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It downloads and reads
datasets and transforms
them to data packages.
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Datasets in data packages
are in the same format as
those from the 2015-11-01
release, so they are compatible
with data vizualizations and
manipulations as in Ver 1.2.0.

RTCGA.RPPA.20160128 ?
RPPA.20160128

RTCGA.miRNASeq.20160128
?miRNASeq.20160128




