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Abstract: [Objective] To analyze the expression profile variation of circle RNA (circRNA) in tongue squamous cell
carcinoma (TSCC) tissue and para—carcinoma tissue. [ Methods] CircRNA microarray technology was performed to in-
spect the difference of circRNA expression in 4 cases of TSCC tissues and 4 cases of para—carcinoma tissues, and then
make analysis after the quality control and homogenization of raw data, to identify which have more than 2 times variation
and significant difference (P<0.05) by statistical analysis as cirtcRNA with differential expression. To perform functional
analysis on circRNA with differential expression. [ Results] Compared with para—carcinoma tissue , there were 17171
circRNA differentially expressed in TSCC tissue , while 9982 increase more than 2 times and 7189 reduce more than 2
times. [Conclusion] circRNA expression profile in TSCC changes significantly comparing with the para—carcinoma tis-
sue, some differentially expressed circRNA may regulate the occurrence and progression of TSCC through a competitive
combination of miRNA.
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Fig.1 Volcano plot of the differentially expressed profiles

between TSCC and para—carcinoma tissue
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Table 1 A subset of the differentially expressed profiles with fold change > 50

CircRNA Fold Change Interacting miRNA

Up-regulated CircRNA

hsa_circ_0034026 137.22
hsa_circ_0033967 116.31
hsa_circ_0000579 109.34
hsa_circ_0024108 84.07
hsa_circ_0024107 82.62
hsa_circ_0069909 77.12
hsa_circ_0020377 66.36
hsa—circRNA9331-7") 55.11
hsa—circRNA9331-41) 53.52
hsa_circ_0024109 52.29
Down-regulated CircRNA

hsa_circ_0113500 95.44
hsa—circRNA11464-11 74.24
hsa_circ_0099630 66.57
hsa—circRNA7690-15") 62.30
hsa—circRNA7690-12") 59.19

hsa-miR-1299, hsa-miR-3943, hsa-miR-4669, hsa-miR-431-5p
hsa-miR-4739 , hsa—miR-6797-5p , hsa-miR-8089 , hsa—miR-608
hsa-miR-6810-3p, hsa—miR-4298 , hsa-miR-6810-5p , hsa—miR-608
hsa—miR-185-3p, hsa—miR—-296-3p , hsa—miR-4420 , hsa—miR—-4646-3p
hsa—miR-185-3p, hsa—miR—4743-3p , hsa—miR-670-5p , hsa—miR-7108-5p
hsa—miR-6756-5p , hsa—-miR-6766—5p , hsa—miR-608 , hsa—miR-1270
hsa—miR-1267 , hsa—miR-1912 , hsa-miR-1287-5p , hsa—miR-3929
hsa-miR-6089 , hsa—miR—-1293 , hsa-miR-1914-3p, hsa—miR-608
hsa—miR-1256, hsa—miR—-1267 , hsa—-miR-1287-5p , hsa—miR-1912
hsa-miR-1183, hsa—miR-185-3p , hsa-miR-296-3p , hsa—miR—-4420

hsa-miR-1200, hsa—miR-1224-3p , hsa—miR-1227-3p , hsa-miR-1254
hsa—miR-1184 , hsa—miR-1301-3p , hsa—-miR-216a-3p , hsa—miR-637
hsa—miR-4739, hsa—miR-6797-5p , hsa—miR-3192-5p , hsa—miR—4459
hsa—miR-1205 , hsa—miR—1299 , hsa—miR—2467-3p , hsa—miR-30b-3p
hsa—miR-1205 , hsa—miR-1207-5p , hsa—miR-1299 , hsa-miR-197-5p

1)circ RNA ID from Deep Base. Other come from Circ Base



B2 ARSC R, A T BRIR AN M ERAR RNA B 28 T R 189

Color Key

-

3-2-10123
value I

C03 C04 CO1 CO2 NOI NO2 NO3 NO4

CO1~C04: TSCC tissues; NO1~NO4: para— carcinoma tissues.
Hierarchical clustering analysis arrange samples into groups based on
their expression level, which allows us to hypothesize the relation-
ships among samples. “Red” indicates high relative expression, and
“Green” indicates low relative expression
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Fig.2 Differentially expressed circRNA were analyzed

using hierarchical clustering
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Fig.3 CircRNA-miRNA network

60 4 W Biological Process
@ Cellular Component
30 1 O Molecular Fulljlction
40 - -
%30 507
i ‘R
‘NN
20 - “u
‘NN
‘NN
o n
‘B’N,
0 - T i o ms

Biological Process Cellular Component Molecular Function
Biological Process: biological adhesion; cell adhesion;

signaling; single organism signaling; response to stimulus.
Cellular Component: cell periphery; plasma membrane;
membrane; plasma membrane part; membrane part. Molecu-
lar Function: molecular transducer activity ; receptor activity ;
signal transducer activity; signaling receptor activity; trans-
membrane signaling receptor activity.

El4 2R circRNA EAREE GO S iff

Fig.4 Significant Enriched GO Terms

S A, A IR b 2 A X R 55 4 4 26 3R W
1 F I hsa_cire_0033967 ( 22 %%k 116.31) &
H #7163 4> hsa—miR-608 V& 75 45 & i 15, , miR-608

-lg P
N oW

KEGG Pathway
KEGG Pathway: ECM receptor interaction; Focal adhe-
sion; Amoebiasis; Fe gamma R—mediated phagocytosis; Cell
adhesion molecules (CAMs ).
5 ZRcircRNA FAEEKEGG BB
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