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[ Abstract] Objective: To predict the target genes of kshv-mir-k12-1-5p encoded by Kaposi’ s sarcoma-associated herpes-
virus (KSHV) and conduct the bioinformatics analysis of the target genes, so as to provide a possibility for future studying
the target genes of kshv-mir-k12-1-5p. Methods: PubMed, miRTarBase, miRDB and TargetScanHuman Custom were used
to predict the target genes of kshv-mir-k12-1-5p. After that, Gene Ontology and Kyoto Encyclopedia of Genes and Genomes

enrichment analyses were performed on these target genes;

gene-protein interaction network was analyzed; and key

(WA HA] 2020-04-09 [fEEIRA] 2020-10-30 modules and genes of the interaction network were extracted
[EE5E ] B AR IR R KA AR R (G and analyzed. Results: Two verified target genes, NFKBIA
2019D01C131)

[EWRIEE]  °F D], E-mail : Puxiongming@ 126. com get gene, SOCS6, was found from PubMed; eight target

and MAF, were found from miRTarBase; another verified tar-
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genes , PPIH, POLR2B, HNRNPU, MAGOHB, DNAJC8, HNRNPC, RBM22 and HNRNPA3 , were predicted by bioinforma-

tics analysis. Conclusion: By using bioinformatics methods, target genes of kshv-mir-k12-1-5p encoded by KSHV are pre-

dicted, and some possible targets of kshv-mir-k12-1-5p are obtained, which provides evidence for future research.
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Figure 1. Target Genes of KshV-miR-K12-1-5p Predicted
by TargetScanHuman Custom and miRDB

Table 1. GO and KEGG Analyses of Target Genes of KSHV-Mir-K12-1-5

ID Description Count P

GO: 0031175 Neuron projection development 19 < 0.001
GO: 0045449 Regulation of transcription 87 < 0.001
GO 0030054 Cell junction 28 < 0.001
GO: 0044459 Plasma membrane part 69 < 0.001
GO 0003700 Transcription factor activity 42 < 0.001
GO 0030528 Transcription regulator activity 57 < 0.001
hsa04310 Wnt signaling pathway 12 < 0.001
hsa05120 Epithelial cell signaling in Helicobacter pylori infection 6 0.017
hsa04722 Neurotrophin signaling pathway 8 0.020
hsa05220 Chronic myeloid leukemia 6 0.025
hsa05110 Vibrio cholerae infection 5 0.035

GO Gene ontology; KEGG: Kyoto Encyclopedia of Genes and Genomes.
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Table 2. Brief Introduction of Hubgenes

No. Name Full name Brief introduction

1 PPIH Peptidylprolyl isomerase H Diseases associated with PPIH include tropical sprue and urofacial syndrome 1

2 POLR2B RNA polymerase II subunit B Diseases associated with POLR2B include Fusariosis and eumycotic mycetoma

3 HNRNPU Heterogeneous nuclear ribonucleo-  Diseases associated with HNRNPU include epileptic encephalopathy, early infan-
protein U tile, 54 and visual epilepsy

4 MAGOHB Mago homolog B, exon junction Among its related pathways are cleavage of growing transcript in the termination
complex subunit region and transport of mature transcript to cytoplasm

5 DNAJC8 DnaJ heat shock protein family A protein coding gene; among its related pathways are gene expression and mRNA
(Hsp40) member C8 splicing-major pathway

6 HNRNPC Heterogeneous nuclear ribonucleo-  Diseases associated with HNRNPC include mixed connective tissue disease and
protein C oculopharyngeal muscular dystrophy

7 RBM22 RNA binding motif protein 22 Required for pre-mRNA splicing as component of the activated spliceosome, in-

volved in the first step of pre-mRNA splicing
8 HNRNPA3 Heterogeneous nuclear ribonucleo-  Diseases associated with HNRNPA3 include dermatopathia pigmentosa reticularis

protein A3

and multisystem proteinopathy

2 STRING #3#EEHREA) kshv-miR-K12-1-5p 3 EFERQ BIEM 4%
Figure 2. kshv-mir-k12-1-5p Target Gene Protein Interaction Network Obtained from STRING Database
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Figure 3. The Most Critical Modules in the Target Gene Network Obtained by Using MCODE, a Cytoscape Plugin
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Figure 4. Enrichment Results of the Most Critical Genes Obtained by Using BINGO, a Cytoscape Plugin
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