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I | Analysis Defaults... I oK

Analysis Defaults X

Add Samples Settings Sequence File Formats

If an added sample does not contain one or more of the following  When adding samples, set the file format(s) to the following:

attributes, set the ed value. (@) Use the settings in the sample's Analysis Protacol

Analysis Protocol: | 3500BDTv3-KB-DeNovo v:

Base Calling (BC)
Post Processing (PP)

() override the sample's Analysis Protocol and set to:
Write .Seq File
Write Clear Range in .5eq File
[ Print (P) File Format for .Seq file
@) ABI
FASTA

Write Standard Chromatogram Format (.scf)

Write Phred (.phd.1) File
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