


Figure S1: Plots showing correlation between unitig-averaged k-mer counts (x) and raw k-mer counts (y), for a
selection of 15 SRA human RNA-seq datasets. Each plot displays a random subsample of 10,000 k-mers per dataset.
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Figure S2: REINDEER’s output format. For a query TAACAAT, we start by extracting all distinct k-mers.
Each k-mer is looked for in the index by finding its monotig (TAAC, AACA come from monotig TAACA; ACAA,
CAAT come from monotig ACAATT). Monotigs are associated to count vectors. The output shows one row
per query, with the query name in the first columns, and then c columns for the counts in c datasets. The union
DBG shows the indexed k-mers. Each dataset is represented by a pattern, and counts for this dataset are below
the pattern. Since the query sequence can span several unitigs in a given sample graph, different counts can
be output for a single dataset. k-mers from the query are stressed with dark grey lines. For instance, in the
first (round symbol) dataset, the query starts with a count of 12, then switches to 4 because of a bifurcation,
therefore we report ”12:4” in the output. On the contrary, the counts in datasets 2 (star symbol) and 3 (square
symbol) are constant for this query, therefore only one abundance is reported (respectively 2 and 0).
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