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Welcome to Read the Docs

This is an autogenerated index file.

Please create a /home/docs/checkouts/readthedocs.org/user_builds/boiler/checkouts/stable/index.rst or /home/docs/checkouts/readthedocs.org/user_builds/boiler/checkouts/stable/README.rst file with your own content.

If you want to use another markup, choose a different builder in your settings.
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compress-alignments


‘boiler.py’ is the main script that runs compression and decompression. Python 3 is required to run Boiler. The input SAM file must be sorted by read start position.
To compress, run the following:.



./boiler.py compress [–frag-len-z-cutoff 0.125] [–split-discordant] [–split-diff-strands] path/to/alignments.sam path/to/compressed.bin



–frag-len-z-cutoff sets the z-score for paired-end read lengths at which to set the cutoff for placing mates in different bundles. 0.125 seems to be a good z-score. Alternatively, you can use –frag-len-cutoff to set the cutoff directly.
If –split-discordant is present, discordant reads will be treated as unpaired reads.
If –split-diff-strands is present, reads with contradicting XS values will be treated as unpaired reads.


To decompress, run the following:



./boiler.py decompress [–force-xs] path/to/compressed.bin path/to/expanded.sam



–force-xs will assign XS tags to all spliced reads, as required by Cufflinks. If spliced reads are found with XS tags, they will be assigned at random.
The decompressed SAM file will appear in the given directory, named expanded.sam.


To sort and convert to BAM, run:



samtools view -bS expanded.sam | samtools sort - expanded



To compare 2 cufflinks files, run:



./compareGTFs.py transcripts1.gtf transcripts2.gtf



To query a compressed file for bundles, coverage, or reads:



./boiler.py query [–bundles | –coverage | –reads] –chrom c [–start s] [–end e] path/to/compressed.bin path/to/output



If no output argument is provided, standard output will be used
If –start or –end is absent, Boiler will use the beginning or end of the chromsome as bounds on the query.
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  ================
For Submission
================



		Compare query times to samtools (?)
		Probably need to improve query times – compress in smaller chunks








		Regenerate results
		Run Boiler on all samples


		Run all accuracy measures








		Revamp introduction





Questions



		Stringtie or Cufflinks primarily? (I’m leaning Stringtie)


		What about paired reads with different XS values? Are they discordant?


		What to do with discordant reads? (Currently we are unpairing them)


		Current datasets: 5 simulated Drosophila, 1 simulated human, 5 Geuvadis
		How to present results across these datasets?











Most important figures:



		Compression timing comparision


		Memory Usage comparison


		Fragment length distribution


		Reference-based accuracy


		Non-reference-based accuracy


		Query timing comparision and memory footprint





Other relevant figures:



		SAM alignment precision/recall


		WKR across samples


		WKR for varying k


		Tripartite Accuracy





============
Other TODO (not top priority)
============



		Die gracefully when input file lacks SAM header


		Handle HISAT output, where unaligned mates can appear in accepted_hits.sam


		Some scripts not compatible with Python 2 (e.g. use of multi-param bytes
function), others are not compatible with Python 3 (e.g. use of xrange)
		struct.pack_into(), unpack_from()


		http://stackoverflow.com/questions/30402743/python-2-7-equivalent-of-built-in-method-int-from-bytes








		Check whether HISAT output contains discordant reads
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