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Abstract: MicroRNAs are a class of non-coding RNAs that control numerous genes by targeting their
MRNASs. Experimental validation is the gold standard method for finding gene targets. Considering the
difficulties of experimental biological validation, it is essential to develop computational methods that
can identify and prioritize potential miRNA targets. The main problem of these algorithms is high rate
of false positives. On this basis, there are muitiple databases that integrate the results of different
prediction algorithms as well as laboratory confirmed results. However, the need to improve the
performance of these databases is completely sensed due to some problems and shortcomings. Some
problems of these databases are outdated algorithms, absence of a user-friendly interface, the low
number of prediction algorithms and validated databases, and lack of appropriate filters on the result
page to achieve desired results. The miRProvide (miRNA Prediction and Validation Database) is
developed to address these issues. miRProvide classifies the results into four tabs of information,
predict, validate and combine and uses the latest version of miRNA target prediction algorithms. For
the first time, this database has collected most of the validated data from the relevant databases including
miRecords, miRTarBase and miR2Disease. The miRProvide interface is in accordance with researchers
requirements and is completely user-friendly. Users can perform their search by any number of miRNA
or gene and selection of desired prediction algorithms and validated method type. The information tab
provides the appropriate statistics of the results and therefore users in each of four tabs can drag and
drop each column of the result table to group the results according to that column. This grouping does
not has any limitation and the user can classify according to another parameter, while in other databases,
users should manually check the large numbers of results. In validation tab, users can visit the results
of all validated databases together and there is a papers column that provide the number of articles
which report the relationship between a specific mir and gene. Moreover, there is a module that user
can fill any number of mir and gene to view the existing mir-gene links as graphs. Also in this module
in order to achieve better results, due to the complexity of communication, there are filters that can filter
the results based on numbers of supporting databases and articles for each mir-gene link. Bestmir is
another miRProvide useful module that researchers can use it to obtain best miRNA that targets several
genes simultaneously.
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