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CHIP whitelist mutations identified and confirmed in the validation cohort.
Listed are 93 CHIP whitelist mutations identified in 88 persons of the KGP Phase IlI
cohort (N = 2,504 unrelated individuals). 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 S6).
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2. BRCC3

2.1. chrX_155089261_A/G
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3. CBL

3.1. chr11_119299623 C/T
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3.2. chr11_119285321_C/T
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4. CBLB
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5. CTCF
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6. DNMT3A
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6.5. chr2_25247647_G/A
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6.15. chr2_25240700_T/A
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6.17. chr2_ 25245276 C/A
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6.18. chr2_25247160_T/C

SamplelD Variants (GRCh38) Ref_depth | Alt_depth Gene Consequence
NA19007 chr2_25247160_T/C 30 6 DNMT3A Sp"ce—accrﬁpmr—"a”a

16209

NS00 2520

S = |ACATGGGCTGCTTGTTGTACGTGGCCTGGTGGAACGCACTGCAAAACGAGCTCAGCGGCATCAGCTTCTCAACACACACCTGGGGGGACAAGCCAGGCCTTGTTTGCCGAGGCTTACACTTGCAAGCACCCACCCCATGCCTTGCAACTGGCAGGGGCTGE

Reen st

29



6.19.

chr2_25241617_CIT

SamplelD

Variants (GRCh38) Ref_depth | Alt_depth

Gene

Consequence

HGO03096

chr2_25241617_CIT 29 3

DNMT3A

missense_variant

'HG03096_chv2._bam Coverage:

'HGO3096_ch2_25241617bam |

chr2:25,241,543-25,241,691
p252  p243 p24l  p232  p222 p2l pl63  plel pl4 pi32 pi2 pll2  qlll  qi21 qi3 ql42 Q11 Q21 q23 q24.1 q243 @3l1 @313 q322 q33.1 q333 Q35 g362 @371 q373
150bp.
25.241560bp 25.241580bp 25,241,600 bp. 25.241620bp 25241640 bp. 25,241,660 bp. 25,241,680 bp.
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7. GNA13

7.1. chr17_65014600_C/T

SamplelD Variants (GRCh38) Ref_depth | Alt_depth Gene Consequence

HGO00736 chr17_65014600_C/T 27 4 GNA13 missense_variant

Rt

31




8. KMT2A

8.1. chr11_118436806_A/-

SamplelD

Variants (GRCh38)

Ref_depth

Alt_depth

Gene

Consequence

HGO00637

chr11_118436806_A/-

43

KMT2A

frameshift_variant

32




9. KMT2D

9.1. chr12_49037395_G/A

SamplelD

Variants (GRCh38)

Ref_depth

Alt_depth

Consequence

HGO00613

chr12_49037395_G/A

stop_gained

s v
' i ' i '

oot v soursstan

S = [CATGGATGGAGCCAGGCGTTGETGGAGGGCATGAGCTGGTGGCTGGGTGGGCATCAGTGGCTGGGGCAAACCTGGCTGTCGGGCACCTGCAAGACCCAGGGAAAGCTGCTGTTGGGACCCAGCCAAACTGGGAGAAGAGCCCTCATGTGGCARAGACATGE

33




9.2. chr12_49037173_G/A

SamplelD

Variants (GRCh38)

Ref_depth

Alt_depth Gene Consequence

HGO01771

chr12_49037173_G/A

40

4 KMT2D stop_gained

oot et sowTazem

iz
T pR BN B2 BT P23 BEZ B2l BTZ  BUAT PILI all az

1

AGTAACTTGGCTATGTTACCAGCTGAGGTTACCTGTATCTGGGAAGAAGCTGTTTGCCAGCTGCTGCTGCATTGCCAATTGCTGCGGCTTCATGCACATGGAAGGTGGCATGGTGCCCATGGGCTTCTGTGATAGCACTGGCTGTGAGCTCTGCTGGGGTA

34




9.3. chr12_49041148_G/A

SamplelD

Variants (GRCh38)

Ref_depth

Alt_depth

Gene

Consequence

HG01863

chr12_49041148_G/A

35

8

KMT2D

stop_gained

oot oz sastan confi
-

oot o aaiatan

Rt

rizea0n pe ST

B pBR pS ez pUT pl23  BE2 pl2i BNA A pILL Al iz L T T R L L R I R T R W e @

1620

. sy . s . sy , Ao . s . sy . g . g

M\

nH

GGGGGTGCCAGGTGGGGTAGTGTGGAATTCCCCTGGCTGGCCAGCCCCAGGACGAGATGAGGEGCCCAGCATCGGGGGCTGCGCAGGGGCCCCCGTAGGACTAGGATAGGGGGGATAGGTGGGCGGTGCCGTGGEGAAGCGGGGCTCCAGGGGATAGGCAG

35




9.4. chr12_49053302_T/A

SamplelD

Variants (GRCh38)

Ref_depth

Alt_depth

Consequence

HGO03817

chr12_49053302_T/A

stop_gained

oo vt sz san
-

36




9.5. chr12_49039611_G/A

SamplelD

Variants (GRCh38)

Ref_depth

Alt_depth Gene

Consequence

NA18612

chr12_49039611_G/A

58

stop_gained

37




9.6. chr12_49052175_AG/-

SamplelD

Variants (GRCh38)

Ref_depth

Alt_depth

Consequence

NA20515

chr12_49052175_AG/-

frameshift_variant

I pR ST eIz pBT a3 BEZ PRI BIZ r

38



10. MPL

10.1. chr1_43352251_A/T

SamplelD Variants (GRCh38) Ref_depth | Alt_depth Gene Consequence

NA18976 chr1_43352251_A/T 26 10 MPL missense_variant

N csszsbon

S = |AATCCACTGCCATGGCTCAGTCTGETTCTCTTCCTTCTCCCCCAGGAGACTGAGGCATGECCTGTGGCCCTCACTTCCAGACCTGCACCGGGTCCTAGGCCAGTACCTTAGGGACACTGCAGCCCTGAGCCCGGTGAGTGTGETTCCCTECCCTGTGCCCA

e

39




11. NF1

11.1. chr17_31226460_-/C

SamplelD Variants (GRCh38) Ref_depth | Alt_depth Gene Consequence
HG00159 chr17_31226460 -/C 26 9 NF1 frameshift_variant

40



11.2.

chr17_31338743_AGTCA/-

SamplelD

Variants (GRCh38)

Ref_depth

Alt_depth

Gene

Consequence

HG00272

chr17_31338743_AGTCA/-

32

NF1

frameshift_variant

§
|

N J

AAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA

41




11.3. chr17_31343098_-/T

SamplelD

Variants (GRCh38)

Ref_depth

Alt_depth

Consequence

HG01961

chr17_31343098_-/T

22

frameshift_variant

oot ot srctsesan
-

Rt

) b2 T piz iz B ail

GAAGTATTTATGGCAATCCGGAATCCTCTGGAGTGGCACTGCAAGCAAATGGATCATTTTGTTGGACTCAATTTCAACTCTAACTTTAACTTTGCATTGGTTGGACACCTTTTAARAGGTAAAAAAGCCTTATTTAGAATATTITITATGAAGTACTATTAA

42




12. NRAS

121. chr1_114716126_C/T

SamplelD

Variants (GRCh38)

Ref_depth

Alt_depth

Consequence

HG00244

chr1_114716126_C/T

missense_variant

MWM

vvvvvvvvvvvvvvvvvvvvvvvvvvvvvvvvvvvvvvvvvvvvvvvvvvvvvvvvvvvvvvvvvvvvvvvvvvvvvvvvvvvvvvvvvvvvvvvvvvvvvvvvvvvvvvvvvvvvvvvvvvvvvvvvvvvvvvvvvvvvvvvvvvvvvvvvvvvvv
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13. PHF6

13.1. chrX_134378107_G/A

SamplelD Variants (GRCh38) Ref_depth | Alt_depth Gene Consequence

HG02778 chrX_134378107_G/A 23 10 PHF6 splice_donor_variant

ChtATe Az T 8T

[auxts B — — — s = - —
T 22 pED RT3 R RN BA 3 BB U2 G p all a2 AT a2 T T T T @ W w e CEmra— &
tezbp
oty o s s [ e s
| I ! ' i I
ooz evx_13esorsam coNE I
T
T

oz e s

S = [CATCACACTCTGATAATGARAGTCTTGGTGGATTTTCTATTGAAGATGTCCARAAGGAAATTAAAAGAGGCACGAAGCTGGTAAGTTGGTATTTCTGCCTCTTGAGAATARARATTATTTAAACTCATTAAAGAGGAAATTGCTTATTTTAGAGTGTATTG
s

Rt

44




14. PPM1D

14.1. chr17_60663270_T/-

SamplelD Variants (GRCh38) Ref_depth | Alt_depth Gene Consequence

HG01200 chr17_60663270_T/- 27 6 PPM1D frameshift_variant

45



14.2. chr17_60663320_-/C

SamplelD

Variants (GRCh38)

Ref_depth

Alt_depth

Gene

Consequence

HG02970

chr17_60663320_-/C

21

PPM1D

frameshift_variant

oz seeezesan
-

Rt

ccccccccccccccccccccccccccccccccccccccccccccccccccccccccccccccccccccccccccccccccccccccccccccccccccccccccccccccccccccccccccccccccccccccccccccccccccccccccccc

46




14.3.

chr17_60663313_G/T

SamplelD

Variants (GRCh38)

Ref_depth

Alt_depth

Consequence

HGO03615

chr17_60663313_G/T

18

stop_gained

TS0 733 80883383
— ;s . I
= Y Pi2 3 e =) 5 CEar 32 @ @ T W C5
tezbp
wmzon  omam o wmmy  omaw 30t wmn st
1 1 i I 0
[ —
= |
T
T
T
T
T
oo v soizsen
Sqarcn = [CTACTAATTCAACAAACACTG

TCATGGACCAAAAAAATTTGAAGATGTCAACTCCTGGCCAAATGAAAGCCCAAGARATTGAAAGAACCCCTCCAACAAACTTTAARAGGACATTAGAAGAGTCCAATTCTGGCCCCCTGATGAAGAAGCATAGACGAAAT

Rt

)

47




14.4. chr17_60662995_T/A

SamplelD

Variants (GRCh38) Ref_depth | Alt_depth Gene Consequence

HG04022

chr17_60662995_T/A 31 7 PPM1D missense_variant

T 132 T piz iz B ail T iz W@ @2 @ e @ @ W@z E e e w3 Caars C3)

GAAGCCTAATATCACATGCATAGATTTGTTGAGTTCTGGGATAAATTTTTTCTTATTTGTTTTACCTTCTTATTTTTCAGTCACTGGAGGAGGATCCATGGCCAAGGGTGAATTCTAAGGACCATATACCTGCCCTGGTTCGTAGCAATGCCTTCTCAGAG

48




14.5. chr17_60663106_C/T

SamplelD

Variants (GRCh38) Ref_depth | Alt_depth Gene Consequence

NA18917

chr17_60663106_C/T 43 3 PPM1D stop_gained

-

T Pz T bz iz B T iz W@z L @ W@ @ e e w0 Cmr )

1620

N v smsoaten.

Rt

ATTCTAAGGACCATATACCTGCCCTGGTTCGTAGCAATGCCTTCTCAGAGAATTTTTTAGAGGTTTCAGCTGAGATAGCTCGAGAGAATGTCCAAGGTGTAGTCATACCCTCAAAAGATCCAGAACCACTTGAAGAARAATTGCGCTARAGCCCTGACTTTA

49



15. PRPF40B

15.1.

chr12_49643754_T/G

SamplelD

Variants (GRCh38)

Ref_depth | Alt_depth Gene Consequence

HG00640

chr12_49643754_T/G

27 6 PRPF40B | splice_donor_variant

oo o sersezen

Rt

AT
— 1 =T
B pBR pST ez pBT g3 E2 pi o BNA  pd 2 [ T [ T T Ol @ es @ el W e @
tezbp
wsow  esom P sz P s sy asom
| 1 | | |
c
T T
c

= [GATTTTTCTATCTCTAGATCATGGCCTTCGGAAAGCCAAGAAACCAAAARAGAAAACTAAGAAGAGAAGACACAAGTCGGTGAGTGAAGGAACTTCTACCTAAGCCCCTGCTATTTTGTGAGTTCTGTTCTACCTGCCTCCCAGGCTATCCACAGGAACTG

ns

50




16. PTEN

16.1. chr10_87933035_C/A

SamplelD

Variants (GRCh38)

Ref_depth

Alt_depth

Consequence

NA20899

chr10_87933035_C/A

missense_variant

51




17. RAD21

17.1. chr8_116850698_G/A

SamplelD Variants (GRCh38) Ref_depth | Alt_depth Gene Consequence
HG00159 chr8_116850698_ G/A 19 7 RAD21 stop_gained
;@m,m;-mmwn.““ .

oo e nsesstan

Reensetet

52




18. RUNX1

18.1. chr21_34834466_-/GG

SamplelD Variants (GRCh38) Ref_depth | Alt_depth Gene Consequence

HG01162 chr21_34834466 -/GG 40 3 RUNX1 frameshift_variant

)

ootz o esugstam

S = |cacTe GGETCCATCTG GTACTTACCCT GCATCTGACTCTGAGGCTGAGE GTTAAAGGCA GTGGAGTGGTTCAG GGAGGCACGAGGGTTGGGCGTGGEGGGCTGG! GTGGTGTGGGCTGACCCTCAT 66CTGTGC GCCGCAGCTGCTCCAGTTCACT GAGCCGC

Rt o

53



19. SETD2

19.1. chr3_47123018_G/A

SamplelD

Variants (GRCh38)

Ref_depth

Alt_depth

Gene Consequence

HG00158

chr3_47123018_GI/A

40

SETD2 stop_gained

AGACTTGG GTATAGGTTTTGAAAGGGTAGATTTATAAC GGGAA

ccccc GTCATGCTTAGAATATGATGACCCTCGTCGGAATCCCAGTTCATTAGGGGGAGAACAACATCTTTTAATIGCTTCATTTTCTGAAGTCCTTTTAGATICTCTTTCTAGTT

54




19.2. chr3_47124063_-/A

SamplelD

Variants (GRCh38) Ref_depth

Alt_depth

Consequence

HGO00729

chr3_47124063_-/A 27

frameshift_variant

:
?
h

S = |lgatatatatagcasasccactogctetat tactaatoctagtGATGAGAGTGTTGTGGCTTGGGCAGGTGGAGGCGGTGGAGGCGGAGATGAGGGCGGTGAGTCTACAGTTGTTGATTCTGCTATCACTGCTGGTAATGGTGCTGCATGAGTAGGTGGAGA

- &2

55




19.3. chr3_47122588_A/T

SamplelD Variants (GRCh38) Ref_depth | Alt_depth Gene Consequence

HG01398 chr3_47122588_A/T 40 13 SETD2 stop_gained

W QT kil GBn el guB @iz @ @ @@ e @1 oSl oA el GRT el GRR @ @0 @

. s amser . s amon s . s aapon s
I 1 i 1 ' ' ) I L ' )

S = |AAGGGGATAATTCCGATCCAGTCACACTATCATCAGAAGTCATTAAAACAGCATCAGTTTTAGAAGTGCAAAATGTTGCCAAATCAGATICTGCCCCAGGAGATCCATTTATATITAATICTATGGGACAAAAACTTCTTAATIGATCATICTTICACTTITA

Reen st serz
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19.4. chr3_47113999_G/-

SamplelD

Variants (GRCh38)

Ref_depth

Alt_depth

Gene

Consequence

HG01501

chr3_47113999_G/-

38

SETD2

frameshift_variant

oot o rnsmstem

Rt

TCTGTGAGTATGACTTCCACATCTGCATGCTGTTTTCTCTGAAACCGTCTATTGGAACAATAATCCCCATTTGGACACCGAGAAGAACTGAAATGAGAAAAGGAGGAAATTTAATTCTTTAAAGCAGCAAAAGAACCARAGTAACTTTGAAARAATGTGTT

57




19.5.

chr3_47120294_AGGGCCCAACCAGTGCTGAACCT/-

SamplelD

Variants (GRCh38)

Ref_depth | Alt_depth

Gene

Consequence

HGO01700

chr3_47120294 AGGGCCC
AACCAGTGCTGAACCT/-

39 3

SETD2

frameshift_variant

NI,

oot e 7o e oy

oot o s sen

GATCAAAGTAACATGGCATTTTCCCTTGCTTGGCACATTCCTTCCATCGCTGTGGGTCCCTGAAGTCATCCATGACACAGGAGGGCCCAACCAGTGCTGAACCTGGGGGCACTGATGTCTCTCCCTGCTCTACCTCCACTCTAACTTTCTTTCTGTCCTGA

58




19.6. chr3_47123534_G/A

SamplelD

Variants (GRCh38)

Ref_depth

Alt_depth

Gene

Consequence

NA11830

chr3_47123534_G/A

29

SETD2

stop_gained

N s gz

A e e @i e e

W @ @ BB Rl T eRa @R G @B @ @

amm
I

Ry
I

ACATCGGGAAGATACATACCGAGTATCTCTTTCAAGTTTTGAATAGCTAARATATTTATCATCTCTGTCTGTTTTAGATCGTGAAGGTTTCCCTAGATCCTCACTTTTTARAGGTGCTGAGCTCTTTTTAARATCTCTTTCCTTTTCAATGCTTGCTGARA

59




19.7. chr3_47113934_C/A

SamplelD

Variants (GRCh38) Ref_depth | Alt_depth

Consequence

NA11831

chr3 47113934 _C/A 30

stop_gained

|

m

= = | AGGTAATTAAAAAAGAACTTACGAAGGAAGGTCTTTGGCAGCTCTCAAGCCCCAGCCTTTCTTTTCTGTGAGTATGACTTCCACATCTGCATGCTGTTTTCTCTGAAACCGTCTATTGGAACAATAATCCCCATTTGGACACCGAGAAGAACTGAAATGAG

Rt semz

60




19.8. chr3_47062227_G/A

SamplelD Variants (GRCh38) Ref_depth | Alt_depth Gene Consequence

NA11894 chr3_47062227_G/A 27 4 SETD2 stop_gained

NS e sz

= = [CACACAGGCCACTTACCTGTCATCTGGCCTTTTTGITCCCCGCTCATAGGCAGAAGAGGGTGGTGAGAGGGAGCETTCTTCGTTTCCTTITTCTCTTTATTTTGAGTTTGCTTGTCTGGGTCTCTCTCTCTTGACCTATTAGGAGTCTTCGGGGCAGGTGTTT

Rt semz

61



19.9. chr3_47101520_-/A

SamplelD Variants (GRCh38) Ref_depth | Alt_depth Gene Consequence

NA12282 chr3_47101520_-/A 32 5 SETD2 frameshift_variant

w2 2 rrszten

“
WJ

e = |AGTAGAAACAATACTTACCCATATCTCTGGAACTGATAGTCAAACGTTAACTCTGAGCCTGAAGGAACCAGTTTGGTGGTAAAAAACCCAACCCTCAGTTGTCCGTTCACAGTCCACTGAGATGATGTTTGAAAACAAAAGAAATTAGTAACTTATTAGLG

- G2

62



19.10. chr3_47122102_G/C

SamplelD

Variants (GRCh38) Ref_depth

Alt_depth

Consequence

NA12287

chr3_47122102_G/C 21

stop_gained

N2 r22k0m

Rt semz

63




19.11. chr3_47056886_G/A

SamplelD

Variants (GRCh38)

Ref_depth

Alt_depth

Consequence

NA20808

chr3_47056886_G/A

36

stop_gained

S ———E e

4

TTCAGAATTAGTTACCTGTACAATTGGTGGAGTTGTCTGTGAATAAGGTGATGTCACACCATAGACTGTTGGACATGTCTGTCCTTGATAATATATGGTTGCTTGAGACTGTGCAGGAGAGTACTGCTGCTGTACACTGACAGACTGTTGGTTTGAATCCC

64




19.12. chr3_47121944_AGI/-

SamplelD

Variants (GRCh38) Ref_depth | Alt_depth Gene Consequence

NA20896

chr3_47121944 AG/- 36 5 SETD2 frameshift_variant

W QT kil GBn el guB @iz @ @ @@ e @1 oSl oA el GRT el GRR @ @0 @

. s sy
I L ' I

1|N|

|

JMA

CTGCATGCTTTAAAAACTCTGAACTTTTTTTACTCTTTAGCACTGCATCCAGAACTGGAGATGTGTTCTCTCCGCATTTCAAGAGAGTTAGACTGTCCACCTTTATTCCTGGTGGAAGAGTCTGAAGAGATGAAGCAATAGCTGAACTCGCAATAGGTTGA

65




19.13. chr3_47120398_CTCT/-

SamplelD

Variants (GRCh38) Ref_depth | Alt_depth

Gene

Consequence

HGO03439

chr3_47120398_CTCT/- 31 9

SETD2

frameshift_variant

HG03439_chr3._bam Coverage

HGO3439_chv3_47120397 bam

chid47,12032347,120471
p262  p253 P43 p242  p23  p222 p2133 p2i2 pl42 plal pi3 pi23 pl21 qill - qi21 q1312 qi331 QL1 q221 q223 24 q25.1 q2531 4261 q262 42632 q271  q28 q29
150bp.

471203400 47,120360bp 47.120380p. 47,120400bp 471204200 47120440 bp 47,120,460 bp
I I I 1 1 | I 1

|

ACTGATGTCTCTCCCTGCTCTACCTCCACTCTAACTTTCTTTCTGTCC TGAAGC TCACCATCACTTTCAGAATCACTCTCTATTTCCTGCCTCCTTTTTTTAAGAGGCCCTCTATCTTTGATATCATTTTTTTCTAAG TTTTTTGAAAA
b 558 T BE Q E LV E LV R IV K LK R ID QUL E LGJD S/ E S DISIE LI ELQ RER KUK L PP G LRI D UKY | LD N LK E LY N LK S LF
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20. SETDB1

20.1. chr1_150945053_G/A

SamplelD Variants (GRCh38) Ref_depth | Alt_depth Gene Consequence

NA18532 chr1_150945053_G/A 18 6 SETDB1 stop_gained

IS0 IUSTI IS
I - ——— m—— ) mmEm mmm o m s
C T T R R R CZEar e () [ L R T B BT T T T WG ez e
tezbp
tmsusony st sty tmssoen mssont st a0t

Ntz o st corfifl

¢

eSSBS c

S = [GTATGTCACTGCCTACCCCAACCGCCCCATGGTACTGCTCAAGAGTGGCCAGETTATCAAGACTGAGTGGGAAGGCACGTGGTGGAAGTCCCGAGTTGAGGAGGTGGATGGCAGCCTAGTCAGGATCCTCTTCCTGGTACTGTTCTTCTCTACAATTTTGG
nnnnn

e

67




21. STAG2

2141. chrX_124071271_C/-

SamplelD Variants (GRCh38) Ref_depth | Alt_depth Gene Consequence

NA18933 chrX_124071271_C/- 20 4 STAG2 frameshift_variant

20T 30 24071350

i — — — s T
T 22 pED RT3 R RN BA 3 BB U2 G p all a2 AT a2 T T T T @ W o ) &
tezbp
ez uorzen oz ot oo om0 st

T T T
T
T
M ararosen
T
T

S = [TCAGATTATGTCAGGAGGGCGTGACATGTTAGAGCCATTAGTGTATACCCCTGATTCTTCATTGCAGTCTGAGTTGCTCAGCTTTATTTTGGATCATGTCTTCATTGAACAGGATGATGATAATAATAGTGCAGGTAATTTTATIGCCATCTTTTTATIAA
Rt e

68




21.2. chrX_124066217_C/A

SamplelD Variants (GRCh38) Ref_depth | Alt_depth Gene Consequence

NA20281 chrX_124066217_C/A 8 2 STAG2 stop_gained

&

2406 57120068297

——— e — L mm— e —— | m— — =
T a2 RED R WIS RERMRA PSRBT A w2 e LT T T @ = @ e -
10260
PR o oy P oy sz PR .
i i i i i i i i i i
[respepm———
- T
- T
- T
- i T i T T
= T T T T T T
= i b i T T
- T T T T b

N v auzison

- T T

- U T T T

- T T T T T

- T
Sqarcn = [AACTTAALE Lttt EtEttttttttttttttt tACAGTGCCCATGACCTTTCAAAGTGGGATTTATTTGCTTGTAATTACARACTCTTGARAACTGGAATCGAARATGGAGACATGCCTGAGCAGGTTTTTATTTATITGCTAGTTACACATTTATCTTT
Lo swe

69




22, TET2

221. chr4_105275340_T/-

SamplelD

Variants (GRCh38) Ref_depth | Alt_depth Gene Consequence

HGO00099

chr4_105275340_T/- 34 8 TET2 frameshift_variant

oS 28 0515 1

B pET e el T Pt e e e e AR e @ @ @ el @@ @ - T T R I R T T

sy . ey . s . sz . s . s . g . szf

m

M

Rt

ccccccccccccccccccccccccccccccccccccccccccccccccccccccccccccccccccccccccccccccccccccccccccccccccccccccccccccccccccccccccccccccccccccccccccccccccccccccccc
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22.2.

chr4_105276118_T/C

SamplelD

Variants (GRCh38)

Ref_depth

Alt_depth

Gene

Consequence

HGO00113

chr4_105276118_T/C

21

TET2

e 105276038 105276198
WE wE isn e wid pist el 3 anz s e T & T T I R T T
tezbp
st oy sz,
I 1 I
= S
-
c
¢
¢
¢
¢
T c
T
Sqarcn = [ACGATGAGGTCTGGTCAGACAGCGAGCAGAGCTTTCTGGATCCTGACATTGGGGGAGTGGCCGTGGCTCCAACTCATGGGTCAATTCTCATTGAGTGTGCARAGCGTGAGCTGCATGECACAACCCCTTTAAAGAATCCCAATAGGARTCACCCCACCAGG
Lo
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22.3.

chr4_105269676_G/T

SamplelD

Variants (GRCh38)

Ref_depth

Alt_depth

Gene

Consequence

HG00245

chr4_105269676_G/T

TET2

missense_variant

g

T e e e T g LR T T a2 = G en S0 e e e o e e e e e e

ﬁ

|

|

m

rrrrrrrrrr CAGATTGAATATGAACACAGAGCACCAGAGTGCCGTCTGGGTCTGAAGGAAGGCCGTCCATTCTCAGGGGTCACTGCATGTTTGGACTTCTGTGCTCATGCCCACAGAGACTTGCACAACATGCAGAATGGCAGCACATIGGTAAGTTGG

72



22.4. chr4_105234521_T/-

SamplelD

Variants (GRCh38) Ref_depth | Alt_depth Gene Consequence

HG00620

chr4_105234521_T/- 37 6 TET2 frameshift_variant

oo out oszszezan
=

@:—:—:—:»:—:—:—:—:—:—:—:—:—:—:—:—:—:—:—:—:—

TET PR psB psl a2 pist e e e A e @ e @ el ek @ @ 3 N T R I R T T
1620
szt sty wszustp sy szuser sz sty sty sz

i

TTCARCACATAACTGCAGTGGGCCTGAAAATCCAGAGCTTCAGATTCTGAATGAGCAGGAGGGGAAAAGTGCTAATTACCATGACAAGAACATTGTATTACTTAAAAACAAGGCAGTGCTAATGCCTAATGGTGCTACAGTTTCTGCCTCTTCCGTGGAAC
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22.5.

chr4_105236859_-/TG

SamplelD

Variants (GRCh38)

Ref_depth

Alt_depth Gene

Consequence

HGO01064

chrd_105236859_-/TG

3 TET2

frameshift_variant

Rt

TET PR psB psl a2 pis e e e sl

D T T T

ST TS 10529599

3 N T R I R T T

1620

eszesnty

v

CTCARAAGCATGCTGCTCTAAGGTGGCATCTCTTACAGAAGCAAGAACAGCAGCARACACAGCAACCCCAAACTGAGTCTTGCCATAGTCAGATGCACAGGCCAATTAAGGTGGAACCTGGATGCAAGCCACATGCCTGTATGCACACAGCACCACCAGAA

T
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22.6.

chr4_105275548_C/T

SamplelD

Variants (GRCh38)

Ref_depth

Alt_depth

Consequence

HG01069

chrd_105275548_C/T

stop_gained

1ootes one_osrsssam
-
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22.7.

chr4_105241383_-/G

SamplelD

Variants (GRCh38)

Ref _depth | Alt_depth

Gene

Consequence

HGO01606

chrd4_105241383_-/G

28 9

TET2

frameshift_variant

Footes oue_oszisszan
-

Footes end osiestan

TET PR psB psl a2 pist e e e

sl

e

D T T T 3 N T R I R T T

e

1620
szt sy
v ! I '

g .

s . i

I

GAGGTCTAAAATAATAATCTTCTATTATCTCAACAGAGCAAATTATTGAARAAGATGAAGGTCCTTTTTATACCCATCTAGGAGCAGGTCCTAATGTGGCAGCTATTAGAGAAATCATGGAAGARAGGTAATTAACGCAAAGGCACAGGGCAGATTAACGT.
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22.8. chr4_105234442 C/G

SamplelD Variants (GRCh38) Ref_depth | Alt_depth Gene Consequence

HG02078 chr4_105234442_C/G 22

10524302 1053452

—— i m—  m— —

WE wE isn e wid pist o 1 [ sl e s T C: 3 L T R R T

tezbp
sz o oo wsuew oszss ot szt sz szt
I L I i I L i I
[
-
c
oo ot oszzsen
T

Sqarcn -

TGTCTCCGATTTGAGTGATAAGARAGAATCTGTGAGTTCTGTAGCCCAAGAAAATGCAGT TAAAGATTTCACCAGTTTTTCAACACATAACTGCAGTGGGCCTGAAAATCCAGAGCTTCAGATTCTGAATGAGCAGGAGGGGAAAAGTGCTAATTACCATG
Lo
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22.9.

chr4_105241421_G/A

SamplelD

Variants (GRCh38)

Ref_depth

Alt_depth

Consequence

HG02107

chr4_105241421_G/A

missense_variant

oz vt ozt sencs
-

o217 ont otz 20m

w5 PR pnan psa T G

sz 2t
' i i

- @ 00000
EE

CAAATTATTGAAAAAGATGAAGGTCCTTTTTATACCCATCTAGGAGCAGGTCCTAATGTGGCAGCTATTAGAGAAATCATGGAAGAAAGGTAATTAACGCAAAGGCACAGGGCAGATTAACGTTTATCCTTTTGTATATGTCAGAATTTTTCCAGCCTTCA

=3
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22.10.

chr4_105259617_A/G

SamplelD

Variants (GRCh38)

Ref_depth

Alt_depth

Consequence

HG02484

chrd_105259617_A/G

splice_acceptor_varia
nt
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22.11.

chr4_105236813_-/A

SamplelD

Variants (GRCh38)

Ref_depth

Alt_depth

Gene

Consequence

HG02502

chr4_105236813_-/A

28

4

TET2

frameshift_variant

eS8 105296890
TET PR psB psl a2 pis e e e

sl

D T T T

3 N T R I R T T

frig . oy . g

1620
s zmety
) [ ]

ey

CCTGACCAGGGAGGAAGTCACACTCAGACCCCTCCCCAGAAGGACACTCARAAGCATGCTGCTCTAAGGTGGCATCTCTTACAGAAGCAAGAACAGCAGCARACACAGCAACCCCAAACTGAGTCTTGCCATAGTCAGATGCACAGGCCAATTAAGGTGGA
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22.12.

chr4_105276106_C/T

SamplelD

Variants (GRCh38)

Ref_depth

Alt_depth

Gene

Consequence

HG02661

chr4_105276106_C/T

33

10

TET2

missense_variant

Cov

FE PET e e T pist e e e L T T e C3 T R I R T T

120

szt ety wnzmomty sz sz sz sz ez
L ! L | ' L L I L ! ' 1 L ! ' !

GTGCAGAGGACAACGATGAGGTCTGGTCAGACAGCGAGCAGAGCTTTCTGGATCCTGACATTGGGGGAGTGGECGTGGCTCCAACTCATGGGTCAATTCTCATTGAGTGTGCAAAGCGTGAGCTGCATGCCACAACCCCTTTAAAGAATCCCAATAGGAAT

=
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22.13.

chr4_105235265_-/T

SamplelD

Variants (GRCh38)

Ref_depth

Alt_depth

Gene

Consequence

HG03280

chrd_105235265_-/T

31

4

TET2

frameshift_variant

oo out oszzssian
-

0523 15 0523 5
TET PR psB psl a2 pist e e e A e @ e @ el ek @ @ 3 N T R I R T T
1620
. i . g . s . w— w . g . e , g

|

GTTCCTCAGCTTCCTTCAGAAGGAAARAAGCACTCTGAATGGTGGAGTTTTAGAAGAACACCACCACTACCCCAACCAAAGTAACACAACACTTTTAAGGGAAGTGAAAATAGAGGGTAAACCTGAGGCACCACCTTCCCAGAGTCCTAATCCATCTACACA
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22.14.

chr4_105269640_C/T

SamplelD

Variants (GRCh38)

Ref_depth

Alt_depth

Gene

Consequence

HGO03709

chr4_105269640_C/T

TET2

missense_variant

FoosTs_out oszesiezan
-

!
i
|

Rt

TET PR psB psl a2 pist e e e A e @ e @ el ek @ @ 3 N T R I R T T
1620

h . wm . my . e . s . mm— , " . g

ﬂ

TAAGAGTAAAACTAACTACTTTCGCATTCACACACACTTITTATTTTTCAGATTGAATATGAACACAGAGCACCAGAGTGCCGTCTGGGTCTGAAGGAAGGCCGTCCATTCTCAGGGGTCACTGCATGTTTGGACTTCTGTGCTCATGCCCACAGAGACTTG,

83




22.15. chr4_105276152_A/G

SamplelD

Variants (GRCh38) Ref_depth | Alt_depth Gene Consequence

HGO04047

chr4d_105276152_A/G 43 4 TET2 missense_variant

FE e piss e T pist e e e O T = @ W ahl g s @U@ G @ el G Gl @ eA @A sl ez

szt i . s . . . i . s . i . s .

o0 eut oszrszian

m

TCTGGATCCTGACATTGGGGGAGTGGCCGTGGCTCCAACTCATGGGTCAATTCTCATTGAGTGTGCAAAGCGTGAGCTGCATGCCACAACCCCTTTAAAGAATCCCAATAGGAATCACCCCACCAGGATCTCCCTCGTCTTTTACCAGCATAAGAGCATGA

e
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22.16.

chr4_105272774_CIT

SamplelD

Variants (GRCh38)

Ref_depth

Alt_depth

Gene

Consequence

NA10851

chrd_105272774_CIT

25

3

TET2

stop_gained

NSt v sozAan
-

Nt e sz,

Rt

TS
TET PR psB psl a2 pis e e e A e @ e @ el ek @ @ 3 N T R I R T T
1620

sz samamy sy

i . g . waman

sz
L I '

AAAAACGGAGTGGTGCCATTCAGGTACTGAGTTCTTTTCGGCGAAAAGTCAGGATGTTAGCAGAGCCAGTCAAGACTTGCCGACAAAGGAAACTAGAAGCCAAGAAAGCTGCAGCTGAARAGCTTTCCTCCCTGGAGAACAGCTCAAATAAAAATGAAAAG

T
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22.17. chr4_105243739_-/A

SamplelD Variants (GRCh38) Ref_depth | Alt_depth Gene Consequence

NA12762 chr4_105243739_-/A 22 5 TET2 stop_gained

[T ETn
T T T T T e e e T e e e e
f62bp
] 1 ] - ] Im.. ] Ir.. 1 v - ] 1 - ] ] - ] 1 - L A
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22.18. chr4_105235590_C/T

SamplelD Variants (GRCh38) Ref_depth | Alt_depth Gene Consequence

NA18634 chr4_105235590_C/T 29 8 TET2 stop_gained

@:—:—:—:»:—:—:—:—:—:—:—:—:—:—:—:—:—:—:—I_

TET PR psB psl a2 pist e e e A e @ e @ el ek @ @ 3 N T R I R T T

1620

' ) ' I | I ' ) I I ' ) ' 1 ! I '

= = |GAGAGCTACAGGACAACTGCCAGCAGTTGATGAGAAACAAAGAGCAAGAGATTCTGAAGGGTCGAGACAAGGAGCAAACACGAGATCTTGTGCCCCCAACACAGCACTATCTGAAACCAGGATGGATTGAATTGAAGGCCCCTCGTTTTCACCAAGCGGAA

Rt T
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22.19. chr4_105234536_A/-

SamplelD Variants (GRCh38) Ref_depth | Alt_depth Gene Consequence

NA18991 chr4_105234536_A/- 33 4 TET2 frameshift_variant

ST S 052N

TET PR psB psl a2 pist e e e A e @ e @ el ek @ @ 3 N T R I R T T

= = [CAGTGGGCCTGAAAATCCAGAGCTTCAGATTCTGAATGAGCAGGAGGGGAAAAGTGCTAATTACCATGACAAGAACATTGTATTACTTAAAAACAAGGCAGTGCTAATGCCTAATGGTGCTACAGTTTCTGCCTCTTCCGTGGAACACACACATGGTGAAC

Rt T
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22.20. chr4_105237346_G/A

SamplelD

Variants (GRCh38)

Ref_depth

Alt_depth

Gene

Consequence

NA19222

chr4_105237346_G/A

26

3

TET2

missense_variant

3 N T R I R T T

[ o

TET PR psB psl a2 pis e e e A e @ e @ el ek @ @

g wmay sy

g

1620

sty
i '

mm

sty
I

. maman

N2z sz

Rt

TTCCAAATTACTAGATACTCCTATARAAAATTTATTGGATACACCTGTCAAGACTCAATATGATTTCCCATCTTGCAGATGTGTAGGTAAGTGCCAGAAATGTACTGAGACACATGGCGTTTATCCAGAATTAGCARATTTATCTTCAGATATGGGATTTT
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22.21. chr4_105259675_T/G

SamplelD

Variants (GRCh38)

Ref_depth

Alt_depth

Gene

Consequence

NA19327

chr4_105259675_T/G

TET2

missense_variant

Nt e TS,

ccccccccccccccccccccccccccccccccccccccccccccccccccccccccccccccccccccccccccccccccccccccccccccccccccccccccccccccccccccccccccccccccccccccccccccccccccccccccccccccc
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22.22, chr4_105242911_G/A

SamplelD

Variants (GRCh38) Ref_depth | Alt_depth

Gene

Consequence

NA20581

chr4_105242911_G/A 27

10

TET2

missense_variant

2R s 205

FE PET e e T pist e e e L T T e C3 T R I R T T
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- 00000000000
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- %
1 . —— — — — 00—}
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1
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S —
= = |AAGGTTTGGACAGAAGGGTAAAGCTATTAGGATTGAAAGAGTCATCTATACTGGTAAAGAAGG 3 GGGATGTCCTATTGCTAAGTGGGTAAGTGTGACTTGATAAAGCCTTTGGTCTTAAATCTTIGGGCATTTT GATTTGTAAATCT cacc
Rt ad
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22.23. chr4_105241429_GIT

SamplelD

Variants (GRCh38)

Ref_depth

Alt_depth

Gene

Consequence

HGO03476

chrd_105241429_G/T

HGO3476_chvd._bam Coverage

HGO3476_chvé_105241428 bam

26

3

TET2

missense_variant

‘chr4:105,241,355-105,241,503

p162 p1533 pis3l pI51 pl4 pi3  pll qi2 q131 qi32 qi33 Q2121 Q213 q222 q23 q4 25 926 q27 4282 q283 q311 @312 @313 @321

323 q341  q343 @350

105,241,380 bp 105241,3800p. 105,241,400 bp
| I |

|D§2‘1|,420W

150bp.

||152'1|MN»

IDSD“IMGDD

IW1IAWDD

1'5.3'1[51010

= |[AGATGAAGGTCCTTTTTATACCCATCTAGGAGCAGG TCCTAATGTGGCAGCTATTAGAGAAATCATGGAAGAAAGG TAATTAACGCAAAGGCACAGGGCAGATTAACG TTTATCCTTTTG TATATG TCAGAATTTTTCCAGCCTTCACA

TEnR
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23. TP53

23.1. chr17_7675229 _GGGGAGTACTGTAGGAAGAGGAAGGAGACAGAGTT/-

SamplelD Variants (GRCh38) Ref_depth | Alt_depth Gene Consequence

chr17_7675229_GGGGAGT
HG02221 ACTGTAGGAAGAGGAAG 47 4 TP53
GAGACAGAGTT/-

splice_acceptor_varia
nt

— —
o b2 Y Pi2 iz B

sssssss

) Tz Tzt

oz vt Tz o
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23.2. chr17_7674252_CIT

SamplelD

Variants (GRCh38) Ref_depth

Alt_depth

Consequence

HGO03742

chr17_7674252_C/T 31

missense_variant

SRy
e

) b2 T piz iz B ail T iz W@ @2 @ e @ @ W@z w e e w3 Caars C3)

ey Tenzmty Tenzmp 8u2e e Tz Eu Towsmp

Rt

GCTCCTGACCTGGAGTCTTCCAGTGTGATGATGGTGAGGATGGGCCTCCGGTTCATGCCGCCCATGCAGGAACTGTTACACATGTAGTTGTAGTGGATGGTGGTACAGTCAGAGCCAACCTAGGAGATAACACAGGCCCAAGATGAGGCCAGTGEGCCTTG
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24, Wr1

241. chr11_32428050_G/A

SamplelD Variants (GRCh38) Ref_depth | Alt_depth Gene Consequence

HG03132 chr11_32428050_G/A 29 4 wr1 stop_gained

pist B ez PET B3 P2 Pl o Pi2 T T e i [ " LI R R W e @ e &

E
|

S =|ccTca GCAGCAAAGECTGGCTGCC GGTGCAGCTGTCG GTGGGGETGTGGCA GCCATA GACCGGGGGEGGCACT GAGTACTGCTGCTCACCTGCAGAGAGAACE

e

AAAAAAAAA GAGCGAGTGCGCCCCAAGQactcagaatacaagactacaaacagaaat

Rt iy
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24.2.

chr11_32396377_-/GACC

SamplelD

Variants (GRCh38)

Ref_depth

Alt_depth

Gene Consequence

NA18912

chr11_32396377_-/GACC

42

6

wT1 frameshift_variant

e
e L ™ D B "E I e e e
f62bp
1 - ] L - 1 L " ] 1 - il v L . ] 1l - ] ] - il [} . ]

AAAATATCTCTTATTGCAGCCTGGGTAAGCACACATGAAGGGGCGTTTCTCACTGGTCTCAGATGCCGACCGTACAAGAGTCGGGGCTACTCCAGGCACACGTCGCACATCCTGCAGGCAGAGAGTAAGAGGAAGGGAGGCTTTAAGCCACATGTGAACAT,

=
Ntz e T2
pe— -
Rt

it
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24.3. chr11_32396374_G/-

SamplelD

Variants (GRCh38)

Ref_depth

Alt_depth

Gene

Consequence

NA18912

chr11_32396374_G/-

42

wr1

frameshift_variant

mmmmm

T
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