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Kruppel-like factor 5 (KLF5) is a zinc finger transcription factor whose
expression is increased in specific cancer types, such as gastrointestinal cancer and squamous
carcinoma. Colon Cancer Associated Transcript 1 (CCAT1) is a long noncoding RNA that was initially
found to be increased in colorectal cancer (CRC), and it is reported that high CCAT1 expression is
associated with poor prognosis in CRC patients. In this study, we found that KLF5 and CCAT1
expression was correlated each other in CRC clinical samples. Furthermore, we showed that KLF5
protein bound to the KLF5 gene promoter, enhancer and CCAT1 gene transcription start site together
with other co-factors. Our data propose the mechanistic insight that the KLF5 protein constructs the

core regulatory circuitry with co-factors in the three-dimensional genome structure and
coordinately regulates KLF5 and CCAT1 expression in CRC.
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