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ABSTRACT

In the IT field, many apps are being developed using some app stores and developer centers. In the biology field, the
DNA App Store was selected by MIT's 10 breakthrough technologies in 2016, but the development tools that meet the
diverse needs of biologists, It has not been developed yet and is still in its early stages.

We release a web-based DNA App Center for Developers that allows people with genome files to freely upload files and
view and interpret various apps as well as App Builder that make it easy for people to create and distribute apps as well
as biologists and medical professionals. You can build your app in 1-2 hours using the default template, and you can

design, build and distribute without programming with the idea.

Keywords: App store, DNA App Center, App Builder, SNP marker, DNA App Development Center
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