A: Brachyury peak metaplots split palindrome/single
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:Intersection of motifs within the peak region
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C: ChIP/ DEG geneset overlap and gene ontology analysis
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M. musculus

cell differentiation

cell adhesion

cell morphogenesis

anatomical structure formation involved in morphogenesis
embryo development

cell-cell signaling

score cell motility
anatomical structure development

20 signal transduction

15 circulatory system process

transmembrane transport

10 . .
cell proliferation
5 cellular protein modification process
growth
Significant pigmentation
® 200 cellular component assembly
® 400 locomotion
@ 60 ceII. degth
@ 0 plasma membrane organization

vesicle-mediated transport

cell junction organization
cytoskeleton organization
homeostatic process

biosynthetic process
protein-containing complex assembly
aging

hIP targets 295 1 108 360 DE Genes

embryo development

i)

anatomical structure formation involved in morphogenesis

cell differentiation

signal transduction

cell adhesion

anatomical structure development
cell proliferation

growth

cell-cell signaling

cell motility

transmembrane transport
reproduction

. tropicais ) ESRPER YN 1134 e coc

anatomical structure development
signal transduction

cellular protein modification process
20 cell adhesion
cell differentiation

' cytoskeleton organization

10 anatomical structure morphogenesis

5 catabolic process
o transmembrane transport
Significant nitrogen compound metabolic process
® 40 transport
: ?20 primary metabolic process
@ organic substance metabolic process

nucleic acid metabolic process
biosynthetic process
cellular metabolic process

transmembrane transport

immune system process

transport

anatomical structure development
signal transduction

cell differentiation

membrane organization

cellular protein modification process
cellular component assembly
response to stress

cellular amino acid metabolic process
small molecule metabolic process
cell adhesion

sulfur compound metabolic process

o porporores ) AR NI 3457 o

cell morphogenesis
transmembrane transport
regulation of biological quality
homeostatic process

biological regulation

protein-containing complex subunit organization

protein-containing complex assembly

N. vectensis  x) FAGSSSWEERPAPA =108 1903 ok cenes

viii)
response to stimulus
1.10
biological regulation
1.05 .
regulation of cellular process
1.00
cell communication
Significant cellular response to stimulus
* 6.00 signaling
® 625 . .
® 650 signal transduction
@ 575 regulation of biological process
@ 700
Xi)
score regulation of transcription, DNA-templated
10 regulation of Rho protein signal transduction
8
6 Whnt signaling pathway
4 multicellular organism development
Significant cell surface receptor signaling pathway
® 50 protein phosphorylation
@ 100 ) )
® 50 signal transduction
@ 200 biological regulation

Xiv)

S(:‘éreowczarzak/ i) PP 1547

25

2.4 pyrimidine nucleotide biosynthetic process
23
22 establishment of cell polarity
2.1
20 oxidation-reduction process
Significant transmembrane transport
® 10
® 20 lipid biosynthetic process
@ 30 ! )
@ «© phosphorelay signal transduction system

@ 5o

G protein-coupled receptor signaling pathway

DNA-templated transcription, initiation

vesicle docking involved in exocytosis

transmembrane transport

score

15
10
5

Significant
e 40
® 80
@ 120
@ 160

Vi)

score

Significant
® 25
@ 50
@ s

score iX)

NoA O

Significant
® 10
@ 15
@® 20
@ >

Xii)
Significant
® 20
@ 40
@ oo
@ 0

score

WA OO N®



