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BACH input: Hi-C contact matrix, local genomic features: restriction enzyme cutting site, GC content, sequence uniqueness.
)





 (
BACH update stage 1: use Poisson regression approach to obtain the initial values for the nuisance parameters.
)
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) (
BACH update stage 2: use sequential importance sampling to obtain the initial 3D chromosomal structure.
)
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BACH
-MIX
) (
BACH-MIX output: the posterior distribution of the proportion of the spatial arrangement of two adjacent genomic regions.
) (
BACH-MIX input: the 3D chromosomal structures of two adjacent genomic regions and the nuisance parameters obtained from the BACH output.
) (
BACH-MIX update: use hybrid Monte Carlo to sample the proportion of the spatial arrangement of two adjacent genomic regions.
) (
BACH output: the posterior distributions for the 3D chromosomal structure and the nuisance parameters.
) (
BACH update stage 3: use Gibbs sampler to refine the 3D chromosomal structure and the nuisance parameters.
)
