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taking the genome resequencing data as an input of an FPGA,

determining an alignment result in a process of resequencing based on an
output of the FPGA, and at the same time, sorting, and deduplicating the
alignment result
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subjecting a sorted and deduplicated alignment result to correction in
accordance with a base quality value
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receiving genome resequencing data, wherein the genome resequencing data
comprises basic genome resequencing data and parameter information
describing the basic genome resequencing data

v

determining a first task for inputting the alignment result and a second task
for sorting and deduplicating the alignment result based on the basic genome
resequencing data and the parameter information describing the basic
genome resequencing data
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allocating a first thread corresponding to the first task from the FPGA and a
second thread corresponding to the second task from a CPU
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starting and executing the first thread corresponding to the first task and the
second thread corresponding to the second task in parallel, such that the
genome resequencing data is called via respective threads

v

determining the alignment result in the process of resequencing via an
output result of the first thread corresponding to the first task, and at the
same time, sorting and deduplicating the alignment result via an output
result of the second thread corresponding to the second task
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subjecting a sorted and deduplicated alignment result to correction in
accordance with a base quality value
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detecting a variation result based on a corrected alignment result
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detecting a variation result based on a corrected alignment result N 104
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