1 PDK1

Pyruvate dehydrogenase (PDH) is a mitochondrial multienzyme complex that catalyzes the oxidative de-
carboxylation of pyruvate and is one of the major enzymes responsible for the regulation of homeostasis of
carbohydrate fuels in mammals. The enzymatic activity is regulated by a phosphorylation/dephosphorylation
cycle. Phosphorylation of PDH by a specific pyruvate dehydrogenase kinase (PDK) results in inactivation.
Multiple alternatively spliced transcript variants have been found for this gene.
The gene is similarly expressed in all conditions. The homolog in bat seems not to have many splice

variants.
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Figure 1: IGV Genome Browser screenshot of gene PDK1.
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Figure 2: Sashimi plot of gene PDKI1.



Scale 20 kbt o
chr2

1 hgt9
1 173,425,000 | 173,430,000 | 173,435,000 | 173,440,000 | 173,445,000 | 173,450,000 | 173,455,000 | 173,460,000 \ 173,465,000 | 173,470,000 | 173,475,000 | 173,480,000 | 173,485,000 | 173,490,000 |
ho19_ ebola_segemehl-HUH-Mock-3h_¢

4 . sl | (a | | | ]l | ] - 4 Ll L 414 - - -
J N m hg!a ebola_tophat-HUFH-Modk'3h_al
N . . 1 . N - “hgT9_ebola_segemenl-HUH-Mock-7h_al TTITTI T I T 130T N
i I PO i 1.
4 ' Ll Ll | A 1A
o Lla |- inoa . LI R 1 R I O
P o . L R R A R L I
_a a J L ry J 1 L
) 519_cbola_tophat-HUH-EB0V-3h_al
. : 1 . - ng18_ebola_segemen-HUH- anv 7h_all 1 1 r
- . ' a - i {44 LL -
! K ngwe ebola_tophat-HUH- EBO 7h_all
7 | - hg19 ebola_sagemeh-HUH-EBOV-23n_al b T T -
a . L d - Ll L - L
| hg9_ebola iopha HUH-EBOV-23n_al
PR . L i L - L
J hg19 marburg Segemen-HUHATARY-sh_al
) g3 marburg_tophat HUH-MARV-3h _al T T1ITHITE il 1 i
Fato marburg_segemehl-HUH iEn 1Tl
i . | || | (o] - L - |- I -
hat_marburg.tophat HUH-AMA
T i : 4t T i - hgts_mar hl-HUH-MARV-23h_all TTTTI1 BRN 11
marburg_segemehl-HUH-MARV-23h _al
mr HMARV-
PR oo a ol M s - 1 i B
Sokd UGSC Genes (RefSea, GenBank, CCDS, Rfam, 1ANAS & Comgaraive Genor
PDK1
PDK}
PDK1
POK1
RefSeq Genes
Publications: Sequences in Sciepiic Aricles
Seauences _— S oo <
s

Human mRNAS from GerBank
Hyman ESTs That Have Beep Spliced
H3K27Ac Mark (Often Found Near Active Regulatory Elements) on 7 cell lines from ENCODE

Human
Soliced ESTs
100

Layered HaK27AC I l
0

oot i e Rimndiinn i il e s R0 - e .
Txn Factor ChIP I NI N M M - - ranscription Factor i-sen( factors) from ‘with Factorbook m?- M . 1
DO T PAONAT AAANOFNA A TARTANF | LTI L |

45
nts of 1
Rhesus_ — ents of

(DN W11 RN DO DO NI N NN REOTNWIION (I

X_tropicalis | S | i, L |
Yebp f | ‘h = e =
le Ny id Fe = 19%
CemmonsNPsHMH\ VORI O W o e e Eﬁ“V’WF{ﬁ'ﬂﬁ’ﬁﬁ’?Pﬁm‘W ﬂ“'fi’\ﬂi\ PRSP o0 o o mon T T
epe
ReveatMasker @ I M1 | 1M NEEN I NIN NN N N EON S— - § --W’JWEWWK N TR - om o 1 ]
contgissos contig205371 contigs421931 o ?gggwalﬁl Ao conigzssasol
Gonii Goniy Soni
9 Sontigaseeial
Conlig5 18846 H contiga03064 contgzbsiol Sontgaseatsl
Contigz639501 contigee0746 il ontiga193271
conligi5388 F Contig2395021
contigB58976 | contiga35343 |
Contig353644 1
Conflg15367/
‘contigd55538 |
contia630066 |
ey
supercontiq11408| supercontig11409|

Figure 3: UCSC Genome Browser screenshot of gene PDK1.
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