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Abstract: Recently, many bacterial genome and transcriptome studies have been performed based on
the next-generation sequencing technologies. Therefore, how to select the appropriate research strate-
gies is becoming increasingly important. In this paper, we discussed the research strategies of bacterial

genome and transcriptome based on the next-generation sequencing technologies, and stated the oppor-
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tunities and challenges in these fields briefly. We reviewed the conventional methods and procedures

and presented the existing problems briefly for bacterial genome and transcriptome studies. The re-

search strategies of bacterial genome and transcriptome provide a relatively complete pipeline for the

majority of bacteria. Moreover, it will promote the research of other fields, such as the course of life,

biological evolution, basal metabolism, disease and drugs.
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Table 1 The literature number retrieved in PubMed database using “Genomics” and “Transcriptomics” as keywords
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A FEDR A A LN 2 50k B S 4 B R R IR
Year Articles about Genomics Reviews about Genomics Articles about Transcriptomics Reviews about Transcriptomics
2000 1 543 383 2 0

2001 2072 559 4 2

2002 2 689 826 18 7

2003 3570 984 23 13

2004 4810 1238 56 23

2005 6 109 1417 88 52

2006 6 905 1559 105 49

2007 7 295 1613 133 55

2008 8119 1603 162 59

2009 8551 1579 234 75

2010 8 986 1487 296 70
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Fig. 1

The research strategies of bacteria genome and transcriptome based on the next-generation sequencing technologies
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