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Expression of circRNA in the peripheral blood of patients with primary Sjogren’s syndrome

ZHU Hong LUO Yunxia ZHOU Yan YANG Yashan
Department of Rheumatology General Hospital of Ningxia Medical University Yinchuan 750004 China

[ Abstract 1Objective: To investigate the role of circRNA in the pathogenesis of primary Sjogren’s syndrome( pSS) . Methods: The circRNA microarray was
performed to screen the circRNA in the peripheral blood from 4 patients with pSS and another 4 healthy controls. The experimental data were normalized
and processed by Gene Spring software. The Fold Change and P-value were used to compare the circRNA expression between groups and the expression
difference was analyzed by bioinformatics. Results: Microarray indicated significant difference between the case group and control group in a total of 437
circRNAs in which 365 were up-regulated and 72 down-regulated. Analysis by gene ontology( GO) and KEGG pathway showed that these genes were
mainly involved in the regulation of biological regulation cell composition metabolism and enzyme activity as well as in the degradation and synthesis of
amino acids. Differentially expressed circRNA target miRNAs were further predicted and one of miRNAs( hsa-miR-181a-5p) targeted by a circRNA( hsa—
circRNA12807-10) was confirmed in the literature. Conclusion: Several circRNAs are differentially expressed in the peripheral blood of patients with pSS
suggesting that these differentially expressed genes may be involved in the pathogenesis of pSS.
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hsa_circ_0129312 5.0158 6.788 0.000 5 chr5 + 1PO11 27
hsa_circ_0140744 4.029 0 5.959 0.001 0 chrY + USP9Y 42
hsa_circ_15004-6 3.577 0 3.769 0.009 3 chr7 - MICALL2 100
hsa_circ_0077860 3.5552 4.737 0.003 2 chr6 + ENPP1 2
hsa_circ_11242- 3.5417 2.572 0.042 2 chrl6 - FANCA 100
hsa_circ_0098539 3.341 4 2.933 0.026 2 chrl2 - CNTN1 4
hsa_circ_5462-6 3.3300 3.966 0.007 4 chr3 + KAT2B 94
hsa_circ_0004887 3.3270 4.182 0.005 8 chr20 - AURKA 23
hsa_circ_0118905 3.318 3 3.272 0.017 0 chr2 + ZDBF2 83
hsa_circ_0071537 3.303 6 3.187 0.018 9 chrd + PRIMPOL 26
2 (FC) pSS circRNA
circRNA miRNA
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hsa_circ_0117844 4.098 3 3.037 0.022 9 chr2 + SLC4A10 19
hsa_circ_0117845 3.961 6 2.745 0.033 5 chr2 + SLC4A10 25
hsa_circ_0117829 3.910 7 3.778 0.009 2 chr2 + SLC4A10 100
hsa_circ_0117836 3.427 6 3.007 0.023 8 chr2 + SLC4A10 64
hsa_circ_0117832 3.2297 3.367 0.015 1 chr2 + SLC4A10 100
hsa_circ_0081953 3.009 5 3.760 0.009 4 chr7 - NRCAM 16
hsa_circ_0117835 2.894 7 3.147 0.0199 chr2 + SLC4A10 90
hsa_circ_0126481 2.8195 2.472 0.048 3 chr4 - GNPDA2 100
hsa_circ_12807-0 2.774 4 2.809 0.030 8 chr2 - CALCRL 27
hsa_circ_0133007 2.745 9 2.500 0.046 5 chr7 - NRCAM 17
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