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Whole genome resequencing analysis of soybeans using

the MGl platform
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Abstract: In this study, a method for whole gene resequencing on the MGI platform was
established. The results of resequencing the whole genes of soybean by MGI platform showed that
the sequencing data was of good quality and had a high comparison rate with the reference
genome, which met the requirements of subsequent analysis, and the variation detection and
annotation of SNP and Indel were carried out, which indicated that the MGI platform could be
used to perform whole gene resequencing analysis on other samples in the future.
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Samples ID Clean reads Clean bases GC Content %>Q20 %=>Q30
P117 P117 169494922 25424238300 36.18% 98.49% 95.27%
P118 P118 166483906 24972585900 36.47% 98.61% 95.70%
P119 P119 186127112 27919066800 35.89% 98.57% 95.61%
P120 P120 192397276 28859591400 36.46% 98.22% 94.72%
P198 P198 141636468 21245470200 37.11% 98.67% 95.84%
P199 P199 169468714 25420307100 36.55% 98.60% 95.66%
P200 P200 155078286 23261742900 37.90% 98.77% 96.14%
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