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Observed STS results

Example: Retrieve STSs Near One Locus

1. By testing your sample with 51 landmark STSs, you have identified the following result: absence of a single STS, sY14.1
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Landmark STSs (asterisks denote multi-copy STSs)
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2. To confirm the result for sY14 and to further delineate the deletion in your sample, you wish to assay additional STSs in the vicinity of sY14. To generate a catalog of STSs in a 50-kilobase
    interval surrounding sY14, select [sY14] and [50 kb] from pull-down menus, and click on the [Get STSs within interval] button.

continued page 2

1 See Table of landmark STSs under Reference Tools. Landmark STSs consist of sY1247 and sY1273, located at the boundaries between MSY and pseudoautosomal (PAR) sequences on Yp and Yq, respectively, and a previously published panel of
49 STS (see Supplementary Methods Table SM-2 in Repping et al., 2006).
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3. STSs in the 50-kb interval surrounding sY14 are displayed as a table and in a customized UCSC Genome Browser. For each STS, the table indicates: multi-copy with an asterisk, start and
    end sequence coordinates, PCR product length, primer sequences, amplification conditions, GenBank accession number, and in the case of a multi-copy STS, sequence coordinates of
    co-amplified loci. A custom track in the browser displays the 50-kb region encompassing the catalogued STSs. The positions of each STS and of each protein-coding gene, as well as of other
    genomic features within the interval, are indicated.
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