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Objectives/Goals Abstract \)

The objectiveisto predict the results of 40kb HinDIl1 Hi-C experirpentstion §n'toe se ESC genome

from 21 documented mouse epigenetic features.
Methods/Materials

Around 200 million 22-dimensional datapoints were drawn frgZiNRe NIH histsgelatabase and from the

Hi-C paper. Characteristics of the data required develpgment o™ noxgl machine’learning meta-algorithm
using inverse probability Metropolis-Hastings samplfRgf, bagging 8Q independent samples,
single-layer perceptrons optimized using Levenberg-Marduandt trai ningwamgintelligent weighting based
ini ¥hromosome 2 for validation,

and chromosomes 3 to X for testing.
Results

Conclusiong/Discussion
My method performs extremely wel] on thiSsQuss
more insightful, cheaper and fast ompute, 8
sequence itself.

DN the next decade, spatial distance will be
dSier to analyze in clinical situations than the DNA

/N

Summary ent N
A novel'sqache | /g meta-algorithm is necessary and effective for studying the 3-dimensional
conformatiORQO ammalian genome.

Help Received N
Used computing facilities at PSU Center for Comparative Genomics and Bioinformatics
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