Supplementary Table 1. Software commonly used to explore circRNAs.

Num Name

Website

Function

Ref

1

10
11

12
13

circBase

CircNet

Circlnteractome

CIRCpedia

cRNADDb

deepBase

circRNA
Disease
MiOncoCirc
cir2traits
CSCD

CircFunBase

BIOINF
exoRBase

http://www.circbase.org/

http://circnet.mbc.nctu.edu.tw/

https://circinteractome.nia.nih.gov/

http://www.picb.ac.cn/rnomics/circpedia/

http://reprod.njmu.edu.cn/cgi-
bin/circrnadb/circRNADb.php
http://rna.sysu.edu.cn/deepbase3/

http://cgga.org.cn:9091/circRNADisease/

https://mioncocirc.github.io/
http://gyanxet-beta.com/circdb/
http://gb.whu.edu.cn/CSCD/

http://bis.zju.edu.cn/CircFunBaseBlast/

http://www.bioinf.com.cn/
www.exoRBase.org

The circRNAs from human, mouse and
other species were collected, and the
find_CIRc software was used to predict
the circRNAs from the
library.

A database based on systematic
analysis of transcriptome data from
464 samples

This database predicts the binding sites
RNA-binding
datasets and circRNA in circBase.

ribosomal

of  known protein
The database provided information
such as the origin gene of circRNA ID,
linear

corresponding transcript,

expression quantity, starting and
ending location of exons, cell line, and
conservatism.

A database summarizing the protein-
coding human circRNAs.

This database annotates and identifies
circRNA/sRNA et al and their
expression patterns from the new
generation
data

The database was constructed mainly

sequencing technology

through literature retrieval of all
relevant research results of circRNA
and disease

The database links circrNA to clinical
symptoms and disease.

The database collects circRNA related
to human diseases

CSCD contains tumor-specific circrnas
Based on QgRT-PCR, the expression
patterns of circleRNA in dozens of
diseases were provided

Primer design for circRNA

Lncrnas in plasma exosomes were

included in this database

NA
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