
B

0.0

0.1

0.2

0.3

0.4

l

l

l
l

10

20

30

40

Genes 
overlapping 

with category

Gene ratio
(intersection / query)

l
l

l
l
l
l
l
l
l

l

macroautophagy

positive regulation of transcription from ...

response to oxidative stress

response to starvation

response to peptide

intrinsic apoptotic signaling pathway

tRNA metabolic process

cellular response to unfolded protein

cellular amino acid metabolic process

response to endoplasmic reticulum stress

5 10

≥4 cell types
(n=481 genes)

l
l
l
l
l
l
l
l
l

l

response to peptide

organelle disassembly

positive regulation of establishment of protein localization

proteasome-mediated ubiquitin-dependent protein catabolic...

macroautophagy

tRNA metabolic process

intrinsic apoptotic signaling pathway

cellular response to topologically incorrect protein

regulation of mitotic cell cycle

response to endoplasmic reticulum stress

5 10

≥3 cell types
(n=816 genes)

l

l

l

l

l

l

l

l

l

l

5 10

tetrahydrofolate interconversion

positive regulation of transcription from RNA polymerase ...

amino acid transmembrane transport

cellular response to peptide hormone stimulus

dicarboxylic acid metabolic process

response to starvation

response to unfolded protein

response to endoplasmic reticulum stress

tRNA metabolic process

cellular amino acid metabolic process

-log10(padj)

≥6 cell types
(n=71 genes)

l

l

l

l

l

5 10

L-serine biosynthetic process

response to starvation

dicarboxylic acid metabolic process

tRNA metabolic process

cellular amino acid metabolic process

-log10(padj)

7 cell types
(n=33 genes)

l

l

l

l
l
l
l

l
l
l

5 10

positive regulation of transcription from RNA polymerase ...

negative regulation of hematopoietic stem cell differenti...

glutamine transport

response to starvation

intrinsic apoptotic signaling pathway

tRNA metabolic process

cellular response to peptide hormone stimulus

cellular response to unfolded protein

cellular amino acid metabolic process

response to endoplasmic reticulum stress

≥5 cell types
(n=271 genes)

-log10(padj)

A

l
l
l

l
l
l
l

l
l

l
HepG2

4 8 12 16

dicarboxylic acid metabolic process

response to oxidative stress

glutamine transport

response to insulin

intrinsic apoptotic signaling pathway

tRNA metabolic process

response to starvation

cellular response to unfolded protein

response to endoplasmic reticulum stress

cellular amino acid metabolic process

l
l

l
l
l
l

l
l
l
l

K562

4 8 12 16

glucose transmembrane transport

regulation of translational fidelity

dicarboxylic acid metabolic process

cellular response to peptide hormone stimulus

response to starvation

intrinsic apoptotic signaling pathway

tRNA metabolic process

cellular response to unfolded protein

response to endoplasmic reticulum stress

cellular amino acid metabolic process

l
l
l

l
l
l

l
l
l

l

HUDEP2

4 8 12 16

translational initiation

intrinsic apoptotic signaling pathway

tetrahydrofolate interconversion

cellular response to peptide hormone stimulus

dicarboxylic acid metabolic process

regulation of translational fidelity

response to starvation

response to endoplasmic reticulum stress

cellular response to unfolded protein

tRNA aminoacylation for protein translation

l

l

l

5

10

15

0.0

0.1

0.2

0.3

0.4

Genes 
overlapping 

with category

Gene ratio
(intersection / query)

l

l

l

l

l

l

l

l
l

l
DLD1

triglyceride metabolic process

response to endoplasmic reticulum stress

L-serine biosynthetic process

response to unfolded protein

cellular response to peptide hormone stimulus

glutamine transport

dicarboxylic acid metabolic process

response to starvation

tRNA metabolic process

cellular amino acid metabolic process

4 8 12 16

l

l
l
l

l
l
l

l
l

l

Erythroblast

L-alpha-amino acid transmembrane transport

dicarboxylic acid metabolic process

response to insulin

regulation of translational fidelity

intrinsic apoptotic signaling pathway

positive regulation of transcription from ...

response to starvation

cellular response to unfolded protein

response to endoplasmic reticulum stress

tRNA aminoacylation for protein translation

4 8 12 16

l

l
l
l
l
l
l

l
l
l

HAP1

glutathione biosynthetic process

dicarboxylic acid metabolic process

response to starvation

regulation of translation

response to insulin

intrinsic apoptotic signaling pathway

tRNA metabolic process

cellular response to unfolded protein

cellular amino acid metabolic process

response to endoplasmic reticulum stress

4 8 12 16

l

l

l
l

l
l
l
l

l
l

MSC

4 8 12 16

glutathione biosynthetic process

positive regulation of transcription from ...

response to peptide hormone

tetrahydrofolate interconversion

intrinsic apoptotic signaling pathway

response to unfolded protein

dicarboxylic acid metabolic process

response to endoplasmic reticulum stress

tRNA metabolic process

cellular amino acid metabolic process

-log10(padj)

-log10(padj) -log10(padj)

Supplementary Figure S4

C

D
0.000

0.025

0.050

0.075

0.100

5

10

15

Genes 
overlapping 

with category

Gene ratio
(intersection / query)

HAP1

1 2 3 4

tyrosine transport

-log10(padj)

Erythroblast

1 2 3 4

regulation of cell size

signal transduction in resp. to DNA damage

cellular response to nutrient levels

signal transduction by p53 class mediator

-log10(padj)

HepG2

sulfur amino acid catabolic process

amino acid import across plasma membr...

1 2 3 4

-log10(padj)

K562

intrinsic apoptotic signaling pathway

cellular response to topologically incorrect protein

response to endoplasmic reticulum stress

1 2 3 4

-log10(padj)

log10 distance (bp)

G
e
n
e
 c

o
u
n
t

3.5 4.0 4.5 5.0 5.5 6.0

0
1
0

2
0

3
0

4
0

5
0

6
0

HAP1

log10 distance (bp)

G
e
n
e
 c

o
u
n
t

3.5 4.0 4.5 5.0 5.5 6.0

0
2

0
4
0

6
0

8
0

Erythroblast

log10 distance (bp)

G
e
n
e
 c

o
u
n
t

3.5 4.0 4.5 5.0 5.5 6.0

0
2

0
4
0

6
0

8
0

HepG2

log10 distance (bp)

G
e
n
e
 c

o
u
n
t

3.5 4.0 4.5 5.0 5.5 6.0

0
2
0

4
0

6
0

8
0

1
0
0

K562


	Page 1

