1. Enriched Biological Process of Gene Ontology terms to DEG prospect in EW vs CW into time 1

ID Description count terms BgRatio pvalue p.adjust qvalue Count.UpReg genelD.UpReg  Count.DownReg genelD.DownReg GeneRatio.Up GeneRatio.Down GeneRatio
. positive regulation of cell 6.36e- 6.36e- 1.65e- MAMSTR; MYOD1;

G0:0045597 differentiation 4 8 117/3649 05 05 02 4 RAB7B: ZFP36 0 0 4/8 0/8 4/8
. positive regulation of 3.0le- 3.0le- 2.8le- MAMSTR; MYOD1;

G0:0051094 developmental process 4 8 174/3648 04 04 02 4 RAB7B; ZFP36 0 0 48 o 48

GO:0051149 POsitive requlation of muscle ) g 13/3549 3:24e- 3.24e- 28le- 2 MAMSTR; MYODL1 0 0 28 058 28

cell differentiation 04 04 02

. regulation of cell 5.05e- 5.05e- 3.28e- MAMSTR; MYOD1;

G0:0045595 differentiation 4 8 199/3649 04 04 02 4 RABTB: ZFP36 0 0 4/8 0/8 4/8
i regulation of muscle cell 7.06e- 7.06e- 3.67e- .

G0:0051147 differentiation 2 8  19/3649 04 04 02 2 MAMSTR; MYOD1 0 0 2/8 0/8 2/8
i regulation of myeloid cell 2.41e- 2.4le- 1.05e- )

G0:0045637 differentiation 2 8  35/3649 03 03 o1 2 RAB7B; ZFP36 0 0 2/8 0/8 2/8
i regulation of developmental 3.74e- 3.74e- 1.32- MAMSTR; MYOD1;

G0:0050793 process 4 8 338/3649 03 03 o1 4 RABTB. ZFP36 0 0 4/8 0/8 4/8
. striated muscle cell 4.33e- 4.33e- 1.32- .

G0:0051146 differentiation 2 8  47/3649 03 03 o1 2 MAMSTR; MYOD1 0 0 2/8 0/8 2/8
i regulation of multicellular 5.68e- 5.68e- 1.32- MYOD1; RAB7B;

G0:2000026 organismal development 3 8 182/3649 03 03 o1 3 ZEP36 0 0 3/8 0/8 3/8

GO:1g03311  'égulation of MRNA 2 8 553649 8% 58%- 1.3%- 2 MYOD1; ZFP36 0 0 28 08 28

metabolic process 03 03 01
GO:0030099 myeloid cell differentiation 2 8  62/3649 (49~ 745~ 1.3%- 2 RAB7B; ZFP36 0 0 28 o/ 28

03 03 01

GO1903706  regulation of hemopoiesis 2 8 623649 | go¢ oo 1'(3&9' 2 RAB7B; ZFP36 0 0 28 o8 28

G0:0042692  muscle cell differentiation 2 8  65/3649 8.32‘9— 8'ége_ l'gie_ 2 MAMSTR; MYOD1 0 0 2/8 0/8 2/8

1.19e- 1.19e- 1.32%-

GO:0071396  cellularresponse tolipid 2 8 79/3649 ~oF 1T T 2 MYODL; ZFP36 0 0 28 0/ 218
i cellular response to chemical 1.37e- 1.37e- 1.32- HBB; MYOD1;
G0:0070887 e 4 8 agysear )¢ ToTE ol 4 RABTE: 7RP36 0 0 48 0/ 48
. regulation of RNA metabolic 1.38e- 1.38e- 1.32- MAMSTR; MYOD1;
G0:0051252 D aooss 4 8 apasesg Lo L% 182 4 RABTE. TRP3e 0 0 48 0/ 48
GO:0071407 CeNlUlarresponse fo organic ;g ggaggq 140e- 1.40e- 1.3%e- 2 MYOD1; ZFP36 0 0 28 o/ 28
cyclic compound 02 02 01
. positive regulation of RNA 1.42e- 1.42e- 1.32- MAMSTR; MYOD1;
G0:0051254 metibalic process 3 8 25y3ed9 oot Tt Lo 3 T ba 0 0 38 0/ 358
GO:0014070 'ESPOMsEto Organiceyclic g g0y, 2016 2016 1.32e- 2 MYOD1; ZFP36 0 0 28 o8 28
compound 02 02 01
60:0033993 response to lipid 2 8 1063649 2000 2O L3 2 MYOD1; ZFP36 0 0 28 o8 28
G0:0009081 branched—ch@in amino acid 1 8 10/3649 2.17e- 2.17e- 1.32e- 0 0 1 DBT 08 18 18
metabolic process 02 02 01
. megakaryocyte 2.17e- 2.17e- 1.32e-
G0:0030219 et ot 18 1omeds Z0E Ao ol 1 RAB7B 0 0 18 0/ 18
GO:0031960  response to corticosteroid 1 8 10/3649 2‘(1)?' z‘ége' l'gie' 1 ZFP36 0 0 18 08 18
GO0032623 interleukin-2 production 1 8 103649 2007 FpleT 132 1 ZFP36 0 0 18 08 18
GO:0032663 regulation of interleukin-2 gy ag,q 217e- 217~ 137 1 ZFP36 0 0 18 o/ 18
production 02 02 01
. regulation of erythrocyte 2.17e- 2.17e- 1.32e-
GO:0045646 e 18 1omea9 Z0f A ol 1 ZFP36 0 0 18 0/ 18
. positive regulation of striated 2.17e- 2.17e- 1.32e-
GO:0051155 POSIVE EOELon O oiact 1 8 10649 “ )¢ ot 1 MAMSTR 0 0 18 0/ 18
GO0051384 response o glucocorticoid 1 8 103649 200 FleT 132 1 ZFP36 0 0 18 08 118
. regulation of gene silencing 2.17e- 2.17e- 1.32e-
GO:0060966 by ANA O T 1 ZFP36 0 0 18 0/8 18
GO:0098781  ncRNA transcription 18 1omea9 2 B B 1 MYOD1 0 0 18 08 18
GO:0061061 muscle structure development 2 8 100/3649 220°7 Z20¢7 132 2 MAMSTR; MYOD1 0 0 28 08 28
positive regulation of _ ~ ~ . .
GO:0045935  nucleobase-containing 3 8 2083649 2226 2:22e- 132 3 MAMSTR; MYOD1; 0 0 3/8 08 3/8
; 02 02 ol ZFP36
compound metabolic process
GO:0019233 sensory perception of pain 1 8  11/3649 2.gge- z'gge' 13?9' 0 0 1 RETREG1 /8 18 18
GO:0030216 keratinocyte differentiation 1 8  11/3649 2.gge- z'gge' 13?9' 1 ZFP36 0 0 1/8 o8 18
GO:0038066  p3BMAPK cascade 18 11/3649 2.(3)ge- Z'gge' 1'8?' 1 ZFP36 0 0 18 /8 18
GO:0043403  Skeletal muscle fissue 1 8 113p4g 3% 23%- 1.3%- 1 MYOD1 0 0 1/8 08 18
regeneration 02 02 01
GO:1g0401g  CPithelial cell apoptotic ) g 4y /3q,q 23%- 2.3%- 1.3%- 1 ZFP36 0 0 18 08 1/8
process 02 02 01
GO:0001817  Fegulation of cytokine 2 8 1le/3e49 2476 247e- 1.3%- 2 RABT7B; ZFP36 0 0 218 e 218

production 02 02 01
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2. Enriched Biological Process of Gene Ontology terms to DEG prospect in EW vs CW into time 2

ID Description count terms BgRatio pvalue p.adjust gvalue Count.UpReg genelD.UpReg Count.DownReg genelD.DownReg GeneRatio.Up GeneRatio.Down GeneRatio
ACACA;
o ADIPOQ; CPT1B; FADS3;
GO:0032787 Monocarboxylicacid 1, 4, 1453549 308e- 3.08e- 2.7le- 7 FABP4; FASN: 5 HPGD; PFKFB2; 7142 5/42 12/42
metabolic process 08 08 05 X
INSIGL; PRL
NR1D1; SCD
ACACA;
. fatty acid metabolic 6.56e- 6.56e- 2.89%- ADIPOQ; CPT1B; FADS3;
GO:0006631 brocess 10 42 953649 o0 o o 6 FABPL: FASN: 4 HPGD: PRL 6/42 4142 10/42
INSIGL; SCD
o ACACA; FASN;
G0:0072330 'S&Z"Eﬁ:gg’c‘y"rg:ecs'g 7 42 55/3649 2'3‘29' 2'3‘29' s.gze- 5 INSIGL; 2 FADS3; PRL 5/42 2042 7142
y P NR1D1; SCD
ACACA;
o ADIPOQ; CPT1B; FADS3;
Goootg75p  Carboxvlicacid g, s o556, 6586 6.58e- 9.0%- 7 FABP4; FASN; 5 HPGD; PFKFB2; 7142 5/42 12/42
metabolic process 06 06 04 R
INSIGL; PRL
NR1D1; SCD
ACACA;
) ) ADIPOQ; CPT1B; FADS3;
GO:0043436  OX0acidmet@bolic 5 55364 6:588- 6.58e- 9.0%- 7 FABP4; FASN; 5 HPGD; PFKFBZ; 7142 5/42 12/42
process 06 06 04 A
INSIGL; PRL
NR1D1; SCD
ACACA;
- ADIPOQ;
i cellular lipid 6.89e- 6.8%9e- 9.05e- e on. CPT1B; FADSS;
GO0044255 | e process 12 42 23313649 g o6 o1 8 FABP4; FASN; 4 HPGD. PRL 8/42 4142 12142
INSIG1: LDLR:
LSS; SCD
ACACA;
o ADIPOQ; CPT1B; FADS3;
GO:0006082 _ Organic acid 12 42 23473649 (208 7:20e- 9.05e- 7 FABP4; FASN; 5 HPGD; PFKFB2; 7142 5/42 12/42
metabolic process 06 06 04 i
INSIGL; PRL
NR1D1; SCD
) fatty acid 1.38e- 1.38e- 1.52- ACACA; FASN; )
GOI000B633 oo i dtic process & 42 4813649 o o 4 INSIGL: SCD 2 FADS3; PRL 4142 2/42 6/42
ACACA; CPTIB;
| molecul ADIPOQ; DMAC2L;
. small molecule 2.14e- 2.14e- 2.10e- FABP4; FASN; A LA
GO0044281 O o process 16 42 45813649 %0 p 03 9 INSIGL. LDLR. 7 FADS3; HPGD; 9/42 7142 16/42
LSS; NR1D1; PFPKFBL,
D PFKFB2; PRL
FABP4;
GO:0042632  cholesterol 4 42 17349 S24e- 324e- 2.55e- 4 INSIG1; LDLR; 0 0 4142 0/42 4142
homeostasis 05 05 03
NR1D1
FABP4;
GO:0055092 sterol homeostasis 4 42 17/3s49 24 3:24e- 2.55- 4 INSIGL; LDLR; 0 0 4142 0142 4142
05 05 03
NR1D1
ACACA;
ADIPOQ;
i small molecule 3.48e- 3.48e- 2.55e- ) . i
GO0044283 | o e process O 42 14913649 02 P o 7 FASN; INSIGL; 2 FADS3; PRL 7142 2042 9/42
LSS; NR1D1;
scD
ACACA;
ADIPOQ;
i lipid metabolic 4.12e- 4.12e- 2.74e- FABP4; FASN; CPT1B; FADS3;
GO:0006629 process 13 42 3253649 “oe o 0 9 INSIGL. LDLR. 4 HPGD: PRL 9/42 4142 13/42
LSS; NR1D1;
scD
o ACACA; FASN;
GO:0046394 bi;:’r?t%’g’i'écar;'gess 7 42 86/3649 4'329' 4'329' 2'3‘3‘,9' 5 INSIGL; 2 FADS3; PRL 5/42 2042 7142
Y p NR1D1; SCD
o ACACA; FASN;
GO:0016053 biosOL%ﬁ:;?caC:gcess 7 42 87/3649 4'829' 4'829' 2.gge- 5 INSIGL; 2 FADS3; PRL 5/42 2042 7142
Y P NR1DZ; SCD
ACACA; FASN;
i lipid biosynthetic 5.02e- 5.02e- 2.76e- INSIG1; LDLR; i
GO:0008610 orocess 9 42 15603649 o P 03 7 LS5 NRIDL. 2 FADS3; PRL 7142 2/42 9/42
scD
regulation of cellular ~ ~ ~ ADIPOQ;
GO:0010565 ketone metabolic ~ 4 42 23/3649 L-L0¢ 115 593 3 INSIGL; 1 PRL 3042 1/42 4142
04 04 03
process NR1D1
i brown fat cell 1.61le- 1.6le- 7.87e- ADIPOQ;
GOI0050873 i e 3 42 10me9 o o Do 2 FABPA 1 ADRB2 2142 1/42 3/42
ADIPOQ;
. fat cell 1.88e- 1.88e- 8.71e- FABP4;
GO0045444 e O 08 on 5 42 4sEedn S T SO0 4 INSIGL. 1 ADRB2 4/42 142 5/42
NR1D1
FABP4;
GO:0055088 lipid homeostasis 4 42 20/3649 2028 2:92e- 1.2%- 4 INSIG1; LDLR; 0 0 4/42 0/42 4142
04 04 02
NR1D1
positive regulation i
] tiv 0 3.35e- 3.35e- 1.40e- ADIPOQ;
GO:0045834 of lipid metabolic 4 42 303649 € SN LU 3 LOLR: NRIDL 1 PRL 3/42 142 4/42
process
regulation of small ADIPOQ;
GO:0062012 molecule metabolic 5 42 58/3e4g 626~ 462 1.8%- 4 INSIGL; LDLR; 1 PRL 4/42 142 5/42

process 04 04 02 NR1D1
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regulation of fatty
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regulation of
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chemical synaptic
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regulation of cell
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regulation of I-
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negative regulation
of intracellular
protein transport
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regulation of
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stimulus
. negative regulation
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. astrocyte
GO:0048708 differentiation
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regulation of bone
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. negative regulation
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negative regulation
of leukocyte
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regulation of
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regulation of system
process
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G0:0023061 signal release

G0:0007589 body fluid secretion

negative regulation

G0:0032387  of intracellular
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GO:0048659 smooth muscle cell

proliferation

11

42

42

42

42

42

42

42

42

42

42

42

42

42

42

42

42

42

42

42

42

42

42

42

42

42

42

42

42

42

42

42

42

10/3649

10/3649

10/3649

64/3649

34/3649

11/3649

11/3649

11/3649

199/3649

253/3649

35/3649

12/3649

156/3649

37/3649

207/3649

112/3649

13/3649

442/3649

162/3649

14/3649

14/3649

219/3649

79/3649

15/3649

15/3649

15/3649

81/3649

174/3649

44/3649

16/3649

16/3649

16/3649

5.49-
03

5.49-
03

5.49-
03

5.85e-
03

6.62e-
03

6.66€-
03

6.66e-
03

6.66e-
03

6.82e-
03

7.14e-
03

7.19%-
03

7.94¢-
03

8.11e-
03

8.40e-
03

8.42e-
03

8.56¢-
03

9.31e-
03

9.34¢e-
03

9.70e-
03

1.08e-
02

1.08e-
02

1.13e-
02

1.22e-
02

1.24¢-
02

1.24e-
02

1.24¢-
02

1.33e-
02

1.35e-
02

1.35¢-
02

1.40e-
02

1.40e-
02

1.40e-
02

5.49-
03

5.49-
03

5.49-
03

5.85e-
03

6.62e-
03

6.66e-
03

6.66e-
03

6.66e-
03

6.82e-
03

7.14e-
03

7.19%-
03

7.94¢-
03

8.11e-
03

8.40e-
03

8.42e-
03

8.56e-
03

9.31e-
03

9.34¢e-
03

9.70e-
03

1.08e-
02

1.08e-
02

1.13e-
02

1.22e-
02

1.24¢-
02

1.24e-
02

1.24¢-
02

1.33e-
02

1.35e-
02

1.35¢-
02

1.40e-
02

1.40e-
02

1.40e-
02

8.63e-
02

8.63e-
02

8.63e-
02

9.03e-
02

9.61e-
02

9.61e-
02

9.61e-
02

9.61e-
02

9.68e-
02

9.88e-
02

9.88e-
02

1.07e-
01

1.08e-
01

1.09-
01

1.09-
01

1.09-
01

1.16e-
01

1.16e-
01

1.19-
01

1.28e-
01

1.28e-
01

1.33e-
01

1.36e-
01

1.36e-
01

1.36e-
01

1.36e-
01

1.36e-
01

1.36e-
01

1.36e-
01

1.36e-
01

1.36e-
01

1.36e-
01

-

o

N

N

=

[N

[N

(3]

N

N

)

3]

w

w

N

N

(3]

w

w

[N

)

o

N

-

N

[

LDLR

LDLR; NR1D1

ADIPOQ;
NR1D1

NR1D1

INSIG1

CHRNA3

CHRNA3

ADIPOQ;
INSIGL; LDLR;
NR1D1;
PRKCA

ADIPOQ;
ALCAM;
LDLR; NR1D1

ADIPOQ;
NR1D1

ADIPOQ;
INSIGL

ADIPOQ;
FABP4; LDLR;
NR1D1;
PRKCA

ADIPOQ;
LDLR; NR1D1

ADIPOQ;
LDLR; NR1D1

LDLR; PRKCA

LDLR; NR1D1
ADIPOQ;

LDLR; NR1D1,
PRKCA; SCD

ADIPOQ;
CHRNA3;
NR1D1

0

ADIPOQ;
LDLR

ADIPOQ;
LDLR; NR1D1

INSIG1

LDLR; NR1D1

0

ADIPOQ;
PRKCA

ADIPOQ;
PRKCA

NR1D1

ADIPOQ;
INSIGL

ADIPOQ

HPGD

ADRB2; GJA1

0

PFKFB1;
PFKFB2

GJAL; PRL

PRL

ADRB2

ADRB2

GJAL; MAMSTR

FHL2; GJAL;
PRL; SERPINH1

GJAL

ANGPT2

0

ADRB2; FHL2;
GJAL; HPGD

ANGPT2; GJAL,;
HPGD

0
ACKR4; ADRB2;
FHL2; GJAL;
HPGD; PRL

ADRB2; GJAL,
PRL

ADRB2; GJA1

ADRB2; FHL2;
GJAL; PRL

GJAL;
SERPINH1;
TRIM45

ADRB2; GJAL

ADRB2; GJA1

ADRB2; GJA1

ADRB2; GJAL,;
MAMSTR; PRL

GJAL; PRL

GJAL; PRL

GJAL

1/42

0/42

2/42

2/42

1/42

1/42

1/42

1/42

5/42

4/42

2/42

2/42

5/42

3/42

3/42

2/42

2/42

5/42

3/42

0/42

2/42

3/42

1/42

2/42

0/42

0/42

2/42

2/42

1/42

0/42

2/42

1/42

1/42

2/42

0/42

2/42

2/42

1/42

1/42

1/42

2/42

4/42

1/42

0/42

1/42

0/42

4/42

3/42

0/42

6/42

3/42

2/42

0/42

4/42

3/42

0/42

2/42

2/42

2/42

4/42

2/42

2/42

0/42

1/42

2/42

2/42

2/42

4/42

3/42

2/42

2/42

2/42

7142

8/42

3/42

2142

6/42

3/42

7142

5/42

2/42

11/42

6/42

2/42

2/42

7142

4/42

2/42

2/42

2/42

4142

6/42

3/42

2142

2/42

2/42



G0:0048660

G0:0050768

G0:0051961

G0:1901701

G0:0009896

G0:0007249

G0:0030336

G0:0042391

G0:0045596

G0:0032879

G0:0001568

G0:0002761

G0:0006636

G0:0030879

G0:0046849

G0:0060349

G0:0072359

G0:0044242

G0:2000146

G0:0009605

G0:0007565

G0:0032091

G0:0032411

G0:0044703

G0:0001944

G0:0040013

G0:0051271

G0:0031667

G0:1901653

G0:0031327

G0:0010243

G0:0006635

G0:0044706

regulation of smooth
muscle cell
proliferation

negative regulation
of neurogenesis

negative regulation
of nervous system
development

cellular response to
oxygen-containing
compound

positive regulation
of catabolic process

I-kappaB kinase/NF-
kappaB signaling

negative regulation
of cell migration

regulation of
membrane potential

negative regulation
of cell
differentiation

regulation of
localization

blood vessel
development

regulation of
myeloid leukocyte
differentiation

unsaturated fatty
acid biosynthetic
process

mammary gland
development

bone remodeling

bone morphogenesis

circulatory system
development

cellular lipid
catabolic process

negative regulation
of cell motility

response to external
stimulus

female pregnancy

negative regulation
of protein binding
positive regulation
of transporter
activity
multi-organism
reproductive process

vasculature
development

negative regulation
of locomotion

negative regulation
of cellular
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regulation of
hormone secretion

negative regulation
of cell activation
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regulation of
transport
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regulation of G
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glial cell
development
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regulation of cell
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regulation of cell
motility

regulation of cell
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proliferation

animal organ
development
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10

42

42

42

42

42

42

42

42

42

42

42

42

42

42

42

42

42

42

42

42

42

42

42

42

42

42

42

42

42

42

42

N

2

19/3649

19/3649

19/3649

19/3649

246/3649

20/3649

20/3649

20/3649

20/3649

20/3649

20/3649

20/3649

143/3649

54/3649

21/3649

21/3649

197/3649

55/3649

98/3649

98/3649

98/3649

56/3649

56/3649

22/3649

22/3649

22/3649

259/3649

57/3649

150/3649

204/3649

450/3649

23/3649

1.95e-
02

1.95e-
02

1.95¢e-
02

1.95¢-
02

2.05e-
02

2.16e-
02

2.16e-
02

2.16e-
02

2.16e-
02

2.16e-
02

2.16e-
02

2.16e-
02

2.28e-
02

2.34e-
02

2.37e-
02

2.37e-
02

2.37e-
02

2.46e-
02

2.51e-
02

2.51e-
02

2.51e-
02

2.58e-
02

2.58e-
02

2.58e-
02

2.58e-
02

2.58e-
02

2.64e-
02

2.70e-
02

2.74¢-
02

2.76e-
02

2.81e-
02

2.81e-
02

1.95e-
02

1.95e-
02

1.95e-
02

1.95¢e-
02

2.05e-
02

2.16e-
02

2.16e-
02

2.16e-
02

2.16e-
02

2.16e-
02

2.16e-
02

2.16e-
02

2.28e-
02

2.34e-
02

2.37e-
02

2.37e-
02

2.37e-
02

2.46e-
02

2.51e-
02

2.51e-
02

2.51e-
02

2.58e-
02

2.58e-
02

2.58e-
02

2.58e-
02

2.58e-
02

2.64e-
02

2.70e-
02

2.74¢-
02

2.76e-
02

2.81e-
02

2.81e-
02

1.41e-
01

1.41e-
01

1.41e-
01

1.41e-
01

1.46e-
01

1.46e-
01

1.46e-
01

1.46e-
01

1.46e-
01

1.46e-
01

1.46e-
01

1.46e-
01

1.53e-
01

1.54e-
01

1.54e-
01

1.54e-
01

1.54¢-
01

1.58e-
01

1.58e-
01

1.58e-
01

1.58e-
01

1.58e-
01

1.58e-
01

1.58e-
01

1.58e-
01

1.58e-
01

1.58e-
01

1.58e-
01

1.58e-
01

1.58e-
01

1.58e-
01

1.58e-
01

-

N

o

o

w

N

N

o

[N

N

N

IN

[

[

[

N

[N

w

w

IN

[

NR1D1

LDLR; NR1D1

ADIPOQ;
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renal system process
triglyceride
metabolic process

adaptive
thermogenesis

monosaccharide
metabolic process

chemical synaptic
transmission

anterograde trans-
synaptic signaling

response to peptide

regulation of cell
adhesion

cell-cell adhesion

regulation of defense
response

trans-synaptic
signaling

regulation of
locomotion

female gamete
generation

gastrulation

fatty acid oxidation
negative regulation
of binding

monocarboxylic acid
catabolic process
regulation of
hormone levels

regulation of body
fluid levels
regulation of cellular
component
movement

positive regulation
of autophagy

negative regulation
of cell development

muscle cell
proliferation
lipid oxidation

positive regulation
of I-kappaB
kinase/NF-kappaB
signaling
protein
autophosphorylation

cell maturation

regulation of cell-
cell adhesion

negative regulation
of transport

homeostatic process

response to nitrogen
compound

vesicle-mediated
transport

synaptic signaling

positive regulation
of intracellular
signal transduction

negative regulation
of protein transport
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bone mineralization

negative regulation
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protein localization

regulation of
intracellular signal
transduction

regulation of
catabolic process
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tissue remodeling

cellular response to
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multicellular
organismal
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ossification

osteoblast
differentiation

positive regulation
of transmembrane
transport

positive regulation
of inflammatory
response

cellular response to
tumor necrosis
factor

tube development

positive regulation
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anatomical structure
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in morphogenesis

lipid catabolic
process

cholesterol
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skeletal system
morphogenesis

embryonic
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regulation of
secretion

intracellular signal
transduction

regulation of
transcription, DNA-
templated

myeloid leukocyte
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acylglycerol
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sterol metabolic
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regulation of
neurogenesis

regulation of nucleic
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regulation of cell
cycle
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3/42

4/42

2/42

2/42

2/42

2/42

4/42

1/42

4/42

2/42

1/42

2/42

0/42

4/42

4/42

3/42

2/42

442

0/42

2/42

3/42

2/42

1/42

0/42

0/42

3/42

2/42

4/42

1/42

0/42

1/42

1/42

2/42

6/42

5/42

0/42

0/42

0/42

0/42

5/42

4142

6/42

6/42

2/42

2/42

2/42

7142

5/42

4/42

2/42

8/42

3/42

3/42

3/42

2/42

2/42

2/42

2142

5/42

4/42

5/42

3/42

2/42

2/42

3/42

3/42

9/42

9/42

2142

2/42

2/42

2/42

9/42

5/42




3. Enriched Biological Process of Gene Ontology terms to DEG prospect in T2 vs T1 into conventional weaning group

Count.D genelD.DownRe GeneRati

ID Description  count terms BgRatio pvalue p.adjust gvalue Count.UpReg genelD.UpReg ownReg g o.Up GeneRatio.Down GeneRatio
ACTB; ACTG1; ASAH1,;
CD44; CTSK; EDNRB; ACVR2A;
FLCN; FRZB; GJAL,; C1GALTYL,;
GPR4; HEYL; ID3; CITED2;
. tissue 1.75e- 1.75e- 2.88e- IGFBPS5; ISG15; LFNG; CSRP3; EDNI;
G0:0009888 development 40 210 276/3649 08 08 05 29 MSTN: MYODL: MYOG: 11 EDNRA: FGFL: 29/210 11/210 40/210
NPPC; NR4A1; PAK1; KCNMA1; MGP;
PTER; SCIN; SERPINH1; MYOZ2;
SNAI2; TGFB1; TGFB2; RAPGEF2
TMEM100; TUFT1
ANGPT2; CD14; CD44; . .
CHRNE; CHRNG; Acv(r-:z(z:g,l_/zxfel_e,
EDNRB; FLCN; FRZB; CIBARl"
HEYL; IF16; IGFBPS5; !
cell surface . X ! CITED2;
receptor 5.67e- 5.67e- 4.68e- INHBB; IRFL, ISG15; CSRP3; CYLD;
G0:0007166 ecept 45 210 373/3649 : ’ 30 LFNG; MSTN; MX1; 15 o ' 30/210 15/210 45/210
signaling 07 07 04 : " . EDNL1; EDNRA;
athwa NFKBIZ; NOS3; NPPC; FGF1: HSPBI1:
P Y OAS2; PAK1; RHBDF1,; NéEHl' !
SH2D1A; SNAI2; TGFB1,; .
N h RAPGEF2;
TGFB2; TMEM100; RNF34: WDR12
WFIKKN2; ZC3H12A ’
ANGPT2; CD44; CTSK;
EDNRB; FLCN; FRZB; .
GAMT; GJAL; GPR4; ACVBZA’ .
. . . CITED2; EDN1;
HEYL; ID3; IGFBPS5; . .
. . ) . FGF1; FITM2;
regulation of 1.760- 1.76e- 9.68e- IRF1; ISG15; LRRN1; GLUL: HSPBL-
GO0:0050793 developmental 41 210 338/3649 ™ : ’ 29 MAMSTR; MSTN; 12 5.  29/210 12/210 41/210
06 06 04 . B MGP;
process MYOD1; MYOG; NAPEPLD:
NFKBIZ; OAS2; SCIN; RAPGEFZZ
SNAI2; SPRY4; TGFB1,; RIOX1: THBéZ
TGFB2; TMEM100; !
WARS1; ZC3H12A
ANGPT2; APLN; CD14;
CGAS; CTSK; EDNRB; i
FLCN; FRZB; GAMT; AC(I:'?'/ER;?’
GJAL; GPR4; IGFBP5; CSRP3: ED’Nl'
regulation of INHBB; IRF1; ISG15; EDNRA" FGFl"
i multicellular 2.54e- 2.54e- 9.97e- ITGB6; LRRN1; MYOD1; o ?
GO0:0051239 organismal 45 210 393/3649 06 06 04 32 MYOG: NFKBIZ: NR4AZ: 13 GL’LJCLNG'SA?SL 32/210 13/210 45/210
process OAS2; ORMDL3; OXTR; A
. . . MAP2K6; MGP;
SCIN; SNAI2; TGFB1; RAPGEE?2:
TGFB2; TMEM100; THBS?2 !
TNNT2; WARSL1,;
ZC3H12A
ACTB; ACTG1; ASAH1,;
CD14; CD44; FLCN;
GJAL; HEYL; ID3; ACVR2A;
IGFBP5; INHBB; IRF1; CCRL2;
cellular response 3.26e- 3.26e- 9.97e- 1SG15; MSTN; MX1; CITED2;
G0:0071310 to organic 41 210 346/3649 I06 '06 '04 31 MYOD1; MYOG; NR4A1; 10 CSRP3; CYLD;  31/210 10/210 41/210
substance NR4A2; NSG2; OAS2; EDNL1; EDNRA;
PAK1; RBFOX2; RXRG; FGF1; HSPB1;
SNAI2; SPRY4; TGFB1,; RAPGEF2
TGFB2; TMEM100;
WFIKKN2; ZC3H12A
APLN; ASAH1; CNN2;
CTSK; EDNRB; ETV6; .
FLCN; FRZB; GAMT; él%l R
GJAL; GNAT1; GPR4; CITEDZ"
HEYL; ID3; IGFBPS5; s,
IRF1; ISG15; LFNG; CSRPS; ECEZ;
GO:004g513  AMmAlorgan g 5y ygiyggag 3626 3.626- 9.97e- 36 MSTN; MYOD1; MYOG; 14 o2 EDNL 56010 14/210 491210
development 06 06 04 X ! ! EDNRA; FGF1;
NFKBIZ; NPPC; NR4A1; .
. . . KCNMAL;
NR4A2; OAS2; SCIN; MAP2K6: MGP:
SERPINH1; SNAI2; MYO’ZZ' ’
SOBP; TGFB1; TGFB2; RAPGEF‘Z
TMEM100; TRIM45;
TUFT1; ZC3H12A
ACTB; ACTG1; ASAH1,; .
CD44; EDNRB; FRZB; CITCE:LS?LETéNl
. epithelium 5.43e- 5.43e- 1.28e- GJAL; GPR4; HEYL; ID3; ! N
G0:0060429 development 24 210 155/3649 06 06 03 17 IGFBP5: LENG: PAKL: 7 EDNRA; FG.Fl, 17/210 7/210 24/210
' - ' KCNMAL1;
PTER; TGFB1; TGFB2; RAPGEF?2
TMEM100
FLCN; GJA1; HEYL; CITED2:
i muscle tissue 7.87e- 7.87e- 1.62e- IGFBP5; MSTN; MYODZ; A
G0:0060537 development 15 210 71/3649 06 06 03 10 MYOG: NRAAL: TGFBL: 5 CSRPSZ EDN1; 10/210 5/210 15/210
EDNRA; MYOZ2
TGFB2
ANGPT2; CTSK; FRZB;
requlation of GJAL; GPR4; IRF1; ACVR2A; EDNL1;
qu’ ISG15; LRRN1; MYOD1,; FGF1; GLUL;
i multicellular 9.89e- 9.89%e- 1.81le- X X . . '
G0:2000026 organismal 26 210 182/3649 06 06 03 18 NFKBIZ; OAS2; SCIN; 8 HSPB1; MGP;  18/210 8/210 26/210
dE\?eIO ment SNAI2; TGFB1; TGFB2; RAPGEF2;
P TMEM100; WARS1; THBS2
ZC3H12A
response to 118e- 1.18e- 1.94e- ACTB; ACTG1; ASAHL, ACVR2A;
G0:0010033 organic 47 210 442/3649 '05 '05 '03 34 CD14; CD44; CXCL16; 13 CCRL2; 34/210 13/210 47/210
substance EDNRB; FLCN; GJAL; CITED2;



enzyme linked

GO:0007167 "SSP0 PrOEIN 54 510 196/3649 239
signaling 05
pathway

anatomical 2.83-
G0:0009653 structure 42 210 390/3649 '05
morphogenesis
i skeletal system 3.07e-
G0:0001501 development 15 210 79/3649 05
cellular response 3.59-

GO0:0071495 toendogenous 25 210 184/3649 '05
stimulus

GO:0061061 MUSCIE SITUCIUIE 48 5 5973549 3-60€-

development 05
i regulation of 4.18e-
G0:0044057 system process 15 210 81/3649 05
. . 4.87e-
G0:0048469 cell maturation 8 210 25/3649 05
. regulation of cell 4.96e-
G0:0045595 differentiation 26 210 199/3649 05
i blood vessel 5.24e-

G0:0048514 morphogenesis 18 210 112/3649 05

mesenchymal 5 94e-

G0:0048762 cell 10 210 40/3649

5 . 05
differentiation
negative
regulation of
nucleobase- 6.49-

G0:0045934 containing 24 210 179/3649 '05
compound
metabolic
process

GO:0009605 __ 'SSPONSEL0 43 510 41g/3649 688

external stimulus 05

G0:0035295 tube 23 210 1703649 S07¢

development 05
GO:0045892 _Megative 21 210 148/3649 33

regulation of 05

2.3%-
05

2.83e-
05

3.07e-
05

3.5%-
05

3.60e-
05

4.18e-
05

4.87e-
05

4.96e-
05

5.24e-
05

5.94e-
05

6.49-
05

6.88e-
05

8.07e-
05

8.33e-
05

3.58e-
03

3.89%-
03

3.90e-
03

3.97e-
03

3.97e-
03

4.32e-
03

4.55¢-
03

4.55e-
03

4.56e-
03

4.91e-
03

5.10e-
03

5.16e-
03

5.43e-
03

5.43e-
03
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HEYL, ID3; IGFBPS5;
INHBB; IRF1; ISG15;
MSTN; MX1; MYOD1;
MYOG; NR4A1; NR4A2;
NSG2; OAS2; PAK1,
RBFOX2; RGS10; RXRG;
SNAI2; SPRY4; TGFB1,
TGFB2; TMEM100;
WFIKKN2; ZC3H12A

ANGPT2; FLCN; IFI6;
IGFBPS5; INHBB; MSTN;
NPPC; PAK1; RHBDF1,

TGFB1; TGFB2;

TMEM100; WFIKKN2

ACTB; ACTG1; ANGPT2;
APLN; CD44; FRZB;
GAMT; GJAL; GNATIL,
GPR4; HEYL; ID3;
IGFBP5; LFNG; MYOG;
NPPC; NR4AL; NR4A2;
PAK1; SERPINH1; SOBP;
SPRY4; STXBP1; TGFB1;
TGFB2; TMEM100;
WARS1; ZC3H12A

CTSK; FRZB; GJAL,;
NPPC; SCIN; SERPINH1;
SNAI2; TGFB1; TRIM45;

WFIKKN2

ACTB; FLCN; GJAL;
HEYL; IGFBPS5; INHBB;
MSTN; NR4AL; NR4A2;
NSG2; PAK1; RBFOX2;
RXRG; SNAI2; TGFB1;

TGFB2; TMEM100;

WFIKKN2

ACTG1; EDNRB; GJAL,;
HEYL,; ID3; IGFBPS5;
MAMSTR; MSTN;
MYOD1; MYOG; NR4AL,
TGFB1; WFIKKN2

APLN; EDNRB; GJAL;
IGFBP5; INHBB; MYOG;
ORMDL3; TGFB2;
TMEM100; TNNT2;
ZC3H12A

EDNRB; GJAL; NR4A2;
PGRMC1; RND1

EDNRB; FLCN; FRZB;
GJAL; HEYL; ID3;
IGFBP5; IRF1; 1ISG15;
MAMSTR; MSTN;
MYOD1; MYOG;
NFKBIZ; SCIN; SNAI2;
SPRY4; TGFB1; TGFB2;
TMEM100; ZC3H12A

ACTG1; ANGPT2; APLN;
GJAL; GPR4; NR4AL,
TMEM100; WARS1;
ZC3H12A

EDNRB; FRZB; HEYL;
SNAI2; TGFB1, TGFB2;
TMEM100

BHLHE40; CCND1,
CGAS; CXXC5; EDNRB;
ETV6; FLCN; FOXP1,;
HEYL,; ID3; IRF1;
NR4A2; RBFOX2; SNAI2;
TGFB1; ZC3H12A

ACTG1; ANGPT2;
BHLHE40; C4A; CD14;
CD40; CGAS; CNN2;
CXCL16; EDNRB; FLCN;
GJAL; GNAT1; GPR4;
HMGB3; IFI6; INHBB;
IRF1; 1ISG15; MACIR;
MSTN; MX1; MX2;
MYOD1; NFKBIZ;
NR4A1; NR4A2; OAS2;
S100A14; SH2D1A;
SNAI2; TGFB1; ZC3H12A

ACTG1; ANGPT2; APLN;
EDNRB; GJAL; GPR4;
HEYL; IGFBPS5; NR4A1,
PAK1; TGFB2;
TMEM100; WARS1;
ZC3H12A

BHLHE40; CCND1,;
CXXC5; EDNRB; ETV6;

14

10

CSRP3; CYLD;
EDN1; EDNRA;
FGF1; HSPB1;
KCNMAL,;
MAPKAPK3;
RAPGEF2;
USP13

ACVR2A;
CITED2;
CSRP3; FGF1;
HSPB1; NCEHI;
RAPGEF2

C1GALTL;
CIBARL;
CITED2;

CSRP3; EDN1,
EDNRA; FGF1;
FITM2; GLUL;
HSPB1; MYOZ2;
RAPGEF2;
RFX2; THBS2

CITED2; EDNI;
EDNRA;
MAP2K6; MGP

ACVR2A;
CITED2;
CSRP3; EDN1,
EDNRA; FGF1;
RAPGEF2

CITED2;
CSRP3; EDN1,
EDNRA; MYOZ2

CSRP3; EDN1,
EDNRA;
KCNMA1L

EDN1; EDNRA;
KCNMA1L

ACVR2A; EDN1;
NAPEPLD;
RAPGEF2;

RIOX1

C1GALTL;
CITED2; EDNI1;
EDNRA; FGF1;
GLUL,; HSPB1,

RAPGEF2;

THBS2

CITED2; EDNI;
EDNRA

CITED2;
CRYAB; EDNI;
MYOZ2;
PRMT6; RIOX1;
RNF168;
RNF169

ABCC1,; CSRP3;
CYLD; EDNI;
EDNRA; FGF1;

HSPB1;
KCNMAL,
MAPKAPKS3;
NAPEPLD

C1GALTL;
CITED2; EDN1;
EDNRA; FGF1;
GLUL; HSPB1;

RAPGEF2;

THBS2

CITED2;
CRYAB; EDN1;

13/210

28/210

10/210

18/210

13/210

11/210

5/210

21/210

9/210

71210

16/210

33/210

14/210

14/210

71210

14/210

5/210

71210

5/210

4/210

3/210

5/210

9/210

3/210

8/210

10/210

9/210

71210

20/210

42/210

15/210

25/210

18/210

15/210

8/210

26/210

18/210

10/210

24/210

43/210

23/210

21/210



transcription,
DNA-templated

cellular response
G0:0071407 to organic cyclic
compound

Go:0051216 , CArtilage
development
negative
regulation of
G0:1902679 RNA
biosynthetic
process

negative
regulation of
G0:1903507  nucleic acid-
templated
transcription

anatomical
structure
formation
involved in
morphogenesis

G0:0048646

muscle organ

G0:0007517
development

negative
regulation of
G0:0031324 cellular
metabolic
process

developmental

G0:0021700 N
maturation

negative
regulation of

G0:0031327 cellular
biosynthetic

process

muscle system
process

G0:0003012

mesenchymal

G0:0014031 cell development

connective tissue

G0:0061448 development
anatomical
G0:0071695 structure
maturation
positive

regulation of
G0:0071902 protein
serine/threonine
kinase activity

positive
regulation of
protein kinase

activity

G0:0045860

negative
regulation of
RNA metabolic
process

G0:0051253

circulatory
G0:0072359 system
development

regulation of
G0:1901861  muscle tissue
development

15

21

21

23

12

37

10

24

13

10

12

22

23

210

210

210

210

210

210

210

210

210

210

210

210

210

210

210

210

210

210

86/3649

34/3649

149/3649

149/3649

172/3649

60/3649

348/3649

44/3649

188/3649

71/3649

16/3649

45/3649

37/3649

37/3649

63/3649

168/3649

180/3649

11/3649

8.64e-
05

8.66e-
05

9.21e-
05

9.21e-
05

9.71e-
05

1.16e-
04

1.22e-
04

1.42e-
04

1.43e-
04

1.55e-
04

1.67e-
04

1.73e-
04

1.77e-
04

1.77e-

1.89%-
04

1.90e-
04

1.96e-
04

2.09-
04

8.64e-
05

8.66e-
05

9.21e-
05

9.21e-
05

9.71e-
05

1.16e-
04

1.22e-
04

1.42e-
04

1.43e-
04

1.55e-
04

1.67e-
04

1.73e-
04

1.77e-
04

1.77e-

1.89-
04

1.90e-
04

1.96e-
04

2.09-
04

5.43e-
03

5.43e-
03

5.43e-
03

5.43e-
03

5.53e-
03

6.37e-
03

6.52e-
03

7.17e-
03

7.17e-
03

7.55¢-
03

7.67e-

03

7.67e-
03

7.67e-
03

7.67e-
03

7.83e-
03

7.83e-
03

7.90e-
03

8.01e-
03
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FLCN; FOXP1; HEYL,
ID3; IRF1; NR4A2;
RBFOX2; SNAI2; TGFB1

ACTB; HEYL; ID3;
IGFBP5; MSTN; MYOD1,
MYOG; NSG2; PAK1,;
RBFOX2; RXRG; SNAI2;
TGFB1; ZC3H12A

CTSK; FRZB; NPPC;

SCIN; SERPINH1; SNAI2;

TGFB1

BHLHE40; CCND1,
CXXC5; EDNRB; ETV6;
FLCN; FOXP1; HEYL,

ID3; IRF1; NR4A2;
RBFOX2; SNAI2; TGFB1

BHLHE40; CCND1,
CXXC5; EDNRB; ETV6;
FLCN; FOXP1; HEYL,;

ID3; IRF1; NR4A2;
RBFOX2; SNAI2; TGFB1

ACTG1; ANGPT2; APLN;
GJAL; GPR4; HEYL;
LENG; MYOG; NR4A1;
TMEM100; WARS1;
ZC3H12A

GJAL; HEYL; ID3;
MSTN; MYOD1; MYOG;
NR4A1; TGFB1

BHLHE40; CCND1,
CGAS; CXXC5; EDNRB;
ETV6; FLCN; FOXP1,;
HEYL,; ID3; IFI6;
IGFBP5; IRF1; 1ISG15;
MSTN; NR4A1; NR4A2;
PKIG; RBFOX2; SNAI2;
TGFB1; TGFB2; WARS1;
WFIKKN2; ZC3H12A

EDNRB; GJA1; NR4A2;
PGRMC1; RND1;
STXBP1; TGFB2

BHLHE40; CCND1,
CXXC5; EDNRB; ETV6;
FLCN; FOXP1; HEYL,

ID3; IGFBPS; IRF1;

NR4A2; RBFOX2; SNAI2;

TGFB1; ZC3H12A

EDNRB; IGFBPS5;
MYOG; ORMDLS3;
TNNT2; ZC3H12A

EDNRB; HEYL; SNAI2

CTSK; FRZB; GPR4;
NPPC; SCIN; SERPINH1;
SNAI2; TGFB1

EDNRB; GJA1; NR4A2;
PGRMC1; RND1; TGFB2

CCND1; CD40; PAK1;
TGFB1

CCND1; CD40; MOB3C;
PAK1; TGFB1; TGFB2

BHLHE40; CCND1,
CXXC5; EDNRB; ETV6;
FLCN; FOXP1; HEYL,;

ID3; IRF1; NR4A2;

RBFOX2; SNAI2; TGFB1,;
ZC3H12A

ACTG1; ANGPT2; APLN;
GJAL; GPR4; HEYL; ID3;
NR4A1; TGFB2;
TMEM100; WARS1;
ZC3H12A

FLCN; GJAL; IGFBPS5;
MYOG; TGFB1
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12

12

MYOZ2;
PRMT6; RIOX1;
RNF168

RAPGEF2

EDN1; MGP

CITED2;
CRYAB; EDNI;
MYOZ2;
PRMT6; RIOX1;
RNF168

CITED2;
CRYAB; EDNI;
MYOZ2;
PRMT6; RIOX1;
RNF168

C1GALTL;
CITED2;
CSRP3; EDN1,
EDNRA; FGF1;
GLUL; HSPB1;
MYOZ2; RFX2;
THBS2

CITED2;
CSRP3; EDNRA;
MYOZz2

BCL2; CITED2;
CRYAB; EDN1;
HSPB1; MYOZ2;
PRMT6;
RAPGEF2;
RIOX1; RNF168;
RNF169; RNF34

EDN1; EDNRA;
KCNMA1L

CITED2;
CRYAB; EDNI;
MYOZ2;
PRMT6;
RAPGEF2;
RIOX1; RNF168

CSRP3; EDN1,
EDNRA;
KCNMAL,
MAP2KG;
MYOZ2; ROCK2

CITED2; EDNI;
EDNRA

EDN1; MGP

EDN1; EDNRA;
KCNMA1

CAB39; CKS2;
EDN1; MAP2KG;
RAPGEF2

CAB39; CKS2;
EDNI1; FGF1;
MAP2KG;
RAPGEF2

CITED2;
CRYAB; EDNI;
MYOZ2;
PRMT6; RIOX1;
RNF168

C1GALTL;
CITED2;
CSRP3; ECE2;
ECE2; EDN1;
EDNRA; FGF1;
GLUL; HSPB1;
RAPGEF2;
THBS2

14/210

71210

14/210

14/210

12/210

8/210

25/210

71210

16/210

6/210

3/210

8/210

6/210

4/210

6/210

15/210

12/210

5/210

1/210

2/210

71210

71210

11/210

4/210

12/210

3/210

8/210

71210

3/210

21210

3/210

5/210

6/210

71210

12/210

0/210

15/210

9/210

21/210

21/210

23/210

12/210

37/210

10/210

24/210

13/210

6/210

10/210

9/210

9/210

12/210

22/210

23/210

5/210



G0:0060485

G0:0010558

G0:0014070

G0:0051093

G0:0003008

G0:0009719

G0:0009890

G0:0045597

G0:0051172

G0:0001525

G0:0008285

G0:0001568

G0:0009725

G0:0001503

G0:0008016

G0:0035239

G0:0001837

mesenchyme
development

negative
regulation of
macromolecule
biosynthetic
process

response to
organic cyclic
compound

negative
regulation of
developmental

process

system process

response to
endogenous
stimulus

negative
regulation of
biosynthetic

process

positive
regulation of cell
differentiation

negative
regulation of
nitrogen
compound
metabolic
process

angiogenesis

negative
regulation of cell
population
proliferation

blood vessel
development

response to
hormone

ossification

regulation of
heart contraction

tube
morphogenesis

epithelial to
mesenchymal
transition
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EDNRB; FRZB; HEYL;
SNAI2; TGFB1,; TGFB2;
TMEM100

BHLHE40; CCND1,
CXXC5; EDNRB; ETV6;
FLCN; FOXP1; HEYL;

ID3; IGFBPS; IRF1;

NR4A2; RBFOX2; SNAI2;

TGFB1; ZC3H12A

ACTB; HEYL; ID3;
IGFBP5; MSTN; MYOD1,
MYOG; NSG2; PAK1;
RBFOX2; RXRG; SNAI2;
TGFB1; TGFB2;
ZC3H12A

ANGPT2; CTSK; EDNRB,;
FLCN; FRZB; GPR4;
ID3; IGFBPS; IRF1;

MSTN; SNAI2; SPRY4;
TGFB1; ZC3H12A

APLN; CHRNE; CHRNG;
EDNRB; GJA1; GNAT1,
GPR4; IGFBP5; INHBB;
MYOG; ORMDL3; OXTR;
SNAI2; SOBP; TGFB2;
TMEM100; TNNT2;
ZC3H12A

ACTB; FLCN; GJAL;
HEYL; IGFBP5; INHBB;
MSTN; NR4AL; NR4A2;
NSG2; PAK1; RBFOX2;
RXRG; SNAI2; TGFB1;

TGFB2; TMEM100;

WFIKKN2
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TGFB1; ZC3H12A

FRZB; GJAL; HEYL;
1SG15; MAMSTR;
MYOD1; MYOG;

NFKBIZ; SCIN; TGFB1,

TGFB2; TMEM100;

ZC3H12A

BHLHE40; CCND1,;
CGAS; CXXC5; EDNRB;
ETV6; FLCN; FOXP1;
HEYL,; ID3; IFI6;
IGFBP5; INHBB; IRF1;
ISG15; NR4A1L; NR4A2;
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GPR4; NR4AL,;
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GJAL; IGFBP5; IRF1;
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TGFB2; TMEM100
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RNF168
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ABCC1,; CSRP3;
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kinase signaling
pathway
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regulation of
signaling
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regulation of
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regulation of
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process
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regulation of
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regulation of
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regulation of
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process
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ACTB; ACTG1, FLCN;
GJAL; SNAI2; TGFB1;
TGFB2

EDNRB; FRZB; SNAI2

ANGPT2; IRF1; NOS3;
RND1; SNAI2; SPRY4;
TGFB1; ZC3H12A

ACTG1; ANGPT2; APLN;
GJAL; GPR4; NR4AL,
TMEM100; WARS1;
ZC3H12A

APLN; FLCN; FRZB;
GJAL; GRINA; HEYL;
IF16; IGFBPS; INHBB;
ISG15; LENG; MSTN;
NOS3; NR4A2; RASA3;
RGS10; RGS19; SH2D1A,
SNAI2; SPRY4; ZC3H12A

APLN; EDNRB; GJAL;
TGFB2; ZC3H12A

FLCN; INHBB; MSTN;
TGFB1; TGFB2;
TMEM100; WFIKKN2

APLN; FLCN; FRZB;
GJAL; GRINA; HEYL;
IF16; IGFBP5; INHBB;
1SG15; LENG; MSTN;
NOS3; NR4A2; RASA3;
RGS10; RGS19; SH2D1A,
SNAI2; SPRY4; ZC3H12A

FLCN; HEYL; MSTN;
NR4A1; SNAI2; TGFB1,
TGFB2; TMEM100;
WFIKKN2

EDNRB; ORMDL3

GJAL; ISG15; TGFB1,
TGFB2

FRZB; GAMT, GJAL;
GNAT1; HEYL,; ID3;
IGFBP5; NPPC;
SERPINH1; SOBP;
TGFB1; TGFB2;
TMEM100

APLN; EDNRB; GJAL;
TGFB2; ZC3H12A

BHLHE40; CCND1,
CGAS; CXXC5; EDNRB;
ETV6; FLCN; FOXP1,;
GJAL; HEYL,; 1D3; IFI6;
IGFBP5; INHBB; IRF1;
1SG15; MSTN; NR4A1;
NR4A2; PKIG; RBFOX2;
SNAI2; TGFB1, TGFB2;
WARS1; WFIKKN2;
ZC3H12A

APLN; EDNRB; GJAL;
GPR4; OXTR; TGFB2;
ZC3H12A

ACTB; ACTG1, CD44;
FRZB; GJAL; HEYL;
IGFBP5; PAK1,
TMEM100

CCND1; CD40; MOB3C;
PAK1; TGFB1; TGFB2

GJAL, ISG15; TGFB1

FRZB; GJAL; HEYL;
ISG15; LRRN1;
MAMSTR; MYOD1;
MYOG; NFKBIZ; SCIN;
TGFB1; TGFB2;
TMEM100; ZC3H12A

ACTB; ACTG1,; CD44;
FRZB; GJAL; IGFBP5;
PAK1
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CITED2; EDNI;
EDNRA

C1GALTL;
CITED2; EDNI;
EDNRA; FGF1;
GLUL,; HSPB1,

RAPGEF2;

THBS2

CYLD; HSPB1;
MYOZ2; RNF34

CSRP3; EDN1,
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MAP2K6
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ROCK2
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MAP2K6
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development

skeletal muscle
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regulation of cell
differentiation
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cell development

regulation of cell
migration
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regulation of
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activity
regulation of
biomineral tissue
development

regulation of
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regulation of
protein kinase
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cell migration

cell migration

fat cell
differentiation

regulation of
blood circulation

blood circulation

programmed cell
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ACTB; ACTG1,; ASAH1,
CD14; CD44; EDNRB;
FLCN; GJAL; HEYL; ID3;
IGFBP5; INHBB; IRF1;
ISG15; MSTN; MX1,
MYOD1; MYOG; NR4AL,
NR4A2; NSG2; OAS2;
PAK1; RBFOX2; RGS10;
RXRG; SNAI2; SPRY4;
TGFB1; TGFB2;
TMEM100; WFIKKN2;
ZC3H12A

HEYL; MSTN; MYOD1;
MYOG; NR4A1; TGFB1

HEYL; MSTN; MYOD1;
MYOG; NR4A1; TGFB1

EDNRB; FLCN; FRZB;
ID3; IGFBPS; IRF1;
MSTN; SNAI2; SPRY4;
TGFB1; ZC3H12A

GJA1L; I1D3; IGFBP5;
SNAI2

ACTG1; EDNRB;
IGFBP5; MAMSTR;
MYOD1; MYOG;
WFIKKN2

ACTG1; ATAT1; EDNRB;
FRZB; GJAL; GNATL,
GPR4; HEYL; MYOG;

NR4A2; PGRMC1; RND1;

SERPINHL1; SNAI2;

SPRY4; STXBP1; TGFB1,;

WFIKKN2

ACTG1; ANGPT2; CNN2;
FLCN; GJAL; IGFBPS5;
MSTN; PAK1; SNAI2;
TGFB1; TGFB2;
ZC3H12A

FLCN; HEYL; MSTN;
NR4A1L; SNAI2; TGFB1;
TGFB2; TMEM100;
WFIKKN2

EDNRB; SNAI2

CDA40; PAK1,; TGFB1

GJA1L; ISG15; TGFB1

GJAL, ISG15; TGFB1

CCND1,; CD40; MOB3C;
PAK1; PKIG; TGFB1;
TGFB2; WARS1

ANGPT2; EDNRB; GJAL;
NR4AL; TGFB1; TGFB2;
ZC3H12A
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GJAL; IGFBP5; MSTN;
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RHBDF1; SNAI2; TGFB1;
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GPR4; OXTR; TGFB2;
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NR4A2; ORMDL3; PAK1,

S100A14; SCIN; SHISAS;

SNAI2; TGFB1,; TGFB2;
XAF1; ZC3H12A
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regulation of
response to

stimulus

G0:0048585

negative

regulation of
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process

regulation of
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signal
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G0:0006928
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G0:0009994

G0:0048599

G0:0050873
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G0:0060389

G0:0060840
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G0:1901568

G0:1902414

G0:0043086

G0:0030282

G0:0030308

G0:0019218

G0:2001141

biomineral tissue
development

biomineralization

regulation of
phosphorylation

regulation of
transcription,
DNA-templated

movement of cell
or subcellular
component

negative
regulation of
apoptotic
signaling
pathway

regulation of

nucleic acid-
templated

transcription

oocyte
differentiation

oocyte
development

brown fat cell
differentiation

positive
regulation of
striated muscle
cell
differentiation

pathway-
restricted SMAD
protein
phosphorylation

artery
development

renal absorption

regulation of
p38MAPK
cascade

fatty acid

derivative

metabolic
process

protein
localization to
cell junction

negative
regulation of
catalytic activity

bone
mineralization

negative
regulation of cell
growth

regulation of
steroid metabolic
process

regulation of
RNA
biosynthetic
process
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GJAL; ISG15; TGFB1,
TUFT1

GJAL; ISG15; TGFB1,
TUFT1

CCND1; CD40; FLCN;

MOB3C; MSTN; PAK1;

PKIG; TGFB1; TGFB2;
WARS1; ZC3H12A

BHLHE40; CCND1,
CXXC5; EDNRB; ETV6;
FLCN; FOXP1; HEYL,

ID3; IRF1; MAMSTR;
MSTN; MYOD1; MYOG;

NR4A1; NR4A2;
RBFOX2; SNAI2; TGFB1,;
ZC3H12A

ACTG1,; ANGPT2; CD44,
CNN2; EDNRB; FLCN;
GJA1L; IGFBPS; KIF3C;
MSTN; NR4AL; NR4A2;
PAK1; RHBDF1; SNAI2;
TGFB1; TGFB2;
ZC3H12A

GRINA; IFI6; NOS3;
NR4A2; SNAI2

BHLHE40; CCND1,
CXXC5; EDNRB; ETV6;
FLCN; FOXP1; HEYL,

ID3; IRF1; MAMSTR;
MSTN; MYOD1; MYOG;

NR4A1; NR4A2;
RBFOX2; SNAI2; TGFB1,
ZC3H12A

PGRMC1

PGRMC1

ARL4A; FLCN

MAMSTR; MYOG

TGFB1; TGFB2

EDNRB

RELL2; ZC3H12A

ELOVLS5; ELOVL7

ACTB; ACTG1

GNAT1; IFI6; INKA2;
MSTN; NR4AL; ORMDL3;
PKIG; PPP1R1B; TGFB2;

WARS1; WFIKKN2

GJAL; ISG15; TGFB1

FLCN; FRZB; GJAL,
TGFB1; TGFB2

ASAH1; SNAI2

BHLHE40; CCND1,;
CXXC5; EDNRB; ETV6;
FLCN; FOXP1; HEYL,;

ID3; IRF1; MAMSTR;
MSTN; MYOD1; MYOG;
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16

16

ACVR2A; MGP

ACVR2A; MGP

ACVR2A;
CAB39; CKS2;
EDNI; FGF1;

HSPB1;

MAP2KG;

RAPGEF2

ACVR2A;
CITED2; CKS2;
CRYAB; CSRP3;

CYLD; EDN1;
FGF1; MYOZ2,
PRMT6; RFX2;
RIOX1; RNF168;
TSC22D1;
TSC22D1;
USP13

CITED2; EDN1;

EDNRA; FGF1;

GLUL; HSPB1;
RAPGEF2

HSPB1; RNF34

ACVR2A;
CITED2; CKS2;
CRYAB; CSRP3;

CYLD; EDN1;
FGF1; MYOZ2;
PRMT6; RFX2;
RIOX1; RNF168;
TSC22D1;
TSC22D1;
USP13

EDN1; EDNRA

EDN1; EDNRA

NAPEPLD

EDN1

ACVR2A

CITED2; EDNI;
EDNRA

EDN1; EDNRA

CYLD

FITM2

HSPB1

ANXA9; HSPB1,
RNF34

ACVR2A; MGP

FGF1; KCNMA1

ACVR2A;
CITED2; CKS2;
CRYAB; CSRP3;

CYLD; EDN1;
FGF1; MYOZ2;
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G0:2000146

G0:0008217

G0:0010634

G0:0048771

G0:0010632

G0:0040013

G0:0051271

G0:0043401

G0:0051147

G0:0106106

G0:0120161

G0:0002027

G0:0007585

G0:0030501

G0:0035914

G0:0038066

G0:0043403

G0:0061028

G0:0070169

G0:0110151

G0:0010817

G0:0007267

G0:0043491

G0:0071560

G0:0019220

negative
regulation of cell
motility
regulation of
blood pressure

positive
regulation of
epithelial cell

migration

tissue
remodeling

regulation of
epithelial cell
migration

negative
regulation of
locomotion

negative
regulation of
cellular
component
movement

steroid hormone
mediated
signaling
pathway
regulation of
muscle cell
differentiation

cold-induced
thermogenesis

regulation of
cold-induced
thermogenesis

regulation of
heart rate

respiratory
gaseous

exchange by

respiratory
system

positive
regulation of
bone
mineralization

skeletal muscle
cell
differentiation

p38MAPK
cascade

skeletal muscle
tissue
regeneration

establishment of
endothelial
barrier

positive
regulation of
biomineral tissue
development
positive
regulation of
biomineralization

regulation of
hormone levels

cell-cell
signaling

protein kinase B
signaling

cellular response

to transforming
growth factor
beta stimulus

regulation of
phosphate
metabolic
process

16

20

210

210

210

210

210

210

210

210

210

210

210

210

210

210

210

210

210

210

210

210

210

210

210

210

210

48/3649

28/3649

28/3649

28/3649

49/3649

49/3649

49/3649

19/3649

19/3649

19/3649

19/3649

11/3649

11/3649

11/3649

11/3649

11/3649

11/3649

11/3649

11/3649

11/3649

61/3649

162/3649

39/3649

39/3649

217/3649

1.85e-
02

2.00e-
02

2.00e-
02

2.00e-
02

2.06e-
02

2.06e-
02

2.06e-
02

2.09-
02

2.09%-

02

2.09-
02

2.09-
02

2.20e-
02

2.20e-
02

2.20e-
02

2.20e-

02

2.20e-
02

2.20e-
02

2.20e-
02

2.20e-
02

2.20e-

02

2.22e-
02

2.24e-
02

2.24e-
02

2.24e-
02

2.27e-
02

1.85e-
02

2.00e-
02

2.00e-
02

2.00e-
02

2.06e-
02

2.06e-
02

2.06e-
02

2.09-
02

2.09-

02

2.09%-
02

2.09-
02

2.20e-
02

2.20e-
02

2.20e-
02

2.20e-

02

2.20e-
02

2.20e-
02

2.20e-
02

2.20e-
02

2.20e-

02

2.22e-
02

2.24e-
02

2.24¢-
02

2.24¢-
02

2.27e-
02

1.24e-
01

1.32-
01

1.32-
01

1.32e-
01

1.34e-
01

1.34e-
01

1.34e-
01

1.34e-
01

1.34e-

01

1.34e-
01

1.34e-
01

1.36e-
01

1.36e-
01

1.36e-
01

1.36e-

01

1.36e-
01

1.36e-
01

1.36e-
01

1.36e-
01

1.36e-

01

1.37e-
01

1.37e-
01

1.37e-
01

1.37e-
01

1.38e-
01

]

w

w

o

N

[

o

N

w

w

w

i

[uN

N

N

w

[N

[N

[N

o

o

3]

NR4A1; NR4A2;
RBFOX2; SNAI2; TGFB1,;
ZC3H12A

ANGPT2; CNN2; FLCN;

GJAL; IGFBPS5; TGFB1

APLN; EDNRB; OXTR

TGFB1; TGFB2;
ZC3H12A

CTSK; GJAL; IGFBPS5;
TGFB1

ANGPT2; TGFB1;
TGFB2; ZC3H12A

ANGPT2; CNN2; FLCN;
GJAL; IGFBPS5; TGFB1

ANGPT2; CNN2; FLCN;
GJAL; IGFBPS5; TGFB1

HEYL; PAK1; RBFOX2;
RXRG

MAMSTR; MYOD1;
MYOG

FLCN; GJAL; OXTR

FLCN; GJAL; OXTR

EDNRB

NR4A2

1SG15; TGFB1

HEYL; NR4A1

RELL2; ZC3H12A

GJAL; MSTN; MYOD1

EDNRB

ISG15; TGFB1

I1SG15; TGFB1

CTSK; EDNRB,;
EXOC3L1; GJAL; INHBB

CGAS; CHRNE; CHRNG;
EDNRB; EXOC3L1,
FRZB; GJAL; INHBB;
RGS10; SH2D1A; SNAI2

CD40; FLCN; IGFBPS5;
MSTN; TGFB1,;
TMEM100

FLCN; MSTN; TGFB1;
TGFB2; WFIKKN2

CCND1; CD40; FLCN;
MOB3C; MSTN; NOS3;
PAK1; PKIG; TGFB1;
TGFB2; WARSL,;
ZC3H12A

PRMT6; RFX2;
RIOX1; RNF168;
TSC22D1;
TSC22D1;
USP13

CITED2

EDN1; EDNRA

FGF1; HSPB1

EDNRA

FGF1,; GLUL;
HSPB1

CITED2

CITED2

EDN1

MAP2K6

MAP2K6

EDN1; EDNRA

EDN1; EDNRA

ACVR2A

CITED2

CYLD

EDNRA;
RAPGEF2

ACVR2A

ACVR2A

ECE2; ECE2;
EDN1; KCNMA1

ARL6; CYLD;
EDN1; EDNRA;
KCNMA1L

CITED2

ACVR2A;
CAB39; CKS2;
EDN1; FGF1;

HSPB1;
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G0:0042981
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G0:1902532
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G0:0032103

G0:0018958
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G0:0032640

G0:0032680

G0:0045446

G0:0071706

G0:1903555

G0:0043542

G0:0072522

G0:0032940

regulation of
phosphorus
metabolic
process

carboxylic acid
transport

response to
cytokine

regulation of cell
death

regulation of
cellular response
to stress

regulation of
apoptotic process

regulation of cell
population
proliferation

negative
regulation of
intracellular
signal
transduction

positive
regulation of
protein
modification
process
positive
regulation of
response to
external stimulus

phenol-
containing
compound
metabolic

process

B cell mediated
immunity

tumor necrosis
factor production

regulation of
tumor necrosis
factor production

endothelial cell
differentiation

tumor necrosis
factor
superfamily
cytokine
production

regulation of
tumor necrosis
factor
superfamily
cytokine
production
endothelial cell
migration
purine-
containing
compound
biosynthetic
process

secretion by cell
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CCND1; CD40; FLCN;
MOB3C; MSTN; NOS3;
PAK1; PKIG; TGFB1;
TGFB2; WARS1;
ZC3H12A

GJA1L; SLC25A29

ACTG1,; ASAHL; CD44;
CXCL16; IRF1; 1SG15;
MX1; OAS2; SPRY4,
ZC3H12A

ASAH1; FLCN; FRZB;
GJAL; GRINA; IFI6;
NOS3; NR4A1L; NR4A2;
ORMDL3; SCIN; SNAI2;
TGFB2; ZC3H12A

ACTB; CGAS; GRINA;
RELL2; SNAI2; TGFB2;
ZC3H12A

FLCN; FRZB; GJAL,
GRINA; IFI6; NOS3;
NR4A1; NR4A2;
ORMDL3; SCIN; SNAI2;
TGFB2; ZC3H12A

ATG101; CNN2; FLCN;
FRZB; GJAL; IGFBP5;
IRF1; MARCKSL1;
MSTN; MYOG; NR4A1;
PAK1; SCIN; SNAI2;
TGFB1; TGFB2

FLCN; GRINA; MSTN;
RASA3; SNAI2; SPRY4;
ZC3H12A

CCND1; CD40; FLCN;
MOB3C; PAK1; TGFB1,
TGFB2; ZC3H12A

CGAS; GPR4; MSTN;
NFKBIZ; SH2D1A,
TGFB1

CTSK; NR4A2

C4A; CD40; TGFB1

CD14; OAS2; ZC3H12A

CD14; OAS2; ZC3H12A

EDNRB; TMEM100

CD14; OAS2; ZC3H12A

CD14; OAS2; ZC3H12A

ANGPT2; NR4AL;
TGFB1; ZC3H12A

ADSS1; ELOVLS;
ELOVL7; FLCN; NOS3;
NPPC; TGFB1

EDNRB; EXOC3L1;
GJAL; INHBB; PAK1,
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MAP2KG;
RAPGEF2

ACVR2A;
CAB39; CKS2;
EDNI; FGF1;

HSPB1;

MAP2KG;

RAPGEF2

ABCC1,
SLC35D1;
SLC43A2

CCRL2; CYLD;
EDNI;
MAPKAPK3

BCL2; CITED2;
CRYAB; CYLD;
HSPB1; IFT57,
KCNMAL,
RAPGEF2;
RNF144B;
RNF34

CYLD; HSPB1;
RBBPS;
RNF168;

RNF169; USP13

BCL2; CITED2;
CRYAB; HSPB1;
IFT57;
KCNMAL,
RAPGEF2;
RNF144B;
RNF34

EDN1; FGF1;
RAPGEF2

CYLD; HSPB1;
MYOZ2; RNF34

ACVR2A;
CAB39; CKS2;
EDN1; FGF1;

MAP2KG;

RAPGEF2

ABCC1; HSPB1,;
NAPEPLD

EDNRA;
RAPGEF2

RNF168

HSPB1

HSPB1

EDNRA;
RAPGEF2

HSPB1

HSPB1

FGF1,; GLUL;
HSPB1

EDN1; MICAL3
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G0:0031399

G0:0043405

G0:0051403

G0:0071383

G0:0010631

G0:0090132

G0:0080134

G0:0032879

G0:0010594

G0:0060348

G0:0070372

G0:0071559

G0:0006809

G0:0021675

G0:0030042

G0:0035270

G0:0035850

G0:0051153

G0:1903038

G0:2001021
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4. Enriched Biological Process of Gene Ontology terms to DEG prospect in T2 vs T1 into early weaning group

1D Description

count terms BgRatio pvalue p.adjust qvalue Count.UpReg
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