1 BAD

The protein encoded by this gene is a member of the BCL-2 family. BCL-2 family members are known
to be regulators of programmed cell death. This protein positively regulates cell apoptosis by forming
heterodimers with BCL-xI. and BCL-2, and reversing their death repressor activity. Proapoptotic activity
of this protein is regulated through its phosphorylation. Protein kinases AKT and MAP kinase, as well
as protein phosphatase calcineurin were found to be involved in the regulation of this protein. Alternative
splicing of this gene results in two transcript variants which encode the same isoform. (provided by RefSeq,

Jul 2008)

This is generally not well expressed in all conditions analyzed.
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Figure 1: IGV Genome Browser screenshot of gene BAD.
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Figure 2: Sashimi plot of gene BAD.



Scale 5 kbt 1 hg19
chrit: | 64,039,000 | 64,040,000 | 64,041,000 64,042,000 64,043,000 64,044,000 | 64,045000 | 64,046,000 64,047,000 64,048,000 64,049,000 64,050,000 64,051,000 64,052,000 !
hg19 ebola_segemehl-HUH-EBOV-23h__all

[ NN - ey - —— - - - - ——— B Y
e - hg19_ebola_tophat-HUH-EBOV-23h_all
g1 ebola. segement-HUH-Mock-23h.—al
e e e e LJTO-ERORSE — — - - A
P hg19_ebola_tophat-HUH-Mock-23h_all
15 marburg. segement-HUH-MARV-23n—all
il ais J T S — - 915 9-segement Ly — - —~ — - -
hg19_marburg_tophat-HUF-MARV-23h_all
Y - -
7918 marburg. segement-HUF-Modk-23n-—all
M e~ e o e e -TEDUGSE0 — - -
P Rig19_marburg_tophat-HUH-Mock-23h_all
G158 ebolasegement-HUM-EBOV-3h—al
P S — - 915-ebola._seg = - — - e
hg19_ebola_tophat-HUH-EBOV-3h__al N
G159 ebola.segement-HUH-Mock-ah._all
D o il bn BB aw o — — e A e mew _gh"é.blzgh HUHMkahi\I - - - -— — — - all .
\g19_ebola_tophat-HUH-Mock-3h_al -
TigT8 marburg. segement-HUR-MARV-3h-—all
o m ned —_ — i — — — R N
hg19_maburg_tophat-HUH-MARV-3h_all N
g 19 marburg_segemehl-HUH-Mock-3h__ all
At e Al W e e oo e e "~ “hg19 marburg_tophat-HUH-Mock-3h__all - - - - - -
g19_marburg_tophat-HUH-Mock-3h_al
1g19. ebola. segement-HUH-EBOV-7h —all
— = - - I gm;_b; 1?_h_tHUHEEOV7h al - - - - - .
ebola_tophat-| - - al
919 cbola tophat- HUH EBOV-7R_ — - - - - — o
ig18_ebola_segemenl-HUH-Mock-7h_all
—————— [ — — — — — - —_— — i
hg19_ebola_tophai-HUH-Modk-7h_all L
Tig19._ marburg. segemehl-HUR-MARV-7h_— all
il s - _ —_ R, ———— —_— .
- N hg19_marburg_tophat- HUH-MARV-7h_all
Fig18_marburg_segemenl-HUF-Mock-7h_all
——— -— ———— — g __ — - —— — e
hg19_marburg_{ophat-HUH-Mock-7h_all L
- - UCSC Genes (RefSeq, GenBank, CODS, Riam, (RNAS & O
BAD sl L il—
BAD il |
GPR137 1
. - RefSeq Genes
BAD il - -
GPR137 1
SNPs in Publications
1 articles |

Human ESTs That Have Been Spliced

H3K27Ac Mark (Often Found Near Active Regulatory Elements) on 7 cell ines from ENCODE

Soliced ESTs
100

Layered H3K27Ac

0
DNasel Hypersensitivi q iii 125 cell types from ENCODE (V3]
DNase Clusters - T F: . ChlP- v ( ) fi E:ZODE hy\g I'b( k)M i !
ranscrintion Factor -seq ctors) from with Factorbool lotifs
Txn Factor Chip IR — il il I | -
- 100 vertebrates Basewise Conservation by PhyloP
ultiz of 100 Vertebrates,
Rhestis MNATANMINAN NI A ST ansm i T TG ™ e L
v}
e ]
=y R

Placental Mammal Basewise Conservation by PhyloP
A AT

Rhesus I ———— — ]
=]

X_yropicalis
“Zebrafish

Common SNPs(141) | §imple Nupleotide Polymorghigms (qoSNP 141) Found in 3= 1% of Samplps,

| o
Re ing Elements eatMaske
SINE [ ] - NN BN = Sl (] EmEmmEmmEmE = mmmE s W

DI
Simple mn [ ] 1 1
Low Complexity
Satellite
RN,

Other
Unknown

Figure 3: UCSC Genome Browser screenshot of gene BAD.
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