A Cell counts for 10x Genomics datasets at various stages of data processing
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Supplemental Figure 2. A. Maximum-parsimony trees based on IMGT-
numbered nucleotides 1-312 of IGHV for misclustered clones with >2 cells.
Clonal members are shown as nodes and colored according to whether their
light chain carries the clonal majority VJL combination. In case of a tie, a
majority is designated arbitrarily (such as in Clone 3937). Cells with identical
IGHYV positions 1-312 share the same node, with node size proportionate to the
number of cells at that node. Edge labels represent the number of mutations
accumulated from one node to the next. B. Average IGK/LV mutation
frequency across cells in accurate clones compared with that across cells
expressing clonal non-majority VJL combination in misclustered clones. C.
Heavy chain junction lengths of accurate clones versus misclustered clones. D.
The maximum pairwise distance between heavy chain junction sequences in
accurate clones, versus the minimum pairwise distance between cells
expressing inconsistent light chains in misclustered clones. E. The minimum
pairwise shared IGHV mutations in accurate clones, versus the maximum
pairwise shared IGHV mutations between cells expressing inconsistent light
chains in misclustered clones. F. Means of the distributions of the smallest
normalized Hamming distance between heavy chain junctions in partitions of
cells with the same heavy chain VJL combinations, and between light chain
junctions in accurate clones inferred via spectral clustering. A distribution was
calculated for each heavy chain-based partition or clone. The mean of each
distribution is visualized. Acc. = Accurate. Mis. = Misclustered.
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