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Requirements of the high-throughput gene sequencing result evaluation
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3.1.1
SEEEEMELSR high-throughput gene sequencing result
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3.1.2
MFFE#HKE average read length of sequencing
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MEF@E sequencing throughput
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WENFEAEFBZE sequencing accuracy
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B &BEEMAF sequencing by synthesis
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3.1.6
EHEEENMF  sequencing by ligation
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