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Phred/Phrap/Consed/Polyphred: a software package for sequencing data
management and SNP detection on Unix-like platform
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Abstract ; Although next-generation sequencing is more and more popular in current era, Sanger sequencing is still
the gold standard for SNP detection and analysis. The analysis for Sanger sequencing is usually performed by
softwares such as SeqMan. However, these softwares usually identify and record SNPs manually, which is low-
efficiency and prone to error. Moreover, when multiple individuals are involved for sequencing, these softwares
cannot organize and output the result for population, which cause some inconvenience for researchers. Phred/
Phrap/Consed/Polyphred is a software package based on Unix-like operating system from University of Washington
with powerful function in sequencing data manage and SNP detection, mark, and output. However, due to the
complexity in setup and utilizing, this package is hardly used in Chinese genetic community. The function, working
flow, and character of this package were introduced. Moreover, the software was installed in Ubuntu and enclosed
in VMware virtual machine, which can facilitate the download and usage for genetic researchers.
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Table 1 The main component and function of the software package
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Fig.1 The working flow of the software package
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Table 2 The function of each working directory
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