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15 June 2016 - New Official Asian Mirror Released

> We are pleased to announce the introduction of a new supported Genome Browser mirror to serve our users in Asia. The genome-asia
server (http://genome-asia.ucsc.edu), which is administered by UCSC, is physically located at the RIKEN Yokohama Campus in Japan.

Genome-asia is intended as an alternate, faster access point for those Browser users who are geographically closer to Asia than to the
western United States. The mirror is functionally identical to the U.S.-based server, with one exception. Custom tracks residing on the U.S.
server are not i ible from the g ia mirror; the use of these custom tracks and saved sessions
containing them will require some manual intervention.
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