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Model

Dataset includes full base pair sequence of one

individual leukemia patient.

Problem

Leukemia results from
imbalance in regulation of the
typical protein pathways.

The 18 related cell types are shown above:
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Performance

Optimized sigmoid cross
entropy loss function with a
Area under precision-recall
curve as a test metric.

auPRC: 0.75
Imbalanced data makes
this sensitivity

and specificity curve a
good description of the
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