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Figure 3. Phylogenetic tree showing the genetic relationships among the bacterial and archaeal sequenced DGGE bands and closely related
database sequences. The tree is based on the minimum evolution method, and the bootstrap consensus tree is inferred from 999 replicates.
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Figure 1. Methane production versus fermentation time. Figure 2. CH,/CO, evolution during the batch AD experiment.
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Figure 4. Cluster analysis of PCR-DGGE fingerprint of the bacterial and archaeal communities, based on the Bray-Curtis dissimilarity.
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Table 1: Analysis of variance (ANOVA) of the main biogas production
parameters. Means followed by the same letters in each colon are not
significantly different at P <0.05 according to Tukey's test. *, F test
significant at P<0.05; **, F test significant at P<0.01.

Conclusion

Table 2 - ANOVA results related to coefficients of Gompertz equation for

CH,/CO, ratio.
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Table 3. Diversity indices estimated by the bacterial and archaeal DGGE profiles. 2Average of diversity indexes (standard deviation).




