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Recently huge genomic data are generated daily, based on the progress of genome analysis technology and
eliminating cost to pick up human genome information with about $1,000. As the focus of these program
developer is to improve the accuracy, even popular applications are implemented according to the algorithm
without considering performance or parallelization. To extract enough performance from multi-core comput-
ers, the huge size of genomic information becomes problems. As the size of raw human genome data picked
up by sequencer is about 100 GB, many methods of data compression have been proposed. We attempted to
parallelize the reference implementation of CRAM compression algorithm. It transforms the BAM, current
most popular format using reference genome information, to CRAM compression format, has higher compres-
sion efficiency and proposed as the next standard, and is implemented without considering parallelization
and regarding to the algorithm. This paper describes the points to keep CRAM program naive with the
algorithm and parallelize it. The parallelized version speeds up 10.6 times to transform from BAM to CRAM
and 2.1 times to transform from CRAM to BAM.
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