Gene expression and cortical areas The Allen Institute did all that. Now
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(somatosensory cortex). Bottom row: Genes C130038GO02Rik and Cacnali are

those with the best fit using logistic regression.
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Therefore these results should not be taken as
definitive, but rather should be taken as a
starting point for experimental confirmation.
The lists of genes produced by the algorithm
should be regarded merely as a list of potential
genetic markers.
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This part of the work was done with the
assistance of the open-source program Caret.

The Allen (adult) Mouse Brain Atlas coronal _
dataset (about 4000 genes out of about 25000 We also normalized.
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Information  H(Y) — H(Y|X)
gain  where X is the binary discretization of the
normalized gene expression, with the
discretization threshold chosen so as to
maximize information gain, Y is the target
image, H() is entropy.
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pattern. The top left is the average. | have 15
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