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Anne Magurran, University of St Andrews, United Kingdom
This is the first study to show that the well-known species area relationship also holds for prokaryote organisms. This empirical power-law relationship was first detected about 200 years ago and has been documented for many eukaryote taxa; it is one of the few 'laws' in ecology. Horner-Devine et al. have now confirmed a taxa-area relationship for bacteria. 

 Jonathan Chase, Washington University, United States of America
This paper, along with one published simultaneously by Green et al. (see below), is one of the first to examine patterns of micro-organism diversity (bacteria) in a natural community. Specifically, this paper examined patterns of plant and bacterial species richness with area in a New England (USA) Salt Marsh, and found similar positive relationships among both groups of species. Interestingly, however, the slope of the species-area relationship was much shallower for bacteria than for plants (and other macro-organisms in other studies), suggesting that bacteria are perhaps less dispersal limited than other taxa. See also comments on Green et al. Nature 2004, 432:747-50 

Ian M. Head, University of Newcastle, United Kingdom
This paper tests an important ecological law -- the taxa-area relationship -- for bacteria, and, as for larger organisms, the number of bacterial taxa was shown to increase as a larger area is sampled. This suggests that the taxa-area relationship may be a truly universal phenomenon that applies to all organisms at all scales. It is, however, demonstrated that the rate of increase in new taxa detected with increasing sampling area (termed turnover) is very low compared to other groups, indicating that high local bacterial diversity may not translate into astronomical global diversity. Nevertheless, this is likely a function of the resolution at which different taxa were delineated (on the basis of 16S rRNA sequence identity, a very conservative marker for resolving relationships among bacteria). The authors neatly show that turnover increases when taxa are delineated at higher taxonomic resolution, strongly suggesting that the true rate of turnover of bacterial taxa is likely to be considerably higher than that calculated from low resolution taxonomic markers. A similar result is reported for ascomycete fungi in the related paper by Green et al. (Nature 2004, 432:747-50 [PMID:15592411]).
