Introduction

SeqSero is a pipeline f@almonellsserotype determination from raw sequencing reads or genome
assembliesA web app is available atww.denglab.info/SegSero

Dependencies

SeqSev depends on

1. Python 2.7 and Biopython 1.6B6t{p://biopython.org/wiki/Downloay

2. BurrowsWheeler Aligner(http://sourceforge.net/projects/biova/files)

3. Samtools littp://sourceforge.net/projects/samtools/files/samtpols/

4, NCBIBLAST (ftp://ftp.nchi.nlm.nih.gov/blast/executables/LATE$ T/

5. SRA Toolkit
(http://www.ncbi.nim.nih.gov/Traces/sra/sra.cgi?cmd=show&f=softwaregaftware&s=softwa
re)

Make sure all thexecutables are addedytour search patlfseqSero alsoses thén silico PCR program
(isPcr) written by Jim Kenthitp://hgwdev.cse.ucsc.edu/~kent/exedif), which is supplied by the
SeqSero package.

Executing the code

Usage SeqSero.py

-m<int> (nputdatatype, 1° f or i nteerdl gevaad pai' r2éednfdomr esaesar atle
singlereads * 4 ' f assemidye n o me

-i <file> (/path/to/input/file)

b <string> (algorithms f'orandwa oma pspainmsge;/ s‘anmepne’; fdoerf

optional)

Output

Upon executing the commaral, di r e c t BeqSero nesulkénte _ybdu run SeqSer>" will be
created. Yar result will be stored ihSeqgsero_result.tt i n t hat directory.
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