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nc2Cancer: a database for cancer-associated human ncRNAs
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Abstract; With the rapid development of high-throughput sequencing technology, many new types of non-coding
RNAs (such as IncRNAs and circular RNAs) have been identified. Previous studies have shown that these non-
coding RNAs play critical roles in gene regulation and have strong associations with cancers. However, since we know
little on how the ncRNAs excute their functions, it remains a challenge for us to fully identify the associations between
ncRNAs and human cancer. To facilitate the study of this field, we analyzed large-scale RNA-RNA interaction data
and constructed a database named nc2Cancer ( http ://www. bioinfo. tsinghua. edu. cn/nc2Cancer/index.php ) , a web
resource which aims to provide comprehensive associations between ncRNAs and cancer. Currently, nc2Cancer covers
three types of non-coding RNAs (IncRNAs, circular RNAs and RNAs transcribed from pseudogenes). This study will
greatly expand the understanding of ncRNA functions and their possible roles in cancer development.
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Fig.1 Workflow of generating ncRNA-cancer associations
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Fig.2 The user interface of nc2Cancer
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Table 1 Examples of cancer-associated pseudogenes and their parental oncogenes

BB FRAE £ FEIR R PR DR A
ACTBP11 SN 0.006 154 052
ACTBP11 S TR O 00 1 0.045 471 645
ACTBP7 By Nl 0.013 292 355 ACTB
ACTBP7 il 938 0.035 815 725
ACTBP8 EENT 0.025 696 649
ANXA2P1 2L 0.028 220 982 ANXA2
CDC42P4 2 P K B 200 L 1 0.012 840 171 CDC42
DDX6P2 HIT 51 0.024 482 898 DDX6
RPL7AP11 B 0.046 716 514
RPL7A

RPL7AP66 B i

0.019 399 655
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