What is circAD?

CircAD (circRNAs associated with diseases) is a comprehensive, manually curated
resource for dysregulated circRNAs in disease. This database provides the
information including source PMID, genome locus, gene name, method of
experimental validation, fold change and significance. In exception to other
databases, we have also included the primer details for respective circRNAs available
in the publication. For cases where primer details were not available, we have
included suggested primers for the circRNAs. CircAD contains 930 circRNAs
annotations including 850 circRNAs from human, 71 entries from mouse, 24 from rat
and 4 from chicken.
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Circular RNAs (circRNAS) are transcript isoforms characterized by back-splicing of exon ends to form RNA circles with a closed loop conformation. circRNA's are associated with a
number of di circAD is a manually curated database of circRNA's associated with discases.

Number of disease related circRNA: 930
Number of diseases : 139

Number of Genes: 594
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circRNA Name Gene Name Genome Locus Organism
Human Osteosascoma
Human Osteosarcoma
RBMS3 Human Osteosarcoma
Mouse Ischemic brain after stroke
hsa_cire_19159 ADCY1 Human Giomas
hsa_cire_0131980 BENDS Homan Giomas
cént chr11:33307958-33309057: Mouse Myocardial infarction
hsa_cire_0056288 6L chr2:121708818-121713006: Human Osteosarcoma
sa_cire_0001141, hsa_circ_001763 ITCH cs20:33001 Human Esophageal squamous cell carcinoma
hsa_cire_0001141, hsa_circ_001763 ITCH chr2033001 Human Colorectal cancer
hsa_cire_001763 ITCH chr20:33001547-33037285: Human Bladder cancer
CDRiassa_cire 0001946 chrX:139865339-139866824: Human Colorectal cancer
SHPRH Human Giomas
NEK6 Human Gastric cancer
BANP Human Colorectal cancer
sa_cire_0023404 RNFI21 chr11:33307958-33309057: Homan Osteoartaritis
Foxod Mouse Breast cancer
sa_cire_0006404 FOXO3 chr6:108984657-108986092/A. Homan Myocardial senesceace
KLHDCI0 Human Colorectal cancer
LDLRAD3 Homan Pancreatic cancer
NTsC2 chr10:104850367-10485 Human Osteosarcoma
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Search all circRNAs with similar ICD codes

Search all circRNAs with similar PMID codes
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Left Primers Right Primers rG Right GC Left Tm Right Tm e Lef Size Right Size
33 AGGCTGGTCTCAAACTCCTG CCTACCTCCACCTCCCAAAG 55 60 5931 59.088 69 301 20 20
185 CCAGCTGATAGTGGGCAAC AGCCTGGTCTCGAATTCCTA 57895 50 ss2u s7.839 152 %6 19 2
120 CCGTGCCCAGCTGATAGT ATGAGCCACTATGCCAGCC 61111 57.895 59.097 59.85 146 265 18 19
us CCTCGGCCTICCAAAGTG GCCAGCCCGTATICTATATICC st 0 sso13 ss467 106 25 18 2
CGGCCTTCCAAAGTGCTG CCTGGTCTCGAATTCCTAAGC 61111 52381 59.043 58.172 109 334 18
10 CTCGTGATCCACCTGCCTC CCACTATGCCAGCCCGTAT 6158 57595 B 260 19 19
173 CTGACCTCGTGATCCACCTG ACTATGCCAGCCCGTATTCT 60 50 86
2719 GTCTCAAACTCCTGACCTCG GTCTCACCATGTTTCTCAGCC 55 353 20 21
146 GTGGGCAACTCTITICTGGG AAACTGCCTACCTCCACCTC 55 55 50038 59015 162 307 0 )
192 TCAAACTCCTGACCTCGTGA AGTCATGAGCCACTATGCCA 50 50 583 58.793 78 269 20 20
P TIGGTCAGGCTGGTCTCAAA TCCACCTCCCARAGTGCTAG 50 55 9157 5016 & 295 20 2
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