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Association of expression profiles of miRNA and mRNA in Chinese
hamster buccal pouch squamous cell carcinoma
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[ Abstract]  Objective To establish the expression profiles of differentially expressed miRNA and mRNA in oral
squamous cell carcinoma ( OSCC) and to investigate the roles of miRNA and mRNA associated with the occurrence and
development of OSCC. Methods The expression profiles of miRNA and mRNA were constructed using a new generation of
high-throughput sequencing techniques. The miRNA and mRNA associated with the occurrence and development of OSCC
were predicted by Gene Ontology enrichment analysis and KEGG pathway analysis. Results We successfully constructed the
differentially expressed miRNA and mRNA profiles of Chinese hamster buccal pouch squamous cell carcinoma. 11 known and
3 novel significantly differentially expressed miRNAs and 194 differentially expressed mRNAs were found. A miRNA can
regulate multiple mRNAs, and multiple miRNAs can control one mRNA. Conclusions Differential expression of miRNA
play a an important role in the carcinogenesis and development of OSCC through regulating mRNA and forming a complex
regulatory network. It provides theoretical data for the occurrence, pathogenesis, clinical treatment and prognosis of OSCC.
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Tab.1 Significant differentially expressed known miRNA between OSCC and normal groups

miRNA log2 Fold Changes padj JH7T Regulation

cgr-miR-542-3p 3.229618787 0. 00348059 up
cgr-miR-130b-3p 2.521399018 0. 025768873 up
cgr-miR-142-5p 2.457994122 0.0109149 up
cgr-miR-34¢-3p 2. 612689648 0. 029082558 up
cgr-miR-34¢-5p 3. 438803593 1. 19E-05 up
cgr-miR-34b-5p 2.942335253 0. 046276965 up
cgr-miR-21-3p 4.084835341 8. 06E-06 up
cgr-miR-21-5p 3.703010001 3. 64E-06 up

cgr-miR-504 2. 694649742 0. 015868948 down

cgr-miR-499-5p -3.396778713 0. 000709348 down

cgr-miR-486-3p 2. 819232823 0. 010386505 down

W padj AMFZIEZJR Y P AH; Fold Change 7 i 28 A1 1E H 20 2235 B 95081k

Note. Padj is the corrected P value. Fold change indicates the multiple changes in the expression of OSCC and normal group.
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Fig.1 Histogram (A) and pie chart (B) of differentially expressed known miRNA between OSCC and normal groups
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Fig.2 Histogram (A) and pie chart (B) of differentially expressed novel miRNA between the OSCC and normal groups
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Fx2 NERNEFESBEALMESHLAPE 0 LERRIEER
Tab.2 Differentially expressed genes in the top 30 between OSCC and normal groups

FEIH Genes Log2 ratio Corrected P-value * L Genes Log2 ratios Corrected P-value *
CXCL2 26. 69 5.54E-15 CCL7 5.88 2. 13E-05
MMP13 11. 69 1. 18E-14 IL1B 11.53 2. 13E-05

CCL3 26.24 4. 13E-14 PTX3 7.31 2. 38E-05
LCN1 25.19 1. 27E-10 CANV 5.85 2.38E-05
MMP9 7.42 4.35E-09 CXCL7 22.94 4. 54E-05
CXCL3 6.52 1. 42E-07 OLRI 22.97 4.61E-05
STRA6 7.15 1. 68E-07 RN45s -8.19 5.53E-05
LOC100754872 23.63 6. 98E-07 THBSI 4.72 6. 72E-05
Serpinel 6.05 8.31E07 IL-367y 6.67 9. 12E-05
TNN 8.20 1. 23E-06 CXCLIL 5.71 0. 0001
CTHRCI 8.46 1. 35E-06 LOC100766767 -7.59 0. 0001
GPx6 -24.40 4. 67E-06 MS4A7 5.99 0. 0001
CTRP6 5.52 6. 88E-06 SFRP2 5.02 0. 0001
LOC100764819 -8.33 1. 40E-05 POSTN 4.81 0. 000115
SLN -6.62 1. 49E-05 MMP12 5.23 0. 000121

7 . Corrected P-value * N IEZJGH) P ﬁ;Ratio K Fold Change ; Fold Change FE g 2 0 OE B 2 ek w s s 4k
Note. Corrected P-value * is the corrected P value; Ratio is Fold Change; Fold Change indicates the multiple changes in the expression of OSCC

and normal groups.
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Fig.3 Histogram (A) and pie chart (B) of differentially expressed genes between OSCC and normal groups
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Fig.5 Pathway map between significantly differentially expressed miRNA and differentially expressed target genes
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