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Other options

Introduction Example 1: Expression genetics Example 2: Gravitropism

« locator () and identify ()

- High-dimensional data can be befuddling. - Mouse intercross, B6 x BTBR - Gene expression microarrays in six tissues * Response to gravity in

— More exploration, more connections

- Javascript-based web tools

« RStudio’s tools

D3

- Javascript library for manipulating HTML and SVG elements
- Connects data to elements

- Low level, but flexible
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If one hovers over a column in the top panel, the corresponding

A genome scan for genetic loci (called quantitative trait loci,
QTL) influencing insulin level. The LOD score is a log;
likelihood ratio measuring the strength of association between
genotype and phenotype.

Click on a chromosome at the top and a detailed view of the
LOD curve for that chromosome is shown on the bottom left. In
the lower-left panel, hover over markers to see names; click to
view an effect plot and and phenotype-vs-genotype plot to the
right.

marker location and the y-axis corresponds to the position of

probes on a gene expression microarray. Each plotted point is an
inferred eQTL.

Hover over a point to see the probe ID and LOD score
(measuring the strength of association); also highlighted are any
other eQTL for that probe. Click on the point to see the LOD
curves below.

Hover over markers in the LOD curve plot to view marker
names; click on a marker to see the phenotype-vs-genotype plot
to the right.
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The top-left panel is a heat map of a measure of association
(LOD score) between genotype at a fixed position and the
phenotype at a fixed time. Red (blue) indicates that BB (AA)
lines have larger phenotype.

When you hover over a point in the top-left plot, the LOD curves
for the corresponding time are shown below, and the phenotype
averages and estimated genetic effect (across time) are shown to
the right.
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