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Table 1 Comparing methods for RNA A-to-I editing site identifying

Method Separate GIREMI RNAEditor
Required dependencies STAR. GATK. HTSlib. SAMtools. R Pysam. pyqt4. matplotlib. numpy. BWA. Picard
SAMTOOLS Tools. GATK. BLAT. BEDtools
Input Fastq Bam Fastq
Strand orient single end. pair end single end. pair end single end. pair end
DNA-RNA comparison No No No
Multiple types of RNA editing Yes Yes Yes
Sequence alignment STAR No BWA
Annotation of RNA editing sites No No Yes
SNV calling Yes No Yes
De novo detection of RNA Yes Yes Yes

editing sites
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The Impact of Sequencing Depth on RNA Editing Identification”

ZHAO Cheng-Hui, HONG Hao, LI Wan-Ying, LI Rui-Jiang,

JIANG Shuai, LI Hao, CHEN He-Bing™, BO Xiao-Chen™
(Institute of Radiation Medicine, Academy of Military Medical Sciences, Beijing 100850, China)

Abstract RNA editing is an important post-transcriptional modification process. There are many algorithms
used to identify RNA editing. This study of the sequencing depth's effect on RNA editing will provide a suggested
method for RNA editing research. Mouse reference genome was mapped to the RNA-seq by STAR. Then
identified SNV by GATK, finally RNA Editing sites were filtered by Separate method, GIREMI and RNAEditor.
The results showed the identification of RNA editing varied in three methods. There was little overlap in results.
As the sequencing depth increases, the identified number of RNA editing sites also increases. In conclusion, the

identification of RNA editing sites is positive correlated with the sequencing depth.
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