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Abstract: Malignant tumor has become one of the major diseases that takes seriously risks to human health. In recent years, the rapid

development of high-throughput detection technology has become an important means in cancer research. In this way, the cancer genomics

data accumulated rapidly. These data is important for the research of mechanisms of tumor initiation and development. Massive biological

data management and mining have become the foundation and an important field in cancer research. This article describes the frequently used

bioinformatics databases of human tumors, including comprehensive databases, databases of genomics, transcriptomics, proteomics, epigenetics,

etc. Here we sum up the status quo of database development in China and abroad, and discuss the existing problems to assist current research.
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The Cancer Genome Atlas ( TCGA, https:/tcga-
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F NI A 4 WF 5% Br (National Human Genome
Research Institute, NHGRI) % B, %F 59 AEMN
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GSCs ), FEHAE /3 HH 0> ( Genome Data Analysis
Centers, GDACs ) DL ) FE R 21 $ 3R H .0 (Genome
Characterization Centers, GCCs) 25, BEWS XA E
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Database Description Link Refs.
ArrayExpress Microarray gene expression data https://www.ebi.ac.uk/arrayexpress/ [31]
arrayMap Reference resource for genomic copy number imbalances hitp:/www.arraymap.org [18]
BioMuta Integrated sequence feature database https://hive.biochemistry.gwu.edu/tools/biomuta/ [22]
Cancer3D Cancer mutations and protein structures http://cancer3d.org/ [41]
CancerDR Cancer drug resistance database hitp://crdd.osdd.net/raghava/cancerdr [49]
CancerPPD Anticancer peptides and proteins hitp://crdd.osdd.net/raghava/cancerppd/ [40]
CancerResource  Cancer-relevant proteins and compound interactions http://bioinformatics.charite.de/cancerresource [48]
canEvolve Web portal for integrative oncogenomics hitp://www.canevolve.org [17]
CanGEM Cancer GEnome Mine http://www.cangem.org/ [20]
CanProVar Cancer Proteome Variation Database http://bioinfo.vanderbilt.edu/canprovar/ [39]
canSAR Cancer research and drug discovery knowledgebase http://cansar.icr.ac.uk [47]
CaSNP Copy number alterations of cancer genome from SNP array data http://cistrome.dfci.harvard.edu/CaSNP/ [19]
cBioPortal cBioPortal for Cancer Genomics http://www.chioportal.org [14]
CGAP Cancer Genome Anatomy Project http://cgap.nci.nih.gov [12]
CGHub Cancer Genomics Hub https://cghub.ucsc.edu [10]
P Cancer Genome Project http://www.sanger.ac.uk/research/projects/ [21]
cancergenome
CGWB Cancer Genome Work Bench https://cgwb.nci.nih.gov/ [16]
ChiTaRS Chimeric transcripts and RNA-sequencing data http://chitars.bioinfo.cnio.es/ [36]
COSMIC Catalogue Of Somatic Mutations In Cancer http://cancer.sanger.ac.uk/cosmic [13]
CPTAC Clinical Proteomic Tumor Analysis Consortium http://proteomics.cancer.gov/programs/cptacnetwork [ 37 |
dbDEPC Differentially expressed proteins in human cancers hitp://lifecenter.sgst.cn/dbdepe/ [38]
DiseaseMeth Human disease methylation database hitp://bioinfo.hrbmu.edu.cn/diseasemeth [28]
DriverDB Exome sequencing database for cancer driver gene hitp://driverdb.ym.edu.tw/DriverDB/ [42]
EGA European Genome-phenome Archiv https://ega.crg.eu [9]
GDSC Genomics of Drug Sensitivity in Cancer http://www.cancerRxgene.org [46]
GEO Gene Expression Omnibus http://www.ncbi.nlm.nih.gov/geo/ [27]
ICGC International Cancer Genome Consortium https://icge.org/ [11]
MENT Methylation and expression database of normal and tumor tissues http://mgre.kribb.re.kr:8080/MENT [26]
MethDB Common resource for epigenetic phenomenon http://www.methdb.de/ [29]
MethHC DNA methylation and gene expression in human cancer http://MethHC.mbe.nctu.edu.tw [25]
MethyCancer Human DNA Methylation and Cancer http://methycancer.psych.ac.cn/ [24]
miRCancer MicroRNA-cancer association database http://mircancer.ecu.edu/ [34]
NCG Network of Cancer Genes hitp://bio.ifom-ieo-campus.it/ncg [43]
NGSmethDB Next-generation sequencing single-cytosine-resolution DNA methylation  http://bioinfo2.ugr.es/NGSmethDB [30]
Oncomine Cancer microarray database https://www.oncomine.org/ [32]
OncomiRDB Experimentally verified oncogenic and tumor-suppressive microRNAs hitp://bioinfo.au.tsinghua.cdu.cn/member/jgu/ [33]
oncomirdb/

Platinum Mutations on structurally defined protein-ligand complexes http://structure.bioc.cam.ac.uk/platinum [50]
SomamiR Somatic mutations impacting microRNA function in cancer http://compbio.uthsc.edu/SomamiR/ [35]
TCGA The Cancer Genome Atlas hitps://cancergenome.nih.gov/ [5]
TP53MULTLoad ~ TP53 mutation database http://p53.fr [44]
UCSC Genome

Browser UCSC Cancer Genomics Browser https://genome-cancer.ucsc.edu/ [15]
UMD TP53 TP53 database http://www.umd.be:2072/ [45]
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