)

DNMT3A (ENST00000461228)

145




10.77. chr2_25241612_G/A
SamplelD Variants (GRCh38) Ref_depth | Alt_depth Gene Consequence
10511662 chr2_25241612_G/A 32 6 DNMT3A stop_gained
chr2 25,241,550 25,241,700
10511662.cram

" e —
N ——————————-
"
DNMT3A !a&sfbeeoozuns!

e —
EA sa&sﬁeﬁmaznng

@7Pm@aae7ss!

OWAT3A_(ENST00000402667)

OWAT3A_(ENSTH0000474887)

D3 (ENST00000482935)

DNMT3A sa&sfbewsuas!
—— e ——————
DNMT3A (mswn
DNMT3A Sa&sﬁ;wuzsg
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10.78. chr2_25241636_G/-
SamplelD Variants (GRCh38) Ref_depth | Alt_depth Gene Consequence
112404502 chr2_25241636_G/- 39 6 DNMT3A frameshift_variant

chr2 25,241,550 i 25,241,700

112404502.cram

[0-551

|

__ DNMT3A (ENSTD0000264709)

_ DWT3A (ENSTPO00038076)
DNMT3A (ENST0000321117)
DNMT3A (ENSTPO000380756)
DNMT3A (ENST08000462667)
DNMT3A (ENSTDO000474887)

DNMT3A (ENST00000482935)

DNMT3A (msf%oeooasnas)
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10.79.

chr2_25241668_C/T

SamplelD

Variants (GRCh38)

Ref_depth

Alt_depth

Gene

Consequence

101102968

chr2_25241668_C/T

37

8

DNMT3A

missense_variant

chr2 25,241,550

| 25,241,700

25,241,85

101102968.cram

———

e

—_—

—_—

—_— e ————————-

————————————

_—
—_—
——
————-
———— E———————————

_——

_——— e

—_—

—_——e
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———— ———————————————
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=
e ———
=
——— ———————
——————-
—_—
e —— ) m—
e ———————
e —
——
_——
—_—
e ———————
e ——
i ——
e
———

—_—e

———

—

—_—
e
e ——————
A ——
[f—————————— %
—
p—

DNMT3A (ENSTD0000264709)

DNMT3A_(ENSTD0000380746)

DNMT3A ( ENST00000321117)

DNMT3A (ENST0000380756)

DNMT3A ( ENST00000462667)

DNMT3A (ENSTD0000474887)

DNMT3A (ENSTO0000482935)

DNMT3A ( msf;aoomsuse)

DNMT3A_(ENSTP0000466601)

DNMT3A ( ENST00000461228)
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10.80.

chr2_25241675_CIT

SamplelD Variants (GRCh38) Ref_depth | Alt_depth Gene Consequence
112301940 chr2_25241675_CIT 43 7 DNMT3A missense_variant
11540162 chr2_25241675_CIT 36 4 DNMT3A missense_variant

chr2 25,241,550

25,241,850

125,241,700

11540162.cram

112301940.cram

DNMT3A ! alsfgzsnosl

DNMT3A g BIS'I;IOBBOO350746)

DNMT3A (ENSTH0000321117)

DNMT3A g ENS’ ;&38@756)

DNMT3A (ENST00000402667)

—4—4—5%5
DNMT3A gsus%umﬂ)

DNMT3A (ENST:IBGOOOWZSI'IS )

DNMT3A ! ENSY%BHM)

DNMT3A !Eﬁml!

DNMT3A !Ensfbeeoo«uzs!
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10.81.

chr2_25241708_C/A

SamplelD Variants (GRCh38) Ref_depth | Alt_depth Gene Consequence
10511895 chr2_25241708 C/A 55 4 DNMT3A | splice_acceptor_variant
chr2 25,241,650 25,241,800

160511895.cram

DNMT3A gaasfboegozsnos) B

DNMT3A gaasﬁ;eego:aw«) )

DNMT3A gms 00321117)

DNMT3A gmsrpeogo:awss) .

DNMT3A EISY%OOOIOWZ“7) N

DNMT3A gmsflaoegonmﬂ B

IHHI'3A‘ (951#990‘0482935) .

DNMT3A gausf;iaoegusnaa) .

DNMT3A g ENSYMIZZBQ
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10.82.

chr2 25243907 -IT

SamplelD

Variants (GRCh38)

Ref_depth

Alt_depth

Gene

Consequence

102108668

chr2_25243907_-/T

29

6

DNMT3A

frameshift_variant

chr2

25,243,850

25,244,000

r 102108668.cram

[-501

DNMT3A (ENSf009§9264799)

DNMT3A (ENSTP0000380746)

DNMT3A ( ENSfGOBQBBZ 1117) )

DNMT3A ( ENSI009§B3BB756) )

DNMT3A ( ENS1’}VB099’B402567) )

DNMT3A ( ENSf009Q8474BB7) )

DNMT3A (ENST900994329;5)

DNMT3A ( ENSTB,SBGO‘QSIZBB’)

DNMT3A (EHST099904612;B)
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10.83.

chr2 25243915 -IT

SamplelD

Variants (GRCh38)

Ref_depth

Alt_depth

Gene

Consequence

101606798

chr2 25243915 -/T

35

4

DNMT3A

frameshift_variant

chr2 25,243,850

25,244,000

101606798.cram

DNMT3A (ENST00000264709)

DNMT3A (ENST90000380746)

DNMT3A (ENST00060321117)

DNMT3A (ENSTP0000380756)

DNMT3A ( ENST:"S0998402557)

DNMT3A (ENSTHO000474887)

DNMT3A (ENST00000482935)

DNMT3A (ENST00000491288)

DNMT3A (ENST00000461228)
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10.84.

chr2_25243921_G/A

SamplelD

Variants (GRCh38) Ref_depth Alt_depth

Gene

Consequence

110105868

chr2_25243921_G/A 52 4

DNMT3A

missense_variant

chr2 25,243,850 H 25,244,000

110105868.cram

DNMT3A gatsfbeeoozuns%
DNMT3A gm%mms%
DNMT3A gats‘rbemaznn%
DNMT3A gm%awss%

DNMT3A (ENST00000402667

DNMT3A gmf%7m7%

DNMT3A (ENST00000482935) .
et

DNMT3A (ENST00000491288)

DNMT3A (ENST00000461228)
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10.85.

chr2_25243927_-/A

SamplelD

Variants (GRCh38)

Ref_depth

Alt_depth

Gene

Consequence

102106986

chr2_25243927 -/A

47

6

DNMT3A

frameshift_variant

chr2 25,243,850

25,244,000

102106986.cram

DNMT3A (ENST00000264709)

DNMT3A (ENSTPO00380746)

DNMT3A (ENST00000321117)

DNMT3A (ENSTP0000386756)

DNMT3A ( ENST}?OBBBA‘OZSS”

DNMT3A (ENSTD0000474887)

DNMT3A (EN5790998432935)

DNMT3A ( EN5T989Q04BIZBB)

DNMT3A ( ENST09’990461225)
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10.86.

chr2_25243930_C/T

SamplelD Variants (GRCh38) Ref_depth | Alt_depth Gene Consequence
100602321 chr2_25243930 C/T 32 4 DNMT3A missense_variant
10770621 chr2_25243930_C/T 35 5 DNMT3A missense_variant
12390291 chr2_25243930_C/T 35 3 DNMT3A missense_variant
chr2 25,243,850 25,244,000

— 12390291.cram

[o-64]

100602321.cram E
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10770621.cram 0

N [0-62]

DNMT3A lEHSIw264799‘ |

) ) . DNMT3A iacsr:booeoaseus‘ ) )
) ) ) . DWT3A (ENSTDO000321117) )
) ) )  pwT3A isusﬁeeoosawss‘ ) )
) ) )  DNMT3A (ENSTDO000402667) ) ) )

B B DNMT3A (msroeqoo-wzsasi H
DNMT3A (ENST00000491288)

) . DNT3A (ENST00000461228) .
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10.87.

chr2_25243931_G/A

SamplelD Variants (GRCh38) Ref_depth | Alt_depth Gene Consequence
10310435 chr2_25243931_G/A 30 4 DNMT3A missense_variant
65579 chr2_25243931_G/A 33 9 DNMT3A missense_variant

10310435.cram

65579.cram

[0-90]

DNMT3A E ENS’ ;%2647”!

DNMT3A (ENST00000386746

DIT34 (ENSTD0000321117)
DNMT3A Ealsﬁ;eooemﬁs!
DIT3A (ENST0000402667)
e, ourprospinas)

DNMT3A (ENST00000482935

DNMT3A (ENST00000491288)

premea ¢ %TWHZ%
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10.88.

chr2_25243931_G/C/A

SamplelD Variants (GRCh38) Ref_depth | Alt_depth Gene Consequence
11311050 chr2_25243931_G/C/A 57 5 DNMT3A missense_variant
5133211214 chr2_25243931_G/C/A 37 13 DNMT3A missense_variant

chr2

25,243,850

25,244,000

11311650.cram

5133211214.cram

DNMT3A ! ENS’ ;&2“799

DNMT3A (ENST00000380746

DNMT3A !m;@azun

DNMT3A (ENST00000380756

DNMT3A g:ns1§ggggggzss7

DNHT3A ;Eusm7m7)

DNMT3A (ENST00000482935)

DNMT3A (ENST00000491288)

pemn (asrmuzt%ELE
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10.89.

chr2_25243938_T/-

SamplelD

Variants (GRCh38)

Ref_depth

Alt_depth

Gene

Consequence

101607763

chr2_25243938_T/-

30

5

DNMT3A

frameshift_variant

chr2 25,243,850

25,244,000

101607763.cram

DNMT3A (ENSf60998264769)

DNMT3A (ENSIQOQQBSBQT#G)

DNMT3A ( ENST:BOQQBSZ 1117)

DNMT3A ( ENSI90998389756)

DNMT3A (ENST:'I9096’8402667)

DNMT3A (ENSfBOQQB474BB7)

DNMT3A (ENST00000482935) )

DNMT3A (ENST00000491288)

DNMT3A (ENST00000461228) )
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10.90.

chr2_25244190_G/A

SamplelD Variants (GRCh38) Ref_depth | Alt_depth Gene Consequence
10012662 chr2_25244190_G/A 22 5 DNMT3A stop_gained
chr2 25,244,050 25,244,200 25,244,350
- 10012662.cram

DNMT3A (ENSTD0000264709)

DNMT3A (ENSTPOO0380746)

DNMT3A (ENST00000321117)

DNMT3A (ENSTPO000380756)

DNMT3A (ENST00000402667)

DHHT;A ( ENST00968474BB7 )’
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10.91. chr2 25244204 CIT
SamplelD Variants (GRCh38) Ref_depth | Alt_depth Gene Consequence
110105842 chr2_25244204 C/T 45 3 DNMT3A stop_gained

chr2 25,244,150 i 25,244,300

110105842.cram

DNMT3A (ENST0000264709

T .

DNMT3A (ENST00000321117

%‘—4—

DNMT3A (ENST0000047 )
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10.92. chr2_25244214 G/A
SamplelD Variants (GRCh38) Ref_depth Alt_depth Gene Consequence
101601325 chr2_25244214 G/A 33 6 DNMT3A stop_gained
101605284 chr2_25244214 _G/A 21 4 DNMT3A stop_gained
chr2 25,248,150 25,244,300
101601325.cram

101605284.cram

DNMT3A (ENST00000474887)
—_—

DNMT3A gausfgzsnwg
DNMT3A gausﬁaeeooaaens%
DNMT3A gausfbeeooaznug
DNT3A_(ENSTP0000380756)
DNMT3A gausrbemwzsw%
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10.93.

chr2_25244230_G/C

SamplelD Variants (GRCh38) Ref_depth | Alt_depth Gene Consequence
60636 chr2_25244230 G/C 35 4 DNMT3A stop_gained
chr2 25,248,150 25,244,300
60636.cram

DNMT3A (ENSTD0000264709)

DNMT3A (ENSTPOO380746)

DNMT3A (ENST00000321117)

DNMT3A (ENSTPO000380756)

DNMT3A (ENST00000402667)

_DNMT3A_(ENST00000474887) |
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10.94.

chr2_25244263_C/G

SamplelD Variants (GRCh38) Ref_depth | Alt_depth Gene Consequence
112303684 chr2_25244263 C/G 38 7 DNMT3A missense_variant
chr2 25,244,150 | 25,248,300 25,244.4
- 112303684.cram

DNHMT3A (ENST00000264709)
DNMT3A (ENSTPO000380746)
DNMT3A (Ensri&seeeesznu)
DNMT3A (ENSTDO00380756)

DNMT3A (ENST00000402667)

DNMT3A (ENST00000474887)
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10.95.

chr2_25244265_A/C

SamplelD Variants (GRCh38) Ref_depth | Alt_depth Gene Consequence
10310533 chr2_25244265 A/C 33 6 DNMT3A missense_variant
chr2 25,244,150 25,244,300 25.248,4
- 10310533.cram

[-581

DNMT3A (ENST0000264709)
DNMT3A (ENST00000380746)
DNMT3A (Eusf}soeeaaznm
DNMT3A (ENSTP0800380756)

DNMT3A (ENST00000402667)

DNMT3A (ENST00000474887)
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10.96.

chr2_25244265_A/T

SamplelD Variants (GRCh38) Ref_depth | Alt_depth Gene Consequence
110104303 chr2_25244265 A/T 42 3 DNMT3A missense_variant
chr2 25,244,150 25,244,300 25,244, 4
- 110104303.cram

DNMT3A (ENSTDP0000264709)

DNMT3A (ENST‘:‘BBSBB3BB74G)

DNMT3A (ENST90000321117)

DNMT3A (ENSTP0000380756)

DNMT3A (ENST000060402667)

DNMT3A (ENSTO0000474887)
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10.97.

chr2_25244285_CCTGGGCAGCC/-

SamplelD Variants (GRCh38) Ref_depth | Alt_depth Gene Consequence
101608405 chr2_25244285 CCTGGGCAGCC/- 27 3 DNMT3A | frameshift_variant
chr2 25.24|4.150 25,2%.300 25.24[4,450
r 101608405.cram

[9-39]

;g

DNMT3A (ENSTH0000264709)

DNMT3A ( ENST‘130989389746)

DNMT3A (ENST00000321117)

DNMT3A (ENSTP0000380756)

DNMT3A (ENST00000402667)

DNMT3A (ENSTO0000474887)
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10.98. chr2 25244285 Cl-
SamplelD Variants (GRCh38) Ref_depth | Alt_depth Gene Consequence
112300735 chr2_25244285 C/- 44 5 DNMT3A frameshift_variant

chr2 25,244,150 25,244,300 25,244,450

112300735.cram

DNMT3A (ENSTPO000264709)

DNMT3A (ENSTO0000380746)

DNMT3A (ENSTD0000321117)

DNMT3A ! ENSTP0000380756 ! .

DNMT3A (ENSTO0000402667 .

DNMT3A 5951600064748872 .

Hi
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10.99.

chr2_25244316_CA/-

SamplelD Variants (GRCh38) Ref_depth | Alt_depth Gene Consequence
110106181 chr2_25244316_CA/- 25 6 DNMT3A frameshift_variant
chr2 25,244,250 3 25,244,400
- 110106181.cram

DNMT3A (ENST00000264709)

DNMT3A (ENSTP0000380746)

DNMT3A (ENST06060321117)

DNMT3A (ENSTPO000380756)

DNMT3A ( ENST:'I90999402557)

DNMT3A (ENST00000474887)
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10.100.

chr2_25244559_C/T

SamplelD Variants (GRCh38) Ref_depth | Alt_depth Gene Consequence
11110223 chr2_25244559 C/T 21 3 DNMT3A missense_variant
chr2 25,244,450 25,244,600 25,244,
- 11110223.cram

DNMT3A (ENST00000264709)

DNMT3A (ENSTP0000380746)

DNMT3A (ENST00600321117)

DNMT3A (ENSTP0000380756)

DNMT3A ( ENST}QBBGS-‘BZSS”
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10.101.

chr2_25244567_A/G

SamplelD Variants (GRCh38) Ref_depth | Alt_depth Gene Consequence
110105646 chr2_25244567 AIG 28 3 DNMT3A missense_variant
chr2 25,244,450 25,248,600 25,244,75
- 110105646.cram

DNMT3A (ENSf608§8264789) )

DNMT3A ( ENST:QOGB,BQBBWSG) i

DNMT3A (ENST00000321117)

DNMT3A ( ENSIBOOQBQBO756) i

DNHMT3A (ENST00000402667)

171




10.102.

chr2_25244580_C/A

SamplelD Variants (GRCh38) Ref_depth | Alt_depth Gene Consequence
112404978 chr2_25244580_C/A 30 5 DNMT3A missense_variant
chr2 25,244,450 25,244,600 25,244,750
112404978 .cram

DNMT3A ( ENS'ﬂBOOQBZG4789) )

DNMT3A ( ENST@OOQ@JBOT#G) )

DNMT3A ( ENS'T:BOOQBJZ 1117) )

DNMT3A ( ENSI609Q8380756) §

DNMT3A ( ENS'I'}ISOOQB4OZEE7) )
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10.103. chr2 25244633 CA/-
SamplelD Variants (GRCh38) Ref_depth Alt_depth Gene Consequence
100601629 chr2_25244633 CA/- 39 10 DNMT3A frameshift_variant
25,24|4,700

chr2 25,244,550

100601629.cram

DNMT3A (ENSTD0000264709)

DNMT3A gEIlS 5%9380746) .

DNMT3A (ENST00000321117) .

DIT34 (ENSTO0000380756)
DNMT3A gms‘r%oeomzssn .

173




10.104.

chr2_25244640_C/A

SamplelD Variants (GRCh38) Ref_depth | Alt_depth Gene Consequence
110108599 chr2_25244640_C/A 42 4 DNMT3A stop_gained
chr2 25,244,550 25,244,700
- 110108599.cram
s

¥

|

DNMT3A (ENSTD0000264709)

DNMT3A (ENSTP0000380746)

DNMT3A (ENST90000321117)

DNMT3A (ENSTP0000380756)

DNMT3A (ENST00000402667)
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10.105. chr2_25244654 T/C

SamplelD Variants (GRCh38) Ref_depth | Alt_depth Gene Consequence
100600807 chr2_25244654 T/C 33 3 DNMT3A splice_acceptor_variant
chr2 25,244,550 L 2520700 25,244
- 100600807 cram

DNMT3A (ENSTH0000264709)

DNMT3A (ENSTP0000380746)

DNMT3A (ENST00000321117)

DNMT3A ( ENSTP0000380756 ) )

DNMT3A ( ENSfBOOQB4OZGS7 ) )
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10.106.

chr2_25245264_G/A

SamplelD Variants (GRCh38) Ref_depth | Alt_depth Gene Consequence
10010289 chr2_25245264 G/A 32 4 DNMT3A stop_gained
chr2 25,245,150 25,245,300 25,2454
10010289.cram

DNMT3A (ENSTD0000264709)

DNMT3A (ENST:QBQQB35974G)

DNMT3A (ENST00000321117)

DNMT3A ( ENSIBBSQBSBB756)

DNMT3A (ENST90000402667)

DNMT3A (ENSTO0000474807)
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10.107.

chr2 25245266 Al-

SamplelD Variants (GRCh38) Ref_depth Alt_depth Gene Consequence
64328 chr2_25245266 A/- 48 4 DNMT3A frameshift_variant
chr2 25,245,150 25,245,300 25,245,4¢

64328.cram

DNMT3A (ENSTD0000264709

IHHI'3A‘ (ENS 5%3397“!

IHHI'3A‘ (EEYM!Z]IYI!

DNT34 (ENSTPO000380756)
DNHT3A (Eusﬁaoeouezsn!

DNMT3A ( ]oeooe474aq1 )
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10.108.

chr2_25245295_Al/-

SamplelD Variants (GRCh38) Ref_depth Alt_depth Gene Consequence
102102730 chr2_25245295 A/- 33 4 DNMT3A frameshift_variant
chr2 25.24?,150 25.2%%5,300 25.24?,450

102102730.cram

DNMT3A (ENSTDO000264709)

DNMT3A (ENSI909§B3BG746)

DNMT3A (ENST00000321117)

DNMT3A (ENSIBOO§B3BG756)

DNMT3A (ENST00000402667)

DNMT3A (ENSTO0000474807)
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10.109. chr2_25246160_C/A

SamplelD Variants (GRCh38) Ref_depth | Alt_depth Gene Consequence
5104113248 chr2_25246160_C/A 38 4 DNMT3A stop_gained
60671 chr2_25246160_C/A 38 6 DNMT3A stop_gained

chr2 25,246,050 25,246,200 25,246,

5104113248.cram

———————
———
e
—_—e
———
1
—_—e
———
————
—_—
———
———
—_———
_———,—-
————————
—————————
3
————
e ———
—_—
——
—_—
e ———
=
e ——
e ———-
e

60671.cram

UL TR RUR R I LTATERT RS T 0 WID R R IR BT R LT R R |
DNMT3A (EIIS]%" 264709)
DNMT3A (ENST00000380746
DNMT3A (EHST¥321117!
DNMT3A (Eusr'éeeooumss!

DNMT3A (ENST) 2667

DNMT3A (ENST00000474807)
———
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10.110.

chr2_25246184_C/A

SamplelD Variants (GRCh38) Ref_depth | Alt_depth Gene Consequence
101607011 chr2_25246184 C/A 33 3 DNMT3A stop_gained
chr2 25.24F.050 25.24P.350

25.24p.200

101607011.cram

DNMT3A (ENST00000264709)

DNMT3A (ENSTP0000380746)

DNMT3A (ENST00600321117)

DNMT3A (ENSTP0000380756)

DNMT3A ( ENSTE‘30983402667)

DNMT3A (ENSTHO000474807)
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10.111.

chr2_25246245_GIT

SamplelD Variants (GRCh38) Ref_depth | Alt_depth Gene Consequence
10510346 chr2_25246245_G/T 30 3 DNMT3A stop_gained
110102247 chr2_25246245 G/T 44 4 DNMT3A stop_gained
chr2 25,246,150 25,245,300

110102247.cram

160510346.cram

DNMT3A gmf§2“709%

DNMT3A !Ensﬁeemaouc%
DNT3A (ENSTD0000380756)

DNMT3A (ENSTH0000321117

DNMT3A (ENST90000462667

DNMT3A (ENS’

174807
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10.112.

chr2_25246293_G/C

SamplelD

Variants (GRCh38)

Ref_depth

Alt_depth

Gene

Consequence

10310258

chr2_25246293_G/C

38

7

DNMT3A

stop_gained

10310258.cram

DNMT3A gﬂﬁfgﬂzﬂﬂﬁ)

DNMT3A (ENST90080380746)

DNMT3A (ENSTH0000321117)

DNMT3A gE&S ;%0386756)

DNMT3A (ENST906000462667)

DNMT3A g E&ST%DW“!W )
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10.113. chr2_25246293_GI/T
SamplelD Variants (GRCh38) Ref_depth | Alt_depth Gene Consequence
65134 chr2_25246293 G/T 92 4 DNMT3A stop_gained

chr2 25,246,150 25,346,300

25,246,450

65134.cram

i
DNMT3A imfwz“7”)
oNT3A imsﬁoeoessous) )

DNMT3A (ENST0000321117)

DNMT3A i Bﬁiﬁ@mﬁﬂ

DNMT3A EIISTMZGG7)

DNMT3A i ENS’ =m947m7)
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10.114. chr2_25246618_A/G

SamplelD

Variants (GRCh38)

Ref_depth

Alt_depth

Gene

Consequence

101600932

chr2_25246618_A/G

59

5

DNMT3A

splice_donor_variant

chr2

25,246,550

25,246,700

101600932.cram

DNMT3A (ENSTD0000264709

DNMT3A (Ensfgggggaae745%

INHI'3A‘ (MYM321117

DNMT3A (Ensfgggggaae7ss%

IHHI'3A‘ ( MYMZ“T

IHHI'3A‘ ( Eusf%uaw %

O STIGHO,__

DNMT3A (ENST00000470983)
_—
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10.115.

chr2_25246619_C/T

SamplelD

Variants (GRCh38)

Ref _depth | Alt_depth Gene

Consequence

112406347

chr2 25246619 C/T

36

3 DNMT3A

splice_donor_variant

chr2 25,246,550

25,246,700

r 112406347 .cram

[0-561

DNMT3A (ENST00000264709)

DNMT3A (ENSTP0000380746)

DNMT3A (ENST00000321117)

DNMT3A (ENSTP0000380756)

DNMT3A ( ENSTE?OBSBA‘OZEE”

DNMT3A (ENSTP0000474807)

DNMT3A (ENST00000484184)

DNMT3A (ENSTO0000470983)
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10.116.

chr2_25246632_CC/AT

SamplelD Variants (GRCh38) Ref_depth | Alt_depth Gene Consequence
101602182 chr2_25246632_CC/AT 35 4 DNMT3A stop_gained
chr2 25.24|6,550 25.24|6.700

101602182. cram
' [0-64]
|

DNMT3A (ENST00000264709)

DNMT3A (ENSTP0000380746)

DNMT3A (ENST00660321117)

DNMT3A (ENSTP0000380756)

DNMT3A (ENST00000402667)

DNMT3A (ENSTHO000474807)

DNMT3A (ENST00000484184)

DNMT3A (ENSTE0000470983)
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10.117.

chr2_25246656_G/A

SamplelD Variants (GRCh38) Ref_depth | Alt_depth Gene Consequence
110100829 chr2_25246656_G/A 20 3 DNMT3A stop_gained
chr2 25,246,550 25,246,700 25,24
110100829.cram

DNMT3A (ENST00000264709)

DNMT3A (ENSTP0000380746)

DNMT3A ( ENST‘80989321117)

DNMT3A (ENSTP0000380756)

DNMT3A ( ENST:'v90989402557)

DNMT3A (ENSTDO000474807)

DNMT3A (ENST00000484184)

DNMT3A (ENST00000470983)

187




10.118.

chr2_25246673_C/T

SamplelD Variants (GRCh38) Ref_depth | Alt_depth Gene Consequence
112400410 chr2_25246673 C/T 39 11 DNMT3A stop_gained
60916 chr2_25246673_C/T 75 6 DNMT3A stop_gained
chr2 ZS,MP.SSO 5525.24|6,790 25,14|6.859

60916.cram

112400410.cram

DNMT3A (ENST 64709

oNT3A iam;'oooooauusi

DNMT3A (ENSTH0000321117)

DIT3A_(ENSTD0000330756)

DNMT3A (ENSTO0000402667)

DIFT3A (ENSTD0000474807)
H DNMT3A iansnmsdum)

DNMT3A (ENST00000470983)
—
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10.119.

chr2_25246744_GI-

SamplelD

Variants (GRCh38)

Ref_depth

Alt_depth

Gene

Consequence

100608130

chr2 25246744 G-

35

7

DNMT3A

frameshift_variant

chr2 25,246,650

25,246,800

100608130.cram

DNMT3A (ENST00000264709) )

DNMT3A (ENSTP0000380746) )

DNMT3A (ENST00660321117) |

DNMT3A (ENSTP0000380756) |

DNMT3A ( ENST}VBOBSS402567) .

DNMT3A (ENSTHO000474807) )

DNMT3A (ENST00000484184)

DNMT3A (ENST00000470983)
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10.120. chr2_25246764_G/A
SamplelD Variants (GRCh38) Ref_depth | Alt_depth Gene Consequence
111104498 chr2_25246764_G/A 42 9 DNMT3A missense_variant

25,246.9

chr2 25,246,650 | 25,246,800

111104498.cram

DNMT3A (ENSTD0000264709)

ﬂ—EEEﬁ
DNMT3A g ENS’ ;EWS%746)

DNMT3A (ENST96000321117)

DNMT3A gENST%WS%ﬁG)

DNMT3A (ENST00000462667)

DNMT3A gsnsfy7m7)

" DNMT3A (ENST0006484184)

DNMT3A (ENST00000470983)
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10.121.

chr2_25247063_G/C

SamplelD

Variants (GRCh38)

Ref_depth

Alt_depth

Gene

Consequence

112406443

chr2_25247063_G/C

31

10

DNMT3A

stop_gained

chr2 25,246,950

25,247.2

| 25,247,100

[ 112406443. cram
. lo-601

DNMT3A (ENSTD0000264769)

DNMT3A (ENSTP0000380746)

DNMT3A (ENST00000321117)

DNMT3A (ENST,p0000380756)

DNMT3A ( ENST}POBBBA‘OZSS”

DNMT3A (ENSTD0000474807)

DNHMT3A (ENST00000484184)

DNMT3A (ENSTH0000470983)

DNMT3A (ENST90998496579)
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10.122.

chr2_25247070_G/A

SamplelD Variants (GRCh38) Ref_depth Alt_depth Gene Consequence
112302160 chr2_25247070_G/A 41 4 DNMT3A missense_variant

chr2 25,246,950

25,247,25(

1 25,247,100

112302160.cram

DNMT3A (ENSTD0000264709

INHI'3AI g ENS’ ;%:uus% |

INHI'3AI ENST00000321117

INHI'3AI g aasrg:awss% .

INHI'3AI aasr%emqezsﬂ

INHI'3AI g EISY%7MO7 g |

DNMT3A (ENSTD0000470983

INHI'3AI g aaswoeouulu%

N DNMT3A ! 7999904965792

192




10.123.

chr2_25247076_C/G

SamplelD

Variants (GRCh38)

Ref_depth

Alt_depth

Gene

Consequence

102106849

chr2_25247076_CIG

30

3

DNMT3A

missense_variant

chr2 25,246,950

25,247,100

25,247,250

r 102106849.cram

[0-481

DNMT3A (ENSTD0000264709)

DNMT3A (ENST“§08883BG746)

DNMT3A (ENST90000321117)

DNMT3A (ENST,D0000380756)

DNMT3A (ENSTO0000402667)

DNMT3A (ENSTP0000474807)

DNMT3A (ENST{80988454184)

DNMT3A (ENSTD0000470983)

DNMT3A (ENST00000496570)
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10.124.

chr2_25247078_GIT

SamplelD

Variants (GRCh38)

Ref_depth

Alt_depth

Gene

Consequence

1308262201

chr2_25247078_GIT

23

3

DNMT3A

stop_gained

chr2 25,246,950

25,247,100

25,247,250

r 1308262201.cram

[9-531

DNMT3A (ENSTD00006264709)

DNMT3A (ENSTPO000380746)

DNMT3A (ENST00000321117)

DNMT3A (ENSTPO000380756)

DNMT3A ( ENST}SOOSSWZGU)

DNMT3A (ENSTDO000474807)

DNMT3A_(ENST00000484184)

DNMT3A (ENST00000470983)

DNMT3A (ENST00000496570)
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10.125.

chr2_25247121_A/-

SamplelD

Variants (GRCh38) Ref_depth | Alt_depth

Gene

Consequence

11050848

chr2_25247121_Al- 44 8

DNMT3A

frameshift_variant

chr2 25,247,050 i 25,247,200

11050848.cram

2

DNMT3A (ENST 70)
s -

195




10.126. chr2_25247150_ACAC/-

SamplelD Variants (GRCh38) Ref_depth | Alt_depth Gene Consequence
64129 chr2_25247150_ACAC/- 65 6 DNMT3A frameshift_variant
chr2 25,24|7,050

25,247,200

25,24

64129.cram

DNMT3A (ENSTD0000264709)

DNMT3A !Ens;geoo‘ 380746) .

DNMT3A !EllST:IQOOO‘O321117) .

DNMT3A !Ens!geoo‘ 380756) .

DNMT3A !Ensfboegonesa:) )

'gﬂ‘l 34 ( TO?OMGSG570!
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10.127.

chr2_25247602_T/A

SamplelD

Variants (GRCh38)

Ref_depth

Alt_depth

Gene

Consequence

60308

chr2_25247602_T/A

24

4

DNMT3A

stop_gained

25,247,550

25,247,700

60308.cram

DNMT3A (ENSTD800264709)

DNMT3A (ENSTPOO00380746)

DNMT3A ( ENSfBOBQ9321117) i

DNMT3A (ENSTPE000380756)

DNMT3A ( ENS‘I‘}SOOS]GWZGW) §

DNMT3A (ENST00000484184)

DNMT3A (ENSTD0000474807)

DNMT3A (ENSTH0000470983)

DNMT3A (ENSTPO000496570)

197




10.128.

chr2_25247625_C/T

SamplelD

Variants (GRCh38)

Ref_depth

Alt_depth

Gene

Consequence

68803

chr2_25247625_C/T

29

5

DNMT3A

stop_gained

chr2 25,247,550

25,247,700

— 68803.cram

lo-573

DNMT3A (ENST00000264709)

DNMT3A (ENSTP0000380746)

DNMT3A (ENST00660321117)

DNMT3A (ENSTPO000380756)

DNMT3A ( ENST:'VS0999402557)

DNMT3A (ENSTHO000474807)

DNMT3A (ENST00000484184)

DNMT3A (ENST00000470983)

DNMT3A (ENSTP0000496570)
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10.129.

chr2 25247628 CIT

SamplelD Variants (GRCh38) Ref_depth Alt_depth Gene Consequence

100604488 chr2_25247628 C/T 23 6 DNMT3A missense_variant

110105559 chr2_25247628 C/T 39 4 DNMT3A missense_variant

112404674 chr2_25247628 C/T 34 6 DNMT3A missense_variant
chr2 25,247,550 ; 25,247,700

— 110105559.cram

[9-631

199




112404674.cram

100604488.cram

1264709

W
DNMT3A (ENS’

DNMT3A (ENST0000380746

321117

DNMT3A (ENS’

DNMT3A (ENST08000386756

2667

DNMT3A (ENST

DNMT3A (ENST00808474807

DNMT3A (ENST00000484184

70983

DNMT3A

DNMT3A (ENST06000496570
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10.130.

chr2_25247628_C/A

SamplelD

Variants (GRCh38)

Ref_depth | Alt_depth Gene

Consequence

67310

chr2_25247628_CIA

36 4 DNMT3A

missense_variant

67310.cram

‘ |
S
b
S

!

DNMT3A (ENS’ 264709

DNMT3A (ENST90000380746

|

DNMT3A (ENST] 321117

DNMT3A (ENST06000380756

DNMT3A (ENST) 2667

|

DNMT3A (ENST0000474807

DNMT3A gElSTOOOOOmlM%

[

DNMT3A (ENS’ 70983

!

DNMT3A (ENSTO0000496570

!
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10.131. chr2_25247629_G/A

SamplelD Variants (GRCh38) Ref_depth | Alt_depth Gene Consequence

112301593 chr2_25247629 G/A 31 7 DNMT3A missense_variant
112303065 chr2_25247629 G/A 46 3 DNMT3A missense_variant
112404255 chr2_25247629_G/A 23 3 DNMT3A missense_variant

chr2 25,247,550 ; 25,247,700

112303065.cram

MF
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112301593.cram

264709

DNMT3A (ENS’

DNMT3A (ENST08000380746

321117

DNMT3A (ENST,

DNMT3A EHSf66069386756

DNMT3A (ENSTH0000402667

DNMT3A (ENST00000484184

170983

DNMT3A (ENS’

DNMT3A (ENST00008496570
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10.132. chr2_25247647_G/A

SamplelD Variants (GRCh38) Ref_depth | Alt_depth Gene Consequence

102104605 chr2_25247647_G/A 33 4 DNMT3A stop_gained

12390273 chr2_25247647_G/A 39 7 DNMT3A stop_gained
68142 chr2_25247647_GIA 36 8 DNMT3A | stop_gained

chr2 25,247,550

25,247,700

102104605.cram

204




68142.cram

264709

DNMT3A (ENS

DNMT3A (ENST08000380746

321117

DNMT3A (ENST)

DNMT3A (ENST0000380756
DNMT3A (ENSTD0000402667

DNMT3A (ENST00000484184

70983
DNMT3A (ENST08008496570

DNMT3A
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10.133.

chr2_25247666_C/T

SamplelD

Variants (GRCh38)

Ref_depth

Alt_depth

Gene

Consequence

10312584

chr2_25247666_C/T

24

3

DNMT3A

stop_gained

chr2 25,24|7, 550

25, 24]7,700

25.24]7,85

— 10312584.cram

[o-62]

DNMT3A (ENSTD0000264709)

DNMT3A (ENSTP0000380746)

DNMT3A (ENST90000321117)

DNMT3A (ENSTP0000380756)

DNMT3A (ENST00000402667)

DNMT3A ( ENSTBOBQG474BB7 )

DNMT3A (ENST00000484184)

DNMT3A (ENSTD0000470983)

DNMT3A (ENSTP0800496570)
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10.134.

chr2_25247690_C/T

SamplelD

Variants (GRCh38)

Ref_depth

Alt_depth

Gene

Consequence

110101830

chr2 25247690 _C/T

31

5

DNMT3A

stop_gained

chr2 25,24|7.550

25, 24[7 ,850

— 110101830.cram

25 24|7 ,700

Lo-58]

DNMT3A (ENSTD0000264709)

DNMT3A (ENSTP0000380746)

DNMT3A (ENST00000321117)

DNMT3A (ENSTP0O00380756)

DNMT3A (ENSTO0000402667)

DNMT3A (ENSTD0000474807)

DNMT3A (ENST00000484184)

DNMT3A (ENSTD0000470983)

DNMT3A (ENSTP0000496570)
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10.135.

chr2_25248093_C/-

SamplelD Variants (GRCh38) Ref_depth | Alt_depth Gene Consequence
100608047 chr2_25248093_C/- 30 5 DNMT3A frameshift_variant
chr2 25,24|7.950 25.24|8.250

100608047 .cram

25,248,100

DNMT3A (ENST00000264709)

DNMT3A (ENSTP0000380746)

DNMT3A (ENST00660321117)

DNMT3A (ENSTP0000380756)

DNMT3A ( ENST:'v90999402567 )

DNMT3A (ENST00000474807)

DNMT3A (ENST08000470983)

DNMT3A (ENST00000496570)
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10.136. chr2 25248132 GG/-
SamplelD Variants (GRCh38) Ref_depth | Alt_depth Gene Consequence
60749 chr2_25248132_GG/- 98 4 DNMT3A frameshift_variant
chr2 25,24?,950 25,249,200

60749.cram

DNMT3A (ENS’ 746

209




10.137.

chr2_25248157_GlI-

SamplelD Variants (GRCh38) Ref_depth | Alt_depth Gene Consequence
1308262107 chr2_25248157_G/- 31 4 DNMT3A frameshift_variant
chr2 25,248,050 25,248,200 25,248,
- 1308262107 .cram

DNMT3A (ENSTH0000264709)

DNMT3A (ENST90000380746)

DNMT3A (ENST06060321117)

DNMT3A (ENSTP0000380756)

DNMT3A ( ENST:'v90998402667 )

DNMT3A (ENSTHPO000470983)

DNMT3A (ENST$.90998496570)
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10.138.

chr2_25248201_G/A

SamplelD Variants (GRCh38) Ref_depth | Alt_depth Gene Consequence
102108234 chr2_25248201_G/A 37 3 DNMT3A stop_gained
chr2 25,249,150 25,248,300
- 102108234.cram

DNMT3A (ENST00000264709)

DNMT3A (ENSTP0000380746)

DNMT3A (ENST00600321117)

DNMT3A (ENSTP0000380756)

DNMT3A ( ENSTE‘30989402667)

DNMT3A (ENSTHO000470983)

DNMT3A (ENST‘:_30989496579)
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10.139. chr2_25248220 ATTCCTGCAATGACCTT/-

SamplelD Variants (GRCh38) Ref_depth | Alt_depth Gene Consequence
61538 chr2_25248220_ATTCCTGCAATGA 65 3 DNMT3A frameshift_variant
CCTT/-
chr2 25.24|8.150 25.24|8,300
61538.cram

[o-821

DNMT3A (ENSTH0000264709)

DNMT3A (ENST90000380746)

DNMT3A (ENST06060321117)

DNMT3A (ENSTP0000380756)

DNMT3A ( ENSTi30998402667 )

DNMT3A (ENSTP0O00470983)

DNMT3A ( ENST§3099849557B )
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10.140. chr2_25274917_GCCCAGGCCAGAAGGCGCCTCA/-

SamplelD

Variants (GRCh38) Ref_depth Alt_depth Gene

Consequence

63531

chr2_25274917_GCCCAGGCC

AGAAGGCGCCTCA/- 83 3 DNMT3A

splice_donor_variant

chr2 25,274,850 i 25,275,000

63531.cram

————————-
]
_—
< ——
Y
I < ——
S S E———————————_

DNMT3A (ms‘l‘beeoozsuos%

DNMT3A (msﬁaoeoosznn%
DNMT3A (ms‘r%eeoosamse%
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11. EED

11.1. chr11_86257597_G/A
SamplelD Variants (GRCh38) Ref_depth | Alt_depth Gene Consequence
110101775 chr11_86257597_G/A 40 4 EED splice_donor_variant
chrll 86,257,450 86.267.600 86,257,750
- 110101775.cram

UL TN I N NUE LW RRnn e vy vewn e wonmnen nonnwnwn w
EED (ENST08000528180)
EED (ENSTO§000263360)
EED (ENST08000672825)
EED (ENSTOG000673233)
EED (ENSTOG000327320)
EED (Eusroéoaoaslszs)
EED (ENST06000534595)

EED (ENST08000525244)
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12. FLT3

12.1. chr13_28004078_G/A

SamplelD Variants (GRCh38) Ref_depth | Alt_depth Gene Consequence
110102859 chr13_28004078_G/A 26 10 FLT3 missense_variant

chri3 28,003,950 28.00{1.100 28,004,250

[ 110102859. cram
. [9-571

v

¥
v

[ WRNTAT G VR TVETE SPUWT C0F 1T VNI T8 Tl BT O AT T T WA A T TR D
FLT3 (ENSTED000241453)
FLT3 (ENSTGP000380987)

FLT3 (ENST00000469894)
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13. GATA1

13.1. chrX_48791231_T/A

SamplelD Variants (GRCh38) Ref_depth | Alt_depth Gene Consequence
10770651 chrX_48791231_T/A 24 3 GATA1 stop_gained
chrx 48,791,150 3 48,791,300
- 10770651.cram

:

NS 1101 W T N IR T TR T RPN O R T AT T R
GATAL (ENST80000651144)
GATAL (ENST§0000376665)

GATAL (ENSTE0000376670)
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14. GATA3

14.1. chr10_8055884 CGACCCACCACGGTGAGTGCGCCCGGGGTGCCGGGGCTC
CCGI-
SamplelD Variants (GRCh38) Ref_depth | Alt_depth Gene Consequence
chr10_8055884_CGACCCACCACGG
100609770 | TGAGTGCGCCCGGGGTGCCGGGG 59 3 GATA3 | splice_donor_variant
CTCCCG/-
chr10_8055884_CGACCCACCACGG
100609778 | TGAGTGCGCCCGGGGTGCCGGGG 62 3 GATA3 | splice_donor_variant

CTCCCG/-

chrie 8,05?,750

8,05?,900

8,05?,050

— 100609770.cram

[0-561

— 100609778.cram

[9-591

GATA3 (ENST00000643001)

GATA3 (ENST60000481743)

GATA3 (ENSTR0000379328)

GATA3 (ENSTG0000346208)
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15. GNAS

15.1. chr20_58909365 C/T
SamplelD Variants (GRCh38) Ref_depth | Alt_depth Gene Consequence
10310293 chr20_ 58909365 C/T 43 4 GNAS missense_variant
1501031228 chr20_ 58909365 C/T 37 4 GNAS missense_variant

chr2o 58,90?,250 58,909,409 58.90|9.5f

— 10310293.cram

[o-751

:

'
—
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1501031228.cram

GNAS
> 3> GNAS >
GNAS (ENSTO0000667293)
GNAS (ENSTOP000657030)
N GNAS (ENST00000472183) -
GNAS (ENST00000482112) ;,
GNAS_(ENSTO0000663473)
GNAS (ENST00000490374)
GNAS (ENST00000467227)
GNAS (ENSTG0000371100)
GNAS (ENSTGP000371102)
GNAS (ENSTMZ:: 4)
GNAS(ENSTO0000450130)
GNAS (ENST00000488546)
GNAS (EIlSTd"bmlalO!Q)
GNAS (ENST00000468895)
GNAS (ENSTED000467321)
GNAS (EIlSTq"pm"ﬂSil)
GNAS (ENST00000470512)

GNAS (ENST00000469431)
—_——

GNAS (ENST00000604005)

(ENSTED000480232)

( ENSTq“POOGTIl”S)

(ENST0000371085)

(ENSTGP000354359)

(ENST00000265620)

( ngeooaomo)

(ENST00000488652)

(ENSTE0000476935)

FEEEEEEEEE

( TQIIPGGB‘92907)

GNAS (ENSTO0000603546)

( ENSTQBOOO‘S" 7862)

(ENST00000496934)

(ENSTEPOOO476196)

(ENST0000494081)

( Eusrébmu" 7981)

( BCSTQHPBGO493958)

(ENST0000656419)

RERERERERERERE:

( ENSTE“BBBOTIQOZS)
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15.2. chr20_58909366_G/A
SamplelD Variants (GRCh38) Ref_depth | Alt_depth Gene Consequence
100600326 chr20_58909366_G/A 50 3 GNAS missense_variant
101102640 chr20_58909366_G/A 39 4 GNAS missense_variant
101104757 chr20_58909366_G/A 39 4 GNAS missense_variant
101608790 chr20_58909366_G/A 60 4 GNAS missense_variant
101609293 chr20_58909366_G/A 60 4 GNAS missense_variant
102102513 chr20_58909366_G/A 37 8 GNAS missense_variant
110106805 chr20_58909366_G/A 43 4 GNAS missense_variant
chr20 58,909,250 58,909,400 58,909 5t
- 100600326 .cram :
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%
___ _____:_____

101608790.cram

101609293.cram

221




110106805.cram

101104757 .cram

101102640.cram
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102102513.cram

(ENST00000313949)

( alsrq"poo_oanoﬂ )

(ENST09000667293)

GNAS (ENST00000472183)

( BlS'I'd“DOOpSS7699)

GNAS (ENST00000482112)

GNAS (ENST00000663479)
—_—

GNAS (ENST00000490374)
—_—

GNAS (ENST00000467227)

(ENST09000371100)

( 5!51'&9009371192 )

GNAS (ENST00000450130)
==

( Blsrqli)oo_emm)

(ENST00000481039)

( BSTQ“DNPWSS )

(ENST09000467321)

( Blsrd“boopdnsal)

(ENST0000470512)

GNAS (ENST00000469431)
_—_——

GNAS (ENST00000604005)

(ENST09000480232)

(ENSTED000371095)

( BCSTW71685 )

(ENST00000354359)

( Blsrq'inogzsssze)

(ENSTB2000306090)

( qulDOOPOMSZ )

(ENST09000476935)

( 7;9009492987 )

(ENSTGH000487862)

( 7&&009496934)

(ENST00000476196)

( 7&“@006494681)

(ENST09000487981)

( 7;9009493958)

( YWSSQISI

(ENST0000479025)
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16. GNB1

16.1. chr1_1815789_T/A

SamplelD Variants (GRCh38) Ref_depth | Alt_depth Gene Consequence
101106213 chr1_1815789_T/A 32 3 GNB1 missense_variant
chrl 1,813,650 1,819,800 1,813,950
- 101106213.cram

f

GNB1 (ENST00000610897)

GNB1 (ENSTEP000615252)

GNB1 (ENST6906060378609)

GNB1 (ENSTEP000471354)

GNB1 ( ENSTS:3098439272 )

GNB1 (ENSTED000434686)

GNB1 (ENST0000437146)
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16.2. chr1_1815790_T/C

SamplelD Variants (GRCh38) Ref_depth Alt_depth Gene Consequence
100601497 chr1_1815790_T/C 50 5 GNB1 missense_variant
101104686 chr1_1815790_T/C 34 4 GNB1 missense_variant
102104451 chr1_1815790_T/C 36 5 GNB1 missense_variant
10310279 chr1_1815790_T/C 39 7 GNB1 missense_variant
10511637 chr1_1815790_T/C 45 4 GNB1 missense_variant
10642350 chr1_1815790_T/C 51 6 GNB1 missense_variant
11050788 chr1_1815790_T/C 46 7 GNB1 missense_variant
112401604 chr1_1815790_T/C 30 4 GNB1 missense_variant

68066 chr1_1815790_T/C 45 4 GNB1 missense_variant

1,813,950

chrl 1,813,650 1.81§,800

10511637 .cram
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Il

68066.cram
10642350.cram

100601497.cram
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102104451.cram
11050788.cram

101104686.cram
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112401604 .cram

10310279.cram

228

10897

171354

GNB1 (ENST00000615252)
GNB1 (ENST00000378609
GNB1 (ENSTB9000439272
GNB1 (ENST00000437146

GNB1 (ENSTY
GNB1 (ENSTY
GNB1 (ENSTI




17. JAK2

17.1. chr9_5073770_GIT
SamplelD Variants (GRCh38) Ref_depth Alt_depth Gene Consequence
10010583 chr9 5073770 _G/T 26 5 JAK2 missense_variant
100601788 chr9 5073770 _G/T 41 4 JAK2 missense_variant
101608575 chr9 5073770 _G/T 33 6 JAK2 missense_variant
102104826 chr9 5073770 _G/T 5 32 JAK2 missense_variant
102105613 chr9 5073770 _G/T 57 6 JAK2 missense_variant
102105991 chr9 5073770 _G/T 37 5 JAK2 missense_variant
10510596 chr9 5073770 _G/T 41 6 JAK2 missense_variant
112300508 chr9 5073770 _G/T 37 5 JAK2 missense_variant
112406616 chr9 5073770 _G/T 34 4 JAK2 missense_variant
11311217 chr9_5073770_G/T 44 5 JAK2 missense_variant
1308262135 chr9 5073770 _G/T 6 41 JAK2 missense_variant
1504233344 chr9 5073770 _G/T 34 7 JAK2 missense_variant
chro 5,073,650 5,073,800 5,073,950
- 102105613. cram
:
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100601788.cram

112406616.cram

11311217.cram
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10510596.cram

112300508.cram
102105991.cram
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10010583.cram
1504233344.cram

101608575.cram
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1308262135.cram

102104826.cram

|
|

|
|
|

f
,

|
|

R
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18. KDM6A

18.1. chrX_44873709_CAGGTACG/-
SamplelD Variants (GRCh38) Ref_depth | Alt_depth Gene Consequence
112301098 chrX 44873709 CAGGTACG/- 47 2 KDMG6A | splice_donor_variant
chrx 44,873,650 : 44,873,800
- 112301098.cram

[-591

TN NI TR e e e e e vy nn e onwnn
KDMGA (ENSTA0000611820)
KDM6A (ENSTG0800536777)
KDM6A (Eusrfoesaeaazasa)
KOM6A (ENST(0000543216)
KDMGA (ENSTQ0000377967)
KOMGA || ENST00000621147)

KDMEA (ENST00000475233)
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18.2. chrX_45051700_TTCTTTAGAGGAAATATCAT/-

SamplelD Variants (GRCh38) Ref_depth Alt_depth Gene Consequence
chrX_45051700_TTCTTTAGA . .
112301169 GGAAATATCATI- 28 2 KDMG6A splice_acceptor_variant
chrxX 45.05|1,650 45.05|1,800
r 112301169.cram

KDMGA (ENST?SBBOEIIBZB)
KDMGA (ENST{‘3898053S777)
KDMGA (ENST?@SBBOSEZBBB)
KDMEA (ENST68980543215)
KDMGA (ENST:88980377967)

KDMGA (ENSTH0000621147)
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18.3. chrX_45085873_AAAAT/-

SamplelD

Variants (GRCh38)

Ref_depth

Alt_depth

Gene

Consequence

110105842

chrX_45085873 AAAAT/-

21

2

KDM6A

frameshift_variant

chrx 45,085,750

145,085,900

45,086,050

r 110105842.cram

[0-44]

KDMGA (ENST%QBBOSI]BZO)
KDMGA (ENST&9890536777)
KDMGA (ENST(%9890382899)
KDMGA (ENST69890543215)
KDMGA (ENST¢9890377967)
KDMGA (ENSTSQBBOSZ]LW)
KDMGA (ENST:99890414389)
KDMGA (ENST€9890433797)

KDMEA (ENSTG0000484732)
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19. KMT2A

19.1. chr11 118473113 CIT
SamplelD Variants (GRCh38) Ref_depth | Alt_depth Gene Consequence
4331231233 chr11_118473113_C/T 46 3 KMT2A stop_gained
chril 118,47|3,050 118,47|3,200

r 4331231233.cram

[-751

AP001267.5 (EN5T00000648261)

KMT24 (ENSTG0000389506)
KMT24 (EN5T§9999534353)
KHT24 (ENST(0000531904)
KMT2A (ENSTG0000649699)
KHT2A (ENSTA0000533790)
KHMT2A (ENSTG0006527869)

KMT2A (ENSTO0000649690)
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19.2. chr11_118472981 CIT
SamplelD Variants (GRCh38) Ref_depth | Alt_depth Gene Consequence
10010452 chr11_118472981_C/T 28 6 KMT2A stop_gained
chril 118.4{2,850 118.4?3,000
— 10010452.cram
[0-49]

KMT2A (ENST00000648910)

KMT2A (ENST&WBM”SGE)
KMT2A (ENST%SOBGS&NQSB)
KMT2A (ENSTé8906531964)
KMT2A (ENST:@:BGBB“BGBS)
KMT2A (ENST&9000533799)
KMT2A (ENSTéBOBeSZ?ﬁGS)

KMT2A (ENST#0000649690)

238




19.3.

chr11_118482432_AGCAAAC/-

SamplelD Variants (GRCh38) Ref_depth | Alt_depth Gene Consequence
111104488 chr11_118482432_AGCAAAC/- 54 4 KMT2A frameshift_variant
chr11 118,482,350 3 118,482,500
- 111104488.cram
ii

HIREECET TR IO N I e i ey iy pEnnrm v aym
AP001267.5 (EN5T00000648261)

KMT24 (ENSTG0000389506)

KMT2A (Eusﬁeaeosuasa)

KHT2A (ENSTG0000531904)

KMT2A (ENST00000649699)

KHT24. (ENSTA0000420751)

KHMT24 (ENSTG0000392873)

KMT2A (ENST00000649410)
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19.4.

chr11_118501780_C/G

SamplelD

Variants (GRCh38)

Ref_depth

Alt_depth

Gene

Consequence

110104134

chr11_118501780_C/G

53

14

KMT2A

stop_gained

chril 118,501,650

118,501,800

110104134.cram

e

—_—

—_——
—_——
—_——
——
 ————————
e —————
e —————-
Y ————————
e ————
i ————
e ——
e
1
e
— 4
_ e
_
————————
———————————-
——————-
—————-
e
1
—————
e
3

——-

—————

e ——
_—
—_—

—_—
—_—

APBO1267.5 (EN5ST00000648261)

KMT2A (ENST0000389506)

KMT2A (ENST00000534358)

KMT24 ( 1904)

KHMT2A (ENSTG0000649699)

KMT2A (ENSTH0006533790)

KMT2A ( EIIST:O:OOOO527B69)

KMT2A (ENSTE0000649690)

KMT2A (ENST00000648910)
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19.5.

chr11_118503327_C/T

SamplelD Variants (GRCh38) Ref_depth | Alt_depth Gene Consequence
12390177 chr11_118503327_C/T 32 4 KMT2A stop_gained
chr11 118,593,250 118,593,400
- 12390177.cram

KMT2A (ENSTG0000534358)

KMT2A (ENST@0000649699)

W
KMT2A (ENST80000389506)

KMT2A (ENST00000534085)
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19.6.

chr11_118504291_T/A

SamplelD Variants (GRCh38) Ref_depth | Alt_depth Gene Consequence
102102712 chr11_118504291_T/A 36 12 KMT2A stop_gained
chril 118,5(?4.150 1.1‘8,51?4,300 118,5(}4,450

102102712.cram

KMT2A (ENSTH0000389506)

KMT2A (ENST§0000534358)

KMT2A (ENST00000649699)

KMT2A (ENST(0000528278)
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19.7. chr11_118506409_C/G

SamplelD

Variants (GRCh38)

Ref_depth

Alt_depth

Gene

Consequence

10013658

chr11_118506409_C/G

22

4

KMT2A

stop_gained

chril 118,596,300

118,596,500

— 10013658.cram

[0-44]

AP001267.5 (ENSTO0000648261)

KMT2A (ENST00000648910)

KMT2A (ENST§0000389506)
KMT2A (ENST%09985343SB)
KMT2A (ENST68806531984)
KMT2A (ENST:EBBBG&SBGSB)
KMT2A (ENST60999533799)
KMT2A (ENSTG0000527869)

KMT2A (ENSTE0000649690)
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20. KMT2D

20.1. chr12_49028035_GCTCAGTGCCT/-

SamplelD Variants (GRCh38) Ref_depth | Alt_depth Gene Consequence
102102382 | chr12_49028035 GCTCAGTGCCT/- 46 3 KMT2D frameshift_variant
112302013 | chr12_49028035 GCTCAGTGCCT/- 40 4 KMT2D frameshift_variant
112303742 | chr12_49028035 GCTCAGTGCCT/- 35 5 KMT2D frameshift_variant
112403915 | chr12_49028035 GCTCAGTGCCT/- 25 3 KMT2D frameshift_variant
1201061146 | chr12_49028035 GCTCAGTGCCT/- 39 3 KMT2D frameshift_variant
1202252316 | chr12_49028035_GCTCAGTGCCT/- 30 3 KMT2D frameshift_variant
1303022235 | chr12_49028035 GCTCAGTGCCT/- 44 3 KMT2D frameshift_variant
5401023125 | chr12_49028035_GCTCAGTGCCT/- 39 3 KMT2D frameshift_variant
5401023333 | chr12_49028035_GCTCAGTGCCT/- 39 3 KMT2D frameshift_variant
60076 chr12_49028035_GCTCAGTGCCT/- 26 3 KMT2D frameshift_variant
102100137 | chr12_49028035 GCTCAGTGCCT/- 46 5 KMT2D frameshift_variant
102105394 | chr12_49028035_GCTCAGTGCCT/- 36 4 KMT2D frameshift_variant
112301159 | chr12_49028035_GCTCAGTGCCT/- 83 11 KMT2D frameshift_variant
102100162 | chr12_49028035 GCTCAGTGCCT/- 40 4 KMT2D frameshift_variant

chri2 49,02|7.950

49, 02|8 . 100

r 102102382.cram

[0-671
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1201061146.cram

112302013.cram
112403915.cram
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g

1303022235.cram
5401023125.cram

1202252316.cram

246



5401023333.cram

60076.cram

[e-571

102100162.cram

247



248

102100137 .cram
102105394.cram




112303742.cram

112301159.cram

249

1067 )

ENSTH

KMT2D




20.2. chr12_49032531_ATTG/-
SamplelD Variants (GRCh38) Ref_depth | Alt_depth Gene Consequence
100609887 chr12_49032531_ATTG/- 49 5 KMT2D frameshift_variant
112302710 chr12_49032531_ATTG/- 41 3 KMT2D frameshift_variant
chr12 49,032,450 49,037,600

100609887.cram

112302710.cram

M
KMT2D ! Ensrgaoum!
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20.3.

chr12_49033620_G/-

SamplelD Variants (GRCh38) Ref_depth | Alt_depth Gene Consequence
2224053102 chr12_49033620 G/- 44 4 KMT2D | frameshift_variant

chri2 49,033,550 49,033,700

r 2224053102.cram

[0-681

KMT2D (ENST30000301067)

251




20.4.

chr12_49039304_-/CCATCCTGGGG

SamplelD Variants (GRCh38) Ref_depth Alt_depth Consequence
110106546 | chr12_49039304_-/CCATCCTGGGG 31 2 frameshift_variant
chri2 49,039,159 49,93[9,450

—110106546.cram

[9-591

N0 0 00 A 00 AR 0 0 0
KMT2D (ENST§0999301967)
L
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20.5.

chr12_49040152_G/A

SamplelD Variants (GRCh38) Ref_depth | Alt_depth Gene Consequence
101605153 chr12_49040152_G/A 31 5 KMT2D stop_gained
chri2 49.04.0.‘100 49'°4i°' 200

101605153.cram

KMT2D i ENST30000301067 i

N KMT2D iBBTOOBOO?SDaSS)

253




20.6.

chr12_49041103_CTGGC/-

SamplelD Variants (GRCh38) Ref_depth | Alt_depth Gene Consequence
112301146 chr12_49041103_CTGGC/- 54 2 KMT2D | frameshift_variant
chri2 49.04|1.050 49.04|1.200
112301146.cram

[-581

KMT2D (ENST30000301067)
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20.7. chr12_49043126_TGCCTGGCTTCTCAGGGTCACTGGGCACTGGGGA/-

SamplelD Variants (GRCh38) Ref_depth | Alt_depth Gene Consequence
chr12_49043126_TGCCTGGCTTCT . .
12290136 CAGGGTCACTGGGCACTGGGGA - 36 3 KMT2D frameshift_variant
chri2 49,04|3.050 49.04|3.200
- 12290136.cram

KMT2D (ENSTR0000301067)

KMT2D (ENST000005!

50356)
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20.8.

chr12_49054394_C/T

SamplelD

Variants (GRCh38)

Ref_depth

Alt_depth

Gene

Consequence

61478

chr12_49054394_C/T

68

6

KMT2D

stop_gained

chri2 49,054,250

49,654,400

49,054,550

61478.cram

KMT2D (ENSTH0000301067)

N KMT2D ( BBTOOM“7616I

256




21. KRAS

21.1. chr12_25245350_C/A
SamplelD Variants (GRCh38) Ref_depth Alt_depth Gene Consequence
61048 chr12_25245350_C/A 38 5 KRAS missense_variant
chr12 25,245,250 25,245,400 25.24
- 61048.cram

[0-58)

KRAS (ENSTE0000311936)
KRAS (ENSTEP000256078)
KRAS (ENST09000557334)

KRAS (ENSTEP000556131)

257




22, MPL

22.1. chr1_43352639_G/A
SamplelD Variants (GRCh38) Ref_depth | Alt_depth Gene Consequence
110106246 chr1_43352639 G/A 34 4 MPL missense_variant
chrl 43,35?.550 43,35?.700

r 110106246.cram

[0-491

VU TR E TR TR ATVRRN 8 R TR b IR T CTRR Y T ) AR
MPL (ENSTO8000372470)
MPL (ENST00000413958)

MPL (ENSTG0000643351) .
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23. NF1

23.1. chr17_31225195_-/AATTACTACGTACA

SamplelD

Variants (GRCh38)

Ref_depth | Alt_depth

Gene

Consequence

10770637

chr17_31225195_-/AATTACTACGTACA 26 7

NF1

frameshift_variant

chrl7 31, 225,050

SI.ZZIS,ZOO 31,225,350

r 10770637.cram

[0-733,

H

NF1 (ENSTO€999355175)
NF1 (ENSTOI‘.‘1999358273)
NF1 (ENSTO?GBBBS73931)
NF1 (ENSTO‘EBBWHSBIO)
NF1 (ENSTO:€990455735)

\NF1 (ENST00000493220)
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23.2.

chr17_31261810_G/A

SamplelD Variants (GRCh38) Ref_depth | Alt_depth Gene Consequence
112403103 chr17_31261810_G/A 35 4 NF1 stop_gained
chr17 31,261,750 3 31,261,900
- 112403103.cram

NF1 (ENST00000466819)

NF1 (ENST00000479614)

NF1 (ENSTO%889355175)
NF1 (ENST016889359273)
NF1 (ENST038880579881)
NF1 (ENST06880455735)

NF1 ( ENSTO:8880493220)
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23.3.

chr17_31343098_-/T

SamplelD Variants (GRCh38) Ref_depth Alt_depth Gene Consequence
3416224222 chr17_31343098 -/T 32 6 NF1 frameshift_variant
chri7 31,34|2,950 31,3{‘3,100 31,34|3,250

3416224222 .cram

NF1 (ENST08000356175)

un;(msméoogzsazn)

NF1 N ( BETO&OO?S7SOBI)

un;(msméoogqssus)

NF1 ( EETMSBH%B)

NFL ( alsw;oogsausm

NF1 (ENST0G000471572)

NF1 (ENST08000582892)
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24, NRAS

24.1. chr1_114716127_CIT
SamplelD Variants (GRCh38) Ref_depth Alt_depth Gene Consequence
112402740 chr1_114716127_C/T 30 7 NRAS missense_variant
chrl 114,716,050 1 114,716,200
112402740.cram

NRAS (ENST00000369535)
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25. PDS5B

25.1. chr13_32648775_G/A
SamplelD Variants (GRCh38) Ref_depth Alt_depth Gene Consequence
5401271136 chr13_32648775_G/A 35 8 PDS5B start_lost
chr13 32,648,650 32,648,800 32,648,950
- 5401271136.cram

[0-60]

PDS5B 1EN5T%9900315595)
PDS5B 1EN5T€99004B2955)
PDS5B 1EN5T%9900433559)
PDS5B 1EN5Té9900459469)
PDS5B 1EN5T:98300433653)

PDS5B (ENSTH0000466078)
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25.2.

chr13_32688526_-/TGCT

SamplelD Variants (GRCh38) Ref_depth | Alt_depth Gene Consequence
110108204 chr13_32688526_-/TGCT 41 4 PDS5B frameshift_variant
chr13 32,688,450 : 32,688,600
- 110108204.cram
ii
H

8 U ) T TR T TR T T T RV R T TN R T i
PDSSB (ENSTH0000315596)
PDSSB (ENST60000498550)

PDSSE (ENST00000450460)
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26. PHIP

26.1. chr6_78965944_C/T
SamplelD Variants (GRCh38) Ref_depth Alt_depth Gene Consequence
110104073 chr6_78965944 C/T 27 3 PHIP splice_donor_variant
chrs 78,965,850 78,966,000
- 110104673.cram

PHIP (ENSTE2000479165)

PHIP (ENST00000275034)
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26.2.

chr6_79042911_G/A

SamplelD Variants (GRCh38) Ref_depth | Alt_depth Gene Consequence
100602594 chr6_79042911_G/A 25 3 PHIP stop_gained
chrs 79,042,850 79,043,000
- 100602594 cram

'
v

,

lo-44}

PHIP (ENST00000275034)

266




27. PPM1D

27.1. chr17_60663015_G/A

SamplelD Variants (GRCh38) Ref_depth | Alt_depth Gene Consequence
101604048 chr17_60663015_G/A 39 5 PPM1D stop_gained
chr17 60,662,950 ; 60,663,100
101604048 . cram

(0T TIRTRTRRNIT 1T TU BITITATE DR PR BT R ET T T R AR T ]
PPM1D (ENST(0000305921)

PPM1D (ENST60000392995)
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27.2.

chr17_60663015_GC/AT

SamplelD Variants (GRCh38) Ref_depth | Alt_depth Gene Consequence
11540212 chr17_60663015_GC/AT 37 6 PPM1D stop_gained
chri7 60.66?,950 60.66|3.100

11540212.cram

PPM1D (ENST#0000305921)

PPMID (ENST60000392995)
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27.3. chr17_60663092_C/G
SamplelD Variants (GRCh38) Ref_depth | Alt_depth Gene Consequence
1504232148 chr17_60663092_C/G 47 8 PPM1D stop_gained
chr17 60,662,950 50,663,100 60,663,250
1504232148.cram

-
———————
-
-
e
N ———————————-
D

" ——————

LLIDUR NI DL L DU TR BT RTRE B BRI R DRI R LU TR
. FPD (ExsTéG000305921) . . .
| FPMID (ENSTG000032995) . . .
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27.4. chr17_60663169_G/T
SamplelD Variants (GRCh38) Ref_depth Alt_depth Gene Consequence
63705 chr17_60663169_G/T 29 12 PPM1D missense_variant
chr17 60,663,050 | 60,663,200 60,663,351
- 63705.cram

[0-761

T T YRR R TR AT TP TR0 i P DRI ] 0 W (TR 1]
PPM1D (ENSTH0000305921)

PPM1D (ENSTG0000392995)
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27.5.

chr17_60663181_C/-

SamplelD Variants (GRCh38) Ref_depth | Alt_depth Gene Consequence
10012447 chr17_60663181_C/- 37 5 PPM1D frameshift_variant
chr17 60.66|3.050 6;9.66|3.200 60.66?,350

10012447 .cram

PPM1D (ENST0000305921)

PPM1D (ENST§0000392995)
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27.6.

chr17_60663200_T/-

SamplelD Variants (GRCh38) Ref_depth Alt_depth Gene Consequence
100600699 chr17_60663200_T/- 29 4 PPM1D frameshift_variant

chr17 60,663,150 60,663,300

100600699.cram

0 10 1100 W0 R TRTR0 TR T TR BT 1) TN
PPM1D (ENST30000305921)

PPM1D ( EHST6008039299S )
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27.7.

chr17_60663290_G/T

SamplelD Variants (GRCh38) Ref_depth | Alt_depth Gene Consequence
60258 chr17_60663290_G/T 43 2 PPM1D missense_variant
chrl7 60,663,150 60.563.300 60,663,450
60258. cram

[ AT BT TR TERTTE A0 TR TNTVA T R T TN T T AMTAATE RO (5 TR IR T
PPM1D (ENST30000305921)

PPM1D (ENSTG0000392995)
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27.8.

chr17_60663333_T/-

SamplelD Variants (GRCh38) Ref_depth Alt_depth Gene Consequence
10310640 chr17_60663333_T/- 43 6 PPM1D frameshift_variant
chr17 60,663,250 60,663,400
- 10310640.cram

[0-751

PPM1D (ENST0000305921)

PPM1D (ENST§0000392995)
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27.9. chr17_60663352_A/-
SamplelD Variants (GRCh38) Ref_depth Alt_depth Gene Consequence
68878 chr17_60663352_A/- 59 4 PPM1D frameshift_variant
chr17 60,663,250 60,663,400 60, 667
68878.cram

PPM1D (ENST30000305921)

PPM1D (ENST§0000392995)

275




27.10. chr17_60663388_C/T
SamplelD Variants (GRCh38) Ref_depth | Alt_depth Gene Consequence
100600152 chr17_60663388_C/T 29 4 PPM1D stop_gained
112301496 chr17_60663388_C/T 48 4 PPM1D stop_gained
chr17 60,663,250 60}663,400 60,663,550

112301496.cram

100600152.cram

PPM1D (ENSTH0000305921)

PPMID (ENSTG0000392995)
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27.11.

chr17_60663448_C/T

SamplelD Variants (GRCh38) Ref_depth | Alt_depth Gene Consequence
10511959 chr17_60663448 C/T 64 7 PPM1D stop_gained
chr17 60,663,350 60,663,500

10511959.cram

PPM1D (ENST30000305921)

PPM1D (ENSTG0000392995)
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28. PRPF8

28.1. chr17_1659994 T/A
SamplelD Variants (GRCh38) Ref_depth Alt_depth Gene Consequence
11311025 chr17_1659994 T/A 37 5 PRPF8 missense_variant
chri7 1.65?.850 l.6§q.000 1.66(?.150

11311025.cram

PRPF8 (ENST80000304992)

PRPF8 (ENST§0000572621)

PRPF8 (ENSTC0000573681)

PRPF8 (ENST00000573725)

278




28.2. chr17_1659995_C/T

SamplelD Variants (GRCh38) Ref_depth | Alt_depth Gene Consequence
10511991 chr17_1659995 C/T 33 6 PRPF8 missense_variant
chrl7 1,659,850 1,669,000 1,669,150
16511991.cram

PRPFS8 (ENST00000304992)

PRPF8 ( ENSTéGBBQS7262 1) )

PRPF8 ( ENST@GBBQS73651) )

PRPF8 (ENST00000573725)
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29. SETD2

29.1. chr3_47086252_C/T

SamplelD Variants (GRCh38) Ref_depth | Alt_depth Gene Consequence
66094 chr3_47086252_C/T 40 7 SETD2 stop_gained
chr3 47,086,150 | 47,085,300 47,08¢
- 66094.cram

[-681

SETD2 (ENST30000431180)

SETD2 (ENSTG0000330022)

SETD2 (ENST00000445387)

SETD2 (ENST(0000409792)

SETD2 ( ENSTé8900633547 )
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29.2.

chr3_47106062_G/A

SamplelD Variants (GRCh38) Ref_depth | Alt_depth Gene Consequence
101609826 chr3_47106062_G/A 45 4 SETD2 stop_gained
chr3 47,105,950 47,106,100 47,106.2
- 101609826.cram
o5

SETD2 (ENST(0000431180)

SETD2 (ENST§0000330022)

SETD2 (ENSTE0000445387)

SETD2 (ENST(0000409792)

SETD2 ( ENST?SSOOGSBSAW )
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29.3.

chr3_47120981_G/A

SamplelD

Variants (GRCh38)

Ref_depth

Alt_depth

Gene

Consequence

67470

chr3_47120981_G/A

4

SETD2

stop_gained

chr3 47,120,850

47,121,150

67470.cram

SETD2 (ENSTA0000431180

|

SETD? (ENSTE0000330022
SETD2_(ENST00000445387

SETD2 (ENST 792

SETD2 (ENSTE0000412450
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29.4.

chr3_47121143_CI-

SamplelD Variants (GRCh38) Ref_depth | Alt_depth Gene Consequence
64366 chr3_ 47121143 C/- 33 5 SETD2 | frameshift_variant
chr3 47,121,050 47,121,200
64366.cram

SETD2 (ENST%GBBOAHIIBO)
SETD2 (ENSTéGBBOBQBBZZ)
SETD2 (ENSTéGBBOMSJB”
SETD2 (ENST68890489792)

SETD2 ( ENST:GGBBO412459)
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30. SF1

30.1. chr11_64765837_GTGGGGGAGCTGGA/-

SamplelD Variants (GRCh38) Ref_depth | Alt_depth | Gene Consequence
101606749 | chr11_64765837_GTGGGGGAGCTGGA/- 24 2 SF1 frameshift_variant
chril 64.76|5.750 64.76|5.900

[ 101606749. cram
le-sel

SF1 (ENST08000377387)

SF1 (ENST0§000377390)

SF1 (ENST0E000227503)

SF1 (ENSTO(000448404)

SF1 (ENSTO:9830377394)

SF1 (ENSTO#000334944)

SF1 (ENST06000443908)

SF1 (ENST08000413725)

SF1 (ENSTD0000433274)

SF1 (ENST00000486867)
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30.2. chr11_64765922_AGGCGGAGGAGGA/-

SamplelD

Variants (GRCh38)

Ref_depth

Alt_depth

Gene

Consequence

112302993

chr11_64765922_AGGCGGAGGAGGA

24

/-

2

SF1

frameshift_variant

chril 64,765,850

112302993.cram

[-591

SF1 (ENST08000377387)

SF1 (ENST0G000377390)

SF1 (ENST00000227503)

SF1 (ENST0(000448404)

SF1 (ENSTO§566377394)

SF1 (ENSTOH000334944)

SF1 (ENSTO@GBGMaSGB)

SF1 (ENSTOH000413725)

SF1 (ENSTOé688433274)

SF1 (ENST00000486867)
_— ¢
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30.3. chr11_64765929_GGAGGAGGGGGCG/-

SamplelD

Variants (GRCh38)

Ref_depth

Alt_depth

Gene

Consequence

112301153

chr11_64765929_GGAGGAGGGGGC

Gl-

27

2

SF1

frameshift_variant

chril 64,765,850

64,766,000

r 112301153.cram

[9-571

SF1 (ENST0H000377387)

SF1 (ENST0§000377390)

SF1 (ENST0E060227503)

SF1 (ENSTO(000448404)

SF1 (ENSTO§986377394)

SF1 (ENSTOH000334944)

SF1 (ENSTO:BSBBMQBBB)

SF1 (ENSTOH000413725)

SF1 (ENST0G000433274)

SF1 (ENST00000486867)
_—————
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31. SF3A1

31.1. chr22_30334590_TGTCTACTTCTTCCTCCCGI/-

SamplelD Variants (GRCh38) Ref_depth | Alt_depth Gene Consequence

chr22_30334590_TGTCTACTTCTTCCTCC

100605873 CG/-

15 2 SF3A1 stop_lost

chr22 30.33{‘,450 30.333{1,600 30.33{1,750

— 100605873 .cram

[9-531

[ 1T THRS ST TNTE TURUTITNN S WA ATE 0T R RATT (AT T T it AT TS T
SF3A1 (ENSTH0000215793)
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32. SF3B1

32.1. chr2_197402110_T/C
SamplelD Variants (GRCh38) Ref_depth Alt_depth Gene Consequence
10511667 chr2_197402110_T/C 35 5 SF3B1 missense_variant
10511991 chr2_197402110_T/C 36 4 SF3B1 missense_variant
11090857 chr2_197402110_T/C 43 4 SF3B1 missense_variant
2103113234 chr2_197402110_T/C 41 6 SF3B1 missense_variant
chr2 197,492,050 197,492,200

r 11090857 .cram

[0-671

r 10511991.cram

19-521

288




2103113234.cram

10511667 .cram

SF3B1 (ENST!

52738)

SF3B1 EHST“BOOGSZGZG) N

SF3B1 (ENSTI

335508)

SF3B1 957599904792“) N

. SF3B1 (ENST00000462613)
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32.2. chr2 197402635 C/G
SamplelD Variants (GRCh38) Ref_depth | Alt_depth Gene Consequence
11091080 chr2_197402635_C/G 34 6 SF3B1 missense_variant
chr2 197, 4(?2 ,550 197, 4(?2 ,700

11091080.cram

I

SF3B1 (ENST00000462613)
—_—

SF381 (ENSTE0000652738)
SF381, (ENSTG0000652026)
SF3B1 !msrﬁooeeussea!
SF3BL (ENSTG0000470268)
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33. STAG2

33.1. chrX_124063866_C/T

SamplelD Variants (GRCh38) Ref_depth | Alt_depth Gene Consequence
70279 chrX_124063866_C/T 33 3 STAG2 stop_gained
chrx 124,063,750 | 124,063,900 124,064,0
- 70279.cram

[0=64]

SRTUN LTI AT TIL A TORTR TR UL T e SLTARTIAT L LT TR TE TR R TRNRRR D (T
STAG2 (ENSTE0000218089)
STAG2 (ENSTG0000469481)
STAG2 (Eusréeseoa71159)
STAG2 (ENST(0000371157)
STAG2 (ENSTG0000371145)
STAG2 (ENSTA0000371144)

STAG2 (ENST0988046674:B)
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34. TET2

34.1. chr4_105233896_G/A
SamplelD Variants (GRCh38) Ref_depth Alt_depth Gene Consequence
4202023129 chr4_105233896_G/A 32 6 TET2 splice_acceptor_variant
chra 105,2§3.750 105,233.900 105,2§4,050

4202023129.cram

TET2 (ENSTA9000305737)
TET2 (ENSTGP000513237)
TET2 (ENST89000540549)
TET2 (ENSTGDO00380013)
TET2 (ENST00000265149)
TET2 (Eus‘rn(jgouo«uasm

TET2 (ENST00000514870)
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34.2.

chr4_105234173_TT/-

SamplelD Variants (GRCh38) Ref_depth Alt_depth Gene Consequence
65210 chr4_105234173_TT/- 20 3 TET2 frameshift_variant
chra 105,234,050 105,234,200 105,234,35¢
65210.cram

TET2 (ENSTB:IB096305737)
TET2 (ENSTH:0098513237)
TET2 (EN57838098540549)
TET2 (ENST&‘BOBGSBOB]S)
TET2 (ENSTB:SOBGZGS 149)

TET2 (ENSTED000413648)

TET2 (ENST00000514870)
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34.3.

chr4_105234229_C/-

SamplelD Variants (GRCh38) Ref_depth Alt_depth Gene Consequence
101105878 chr4_105234229 C/- 39 4 TET2 frameshift_variant
chra 105,234,150 105,234,300
- 101105878.cram

TET2 (ENSTB:‘B099365737)
TET2 (ENST8:6099513237)
TET2 (ENSTS?:BOOSS‘SOS‘QS)
TET2 (ENST&‘BOOSQBOOIQ)
TET2 (ENSTS:QOOSZSSI‘QS)

TET2 (ENSTED000413648)

TET2 (ENST00000514870)
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34.4. chrd 105234423 -/A
SamplelD Variants (GRCh38) Ref_depth | Alt_depth Gene Consequence
60063 chr4 105234423 -/A 35 7 TET2 frameshift_variant
chra 105,234,350 105,234,500
- 60063.cram

TET2 (ENST00000514870)

TET2 (ENSTG:IB096395737)
TET2 (ENSTH:9096513237)
TET2 (ENSTB?P096540549)
TET2 (ENST&‘BOBGQEOB]Q)
TET2 (ENSTB:HOBGZGS 149)

TET2 (ENSTED000413648)
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34.5.

chr4_105234711_C/-

SamplelD Variants (GRCh38) Ref_depth | Alt_depth Gene Consequence
10312639 chr4_105234711_C/- 29 8 TET2 frameshift_variant
chra 105.2?4.650 105,2?[4.800

10312639.cram

TET2 (ENSTG000305737)
TET2 (ENSTOP000513237)
TET2 (ENSTS?9098540549)
TET2 (ENSTOPO00380013)
TET2 (ENST00000265149)

TET2 (ENSTED000413648)
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34.6.

chr4_105234728_T/A

SamplelD Variants (GRCh38) Ref_depth | Alt_depth Gene Consequence
101104030 chr4_105234728_T/A 29 6 TET2 stop_gained
chra 105,234,650 : 105,234,800
- 101104030.cram
ii

TET2 (ENSTS:?009305737)
TET2 (ENSTS:9009513237)
TET2 (ENSTS?9009540549)
TET2 (ENSTéBOBS380013)
TET2 (ENSTS:SOBSZGS 149)

TET2 (ENSTED000413648)
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34.7. chr4_105234771_CACAGACCTCTAA/-

SamplelD Variants (GRCh38) Ref_depth | Alt_depth Gene Consequence
10642021 chr4_105234771_CACAGACCTCTAA/- 25 7 TET2 frameshift_variant
chra 105,234,650 105,234,800 105,234,95
- 10642021.cram

TET2 (ENSTG:‘B009395737)
TET2 (ENST@:BOOSS]SZS”
TET2 (ENSTS?9099540549)
TET2 (ENSTéBOOSQBOOlQ)
TET2 (ENSTS:SOOSZGS 149)

TET2 (ENSTED000413648)
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34.8.

chr4_105234877_TI-

SamplelD Variants (GRCh38) Ref_depth | Alt_depth Gene Consequence
101609181 chr4_105234877_T/- 28 3 TET2 frameshift_variant
chra 105,234,750 105,234,900 105,235,050
- 101609181.cram

TET2 (ENSTB:.B099305737)
TET2 (EN57913099513237)
TET2 (ENSTS?_BOBBSAWSAIB)
TET2 (ENSTéBOBBBBOOlB)
TET2 (ENSTS:BOBSZGS 149)

TET2 (ENSTGD000413648)
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34.9.

chr4_105234902_C/-

SamplelD Variants (GRCh38) Ref_depth | Alt_depth Gene Consequence
4331231202 chr4_105234902_C/- 40 6 TET2 frameshift_variant
chra 105,234,850 105,235,000
- 4331231202.cram

TET2 (ENSTG:‘B009395737)
TET2 (ENST813009513237)
TET2 (ENST83?009540549)
TET2 (ENST&‘BOOQQBOOIQ)
TET2 (ENST6:3009265149)

TET2 (ENSTED000413648)
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34.10.

chr4_105235003_C/G

SamplelD Variants (GRCh38) Ref_depth | Alt_depth Gene Consequence
10310756 chr4_105235003_C/G 33 7 TET2 stop_gained
chra 105,234,950 105,235,100
- 10310756.cram

TET2 (ENSTB:?006305737)
TET2 (ENSTH:6086513237)
TET2 (ENST838086540549)
TET2 (ENST&‘DOGGQBOG]Q)
TET2 (ENSTB:SOGGZGS 149)

TET2 (ENSTEP000413648)
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34.11.

chr4_105235059_C/T

SamplelD Variants (GRCh38) Ref_depth | Alt_depth Gene Consequence
10013658 chrd_105235059_C/T 26 4 TET2 stop_gained
chra 105.2%4.950 105.2:}5.100 105.2:15.
10013658.cram

TET2 (ENSTA9000305737)
TET2 (ENSTGP000513237)
TET2 (ENST89000540549)
TET2 (ENSTGDO00380013)
TET2 (ENST00000265149)

TET2 (ENSTEP000413648)
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34.12.

chr4_105235352_A/-

SamplelD Variants (GRCh38) Ref_depth | Alt_depth Gene Consequence
112404349 chr4_105235352_A/- 36 3 TET2 frameshift_variant
chra 105,235,250 105,235,400 105,23
112404349.cram

TET2 (ENSTS:.B099305737’
TET2 (ENSTG:BOGSSISZS”
TET2 (ENSTS?BOGSS-‘BSAQB’
TET2 (ENSTéBOGS380913’
TET2 (ENSTS:SOBSZGS 149)

TET2 (ENSTED000413648)
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34.13. chr4_105235382_CAGAATAATTGTGTGAACAGGAATGACATACA/-

SamplelD Variants (GRCh38) Ref_depth Alt_depth Gene Consequence
chrd_105235382_CAGAATAATTG . .
11311172 TGTGAACAGGAATGACATACA/- 48 3 TET2 frameshift_variant
chra 105.2§5,250 lq5.2$5,400 105.2$5,550
r 11311172.cram

[0 1L (U U BT DRATY OB T I R TOTINE RO AT T SRR D ATIR IR TR R A
TET2 (ENST00000305737)
TET2 (ENSTEP000513237)
TET2 (ENSTD?&DGGSAOS‘%S)
TET2 (ENSTEP000380013)
TET2 (ENST00000265149)

TET2 (ENSTED000413648)
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34.14.

chr4_105235572_C/T

SamplelD Variants (GRCh38) Ref_depth | Alt_depth Gene Consequence
5134342326 chr4_105235572_C/T 35 3 TET2 stop_gained
chra 105,235,450 /105,235,600 105,235, 75(
5134342326.cram

TET2 (ENST00000305737)
TET2 (ENST913099513237)
TET2 (ENST9:§099540549)
TET2 (ENSTE‘BOBSC’!BOBIC’!)
TET2 (ENSTB:BOBSZESI‘%B)

TET2 (ENSTED000413648)
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34.15.

chr4_105235662_C/T

SamplelD Variants (GRCh38) Ref_depth | Alt_depth Gene Consequence
100600885 chr4_105235662_C/T 43 3 TET2 stop_gained
chra 105,235,550 105,235,700 105,235,
100600885 cram

TET2 (ENST§?000305737)
TET2 (ENSTB’:«3000513237)
TET2 (ENSTB?BOGOSAQOS‘ZB)
TET2 (ENSTE{‘0000330013)
TET2 (ENSTB:8000265143)

TET2 (ENSTOP000413648)
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34.16. chr4_105235718_CAACC/-

SamplelD Variants (GRCh38) Ref_depth Alt_depth Gene Consequence
10512027 chr4_105235718_CAACC/- 37 5 TET2 frameshift_variant
chra 105,235,650 1 105,235,800
- 10512027.cram

FIE T m vrrr s e oy e on e iy m
TET2 (ENST00000305737)
TET2 (ENSTGP000513237)
TET2 (Eusmi‘aeeesaesas)
TET2 (ENSTEP000380013)
TET2 (ENST00000265149)

TET2 (ENSTED000413648)
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34.17.

chr4_105235751_-/C

SamplelD Variants (GRCh38) Ref_depth | Alt_depth Gene Consequence
112302420 chr4_105235751 _-/C 46 4 TET2 frameshift_variant
chra 105,2?5,650 105,2?5,800 105,2q

112302420.cram

TET2 (ENSTE0000305737)

TET2 (ENSTG2000513237)

TET2 (ENST09000540549)

TET2 (ENSTEP000380013)

TET2 (ENST00000265149)

TET2 (ENSTG0000413648)
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34.18.

chr4_105235912_C/G

SamplelD Variants (GRCh38) Ref_depth | Alt_depth Gene Consequence
11540211 chrd_105235912_C/G 26 5 TET2 stop_gained
r 11540211.cram

TET2 (ENSTG000305737)
TET2 (ENST00000513237)
TET2 (ENSTG:QGSBS-WNS)
TET2 (ENSTP000380013)
TET2 (Eusreieeoazssusl

TET2 (ENSTOP000413648)

309




34.19.

chr4_105235912_C/A

SamplelD Variants (GRCh38) Ref_depth | Alt_depth Gene Consequence
12320090 chr4_105235912_C/A 31 3 TET2 stop_gained
chra 105,235,850 : 105,236,000
— 12320090.cram

TET2 (ENSTED000305737)
TET2 (ENST00000513237)
TET2 (ENSTG?:EBBOS4B549)
TET2 (ENSTG:‘HBBOZBBGIE)
TET2 (ENSTB??EBBOZGSI“S)

TET2 (ENSTEP000413648)

310




34.20.

chr4_105236043_C/T

SamplelD Variants (GRCh38) Ref_depth | Alt_depth Gene Consequence
100601561 chr4_105236043_C/T 37 8 TET2 stop_gained
chra 105,235,950 105,236,100
- 100601561.cram

TET2 (ENSTS:‘B096395737)
TET2 (ENST9:9096513237)
TET2 (ENST939096540549)
TET2 (ENSTéOOQGQBOQlQ)
TET2 (ENSTS:SOQGZGS 149)

TET2 (ENSTED000413648)

311




34.21.

chr4_105236075_C/-

SamplelD

Variants (GRCh38)

Ref_depth

Alt_depth

Gene

Consequence

1202252304

chr4_105236075_C/-

29

6

TET2

frameshift_variant

chra 105,235,950

105,236,250

105,236,100

r 1202252304 .cram

e ———

[9.551

TET2 (ENSTB:.B099305737)
TET2 (EN57913099513237)
TET2 (ENSTS?_BOBBSAWSAIB)
TET2 (ENSTéBOBBBBOOlB)
TET2 (ENSTS:BOBSZGS 149)

TET2 (ENSTGD000413648)

312




34.22.

chr4_105236105_TA/AT

SamplelD Variants (GRCh38) Ref_depth | Alt_depth Gene Consequence
101609181 chr4_105236105_TA/AT 44 3 TET2 stop_gained
chra 105,236,050 105,236,200
101609181.cram

TET2 (ENSTB:?099305737)
TET2 (ENSTB:\3099513237)
TET2 (ENSTB?BOBSS‘WSASB)
TET2 (ENSTE‘0099380913)
TET2 (ENSTB:BOBSZES 149)

TET2 (ENSTED000413648)

313




34.23.

chr4_105236218_TT/-

SamplelD Variants (GRCh38) Ref_depth | Alt_depth | Gene Consequence
61766 chr4_105236218_TT/- 40 5 TET2 | frameshift_variant
chra 105,236,150 3 105,236,300
- 61766.cram

—

TET2 (ENSTB:.B099305737)
TET2 (ENST913099513237)
TET2 (ENST93‘3099540543)
TET2 (ENSTéBOBB3BOBl3)
TET2 (ENST9:3099265143)

TET2 (ENSTGD000413648)

314




34.24.

chr4_105236323_A/-

SamplelD Variants (GRCh38) Ref_depth | Alt_depth | Gene Consequence
112301254 chr4_105236323_A/- 44 5 TET2 | frameshift_variant
chra 105,236,250 105,236,400
- 112301254.cram

S

TET2 (ENST00000305737)
TET2 (ENSTOP000513237)
TET2 (Enwsﬁgoeeswsasb
TET2 (ENSTEPO00380013)
TET2 (ENST00000265149)

TET2 (ENSTED000413648)

315




34.25.

chr4_105236334_G/T

SamplelD Variants (GRCh38) Ref_depth | Alt_depth Gene Consequence
10010357 chr4_105236334_G/T 39 3 TET2 stop_gained
chra 105,2?6,250 105,2%5.400

10010357.cram

TET2 (ENSTG0000305737)

TET2 (ENSTOP000513237)

TET2 (ENST09000540549)

TET2 (ENSTGP00380013)

TET2 (ENST00000265149)

TET2 (ENSTG0000413648)

316




34.26.

chr4_105236358_-/C

SamplelD Variants (GRCh38) Ref_depth | Alt_depth | Gene Consequence
112402522 chr4_105236358 -/C 34 4 TET2 | frameshift_variant
chra 105,236,250 105,236,400 105,236

- 112462522.cram

TET2 (ENSTED000305737)
TET2 (ENST00000513237)
TET2 (Eusmf@aeaswsu)
TET2 (ENSTGPO00380013)
TET2 (ENST9335900255149)

TET2 (ENSTOP000413648)

317




34.27.

chr4_105236358_T/-

SamplelD Variants (GRCh38) Ref_depth | Alt_depth | Gene Consequence
67375 chr4_105236358 T/- 40 4 TET2 | frameshift_variant
chre 105,236,250 - 105,236,400 105,230

- 67375.cram

TET2 (ENSTEP000305737)
TET2 (ENST00000513237)
TET2 (Eus‘rn:éonesaesﬂ)
TET2 (ENSTOP000380013)
TET2 (Eus‘ru:isunozssus)

TET2 (ENSTEP000413648)

318




34.28.

chr4_105236416_C/G

SamplelD Variants (GRCh38) Ref_depth | Alt_depth Gene Consequence
110101399 chr4_105236416_C/G 43 10 TET2 stop_gained
chra 105,2%6,350 105,2?6,506

110101399.cram

TET2 (ENSTG0000305737)

TET2 (ENSTOP000513237)

TET2 (ENST0000540549)

TET2 ( )¢ 3)

TET2 ( )0000265149)

TET2 (ausrd"boegnzm) -

319




34.29.

chrd_105236431_-/T
SamplelD Variants (GRCh38) Ref_depth | Alt_depth | Gene Consequence
100606835 chr4_105236431_-/T 58 5 TET2 | frameshift_variant
chra 105,2}6,350 105,2?6,560

100606835.cram

[0-68]

| il

TET2 (ENST60000305737)

TET2 (ENSTEP000513237)

TET2 (ENST00000540549)

TET2 (acsrdlpeeemen)

TET2 ( BlSTO:OOOOZGS 149)

TET2 (acsrdnbewnm)

320




34.30.

chr4_105236527_G/-

SamplelD

Variants (GRCh38)

Ref_depth

Alt_depth

Gene

Consequence

110104381

chr4_105236527_GI/-

41

TET2

frameshift_variant

chra 105,236,450

105,236,600

110104381.cram

TET2. (BlSTdePSBSHﬂ

TET2 (ENSTGP000513237)

TET2 (ENST00000540549)

TET2 (ENSTEP000380013)

TET2. (BETO::OWPZGSMS) N

TET2 (ENSTG0000413648)

321




34.31. chr4_105236564_AAGCAAGATC/-

SamplelD Variants (GRCh38) Ref_depth | Alt_depth | Gene Consequence
102102435 chr4_105236564_AAGCAAGATC/- 49 4 TET2 | frameshift_variant
chra 105,236,450 105,236,600 105,236.7

- 102102435.cram

TET2 (ENSTE9000305737)

TET2 (ENSTOP000513237)

TET2 (ENST09000540549)

TET2 (ENSTEP000380013)

TET2 ( ENSTO::’;!BBOZSSI-!B)

TET2 (ENSTGDO00413648)

322




34.32.

chr4_105236588_ C/A

SamplelD Variants (GRCh38) Ref_depth | Alt_depth Gene Consequence
10931330 chr4_105236588_C/A 38 6 TET2 stop_gained
chra 105.2:16.450 105}?.2:}6.600 105.2%6.750

— 10931330.cram

TET2 (ENST0D000305737)
TET2 (ENSTOP000513237)
TET2 (Eusmijeaeostsans)
TET2 (ENSTEP000380013)
TET2 (ENST00000265149)

TET2 (ENSTED000413648)

323




34.33.

chr4_105236769_A/-

SamplelD Variants (GRCh38) Ref_depth | Alt_depth | Gene Consequence
60611 chrd_105236769_ A/- 20 4 TET2 | frameshift_variant
chra 105,236,650 : 105,236,800 105,236.,95

- 60611.cram

TET2 (ENSquaeeaesnn
TET2 (ENSTOP000513237)
TET2 (Eusmiéaaeesns.ss)
TET2 (ENSTED000380013)
TET2 (ENST00000265149)

TET2 (ENSTGDO00413648)

324




34.34.

chr4_105236781_C/T

SamplelD Variants (GRCh38) Ref_depth | Alt_depth Gene Consequence
11050820 chr4_105236781_C/T 34 7 TET2 stop_gained
chra 105,236,650 165,236,800 105,236,950
- 11050820 .cram

TET2 (ENSTafseeoaesnﬂ
TET2 (ENSTOP000513237)
TET2 (Eusmfeeeeswsas)
TET2 (ENSTEP000380013)
TET2 (ENST00000265149)

TET2 (ENSTED000413648)

325




34.35.

chr4_105237000_C/T

SamplelD Variants (GRCh38) Ref_depth | Alt_depth Gene Consequence
1308262107 chr4_105237000_C/T 40 7 TET2 stop_gained
chra 105,236,950 105,237,100

1308262107.cram

TET2 (ENSTG0000305737)

TET2 (ENSTOP060513237)

TET2 (ENST00000540549)

TET2. (msrébeopaaeou) .

TET2 (ENST0000265149)

TETZ‘ (EHSTWIZWI N

326




34.36.

chr4_105237091_C/A

SamplelD Variants (GRCh38) Ref_depth | Alt_depth Gene Consequence
68758 chr4_105237091_C/A 3 5 TET2 stop_gained
chrd 105,236,950 105,;52:17,100 105,237,250

68758.cram

————————
——
————————
—_——
_—
e
—_—
—————————-
e
e
—————
e e
—_—
———

TET2 (ENSTE0000305737)

TET2 (ENSTG2000513237)

TET2 (ENST09000540549)

TET2 (ENSTEP000380013)

TET2 (ENST00000265149)

TET2 (ENSTG0000413648)

327




34.37.

chr4_105237118_C/G

SamplelD Variants (GRCh38) Ref_depth | Alt_depth Gene Consequence
112401550 chr4_105237118_C/G 26 11 TET2 stop_gained
chra 105,237,050 : 105,237,200
- 112401550.cram

, 1

TET2 (ENSTS:.B098305737’
TET2 (ENSTS:BOBGSISZC!”
TET2 (ENSTS?POBGS4054BD
TET2 (ENSTéBOBe380913’
TET2 (ENSTS:SOBGZGS 149)

TET2 (ENSTED000413648)

328




34.38.

chr4_105237189_C/T

SamplelD Variants (GRCh38) Ref_depth | Alt_depth Gene Consequence
110100547 chr4 105237189 _C/T 41 3 TET2 stop_gained
chr4 105,237,050 105?%2%7,200 105,237,350

110100547.cram

TET2 (ENSTE0000305737)

TET2 (ENSTEP000513237)

TET2 (ENST09080540549)

TET2 (ENSTEP000380013)

TET2 (ENST09000265149)

TET2 (ENSTED000413648)

329




34.39.

chr4_105237205_C/A

SamplelD

Variants (GRCh38)

Ref_depth

Alt_depth

Gene

Consequence

112400669

chr4_105237205_C/A

41

5

TET2

stop_gained

chra 105,237,150

105,237,300

112400669.cram

———-
-
_———
) <
_— .-
e ————— N ——————————
————————2
—————————-
1
e
e —
e

TET2 (ENST60000305737)

TET2 (ENSTEP000513237)

TET2 (ENST00000540549)

TET2 (acsrdlpeeemen)

TET2 ( BlSTO:OOOOZGS 149)

TET2 (acsrdnbewnm)

330




34.40.

chr4_105237284_C/-

SamplelD Variants (GRCh38) Ref_depth | Alt_depth | Gene Consequence
110105857 chr4_105237284_C/- 4 TET2 | frameshift_variant
67310 chr4 105237284 _C/- 10 TET2 | frameshift_variant
chra 105,237,150 105,277,300 105,237,450

110105857.cram

67310.cram

TET2 (ENSTED000305737)

TET2 (ENS‘I'O::ODOO513237)

TET2 (ENSTE000540549)

TET2 (ENST@P000380013)

TET2 (ENST00000265149)

TET2 (ENSTOP000413648)

331




34.41.

chr4_105237353_-/T

SamplelD Variants (GRCh38) Ref_depth | Alt_depth Gene Consequence
102104826 chr4 105237353 -/T 36 6 TET2 splice_donor_variant
chra 105,237,250 105,237,400 105,23
- 102104826.cram

TET2 (ENSTB:?099305737)
TET2 (ENSTB:\3099513237)
TET2 (ENSTB?BOBSS‘WSASB)
TET2 (ENSTE‘0099380913)
TET2 (ENSTB:BOBSZES 149)

TET2 (ENSTED000413648)

332




34.42.

chr4_105241341_A/-

SamplelD

Variants (GRCh38)

Ref_depth

Alt_depth

Gene

Consequence

10010585

chrd_105241341_A/-

34

5

TET2

frameshift_variant

chrd 105,241,250

105,241,400

10010585.cram

TET2 (ENSTB:.B099305737)
TET2 (ENST913099513237)
TET2 (ENST93‘3099540543)
TET2 (ENSTé3099380013)
TET2 (ENST9:9099265143)

TET2 (ENSTGD000413648)

333




34.43.

chr4_105241379_CTAGGAG/-

SamplelD Variants (GRCh38) Ref_depth | Alt_depth Gene Consequence
110100533 chr4_105241379_CTAGGAG/- 46 7 TET2 frameshift_variant
chra 105.24}1.250 1;05.211.400 105.211.550

110100533.cram

TET2 (ENST00000305737)
TET2 (ENSTOP000513237)
TET2 (Enwsﬁpeeesmsub
TET2 (ENSTEPO00380013)
TET2 (ENST00000265149)

TET2 (ENSTED000413648)

334




34.44.

chrd 105241399 T/A
SamplelD Variants (GRCh38) Ref_depth | Alt_depth Gene Consequence
111102643 chr4_105241399 T/A 49 5 TET2 missense_variant
chra 105,21}1,250 105,21;?1,400 105,211,550

111102643.cram

-
B

TET2 (ENST60000305737)

TET2 (ENST@P000513237)

TET2 (ENST00000540549)

TET2 (ENSTEP000380013)

TET2 (ENST00000265149)

TET2 (aisrééewnm)

335




34.45.

chr4_105242838_ G/A

SamplelD Variants (GRCh38) Ref_depth | Alt_depth Gene Consequence
10511972 chr4 105242838 G/A 30 6 TET2 missense_variant
chra 105,242,750 105,242,900
16511972.cram

TET2 (ENST00000305737)

TET2 (ENST00000413648)

TET2 (ENSTH:0096513237)
TET2 (ENST89000530549)
TET2 (ENSTEP000380013)

TET2 (ENSTB:SOOQZGS 149)

336




34.46. chr4_105242911_G/A

SamplelD Variants (GRCh38) Ref_depth | Alt_depth Gene Consequence
100603207 chr4_105242911_G/A 41 4 TET2 missense_variant
chra 105,242,850 105,243,000

100603207.cram

TET2 (ENST00000305737)
—_———

TET2 (ENSTGP000513237)

TET2 (ENST09000540549)

TET2 (ENSTEP000380013)

TET2 (ENST00000265149)

TET2 (ENST00000413648)
——

337




34.47. chrd4 105242914 C/G
SamplelD Variants (GRCh38) Ref_depth | Alt_depth Gene Consequence
112404222 chr4_105242914 _C/G 26 8 TET2 missense_variant
chr4 105.212,850 105,213.000

[ 112404222 . cram
. [0-571

1

TET2 (ENST00000305737)

TET2 (ENST00000413648)

TET2 (ENST@000513237)
TET2 (ENSTB90600540549)
TET2 (ENSTEP0003806013)

TET2 (ENSTS:SBOQZGS 149)

338




34.48. chrd_105243569_G/A
SamplelD Variants (GRCh38) Ref_depth | Alt_depth | Gene Consequence
61101 chr4_105243569_G/A 20 4 TET2 | splice_acceptor_variant
chra 105,243,450 : 105,243,600 105,243.75
- 61101.cram

[0-561

JUTTR N IRV VT U MR VTR LT A AES TR VT IRN VTR 1T IATE T T TR TR TN
TET2 (ENSTG0000513237)
TET2 (ENSTOP00540549)

TET2 (ENST89000380013)

TET2 (ENSTEP000265149)

339




34.49.

chr4_105243574_T/A

SamplelD Variants (GRCh38) Ref_depth Alt_depth Gene Consequence
101603122 chrd_105243574 _T/A 22 6 TET2 missense_variant
chra 105.213,450 5105.213.600 105.213.750

[ 101603122. cram
' [o-511

v
v

TET2 (ENSTE0000513237)
TET2 (ENSTH:BOGGS‘SOS‘%B)
TET2 (ENST69000380013)

TET2 (ENSTEP000265149)

340




34.50.

chr4_105243616_G/A

SamplelD Variants (GRCh38) Ref_depth | Alt_depth Gene Consequence
4501262102 chr4_105243616_G/A 45 3 TET2 missense_variant
chra 105,213,550 105,213,700

4501262102.cram

TET2 (ENST60000513237)

TET2 (ENSTEP000540549)

TET2 (ENST09000380013)

TET2 (ENSTEP000265149)

341




34.51.

chr4_105243621_C/T

SamplelD Variants (GRCh38) Ref_depth | Alt_depth Gene Consequence
112301609 chr4_105243621_C/T 30 4 TET2 stop_gained
chra 105,243,550 105,243,700
- 112301609.cram

TET2 (ENSTE0000513237)
TET2 (ENSTE9000540549)
TET2 (ENST89000380013)

TET2 (ENSTEP000265149)

342




34.52.

chr4_105243622_G/A

SamplelD Variants (GRCh38) Ref_depth | Alt_depth Gene Consequence
60763 chr4_105243622_G/A 31 12 TET2 missense_variant
chrd 105,243,550 : 105,243,700
- 60763.cram

[0-661

JUNTTAR §10 FTARTITTRT 1TAY O AAY TND (VYRR ICATMR AT U TIETE IR 10 VU0 1T i e 1
TET2 (ENSTG0000513237)
TET2 (ENSTGP00540549)
TET2 (ENST09000380013)

TET2 (ENSTEP000265149)

343




34.53.

chr4_105243637_G/A

SamplelD Variants (GRCh38) Ref_depth | Alt_depth Gene Consequence
100601346 chrd_105243637_G/A 30 6 TET2 missense_variant
chra 105,243,550 105,243,700
100601346.cram

TET2 (ENST80000513237)
TET2 (ENSTE9000540549)
TET2 (ENST6906060380013)

TET2 (ENSTEP000265149)

344




34.54.

chr4_105243682_C/-

SamplelD Variants (GRCh38) Ref_depth | Alt_depth Gene Consequence
101106908 chr4_105243682_C/- 24 4 TET2 frameshift_variant
chra 105,2‘}3,550 lq5.2q3,700 105.2?3,850

r 101106908.cram

[0-681

TET2 (ENST00000513237)
TET2 (ENSTOP000540549)
TET2 (ENST69000380013)

TET2 (ENSTEP000265149)

345




34.55.

chr4_105243706_T/C

SamplelD Variants (GRCh38) Ref_depth | Alt_depth Gene Consequence
12390009 chr4_105243706_T/C 38 11 TET2 missense_variant
chra 105,243.650 105,243,800
- 12390009.cram

DR D TG TRV TSR T VT U8 R0 T RN T 0N TR (TN O TR
TET2 (ENSTG0000513237)
TET2 (ENSTOP000540549)
TET2 (ENST09000380013)

TET2 (ENSTEP000265149)

346




34.56. chr4d_105243757_GI/A
SamplelD Variants (GRCh38) Ref_depth | Alt_depth Gene Consequence
111100445 chr4_105243757_G/A 34 5 TET2 missense_variant
chra 105,243,650 105,243,800 105,243
- 111100445.cram

[9-541

P TR TVRN TIRTARATTOMTHUE T HINR 10 VY0 U WM RNN BTV T O T TERNT AT AT
TET2 (ENSTE0000513237)
TET2 (ENSTG000540549)

TET2 (ENST696060380013)

TET2 (ENSTEP000265149)

347




34.57.

chr4_105243759_C/T

SamplelD Variants (GRCh38) Ref_depth | Alt_depth Gene Consequence
112405430 chr4_105243759_C/T 28 5 TET2 missense_variant
chra 105,243,650 105,243,800 105,243,
- 112405430.cram

[-521

TET2 (ENSTE0000513237)
TET2 (ENSTE9000540549)
TET2 (ENST6906060380013)

TET2 (ENSTEP000265149)

348




34.58. chr4_105243760_G/A
SamplelD Variants (GRCh38) Ref_depth | Alt_depth Gene Consequence
61462 chr4_105243760_G/A 72 5 TET2 missense_variant
chra 105,243,650 105,243,800 105,243,
61462.cram

TET2 (ENST60000513237)

TET2 (ENSTEP000540549)

TET2 (ENST00000380013)

TET2 (ENST@P000265149)

349




34.59.

chr4_105243772_AIG

SamplelD Variants (GRCh38) Ref_depth | Alt_depth Gene Consequence
66858 chrd_105243772_A/G 50 4 TET2 missense_variant
chra 105,243,650 /105,243,800 105,243, 95(
- 66858.cram

[o-781

TET2 (ENSTG000513237)
TET2 (ENSTOP000540549)
TET2 (ENSTG9000380013)

TET2 (ENSTOP000265149)

350




34.60.

chr4_105259628 C/G

SamplelD

Variants (GRCh38)

Ref_depth

Alt_depth

Gene

Consequence

10010635

chr4_105259628_C/G

48

7

TET2

missense_variant

chra 105,239,550

10010635.cram

TET2 (ENSTE0000513237)
TET2 (ENSTE2000540549)
TET2 (ENST89000380013)

TET2 (ENSTEP000265149)

351




34.61. chrd_105259660_G/A
SamplelD Variants (GRCh38) Ref_depth | Alt_depth Gene Consequence
5401274112 chr4 105259660 G/A 35 13 TET2 missense_variant
chra 105,239,550 | 105,250,700 105,259,
- 5401274112.cram

S

[0-64]1

TET2 (ENST05000513237)
TET2 (ENSTEP000540549)
TET2 (ENST6906060380013)

TET2 (ENSTEP000265149)

352




34.62.

chr4_105259672_C/G

SamplelD Variants (GRCh38) Ref_depth | Alt_depth Gene Consequence
112401955 chr4_105259672_C/G 46 3 TET2 missense_variant
chra 105,259,550 iilos, 239,700 105,259, 85(

112401955.cram

TET2 (ENST60000513237)

TET2 (ENSTEP000540549)

TET2 (ENST00000380013)

TET2 (ENSTEP000265149)

353




34.63.

chr4_105259705_G/A

SamplelD Variants (GRCh38) Ref_depth | Alt_depth Gene Consequence
102104826 chr4 105259705 G/A 38 3 TET2 missense_variant
chra 105,259,650 105,299,800
- 102104826.cram

[o-671

TET2 (ENSTE0000513237)
TET2 (ENSTEP000540549)
TET2 (ENST690003806013)

TET2 (ENSTEP000265149)

354




34.64.

chr4_105259717_C/A

SamplelD

Variants (GRCh38)

Ref_depth

Alt_depth

Gene

Consequence

12390145

chr4_105259717_C/A

36

12

TET2

missense_variant

chrd 105,259,650 i 105,259,800

12390145.cram

TET2 (ENST60000513237)

TET2 (ENSTEP000540549)

TET2 (ENST00000380013)

TET2 (ENSTEP000265149)

355




34.65.

chr4_105261757_AIT

SamplelD Variants (GRCh38) Ref_depth | Alt_depth Gene Consequence
110106264 chr4d_105261757_AIT 37 4 TET2 | splice_acceptor_variant
chra 105,261,650 105,261,800 105,261
- 110106264.cram

[o-761

TET2 (ENSTE0000513237)
TET2 (EN5T8:8096540549)
TET2 (ENST89000380013)

TET2 (ENSTEP000265149)

356




34.66. chr4 105261769 _T/C
SamplelD Variants (GRCh38) Ref_depth | Alt_depth Gene Consequence
10011430 chr4_105261769 _T/C 34 4 TET2 missense_variant
chra 105,2§1,650 105,2(?1,800 105,2(?1,95
r 10011430.cram

T T s

[9-541

TET2 (ENSTG0000513237)
TET2 (ENSTB0006540549)
TET2 (ENSTG0000380013)

TET2 (ENSTOP080265149)

357




34.67.

chr4_105261769_T/A

SamplelD Variants (GRCh38) Ref_depth | Alt_depth Gene Consequence
112300382 chr4_105261769_T/A 37 3 TET2 missense_variant
chra 105,261,650 105,261,800 105,261,95

112300382.cram

TET2 (ENST80000513237)

TET2 (ENST0D000540549)

TET2 (ENSTG0000380013)

TET2 (ENSTP000265149)

358




34.68.

chr4_105261778_T/-

SamplelD Variants (GRCh38) Ref_depth | Alt_depth Gene Consequence
11540194 chr4_105261778_T/- 41 8 TET2 frameshift_variant
chrd 105,261,650 105,261,800 105,261,950
- 11540194.cram

[o-761

TET2 (ENSTE5000513237)
TET2 (EN5T8:8096540549)
TET2 (ENST89000380013)

TET2 (ENSTEP000265149)

359




34.69.

chr4_105261815_T/A

SamplelD Variants (GRCh38) Ref_depth | Alt_depth Gene Consequence
112401550 chr4_105261815_T/A 33 3 TET2 stop_gained
chra 105,241,750 105,241,900
112401550. cram

TET2 (ENSTE0000513237)
TET2 (ENSTO9000540549)
TET2 (ENST89000380013)

TET2 (ENSTEP000265149)

360




34.70.

chr4_105261823_-/T

SamplelD

Variants (GRCh38)

Ref_depth

Alt_depth

Gene

Consequence

12390262

chrd_105261823_-/T

29

6

TET2

frameshift_variant

chra 105,261,750

105,261,900

12390262.cram

TET2 (ENSTAD000513237)
TET2 (ENSTOP000540549)
TET2 (ENSTG9000380013)

TET2 (ENSTOP000265149)

361




34.71. chrd_105269619_G/A
SamplelD Variants (GRCh38) Ref_depth | Alt_depth Gene Consequence
101606133 chrd_105269619_ G/A 31 14 TET2 missense_variant
chra 105,269,550 105,269,700
- 101606133.cram

TET2 (ENSTE0000513237)
TET2 (ENSTE9000540549)
TET2 (ENST090600380013)

TET2 (ENSTEP000265149)

362




34.72. chr4_105269623_ CAGAGCACCAGAGTGCC/-

SamplelD Variants (GRCh38) Ref_depth Alt_depth Gene Consequence
chr4_105269623 CAGAGCACCAG . .
101105102 AGTGCC/- 51 5 TET2 frameshift_variant
chra 105.2?9,550 105.22?9.700
r 101165102.cram

[9-721

IR TN T T MR 0 B8 TR 11T AT TV T T TR W AT e TN
TET2 (ENSTE0000513237)
TET2 (ENSTGP000540549)
TET2 (ENST89000380013)

TET2 (ENSTEP000265149)

363




34.73.

chr4_105269640_C/T

SamplelD Variants (GRCh38) Ref_depth Alt_depth Gene Consequence
112304693 chr4_105269640_C/T 38 4 TET2 missense_variant
12390074 chr4_105269640_C/T 42 5 TET2 missense_variant

chra 105,269,550

105,269,700

112304693.cram
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12390074 .cram

TET2 (ENSTED000513237)

TET2 (ENST0000540549)

TET2 (ENST60000380013)

TET2 (ENST@P000265149)

364




34.74.

chr4_105269662_G/A

SamplelD Variants (GRCh38) Ref_depth Alt_depth Gene Consequence
63652 chr4_105269662_G/A 71 13 TET2 missense_variant
chra 105,269,550 105,269,700 105,269

63652.cram

TET2 (ENSTG0000513237)

TET2 (ENSTEP000540549)

TET2 (ENST00000380013)

TET2 (ENSTEP000265149)

365




34.75.

chr4_105269671_C/T

SamplelD Variants (GRCh38) Ref_depth | Alt_depth Gene Consequence
10672171 chr4_105269671_C/T 33 6 TET2 missense_variant
chra 105,299,550 1105, 269,700 105,249..85
10672171.cram

TET2 (ENSTE0000513237)
TET2 (ENSTEP000540549)
TET2 (ENST00000380013)

TET2 (ENSTEP000265149)

366




34.76.

chr4_105269680_C/T

SamplelD Variants (GRCh38) Ref_depth | Alt_depth Gene Consequence
100604547 chrd_105269680_C/T 34 7 TET2 missense_variant
chra 105,269,550 165,269,700 105,269,850
- 100604547 cram

TET2 (ENSTE0000513237)
TET2 (ENSTEP000540549)
TET2 (ENST690003806013)

TET2 (ENSTEP000265149)

367




34.77.

chr4_105269694_TC/-

SamplelD Variants (GRCh38) Ref_depth Alt_depth Gene Consequence
62459 chr4_105269694 TC/- 38 4 TET2 frameshift_variant
chr4 105,269,550 105,260,700 105,249,850
- 62459.cram

heeeeses s sssmm———

TET2 (ENST00000513237)
TET2 (ENSTEP000540549)
TET2 (ENST69660380013)

TET2 (ENSTEP000265149)

368




34.78.

chr4_105272614_-/G

SamplelD Variants (GRCh38) Ref_depth Alt_depth Gene Consequence
102100099 chr4_105272614_-/G 46 4 TET2 frameshift_variant
chra 105,2‘{2,550 105,2'{2,700

102100099.cram

TET2 (ENST60000513237)

TET2 (ENSTEP000540549)

TET2 (ENST00000380013)

TET2 (ENSTEP000265149)

369




34.79.

chr4_105272629_C/G

SamplelD Variants (GRCh38) Ref_depth | Alt_depth Gene Consequence
100602519 chr4 105272629 C/G 41 5 TET2 missense_variant
chra 105,272,550 105,272,700
100602519 cram

TET2 (ENSTE0000513237)
TET2 (ENSTH:6086540549)
TET2 (ENST69000380013)

TET2 (ENSTEP000265149)

370




34.80.

chrd_105272634 _T/C
SamplelD Variants (GRCh38) Ref_depth Alt_depth Gene Consequence
100609351 chr4_105272634_T/C 44 6 TET2 missense_variant
chra 105,2‘{2,550

105,272,700

100609351.cram

TET2 (ENST0000513237)

TET2 (ENSTEP000540543)

TET2 (ENST00000380013)

TET2 (ENSTEP000265149)

371




34.81.

chr4_105272693_-/A

SamplelD Variants (GRCh38) Ref_depth | Alt_depth Gene Consequence
65259 chr4 105272693 -/A 35 9 TET2 frameshift_variant
chra 105,27|2.550 105,?12.700 105,2712,850

65259.cram

TET2 (ENSTE0000513237)
TET2 (ENSTEP000540549)
TET2 (ENST6906060380013)

TET2 (ENSTEP000265149)

372




34.82.

chr4_105272707_-IT

SamplelD Variants (GRCh38) Ref_depth Alt_depth Gene Consequence
10012444 chr4_105272707_-/T 28 4 TET2 frameshift_variant
chra 105,272,650 105,272,800
— 10012444.cram

[0-621

TET2 (ENSTE0000513237)
TET2 (ENSTEP000540549)
TET2 (ENST6906060380013)

TET2 (ENSTEP000265149)

373




34.83.

chr4_105272774_CIT

SamplelD Variants (GRCh38) Ref_depth | Alt_depth Gene Consequence
110106089 chr4_105272774_C/T 36 4 TET2 stop_gained
66392 chr4_105272774_CIT 30 4 TET2 stop_gained
chra 105,272,650 105,212,500 105,272,950

110106089.cram

66392.cram

TET2 (ENSTEP000513237)

TET2 (ENST0D000540549)

TET2 (ENST60000380013)

TET2 (ENSTEP0002651439)

374




34.84.

chr4_105275131_C/T

SamplelD Variants (GRCh38) Ref_depth | Alt_depth Gene Consequence
1501033209 chr4_105275131_C/T 32 3 TET2 stop_gained
chra 105,275,050 105,275,200
1501033209. cram

TET2 (ENSTE0000513237)
TET2 (ENSTEP000540549)
TET2 (ENST00000380013)

TET2 (ENSTEP000265149)

375




34.85.

chr4_105275146_C/T

SamplelD Variants (GRCh38) Ref_depth | Alt_depth Gene Consequence
101601639 chr4_105275146_C/T 44 13 TET2 stop_gained
chra 105,275,050 | 105,275,200
- 101601639.cram
: i

TET2 (ENST00000513237)
TET2 (ENSTEP000540549)
TET2 (ENST906060380013)

TET2 (ENSTEP000265149)

376




34.86.

chr4_105275177_TI-

SamplelD Variants (GRCh38) Ref_depth | Alt_depth Gene Consequence
112302879 chr4_105275177_T/- 34 10 TET2 frameshift_variant
chra 105,275,050 105,275,200 105,275,350
112302879.cram

TET2 (ENSTE0000513237)
TET2 (ENSTEP000540549)
TET2 (ENST00000380013)

TET2 (ENSTEP000265149)

377




34.87.

chr4_105275189_-/A

SamplelD Variants (GRCh38) Ref_depth | Alt_depth Gene Consequence
100603317 chr4d_105275189 -/A 25 6 TET2 stop_gained
chr4 105,275,050 105,275,200 105,275,350
- 100603317.cram

TET2 (ENSTE0000513237)
TET2 (ENSTEP000540549)
TET2 (ENST6906060380013)

TET2 (ENSTEP000265149)

378




34.88.

chr4_105275252_C/-

SamplelD Variants (GRCh38) Ref_depth | Alt_depth Gene Consequence
65188 chr4d_105275252_C/- 43 5 TET2 frameshift_variant
chra 105,275,150 105,275,300 105,27
65188.cram

TET2 (ENSTG0000513237)

TET2 (ENSTOP000540549)

TET2 (ENST09000380013)

TET2 (ENSTGP000265149)

379




34.89.

chr4_105275267_C/A

SamplelD Variants (GRCh38) Ref_depth | Alt_depth Gene Consequence
10931308 chr4_105275267_C/A 42 4 TET2 stop_gained
chra 105,275,150 . 105,275,300 105,275.4
- 10931308.cram

TET2 (ENSTE0000513237)
TET2 (ENSTEP000540549)
TET2 (ENST6906060380013)

TET2 (ENSTEP000265149)

380




34.90. chr4_105275448 GGTTCCTATTCTCCCC/-

SamplelD Variants (GRCh38) Ref_depth | Alt_depth | Gene Consequence
11050820 | CNr4-105275448 GGTTCCTATTCTCCCC! | g5 6 TET2 | frameshift_variant
chra 105,275,350 105,275,500
- 11050820.cram

S

TET2 (ENST00000513237)
TET2 (ENSTH]BOQQS‘SOS‘QB)
TET2 (ENST690660380013)

TET2 (ENSTEP000265149)

381




34.91. chr4_105275510_GTCTAAGCTCA/-

SamplelD Variants (GRCh38) Ref_depth | Alt_depth | Gene Consequence
101106908 chr4d_105275510_GTCTAAGCTCA/- 28 8 TET2 | frameshift_variant
chra 105,275,450 | 105,275,600
101106908 . cram

TET2 (ENST85000513237)
TET2 (ENST813098540549)
TET2 (ENST89000380013)

TET2 (ENSTEP000265149)

382




34.92. chr4_105275758_ACTATAAAAAT/-

SamplelD Variants (GRCh38) Ref_depth | Alt_depth | Gene Consequence
68866 chr4d 105275758 ACTATAAAAAT/- 56 7 TET2 | frameshift_variant
chra 105,275,650 105,275,800 105,275
68866.cram

TET2 (ENSTE0000513237)
TET2 (ENST916098540549)
TET2 (ENST89000380013)

TET2 (ENSTEP000265149)

383




34.93.

chr4_105276010_C/T

SamplelD Variants (GRCh38) Ref_depth | Alt_depth Gene Consequence
102102625 chr4_105276010_C/T 29 6 TET2 stop_gained
chra 105,275,950 3 105,276,100
- 102102625.cram

TET2 (ENST80000513237)
TET2 (ENSTE9000540549)
TET2 (ENST6906060380013)

TET2 (ENSTEP000265149)

384




34.94.

chr4_105276088_-/G

SamplelD Variants (GRCh38) Ref_depth | Alt_depth | Gene Consequence
101607763 chr4_105276088 -/G 38 5 TET2 | frameshift_variant
chra 105,275,950 105,276,100 105,276,250
- 101607763.cram

S ———————

1

TET2 (ENST05000513237)
TET2 (ENSTE9000540549)
TET2 (ENST6906060380013)

TET2 (ENSTEP000265149)

385




34.95.

chr4_105276116_G/A

SamplelD Variants (GRCh38) Ref_depth | Alt_depth Gene Consequence
110101129 chr4_105276116_G/A 39 5 TET2 | missense_variant
chra 105,2‘{6,059 105,2‘{6,209

110101129.cram

TET2 (ENSTG0000513237)

TET2 (ENSTOP000540549)

TET2 (ENST09000380013)

TET2 (ENSTGP000265149)

386




34.96.

chr4_105276119_C/G

SamplelD Variants (GRCh38) Ref_depth | Alt_depth Gene Consequence
112302122 chr4_105276119_C/G 35 3 TET2 stop_gained
chra 105,276,050 105,276,200
- 112302122.cram

TET2 (ENSTE0000513237)
TET2 (ENSTEP000540549)
TET2 (ENST690003806013)

TET2 (ENSTEP000265149)

387




34.97.

chr4_105276131_A/C

SamplelD Variants (GRCh38) Ref_depth Alt—: ept Gene Consequence
61478 chr4_105276131_A/C 41 10 TET2 missense_variant
chra 105, 2‘{6, 050 105, 2‘{6, 200

61478.cram

TET2. (rdbeepsuzan

TET2 (ENSTOP000540549)

TET2 (ENST09000380013)

TET2 (ENSTGPO00265149)

388




34.98.

chr4_105276160_A/G

SamplelD Variants (GRCh38) Ref_depth Alt_depth Gene Consequence
61101 chr4_105276160_A/G 30 11 TET2 missense_variant
chra 105,276,050 | 105,276,200 105,276,
- 61101.cram

[0-64]1

[RRTTTARTITE BT NPT VTR o TOSTTT TIRT TWRTATITTE (8 VAT (TS AN T O T LA T 1T
TET2 (ENSTE0000513237)
TET2 (ENSTEP000540549)
TET2 (ENST69000380013)

TET2 (ENSTEP000265149)

389




34.99.

chr4_105276198_-/GA

SamplelD Variants (GRCh38) Ref_depth Alt_depth Gene Consequence
11310938 chr4_105276198 -/GA 47 3 TET2 frameshift_variant
chr4 105,276,050 105,276,200 105,276,350
- 11310938.cram

TET2 (ENST00000513237)
TET2 (ENSTEP000540549)
TET2 (ENST69660380013)

TET2 (ENSTEP000265149)

390




34.100.

chr4_105276221_A/G

SamplelD Variants (GRCh38) Ref_depth | Alt_depth Gene Consequence
60432 chrd_105276221_A/G 41 5 TET2 missense_variant
chra 105,276,150 : 105,276,300
- 60432.cram

JATRTIR SATVIER TV T IRE CRURTRTUTE B0 IO 1TV 000 T ARSI T
TET2 (ENST05000513237)
TET2 (ENSTGP00540549)
TET2 (ENST09000380013)

TET2 (ENSTEP000265149)

391




35. TP53

35.1. chr17_7670581_GGCCAGGAAGGGGCTGAGGTCACTCA!/-
SamplelD Variants (GRCh38) Ref_depth | Alt_depth Gene Consequence
chr17_7670581_GGCCAGGAAGG : .
102105154 GGCTGAGGTCACTCA/- 45 3 TP53 splice_donor_variant
chr17_7670581_GGCCAGGAAGG : ,
110105822 GGCTGAGGTCACTCA/- 52 3 TP53 splice_donor_variant
112302240 | CNr17_7670581_GGCCAGGAAGG 60 3 TP53 | splice_donor variant

GGCTGAGGTCACTCA/-

chr17 7,679,450

7.67?.600

7,679,750

[ 112302240.cram
lo-721

110165822.cram
to-gs1

392




102105154.cram

TP53 (ENSTOP000413465)

P53 Ta"eeemsﬁ

P53 )

P53 To"eeeosuﬁ

TP53 1385

P53 T09000504937)
L

P53 're'éeoonsﬁ

TPS3 rw

P53 To'bomlosﬁ

TP53 600006 10%

P53 w

TPS3 (Blsrdbmszoﬁ

P53 ﬁ

P53 Jﬁ

P53 quooﬂzog

P53 're'éeooszzﬁ

P53 )s&

P53 To::eooousﬁ

P53 Td%eeos ”ﬁ

P53 To'boooslsw
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35.2.

chr17_7674220_C/T

SamplelD

Variants (GRCh38) Ref_depth

Alt_depth

Gene

Consequence

101605284

chr17_7674220_C/T 38

4

TP53

missense_variant

chrl7 7,674,150 7,674,300

101605284.cram

- —
- S —
o

;
u|||
-
|||||||

TP53 (ENSTE0000413465)

TP53 (ENST09000635293)

TPS53 (ENST09080359597)

TPS3 (ENSTOP086504290)

TP53_(ENST09000510385)

TP53 (ENSTED000504937)

TP53 ( ENST0.000SGIQISG)

o
TP53 (ENST00000618944)

TP53 (ENST09000610623)

TP53 ( ENST09000610292 )

TPS53 (ENSTOP086269365)

TP53 ( ENSTO'I0009626739)

TP53 (ENSTOP000617185)

TP53 ( ENST00000455263 )

o
TP53 (ENST00000420246)

TP53 (ENST0P000622645)

TP53 ( ENSTDHQOOSG1653B)

TPS3 (ENSTOP000445888)

TP53 ( ENSTOHOQOBGIWS )

TP53 (ENSTOP000615910)

TP53 ( ENSTO.BQOBSGSG”)
o

TPS3 ( 9519090951494‘4)

TP53 (IENSTMSJWI

394




35.3.

chr17 7674252 CIT

SamplelD

Variants (GRCh38)

Ref_depth

Alt_depth

Gene

Consequence

10310691

chr17_7674252_C/T

44

5

TP53

missense_variant

chrl7 7,674,150

7,674

10310691.cram

3
=
g

TP53 (ENSTE0000413465)

TP53 EEIIST%SZBS)

TP53 (ENST69000359597)

TP53 EEIIST%SMZ”)

TP53 EEIISTO“OOOOSIOSBS)
TP53 gEIIST%SMBW)

TP53 gEIISTO”BOOOGlSlBG)

TP53 (ENSTE0000618944)

TP53 EEIIST%IOGZS)

TP53 (ENST69000610292)

TP53 EEIIST%ZSSSOS)

TP53 (ENST00000620739)

TP53 EEIIST%HIBS)

TP53 EEIISTO“BOOMSSZSS)

TP53 (ENSTE0000420246)

TP53 EEIIST%HSQS)

TPS3 (ENST69000610538)

TP53 EEIIST%SM)

TP53 (ENST00000619485)

TP53 gENST%ISBIO)

TPs3 gmsrdbeeosmso)

TP53 (ENST00000514944)

TP53 (ENST00000574684)
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35.4. chr17_7674885_C/T

SamplelD Variants (GRCh38) Ref_depth | Alt_depth Gene Consequence

12320076 chr17_7674885 C/T 25 4 TP53 missense_variant

chr17 7,674,750 7%674.900 7,673,050

12320076.cram

W=t '

TP53 (ENSTO0000413465)

TP53_(ENSTOP000635293)

TP53 (ENSTSBOGOJSBSS")

TP53_(ENSTOP086504290)

TPS53_(ENST09000510385)

TP53_(ENSTGD000504937)

TP53_(ENST00000619186)

TP53 (ENST00000618944)

TP53_(ENSTOP000610623)

TP53 (Eusrébom10292)

TP53_(ENSTOP086269365)

TP53 (ENSTG:&)OGOS28739)

TP53 (ENSTED000617185)

TP53_(ENST00000455263)

TP53 (ENST00000420246)

TP53_(ENSTOP000622645)

TP53 (mSTmlBSﬁB)

TP53_(ENSTOP000445888)

TP53 (ENSTO::BOGO6194B5)

TP53 (ENSTED000615910)

TP53_(ENST00000509630)

TP53 (ENSTE0000514944)

TP53 (ENSTOP000574684)

TP53 (ENSTBBOGO505914)

396




36. ZRSR2

36.1. chrX_15790496_A/G
SamplelD Variants (GRCh38) Ref_depth | Alt_depth Gene Consequence
10310468 chrX_15790496_A/G 16 5 ZRSR2 start_lost

chrx 15,79|0,350 15,79|0,500 15,79|0,650

— 10310468.cram

ZRSR2 (ENST00000380308)
ZRSR2 (ENST00000307771)

ZRSR2 (ENST00000468028)

Reference:
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