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Figure S1: Reciprocal best hits found by diamond and mmseqs with
Bacillus subtilis as reference proteome. The proportion of RBH found
is comparable to those found by blastp when the proteomes involved are very
similar (high Genomic Similarity Scores, GSS). As expected, low sensitivity
options reduced the proportion of RBH found.
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Figure S2: Reciprocal best hits found by diamond and mmseqs with
Saccharomyces cerevisiae as reference proteome. The proportion
of RBH found is comparable to those found by blastp when the proteomes
involved are in the same taxonomic category (Ascomycota). As expected,
low sensitivity options reduced the proportion of RBH found.
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Figure S3: Reciprocal best hits found by diamond and mmseqs with
Mus musculus as reference proteome. The proportion of RBH found is
comparable to those found by blastp when the proteomes involved are in the
same taxonomic category (Chordata). As expected, low sensitivity options
reduced the proportion of RBH found.
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