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Suppl. Table 1. Gene Ontology analysis on 1-week A condition up-regulated
genes

G0:0007049 cell cycle

G0:0000278 mitotic cell cycle

G0:0022402 cell cycle process

G0:0044283 small molucule biosynthetic process

G0:0006261 DNA-dependent DNA replication

G0:0006259 DNA metabolic process

G0:1903047 mitotic cell cycle process

G0:0016053 organic acid biosynthetic process

G0:0046394 carboxylic acid biosynthetic process

G0:0044711 single-organism biosynthetic process

G0:0006260 DNA replication

G0:0009396 folic acid-containing compound biosynthetic process

GO0O:0007067 mitotic nuclear division




Suppl. Table 2. Gene Ontology analysis on 1-week N condition up-regulated

genes

G0:0006952

defense response

G0O:0002376

immune system process

G0O:0016477

cell migration

G0O:0060326

cell chemotaxis

G0O:0006954

inflammatory response

G0O:0008283

cell proliferation

G0O:0007166

cell surface receptor signaling pathway

G0:0070887

cellular response to chemical stimulus

G0:0048870

cell motility

GO0:0051674

localization of cell

G0:0006955

immune response

G0:0042127

regulation of cell proliferation

G0:0050900

leukocyte migration

G0O:0048584

positive regulation of response to stimulus

G0O:0030595

leukocyte chemotaxis

G0O:0010562

positive regulation of phosphorus metabolic process

G0O:0045937

positive regulation of phosphate metabolic process

G0:0032496

response to lipopolysaccharide

G0O:0097529

myeloid leukocyte migration

G0:0009605

response to external stimulus

G0:0040011

locomotion

G0:0034097

response to cytokine

G0:0071345

cellular response to cytokine stimulus

G0:0002237

response to molucule of bacterial origin

G0:0002682

regulation of immune system process

G0O:0001568

blood vessel development

G0O:0006928

movement of cell or subcellular component

G0O:0097530

granulocyte migration

G0O:0001944

vasculature development

G0O:0051239

regulation of multicellular organismal process

G0:1990266

neutrophil migration

G0:0072358

cardiovascular system development

G0:0009617

response to bacterium

G0:0006935

chemotaxis




G0:0042330

taxis

G0O:0001816

cytokine production

G0O:0071621

granulocyte chemotaxis

G0O:0002684

positive regulation of immune system process

G0O:0048514

blood vessel morphogenesis

G0O:0071310

cellular response to organic substance




Suppl. Table 3. Oligonucleotide sequences for gPCR validation of gene

expression

Gene Forward Reverse

GAPDH GTGGCTGGCTCAGAAAAAGG GGGGAGATTCAGTGTGGTGG
VEGFB CAGCCATCAAAGCAGAATCA ATGTAGGTGGGTGCCTGAAG
TIMPL  TGCAGAACATTGGCTTTCTG ATGGCTGAACAGGGAAACAC
TGFB3 CTCTCTGTCCACTTGCACCA GTTTCCTGAGTGCAGCCTTC
TGFB2 CCACACACTCTTTCCCTGGT TTTCCATCACCCCCATAAAA
RABEP2 GGGAGCAACTGCAGGTAGAG CACAGGCTAGGCAAGTCCTC
PDF GAGGTGTGTGGGACTGAGGT CAGGAGGAGGCACTCAACTC
PDGFD GGGTATCGGGTTCTTTCCAT TTCCTCGGAAATTGGACTTG
NTF4 CACTGGCTCTCAGAATGCAA GTAGAGCAGTCGAGCCATCC
NGF CCACCAACTGGAGACCAAGT TTGTCGTGGTCATGGTGTCT
NENF TGGAGGGCAGACAGAGAAGT TGAGGAAGTCACTGGTGCAG
MDK AGCCTGGAAGGAAGGTTTGT TAGCAGCCCCAGCACTCTAT
INHA GCTCTACCAGGGAGCATGAG CACCTTCCTCCTAGCTGACG
IL6 CCAGGGCATTTTCCAGTTTA ACTGGCATGGGGACTAACAG
IL11 GTAGCACATGGTGGTTCACG GCAACACATGGTGGCTTATG
IGF1 GCACACACAGCCTGAAAAGA GAGACTTGCCTTTGGCAGAC
HDGFRP3 CCCTGCAGTCACCACCTTAT CAGACAGGTCCCTTGAGAGC
GDF6 TTGAACCTTTGCCTTCTGCT AAAAAGCTCAGCCAGTGGAA
GDF3 GAGAATGGCCTTGAGAGTGC GTCCTGGTACCTGGGCTGTA
CSF3 CCTTGGAGCAAGTGAGGAAG GTGCCCCATGTTATGTTTCC
CSF1 GCAAGCAAGCAAAACATTCA TTCCTCTCCCTTCCCAGAAT
CLEC11A AGATGGGACAGTGGGTTCAG CCAGACCTCTTTGCCTTCAG
CD320 GCAAGGGCTCTACCACTGAG ATGTTCCAGGGTGCAGAAAC
VEGFA TGCTTCCTAGTGGGCTCTGT GATGCGAATCCTTTCCAAAA
TGFA GCAAGTTCTGCCTGTTCCTC GCACTGAACCAACCCACTTT
PDGFC AACGTGTTCTCCTCCACACC AGCTCTGCCCAAGACCTGTA
OSGIN1 CCCAGGAGCCTGTGTGTATT TCCTGCTTCCTTGTTTGCTT
MANF  TGCAGACAAGCAGATTGACC AGCAGGAACTGGGCAGACTA
GPI GCAGAGGAGGGTTCTCTGTG GGCGGTCACACCTGTAATCT
BMP8B AGGACATAGGGAACCCATCC TCTGCTCTTCCTGGGACACT
BMPSA GGACAGTGGGGAGGTACAGA ACAGAGGCTTGGGTGCTCTA
BMP5 GTACATGGCACGGAGGAAGT ACAAACGCAGCCCAAATAAC
BMP2 AGGGTCTAGGGGATGTTGCT CTCACATCTGCTTGCCAAAA
TGFB1L  CTGGAGGCTGAGGCAATAAG AGAAGGCAGAGGTGAGTGGA



PDGFB
OSM
JAG2
L34
TFF1
REGIA
PDGFA
NTF3
LEP
FGF13
BMP3

GGAGGTCACTGCTGCTTTTC
GTTTCAAAAACGGGCAGTGT
ATTGGGGGATTTGTCTAGGG
GGAGGGGTGGCAAAATAAAT
CACCAAGGAGCCAATTCCTA
GCAATGTCAGTCATGGGTTG
ACCCCTGCTTCAGTCTCTCA
GCTCAACGAAAGCCAAAGTC
TGGCTCTTCTGCTTTTGGTT
GCATGGGTGTTTAGGCAAGT
CCGAAATCCAATCTTCCTCA

GACTTTCCTTGGAGCTGTGC
CCACTATGAGCCCAGGTTGT
CATCCCAGCAGTCAGAGTGA
TCTCCACTGCCACTTCCTCT
TTGAAAGGGCAACAAATTCC
GCCTGCCCAAATCTTTCATA
AGAAGCCTCACCTCTGTCCA
ACAGAACCACAGCCCGTATC
CCCAACAGCACATAACATGC
ATCCTAAGCGTAGCCAGCAA
AGAGGAGCCAGTGGTCAGAA




S1 Flowchart of this study
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S2A Stage specific canonical pathway
week 1 N condition
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S2B Stage specific gene interaction network
week 1 N condition

TIEY
F

’

—————— =,

'

[y
0
brd
-
s’

APBBA1IP

A
TRIPA2
\f‘

©2000.2017 CIAGEN, Al ights reserved.



S2CStage specific gene interaction network with sub-cellular localization
week 1 N condition
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S2D Stage specific Gene Ontology analysis

week 1 N condition
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S2E Stage specific canonical pathway
week 1 A condition

M positive z-score z-score = 0 M negative z-score no activity pattern available Ratio
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S2F Stage specific Gene Ontology analysis

week 1 A condition
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S2G Stage specific gene interaction network
week 1 A condition

Networks 2,4,5 Merged 1
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S2H Stage specific gene interaction network with sub-cellular localization
week 1 A condition

Networks 2,4,5 Merged 1
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S3A Stage specific canonical pathway
week 1 N vs week 1 A condition, N upregulated

Analysis: TN-1A-Nup - 2017-04-14 0507
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S3B Stage specific canonical pathway

week 1 N vs week 1 A condition, A upregulated
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S3C Stage specific canonical pathway
week 4 N vs week 4 A condition, N upregulated
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S3D Stage specific canonical pathway
week 12 N vs week 12 A condition, N upregulated
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S3E Stage specific canonical pathway
week 12 N vs week 12 A condition, A upregulated
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