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[ Regulatory non-coding RNA ]

® microRNA
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® DiRNA
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[ ncRNA profiling technology ]
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The piRNA CHAPIR regulates cardiac hypertrophy by controlling METTL3-dependent N6-methyladenosine methylation of Parp10 mRNA, nature cell biology, 2020
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Adjacent CRC

CircPTK2 (hsa_circ_0005273) as a novel therapeutic target for metastatic colorectal cancer, Molecular Cancer, 2020
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Long noncoding RNA ERLR medates epithelial-mesenchymal transition of retinal pigment epithelial cells and promotes experimental proliferative

vitreoretinopathy, Cell Death & Differentiation, 2020
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[ncRNA profiling service]
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Total RNA

3'Terminal Dephosphorylation
L (3'-cP, 3'-P)

N

3'-OH Ended RNA

DMSO Denaturation
Cy3C Labeling
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Labeled RNA

Hybridization with
Arraystar Small RNA Microarray

Scanned by an Agilent Scanner G2505C
Data processing and analysis

Small RNA Profile
(miRNA, tsRNA, Pre-miRNA, tRNA, snoRNA)

Arraystar Small RNA Array Profiling workflow, https//www.arraystar.com

piRNA microarray circrularRNA microarray IncRNA microarray Small RNA Array

Species Human/Mouse/Rat Human/Mouse/Rat Human/Mouse/Rat Human/Mouse

. . miRNA, pre-miRNA,
Targeting circular RNA
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Specific junctions
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