SUPPLEMENTARY FILE

Supplementary File 1. The main parameters used in the bioinformatical analysis.

Software Version Parameters
fastp 0.19.5 --length_required 50
RseQC 2.6.4 default

fastgc v0.11.5 default

hisat2 2210 --rna-strandness rf --fr
stringtie2 1.3.3b --rf

bwa 0.7.5a mem -M -R
samtools 131 mpileup -uRf -d 1000000
ASprofile 1.04 default

cpe2 beta default

CNCI 1 -m

Pfam v30 -e_seq 0.001
PLEK 1.2 default

CIRI v2.0.3 default
miranda v3.3a -sc 150 -en -30 -strict
find_circ v1.2 default
TargetFinder default
bowtie2 2.2.9 -k30 -t
eXpress 151 --rf-stranded
DESeq2 1.18.0 g-value < 0.05, |log2FoldChange|>1
htseg-count 0.9.1 -S reverse
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