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摘要  全基因组测序主要有二种策略，一种是分级鸟枪法测序，另一种是全基因组鸟枪法测序。微生物是一种十
分重要的遗传资源，运用全基因组鸟枪法可以方便、快捷地完成其基因组的测序任务。本文对微生物全基因组鸟
枪法测序中文库构建、插入片段的长短比例、反应投入量、拼接以及补洞等问题作了较细致的描述，有些步骤作
了举例说明。 
Abstract:Two strategies introduced for whole genome sequencing,one is clone by clone method,the 
other is whole genome shotgun sequencing,for microbes which are very important to us,whole genome 
shotgun sequencing method is very convenient.In this article we discussed the library 
construction、long-to-short-ratio of insert,、total number of reads should be sequenced、assembly 
and gap filling technologies of the whole microbial genome shotgun sequencing method while some 
examples presented.
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