Collapsed ORF5 maximum-likelihood tree by variant/sub-lineage assignment
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Support summary for frequent assignments

Assignment  n gure MBCA  Separatepur
L1C.5 163 no 17 13
L1C.5.32 123 yes 47 1
L5A.1 83 no 15
L1C.5.34 39 yes 76 1
L1C.2 34 yes 97 1
L1H.18 27 yes 96 1
L1D.2 26 yes 100 1
L1C.5.36 25 yes 99 1
L1C.5.33 19 no 43 1
L1A.29 17 no 34 1
L1A.2 16 yes 27 1
L1C.3.25 14 yes 99 1
L1A-unclassified 9 no 45 1
L1H.9 6 yes 48 1
L1H.30 6 yes 100 1
L1C-unclassified 5 no 59 0

MRCA = most recent common ancestor; BS = bootstrap support.

Pure MRCA = all tips below the MRCA have the same assignment.

MRCA BS = ultrafast bootstrap support at that assignment's MRCA when available.
Groups with multiple separate pure clades, such as L1C.5 and L5A.1, are shown as
repeated collapsed triangles in panel A rather than as one forced clade.



