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Inspired by the comprehensive and high-quality gene expression and variant datasets released by the NIH
Genotype-Tissue Expression (GTEXx) project, we have created new visualization and data mining resources in the GTEX BOdy Map
UCSC Genome Browser based on the GTEx midpoint release (V6). Recognizing that the new displays

developed for GTEx would be useful for user community display of their own data, we generalized the data Tissue colors Genotype Tissue Expression (GTEx) Project Body Map
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barChart track type Interact track type

The interact track type was designed to display functional element interactions (e.g. SNP-Gene),
but is also suitable for low-density chromatin interaction data (e.g. ChiaPet)

he barChart track format displays a graph of category values over genomic regions. This format is useful
for displaying gene expression and other datasets comparing a set of variables. The main display is
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I Interactions on the same chromosome are displayed as arcs or half-rectangles connecting the
interaction endpoints (arcs are drawn if both endpoints are in the display window). The height

ACkﬂOWledgementS of the arc/rectangle is based on the length of the interaction. Interchromosomal interactions

are indicated by a single endpoint with a vertical extension.
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