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Supplementary Item 2: Differentially expressed genes at the OG1 vs. CON time.
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chemokine (C-X-C motif) ligand 6

tryptophan hydroxylase 2

aryl hydrocarbon receptor nuclear translocator-like
ADAM metallopeptidase with thrombospondin type 1
motif, 4

melanocortin 1 receptor

matrix metallopeptidase 13 (collagenase 3)

ISG12 protein-like; interferon, alpha-inducible protein
27

hexokinase 2

solute carrier family 5 (sodium/glucose cotransporter),
member 1

selectin E

steroidogenic acute regulatory protein

tumor necrosis factor receptor superfamily, member
13

secretory Phospholipase A2

COX-2; prostaglandin-endoperoxide synthase 2
peripheral myelin protein 22

phosphofructokinase, muscle

phosphorylase, glycogen, muscle

collagen, type X1V, alpha 1

chemokine (C-C motif) ligand 8; MCP-2

COX10 homolog, cytochrome c oxidase assembly
protein

5-hydroxytryptamine (serotonin) receptor 2A, G
protein-coupled

regulator of chromosome condensation 1
C25H90rf100 chromosome 9 open reading frame 100
ortholog

serum amyloid Al

chemokine (C-C motif) ligand 13; MCP-4
sphingosine-1-phosphate receptor 1

antimicrobial peptide NK-lysin

DEFA35L Paneth cell-specific alpha-defensin 35L

CD2 molecule; LFA-3 recpetor

H19 fetal liver mRNA

fin bud initiation factor homolog

GFAP
TLR4
TNFSF12
CXCL6
TPH2
ARNTL

ADAMTS4
MCI1R
MMP13

ISG12(A)
HK2

SLC5A1
SELE
STAR

TNFRSF13C
SPLA2
PTGS2
PMP22
PFKM
PYGM
COL14A1
CCL8

COX10

HTR2A
RCC1

C25H90rf100
SAA1

CCL13

S1PR1

NKL
DEFA35L

CD2

H19

FIBIN

2.57
4.17
-3.79
>100
<-100
>100

>100
>100
>100

-2.19
2.82

2.42
>100
<-100

<-100
<-100
9.27
5.77
-2.23
<-100
-2.02
>100

3.06

>100
2.15

<-100
68.00
>100
>100
<-100
>100
<-100
<-100
<-100

0.02555
0.02567
0.02628
0.02632
0.02729
0.02736

0.02755
0.02796
0.02830

0.02866
0.02917

0.02926
0.02935
0.02972

0.03033
0.03126
0.03191
0.03342
0.03361
0.03376
0.03420
0.03455

0.03477

0.03496
0.03692

0.03894
0.03895
0.03948
0.03998
0.04002
0.04219
0.04231
0.04253
0.04282



TIMP metallopeptidase inhibitor 1 TIMP1 5.01

erythropoietin EPO <-100
CD1a6 molecule CD1A6 >100
fibroblast growth factor 1 (acidic) FGF1 <-100
TNNI3 interacting kinase TNNI3K <-100
C13H160rf93 chromosome 16 open reading frame 93

ortholog C13H160rf93 <-100
bone morphogenetic protein 7 BMP7 -2.78
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** Large fold change (Fc) values (either negative or positive) were obtained for some genes due

to the fact that the value 0.001 was used in place of 0 for samples in which expression was

undetectable via RNA Seq to allow for mathematical analysis of the results; >100 (for increases

in Fc) or <-100 (for decreases in Fc) are used for genes in which this was performed.



