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The synteny for VCMap is derived from
UCSC's Chain alignments.
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The browser window
consists of four
sections, navigation at
the top, an overview
panel at the left, the
detail panel in the
center and a sidebar
on the right which
shows information
about selected objects
such as genes or
orthology groups. In
the overview panel,
hover over a synteny
block to see
information about the
block, including its
orientation relative to
the corresponding
block on the backbone.

Show/hide species, change the order of the species, search for a gene within the current view, access previous
views from the current session, and zoom the detail display using functions in the top section of the page.
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In VCMap, syntenic blocks are aligned so that the orthologs appear in
the same order for the comparison species as they do for the backbone.
Since the syntenic block that contains the Mthfr gene is reversed in
human compared to both rat and mouse, it is shown in the opposite
direction as demonstrated by the higher chromosomal position at the top
of the block and the lower number at the bottom in the overview and the
crossed lines between the rat and human blocks (left callout).
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= With human as the backbone, all five additional species can be compared showing MTHFR orthologs in all of the species. For human, mouse and rat, heatmaps show
) = variant density. Human variants are imported from ClinVar and the GWAS Catalog and mouse variants are imported from the European Variant Archive. Rat variants
“ are derived from whole genome sequencing of multiple rat strains as part of Dr. Mindy Dwinell's Hybrid Rat Diversity Project at the Medical College of Wisconsin.
gt s s s 1 Mouse over a bin to see the number of variants in that segment.
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