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[Abstract] Objective To explore the differentia expression of long chain noncoding RNA (IncRNA) in peripheral blood
mononuclear cells (PBMCs) of the patients with rheumatoid arthritis (RA) and normal human and to analyze to further clarify the
pathogenesis of RA. Methods Twenty-two cases of RA in our hospital from January to April 2016 were selected as the observation
group and 22 healthy persons served as the control group. The differential expression of IncRNA and mRNA in PBMCs of 5 RA ca-
ses and 5 healthy persons were determined by using Agilent human IncRNA chip; GO and Pathway were used to analyze the func-
tional distribution of differentially expressed IncRNA, the co-expression pressionsnetwork was constructed and the Trans - and Cis
- were adopted to predict the RA onset related IncRNA. Results There were 1623 differential expressions of IncRNA in PBMCs of
RA patients and healthy persons and 851 differential expressions of mRNA. GO and Pathway analysis showed that the main func-
tion of differentially expressed mRNA was to participate in the binding and transcriptional regulation of protein kinase, nucleotide
and metal ions,and also participate in the regulation of B cell receptor signaling pathway and TNF signaling pathway. After Cis- and
Trans- analysis prediction and real-time PCR validation, the 3 IncRNA could be related with RA onset, which were NONHSAT
120696 ,uc. 80+ and NONHSAT 031501. Conclusion IncRNA has differential expression in PBMCs of RA patients and healthy
persons, three 031501 IncRNA of NONHSAT 120696, uc. 80+ ,NONHSAT may be related to the pathogenesis of RA.
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IncRNA 1E w519 (F) B 519 (RO P BE (bp)

uc. 80+ 5-ATT CCS STG TSS GCS STC SGT G-3'  3'-CAG TAA TAT GTT CTG GCA TCG T-5' 169

NONHSAT 031501 5'-CCT TGT TCC TAG TGG TTT GC-3' 3"“AGAGTTTGCTTCGGCTGCTA-5' 254

NONHSAT 120696 5-AGG CAA CAA GTC AAG GAT AAC-3' 3'-TTG GCT GTC ATC TGA AAC C-5' 144

GAPDH 5-GCA CCT CAA GGC TGA GAA C-3' 3'-TGG TGA AGA CGC CAG TGG A5’ 138
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