Associating Variations

To associate variations with the assembly, open the sequence (the sequence must be loaded) and drag it to the Assembly Reference Area:
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The variations will appear under the Consensus Sequence:

— chrllv2
.A A -,!"I.r'ariintsl:art position: 15330
Source nucleotides: t

l Variant nucleotides: 1T

15380 C 251 15 390

To remove the association, select the Remove track from the view item in the Variations Area context menu.
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