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300: starting a task

301: setting a parameter
and initializing

302: determining whether
to build an alignment

index

303: determining whether
to build a correcting index
relative to the base quality

value

304: determining whether
to align

305: determining whether
to sort and deduplicate

306: whether to correct in
accordance with the base

quality value

307: determining whether to
sort and deduplicate on the

alignment result

308: determining whether to
copy the alignment result

309: determining whether to
correct in accordance with the

base quality value

310: determining whether to
copy the corrected result

relative to the base quality
value

311: determining whether to
detect a variation result

312: waiting for completion
of all processes

318: calling alignment

319: calling sorting and
deduplicating

320: calling correction in
accordance with the base

quality value

321: calling sorting and
deduplicating on the alignment

result

322: calling the copy of the
alignment result

323: calling the copy of the
corrected result relative to the

base quality value

324: calling the detection of
variations

315: calling
correction in

accordance with the
base quality value

Y

Y

Y

313: building the
correcting index

relative to the base
quality value

314: determining
whether to correct in
accordance with the
base quality value

Y

Y

N

316: building the
alignment index

317: determining
whether to align

Y

Y

Y

Y

Y

Y

Y

Y

N

325: ending the task
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Figure 9
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determining module
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starting and executing
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determining and
processing unit 122

correcting module 130
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FPGA-based resequencing analysis device 100
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