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Figure AF1.1 — Quality plots generated for samples pyrosequenced with LowRA (>3°000
reads) and HighRA methods (>10°000 reads).

Sequence quality PHRED scores over all bases (A): PHRED scores are defined as the logarithm
of the base-calling error probability Peror = 1077REP10 and PHRED = -10 log Perror. Box plots
represent the distribution of reads quality at each sequence length. The black curve represents
the mean sequence quality in function of the sequence length. Distribution of the mean sequence
quality PHRED score over the pyrosequencing reads (B). Distribution of sequence lengths over
all pyrosequencing reads (C). Only sequences between 300 and 500 bp were kept for dT-RFLP
analysis.





