Strand Translation Files
These files report strand information for all markers in the given manifest with respect to illumina strand (top or bottom), dbSNP strand (forward or reverse) and genome assembly strand (plus or minus).  The Illumina and dbSNP strand information for the Source Sequence is taken directly from the beadpool manifest and the genome assembly strand (also called blast strand in the files) is obtained by blasting the Source Sequence against the human genome assembly v36.2.  All strand designations given refer to the Source Sequence in the beadpool manifest.

Please note that Genome studio only uses dbSNP strand and Illumina strand to report genotypes.  Therefore one can obtain a forward strand call report which means all genotypes given will be given on the dbSNP forward strand.  There is no knowledge of genome assembly strand information built into the beadpool manifest or Genome Studio currently.

Strand Tranlsation File:  The strand translation file takes the information from our current manifest and report the following:  

· Illumina strand for the Source Sequence in the manifest.  This will be ‘Top’ or ‘Bot’ (for top/bottom) and refers to the SourseSeq column in the manifest.  Please note that the source sequence is not necessarily the design strand.

· dbSNP strand for the Source Sequence in the manifest.  This will be ‘F’ or ‘R’ (for forward or reverse) and refers to what dbSNP calls the source sequence.  The majority of these will be forward sequences as in general for all rsIDs the SourceSeq is the dbSNP forward sequence.  HapMap calls the dbSNP ‘forward’ sequence the ‘rs strand’.

· Blast sequence information.  This will be ‘+’ or ‘-‘ and refers to the genome assembly strand information for the SourceSeq in the manifest.  

· HapMap calls genome assembly ‘+’ and ‘-‘ strand as ‘forward’ and ‘reverse’ respectively.  This however, does not correlate with dbSNP ‘forward’ and ‘reverse’ and can be confusing.

· Please note that all strand designations are independent of each other.  In other words, dbSNP forward does not necessarily equal top strand or plus strand.

The purpose of this file is to allow a user to correlate strand information and translate genotypes in their results’ files accordingly.  

Strand Tranlsation File Plus Strand Flip List:  This file is a subset of the strand translation file which reports only those SNPs that will need to flipped in a forward strand genotype report (from Genome Studio) to obtain a plus strand genotype report.  

· Any SNPs where the source sequence strand was identified as forward=minus or reverse=plus.

Strand Translation File SNPs no Strand Info:  This file is a subset of the strand translation file which reports all the SNPs for which we were unable to obtain Genome Assembly strand information using Mega Blast.

· These markers should probably be dropped from any comparison that requires translation of genotypes in plus strand orientation.

