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EREMF  gene sequencing

R BR 43— B A% 1 IR HEZ I Al 2 5 BP0 20 A% IR 7 —F A BR IEE RS (A L S5 IEERS (G | i % g (O)
R i o s (T B8 2 PR W WE CUD B HE S U

[GB/T 309892014, X 3.18]
3.2

Sanger | FF /3% method of Sanger sequencing
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MFFi%i  read length of gene sequencing
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