4i

Tumor Suppressor Genes

0.2
) B8
’ s
3 0
% 0.1 ° : e
£ Ly
é :# K '..';’.
3 b | 2
5 P . e
v v o
B R -
. 3
N é k-
2 .
00— _ _ ""."— —— _ e -
‘w . ]
v
1 2 . 3 4 5
Introns Synonymous Missense Promoters Nonsense
4iii

1.0

0.8

0.6

@ ARID1B_Promoter
@ B2M_Promoter

@ PBRM1_prematureStop OncoGenes

@® SMARCA4_Promoter

@ ATRX_nonsynonymous

BCL2_synonymous —
@ JP53_Promoter
@  STKI1T Promoter
@® SMAD4_Promoter

Stop

4ii
0.50 «f
0.25 «f
E &

5 1 Introns
% @as . 2 Synonymous
g - 3 Missense
< @_ -me 4 Promoters
© 0.00 = — — _
B o 5 Nonsense
2
S e ]
S
w L1

-0.25 - @i

-0.50 «f B

Introns Syn

. Tumor Suppressor Genes

2 3 4 5
onymous Missense Promoters Nonsense

B-Cell Leukemia/Lymphoma 2 BCL2

synonymous

nonsynonymous @

promoters %
introns #

;
.

0.4

f EgBBZ nonsynonymouSPMBA_ prematures

NOTCH1

e i

Q‘VHL no

AKTA nonsKyl;l]Z/r-} nonsynonymous

_Promoter

g; onsr%nont)(l [ﬁop

n§ynonymous

TAG2_synonymous

/

/

normalized added K effect versus random

0.2

0.0

-0.2

T|HNF

_Promoter. ng\H\lm nonsynonymous

moter
®PP romo er H1 _nonsynonymous

T nons nony Rl pCA;?eM
Promoter
PTEN nonsynonymous DNMT1_Promoter

‘ NCOR1_Promoter

/

rematureStop  SMARCA4_nonsynonymous

atureStop

/" Number of specific mutations

@ TP53_nonsynonymous
BCL2_Promoter

0' 40 "

@ FBXW?7_nonsynonymous

BCL2 nonsynonymous 7
@ CREBBP_nonsynonymous

60 !

80 !

KRAS_nonsynonymous

100" 120!



BCL-2 mutations

k 35
3
25 -
2 -
synonymous = s
°
15 s
NnONnSynonymous @
1
05
0
k 35
pr omoters »
3 . P~
introns = .
25 3
) .
2 5
15 - s - & S . .
1
05
0
60.80Mb 60.82Mb 60.84Mb 60.86Mb 60.88Mb 60.90Mb 60.92Mb 60.94Mb 60.96Mb 60.98Mb
c bands [ 421.33 ]
Age of Base This track has too many features to show at this scale. Please zoom in.
nstrained elements for 37 eutherian mammals EPO_LOW_COVERAGE
[/ LW I T T 1T T (T T T A O | I LI T A T 11 {1 L [ A (A 11 R |}
37 way GERP
elements
Genes (GENCODE 19) —0
<BCL2-001protein coding
1
<BCL2-002protein coding
[ — | | I
BCL2-004 transcript 13.334-2015n0RNA
<BCL2-004processed transcrip < snoU13.334-201snol - RP11.26F1.2.001 sense infronic
N
< RP11-299P2.1-001sense intronic < BCL2-003protein coding
<BCL2-201protein coding
CCDS set t 1

Human cDNAs
(RefSeq/ENA)

k
< CCDS11981.1protein coding

< CCDS45882.1protein coding

1KG All SNPs/indels 1000 Genomes - All - short variants (SNPs an
O i AN 0 O 1 A A A A O
Al Al iated - short variants (SNPs and indels)
I [ | I
SV - 1000 Genomes 3 - All
SV-1KG 3-All ‘ I ‘ l

Regulatory Build

Age of Base
%GC

Variant Legend

Structural Variant L...

Regulation Legend

Gene Legend

Age of Base Legend

No features from Age of Base on this strand

60.80Mb
—==m Reverse strand

60.84Mb 60.86Mb 60.90Mb 60.92Mb 60.96Mb 60.98Mb

196.43 kb

I splice acceptor variant

missense variant

[ synonymous variant I coding sequence variant
BN 5 prime UTR variant BN 3 prime UTR variant
I non coding transcript exon variant I intron variant
N CNV
[ cTCF Enhancer
Open Chromatin I Promoter
BN Promoter Flank BN Transcription Factor Binding Site

Protein Coding

I merged Ensembl/Havana
Il Ensembl protein coding
BN CCDS set

Non-Protein Coding

processed transcript
RNA gene

I Human-specific base

I Appeared in mammals (paler = older)

There are currently 531 tracks turned off.

Ensembl Homo sapiens version 92.37 (GRCh37.p13) Chromosome 18: 60,790,579 - 60,987,011

NN Appeared in primates (paler = older)



	figure4_rev
	BCL2full

