Cross-checking with GWAS data
Options displayed:  

GWAS data – full

Overlapping regions DELETIONS (from Decipher patients) – pack

Overlapping regions DUPLICATIONS (from Decipher patients) – pack

Base position – dense

Cytogenetic band – dense

ResSeq Genes – squish
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Example
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Click on  feature for details. Click or drag in the base position track to zoom in. Click side bars for track options. Drag side bars or move end
Iabels up or down to reorder tracks. Drag tracks left or right to new position

| track search | | default tracks | | default order | | hide all | | manage custom tracks | | track hubs | | configure | | reverse | | resize | | refresh |

Use drop-down controls below and press refresh to atter tracks displayed
£ Tracks with lots of items will automatically be displayed in more compact modes
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Quando fai lo zoom su una aberrazione che overlappa (nell’esempio rs560426), imposta RefSeqGenes come “pack”cosí puoi vedere i nimi dei geni su cui c’é sovraspposizione.
Allora lo vedrai cosí:
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Click on a feature for details. Click or drag in the base position track to zoom in. Click side bars for track options. Drag side bars or move end

Iabels up or down to reorder tracks. Drag tracks left or right to new position

[ track search | | default tracks | | default order | | hide all | | manage custom tracks | | track hubs | | configure | | reverse | | resize | [ refresh |

‘:/:n”apse al Use drop-down controls below and press refresh to alter tracks displayed.
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