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Figure S1. Raw data from a capillary DNA sequencer for different cycle sequencing reaction durations. (a) 20
s.(b) 30s.(c)40s. (d) 50s. (e) 60 s. (f) 90 s. (g) 120 s. Blue shaded portions indicate the fluorescence intensity
of the end portion of the amplification product.
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Streptococcus pneumoniae strain 4559 bly, ch 1
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Figure S2. Alignment results of an NCBI BLAST search. (a) E. coli by microchip electrophoresis. (b) E. coli
by capillary DNA sequencer. (¢) M. pneumoniae by microchip electrophoresis. (d) S. pneumoniae by microchip
electrophoresis.



