
01_mapBatch.pyR1.fastq
R2.fastq

mapped_reads.hdf5 02_filterBatch.py

fragment_dataset.hdf5
03_correctBatch.pydataset-hm-50000.hdf5

dataset-ic-hm-50000.hdf5
04_observedExpected.pydataset-ic-hm-50000-txt/heatmap

dataset-filtering-metadata.txt

Calculate observed - expected maps

obs-exp.txtheatmap

obs-exp.txt from 2 datasets

compare2ObservedExpected.py

dataset2-dataset1-obs_exp_compare.txt

obs-exp.txt 

dataset2-dataset1-obs_exp_compare.txt
OR

Make Circos
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matrix2Cirocs.py

circosLinksFile.txt

chip.bam

chip.bcf

chip_fixed.bcf chip_fixed_oneChrm.bcf

samtools mpileup

bcfFixer.py

chip_fixed_oneChrm_10000kb.bcf

chipGetLG.py

chipWindow.py

Circos circos.conf

karyotype.txt

Polymer modeling
heatmap

exportOneChromosome.py

dataset_chromosome_50k.txt

exportOneChromosome.py

tadbitModel.py

dataset_LGI_50k.txt

model.cmm

falseColorChimera.py

false_color_model.cmm


