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Mutation Explorer v. 3.0:

Raw Data

We are pleased to announce the following enhancements are now included in Mutation Surveyor and

Mobility Correction for ABI 3700 systems
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Both programs now include a “Raw data” re-processing and base calling feature to correct mobility issues frequently observed with the newer Applied
Bio Systems Sequence instrumentation and KB basecaller.

Automated Methylation Detection

Enhanced Het-Indel Detection
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Mutation Surveyor now utilizes its unique physical trace comparison _ ?I o oAk 0 Bk AT kD e S M*“'**¢ &1
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including methylations and mutations. The methylation function of TR el i
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This synthetic reference sequence is then physically compared to the e 'Il!m"" ,lj'l'rl :rﬂ' '.:Iil' 'u:n ’I‘ 1‘“‘ ":,{l = Wﬁ!ﬂ"dll':ﬂ“( ;I" £‘ Jﬁ"";ﬂ ;':L
sample sequence traces from bisulfite-treated DNA to find nucleotide . troer

differences. 1am = : i—'l Eescmecahme=he===r]
s == F1 B il =
ol 2P N N oy pr ol A M el
k G - bl LM hED IR 3N 30 0 . v ] 1) 1 ] A j
Improved Indel detection algorithm can differentiate tandem Het-Indels.
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Heterozygote & Methylation Quantification Trimming Options
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Mutation Surveyor now quantitates the percent of methlylation as well as the percent
heterozygosity based upon the change in intensity, or dropping factor.

Project Comparison

New editors permit rapid conversion to cDNA.
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SGP Comparison feature compares 2 projects
indicating concordance between analysts or

Version 3.0 features a new data table for exporting to your Lims or references.
other data base. User can select from multiple fields. Color-Coded Reporting of SNPs &
other mutations
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Erroroneous base calls can now — =)
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Reports non-synonymous or missense mutations.
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