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GOTERM_BP_ALL
GOTERM_BP_ALL
GOTERM_BP_ALL
GOTERM_BP_ALL
GOTERM_BP_ALL
GOTERM_BP_ALL
GOTERM_BP_ALL
GOTERM_BP_ALL
GOTERM_BP_ALL
GOTERM_BP_ALL
GOTERM_BP_ALL
GOTERM_BP_ALL
GOTERM_BP_ALL

GOTERM BP ALL

gastrulation

regulation of cellular metabolic process
tissue morphogenesis
regulation of biosynthetic process

regulation of macromolecule biosynthetic process

transmembrane receptor protein serine/threonine kinase signaling pathway

regulation of metabolic process
neural tube development

ureteric bud development
transcription

embryonic heart tube development
anterior/posterior axis specification
lung morphogenesis

heart develooment
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RT
RT
RT
RT
RT
RT
RT
RT
RT
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3,0
21,6
4,8
19,8
19,2
3,0
22,2
3,0
2,4
15,0
1,8
1,8
1,8
4.2

2,9E-3
3,0E-3
3,0E-3
3,1E-3
3,3E-3
3,56-3
4,1E-3
4,4E-3
4,6E-3
6,5E-3
7,1E-3
8,0E-3
8,0E-3

9.1E-3

5,6E-2
5,7E-2
5,6E-2
5,7E-2
5,9E-2
6,3E-2
7,0E-2
7,5E-2
7,7E-2
1,1E-1
1,1E-1
1,3E-1
1,3E-1

1.4E-1



GOTERM_BP_ALL
GOTERM_BP_ALL
GOTERM_BP_ALL
GOTERM_BP_ALL
GOTERM_BP_ALL
GOTERM_BP_ALL
GOTERM_BP_ALL
GOTERM_BP_ALL
GOTERM_BP_ALL
GOTERM_BP_ALL
GOTERM_BP_ALL
GOTERM_BP_ALL
GOTERM_BP_ALL
GOTERM_BP_ALL
GOTERM_BP_ALL
GOTERM_BP_ALL
GOTERM_BP_ALL
GOTERM_BP_ALL
GOTERM_BP_ALL
GOTERM_BP_ALL
GOTERM_BP_ALL
GOTERM_BP_ALL
GOTERM_BP_ALL
GOTERM_BP_ALL
GOTERM_BP_ALL
GOTERM_BP_ALL
GOTERM_BP_ALL
GOTERM_BP_ALL
GOTERM_BP_ALL
GOTERM_BP_ALL
GOTERM_BP_ALL
GOTERM_BP_ALL
GOTERM_BP_ALL
GOTERM_BP_ALL
GOTERM_BP_ALL
GOTERM_BP_ALL
GOTERM_BP_ALL
GOTERM_BP_ALL

GOTERM_BP_ALL
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GOTERM_BP_ALL

DNA packaging
determination of bilateral symmetry
determination of symmetry
odontogenesis

ameboidal cell migration
morphogenesis of an epithelium
negative regulation of macromolecule metabolic process
vasculature development

negative regulation of macromolecule biosynthetic process
regulation of cellular process

kidney development

regulation of cell motion
sensory organ development

cell development

chromatin assembly or disassembly
multicellular organismal process
regulation of locomotion

epithelial tube morphogenesis
biosynthetic process

forebrain morphogenesis

biological regulation

in utero embryonic development
humoral immune response

growth

cell migration involved in gastrulation
gland development

blood vessel morphogenesis

regulation of inflammatory response

positive regulation of cell proliferation
localization of cell

cell motility

gene expression

regulation of signal transduction

regulation of cell differentiation

cellular macromolecule biosynthetic process
protein maturation by peptide bond cleavage

negative regulation of response to stimulus

macromolecule biosynthetic process

cell proliferation in forebrain
forebrain regionalization

77 gene(s) from your list are not in the output.
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2,4
1,8
1,8
1,8
1,8
3,0
5,4
3,6
4,8
35,9
2,4
2,4
3,6
6,0
2,4
26,3
2,4
2,4
19,8
1;2
38,9
3,6
1,8
3,0
1,2
3,0
3,0
1,8
3,6
3,6
3,6
16,8
6,0
4,2
15,6
1,8
1,8
15,6
1,2
1,2

4,8E-2
4,8E-2
4,86-2
5,0E-2
5,0E-2
5,0E-2
5,1E-2
5,1E-2
5,1E-2
5,2E-2
5,5E-2
5,5E-2
5,6E-2
5,7E-2
5,7E-2
5,8E-2
5,8E-2
6,0E-2
6,2E-2
6,2E-2
6,2E-2
6,4E-2
7,0E-2
7,0E-2
7,0E-2
7,4E-2
7,5E-2
7,6E-2
7,8E-2
7,8E-2
7,8E-2
7,8E-2
8,4E-2
9,0E-2
9,6E-2
9,6E-2
9,6E-2
9,8E-2
9,9E-2
9,9E-2

3,9E-1
3,9E-1
3,96-1
4,0E-1
4,0E-1
4,0E-1
4,0E-1
4,0E-1
4,0E-1
4,0E-1
4,26-1
4,2E-1
4,2E-1
4,2E-1
4,2E-1
4,2E-1
4,2E-1
4,36-1
4,4E-1
4,4E-1
4,4E-1
4,4E-1
4,7E-1
4,7€-1
4,7E-1
4,8E-1
4,9E-1
4,9€-1
5,0E-1
5,0E-1
5,0E-1
4,9E-1
5,1E-1
5,4E-1
5,6E-1
5,6E-1
5,6E-1
5,7E-1
5,7E-1
5,7E-1



Supp. Table 4: DAVID analysis of Pp upregulated population regarding Biological Processes (p <0.1)
m_-mm-

El GOTERM_BP_ALL requlation of cell differentiation _ 24,2 1,7E-6 9,5E-4
O GOTERM_BP_ALL regulation of multicellular organismal process RT s 9 27,3 1,8E-5 5,0E-3
O GOTERM_BP_ALL regulation of developmental process RT 8 24,2 2,2E-5 4,0E-3
a GOTERM_BP_ALL anatomical structure development . pe— 12 36,4 2,38-4 3,1E-2
O GOTERM_BP_ALL system development L3 g—— 11 33,3 6,6E-4 6,9E-2
a GOTERM_BP_ALL multicellular organismal development 13 i—— 12 36,4 8,8E-4 7,8E-2
| GOTERM_BP_ALL anatomical structure morphogenesis RT s 8 24,2 1,4E-3  1,1E-1
O GOTERM_BP_ALL developmental process RT 12 36,4 1,863 1,2E-1
(| GOTERM_BP_ALL embryonic morphogenesis RT e 5 15,2 2,4E-3  1,4E-1
d GOTERM_BP_ALL negative requlation of cell differentiation RT e 4 12,1 3,0E-3 1,5E-1
| GOTERM_BP_ALL regulation of anatomical structure morphogenesis RT 4 12,1 3,3E-3 1,5E-1
| GOTERM_BP_ALL organ development RT s 9 27,3 3,3E-3 1,4E-1
O GOTERM_BP_ALL regulation of cell projection size RT 2 6,1 4,8E-3 1,9E-1
O GOTERM_BP_ALL regulation of axon diameter RT 2 6,1 4,8E-3 1,9E-1
O GOTERM_BP_ALL heart development RT 4 12,1 5,3E-3 1,9E-1
O GOTERM_BP_ALL negative requlation of developmental process RT ; 4 12,1 5,5E-3 1,8E-1
D GOTERM_BP_ALL tissue morphogenesis RT ; 4 12,1 6,4E-3 2,0E-1
D GOTERM_BP_ALL intermediate filament bundle assembly RT ; 2 6,1 6,5E-3 1,9E-1
O GOTERM_BP_ALL regulation of transcription, DNA-dependent |3 p— 8 24,2 6,8E-3  1,9E-1
D GOTERM_BP_ALL regulation of RNA metabolic process RT = 8 24,2 7,4E-3 1,9E-1
O GOTERM_BP_ALL positive regulation of biological process 1 J— 8 24,2 7,5E-3 1,9E-1
O GOTERM_BP_ALL pattern specification process RT 4 12,1 1,0E-2  2,4E-1
O GOTERM_BP_ALL development of primary sexual characteristics RT 3 9,1 1,2E-2 2,6E-1
El GOTERM_BP_ALL neurofilament cytoskeleton organization RT ; 2 6,1 1,4E-2 2,9E-1
D GOTERM_BP_ALL negative regulation of muscle cell differentiation RT ; 2 6,1 1,6E-2 3,1E-1
O GOTERM_BP_ALL positive regulation of cellular process RT s 7 21,2 1,6E-2  3,0E-1
| GOTERM_BP_ALL tissue development |13 p— 5 15,2 1,86-2  3,2E-1
O GOTERM_BP_ALL cellular process [ I 63,6 1,86-2  3,1E-1
O GOTERM_BP_ALL sex differentiation RT 3 9,1 1,9E-2 3,1E-1
O GOTERM_BP_ALL transcription 4 8 242 1,9E-2  3,0E-1
O GOTERM_BP_ALL regulation of transcription 3 — 9 27,3 1,9E-2  3,0E-1
O GOTERM_BP_ALL intermediate filament organization RT ; 2 6,1 2,1E-2 3,1E-1
O GOTERM_BP_ALL embryonic development RT 5 15,2 2,1E-2  3,1E-1
O GOTERM_BP_ALL multicellular organismal process L — 13 39,4 2,4E-2  3,3E-1
d GOTERM_BP_ALL regulation of nucleobase, nucleoside, nucleotide and nucleic acid metabolic process 13 S—— 9 27,3 2,6E-2  3,5E-1
| GOTERM_BP_ALL regulation of cell development RT 3 9,1 2,7E-2  3,5E-1
D GOTERM_BP_ALL regulation of nitrogen compound metabolic process RT = 9 27,3 2,8E-2 3,5E-1
] GOTERM_BP_ALL regulation of macromolecule biosynthetic process 19 Ee— 9 27,3 2,8E-2 3,5E-1
| GOTERM_BP_ALL regulation of gene expression |13 S— 9 27,3 3,1E-2  3,7E-1
O GOTERM_BP_ALL response to stimulus 13— 9 2 G E T E S
O GOTERM_BP_ALL regulation of cellular biosynthetic process 13 gss— 9 27,3 3,4E-2 3,8E-1
O GOTERM_BP_ALL cell differentiation L3 S— 7 21,2 3,5E-2 3,8E-1
| GOTERM_BP_ALL regulation of biosynthetic process 13— 9 27,3 3,56-2 3,7E-1
O GOTERM_BP_ALL intermediate filament cytoskeleton organization RT 2 6,1 3,56-2 3,7E-1
O GOTERM_BP_ALL cellular biosynthetic process L1 4 J— 10 30,3 3,6E-2 3,7E-1
| GOTERM_BP_ALL negative regulation of cellular process |19 Re— 6 18,2 3,9E-2 3,8E-1
O GOTERM_BP_ALL intermediate filament-based process RT o 2 6,1 4,0E-2 3,8E-1
O GOTERM_BP_ALL positive regulation of transcription RT 4 12,1 4,0E-2  3,8E-1
O GOTERM_BP_ALL cellular developmental process 13 gs— 7 21,2 4,1E-2  3,8E-1
O GOTERM_BP_ALL positive regulation of gene expression 14 i— 4 12,1 4,3E-2 3,9E-1
|:| GOTERM_BP_ALL regqulation of muscle cell differentiation RT ; 2 6,1 4,3E-2 3,8E-1
O GOTERM_BP_ALL biosynthetic process 3 ] 10 30,3 4,382 3,8E-1
O GOTERM_BP_ALL regulation of cell cycle RT o 3 9,1 4,6E-2 3,9E-1
|:] GOTERM_BP_ALL positive regulation of developmental process RT ; 3 9,1 4,6E-2 3,9E-1
| GOTERM_BP_ALL response to organic substance RT e 4 12,1 4,7E-2  3,9E-1
O GOTERM_BP_ALL positive regulation of nucleobase, nucleoside, nucleotide and nucleic acid metabolic process RT gy 4 12,1 4,8E-2 3,9E-1
O GOTERM_BP_ALL positive regulation of nitrogen compound metabolic process RT e 4 12,1 5,1E-2  4,1E-1
O GOTERM_BP_ALL response to chemical stimulus RT 5 15,2 5,2E-2  4,1E-1
O GOTERM_BP_ALL regulation of primary metabolic process |14 —— 9 27,3 5,2E-2 4,0E-1
O GOTERM_BP_ALL positive regulation of macromolecule biosynthetic process RT 4 12,1 5,2E-2 4,0E-1
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GOTERM_BP_ALL
GOTERM_BP_ALL
GOTERM_BP_ALL
GOTERM_BP_ALL
GOTERM_BP_ALL
GOTERM_BP_ALL
GOTERM_BP_ALL
GOTERM_BP_ALL
GOTERM_BP_ALL
GOTERM_BP_ALL
GOTERM_BP_ALL
GOTERM_BP_ALL
GOTERM_BP_ALL
GOTERM_BP_ALL
GOTERM_BP_ALL
GOTERM_BP_ALL
GOTERM_BP_ALL
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GOTERM_BP_ALL
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GOTERM_BP_ALL

positive regulation of cell cycle

regulation of macromolecule metabolic process
embryonic pattern specification

negative requlation of biological process

positive regulation of cellular biosynthetic process

positive regulation of biosynthetic process
mesoderm morphogenesis

requlation of axonogenesis

formation of primary germ layer

regulation of cellular metabolic process
reproductive developmental process

organ morphogenesis

enzyme linked receptor protein signaling pathway
regulation of neuron projection development

regulation of transcription from RNA polymerase II promoter

nucleobase, nucleoside, nucleotide and nucleic acid metabolic process

regulation of cell morphogenesis involved in differentiation

cellular macromolecule biosynthetic process

macromolecule biosynthetic process

positive regulation of macromolecule metabolic process
positive requlation of cellular metabolic process
regulation of metabolic process

negative regulation of transcription, DNA-dependent
development of primary female sexual characteristics
requlation of cell projection organization

negative requlation of RNA metabolic process
mesoderm development

positive regulation of metabolic process

cytoskeleton organization

female sex differentiation

10 gene(s) from your list are not in the output.
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6,1
27,3
6,1
18,2
12,1
12,1
6,1
6,1
6,1
27,3
9,1
12,1
9,1
6,1
12,1
27,3
6,1
24,2
24,2
12,1
12,1
27,3
9,1
6,1
6,1
9,1
6,1
12,1
9,1
6,1

5,4E-2
5,4E-2
5,5E-2
5,7E-2
5,8E-2
5,9E-2
6,0E-2
6,1E-2
6,3E-2
6,4E-2
6,7E-2
6,9E-2
7,1E-2
7,3E-2
7,5E-2
7,6E-2
7,8E-2
7,9E-2
8,0E-2
8,0E-2
8,4E-2
8,4E-2
8,8E-2
8,8E-2
8,8E-2
8,9E-2
9,1E-2
9,6E-2
9,7E-2
9,9E-2

4,0E-1
4,0E-1
4,0E-1
4,1E-1
4,1E-1
4,1E-1
4,1E-1
4,1E-1
4,1E-1
4,2E-1
4,3E-1
4,3E-1
4,4E-1
4,4E-1
4,5E-1
4,4E-1
4,5E-1
4,5E-1
4,5E-1
4,5E-1
4,6E-1
4,5E-1
4,6E-1
4,6E-1
4,6E-1
4,6E-1
4,7E-1
4,86-1
4,8E-1
4,8E-1



