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Abstract. The aim of the present study was to investigate
the key genes associated with traumatic spinal cord injuries
(TSCI). The dataset GSE52763 was downloaded from the
Gene Expression Omnibus, for which lumbar spinal cord
samples were obtained from rats at 1 and 3 weeks following
contusive spinal cord injury and 1 week subsequent to a sham
laminectomy, and used to identify differentially expressed
genes (DEGs). Functional enrichment analysis, co-expression
analysis and transcription factor (TF) identification were
performed for DEGs common to the 1 and 3 week injury
samples. In total, 234 upregulated and 51 downregulated
DEGs were common to the 1 and 3 week injury samples.
The upregulated DEGs were significantly enriched in Gene
Ontology terms concerning immunity (e.g. /tgal and Ccl2)
and certain pathways, including natural killer cell mediated
cytotoxicity [e.g. Ras-related C3 botulinum toxin substrate 2
(Rac2) and TYRO protein tyrosine kinase binding protein
(Tyrobp)]. The downregulated DEGs were highly enriched
in female gonad development [e.g. progesterone receptor
(Pgr)], and the steroid biosynthesis pathway. A total of 139
genes had co-expression associations and the majority of
them were upregulated genes. The upregulated co-expressed
genes were predominantly enriched in biological regulation,
including TGFB induced factor homeobox 1 (7gifl) and
Rac2. The downregulated co-expressed genes were enriched
in anatomical structure development (e.g. Dnm3). A total of
92 co-expressed genes composed the protein-protein interac-
tion network. Additionally, 9 TFs (e.g. Pgr and Tgif]) were
identified from the DEGs. It was hypothesized that the genes
including Tgifl, Rac2, Tyrobp, and Pgr may be closely associ-
ated with TSCI.
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Introduction

Patients with traumatic spinal cord injuries (TSCI) endure
low health-associated quality of life and high healthcare
costs. They also have a higher mortality rate compared with
the general population. In 2012, the estimated incidence of
acute spinal cord injury in the United States was 54 cases
per 1 million (1). The biological processes of TSCI involve a
diverse group of cells and molecules from the nervous, immune
and vascular systems. For instance, connexin 43 functions as a
mediator of central nervous system inflammation and chronic
pain following spinal cord injury (2), altered expression of
E2F-associated phosphoprotein regulates reactive astrogliosis
and neuronal apoptosis (3) and ginsenoside Rbl upregulates
the expression of Bcl-xL and vascular endothelial growth
factor at 7 days after spinal cord injury (4). Investigation of
gene changes has contributed to the understanding of the
molecular mechanisms of TSCI.

Gene expression profiling by microarray has been used to
uncover molecular variations in spinal cord repair and degen-
eration (5-7). In 2014, using microarray analysis, Shin et al (8)
identified that numerous inflammation-associated genes were
upregulated in the lumbar spinal cord at 1 and 3 weeks after
traumatic injury, and locomotor function was improved in
part by treadmill locomotor training (TMT). However, the
molecular mechanisms of TSCI remain to be elucidated and
regulatory factors associated with TSCI, including transcrip-
tion factors (TFs), have not been investigated to the best of the
authors' knowledge.

The present study used the microarray data obtained by
Shin et al (8) and screened differentially expressed genes
(DEGs) common to the 1 and 3 week injury samples, and
then analyzed the functions and interactions of DEGs.
Additionally, TFs in DEGs were identified to reveal the
regulatory associations of DEGs. These results may provide
novel information to aid the understanding of the molecular
mechanisms of TSCI.

Materials and methods

Affymetrix microarray data. The raw gene expression profile
data GSE52763 (8) were obtained from the public database
Gene Expression Omnibus (GEO; http:/www.ncbi.nlm.
nih.gov/geo/), which is based on the platform of GPL1355
(Rat230_2) Affymetrix Rat Genome 230 2.0 Array. The



1998

dataset contained eight rat lumbar spinal cord samples
obtained from rats 1 (n=4) and 3 (n=4) weeks following contu-
sive spinal cord injury at the T9 level (designated as 1 week
injury and 3 weeks injury samples), three lumbar spinal cord
samples obtained from rats 1 week following sham laminec-
tomy (designated as sham samples), four lumbar spinal cord
samples obtained at 3 weeks following contusive spinal cord
injury with treadmill training (designated as 3 weeks injury
+ TMT samples), and three lumbar spinal cord samples from
rats which underwent a sham laminectomy followed by
2 weeks of treadmill training (designated as sham + TMT
samples). All of the samples were taken from adult (8 weeks)
female Sprague-Dawley rats (250-300 g). Only 1 week injury,
3 weeks injury and sham samples were used for analysis in
the present study.

CEL files were downloaded and the gene expression data
of all samples were preprocessed through background correc-
tion, quantile normalization and probe summarization using
the Robust Microarray Analysis algorithm of the affy package
of Bioconductor (http://www.bioconductor.org/packages/
release/bioc/html/) (9).

DEGs screening. The linear models for the microarray data
package of Bioconductor (10) was used to identify DEGs
between 1 week and 3 weeks injury samples and sham
samples. The P-value for each gene was calculated by #-test
and only the genes with P-value <0.05 and fold change =1.5
were selected as DEGs. Subsequently, the DEGs common to
the 1 and 3 week injury samples were screened for subsequent
analyses.

Enrichment analysis. Gene Ontology (GO) functional
and Kyoto Encyclopedia of Genes and Genomes (KEGG)
pathway enrichment analyses for DEGs were conducted using
the Database for Annotation, Visualization and Integrated
Discovery (http://david.abcc.nciferf.gov) database, which
provides a set of functional annotation tools to aid investiga-
tors in comprehending the biological importance underlying
numerous genes (11). P<0.05 and gene count =2 were set as the
cut-off criteria.

Co-expression analysis. The Pearson correlation coefficient
was calculated to analyze the co-expression associations
between DEGs (11). The co-expression pairs with a Pearson
correlation coefficient >0.9 were screened out, and the
co-expression network was visualized using Cytoscape
[http://cytoscape.org; (12)].

Subsequently, GO functional enrichment analysis
in biological process was performed using the plug-in
Bingo (13) in Cytoscape. P<0.05 was set as the cut-off
criterion. Additionally, the Search Tool for the Retrieval of
Interacting Genes/Proteins (http://string-db.org) database
was used to analyze the protein-protein interactions (PPIs) of
co-expressed genes, and the PPI network was visualized by
Cytoscape.

Identification of TFs from DEGs. TFs in the DEGs common
to the 1 and 3 week injury samples were identified using the
Animal Transcription Factor Database [AnimalTFDB; http://
www.bioguo.org/AnimalTFDB/species_index.php; (14)].
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Figure 1. The boxplots for microarray data prior and subsequent to normal-
ization. The abscissa displays the samples and the ordinate represents gene
expression. ‘1 week sham’ represents lumbar spinal cord samples obtained
from rats 1 week following a sham laminectomy, three repeats; ‘1 week
injury’ and ‘3 week injury’ represents lumbar spinal cord samples obtained
from rats 1 and 3 weeks following contusive spinal cord injury at the T9 level
(four repeats for each treatment).

Results

Identification of DEGs. Based on the normalization of the
microarray data, the boxplot of preprocessed data displayed
that medians of each sample data were almost on a line, indi-
cating that the data after preprocessing met the standard for
further analyses (Fig. 1).

In total, 322 upregulated and 78 downregulated DEGs
were screened between 1 week injury and sham samples,
in addition to 354 upregulated and 285 downregulated ones
between 3 week injury and sham samples. Among them,
234 upregulated and 51 downregulated DEGs were common
to the 1 and 3 week injury samples. The hierarchical cluster
analysis of the data demonstrated that the DEGs can be used to
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Figure 2. The cluster heat maps for the differentially expressed genes
between the sham samples and the 1 and 3 week injury samples. Each row
represents a single gene and each column represents a spinal cord sample.
The gradual color change from red to green represents the changing process
from upregulation to downregulation. ‘1 week sham’ represents lumbar spinal
cord samples obtained from rats 1 week following a sham laminectomy, three
repeats; ‘1 week injury’ and ‘3 week injury’ represents lumbar spinal cord
samples obtained from rats 1 and 3 weeks following contusive spinal cord
injury at the T9 level (four repeats for each treatment).

accurately distinguish 1 and 3 week injury samples from sham
samples (Fig. 2).

1999

GO functional and KEGG pathway enrichment analyses. To
identify the functions of DEGs common to the 1 and 3 week
injury samples, GO functional and KEGG pathway enrich-
ment analyses were performed. According to GO functional
enrichment analysis, the upregulated DEGs were significantly
enriched in several GO terms concerning immunity, including
immune response [e.g. integrin subunit o L (/zgal), similar to
guanylate binding protein family, member 6 and C-C motif
chemokine ligand 2 (Ccl2)], defence response (e.g. TNF a
induced protein 8 like 2, apolipoprotein B MRNA editing
enzyme catalytic subunit 1 and Cc/2) and cell activation
(e.g. exonuclease 1, Intercellular Adhesion Molecule 1 and
pleckstrin; Table I). The downregulated DEGs were highly
enriched in female gonad development [e.g. Pgr, vascular
endothelial growth factor A (Vegfa) and BCL2 like 1], neuron
projection [e.g. ATPase plasma membrane Ca?* transporting 2,
dynamin 3 (Dnm3) and glutamate metabotropic receptor 7
(Grm7)] and gated channel activity [e.g. y-aminobutyric acid
type A receptor a3 subunit (Gabra3), Grm7 and calcium
voltage-gated channel auxiliary subunit $4; Table II].

Meanwhile, a set of upregulated DEGs were markedly
enriched in certain pathways, including natural killer cell
mediated cytotoxicity [e.g. Ras-related C3 botulinum toxin
substrate 2 (Rac2) and TYRO protein tyrosine kinase binding
protein (7yrobp)] and the B cell receptor signaling pathway
[e.g. fc fragment of IgG receptor IIb (Fcgr2B) and Rac?2).
Several downregulated DEGs were significantly enriched
in the pathways of steroid biosynthesis (cytochrome P450
family 51, transmembrane 7 superfamily member 2 and lanos-
terol synthase) and neuroactive ligand-receptor interaction
(e.g. Gabra3 and Grm7; Table III).

Analysis of co-expressed genes. Gene co-expression analysis
is a powerful method to predict the function of genes and/or
to identify genes that are functionally associated with query
genes. Based on the cut-off criterion of Pearson correlation
coefficient >0.9, 1894 co-expression pairs in 139 DEGs were
obtained (Fig. 3). Notably, the majority of co-expressed genes
were upregulated DEGs.

According to GO functional enrichment analysis, the
upregulated co-expressed genes [e.g. Rac2, fc fragment of IgG
receptor la and including TGFB induced factor homeobox 1
(Tgif1)] were significantly enriched in a series of GO terms,
including biological regulation and response to stimulus. The
downregulated co-expressed genes were markedly enriched in
certain GO terms, including anatomical structure development
(e.g. Dnm3 and Vegfa) and intracellular signal transduction
(e.g. mitogen-activated protein kinase kinase kinase kinase 5
and Grm7) (Table IV).

The PPI network was composed of 92 co-expressed genes
(83 upregulated and 9 downregulated) and 351 interactions.
The connectivity degree of six genes was more than 20 and they
were Tyrobp (degree=35), CD68 molecule (Cd68; degree=34),
Rac?2 (degree=29), integrin subunit 2; (degree=28), CD53
molecule (degree=25), C-type lectin domain family 4
member A (degree=22). Tyrobp interacted with multiple genes,
including Cd68 and Rac2 (Fig. 4).

Analysis of TFs. Based on the AnimalTFDB database, a total
of 9 TFs were identified from the DEGs common to the 1
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Table I. Continued.

Genes

P-value

Count

Term

Category

Tnfaip6, Ptprc, Ccl2, Spock3, Endou, Cfh, Tlr2, Ptn, Clec7A, Gpnmb, Itgam

Lgals3, Fcgr2B, FcgrlA, FcerlG, Fcgr3A

1.06E-06
8.51E-06
2.63E-05

11

GO:0001871-pattern binding

GO0:0019865-immunoglobulin binding

Tnfaip6, Ptpre, Ccl2, Spock3, Cfh, Tlr2, Ptn, Gpnmb, Itgam

GO0:0005539-glycosaminoglycan binding

GO, Gene Ontology; BP, biological process; CC, cellular component; MF, molecular function; TnfaipSL2, TNF o induced protein 8 like 2; Irgal, Integrin subunit ol; Loc685067, similar to guanylate

binding protein family, member 6; Cc/2, C-C motif chemokine ligand 2; Psmb8, proteasome subunit 38; C1Qa, complement C1q A chain; C/Qb, complement C1q B chain; Cd86, CD86 molecule; Cybb,

cytochrome B-245 b chain Fcgr2B, fc fragment of IgG receptor IIb; Apobecl, apolipoprotein B MRNA editing enzyme catalytic subunit 1; C3, complement C3; Tlr2, toll like receptor 2; Rsad?2, radical

s-adenosyl methionine domain containing 2; /trgh2, integrin subunit b2; T/r7, toll like receptor 7; C1Qc, complement C1q C chain; Brk, bruton tyrosine kinase; Exol, exonuclease 1; Ptprc, protein tyrosine

MOLECULAR MEDICINE REPORTS 15: 1997-2006, 2017 2001

phosphatase, receptor type C; Ptpn6, protein tyrosine phosphatase, non-receptor type 6; Icaml, Intercellular Adhesion Molecule 1; MyolF, myosin IF; Vavi, vav guanine nucleotide exchange factor 1;

Itgam, integrin subunit o M; TimpI, TIMP metallopeptidase inhibitor 1; Cd48, CD48 molecule; Emrl, EGF-Like Module Receptor 1; FcgrlA, fc fragment of 1gG receptor Ia; Tlr2, toll like receptor 2;

FcerlG, Fc fragment of IgE receptor Ig; Clec7A, C-type lectin domain family 7 member A; Gnal5, G protein subunit o.15; Abcal, ATP binding cassette subfamily A member 1; Gpnmb, glycoprotein Nmb;

Plek, pleckstrin; Slc7A7, solute carrier family 7 member 7; P2Ry6, pyrimidinergic receptor P2Y6; Laptm5, lysosomal protein transmembrane 5; Fenl, ficolin 1; F10, coagulation factor X; Tnfsf4, tumor

necrosis factor superfamily member 4; Lgals3, galectin 3; Pcyoxl, prenylcysteine oxidase 1; Pygl, phosphorylase, glycogen, liver; Cfh, complement factor H; Grifin, galectin-related inter-fiber protein;
Clec4Al, C-type lectin domain family 4 member A1; Clec4A3, C-type lectin domain family 4 member A3; Cd302, CD302 molecule; Tnfaip6, TNF o induced protein 6; Spock3, SPARC/osteonectin, cwcv

and kazal like domains proteoglycan 3; Endou, endonuclease, poly(U) specific; Ptn, pleiotrophin; Fcgr3A, Fc fragment of IgG receptor Illa.

and 3 week injury samples, including cold shock domain
containing C2, Pgr, zinc finger and BTB domain containing
7B, SRY-box 18, activating TF 3 (A#/3), MAF BZIP TF B
(Mafb), Tgif1,Fli-1 proto-oncogene, ETS TF (FIil) and T-box 4
(Tbx4). Among them, Atf3, Mafb, Tbx4, Tgif] and Flil were all
upregulated in 1 and 3 week injury samples, compared with
sham samples, while the others were downregulated (Fig. 5).

Discussion

In the present study, 234 upregulated and 51 downregulated
DEGs were common to the 1 week and 3 week injury samples,
compared with the sham samples. Among them, 139 genes
had co-expression associations and the majority of them were
upregulated genes. The upregulated co-expressed genes were
predominantly enriched in several GO terms of biological
regulation, including 7gif1 and Rac2.

Tgifl was identified as a TF in the present study. It belongs
to the three-amino acid loop extension superclass of atypical
homeodomains (15). Studies (16-18) have showed that Tgif/
exerts crucial functions in the nervous system. Additionally,
a previous study (19) identified TGIF1 as a novel regulator of
macrophage activation in immune response. In the present
study, Tgifl had a co-expression associations with Rac2 and
Tyrobp, the two of which had a higher degree in the PPI
network. Rac2 encodes a member of the Ras superfamily of
small guanosine triphosphate (GTP)-metabolizing proteins,
and it modulates diverse processes, including secretion, cell
polarization and phagocytosis (20). In the present study, Rac2
was identified to be significantly enriched in several pathways,
including natural killer cell-mediated cytotoxicity. Natural
killer cells participate in immune processes after spinal cord
injury (21) and there is evidence that suppression of Rac activity
in the injured spinal cord enhances cell survival (22). It has
been demonstrated that the expression of Rac?2 is activated in
inflammatory responses (23). Furthermore, Ras GTPases exert
critical functions in multiple procedures during axonogen-
esis in injured spinal cords (24). Tyrobp is a transmembrane
signaling polypeptide which has an immunoreceptor tyro-
sine-based activation motif and it serves a role in signal
transduction, brain myelination, and inflammation (25,26). In
the current study, Tyrobp was enriched in natural killer cell
mediated cytotoxicity, interacted with Rac2 in the PPI network
and co-expressed with Tgifl. Together, 7gifl, Rac2 and Tyrobp
may play pivotal roles in TSCI.

Among the downregulated genes, Pgr, identified as a
TF, was highly enriched in female gonad development and
the ovulation cycle process. In axonal regeneration, gonadal
steroids function as promoting factors (27). Estrogens have
direct neuroprotective effects, including modification of
humoral immune responses, and gestagens can prevent
neuronal death and promote the growth of nervous cells and
the formation of new synapses (28). A previous study (29)
confirmed that progesterone provides neuroprotection to the
injured central and peripheral nervous system in the injured
spinal cord. Therefore, Pgr may serve a key role in the regula-
tion of nervous regeneration in spinal cord injuries.

In conclusion, 234 upregulated and 51 downregulated
DEGs were differentially expressed in 1 and 3 week injury
samples. Among them, the upregulated genes Rac2 and



YANG et al: BIOINFORMATICS ANALYSIS OF TSCI

2002

g/ Sururejuod urewop g1.g pue J3uy ouiz ‘q/qi1q7 G Xed 103dasar o13rounind ¢xyzd ‘g 103831 ¢V 6DIS ‘ZYEVE2IS ¢ nunqns Arerjixne [uueyo pajes-a3e)[0A WNIo[ed ‘Fquon)) 10)dooar
Quowioy Suisea[ar urdonorAy) “4y.f ¢ S[NOI[OW UOISAYPE [[90 ‘cuwipp)) (Y ¢ ulydqer ‘ygydy <1 oseury 9§ urdjoid rewosoqrl ¢ ygygsdy rungns ¢o 103do0a1 y 2d£) proe oufingqourwe-A ¢ £p.gpoy rungns
0 10)dedar y ad£) proe oukinqourwe-A ‘Fp.aqpo (7 UTUSUASIED ‘Zuis]) SN[ G J0joe] sTsouadorq [ewosrxorad “7¢xag gV IJoquiowr g1 A[TWe] IOLITED N[0S ‘CYQ7IIS ‘1T oseo[onuoqry ‘] II( ‘4291
¢ 10ydooar ordonogerow ewen(3 < /urty ¢ urweudp ‘ cun( ‘g Suniodsuern e sueiquiow ewseld ased 1V ‘g dV ‘9[qIonpul 10)0B] YIMOIZ dAIU ADA f3A ‘d ‘urjoyo ‘ | aseraysuen[A[ApnAo sreydsoyd
‘grdog 1 M1l 7109 1721°9 Y 1010B) U31MOIS [BI[QYIOPUD Je[noseA ‘nfsa :103doda1 ouoI)sagold ‘434 ‘uonouny renodow ‘JA “usduodwos e[ <)) ¢sseooid [eordojoiq g A30[03uQ auan ‘0H

[121°g ‘PfSoA “uyd[ ‘Luiin) “cupp)) ‘g/q1q7 T0-HECE 9 Ayianoe uoneziewip ursjoid-¢869+00:00D
FQUOD)) ‘LULLD) €DAGDD) ‘EDIGDD) ‘CXYTd 70-900°€ S Ayranoe [ouueyd oyroads Aensqns-g¢87z00:00
FQUOD)) ‘LULLD) €DAGDD) ‘pDIGDD) ‘CXYTd 0-9vLT S Ay1anoe [suueyd uor-9175000:00
KJIAT)OR [oUURYD UOT
£DUGDY) ‘p0IGVY) ‘CXYTd 0-9v1'C ¢ pa1e3-puesI| JB[N[[20BNX3-0£7S000:0D
FQUID)) ‘LULLD) €DAGDD) ‘HDIGDD) ‘CXYTd T0-dTE' S Ayianoe [suueyd paJes-9¢87T00:0D AN
SV92IS [d48svy ‘LD ‘[ISDW ‘T Zd1Y ‘SXYTd ‘TAEV621S
‘Veydy ‘quov) ‘[7Z194 ‘[9495dY UYL ‘EDIGDD “FpAGDD) ‘TUIS]D CUPP) €0-H9¢°6 9] suerquiow ewse[d-9886000:0D
T§xod ‘[4291( ‘LurtD) ‘cunuc ‘zgzdry €OHLT'S S QILIPUAP-GTH0£00:0D
VEeydy ‘fuLtn) ‘€pagpo) ‘ppaquo ‘zuis])) ‘(g €0-H08'T 9 1red asdeuks-96t1+00:00
VEYdy ‘[qY9SdY ‘LutD) ‘£paqpD) ‘poaqpo) ‘Tuis|) ‘Cut(q €0-H89'1 L asdeuks-z0zs+00:0D
TSYod YA ‘EVSIIS [4291( ‘Lurtn) ‘cuwnu( ‘7gzdiy U8d ¥0-4L0°9 8 uonoafoxd uoau-g00£+00:00 o)
JOA ‘G DCod ‘12199 ‘vfSoA 48d ¥0-d9t' 1 S 9[0Ad UONB[NAO-8697+00:0D
JEA ‘giod ‘[7121°8 ‘DfSA 43q $0-d8C'1 S UONETIUIRIIIP XIS 9[eWJ-0999+00:0D
SBA ‘G 8od ‘112109 ‘vfSoA 4Sd $0-9S0' 1 S $82001d 3245 UONB[NAO-Z09TT00:0D
SONSTIAIORIBD [BNXAS J[RWJ
SEA ‘G DCod ‘[121°g ‘vfSoA 48d S0-HCS'6 S Arewrd jo yuewdo[aasp-669100:00D
JOA ‘G DCod ‘[121°g ‘vfSoA 48d SO-HIE L S juswdo[oasp peuos J[ewa)-68S8000:0D ddg
SQuan) anjeAa-4 Juno) w3y, K10391D)

-sorduwes Amnlur yoom ¢ pue Kinfur ja9m [ Y3 03 UOWWOD
SQUA3 passaIdxd A[[eIIUAIRLJIP PAIB[NSAIUMOP Y} 0] UOIoUNJ Je[nddow pue juduodwod Je[n[ad ‘ssa001d [80130[01q Ul an[eA-d ISAYSIY A} YIM SWId) OO payoLud Ay dog, ‘[ 9[qel,



2003

1997-2006, 2017

MOLECULAR MEDICINE REPORTS 15:

*103do0a1 Quowoy Surses[ar urdonorAys “ay.f ¢/ 103desar ordonoqejow

reweIn(sS ‘/urtn uungns ¢e 103dodcar y adA) proe sukinqoure-ewwes ¢ cr.igry Grungns e 103dadar v 2d£) proe sukinqourwre-ewwes ‘gn.agpo <G Xgd 101dooar ordrounind ‘cxyzd ‘oseqiuks joIaisour|
‘5877 ‘7 Iquaw A[wepradns 4 sueiquiswsuen ‘zfS/uiy (]G AT} 0SHd QWOIYd03AD ¢ F¢dL) {(0) § U301 ¢ 7solq ‘H 103oe] juowa[dwos ‘yfH) ¢x 103oe] uone[nseod ‘g4 cureyd O by juswordwos <ogH
feD Juawedwod ‘¢ ornodtow 98D ‘98P ‘ureyds g by yuswodwoo ‘g 1) fureyo y b1 wswedwod ‘v 1) (q 9sereydsoyd-g-areydsoydAjod [oisour ‘g cdduy ‘e 10)dooar D3] Jo JuowiSely of ‘Y7439,
‘oseury aulsoIA) Ajiwey oIs ‘ouagoouo-o03oid SIDH “¥oi D 2dA 103dosar ‘oseyeydsoyd oursork) urjord ‘osdig g1 nunqns xo[dwod ¢/g urojoxd paje[or unoe ‘g rodiy SINUI| [[99-g ‘yu]g OSeury aulsoiA)
uoiniq ‘y1g g 9seyeydsoyd-g-areydsoyd£jod [oysour ‘ggdduy ¢ urajoxd oydepe aseuny-¢-opnisoutoydsoyd ‘jdycyig omodtow gz ‘zzp) 9 2dAy s0ydoosar-uou ‘oseeydsoyd oursoiky urojord ‘gudig
curajoxd Surpurq aseury aursoiA} urjoid QYA L ‘dqo4L] <] 1030e] 93UBYOXS IPIIOJ[ONU duIuens ABA ‘Janj <e[[[ J03doda1 D3] Jo JuswSel) o ‘Y489, ‘7 nmunqgns undojur ¢z <31 103dooar g3 Jo juowFey
o ‘D429, ‘g 2jensqns UIXo) wnuinoq ¢ paIe[I-sey ‘zovy qq 103dooar D3] Jo JuswFerj of ‘gzL89, ¢ MOS0 UOISAUPY JR[N[[AOINU] ‘ [upI] T 0 JUNQNS ULISAU] /p3dy] Q[nosjow 84D ‘SEPD

AYL] N:\EU nm,BkQBD .WB&QQQ W.R%Ng CO-HLL' T ¢ uonoerul HOHmooouuﬁ:ﬂwﬂ QATIIBOINAN:)R0FQOUT
SST ‘TS [$dED €0-ar6'l € SISAUIUASOIQ PIOIAS:OOIOQOU!  paje[nSarumo(

201D ‘I504d ‘YD ‘€D ‘014 ‘901D ‘POID ¥0-d26'€ L $9pEOSED UONE[NFL0d pue Juawa[dwo):)[9Qour

201D ‘VEABIL VI8 ‘€D ‘GT4894 ‘98PD ‘01D ‘POID v0-dCE'T 8 snsojewdyIAIo sndny drweis§:gzegoour

JAOA ‘qsdduy 1480, YOI ‘7oDY ‘G489 o4did ‘g [oday $0-d10°C Q S15014003eyd pajerpawi-y A 94:999f(oux

yurg g ‘[avA ‘@sdduy [dyexid ‘7zpd ‘2ovy ‘gzasod ‘gudid - 90-HE6'L 6 Kemyped Surpeusts 101dadal [[99 g:799H00uL
dqoik[ *[AVA “VEA8I TqBI “D[429,] ‘TOVY ‘T8I [WDO] ‘Qudid ‘IDSI] ‘QFPD LO-A8L'6 I £3191%0101K5 pajeIpawl [[29 IA[[1Y [EINEN:(S9H(OUI paje[ngaidn
Nalitelg) anfeAa-4 Juno) wiIag, K103912)

‘sordwres Anfur yoom ¢ pue Lnfur yoom | oy

0] UOWWO) $AUAT PassaIdxa A[[enuaIdlIp paje[n3arumop Yy} 1oy skemyied poyoriuo om] pue soud3d passaidxa A[enuaroyip pajerndaxdn oy 10J skemyjed payouus aay dog, "[T 9[qe],



YANG et al: BIOINFORMATICS ANALYSIS OF TSCI

2004

* 1, J0ydaoar ordonoqeiow
Srewre)n|3 ¢/ uiLD) ¢G 9SBUDY ASBULY 9SBUDY 9seuly u1doid pajeAnoe-uadoliw ‘ ¢y pdppy (7 1038[n3I V6 IS ‘TIEVE2IS ¢ 1 10108) YImoI3 1se[qoiqy ‘ 7/5,7 1g oseury 9§ urdjold [ewosoqui ¢ 7qygsdy ¢y 10)oej
IMOI3 [RI[OYIOPUD JB[NISBA ‘DfFIA ¢ UrweuAp ‘cuu(q ‘g Suniodsuen k) sueiquiow ewseld ased v ‘cgzdiy ‘1 Sutureiuod urewop 31 pue 1eadar yoLr durond] ‘ yodury g 2dA) urxay/uisingns seloAu0d
urayoxdoad ‘zysog 1 Il 109 ‘172129 <D 2dA 103dooar ‘asereydsoyd oursork) urayord oudyg fxoyulf [[90- yujg 10 yungns uLdau ‘ynsyy ‘urdjord Surpuiq aseuny oursoik) urajoid QYA L ‘dqolk] ¢y
uIxouue ‘cpxuy $103dooar 9 unna[IAuI ‘y9y7 {1y urxauue ¢ ypxuy ‘urueidopod ‘udpg ‘ummsyoo[d ‘yajg ureyd ¢ SHg-g Qwoayd03Lko ‘ggd) ‘H Joyoey juow(dwos ‘yfH) (Sururejuod urewop qYVD Pue AAd
‘pILg QMmoo 8D ‘9P 1 Jonqiyur asepndadorrerow JINLL ¢ 7dui g, 1038031 Aemued Surfeusis YOL 74dLL SN © 1unqns uLSoul ‘wmdy] | IquaW ‘Y A[IWURINS ‘UnewoIyd jo Joje[n3al juapuadop
u1joe ‘pAJeIdOSSE XLIBW ‘PAR[AI ANS/IM ¢ /P24pwus ‘ureyd y b1 juswordwoos ‘vd ) gy nungns swosedolid ‘gquisq ‘gz urajold Suneanoe ased [0 1 ‘czdnsyay 9 A zd 103doda1 orrourpruniAd ‘9Lyzd <1
X0QOAWOoY J0)oe} paonpul g0, ¢ /418 9] PueSI[ UOWYD Juow H-X-D ‘977ox) ‘urnues ‘uin ‘g yungns xo[dwod ¢/z urajord pajejar unoe ‘gyoday cureydp g by uowodwos ‘g ¢ aseuadixo
Qway ¢ Jxoutpy ‘el 10)dooar H3I] Jo Judwel 0F ‘Y [.480,] ‘7 ARIISqNS UIX0) WNUINI0q €0 PAR[AI-SBY ‘ZoDY QINI[OIN £SAD ‘€SP g¢ nungns uridajui ‘zqsyy ssaso.d pandojorq ‘gq {LsojomuQ auan ‘0oH

opeosed aseuny

[f84 [9Y95AY ‘S pdvpy ‘[o5ur]  TO-AYS € 4 urdjoxd re[n[eoenuI-¢47/000:00
JuaA? uoneAroydsoyd eia
LIS 1qQI98AY ‘S pAdv ‘[o3ur] — 70-d¥S € 14 uorssrwsue [eusIs-410£200:00
ﬁoﬁosvmﬁmb
34 ‘[9Y9sdy ‘LuiD ‘S pdvpy ‘[osury  70-HIT ¥ S [BUSIS IB[N[[20eNUI-9GGSE00:0D
juswdoroasp
[f84 ‘Df§aA ‘cwuq ‘zgzdiy ‘[oSurT ‘7Is2d  T0-A9T ¥ 9 W)SAS SNOAISU-66£L000:0D soua3
juowdo[oAdp  pojRINIAIUMOP
THEV6IIS “I#34 “[9Y9SAY ‘DfSaA ‘cuwau(q ‘zgzdiy ‘[osury ‘zysdod  70-d9T v 3 QIMONIS [BOIWOILUB-9G8]H00:0D  PIssaIdxe-0)
281D ‘9119xD ‘994D
Q01D POID ‘6quisd ‘quisd ‘€vxuy ‘[vz1og ‘TI2D- 3y “Yo1d “4did yuiq V4894 ‘qsdduy
‘D429 YD V4894 ‘QppD WS O0[D ‘798I ‘ZPpsy ‘1gE62U ] ‘nopud ‘€0 ‘[Av w8y S1-dL09 8T $$9001d WAISAS dUNUIWI-9/¢7000:0D
[D2avug ‘i3] “ULD ‘9[19X) ‘QO[D ‘POID
‘6quisd ‘gquisd ‘€vxuy ‘Yo ‘ [oxuy ‘udpd ya1d 281d 4did ‘Y [#5D ‘qsdduy ‘D420 ‘Uid ‘YD ssa001d [d130[01q JO
‘PaIL “ [XOU V18D ‘TODY ‘O8YZd D01 ‘TGS ‘[GE6oU] ‘Swqy [fiv ‘€D ‘ods ‘pVo0IS  LO-HIYE €€ uone[n3ar dANRIS0d-8168%00:0D
dp 981D ‘[Ji8L ‘9119%D ‘994D ‘qO [D ‘DO[D ‘€vxuy ‘YoI[ ‘[vxuy Yof ‘udpd ‘7[2D-[1]
Yo1d 4did V€480 ‘qsAddu] ‘D[40 “Uld YD) PAvILY [XOWE] Y [489] ‘dYSXOY ‘ZODY ‘QEPD
‘rdut] pdip wwSip 00D ‘7q8I ‘Zppsy ‘nopud ‘Subyy ‘cuqy ‘[Jiy ‘€ runyy ‘pdiy ‘odsy ‘s v0-4E0'8 Iy sn[nuwims 03 9suodsar-9680$00:0D
[p240us ‘i ‘911oxD
‘UL ‘g roday ‘qO1D POID ‘6qusd ‘SZAv3Y.Ly ‘Qquisd ‘€vxuy ‘Yolf ‘qryd [vXuy ‘[vzIog
‘udpd “ya1d 281d ‘o4diq ‘Y [J5D ‘asdduy ‘01422, ‘Uurd ‘Yf) ‘pivoLg  [XOWE YV [189] ‘TODY ‘98T d ssao01d [eo130[01q
‘QpPO ‘rdwit 1dif 001D ‘€SP ‘TGS ‘TPYSY ‘TE6°UN Sy ‘[J1y ‘€D ‘€yo0dS ‘odST ‘pVO0IS  TOHTI'T 9% JO uonem3aI-68/0500:0D
[p21vulS “d) ‘TS ] ‘9[19x)
‘LD ‘grodiy ‘qO [0 ‘VOID ‘6quisd ‘SZAvSyLy ‘Qquisq €XUY “YOII ‘qiyd [PXUY [V 710G REliEH]
‘udpg ya1d 2814 ‘o4dig Y rJsO ‘qsdduy ‘0422, ‘uirg ‘Y ‘pAvdLg  [XOUE V[ 432 ‘TODY ‘9Kz d poren3axdn
‘SppD ‘rdwit] UL 00D ‘€SP ‘TGS ‘TPYSY [FE6UN ‘SWqY [f1y ‘€D ‘€yo0dS ‘odS[ ‘tVO0IS  T0-H6ET 44 uone[n3al [edI30[01q-,00S900:0D  passaidxs-0)
souan) anfeA-g Jjuno) Wy, K103912D)

*souad pajen3arumop pue -dn passardxa-09 ay) 10§ ss9001d [€O130[01q UT aN[BA-d 1SAYSIY AU} YIIM SWId) OO PaydLIus aAY doJ, "AT 9[qeL,



MOLECULAR MEDICINE REPORTS 15:

1997-2006, 2017

2005

Figure 3. The co-expression network of the differentially expressed genes common to the 1 week and 3 week injury samples. The red nodes represent
upregulated genes; and the green nodes represent downregulated genes. A line between two nodes indicates that there is a co-expression association between

these two nodes.

Figure 4. The protein-protein interaction network of co-expressed genes. The red nodes represent upregulated genes; and the green nodes represent downregu-
lated genes. A dotted line between two nodes indicates that there is an interaction between these two nodes.

O 1week sham —
8 | D 1week injury
| B 3week injury

Mean values of TF expression

iﬂﬂﬂﬂﬂh_hh

Af3 Mafb Tbx4 Tgif1 Flil Sox18 Csde2 Zbtb7b Pgr
Transcription factor (TF)

Figure 5. The bar diagram displaying the mean expression of TFs identi-
fied from the differentially expressed genes common to the 1 week and
3 week injury samples. The white bars represent lumbar spinal cord samples
obtained from rats 1 week following a sham laminectomy; the yellow bars
and blue bars represent lumbar spinal cord samples obtained from rats 1 and
3 weeks following contusive spinal cord injury at the T9 level. TF, transcrip-
tion factor.

Tyrobp, which are associated with natural killer cell-mediated
cytotoxicity, may have crucial functions in TSCI. Tgif1 and Pgr
may exert a regulatory function in TSCI. These observations
require experimental validation, however they are expected to
aid the elucidation of the molecular mechanisms in TSCI.
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